
LOCUS       NODE_1_length_861804_cov_103.362037861804 bp   DNA linear
17-DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..861804
                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
     gene            complement(179..2185)
                     /locus_tag="DSM_00001"
     CDS             complement(179..2185)
                     /locus_tag="DSM_00001"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFVRKRNSALFTVILLGSILSGCQVVNVKQQALNVTIANERNSI
                     
LTQDKLSEASLNVLSMSGQEAKACTDSPDTCVNQLKNLPQILDEQLLSAASEMYLAKA
                     
MALSDSSECKISRFTKHKPTEEQKVIQNKYDECLDQQLSLLDKSIRYSYAYLFSTKRQ
                     
PTDRIFDNRQVQIRDFYNQAIAKMVSVYDLRYPQKNVVEPQIHIGKSVYSIDFEFHRQ
                     
LSGQKLEKLISSYNLNFSGLRTINRRDGFGSEFVAVFPSSGKEDINEYILDPLNYSYK
                     
NGVNPNIHHARYLAATIVAEPKHAKTVQEIINDPEFVIRVYDPYRTDNINVAGKQYPL
                     
AANFSAPYGLWLAENNLGVAAYLSLIDRDQHLTMPHLYMLEPYNPNKKIIVLVHGLAS
                     
SPEAWIALTNDVMGDTVLRDNYQVWQVFYSTNMPILESRFQIYALLKQAFGSLNPSDP
                     
AAHDAVLVGHSMGGIISRLLVSDADITKPALEMMTIRQQNRFKKHPMVTERLQMHSIS
                     
NFDRAIFLASPHRGTDYADRWFTLAARKIIRLPGAFLSAVATSLTTENLDIKDFLNNI
                     
DNGLIQNGPSDLSHQSKFMELTENINPHQGLIFHSIMGNITKSDDPNVITDGIVPYKS
                     AHLEGAKSEKVLPGGHSIQLTPQAVLELRRILREHLVEHGLYKP"
     gene            complement(2302..3243)
                     /locus_tag="DSM_00002"
     CDS             complement(2302..3243)
                     /locus_tag="DSM_00002"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MNFKPLAYILLATSSLTACTMAPVKEQKIEPFVFKEPELTPPFY
                     
ALNPFNYDAPPAFEVALKEAAAQPVTKMVVTRQDDPTKTLTLDTNKLIVPTVNNSQRS
                     
MKYAVLAGDNEIDVTEIDDFLQLVEGKARHYPPRFTDRQERKGFESKLKEVTQRLDTL
                     
AANPDASFDILIRAFKASVLARNLDLGTAHTTKSLEYAQRLLKINPDDAEANFWFGFG
                     
LSEGGGQREAIPYLDKAIKGNVQEAYLAAANNYIAMEQKKNAIQTLKNYKVKYPDEAE
                     VADRLIQEIEKQGRWNVWQVLTNPAMSSATPSAATKK"
     gene            complement(3347..4162)
                     /gene="cysE_1"
                     /locus_tag="DSM_00003"
     CDS             complement(3347..4162)
                     /gene="cysE_1"
                     /locus_tag="DSM_00003"
                     /EC_number="2.3.1.30"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q06750"
                     /codon_start=1
                     /transl_table=11
                     /product="Serine acetyltransferase"
                     
/translation="MLKQLKEDIQAVFARDPAARNTLEVLTTYPGIHALLLHRLAHEL
                     
WKKDCKGTARFVSSFSRFATGIEIHPGAKIGKRFFIDHGMGVVIGETAEIGDDVTLYH
                     
GVTLGGTTWNKGKRHPTLEDGVVVGAGAKILGPFTVGKGAKVGSNAVVTKAVPAGVTA
                     
VGNPARYIYKDADKTKDKDEERRRDYAQSIGFAPYATTADQSDPILEGMRVLLDRIQH
                     
NETRMNNLCQRLSELDPTFKKESQDEQPFSDEELKILEEVRRECGAQNKTSKT"
     gene            complement(4155..4994)
                     /gene="trmJ"
                     /locus_tag="DSM_00004"
     CDS             complement(4155..4994)
                     /gene="trmJ"
                     /locus_tag="DSM_00004"
                     /EC_number="2.1.1.200"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AE01"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA (cytidine/uridine-2'-O-)-
methyltransferase
                     TrmJ"
                     
/translation="MSLFDDTAVSKQLAQVRIVMVNTTLPANIGSALRAMKTMGLSKL
                     
VLVSPKMYPHPDIQALAAGAQDLLEQVEIVETLEEAIKDCHLVFGTSARSRTIPWPLL
                     
DVRPASKEAIKAAAQGQQIAIVFGREDRGLTNEELALANYHLTIPVNSDYGVLNVAQA
                     
IQVVCYELRMSVLEQKEVASDAGQMPLTQGQSMQWDEPLVTQQQMEEFYPHLEKMLTE



                     
IEFLDPENPRLLPLRLRRLFGRIQLDRMEYHLLRGIFSRVQALTSGKWKKASSDKEDQ
                     SNA"
     gene            complement(5009..8572)
                     /gene="dnaE"
                     /locus_tag="DSM_00005"
     CDS             complement(5009..8572)
                     /gene="dnaE"
                     /locus_tag="DSM_00005"
                     /EC_number="2.7.7.7"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P10443"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA polymerase III subunit alpha"
                     
/translation="MQFVHLGIYTEFSITESIVRIPDLVKTAVKDEMPALALTDLSNL
                     
HAAVKFYNSCLKKGIKPILGSTIRLNDAQHRATLLAMSDIGWKGLTEIVSRGFIEGQQ
                     
LSIPCVQKEWVLEQHQDIIVLLGQHSDVGQMLCSSNPQKAEPLLEEWIEKFGNRVYLA
                     
LTRTDRPGEEDFIQEAAKLAAKYNIGVVAHNDVHFIEKEDFEAHEARVCIADGYVLAD
                     
DRRPRLYSPEQYFKTSDEMIELFSDIPSAIENTYQIAKRCNVTLKLGTYFLPEYPIPD
                     
GFTIDTYFEHLSKEGLEERLNYLYPVEKRGEDWPEIRKPYDERIDYEVGIILKMGFPG
                     
YFLIVMDFIQWAKNNGVPVGPGRGSGAGSLVAYSLKITDLDPLRYDLLFERFLNPERV
                     
SMPDFDVDFCIAGRDRVIDYVSRTYGREAVSQIATFGTMAAKGAIRDVARVLGKSYGL
                     
ADRISKMVPTKPLGVDLATAIEMEPQLKDIVTNPSNPDNDDASEIWEMALKLEGITRN
                     
TGKHAGGVVIAPGKITDFSAVLCDADGTNRVAQYDKDDVEAAGLVKFDFLGLRNLTVI
                     
EDAIQNINKNRDSNDPLNISHVPLDDPKAYSVFADANTTAVFQFESVGMKRMLKEARP
                     
SKFEEIIAFVSLYRPGPMDLIPDFIHRMHGGEFEYLHPLLEGVLEPTYGIMVYQEQVM
                     
QTAQICAGYTLGGADLLRRAMGKKKPEEMVKQRQIFLEGAGQKGIDESTANHIFDYME
                     
KFAGYGFNKSHAAAYALVAYHTAWLKAHYPAEFMAAVMSSEMQNTDSVVFLIDDCRNN
                     
GLEVLPPSVNMSTYHFHASDDKTIVYGLGAIKGVGEQAMQSVIDSRRQQGPYTDLFDF
                     
CHRIDLKKINKRTLEALIRAGALDCLGIERSSLMAQLPEAVQAAEQARSNRESGIMDL
                     
FGEVEEVQRKPAKPVKPWSDEVRLKGEKDTLGLYLTGHPIDVYRQELKAFIPAKLNEI
                     
TATRRGVTTVYAGLVLDVANFPNRVVIVLDDGTARIEVSCNHERFQRFKDIIQVERVV
                     
VFEGEIYEREGFDRPMGRLNKAFSLNEIRQKRANSIQIKLTHDLLQPSLAKDLQNILL
                     
PYCNVDMHQHIAIQLQIDQPYAQAELQLGPQWKVAPLDELLAKLRDYFGKDNIHIEYQ



                     VKSKAAKAAEPVRPQPVASPPVDMTIDDALDSYQSEVSQYS"
     gene            complement(8787..9854)
                     /gene="ansB"
                     /locus_tag="DSM_00006"
     CDS             complement(8787..9854)
                     /gene="ansB"
                     /locus_tag="DSM_00006"
                     /EC_number="3.5.1.38"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P10172"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutaminase-asparaginase"
                     
/translation="MLTKTVKSFGLAMGLLACSLPLYAKNNVVVVATGGTIAGAGASS
                     
ANSATYTAAKVPVDALINAVPQIQDLANVSGIQALQVASESITDKELLQIARQVNELV
                     
KKPTVNGVVITHGTDTLEETAFFLNLVVHTDKPIVLVGSMRPSTALSADGPLNLYSAV
                     
ALAASDDAKNKGVMVLMNDSIFAARDVTKGINIHTNAFVSQWGALGTLVEGKPYWFRQ
                     
SVKRHTNASEFNIENIKGDALPTVQIVYGSDSMLPDAYEAYAKAGAKAIIHAGTGNGS
                     
VAKYIVPTLQNLHDKNGIQIIRSSRVPQGFVLRDAEQPDSKYGWVAAHDLNPQKARLL
                     AALALTKTNDAKEIQRMFWQY"
     gene            complement(10538..11845)
                     /gene="gltT"
                     /locus_tag="DSM_00007"
     CDS             complement(10538..11845)
                     /gene="gltT"
                     /locus_tag="DSM_00007"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P24944"
                     /codon_start=1
                     /transl_table=11
                     /product="Proton/sodium-glutamate symport protein"
                     
/translation="MKQKKLLKYIVVAILLGVLTGWICHHFFNEGEQLKQIASYFNIV
                     
TDIFLRLIKMIIAPLVFATIVCGIVSMGKSTSIGSITLKSMTWFITASFVSLAIGMGL
                     
ANFFQPGAALDLALPTAQQLSSSSLPTTTGFTLQSFLSHVFPRSIAEAMANNDILQVL
                     
VFSIFFGSALAFVNQGKEKDSVIIRLTDELSKIMFRITDYVMMFAPFAVFAAIASAIT
                     
VQGLGLIVDYGILIAEFYFGLLLLWVILFSVGAIVLKKDIFRLGKLIREPVTLAFATA
                     
SSESAYPKVMDALNKFGVPKKVTSFILPLGYSFNLDGSMMYTTFAVLFIAQAYNIDLS
                     
FTQQILILLTLMVTSKGIAGVSRASIVVISATLTMFHLPEAGILLLLGIDQFLDMGRT
                     ATNVVGNSIATAVVAKLEGDKVADTEELPEPVLIKSTQEQTIA"
     gene            complement(12311..13741)
                     /gene="alaA"
                     /locus_tag="DSM_00008"



     CDS             complement(12311..13741)
                     /gene="alaA"
                     /locus_tag="DSM_00008"
                     /EC_number="2.6.1.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A959"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutamate-pyruvate aminotransferase AlaA"
                     
/translation="MSQKKSVLFQQLLPVIKQYQQSGFTHEKIVELLKDQHDLNLVTV
                     
KTFKSYLYRYAKVNPAMSKNTATLQSMPTSREIKKSSKLEHVCYDIRGPVLRAANEME
                     
EQGHKIIKLNIGNPAPFGFEAPQEIINDVALNLPNAIGYVDSKGIFPARKAICQYYQQ
                     
KGILNMHVNDVYIGNGVSELIVMAMQGLLDDGDEMLIPMPDYPLWTAAVNLSGGTAIH
                     
YKCDEENSWYPDIADIESKITSNTRGIVIINPNNPTGSVYPRHVLEQIVALAKKHDLI
                     
LFADEIYDKIVYDGIEHVAVASLAGDQLCISFNGLSKAYRIAGFRSGWMAITGDKSRA
                     
ADYIEGLDMLASMRLCANVQAQYAIQTALGGYQSINDLIRPGGRLYEQRNIAWEMLNE
                     
IPGVSCVKPEGAMYCFPCLDPNIYPIEDDEKLMLDLLRAEKVLLVQGTGFNWPTPDHF
                     RVVFLPAENELREAIGRLGRFLANRR"
     gene            13982..14401
                     /gene="msrB"
                     /locus_tag="DSM_00009"
     CDS             13982..14401
                     /gene="msrB"
                     /locus_tag="DSM_00009"
                     /EC_number="1.8.4.12"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q3JRF0"
                     /codon_start=1
                     /transl_table=11
                     /product="Peptide methionine sulfoxide reductase 
MsrB"
                     
/translation="MGKVNKTDREWQRELSPEEYRITRQKGTEPAFTGQYWNTKQHGT
                     
YVCRCCGAELFSSDAKYDSGCGWPSFFRPLNGSVIDEHEDLTHGMVRTEIVCHDCEAH
                     LGHVFEDGPQPTGLRYCVNSASLQLKTQEKNDEETYP"
     gene            14398..14883
                     /gene="gpx1"
                     /locus_tag="DSM_00010"
     CDS             14398..14883
                     /gene="gpx1"
                     /locus_tag="DSM_00010"
                     /EC_number="1.11.1.22"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P74250"
                     /codon_start=1
                     /transl_table=11



                     /product="Hydroperoxy fatty acid reductase gpx1"
                     
/translation="MSNIYQFEAELLEGDIKQFADYKGKVLLIVNTASKCGFTPQFAG
                     
LEKLYEKYKDQGLEVLGFPCNQFGGQDPGSNKEIGTFCQRNYGVKFPMFAKVDVKGPE
                     
AHVIFRYLTREAKGILGSSTIKWNFTKFLVGKDGSVLNRYAPTTKPEALEADIEKALA
                     S"
     gene            14883..15728
                     /gene="ada_1"
                     /locus_tag="DSM_00011"
     CDS             14883..15728
                     /gene="ada_1"
                     /locus_tag="DSM_00011"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P06134"
                     /codon_start=1
                     /transl_table=11
                     /product="Bifunctional transcriptional activator/DNA
                     repair enzyme Ada"
                     
/translation="MGSMNAIPQTFEFWQDRRMPYMETRRSCFGRTCYKSHSHPTFSI
                     
GAIDEGNSVFQSSFGTAQKISAGTLVIVPAHVEHSCNPMPNQAWSYQMLHLDLAWLNQ
                     
LYSEFQEQGLDLHIPQHKPLIIKDESLYEAFTEMNETLFDAQKLIFEKEQSLLHCLIH
                     
LLLPHFILEEIQKPQYLYKDFLNLIDVISSSEGFISLEELAQRVGLSRYAIIRLFKAN
                     
VGLTPHAFQINLKINQAREQLKQGVPLAELAVNLGFSDQSHFHKAFKAHTGVTPRQFQ
                     LAAAQ"
     gene            15793..16425
                     /gene="rhtC_1"
                     /locus_tag="DSM_00012"
     CDS             15793..16425
                     /gene="rhtC_1"
                     /locus_tag="DSM_00012"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AG38"
                     /codon_start=1
                     /transl_table=11
                     /product="Threonine efflux protein"
                     
/translation="MEVFLVIAFTHFLALLSPGPDFFLILTSLLQKGHRYTYGIVLGI
                     
TLGNALILVGCLFSFMLLGNLSSILLLIFKWLGALYLAYLSFLCFNAARSTVLNFSTD
                     
VNNLSDQAEDKRNKIKSLVLGLQSSLLNPKNIMFYSSLMLLIQHKFSLFQKLLMSVWM
                     VGVVLIWNILLVKLLAYERILVKIKRSATGLYYCSAVAFILFAVLLITYK"
     gene            complement(16483..17709)
                     /gene="dapL"
                     /locus_tag="DSM_00013"
     CDS             complement(16483..17709)
                     /gene="dapL"
                     /locus_tag="DSM_00013"



                     /EC_number="2.6.1.83"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A0LEA5"
                     /codon_start=1
                     /transl_table=11
                     /product="LL-diaminopimelate aminotransferase"
                     
/translation="MKHLIKFVSTETQLLGNCLMNSSLSLLHPYPFEKLNQLFKDITP
                     
ANLPLIPLSIGEPKHPAPEFVKQAIIDNFNHLSTYPNSKGLPELRQSIADWLTKRFKL
                     
NSISAENHILPVSGTREGIFSFVQALINREDAPYVVMPNPFYQIYEGAALLAGAKPYF
                     
INCTEENGYLGDFDAVPAEVWEKTALLFVCTPGNPTGTVLSKEQFKKLIALSDQYNFV
                     
IASDECYSELWFDQAPTGLLEVCAELGRDDYKNCIVFHSLSKRSNLPGMRSGFVAGDA
                     
ALLKPYLQYRTYHGAAMPVQHQLASIAAWNDESHVEENRKQYRAKFDLFQSELGHLLP
                     
LQKPDAGFYYWLKVDNDETFAKMLMEKAHIKVLPGRYLSRDTEQGNPGANHVRMALVA
                     DLAQCEEVVKRLKAIL"
     gene            complement(17678..20341)
                     /gene="glnD"
                     /locus_tag="DSM_00014"
     CDS             complement(17678..20341)
                     /gene="glnD"
                     /locus_tag="DSM_00014"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P36223"
                     /codon_start=1
                     /transl_table=11
                     /product="Bifunctional
                     uridylyltransferase/uridylyl-removing enzyme"
                     
/translation="MINTSPLLNYVSSHHDIKAINQWRTDVEKQLQDSYENGQSIREI
                     
IKARSDLVDEALVFLWKHAELDQSKLGLFAVGGYGRREMLPYSDVDIMILSEDEISEE
                     
NEKRISTFISSLWDVGNFKPGISVRTIQSCVEQAATDLTVATTLIEARLITGNTQLAK
                     
WPRRIVSQTWTDKTFYDAKMAEQAKRYHQHNNTESNLEPDIKNAPGGIRDINQIGWIA
                     
KRHFRVNRIYDLVHLGFISEFELAVLEEAESFLWEIRHHLHRLAKRDENRLLFDHQRE
                     
IAAKFGYVRQEGQPVNYGVEQFMKRYYRTAQQVSTLNEMLLAYFSESVITPRLPNYER
                     
KIEVVNDHFKIVDNKLAVQHHKIFAEHPSAILELFYILANRPDIEGIRARTLRLLILA
                     
AKRINQSYRDNPEHQALFMSIIRSPYRLYDTLVAMKRYGVLGNYIPAFGQIMGLMQYD
                     
LFHIYTVDAHTLLLLRNLNRFREPEFAKEFPVVSSVFQRLARQDIVFIAALFHDIAKG
                     
RGGDHSELGAEDAIEFGRAHGFTERECKLIAWLIQNHLLMSLTAQKKDISDPDVVKDF
                     
AEKLGDMEHLDYLYTLTVADINATNPKLWNTWRASLMRQLYTHARDVIRTGLGRPVDY



                     
QMLIEDTKFAASELLVNNFALADVEKVWQELGDEYFIKESADEIAWHTQAILKHGDNP
                     
EPLVLLRAHRKAAQDAVQIFIYTRDQPNLFATTVAVLDRMNLDVQDAKIITASTAFSL
                     
DTYVVLDRFGTLLTDPEREETVKNALVKALSQPDQYPGLMQRRIPRQLRHFDIENTVD
                     
VTLNEALQQNMVEISTLDHPGLLARVGGLFMMQGLDIHSARIATLGERAEDIFFVTKK
                     DGKPLNNEEVKLFSEKLKAALDEASNQICQH"
     gene            complement(20369..21577)
                     /gene="purT"
                     /locus_tag="DSM_00015"
     CDS             complement(20369..21577)
                     /gene="purT"
                     /locus_tag="DSM_00015"
                     /EC_number="2.1.2.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P33221"
                     /codon_start=1
                     /transl_table=11
                     /product="Formate-dependent 
phosphoribosylglycinamide
                     formyltransferase"
                     
/translation="MSVTLGTPLQSSAFKVLLLGSGELGKEVVISLQRLGVEVHAADR
                     
YDHAPAMQVAHFSYVLNMADPAQLKQLIEKVKPNLIVPEIEAIATEVLLEIEANKTAT
                     
VIPSAKAVNLTMNREGIRRLAAEELGLPTSAYRFADTLESFRAACDDIGYPNFVKPVM
                     
SSSGKGQSRVKSFDEVDAAWEYAMQGGRVNQGTVIIESQIDFDFEITLLTVRAKNPET
                     
GEIETHYCDPIGHRQDAGDYVESWQPQPMTPAALEEAKRIANKVTTALGGCGIFGVEL
                     
FIKGDKVWFSEVSPRPHDTGLVTLASQFQSEFELHARAILGLPVNTARHSVAASAVIY
                     
AGVDANNLSYSNLNVALAHPDTDLRLFGKPEGFKRRRMGVATARAENTDLARTLAKET
                     ADQVSVQTNS"
     gene            complement(21689..22078)
                     /locus_tag="DSM_00016"
     CDS             complement(21689..22078)
                     /locus_tag="DSM_00016"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O86237"
                     /codon_start=1
                     /transl_table=11
                     /product="putative protein.1"
                     
/translation="MSQVKIYANEQTIIQYRELLSHAIHQALIEELKYPIEKRFQRFI
                     
SLKPENFIYPSDRSQHYIIIELSMFAGRSPATKKQLIQTLFRNIEEQCKIAPQDIEIT
                     IFETPKENWGIRGKNADELLLNYQVNI"
     gene            complement(22207..22548)
                     /locus_tag="DSM_00017"
     CDS             complement(22207..22548)



                     /locus_tag="DSM_00017"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNLEIILVGIIVGIANFASRFGPFFVIQKLQGNQQRRGSIWLKI
                     
ALGSIGISAISAMLVVATLPPLLETPNKSLAMLIGFMVLAGLYFKFKKIVPATLTAAI
                     VYGLIYTYLPL"
     gene            complement(22550..23290)
                     /gene="ygaZ_1"
                     /locus_tag="DSM_00018"
     CDS             complement(22550..23290)
                     /gene="ygaZ_1"
                     /locus_tag="DSM_00018"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76630"
                     /codon_start=1
                     /transl_table=11
                     /product="Inner membrane protein YgaZ"
                     
/translation="MSNQQQMAAQTATFWQGAKDSQAIVLTYLPVSFAFGVSASQFGF
                     
SPWEAFFLSCSMYAGASQFLVVALLASGSSIWLTALTVIALDIRHVLYGPALYNLIPT
                     
KLNLKKTAVWAWGLTDEVFASGMIQLSQRRQQWSESWMLGLSLFSWMSWASGSLLGGL
                     
FADQVAHLPKFLQAALDFLLPALFLSFLLAAFERKHSLVVAVSLVVSALACYWINLSA
                     AIFIGILSGILAGLFKYYVLKQFDEVEA"
     gene            23392..23862
                     /locus_tag="DSM_00019"
     CDS             23392..23862
                     /locus_tag="DSM_00019"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFKSKTRLVYIAILSASVFILQGCDNGNQSSDKKVEIKPAPKLT
                     
NDATVYAKKAWTLINTVDHLVYEKQLSQINDNVRKPLRQLSTDWRINVKMTDSVTEGK
                     
YALCRKALTSLDVWARETLENNSSVAQKQADYERDKQQCKEAIENPNLGNTSPK"
     gene            complement(23935..24270)
                     /locus_tag="DSM_00020"
     CDS             complement(23935..24270)
                     /locus_tag="DSM_00020"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKLSTILTAGVLAMLSVSAFACPKGTQLQGGTGPNHKGGKCVA



                     
VNGKATAQKAKKEATKTKQEVKKDLTMQKHDAMTSATHAQHESHQMTHQMKQDAVKTA
                     NTAKAATKP"
     gene            complement(24443..25150)
                     /gene="cmr"
                     /locus_tag="DSM_00021"
     CDS             complement(24443..25150)
                     /gene="cmr"
                     /locus_tag="DSM_00021"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WMH5"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator Cmr"
                     
/translation="MDDRILDLIYINRLKENTWFSVLPEAFQKFILEHGKQITFEKNS
                     
YVFHAQDEFDGIYTVLEGSISLGYVDVNGNEALSAIAEPIMWFGEISLIDHEPRSHDA
                     
IALKKSIVLHIPAKPLNELLKEHPYYWYYFARLTSQKLRYVFLEQIAIQTRSISQRLA
                     
QRLLFILEGYGNHILIQDHHIQISQEQLANMLTTSRQTINHELSLLEKQNIIKIAFRK
                     IEILDIEKLKVIAQVHS"
     gene            25243..25764
                     /locus_tag="DSM_00022"
     CDS             25243..25764
                     /locus_tag="DSM_00022"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSNLEQKLSQYAAYHLNHQNILTHFIGIPLIVFSILCLTARAGI
                     
DIGNFKVTLAMVLIAFSTIYYLFLDKVFGLIMLMILVAVYPLASQIAELPLGQWLAAS
                     
IGFFVVGWVFQFVGHYFEKKKPAFVDDVIGLAIGPLFVLAEFIFMLGFRKPLHERILH
                     EARSKREMMDLSH"
     gene            complement(25811..26902)
                     /gene="ychF"
                     /locus_tag="DSM_00023"
     CDS             complement(25811..26902)
                     /gene="ychF"
                     /locus_tag="DSM_00023"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P44681"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribosome-binding ATPase YchF"
                     
/translation="MGFNCGIVGLPNVGKSTLFNALTKAAIAAENFPFCTIEPNTGIV
                     
PVPDPRLDKLAAIVNPQRVLPTTMEFVDIAGLVAGASKGEGLGNQFLANIRETDAIAH
                     
VVRCFEDENVIHVNGKIDPLDDIATINTELALADLETVAKAILRLTKVAKGGDKEAVA



                     
TKAVLEKIQPLLDEGKPARAADLSDDERKLIRGFGLMTLKPTMYIANVAEDGFENNPH
                     
LEAVKKLAAEENAIVVPLCNQIEAEISLLEDEDRAEFLEAMGMEEPGLNVVIRAGYKL
                     
LGLQTYFTAGVQEVRAWTVKVGATAPQAAGVIHTDFEKGFIRAEVVAYDDFVQYNGEN
                     GAKEAGKWRLEGKTYVVQDGDVMHFRFNV"
     gene            complement(26996..27655)
                     /gene="metI_1"
                     /locus_tag="DSM_00024"
     CDS             complement(26996..27655)
                     /gene="metI_1"
                     /locus_tag="DSM_00024"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P31547"
                     /codon_start=1
                     /transl_table=11
                     /product="D-methionine transport system permease 
protein
                     MetI"
                     
/translation="MQDQLIDLLITGTVDTLLMVGASAFIAFLIGLPIAVILVSTSEH
                     
GIHPSQKINQALGWVINITRSIPFLILMVALIPLTRWIVGTSYGVWAAVVPLTIAAIP
                     
FFARIAEVSLREVDQGLIEAAQAMGCNRKQIIWHVLLPEALPGIVAGFTVTIVTMINS
                     
SAIAGAIGAGGLGDIAYRYGYQRFDMQIMLAVILVLIVLVMLVQATGDALAQQLDKRK
                     V"
     gene            complement(27636..28706)
                     /gene="metN_1"
                     /locus_tag="DSM_00025"
     CDS             complement(27636..28706)
                     /gene="metN_1"
                     /locus_tag="DSM_00025"
                     /EC_number="3.6.3.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P30750"
                     /codon_start=1
                     /transl_table=11
                     /product="Methionine import ATP-binding protein 
MetN"
                     
/translation="MVSFGSQVDFSLPHIKIRGLNKFYQSQGQKLHALKEINLDIPQG
                     
KILGIIGKSGAGKSSLLRTLNGLEQVNTGSIHIHQQNIAELSHSELIQTRQRIGMIFQ
                     
HFNLMSAKTVWENVALPLKVSNYNKADIDQRVNEVLALVGLADKSNYYPSQLSGGQKQ
                     
RVGIARALVHHPEILLCDEATSALDPESTATILALLKKINQELGLTIVLITHEMQVIR
                     
EICDQVVVIDQGEIVEAGQVWSVFSRPEQQITQELLNLEQITLPFKISRLPDEDSTHI
                     
IVKLKYEAEAHQVPDIQELLAKFKAPVNLYQSQVDTIQGHIIGSLLVGIPNVEIDLSS
                     IQQDALTAIAQFEVLGYARPAH"



     gene            complement(28718..29551)
                     /gene="metQ_1"
                     /locus_tag="DSM_00026"
     CDS             complement(28718..29551)
                     /gene="metQ_1"
                     /locus_tag="DSM_00026"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P28635"
                     /codon_start=1
                     /transl_table=11
                     /product="D-methionine-binding lipoprotein MetQ"
                     
/translation="MAIQFKQHKPWLLGITVLIVVLGLVGYRYIKNKQADDVLTIGIS
                     
PPYAELLQSVANEVEKQGVHVKLVEFSDWRAPNVAVQNGDIDANFFQQSVFLRNAVKE
                     
TGYDLHAFAVGSGSHVGLYSKKYKSLTDLPTNARVAIPNDPVNLARALILLHRAGLIQ
                     
LKDINNELSTTQDIIANPKQLSFVEVEGPQTAHAYNDVDLIFGFPHYLKMAKVTDPHS
                     
ALFLDPIDKKYAILFVTRRDYQDKNQKLATFVKAFQNSKQAQDILDKDFGQGMWFQGW
                     K"
     gene            complement(29565..30395)
                     /gene="metQ_2"
                     /locus_tag="DSM_00027"
     CDS             complement(29565..30395)
                     /gene="metQ_2"
                     /locus_tag="DSM_00027"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P28635"
                     /codon_start=1
                     /transl_table=11
                     /product="D-methionine-binding lipoprotein MetQ"
                     
/translation="MAQTASKKWLGVGLVVVVLIVALFFWNKHRQSGSNELVIGISPP
                     
FAKTLQAAADEAKKQGLNVKLVEFSDWNTPNITLNHGDIDANFFQHQPFLDNAIKETG
                     
FKLKAFAVGAASHVGLYSKKYKNLDELPQNARVVIPNDPVNQGRALLLLQQAKLITLK
                     
DSNNHLSALKDVVSNPKNLQFVEVEGPQTARAIDDVDLAFGYPHYLRLAKTADPESAL
                     
LLDDNTNKRYAILFVVRDDYQDKGDKLKKFVEIYQNSPKVKAVLDAEIGPTLWFPGWK
                     "
     gene            complement(30410..31822)
                     /gene="dmoA_1"
                     /locus_tag="DSM_00028"
     CDS             complement(30410..31822)
                     /gene="dmoA_1"
                     /locus_tag="DSM_00028"
                     /EC_number="1.14.13.131"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:E9JFX9"
                     /codon_start=1
                     /transl_table=11



                     /product="Dimethyl-sulfide monooxygenase"
                     
/translation="MADFKAKEILLNAFDMNCVGHINHGLWTHPRDESHRFNELSYWT
                     
EQAKTLESGLFDGLFIADITGVYDVYQNGIDLTLKESIQLPSHDPSTLISAMAAVTQN
                     
LSFGVTVNLSYEHPYQFARRFASLDHLTQGRIGWNIVTGYLDSAERLIGQKGLKDHDA
                     
RYEQAEEFLELCYKYWEGSWENDAVKKDKVQRVFTDPSKVHTIHHHGKYYQSEGVFQV
                     
SPSVQRTPTLFQAGASPKGMQFATRHAECVFIGGDKPEKIREQVKKIRTLAEQQGRSA
                     
NDIKVFVGITVVVAETHDLAVQKLNEYRQYASPEAGLAHYASSTGIDLSKFADDEAIP
                     
YQKSNSIVSITEKFKEQQITKNDLKAQHVLGGRYPLIVGSGEEVAEYLIHLLDETDID
                     
GFNLTRTVAPESHHDFIRLVIPELQQRGRYKTAYKTGSLRNKIFNRGDQLPKQHPVQA
                     FRCSPYNNSKNLTTIEEITA"
     gene            complement(31822..33045)
                     /gene="soxC_1"
                     /locus_tag="DSM_00029"
     CDS             complement(31822..33045)
                     /gene="soxC_1"
                     /locus_tag="DSM_00029"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P54998"
                     /codon_start=1
                     /transl_table=11
                     /product="Dibenzothiophene desulfurization enzyme C"
                     
/translation="MTSYQSVQTKQTSASGQAHIIQNDAEALEIAEQFAEQFKKTAVE
                     
RDAKRILPYTEIDALSQSGLWAITVPKQYGGAEVSSHTVAKVIALLSGADGSIGQIPQ
                     
NHFYALEVLRNTGTETQKQRLYGEVLNGTRFGNALAEFKTKTSTHKQTNIRPHENGYL
                     
IQGEKFYCTGSLFAHRIPTLVLDDAGREYLAFVKSGSQGLKLVDDWSGFGQKTTGSGT
                     
VKFDQVFVDADDVIPFDTAFLRPTLVGPFAQIMHASIEVGIARAAFEESLQRVHQARP
                     
WIDSNVETANQDPLTIYELGRIAVDVRASEVLLKQAAQSIDAAKIETTPESIAKASID
                     
VAKVRAHSSDTALKASSKLIELAGSRGSQSQDGLDRFWRNARVHTLHDAARWKYYFIG
                     NYVLNGVLPPRRGTL"
     gene            complement(33058..34269)
                     /gene="soxC_2"
                     /locus_tag="DSM_00030"
     CDS             complement(33058..34269)
                     /gene="soxC_2"
                     /locus_tag="DSM_00030"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P54998"
                     /codon_start=1
                     /transl_table=11
                     /product="Dibenzothiophene desulfurization enzyme C"



                     
/translation="MSNSLSKTTAYVQVIQNDQQAINAAYQVADFALEGRNTRDQQRL
                     
LPHEQIESFSQKGLGGIRIAKKYGGAFVSNKTLAQVFRILSKGDANVGQIPQNQISLL
                     
NLIEIMGTEQQKQFIFSEILAGKRLANGGPERNTHDSKTLKTTLTIENGKYFLNGEKF
                     
YSTGTSFAHWLAIKAVHPEGHVVLVIVNRDAQGIEVINDWNGFGQRTTASGTVKLNNV
                     
EVNPELIFDERLLTQVPTYRGAYSQLLQVAIDVGIAEAAFEDTLSTIHKARPIIDANV
                     
EKASFEHYTLQEVGKLNILLDAAILLLDEAAEYLDELDQLQTVTDEQVAKASILVAEA
                     
KVYANDAALQISEKLLELGGSRSSLSQHNLDQHWRNARVHTLHDPVRWKLHAIGNYYL
                     NGHFPARHAWI"
     gene            34639..35403
                     /locus_tag="DSM_00031"
     CDS             34639..35403
                     /locus_tag="DSM_00031"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRVLYQFPLSHYCEKARWLLDHKELDYVAHNLIPGFHRAFAQLK
                     
TGQNLLPILKDDHRWIAESTKIALYLDDTYPEHALLRRDEQLRQQTLKIDSLADELGV
                     
HVRRWALAHTLAQGDHALEIMMGEQGYLRQFEKISKPFLKTLVKKNYKLEEELVSQSK
                     
GRMDELINELNHYLIENQARYMVGDRLSLADISVCSMLAPLLEIKGTPWEREEDGEVS
                     PDWSNYQKYLLDLPLGQYVLRIYQTERNARVDWRGI"
     gene            35940..36833
                     /gene="gltI"
                     /locus_tag="DSM_00032"
     CDS             35940..36833
                     /gene="gltI"
                     /locus_tag="DSM_00032"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37902"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutamate/aspartate import solute-binding
                     protein"
                     
/translation="MKRSATSLIVSTVMLCTVGATSQIQAADTLAKIKSTGKIVIGHR
                     
ESSDPISYVVAGKPVGYAVDICNQFANDIKKELKMPGLKVEYKAVTSSTRIPELLAGN
                     
IDMECGTTTNSKQRQQQVGFSTNYYATEVRMAVKANSGIKSLADLNGKAVVTTQGTTS
                     
DKYIKMNEKGQAINVQNIYGKDHADSFAMMASGRAAAFVMDDNILAGLIAKSSTPKAF
                     
AIVGPVLSSEPYGIMIAKDDPKFKAIADRTVNNLWKTGQMDALYKKWFLSPIPPKNTN
                     LNMQQSSSYKKLKAHPTDAGI"



     gene            36928..37770
                     /gene="gltK_1"
                     /locus_tag="DSM_00033"
     CDS             36928..37770
                     /gene="gltK_1"
                     /locus_tag="DSM_00033"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AER5"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutamate/aspartate import permease 
protein
                     GltK"
                     
/translation="MSVGSLNWTIFCAESNEYGVDKAAWAESVCKVIGSSSYNAYAEA
                     
PTWLQMLGSGVFTMVWTAIVAFLIAFLLGSLLGVIRTLPNKPLAFIGNCYVEIFRNIP
                     
LIVQLFFWAFVFPEFLPDSLSAGSGDVVAGGWWKNILNQQPAIIGVFALGLYTAARVS
                     
EHVRAGINTVSRGQKFAASAMGFTTAQSYRYVILPVAYRTVWPTITSEAMNVFKNSAV
                     
LYALSVLNFFAYTKTMREETSQDIIILILSTPVYLIITYTIKFIMAWIEKRMAVPGLG
                     SGGK"
     gene            37773..38450
                     /gene="gltK_2"
                     /locus_tag="DSM_00034"
     CDS             37773..38450
                     /gene="gltK_2"
                     /locus_tag="DSM_00034"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AER5"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutamate/aspartate import permease 
protein
                     GltK"
                     
/translation="MDFSLLHNPDVIAALKEGFIFTLTVTVLAMMGGILIGTPLAMMR
                     
LSNNALASNFAKFYVDLFRGIPLIQVIFIFYFLLPKIFEFQSDTYWGPLFSSVVTFAI
                     
FEAAFFSEIVRSGIQSISKGQVNAGYALGFTYGQSMRYVVLPQAFRNMLPVLLTQTII
                     
LFQDVSLVYVISAPDFLGRADTLANTYGPETKATFYLIVAVVYFCSSFVLSQLVKRLQ
                     KKIAIIR"
     gene            38464..39207
                     /gene="glnQ_1"
                     /locus_tag="DSM_00035"
     CDS             38464..39207
                     /gene="glnQ_1"
                     /locus_tag="DSM_00035"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P27675"
                     /codon_start=1



                     /transl_table=11
                     /product="Glutamine transport ATP-binding protein 
GlnQ"
                     
/translation="MPMIDIQHISKWYGDFQVLTDCTTSIEKGDVVVVCGPSGSGKST
                     
LIKTVNALEPFQQGDIIVDGVSLKDPKTDLAKFRSRVGMVFQHFELFPHMTVLENLTI
                     
AQVKVLKRSVAEAREKGLKYLERVGLLAHKDKFPGQLSGGQQQRVAIARGLSMDPICM
                     
LFDEPTSALDPEMVGEVLEVMVQLAHEGMTMMCVTHEMGFAKRVSNRLIFMDEGKILE
                     DCPTHEFFDNLEARHERAKIFLEKIQAMH"
     gene            complement(39259..40590)
                     /locus_tag="DSM_00036"
     CDS             complement(39259..40590)
                     /locus_tag="DSM_00036"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MWGMPVKNIKTLILAMSTISLTGVVMPAHAATDAEVDALRKEVS
                     
ELKQLVQQLSNQQKAVTGVNTPTVPPTTIAASSPVPQSKPGWMQMPDGQTQVKLYGNV
                     
RVDATYDFKGSNGSISNGANYPLNKDDPRQDSLNVSAATTRIGLDLTRPTQYGDLTGK
                     
IEADFMGGNGDNGSGTFRVRHAYMSLGKWLAGQTTSPFVNTDTSPETLDFTGAVGTGT
                     
TRTVQVRYTQPINAQQKILVALEGGDVEKVSNAAGGSRFPALTTRYDFKTADNKGLLQ
                     
LHGLAHENRVAPKDGSSEEKFGWGVGIGGKYDITPQDSVVANYYHVKGDGRYLSYSNS
                     
AYAYDTTTQDINLGEFDSAVIGYQRKWSPILRSTFAIGGIQYKDDNVYANSNLTNTSY
                     NKEIYNALVNLIWNPVKNIDLGAEYTYGQRETFAGDKGDYSRINLLAKYNF"
     gene            40922..41392
                     /gene="decR_1"
                     /locus_tag="DSM_00037"
     CDS             40922..41392
                     /gene="decR_1"
                     /locus_tag="DSM_00037"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACJ5"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding transcriptional activator 
DecR"
                     
/translation="MELDRFDKQILEILSHEDLNLNELSERINLSVSSVHRRIKHLIE
                     
ANIMGQLKREINFSKLGFTLHILLQVSLSKHDSETFDKFLSEIEAIPEVTNAFLVTGQ
                     
SADFILELVARNMDDYSEILLRRIGKIDNVVALHSSFVIKEYNVFNCYNLLNKV"
     gene            complement(41423..42172)
                     /gene="yebC"



                     /locus_tag="DSM_00038"
     CDS             complement(41423..42172)
                     /gene="yebC"
                     /locus_tag="DSM_00038"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A8A0"
                     /codon_start=1
                     /transl_table=11
                     /product="putative transcriptional regulatory 
protein
                     YebC"
                     
/translation="MAGHSKWANIKHRKAKQDASRGKVFTKYIREIVTAAKLGGADPA
                     
SNPRLRAVVEKALSVNMTRDTINRAIQRGVGGEDNDDLKEVTYEGYGVGGVAVLVETM
                     
TDNLNRTVPDVRHCFSKTNGNLGTAGSVAYLFTKRGEITFDDVSLEDKIMDVALEAGA
                     
EDIEVSEDEILVITSPETFGEVQDALAAAGLKSDNAEVVMSPSTKAEITDIDQAKQVM
                     KLIDMLEDLDDVQNVYTNVEFSDEVLAQLDA"
     gene            complement(42335..42880)
                     /locus_tag="DSM_00039"
     CDS             complement(42335..42880)
                     /locus_tag="DSM_00039"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKFLGNSIFKAVGWTYDADPTILEKKQVIIGFEHTSNLDAILS
                     
IALFQILDLKIHTLIKKELFKGPMKPILEKLGGIPVDRKASKDIVSQMVEKFQSSDTF
                     
NLVIAPEATRAKDGSERKPIRTGFWHIAKAANVPIVLMYANARTQKGGILGKIYPTDL
                     QKDLETIKELYAQYDIDVKIN"
     gene            complement(43066..43626)
                     /gene="yxaF_1"
                     /locus_tag="DSM_00040"
     CDS             complement(43066..43626)
                     /gene="yxaF_1"
                     /locus_tag="DSM_00040"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P42105"
                     /codon_start=1
                     /transl_table=11
                     /product="putative HTH-type transcriptional 
regulator
                     YxaF"
                     
/translation="MSKKEDIINTALELFNQIGYNATGVDKIIAESNVAKMTFYKYFP
                     
SKESLIMECLHHRNINIQNSIYEKLSLHPDVSPIEKIHLIFNWYIDWINSKNFNGCLF
                     
KKAFIEVSKQYTSIREPFQEYTNWLINLLNSLLVELDIKDPTPLTHIIISIIDGIIID
                     GTIDKDLIDPSKKWQYIEYLIKTENP"



     gene            43901..44116
                     /locus_tag="DSM_00041"
     CDS             43901..44116
                     /locus_tag="DSM_00041"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPKKFEDFNNPRKKALAGMKQSISAELWDKNLNFLTQLRAKITR
                     HPVLQNQHLLEHPFSSKLDTLINLYVN"
     gene            complement(44149..44895)
                     /locus_tag="DSM_00042"
     CDS             complement(44149..44895)
                     /locus_tag="DSM_00042"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q45619"
                     /codon_start=1
                     /transl_table=11
                     /product="Insertion sequence IS5376 putative ATP-
binding
                     protein"
                     
/translation="MTTKSVIAQKMQDLKLNGCLNCFVDHYDEMVNSKKTSLEILNEL
                     
LIAEQNEVSNRKILSLLNKSNIRYPTSSLTEIDCSNKKGLTSDILQSFADCEWIKSKH
                     
NLIFTGATGIGKTWLASAFGTNACKLGFKVIFYNTTELFEDFNTAVNLGTISTLKKRL
                     
LSCKLLILDDFGLSQINNSWLAHFISVIDKHSDNGSLLITSQYETNLWLNHFEDQTVG
                     EALLDRIVHRSHIFNLAGESMRKKRGKKIE"
     gene            complement(44892..46436)
                     /locus_tag="DSM_00043"
     CDS             complement(44892..46436)
                     /locus_tag="DSM_00043"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKIPVVVQRKICEFLAQGNTHRQIAKRVNVSPTTVGVIAKKLNE
                     
IEIPIAEVLKASNQEFVDVVQTGVARNIMKCKPLPDFTYINDQMKIRDMTLKQLWIEF
                     
KETEPEGVSYSRFMKLYKQWLKKLHPSMRQHYTAGQTLLVDFCGKTMPIHDINSGQVR
                     
NVQIFVGVLGASSLITVIAAETQQTHDWLKCFTATFNRIGGVPREVITDNLKAAVIKT
                     
GRNGTVFNKTFEQFADYHDFAILNTRPRTPKDKGLAEVCVQIIQRSVLVKLRERKFFS
                     
LEELQKAIDVEVDRINNGVTKRFPESRSDRFHRFEKNELLALPKHPYPFSKWIFQQTV
                     
SEFYQFTIDGNIYSVPYTLIGKKLDIGITSHEVQFYYENELITSHSLLEGYGQASILD
                     
EHMPANHRLYNTLSPASIRQWAKSLGNYVYEFVEKILNKSKQLARNIKSLNKLRDYIL



                     
ENKLDSVLNQACEYALKYNLLAVTDLLYVLKNRKYIQPLNTTQTMKPYTHANLRGANY
                     FGGDAR"
     gene            46885..47898
                     /locus_tag="DSM_00044"
     CDS             46885..47898
                     /locus_tag="DSM_00044"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKKDIQFNLRIPEDLKLKIDEAAKVNQRSINAETMSRLYDSFV
                     
MDNNIHLEAAKVIENFLQARTPTQRKKDVAERLNFLFNEIKKSLHFKDLTVAELAYKI
                     
GESSADSAESWFRAEMEPTFNQLEQIANFLSANSNWLLFGKERPFKVESFRFDENIDK
                     
DIRWLLTPNPEKEFLKNQSVKEVKFIRCLNAEGSLIVAKLYSNQYLECFHTPYHISDI
                     
TGVGGYNSLLYLCLLFKTLKKYHSSYHHPNIYSFLISEEMAKKIWAEETHPLPLIDQL
                     
RHIPWMDDLADALPNRSLDEFYWQGFDVLRSRLIKDFNEKEFIKHHWNDSEFHIKHPM
                     NFD"
     gene            47998..50697
                     /locus_tag="DSM_00045"
     CDS             47998..50697
                     /locus_tag="DSM_00045"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNIVQIEENVKQLIHKIAQDELNKQDFIYELLLAYGHRSQTIGR
                     
VRNGERNLAEDKENTVFWKRQIYFKIAKQHDLHGLIDQMKKEKRTESNKIRFLIVTDF
                     
KTLLAVDTKTQDTLDVPFGDLAKKFDFFLPWAGMEKAVYQGENPADVKAAEKLAKLFD
                     
EIKADNFDEDDLNNKENLHHLNIFLSRLLFCYFAEDTEIFKDKQFTSAISKSNEDGSD
                     
LSALIGRLFKVLNQSAEDRETDLPDYLADFPYVNGGLFKDDIQVPKFTRKSRRILIEC
                     
GAELDWSDINPDIFGSMFQAVVHTEQRSTMGQHYTSVPNIMKVIEPLFLNDLYEELEK
                     
NQDSINKLLKLQQRLGQLKFFDPACGSGNFLIIAYKELRKFEMELLKRVQELELEKTG
                     
QLSKPFSVIQVSQFYGIELDDFAHEIAILSLWLAEHQMNIIFKEEFGTTSALLPLKHT
                     
GQIVCANATQVDWLEVCPSDSLGSIYIFGNPPYKGFNKQTSQQKIDMCNVFPSNVSFL
                     
KLDYVSCWLYKASEYVLKCNAKIAFVTTSSIIQGEQVELIWPLIFSKGIEIFFAYRPF
                     
FWENNAKDPASVMCVVLGLQKKGLNSKKYIIENGIIKEANYINAYLTDADNIFVHSST



                     
KPLSPRPIMTMGSNAIDGKNLIITSEEKDNFISENPNAKKFIRRYMGGADFLNNKYRY
                     
CLWIDDESYQEALSYSFIAKKVAQCKEYRLSAGRDARKVADKPYRFCYKTHQDKSAII
                     
VPQTTTERRIYLPVGITNDDTVISAKGFAIYELDIFIFGILSSKMHHVWMEITSGKPA
                     
GGGYAYSVKLTYNTFPLPEIKSNIKELITIKALEILSIREKYTTKTLAELYHQDYMPD
                     DLLKAHQDLDNIIESLYQKERFLTDEQRLRVLLSMYKELVGKI"
     gene            50699..52630
                     /locus_tag="DSM_00046"
     CDS             50699..52630
                     /locus_tag="DSM_00046"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKNIIEVNYEQTGESTSINKMGMRAMQARAFQSRNSQYLLLKAP
                     
PASGKSRALMFLGLDKIYNQGLSKVIVAVPERSIGGSFASTKLSESGFFADWNIKPEN
                     
NLCTAGGDKSKVKAFKRFMEGTDQILVCTHATLRFAFEELEDHVFDNTLVAIDEFHHV
                     
SADADNILGTVLKSLMDNTSAHIVAMTGSYFRGDSVPVLTPEDEAKFDKVSFNYYEQL
                     
NGYTYLKSLGIGYHFYKGRYFAKDDEGVIAIAEVLDTDKKTIIHIPNVNSGESTKDKY
                     
DEVDAILEIIGEFVAKDPDTGIITVKRADGKILKVADLVEEDGRDKVVEYLRNIKTVD
                     
DLDLIIALGMAKEGFDWQFCEHALTIGYRGSLTEIVQIVGRCTRDSSNKSHAQFTNLI
                     
AQPDAQDTEVKFAVNNMLKAITASLLMEQILAPNFKFKTKRDDEDIVPSGTLTIKGFK
                     
EPSTAKTKAIIENDLVDLKAAILQDAKVIAGSAGKVEPEVVNKVLIPKIIQTKYPDLT
                     
KAELEEVSQYLVVDSVISTAEVKEVGDKKFIRMADKFINIEDLNIDLIQSVNPFQKAF
                     
EILSKEVTVNVLKLIKEAIEATKISMTQEEAIELWPKLKAFKVQFGREPSLESNNLIE
                     KRLAECLIYIREQRRRAGV"
     gene            52634..52921
                     /locus_tag="DSM_00047"
     CDS             52634..52921
                     /locus_tag="DSM_00047"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MEDFSWLQEMIADDDLGLLNVKKKTSALTADEQLVSKFNEINNF
                     VTQHGRVPAKNMANITEYMLASRLEAMKANPEQYMALADYDEHNLLPQHQD"
     gene            52926..53840
                     /locus_tag="DSM_00048"
     CDS             52926..53840
                     /locus_tag="DSM_00048"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSDIKSLEDIFNDDDLGLLDDGKDGDIFKIKHVPVQRAAADEVA
                     
KRKRCKDFDQFEHLFKGVHRELREGKRKLLPFHDKSYQLEKGSYYVLNGLLIYLADFT
                     
FTREDKTVNNVRTRKDGRTRTIFENGTESTMLYRSLAKALYKDGRIVSETNEQANSNF
                     
YTNFGGITDDDTSTGYIYILKSKSTDPRIQSYDHLYKIGFATTTVEKRIANAKKEPTY
                     
LMADVEVIAEYQAFNINPQKFEYYLHAFFGESCLDILVADKDGKNHQPKEWFIAPLEV
                     IQQAVELLVNGQIMSYQYNKLKKEIELR"
     gene            53862..55217
                     /locus_tag="DSM_00049"
     CDS             53862..55217
                     /locus_tag="DSM_00049"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MINIIKVRDDHSPIQFKQDSTDSAKYSLCDGVECAWLNPNESFS
                     
YKELRSRIEPWLTALFQSEHLSLLAGSGLTHAIHYLAADKAATGMNALTLNNFNNEVN
                     
QAAKKSSEATGRKKGNLEDQLRVANELLRGLEILNDDKAIALKKELETAMQGFANSIL
                     
VSENGIATANFEKRENAFNILVTFLMSFASRTGVRDRLNIFTTNYDRLIEAGSELAGI
                     
HLLDRFLGNLMPIFRSSRLDLDMHYNPPGIRGEPRYLEGVVRYTKLHGSVDWLQAGKD
                     
IRRIGLPFGATSIKPYLEVAGYEEITPHKLMIYPNSAKDQETANYPYVELFRDLAAAI
                     
CRPNSTLVTYGYSFGDDHINRVIRDMLTIPSTHLVIISRDDNMGRIMKLYEELGRHSQ
                     
ISLLIGPALADLTNLTQYYLPKAAIDKTTSRMSELLKQRLPSNQESSVSDASSKINGD
                     I"
     gene            55220..57295
                     /locus_tag="DSM_00050"
     CDS             55220..57295
                     /locus_tag="DSM_00050"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSISPLAYVDSLRIGTVDFVSPSEIKVLLDIEAPEGTALNTGTP
                     
RSFPRVNGYVLIASDAGYLVGQVEWITIERSQYPKRKGMQDFGLVDLPYPLRKMSLNP
                     
LGCLVYDKEENDRVYYKFQRGVESYPTVGAPVILPTQHQLQDIVESGDNRRVCIGTSP



                     
LANGAKVMIDPDRLFGRHLAVLGNTGSGKSCSVAGLIRWSLDAAEKVRHSQPNARFII
                     
LDPNGEYSETFKDKVNVRIFSVEPKDEDIQQLQVPLWLWNSSEWVSFTQASLKTQRPT
                     
LIQALRSVREGVFNIEQSAHQEMKQYLRTLISITQIEINSGSPWGNFPKAKNFFEKLK
                     
KWRIGLTDQDVFDSNQQTCLTAITDKITHFEQARSAQYAIFDFDRTEINDFLQLLKTA
                     
YTSFGGSAMDALPIDADIPRPFSGENLLKSIEGNAELLGVSEYIDTMQMRIKTLLSDT
                     
RMKVLTSQIDGAKEMTLDGWLSDYIGDNNASNGTVTVIDLSLVPAEIAHIIAATIARM
                     
TLESLQRYRRMNQGQVLPTVLVMEEAHTFVKRYKDDTEYHNSSSICCQVFEKIAREGR
                     
KFGLGMMLSSQRPSELSPTVLSQCNSFLLHRISNERDQELIHKLVPDNLRGLLRDLPS
                     
LPSKNAILLGWASELPVLVQMNHLSAEHRPRSDDPDYWNVWTGQDQNGNPVAREVNWK
                     EVADDWQQV"
     gene            57550..58101
                     /locus_tag="DSM_00051"
     CDS             57550..58101
                     /locus_tag="DSM_00051"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFPRCLLSLNIFDEFGFRPGTDKDGYYQGNPEYAHYPLFEDVLD
                     
DFGVTEEERRSYQPTEIAHQVREFLENSYKDYKAVSALLAVAEEEVILYSPPLRKATS
                     
AVGIAVEGGGYYHVHGVSEDETAEAADDDHEEDLWFILMQACTEEDYTYLENLCLEYC
                     DLWEKFWDVQIESSKSILKQNLA"
     gene            complement(58299..58375)
                     /locus_tag="DSM_00052"
     tRNA            complement(58299..58375)
                     /locus_tag="DSM_00052"
                     /product="tRNA-Met"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Met(cat)"
     gene            58533..59765
                     /locus_tag="DSM_00053"
     CDS             58533..59765
                     /locus_tag="DSM_00053"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSTSRVKLTKSFIDQLELTPAIYRDSEIIGFAIRVNNSYKTYIV
                     
EKKVKGKSIRCKLGDYEKITLEDARILAQQKLKELTDSNSLSIKNNKILKNSLNEKID
                     
QPYLKEAFQVYINHHELKERTLADYREVIEKYLIDLSELKLIDITEQMIEEKYIQLSQ



                     
YSYAKANLSMRVLRAVYRFSIMYYQNKNCEVIIPRINPVNLLKKKQLWEEIPPRRNYI
                     
DVDNLTKWVQAIIEYKGRGQENETNKDFLLTLILTGLFRNECESLHWKNIDLEEGTLS
                     
FINPYNNVCYKIYMGNFLWHLMKKRRIQNKGEWVFPSVKSESGHIINISKFRKKINER
                     
CNLSFTFQDLRRTFYFVLNHLTNKPLASKRTDQYEEKLDVKNIAHVQDIRNRMNKVEQ
                     IILGPYRDELIKSININL"
     gene            60219..60317
                     /locus_tag="DSM_00054"
     CDS             60219..60317
                     /locus_tag="DSM_00054"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /translation="MFKAMFFFSAGAMFGYCYKHYDEKVIESNKSK"
     gene            complement(60349..61248)
                     /gene="allS"
                     /locus_tag="DSM_00055"
     CDS             complement(60349..61248)
                     /gene="allS"
                     /locus_tag="DSM_00055"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACR0"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional activator AllS"
                     
/translation="MNFNSENIELFLTVLDTGSFSAAARKLNRVPSAVSMAIANIEAE
                     
LGYHLFERTHRKVIPIAAALALEPQARIIAEQLRLLATHAYELSLGLESKLKIGVVSD
                     
ANTELLFKAIKQLAEKFPLLNLEIITAPQDDILNLLYTENISLCLAGSNLNIKMRESL
                     
QLVMTETVIATISAHHPFLKEQNKLNTIEELINIRQIVVASSELDMEDSRSIIGAMYW
                     
KTNSLQTAINMVEAGLGWGNFPLSLVKEKIEQGHLVQLDFKNTKNHLPLSIYLIWLQD
                     KPLSKAARELVQIVQANLSQNCH"
     gene            61338..61775
                     /locus_tag="DSM_00056"
     CDS             61338..61775
                     /locus_tag="DSM_00056"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQGLKRRIVYVSSYEIIGMVISSVGLALLAGDSVEHTGPLSVMI
                     
TTIAVTWNFIYNILYEKWEARQESKSRTVKRRIAHAIGFQITLVMFLIPLIAWWMNIS
                     LVAAFWLDVAFIIIIPIYTFIFNWTFDKLFGLPASAQPSTAQQ"
     gene            complement(61833..63248)
                     /locus_tag="DSM_00057"



     CDS             complement(61833..63248)
                     /locus_tag="DSM_00057"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDSSAGKSKSGFVENRSIDFIPENERHGNIFAQFTLWFGANLQI
                     
TAIVTGALAVVLGGDVFWSIIGLFIGQCFGAAVMALHAAQGPKLGLPQMISSRVQFGV
                     
YGACIPIILVCLMYIGFTATGEVLAGKAIAHLAQVSNTTGILIYACFIIIFATIGYRL
                     
IHWVGKVASVIGLIAFVIILTQILALSNISELLAVRHFSWSSFLLAVSLSASWQISFG
                     
PYVADYSRYLPTKTSSTRVFWAVGLGSLIGSQISMMLGVFIAQVSNGGFVGNEVQYVV
                     
GMNPIALVITFLYFSIAFGKVTLSTLNAYGSFMCIATIWNSFKPSAQISKLTRLTIVL
                     
AMVIISTFIAVVGEHTFLSAFKSFILFLLTFFIPWSAINLVDYYFISKEECDVNALYD
                     
PNGKYGRWNTIGIACYCIGILLQLPFIDSKFYKGQIAEMLGGVDLSWLVGLLSTAVLY
                     YVLAKRAQIKISKALQLERVK"
     gene            complement(63502..63966)
                     /locus_tag="DSM_00058"
     CDS             complement(63502..63966)
                     /locus_tag="DSM_00058"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNLDFTTIEKQAKLLKEEQEKLEQQDHDFQLALDKHRESLKNLF
                     
KELFHDREIKTENGGQFCVVFGDFKISLLIETAKFENGVPVKLNSVNPIIVKFKKDKP
                     
VAKAQFSDATQYLDSGFETPHYQYYYKHADKTQLVQFSELPVFFQAILDAEV"
     gene            complement(64079..65008)
                     /gene="yijE_1"
                     /locus_tag="DSM_00059"
     CDS             complement(64079..65008)
                     /gene="yijE_1"
                     /locus_tag="DSM_00059"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABT8"
                     /codon_start=1
                     /transl_table=11
                     /product="putative cystine transporter YijE"
                     
/translation="MNKSMVYAYTGVVITMLFWGSAFNAMSYVIQYMPPLSAAAERFT
                     
IASLGLFILFAAIGKLRWAALRQNLAIYLIIGIIGIAGFNLGCFYGLQTTSAVNGALI
                     
MATTPLITLLLTILLDGEKLTLNKSIGVVFGLSGVLFVISHGHISTLLHLKIAIGDLF



                     
ILLGGVSFCLANVLSRRYVKNATPLETTTFSMMFGALTLIILSVIFEHPSQAIAIAPI
                     
TAHLAMGYVIICSTMIAYLFWFNGIQKLGAGRASIFFNFVPVFSMLVALLAGQSLNIW
                     QLIGTALVMLGVMSSGGFIQIKRPALIAKPCTK"
     gene            65103..65954
                     /gene="dsdC"
                     /locus_tag="DSM_00060"
     CDS             65103..65954
                     /gene="dsdC"
                     /locus_tag="DSM_00060"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P46068"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator DsdC"
                     
/translation="MIDWENLHYFSVFSEEKTLSAAARKLGVDHATVARRIAQLEDNL
                     
KLKLVDRRPRTYILTSEGERLAKIVTRMMEETFSIERLAQAGQQEISGVVSVSLPPAT
                     
AAHLVMPHLGKFYRQYPELQLRILGDVHYASLQHREADIAVRFGRPKDDYLIARKAGE
                     
VPFGIYAAQEYLDAIQEENYGWISVEVGGVQGQKQQKLKQRLNYKEPVMVTNHPELQW
                     
RATCGAVGLAVLPDFLGQQGHLVKLPDDDPMSAEIWLVIHEDLRSSPAVRVVMDFLLD
                     CFEPFRV"
     gene            complement(65994..66173)
                     /locus_tag="DSM_00061"
     CDS             complement(65994..66173)
                     /locus_tag="DSM_00061"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLIIWKIFCILLLSLGAFGVGLGISYLDFFLFFIGLLFLLCFFL
                     ALKQAREDAGSFPDE"
     gene            complement(66750..67769)
                     /gene="mrkD_1"
                     /locus_tag="DSM_00062"
     CDS             complement(66750..67769)
                     /gene="mrkD_1"
                     /locus_tag="DSM_00062"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P21648"
                     /codon_start=1
                     /transl_table=11
                     /product="Fimbria adhesin protein"
                     
/translation="MKKMLIKSGLLITSFFIYNQTYANCTLSKGFTTVDIPMTIGTIV
                     
VRPTDPIGTVLQKNTFTISPNNSTATCNRVSDQITAALPLNYPVSSIGNNVYATNIPG
                     
IGIRLYREAFDSTDFSGYYPYKRSLTPNTTYTLSPGYFVMEVIKTAATTGSGALVAGR



                     
YSTYYVTGQQNRPFLTTTVLSSSPILIASSSCEIQNGIDTVVQLPTVMKSGFRAIGST
                     
QGEKNFNLSILCNGGENNSGVPTSNTLSLSFDYISDTSNSQVINNSAAESTKANGVGV
                     
ELLWNMNGANNPIRKGNKLDIGTVSSNQTVQYDIPLTARYYQTASNVTAGEVKANATV
                     TIQYD"
     gene            complement(67766..70303)
                     /gene="htrE_1"
                     /locus_tag="DSM_00063"
     CDS             complement(67766..70303)
                     /gene="htrE_1"
                     /locus_tag="DSM_00063"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P33129"
                     /codon_start=1
                     /transl_table=11
                     /product="Outer membrane usher protein HtrE"
                     
/translation="MSEWFISSICFKKRTTYYLVLSLAINIPLTVYASDNMNRENILK
                     
ADFDTNFLVGNAQKIDIGRFKYGNPILPGEYSLDVYINGQWLGKRKFVFKSTRSNENA
                     
KTCFTPDMLLEYGVKPEILHHEVSSTFTCNDLDKWVNDAFYQFDTSRLRLDISIPQVA
                     
LQKNAQGYVDPRLWDRGINAAFFAYNASAYRIVNNNHEKNHAFMGTNVGLNLYDWQLR
                     
HTGQWKWQDHNEIQEKVSSYTSNNTYAQKAFPKLNSIVTLGDYFTNNNFFDALPYRGI
                     
NISSDDRMLPNSMLGYAPQIRGYAKTNAKVEVRQQGNLIYQTTVTPGSFEINDLYPTG
                     
FGGELQVSIYETNGEIQKFSIPYASVIEMLRPKMSRYSFTLGHFRDANINLKPWLVQG
                     
KYQRGINNYLTSYTGFQATENYQSFLIGSAFATPIGAISFDATQSSAEFEQKPTLKGR
                     
SYRLSYNRLFTPTNTNLTLATYKYSTENYLKLRDSILIRDLQQQDIDSFSVGKQKSEF
                     
QITLNQGLPNQWGNFYLVGSWINYWNQPNRNQQFQFGYSNQFKDLTYSISAITHELDQ
                     
ENQNSGHETQYLLSLSFPLQFKKNTVNFNSSISEDSRTLGMSGYIGNRFDYGSSISYQ
                     
DQGQTSLNINGTYRTNYTTIGASFGQSDTYQQEMINLNGSLVAHSQGILFGPDQVQTM
                     
VLVYAPQATGARVGNTSGLSINKQGYAVIPYVTPYRLNDISLDPQGMPSTVELTETSH
                     
RIAPYAGSITKVNFSTKTGYAVFISTQTPNGGHLPFAAQVFNQNNEIVGMVAQGSRIY
                     LRTPLTQDHLYVKWGQSNSEECQLDYDIQSKILQEKQSIIMTEAVCK"
     gene            complement(70355..71095)
                     /gene="yadV_1"
                     /locus_tag="DSM_00064"
     CDS             complement(70355..71095)
                     /gene="yadV_1"
                     /locus_tag="DSM_00064"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P33128"



                     /codon_start=1
                     /transl_table=11
                     /product="putative fimbrial chaperone YadV"
                     
/translation="MLFRGRKFFWGMACLQALIATTGHAEIVLHGTRVIYLSDAREVN
                     
LQLSNNGTAPSLVQAWIDDGNAKSTPDEANVPFIITPPISRVEPSKGQTLRITALPNA
                     
SQLNQNKESVFWLNVLDIPPRPEGKKQENNDVLTNNFLQLAIRSRIKFFYRPVNLKEN
                     
INTLSEKIQWVKNGENLLIKNPTPFYITISSIFQEINHQKTDLLKQGLMLSPFSEDQI
                     KLKNSNITNMSFVYINDYGGRIEQVIRF"
     gene            complement(71166..71702)
                     /gene="smf-1_1"
                     /locus_tag="DSM_00065"
     CDS             complement(71166..71702)
                     /gene="smf-1_1"
                     /locus_tag="DSM_00065"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:B2FNJ0"
                     /codon_start=1
                     /transl_table=11
                     /product="Major fimbrial subunit SMF-1"
                     
/translation="MKKFIFIAASSLFNIAAAQAADGTITINGLVTDNTCTIDTGDKN
                     
LTVNLPTVSSQSLKNAGDVAGRTPFQINLTNCASVGKVATYFEPGATVDFNTGRLLNQ
                     
ATSGAAANVNIQLLGSNNAVIPVIAKGASGAQDNSQWVNVSAGGNADLNYYAEYYATG
                     ASTAGTVTSQVKYTIIYQ"
     gene            72148..72498
                     /locus_tag="DSM_00066"
     CDS             72148..72498
                     /locus_tag="DSM_00066"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNNMKYTYKPNYFFFAHKLVLFLKDYLLKHPTEQNTTFNLQTIY
                     
DVFSHDLASSTTNLEGILNIADEYVLETEEGLLPLISSHSINLKNHVLSLEFSPKALT
                     SLLSGRSLVNPKAA"
     gene            72562..72774
                     /locus_tag="DSM_00067"
     CDS             72562..72774
                     /locus_tag="DSM_00067"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSKDFKALTYIADDNIADTVTWLLHHQDVFETFHFDVLSQELSV
                     THAAGRDIIRVGTFLNATYGILVTSV"
     gene            complement(72820..73809)



                     /gene="bioB"
                     /locus_tag="DSM_00068"
     CDS             complement(72820..73809)
                     /gene="bioB"
                     /locus_tag="DSM_00068"
                     /EC_number="2.8.1.6"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P12996"
                     /codon_start=1
                     /transl_table=11
                     /product="Biotin synthase"
                     
/translation="MTLRNDWTREEIQALYEQPFLDLVFKAQQVHREHFTANTIQVST
                     
LLSIKTGKCPEDCKYCSQSAHYDSKLEAEKRIAVEKVISEAKAAKDSGSSRFCMGAAW
                     
RNPHERDMPYVLEMVREVKALGMETCMTLGMLNQSQAERLKDAGLDYYNHNLDTSREY
                     
YSHIISTRTFDDRLNTLDYVRQAGMKVCSGGIVGLGESREDRIGLLHELATLPIHPES
                     
VPINMLVPIEGTPLADVEKLDVIEWIRTIAVARIIMPHSYIRLSAGRESLSDSDQALA
                     
FMAGANSLFSGDKLLTTPNTGEGKDQALFNKLGLTAEKPKPTVSDLSVDAMSA"
     gene            complement(73909..74997)
                     /gene="queG"
                     /locus_tag="DSM_00069"
     CDS             complement(73909..74997)
                     /gene="queG"
                     /locus_tag="DSM_00069"
                     /EC_number="1.17.99.6"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P97030"
                     /codon_start=1
                     /transl_table=11
                     /product="Epoxyqueuosine reductase"
                     
/translation="MTSSNTSRIAVQQIDPHELKAWIKAQALDLGFADCVIAKPDAQE
                     
QMPRFLDYLERGYHADMTYLEENLEKRADPTLLVPGTKSIICVRMNYLVESPKPRYVP
                     
FEPNSAIIARYARGRDYHKVMRGRLKTLATRIREKVGDFESRPFADSAPIFEKSLAES
                     
AGMGWTGKHTLLIHKKSGSFFVLGELFTSLDLPFDEPATSHCGSCSACIDICPTQAIV
                     
EPYMLDARRCIAYLTIEYKGIIAEELRAGIGNRIFGCDDCQLICPWNSFAKTASIPDF
                     
NPRHGLDNISLLDIWQWDEATFLANTEGSPIRRTGYQSFKRNIAIGLGNAPYSKEIVD
                     QLNKGKSLHDEIVNVHIDWAIEQQLNQL"
     gene            75026..76486
                     /gene="nnr"
                     /locus_tag="DSM_00070"
     CDS             75026..76486
                     /gene="nnr"
                     /locus_tag="DSM_00070"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:P31806"
                     /codon_start=1
                     /transl_table=11
                     /product="Bifunctional NAD(P)H-hydrate repair enzyme 
Nnr"
                     
/translation="MQAVVYHSQDIQAWEQRWFAAQNSSLGLMQQAAWSITQQLIVLF
                     
QKQNFKNIAVWCGQGNNAGDGYFIASYLKQAGFQVEIFAAELGESADLHHAVHFAKEN
                     
HVQIHQGFEINGTFDCHIDALFGIGLNRELNGYWQHAIQQFNGQAGLKISIDIPSGLH
                     
ANTGSTLPCAIRADHTFTVLGLKAGLFTGQGKEYAGQIHLINLIPIDQELKPLAYLTP
                     
THIKLPKRLAFGHKGSYGHVLVIGGHEQMGGAVIMAAEAAFHAGAGKVTVVCHRNHHQ
                     
AILSRAPNIMLRDINDFDENGIKEILSQVDAVCFGMGLGRDDWAHQIYQQWFNYLNQT
                     
SHLEVVLDADALWFLAKQPEKLSLHIYATPHPGEAATLLGCSTWQIENDRITAIYALQ
                     
QKYAGQWVLKGAGSLILEDNLYICKQGNAGMGTGGMGDVLAGMIASLKAQFHKAVTLH
                     EIVTLHAQAGDQLAKQGMRGLQAYEMNQAITQVVNQ"
     gene            complement(76491..77036)
                     /gene="ruvC"
                     /locus_tag="DSM_00071"
     CDS             complement(76491..77036)
                     /gene="ruvC"
                     /locus_tag="DSM_00071"
                     /EC_number="3.1.22.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A814"
                     /codon_start=1
                     /transl_table=11
                     /product="Crossover junction endodeoxyribonuclease 
RuvC"
                     
/translation="MPLIIGIDPGSRLTGYGIIEKDGSKLRFVDAGTIRTETQEMPER
                     
LKRIFAGVERIVKFHGPTEAAVEQVFMAQNPDSALKLGQARGAAIAALVNLDLQVAEY
                     
TARQIKQSVVGYGAADKEQVQMMVMRLLNLTIKPQADAADALAAAICHAHASGSMSKL
                     TVLNALGGMARGRSRSSSRRR"
     gene            77266..77859
                     /gene="sutR_1"
                     /locus_tag="DSM_00072"
     CDS             77266..77859
                     /gene="sutR_1"
                     /locus_tag="DSM_00072"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77626"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator SutR"
                     
/translation="MDDINIRIAHRIRELRLARGYTLDVLAARCQVSRSAISLIERGE



                     
TSPTAVVLEKLANGLEVPLTQIFTNEAGNSSSQPLIRRNEQAEWRDPETGYIRRTVSP
                     
PNLKLPFQIVEIEFPPHSRITYETNESSRVVQQQLWVVEGKIEIQLGETSYALGQGDC
                     LAMQLDQPVIYSNHSAQVARYILVVSNQLVPAFKESL"
     gene            77856..78401
                     /locus_tag="DSM_00073"
     CDS             77856..78401
                     /locus_tag="DSM_00073"
                     /EC_number="2.3.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A6VCX3"
                     /codon_start=1
                     /transl_table=11
                     /product="L-methionine sulfoximine/L-methionine 
sulfone
                     acetyltransferase"
                     
/translation="MNYSLDSNFRLIDCNEAEHAAAILEILNDAIVNSTALYDYVPRS
                     
LDSMKTWFSVKRENGFPVIGVVDESGKLLGFASWGTFRAFPAYKYTVEHSIYIHHEHR
                     
GCGLSKVLMQALIQRAQQAQLHVLIGCIDATNQASIGLHEKMGFTHAGTFKQVGFKFG
                     QWLDAAFYQLILNTPFEPMDG"
     gene            complement(78471..79295)
                     /locus_tag="DSM_00074"
     CDS             complement(78471..79295)
                     /locus_tag="DSM_00074"
                     /EC_number="3.5.2.6"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:B3U538"
                     /codon_start=1
                     /transl_table=11
                     /product="Beta-lactamase OXA-133"
                     
/translation="MNIKALLLITSAIFISACSPYIVSANPNHSASKSDEKAEKIKNL
                     
FNEAHTTGVLVIQQGQTQQSYGNDLARASTEYVPASTFKMLNALIGLEHHKATTTEVF
                     
KWDGQKRLFPEWEKNMTLGDAMKASAIPVYQDLARRIGLELMSNEVKRVGYGNADIGT
                     
QVDNFWLVGPLKITPQQEAQFAYKLANKTLPFSQKVQDEVQSMLFIEEKNGNKIYAKS
                     
GWGWDVNPQVGWLTGWVVQPQGNIVAFSLNLEMKKGIPSSVRKEITYKSLEQLGIL"
     gene            79694..80254
                     /locus_tag="DSM_00075"
     CDS             79694..80254
                     /locus_tag="DSM_00075"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNLLLIVVLGAIVEIAVWIGVAQFISGWYVFFWFIIAFFIGLTL



                     
IRNSTAGIMPQLQQMQMTGQLGNDPTVTKKLAYAFAGFLLMLPGLVSDVLALLILIPG
                     
VQTAFRNIAMRTLAKRQQAMMNKMMGGMGGAGAGQNPFADLMRQMQDMQNQQGGGSQY
                     HDSSIIDGEAREVTPDHKKIEHKNKD"
     gene            complement(80318..80503)
                     /locus_tag="DSM_00076"
     CDS             complement(80318..80503)
                     /locus_tag="DSM_00076"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTQLINKGGFRERANRSRKYQQSENKQVALPSNKYQPQTKLQDN
                     QNEMIQAKADISETSDD"
     gene            80762..81010
                     /locus_tag="DSM_00077"
     CDS             80762..81010
                     /locus_tag="DSM_00077"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLYQYHCACCDKVVASTDKSCPYCGSHHIRSPYGLWMFCVMACL
                     AVVVVFKVVHLYIQNHQDTPVQSTLLDVLNEGDKSTKQ"
     gene            complement(81134..82300)
                     /gene="metK"
                     /locus_tag="DSM_00078"
     CDS             complement(81134..82300)
                     /gene="metK"
                     /locus_tag="DSM_00078"
                     /EC_number="2.5.1.6"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A817"
                     /codon_start=1
                     /transl_table=11
                     /product="S-adenosylmethionine synthase"
                     
/translation="MREYAVFTSESVSEGHPDKMADQISDAILDAILKEDPYARVACE
                     
TLVKTGAVVLAGEITTTANIDVEAVVRQTVNGIGYHHSDLGFDGSTCAVINMIGKQSP
                     
EIAQGVDRQKPEDQGAGDQGLMFGYASRETDVLMPAPISYAHRLMERQAELRRSGALP
                     
WLRPDAKSQVTFAYENGKPVRLDAVVLSTQHDPEITQTQLKEAVIEEIIKPIIPAEMF
                     
HAATKFHINPTGMFVIGGPVGDCGLTGRKIIVDTYGGMARHGGGAFSGKDPSKVDRSA
                     
AYAGRYVAKNIVAAGLADKCEIQVSYAIGVAEPTSISINTFGTAKVSDELIIQLVREH
                     
FDLRPFGITRMLNLIQPMYKQTAAYGHFGREGSDTAFTWEKTDKVEALKDAAGL"
     gene            82825..84813
                     /gene="tktA"



                     /locus_tag="DSM_00079"
     CDS             82825..84813
                     /gene="tktA"
                     /locus_tag="DSM_00079"
                     /EC_number="2.2.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P27302"
                     /codon_start=1
                     /transl_table=11
                     /product="Transketolase 1"
                     
/translation="MTTPLNERRIANAIRVLAMDAVQQANSGHPGAPMGMADIADVVW
                     
REFLNHNPNNPQWANRDRFVLSNGHGSMLQYALLHLTGYDLSIEDLKQFRQLHSKTPG
                     
HPEYGYAPGIETTTGPLGQGIANAVGFALAEKTLAAQFNKDDLKVVDHFTYCFLGDGC
                     
LMEGISHEVCSLAGTLQLGKLIAYYDDNGISIDGEVEGWFSDDTEERFKSYGWQVLRV
                     
DGHDADAIRQATVEAKAETQKPTIIICKTIIGLGSPNKQGKEDCHGAPLGKDEITLTR
                     
EALGWTEEAFVIPADVYAAWDAKAKGNEAEAAWNEVFAQYQAKYPTEAAELLRRISGD
                     
LPAEFSAQADAFIRETNAKAETVATRKASQNTLQAFGPLLPELLGGSADLAGSNLTLW
                     
KGCQGVQENPAGNYVYYGVREFGMTAIANGVALHGGFIPYVATFLMFMEYARNAVRMS
                     
ALMKQRVIHVYTHDSIGLGEDGPTHQPIEQIASLRGTPNLNTWRPADTVETAIAWKSA
                     
LERKDGPTALIFSRQNLPFQTRTEEQIQNAAKGGYVLAQEKGELKAIIIATGSEVSLA
                     
MEAYAQLEGVRVVSMPCAEEFMKQDAAYREAVLPAHIRARVAVEAAHVDYWWKFVGLD
                     GKVIGMTTYGESAPAKDLFQFFGITTEAVVAAVKELTA"
     gene            complement(84868..85275)
                     /locus_tag="DSM_00080"
     CDS             complement(84868..85275)
                     /locus_tag="DSM_00080"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVNTAQAQSTSTPYRVTLTDPSGHQWFADEPTDKGGQDTAPNPV
                     
QLLLSALGACTTITLEMYANHKGIKIEHVQVDLALNPNGDPEAGQNNIERKITLKGEF
                     TEDQHKRLLKVAGNCPIHKLLTSNITIQTELNI"
     gene            85490..86080
                     /gene="yceI"
                     /locus_tag="DSM_00081"
     CDS             85490..86080
                     /gene="yceI"
                     /locus_tag="DSM_00081"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A8X2"
                     /codon_start=1



                     /transl_table=11
                     /product="Protein YceI"
                     
/translation="MHLKTLSFGLAVALASTVTLAAPVDYKIDPTHTATVFSWNHFGF
                     
STPSANFSDIQGVIKVDNAKPANSSVNVTIPLSSVNTNVPALDKEFQEEAWFNAAKYP
                     
NITFKSTKVETKDKKHFKITGDLTVKGITKPVVLDAVLNKQGEHPMAKVPAIGFNATT
                     SFNRSDFGLGNYVPNVGDKITVNITTEATAASAAKK"
     gene            complement(86126..86716)
                     /locus_tag="DSM_00082"
     CDS             complement(86126..86716)
                     /locus_tag="DSM_00082"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQQTNKRYPLGAHLIVKHLGYSHHGIYAGRGRVIHYSGLAHFIK
                     
KRPIEITSLDAFSHGKKIHVRSYDAPRYRGKVVVRRMRSRMHENHYHLIINNCEHLCS
                     
WAITGIESSTQVERMMHRLTTIGYVSSIMSYMNGMMLTVATTCFALVLYIKKKLRDQA
                     KMNIPTYQFLREKAEKRNIDPTSPLVFIEPDKKETI"
     gene            86902..87648
                     /locus_tag="DSM_00083"
     CDS             86902..87648
                     /locus_tag="DSM_00083"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKILVLCIVNFIIFTQSALALEYRQIRNTTDDQFEVIEISNLEQ
                     
LRLFLKNPQTDQYYKSFDNIQYQLKACEQLTFAMNGGMFHSGFSPVGLYIENGRESQP
                     
LNEDKGWGNFFLQPNGVLAWNDKQAVILTTEQYKAKVFQPDYATQSGPMLVINGKISP
                     
LFLANSDSKKIRNGVGIKNNKLYFVISKNRVNFYSFAQFFQKNLEVEQALYLDGSISS
                     LYLHKNNRNDKKFNMGPIIGWVDQADCRPK"
     gene            complement(87684..87914)
                     /locus_tag="DSM_00084"
     CDS             complement(87684..87914)
                     /locus_tag="DSM_00084"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSFWQKLFLADQQHNEHKNQTACVENDCSCKTNEQLLSALAQAT
                     DEDVIKGIKKVLISRGYSRKELNELTQKPSIH"
     gene            complement(88163..89248)
                     /gene="trmA"
                     /locus_tag="DSM_00085"



     CDS             complement(88163..89248)
                     /gene="trmA"
                     /locus_tag="DSM_00085"
                     /EC_number="2.1.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P23003"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA/tmRNA (uracil-C(5))-
methyltransferase"
                     
/translation="MTSSYRQQLQAKIDRITTQFSEFTPPTLEVFESPEQHFRMRAEF
                     
RIWHTENDMFYAMFERNDDGKQKTVVRIDEFPIADKSINDLMPLLLAELKANSLLSQR
                     
LFEVDFLATLSGEMLVTLIYHRKLNQEWEQEAKALAEKLNIKIMGRSRGQKIVIGDDF
                     
VVEEFELLNRSFKYKQIESSFTQPNAQVCKKMLQWACDAAEGSKKHLLELYCGNGNFT
                     
LPLSLKFERVLATELAKSSVYAAQWNIEQNQIDNIQVARLSAEEFTQAYQGEREFRRL
                     
QEADIDIQSYDFDTVFVDPPRAGIDDETLKLLQSFERIIYISCNPDTLYENLKTLTQT
                     HRVTKFALFDQFPYTHHVESGVLLEKI"
     gene            complement(89352..89825)
                     /locus_tag="DSM_00086"
     CDS             complement(89352..89825)
                     /locus_tag="DSM_00086"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIFFEPEQYQKRYTQLFNLYRKQISALLPSAQIEHIGSSAIPNA
                     
FSKGDLDIYIEVLPDQFEFAIEQLKTLNFIEKQNTLRTNELCMLESLNNDNVAFQVVV
                     
TGSIFTFFLTFRDKLIASPTLVNEYNQLKLQSTYLDHDQYRAVKSNFIERVLSHS"
     gene            complement(89931..93683)
                     /gene="putA"
                     /locus_tag="DSM_00087"
     CDS             complement(89931..93683)
                     /gene="putA"
                     /locus_tag="DSM_00087"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P09546"
                     /codon_start=1
                     /transl_table=11
                     /product="Bifunctional protein PutA"
                     
/translation="MNTMDTFHQMDKSHQGYITEFNDKSEFEQRINTAWRRAEPEAVE
                     
ELLQAAAVSDDLDHKIYDLAFNLAHNLRERKTSSGKAGIVQGLLQEFSLSSQEGVALM
                     
CLAEALLRIPDTATRDLLIRDKINQGNWKEHVGQSSLMFVNAAAWGLMLTGKLMETPK



                     
QTSLSSVLTGLLARSGRGIIRKAVDVAMRMMGEQFVTGETIEEAVDHAKVLEDKGFRY
                     
SYDMLGEAALTDHDAERYFNDYTQAIHAIGKASNGKGVYDGPGISIKLSALHPRYQRA
                     
QIERVHKELYGKVFELARLAKQYNIGLNIDAEESERLEISLELLERLCFEPELANWKG
                     
IGFVIQAYQKRCFFVVDYIIDLAKRSQKRLMIRLVKGAYWDSEIKKAQIEGMDDYPVF
                     
TRKVHTDLSYIACAKKLLAAPEFIYPQFATHNAQTLATIYHLADPSKYYAGQYEFQCL
                     
HGMGEPLYEQVVGPREQNKLGVPCRIYAPVGNHETLLAYLVRRLLENGANTSFVNRIA
                     
DKTLKVEDLIQSPIYDIRNAAKLEGSVGLKHPSIPLPLDMYGTLRKNSKGYDLANDTP
                     
LAALDSTAQELRNRIWQSHPLLANTDSLEQGHSVAITNPAQNDEIVGYVQEADLKHVE
                     
IALTAAEQTQSEWSNTPKDQRAQYLKRAADLMESRIQELMVLLCRESGKTYANAIAEV
                     
REAVDFLRYYATQVENLPANTVIQPLGTVLCISPWNFPLAIFSGQIAAALVSGNCVIA
                     
KPAEQTPLIAAQAVQILWEAGIPHGAVQLLPGRGETVGAQLSQDSRIDGIMFTGSTEV
                     
AKILQKTVAKRLSENGQSIPLIAETGGQNAMIVDSSALTEQVVLDVVSSAFDSAGQRC
                     
SALRILCVQEDSAATVIKMLKGAMQQLIVGNPAILKTDIGPVIDNEAKQTIDQHIQKM
                     
KSKGYPVHQLMFGATSQTELDKGTFVVPTAIELPNLDDLQREVFGPVLHIITYKYGEL
                     
EQLISRINAKGYGLTMGLHTRIDETIQTVIQHAEVGNLYINRNIVGAVVGVQPFGGEG
                     
LSGTGPKAGGPLYMYRLMQHCSNKVLATPFAVKNEQTIFEGFNREVYQSLQNWAKQHL
                     
PQANREIEPFGVGKFYELQGPTGESNQYIILPRHRVLSIADTEQDQLHQLLAIFAVGS
                     
QAAVMPNSPLLAKHKQTLPKDVLDAITTIKNITTDDFDAVLHHGNREEIFSLQQEIAS
                     RSGAIVGITHVEPNESIPLERLVIERAISVNTAAAGGNASLMTMSE"
     gene            93808..94296
                     /gene="lrp_1"
                     /locus_tag="DSM_00088"
     CDS             93808..94296
                     /gene="lrp_1"
                     /locus_tag="DSM_00088"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACJ0"
                     /codon_start=1
                     /transl_table=11
                     /product="Leucine-responsive regulatory protein"
                     
/translation="MNGPLLSLDRTDLKILDILQTDGRISNSKLAELVNLSPTAVMAR
                     
VQKLTKDEFILGYEAKLNPVKLNANFLVFVEVLLDKTTPNVLDEFIDAVVHYPEIVEC
                     
HMVSGGFDFLIKLRSGSMEEFRRIAGQVLWQLPGVKETRSYPVMQVVKDSSKIKIKTK
                     NK"



     gene            complement(94330..95820)
                     /gene="putP"
                     /locus_tag="DSM_00089"
     CDS             complement(94330..95820)
                     /gene="putP"
                     /locus_tag="DSM_00089"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P07117"
                     /codon_start=1
                     /transl_table=11
                     /product="Sodium/proline symporter"
                     
/translation="MSYFDPTLIMFMVYIVAMVLIGLFAYRATSDFSDYILGGRSLGS
                     
FVTALSAGASDMSGWLLMGLPGAIYLSGLSEAWIAIGLIIGAWLNWLLVAGRLRVHTE
                     
IQNNALTLPDYFTSRFDDQKKILRIFSAVIILVFFAIYCASGMVAGARLFENLFGMSY
                     
TTAIWLSAIATISYVCIGGFLAISWTDTFQAGLMIFALLLTPIVTYLAIGDTTQFVTL
                     
IETARPHAFNIISDLSVVAVLSSMAWGLGYFGQPHILVRFMAADSVKSIPAARRIGMT
                     
WMILCLVGAVGAGFFGIAYFQQHPELAGVVSKNPETVFMELTKILFNPWIVGIILAAI
                     
LAAVMSTLSCQLLVCSSALTEDLYKGFIRKNASQKELVWVGRIMVLAIAVLAIVLAGN
                     
PDSKVLGLVAYAWAGFGAAFGPLIILSLFWKRMTLEGALAGMIVGAVVVIGWKNLFAS
                     TGVYEIIPGFICAFISIIVVSLISKAPNSDVTGRFEQADKLYKEST"
     gene            complement(96227..96925)
                     /gene="cobB"
                     /locus_tag="DSM_00090"
     CDS             complement(96227..96925)
                     /gene="cobB"
                     /locus_tag="DSM_00090"
                     /EC_number="3.5.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75960"
                     /codon_start=1
                     /transl_table=11
                     /product="NAD-dependent protein deacylase"
                     
/translation="MTKLVVFSGAGMSAESGISTFRDSNGLWENYDIQQVATPEAWER
                     
NPALVQRFYNERRKNILEAQPNEAHQYIAKLQDYYDVQVITQNIDDLHERAGSQNVLH
                     
LHGNIRLAKSSGPDAQYTTQFYEVNGWKLDLEQDFCPNGYPLRPHVVWFGEAVPAYEE
                     
AIHLVQSADIFIVIGSTLSVYPVAALVHEIPHYTKAYYIDPQADHSRVPPQYKLLNMT
                     ATEGMHELFHQLTS"
     gene            complement(97028..97402)
                     /gene="gcvH"
                     /locus_tag="DSM_00091"
     CDS             complement(97028..97402)
                     /gene="gcvH"
                     /locus_tag="DSM_00091"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q5SKW9"
                     /codon_start=1
                     /transl_table=11
                     /product="Glycine cleavage system H protein"
                     
/translation="MNHPSELKYARTHEWVKIEGDLVITGITDHAQDELGDLVYVETP
                     
EVGSQVTAGEQAGVVESVKTASDIHAPVSGTVVEVNTDLEDDPDFVNEDPYGKGWIYK
                     IKPDNIADVEKLLTNAEYEAGL"
     gene            complement(97441..98466)
                     /locus_tag="DSM_00092"
     CDS             complement(97441..98466)
                     /locus_tag="DSM_00092"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WMJ1"
                     /codon_start=1
                     /transl_table=11
                     /product="putative HTH-type transcriptional 
regulator"
                     
/translation="MKITSARQDQGIPGVYGLLLLDVVSRWGYNDETLFAPFHLTSEQ
                     
LADPEYRISTPVANELVKHALNLTGESTLGYHIGTQMRISIHGFIGYAIMTAKDITEA
                     
IALAARFIQLRLPFLQLYFSTFGPKATLQLQCDIELEPLRTEIVLGLTIGIMTMAKAI
                     
TGIEDLAGDVDLDFPEPEGFDKYRSKLSSTIRFNQPHLISSFDKKYLGFKLVNADPIA
                     
SQIAINQCEAELSALGERRRLAMRVRDILSNSEQHYLSIENVAEYLHMSDRTLKRQLA
                     
AEGTSFSTLVDEVRYRHATSLLSRTDYSLEQIADELGYSDVANFSRAFKRWSGRSPSN
                     WRKAPYL"
     gene            complement(98575..99015)
                     /locus_tag="DSM_00093"
     CDS             complement(98575..99015)
                     /locus_tag="DSM_00093"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLYLEDLKIGDRFISREYEITLDEIKQFASHYDPQPFHTDEELA
                     
KEDPIFKGIAASGWHTSAITMRLWTECMPIHGGLVGSESSLRWPRPTRPGDRIHVEAE
                     ISAITPSKTKLDRGIVSYVTQALNQHGDVLLISTTKIVVFKKNV"
     gene            complement(99015..100862)
                     /locus_tag="DSM_00094"
     CDS             complement(99015..100862)
                     /locus_tag="DSM_00094"
                     /EC_number="3.6.3.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q7A4T3"
                     /codon_start=1
                     /transl_table=11



                     /product="Putative multidrug export ATP-
binding/permease
                     protein"
                     
/translation="MLKWFEKLVDPYPTKGLDEPLPTRFFPFVWQATEGVRPYLLLLI
                     
ICTAGAASFEALLFSKIGQLVDWLSNSQPESFLSQHASNILILISVLFANILFVNIQS
                     
IIKHQILYSTFPMRLRWRFHNLLLKQSLDFFHNDFAGRLSAKVMQTALAVREFWIILG
                     
DMLAYVSIYFITVSIVLGAISPTLLIPLMVWLGLFLLSAWFFIPRLSKVSQQQADARA
                     
VMTGRVTDAYTNIQTVKLFAHAGRESQYAKASMKEFMTTVYAQMRLGTLFEVSINLLS
                     
AVLFVGVIGTAVWLWTQGLAALGVIAATTAMILKLNSMAEFMMWHMSALFENVGTIQD
                     
GMQTLGKKINIQDKPDAKPLAVTQGEIVFKDVTFAYNNKNVIDHFNLHIKAGEKIGIV
                     
GRSGAGKSTLIQLLLHFYHLKEGAILIDGQNIEDVTQDSLRANIALVTQDTSLLHRSV
                     
AENIKYGRPDATDQDMQSAVQKAKAAEFIPQLVDLKGRSGYEAQVGERGVKLSGGQRQ
                     
RIAIARVFLKDAPILILDEATSALDSEVESAIQSSLNDLMVDKTVIAIAHRLSTIAQM
                     DRLIVLDEGKIAEQGTHEELIAKNGIYAQLWKRQTGGFLIEQKVVQGQD"
     gene            complement(101237..101773)
                     /locus_tag="DSM_00095"
     CDS             complement(101237..101773)
                     /locus_tag="DSM_00095"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVKNALQAQLLKAGLVDNKKAKKLTKQAQHEQRTGQSNEAEIKA
                     
NIEKAQKEKQAKDQALNLEKQQQLEEKALKASIIQMIKQHKIVDFAGDVAYQFIDENK
                     
IKKVYLSQQVYNALVTGSLVIAKDQDQYAYLPKALAEKIDQKMKGFILINNAEKNEQT
                     TDEEDPYAAYVIPDDLMW"
     gene            complement(101777..102457)
                     /locus_tag="DSM_00096"
     CDS             complement(101777..102457)
                     /locus_tag="DSM_00096"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPFQSLPNWFQLGAFLLAINAGMINVLGLITLLHQSVSHMTGNV
                     
SMLAMSLVNWQFEHIIYLVLVILCYVCGSFYSGFILGNSHFKLGRRYGLPLSLVSLFI
                     
FLCWLLLPYFPKYGLLWACVAMGLQNAMVSHYKGTIIRTTHLSGVLTDLGLALGYIAR
                     
GLKVENRRIILHLLIFIGFLSGGIIAALVHPYLKLQSFLLPAILSLTLSISYWAVYFH



                     SSSSSNSD"
     gene            complement(102463..103665)
                     /gene="sstT"
                     /locus_tag="DSM_00097"
     CDS             complement(102463..103665)
                     /gene="sstT"
                     /locus_tag="DSM_00097"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AGE4"
                     /codon_start=1
                     /transl_table=11
                     /product="Serine/threonine transporter SstT"
                     
/translation="MLEFFSRLSLVTKIIIAIILGIGVALLFPTVTPYLSLFGELFIK
                     
ALKSVAPILVFVLVLSSIANFQVGHSANLRPVLLLYVVGMLLAAFSAVIASLSFPSTL
                     
YLNTVSHNNLQAPGSLADILKNLLLSFIANPVQAISEANFIGILAWAIGLGLAMRHSS
                     
DTTKQVMQDVSHAVSAIIHKVIAFAPVGIFGLVAVTFADAGLATLESYAQLLAVLLGT
                     
MLFVALVINPILVGLTIRGNPYPLVFKCLKESGITAFFTRSSAANIPVNLDLAERLGV
                     
NPSTASVSIPLGATVNMAGAAVTITVLTLATVHTLGIHVDLATMIILSVVATISACGA
                     
SGVAGGSLLLIPVACSLFGISSEIAMQVVAVGMIISVLQDSTETALNSSTDVLFTAAV
                     DIRSRQNS"
     gene            complement(104087..104395)
                     /gene="bigR"
                     /locus_tag="DSM_00098"
     CDS             complement(104087..104395)
                     /gene="bigR"
                     /locus_tag="DSM_00098"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8UAA8"
                     /codon_start=1
                     /transl_table=11
                     /product="Biofilm growth-associated repressor"
                     
/translation="MKDGLQIEEMKNAADSVVGTLKSLANTDRLLILCHLAHEELNVS
                     
QIEEKTQITQPTLSQQLMMLRKSDVVSTRRDGKQIFYSIKDDKMHSILNMLYQLYCIE
                     "
     gene            complement(104871..105437)
                     /gene="yxaF_2"
                     /locus_tag="DSM_00099"
     CDS             complement(104871..105437)
                     /gene="yxaF_2"
                     /locus_tag="DSM_00099"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P42105"
                     /codon_start=1
                     /transl_table=11
                     /product="putative HTH-type transcriptional 
regulator



                     YxaF"
                     
/translation="MSKKDDIITTALRLFNSYSYNSIGVDRIISESGVAKMTFYKYFP
                     
SKEKLIEECLLLRNSLLQNSLTAAISKEDETNPLARIKAIFLWYSDWFNSEDFNGCMF
                     
QKALEEVLKQYPSTHQPATLYKIWLTQLMQDLLIQYEIEESRPLALLLVNILEGMTIQ
                     AQVEHGSVKIDDYWKRVEKLIEFEKIAH"
     gene            complement(105775..106938)
                     /locus_tag="DSM_00100"
     CDS             complement(105775..106938)
                     /locus_tag="DSM_00100"
                     /EC_number="1.14.11.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P44683"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ribosomal oxygenase"
                     
/translation="MTEALTVLGGITAEQFLTEYWQKKPLLVRNAMPEIVGMLEPNDV
                     
KELALEDHVTARLIRQKDKNPNEWHVKSSPLTKGDFQKLPKLWTLLVQAVDHYSFDIA
                     
ELWKKFPFIPQWRRDDIMVSYAPKGGSVGKHFDFYDVFLVQGYGHRHWQLGQMCDAST
                     
EFVPNQPLKLLPEIDVHFDEVLAPGDLLYVPPGLSHYGVAEDDCLTFSFGFRMPNISG
                     
MIDRISDQFATDELLQNPVVDITRKNPPQIGEINTEELAYLRDLVLAQLKNSTVLDAA
                     
LMSYMSEPKYPDNIPEPDEIEVEDLNAILSDGYELLLEPASRLLYTEQNGVLKFWGNG
                     
EELPIVESFATQLKSIADGKSIPFNSELNNIDILENIVQLLNNSILMLLPPAE"
     gene            complement(106969..107562)
                     /gene="yceF"
                     /locus_tag="DSM_00101"
     CDS             complement(106969..107562)
                     /gene="yceF"
                     /locus_tag="DSM_00101"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A729"
                     /codon_start=1
                     /transl_table=11
                     /product="Maf-like protein YceF"
                     
/translation="MKQPKIILASSSQTRKDLMNRLGIEYICISPDIDESPCGEMHAD
                     
DLAKRLAFTKAQVIAQKNREAIVIGSDQVAWREHAPHDFIGKPLTIENAKAQLAANSG
                     
RTVFFSTALSVQCLEKSFEHTLVEHYQVKFRNLSAPEIERYVDLDLPLQCAGSFKCES
                     LGISLFEKMIGQDQTTLMGLPMIQLCQILRQLNLQIP"
     gene            complement(107562..107945)
                     /locus_tag="DSM_00102"
     CDS             complement(107562..107945)
                     /locus_tag="DSM_00102"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSIHPDPQINRLNVLGEPLASCCFDPITGYFRNGFCHTAVTDLG
                     
QHTVCAQMTSEFLNFSQKVGNDLITPLPEAGFPGLQPGDFWCICVTRWVEAYQAGQAP
                     PVKLHACHQAVLSYVPLDVLMEFAV"
     gene            108084..109271
                     /gene="pgk"
                     /locus_tag="DSM_00103"
     CDS             108084..109271
                     /gene="pgk"
                     /locus_tag="DSM_00103"
                     /EC_number="2.7.2.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P43726"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphoglycerate kinase"
                     
/translation="MNFQRMTDLNLAGKRVLIREDLNVPVKNGVITSDARLRAALPTI
                     
KAALEKGAAVMVFSHLGRPVEGEPKPEQSLAPVAAYLTEALGQEVKLFTDYLDGVEVE
                     
AGQVVLLENVRFNPGEKKNNPELAQKYAALCDVFVMDAFGTAHRAEASTEGVARFAPV
                     
AAAGPLLAAELDALGRAMQTPEKPMVAIVAGSKVSTKLDVLNSLSGICDQLIVGGGIA
                     
NTFLAAAGYNVGKSLYEADLVETAKQIAAKVSVPLPTDVVVADASQINFEDFLGSLAA
                     
AQAVIKKVEDVTANDMILDVGPETAKAFANILTTSKTILWNGPVGVFEVDQFGEGTKA
                     
LSLAVAQSDAFSIAGGGDTLAAIDKYNVADQIGYISTGGGAFLEFVEGKTLPAVAVLL
                     ERA"
     gene            109396..109638
                     /locus_tag="DSM_00104"
     CDS             109396..109638
                     /locus_tag="DSM_00104"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNLKLTFAALLIVPMMLTACAKKEEAAQAGQDAASTAVADKVTP
                     EQQAAIDALDKPVLDEKNTDVVEGSASSETATSETH"
     gene            109760..110797
                     /gene="cbbA"
                     /locus_tag="DSM_00105"
     CDS             109760..110797
                     /gene="cbbA"
                     /locus_tag="DSM_00105"
                     /EC_number="4.1.2.13"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q56815"



                     /codon_start=1
                     /transl_table=11
                     /product="Fructose-bisphosphate aldolase"
                     
/translation="MALISMRQLLDHAAEHNYGVPAFNVNNLEQMRAIMLAADATNSP
                     
VIVQASAGARKYAGAPFLRHLILAAIEEWPHIPVVMHQDHGTSPDVCQRSIQLGFSSV
                     
MMDGSLGADGKTPTTYDYNVDVTRQVVAMAHACGVSVEGEIGCLGSLETGMAGEEDGV
                     
GAEGVLDHSQLLTSVEEAKQFVADTNVDALAIAVGTSHGAYKFTRPPTGDILAIDRIK
                     
EIHAALPNTHLVMHGSSSVPQEWLKVINEFGGNIGETYGVPVEQLVEAIKHGVRKINI
                     
DTDLRLASTGAIRRFMAENPAEFDPRKYFAKTVDSMKQICIDRYEAFGTAGNADKIRP
                     ISLEKMVDRYK"
     gene            complement(110916..112226)
                     /gene="surA"
                     /locus_tag="DSM_00106"
     CDS             complement(110916..112226)
                     /gene="surA"
                     /locus_tag="DSM_00106"
                     /EC_number="5.2.1.8"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABZ8"
                     /codon_start=1
                     /transl_table=11
                     /product="Chaperone SurA"
                     
/translation="MKTKHLKQFFKATTLAVLISSSMHSFAQPTDEVVAIVDNSVILK
                     
SDLEQGMAEAAHELQAQKKEVPPQQYLQFQVLDQLILRQAQLEQVKKYGIKPDEKSLN
                     
EAVLKVASQSGSKSLEAFQQKLDAIAPGTYENLRSRIAEDLAINRLRQQQVMSRIKIS
                     
DQDVDNFLKSPQGQAALGNQAHVIHMRISGDNPQEVQNVAKEVRSQLAQSNDLNALKK
                     
LSTATVKVEGADMGFRPLSDIPAELAARITPLQDGQTTDLISVRDGVHVLKLLERKQN
                     
EQKALVPQYQTRHILIQPSEVVSPENAKQIIDSIYKRLKAGEDFATLAATYSNDTGSA
                     
RDGGSLGWVTPGMMVPEFDKKMQEIPVGEISEPFQTQFGWHILQVTDKREKDMTHEYQ
                     ERMARQILGERQFNTEIDSWLREVRANAYVEIKDPSLDKKNLQK"
     gene            complement(112226..114667)
                     /gene="lptD"
                     /locus_tag="DSM_00107"
     CDS             complement(112226..114667)
                     /gene="lptD"
                     /locus_tag="DSM_00107"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9I5U2"
                     /codon_start=1
                     /transl_table=11
                     /product="LPS-assembly protein LptD"



                     
/translation="MKHQFKFNPLATAIFTLLCSGSIQSSYAESAGVVSNIDNNQLKA
                     
SIKEAYPGQEFFQQYYVDKSAPEAQLRNNKYLSSAFCQGTWITPINPETKALDADKAT
                     
SVVTADYGHYNPAGDSVLEGNVVIDQEGRTVRADKVTIDKTQTFAHAQGRVQLAQGGL
                     
LSQSDEIDYNLKTQTGNLDNSFYISEQQHAHGHAGKIERTSPNVMVLNDATYTTCPPG
                     
QKPGWKIQANKIELNQETGRGVTRGTKLYVKDVPVLAVPYFNFPIDDRRTTGILNPQF
                     
GFSNDGGIELSVPVYLNLAPNYDATITPRYLADRGAMLQGEFRYLTDGFGAGQIWGGI
                     
LPSDKEYDDKDRKDFHFLHNWDINDQWSTNLEYNYASDKDYFSDLDSSPISKTDLNLR
                     
RAWELNYQHGIPGLKAQLKVEDFQTLDPEVKDVNKPYARLPQFLLNYVTGNPLGLQYE
                     
FNNDTAYFKKSINDDSAQESSGTRIYNQFATRYNYRTPAAFVIPELSVRSIQTFYDKD
                     
SIASQGLDGGSENKSVVVPQFTLDTGLNFEREGKYLQTLTPRAFYAYAPYKNQDGYPN
                     
FDSTTASISYDQLFNPYRFYGHDRLEDNNFLSLGVSYSLFDTVGLERLRASVGQSYYF
                     
EDRRVTLKQQDEIDTERNTGPVVSLSSQLNQNFTIAANSAWMSNGDNAQRDFQLYYTG
                     
DKGNLYNLGYFYRKDIPGRQDTYDQVVASFIQPIKDNWRIMGHVQYDMDNDVARELLL
                     
GVNYESCCWGISVYGRSYYNDLDDPKSPDVSEKRAIMAEITLKGLGGLNNKLASLLEN
                     RVLGFNKINQSWTQR"
     gene            114788..115801
                     /gene="amgK"
                     /locus_tag="DSM_00108"
     CDS             114788..115801
                     /gene="amgK"
                     /locus_tag="DSM_00108"
                     /EC_number="2.7.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q88QT3"
                     /codon_start=1
                     /transl_table=11
                     /product="N-acetylmuramate/N-acetylglucosamine 
kinase"
                     
/translation="MNTQREQLIHTWLTSVLENDQFQIAYLAGDASFRRYARIQLQNK
                     
TYMLMDAPPEKEDCVPFVTIDEFFAGHGVRVPQIVAKDLNQGFLLLEDFGDVLLSTLL
                     
NDETVDQYYEQSFKQLIHLQSINGAEHFPAYSYEKLLSEMQLLTDWMLPSLDIHPTAE
                     
QKKTIDDTFDFLAQAALAQPQVIVHRDFHSRNLMKIANEEELGVIDFQDAVIGADTYD
                     
LISITRDAYVQWNAERVYQWFKVFYELLPASAKQNRSFDQFKRDADLMAIQRHIKILG
                     
IFVRLFERDGKSGYLKDLPRVMWYLLEESRDYHELDDFMAFIHSSVMPKFIEKYGPYE
                     VAA"



     gene            115801..116490
                     /gene="murU"
                     /locus_tag="DSM_00109"
     CDS             115801..116490
                     /gene="murU"
                     /locus_tag="DSM_00109"
                     /EC_number="2.7.7.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q88QT2"
                     /codon_start=1
                     /transl_table=11
                     /product="N-acetylmuramate alpha-1-phosphate
                     uridylyltransferase"
                     
/translation="MKAMILAAGLGNRMRPLTLYTPKPLLEVGGKPLIVWHIEKLKKI
                     
GVTEIVINSAWLADKLISSLGDGSQFGVDIRWTREEEGLETAGGIINALPLLGTDPFI
                     
LVNGDVWTTMDFEALRHIKLNDDLAHLVLVDNPKQHPDGDFTLLNGRAFTFDQDVKGE
                     
NLTFSGVSVIHPKLFDGLEAGKRPLAPLLKQAMHNQKISGEKLKGAWVDVGTPERLME
                     LDLQIREGFYD"
     gene            116578..117210
                     /gene="rsmG"
                     /locus_tag="DSM_00110"
     CDS             116578..117210
                     /gene="rsmG"
                     /locus_tag="DSM_00110"
                     /EC_number="2.1.1.170"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A6U5"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribosomal RNA small subunit 
methyltransferase G"
                     
/translation="MHPFFQELQQGSQKLGLSLSDEALTLLLKYQDALVLWNKAYNLT
                     
AIRDPKEMLVKHLLDSLSILKDLPAGRLLDVGTGGGMPGMIIALCQPERSCVLLDSNG
                     
KKIRFLKQFIADLKLKNVIAVQTRVENQDTIDELGQFDVITSRAFASLTDFVEAARPY
                     LHEQSIIAAMKGLIPVEEMEELKQEFSCKVIELHVPRLDEQRHLLLLQRI"
     gene            117232..118014
                     /gene="soj"
                     /locus_tag="DSM_00111"
     CDS             117232..118014
                     /gene="soj"
                     /locus_tag="DSM_00111"
                     /EC_number="3.6.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37522"
                     /codon_start=1
                     /transl_table=11
                     /product="Sporulation initiation inhibitor protein 
Soj"



                     
/translation="MAQIIAIANQKGGVGKTTTAVNLAASLAVLKKRVLLVDIDSQGN
                     
ATMGSGIQKNDLLYSVTDVLLGEVPIETAIQKAEVGYKVLGSNRELSGVELAIAEQEG
                     
REFILKNALNEIRDSFDYIIVDCAPSLSLITVNALAAVDGVIIPMQCEYYALEGLADL
                     
TQTIDRIQKALNPDLEIIGVLRTMYDARNALTRDVSAELEQYFGKKLYDTVIPRNVRL
                     AEAPAHGLPVIYFEKSSKGAVAYLNLAAEMLKKSKVKKGSKV"
     gene            118011..118898
                     /gene="parB"
                     /locus_tag="DSM_00112"
     CDS             118011..118898
                     /gene="parB"
                     /locus_tag="DSM_00112"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q83AH2"
                     /codon_start=1
                     /transl_table=11
                     /product="putative chromosome-partitioning protein 
ParB"
                     
/translation="MSIKKRGLAKGRGLDALLGSIQKEKLQLEAQALDHGQLKQIDVK
                     
LLKRGEYQPRRFIHEHDLQELASSIEKHGVMQPIVIRPVDDEAHPYEIIAGERRWRAA
                     
QIAGLTEIPAIVRDLNDQVAIALALIENIQRQDLNPIDQALALQRFHDEFGLSHQEIA
                     
DTVGKARTTVSNLLRLLSLADDIKEFMQQGQLDMGHARAILTLKGKEQLEVAKIVIEK
                     
GLSVRQTEQLVRDWNEPKQEKEKAPVAPDIEQLTQKLSERFGANVKIDHNQKGKGKLV
                     IHYHSLDELDGILNICLPD"
     gene            118948..119583
                     /gene="tolQ_1"
                     /locus_tag="DSM_00113"
     CDS             118948..119583
                     /gene="tolQ_1"
                     /locus_tag="DSM_00113"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABU9"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein TolQ"
                     
/translation="MWELVKAGGWLMLPLILCSILTVAISIERFVRLRRSQVLPKVLM
                     
NDGSADISVVITNLEQDTNAQSTALGNILKAGFEHQEHGEQFARAQMEAMASQEISYL
                     
EKNINFLGTLSAIAPLLGLLGTVVGIIESFLVIDFGSAGSPSLMIPGISKALITTAVG
                     MLIAIPALISYRYFQRVVQDYIAELEQQSTLFHASLFYKRSSVMQEHRRVG"
     gene            119599..120027
                     /locus_tag="DSM_00114"
     CDS             119599..120027
                     /locus_tag="DSM_00114"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKFKRSQVEDIHINLTPMIDCLLFILVFLLLSTTFNQPSRINLT
                     
LPDAQGVPPKQYDHKIEVVVDSSGHYAVNGQALSTKDMADLSTAIKQIAQERRDFMFI
                     IAADAKASHQDVIRVMDVAGQLGFVNINISTKVPSRGFSE"
     gene            120024..121751
                     /gene="msbA"
                     /locus_tag="DSM_00115"
     CDS             120024..121751
                     /gene="msbA"
                     /locus_tag="DSM_00115"
                     /EC_number="3.6.3.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P63359"
                     /codon_start=1
                     /transl_table=11
                     /product="Lipid A export ATP-binding/permease 
protein
                     MsbA"
                     
/translation="MNQDFKVYLRLISYLKPYWGVALLVLIGFGMNSATEVSVAKLIK
                     
FIIDAIQNASRADLDWFPLLIILLVFFRGLGLFMGGYYTAVISRSLVFSIRQEVYAKL
                     
LRLPAQYYLDNSSGHITAKIMYNVEQLTAASSESLKTIVRDGMITLGLLGYLFYTNWR
                     
LTICIMVFLPVIGILVRKASKRMRKLSMQVQDTMGDVNHVVQESINGNAVVKSFAGEE
                     
SEQERFYKSSEENLKRGLKMVIVQNLNSPVVQVVMACAMALIVWLALRPQILGNTTAG
                     
EFVAYITAAGLLSKPVKNLTDVNEKLQRGLAAAHSVFELLDLPEEQNSGELKPQLQGA
                     
IRFDHVVLNYADGTQAIKDFSLDIRPGETVALVGRSGAGKTSLVNMLVRFQEVSSGQI
                     
YLDDLPIRDIELSSLRTQIAMVNQQVVLFNRTVRENIAYGQLHNASDEDVIAAAKAAY
                     
AHDFIMNLPNGYDTVLGAQGLNLSGGQRQRIAIARAILKNAPILILDEATSALDNESE
                     
HFIQQAFDEAMQDRTTIVIAHRLSTIENADRIVVMDRGQIVEQGTHQELLAKHGAYYQ
                     LHQRNFEDQ"
     gene            121754..122764
                     /gene="lpxK"
                     /locus_tag="DSM_00116"
     CDS             121754..122764
                     /gene="lpxK"
                     /locus_tag="DSM_00116"
                     /EC_number="2.7.1.130"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P27300"
                     /codon_start=1
                     /transl_table=11
                     /product="Tetraacyldisaccharide 4'-kinase"



                     
/translation="MSLAQLIQNAWNKQSSWLIVLRPLSCLYRAGFLLNRGFYSSGFK
                     
KVYTAPVPVMVIGNITVGGSGKTPLLIELVNYLKQHNVKVGVISRGYGGSGPFPMLVT
                     
SASQAAEAGDEPALIVQSTGVPMAVGPNRQAAIELLLASTKLDLIISDDGLQHWALGR
                     
QIEWIVLDQNRGLGNRKLLPEGYLREPVERLKTSTVIEHTFTPTTTLHMHLDAGQPYL
                     
LNPSSATELSFNIQNNYHAVVGIGFPQRFYQTLKGLGVKQFQEHAFRDHHDYSIDDLL
                     
FNDDQPIITTEKDAVKLLPLLEKHPEFKRPIWVVPVKAVLSTECYQVLNQQLQKLDIQ
                     IS"
     gene            122774..123535
                     /gene="kdsB"
                     /locus_tag="DSM_00117"
     CDS             122774..123535
                     /gene="kdsB"
                     /locus_tag="DSM_00117"
                     /EC_number="2.7.7.38"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A3M4Z0"
                     /codon_start=1
                     /transl_table=11
                     /product="3-deoxy-manno-octulosonate 
cytidylyltransferase"
                     
/translation="MKHIVIPARFSSSRLPGKPLLLIHDRPMILRVVDQAKKVEGFDD
                     
LCVATDDERIAEICRAEGVDVVLTSADHPSGTDRLSEVARIKGWDADDIIVNVQGDEP
                     
LLPAQLVQQVAKLLVDKPNCSMSTLCEPIHALDEFQRDSIVKVVMSKQNEALYFSRAT
                     
IPYDRDSAKQAEPTLHSQAFRHLGLYAYRVSLLQEYVTWEMGKLEKLESLEQLRVLEN
                     GHRIAIAVAEANLPPGVDTQVDLDRLNNMPVESFE"
     gene            123547..124527
                     /gene="dnaX_1"
                     /locus_tag="DSM_00118"
     CDS             123547..124527
                     /gene="dnaX_1"
                     /locus_tag="DSM_00118"
                     /EC_number="2.7.7.7"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P06710"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA polymerase III subunit tau"
                     
/translation="MNQNVTSKVYPWQQTMWETLTTRFPNIGHGLLFYGKQGCGKHAF
                     
AKHFLAWVLCLNKQPQGACGECSSCQWLKSDTHPNYVHITTDEENKKQNAKIKIEKIR
                     
DLLPFVQQTGEGWRVVVIEPAEALNLASSNALLKTLEEPGERVVLILLADHYLKLPAT
                     
IRSRLQHFALDRISYTEATSYLNEHLAETASVPPELLLGLSNDMPLQAVEIATSDWFA



                     
KRQSFLEDWTKVVNQKNMPLFYSAKWQKELNFSDFMMLLEYLLGDLICVKLNQPQKNI
                     DLQFDQLAQNYNLESLFSLYEELQQSKRLVEQNVQTQLIIDQLFIKLMNV"
     gene            124539..124880
                     /locus_tag="DSM_00119"
     CDS             124539..124880
                     /locus_tag="DSM_00119"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQPQMGGIIQVNIPDRATLQASYMGYVQGGGLFVPSKQKVKMGQ
                     
EIFILATLPEQSQKIPLTGKVVWISHKQSGFKPQGFAIQLSGDKGIYYKAEAERILAG
                     SMSLDRPSYTM"
     gene            124898..125671
                     /gene="ycfH"
                     /locus_tag="DSM_00120"
     CDS             124898..125671
                     /gene="ycfH"
                     /locus_tag="DSM_00120"
                     /EC_number="3.1.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFQ7"
                     /codon_start=1
                     /transl_table=11
                     /product="putative metal-dependent hydrolase YcfH"
                     
/translation="MFVDTHCHLTMLDLTPYNGDLDLALAAARAEGVSKFMAISVDLD
                     
DHIALAEIAKRHEDVGYTVGVHPCEDVDTMARATTEYLTELAQSEKVWALGETGLDYY
                     
HSTDFINEQKDCFARHIQASKNVKKPVVVHTRSAKHDTVDIIRAEQSTHGILHCFTED
                     
WETAKAVLDCGYYISFSGIVSFKNAQDLRDVAKQVPLDRLLIETDSPYLAPVPYRGKT
                     NEPKYVPYVAKALSEVYDKPVEEIARITSQNFENLLKAI"
     gene            125709..126317
                     /locus_tag="DSM_00121"
     CDS             125709..126317
                     /locus_tag="DSM_00121"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDRQAQFRAREALIFQVAEQLLLENGEAGMTLDVLAAELDLAKG
                     
TLYKHFQSKDELYMLLIIRNERMLLEMVQDTEKAFPEHLAFFMLHHLHHPERTVLFHQ
                     
IEEKLSITAQGVHHLFNELYQVRKQRLRIIIRMTDHYLESIQSHMTTRDYLASIWSLT
                     HGAAAILNSSFYQRYLGSRDTLRVAYIDQALALPKQAVEQYA"
     gene            126327..126881
                     /gene="pulG"
                     /locus_tag="DSM_00122"



     CDS             126327..126881
                     /gene="pulG"
                     /locus_tag="DSM_00122"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P15746"
                     /codon_start=1
                     /transl_table=11
                     /product="Type II secretion system protein G"
                     
/translation="MKSNLPFQSQKGFTLIEVMVVIVIMTIMTSLVVLNIGGVDQKKA
                     
MQARELFLLDLQKINKESLDQSRVLALETHGERDVSPFSYELYEYHDQSTLQVQDIKN
                     
RWQKYTEFKTRQLPAHVSFSVQPLDDQNYSKAKNTDLIGGQTPQLIWFGNGEAKTVKI
                     QFYLEQKPIGSEIQIDHLGKINEI"
     gene            126871..127251
                     /gene="xcpV"
                     /locus_tag="DSM_00123"
     CDS             126871..127251
                     /gene="xcpV"
                     /locus_tag="DSM_00123"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q00516"
                     /codon_start=1
                     /transl_table=11
                     /product="Type II secretion system protein I"
                     
/translation="MKSKGFTLLEVMVALAIFAVAAVALTKVAMQYTQSTSNAILRTK
                     
AQFVAMNEVAMMEINQEWLQGTQSKQVTSQGETWQIDKSAQSTISPNVQKIDLQVSLY
                     DPDKGKVQNGITHMVFFNYPVKAK"
     gene            127251..127952
                     /gene="xcpW"
                     /locus_tag="DSM_00124"
     CDS             127251..127952
                     /gene="xcpW"
                     /locus_tag="DSM_00124"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q00517"
                     /codon_start=1
                     /transl_table=11
                     /product="Type II secretion system protein J"
                     
/translation="MIKNKYIHIRSFAARLAARSSSARLTRASGFTLVELLVAIAIFA
                     
VLSLLGWKIFDYLLKVRDRNAEHEVHLFELQDAYQQILRDTLQIIPLSANQGGQLHPA
                     
LEIDNQILRFSKAGVTDPLKQGLSPFERIEYRYDADQKKLYRLKYTNLNTSNREQPLS
                     
STLLSQVDQYQIMVLTPQEVTKWPEVNIDPTKPNELKKLPKGIKIQLTVAGVNYEWIY
                     SLNQGDLSLSQEGNS"
     gene            127952..128911
                     /gene="gspK"
                     /locus_tag="DSM_00125"
     CDS             127952..128911



                     /gene="gspK"
                     /locus_tag="DSM_00125"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45762"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative type II secretion system protein 
K"
                     
/translation="MAVSYKHQQGVALLTILIMVALATILAASIAKHQNNTMENTAYL
                     
IRQNQSLLYAKSAEAFFSELLIQDANNAGGVDHLKETWAQPMPPFPIEDGLVSGRLLD
                     
ESGKFNLNNLTNGEGIVNEDAKSWFERLLVRVGLPAELSQAVIDWQDRNDEPTGPMGA
                     
ESSYYEGLDLGYMAANTKFHRIEELKLVRGFDGKKFDLIAPYISALPENSKLNINTAS
                     
PLVLASMDEKLDIGAIEKELQTRQQNLKFFQNIDELWQLNAFSAVDSQKKNQVNSLID
                     VKSSFFQAQIEVVLNNRKRQFTSALMRKDKQVYVYSRSMAPFN"
     gene            129141..129737
                     /locus_tag="DSM_00126"
     CDS             129141..129737
                     /locus_tag="DSM_00126"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLIRKLFKFENAHVVRNCTSDRCKRSIHGHSYKVELLLKASKLD
                     
HGQMVYDFGLLKGVIKDLFDSFDHAICFWEKDDPQYIDACKTFSARWISLPVSPSAEQ
                     
FSRIFFYLAQQVLQSTVTQNGEGDVEVYSVIVHETDTGYAQSFLEDIQNEQMGLLNLE
                     GIIFSEQVQSEWADPNMYENLKQGIKFHNPHVNLQVEV"
     gene            129788..130501
                     /gene="ung"
                     /locus_tag="DSM_00127"
     CDS             129788..130501
                     /gene="ung"
                     /locus_tag="DSM_00127"
                     /EC_number="3.2.2.27"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q83CW4"
                     /codon_start=1
                     /transl_table=11
                     /product="Uracil-DNA glycosylase"
                     
/translation="MQLTEQQQDKLSKVQLEESWKRSLIPFLLSPYMDSLRDFLFQQK
                     
QAQKIIYPPSKQIFNALNITPLDHVKVVILGQDPYHGPNQANGLSFSVQRGVALPPSL
                     
RNIFHELHTDLGVPVSRHGDLTKWAEQGVLLLNSVLTVEAGQPTSHQKQGWEEFTDAV
                     
IDVLNEQREHIVFILWGAYAQRKGQRINREKHLVLTAAHPSPLAANRGGFFGCKVFSK
                     TNQYLKQHGIEPIDWQLDA"



     gene            130501..131622
                     /gene="crt_1"
                     /locus_tag="DSM_00128"
     CDS             130501..131622
                     /gene="crt_1"
                     /locus_tag="DSM_00128"
                     /EC_number="4.2.1.150"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P52046"
                     /codon_start=1
                     /transl_table=11
                     /product="Short-chain-enoyl-CoA hydratase"
                     
/translation="MNSPNVNSYHPDLVVEEAKNGWRIVRLNRPKSLHALDESIVTAL
                     
LRVFEDFRDDEQVKAIWLDSTTPKAFCAGGDVRKLRQLVINQEVETANKFFQQEYALD
                     
LLLHNYAKPVVVWGEGYVMGGGLGLFMAAPFRLVTPYSRLAMPEINIGLYPDVGASRF
                     
LADRGQIGLFTGLTGSIMTAAGAYSIGWATHICEAQRDNVLQKVLNINWAHYPAGDFR
                     
AIDDTLNSLHRPVAAGPLQNSLDVIHSVCRGSSFEQDYQAIVSLRDASSDWLRQASEN
                     
LQKGSPSTAAITWLLWQWGKQVHSWDEVFDLEAQISEWKIRHPDFVEGVRARLVDKDL
                     SPEWKACEDLTLRGILADDPPITTIDSWNALLRQYGVVS"
     gene            131656..132132
                     /gene="tadA"
                     /locus_tag="DSM_00129"
     CDS             131656..132132
                     /gene="tadA"
                     /locus_tag="DSM_00129"
                     /EC_number="3.5.4.33"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P68398"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA-specific adenosine deaminase"
                     
/translation="MQLAYEQAELAAEQGEIPVGAVIVSQNKLIGAGFNAPIGLSDPT
                     
AHAEIQAIRAACESLKNYRLPEDATLYVTLEPCTMCVGALVHARIKHVVFGTTEPKAG
                     
SLVSARQLLENGYYNHKFTFEHGCLHEKCAQQLSLFFKQRREQKKQEKQQKTSLND"
     gene            132202..132645
                     /locus_tag="DSM_00130"
     CDS             132202..132645
                     /locus_tag="DSM_00130"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRNVITIQKEFNAPLSDVFNLLSKHAAYNTAFAPLQVVRVKDSA
                     
DPERPDGVGSVRRMGFGVIKPLKEEITHLEENKRIEYKLIDNPLVKHHLGRIEFSEIT



                     PYITLVTYRIELTAKAPVVSKLILAQLKLAITLGFSRLAKAFASS"
     gene            132653..133339
                     /gene="cmk"
                     /locus_tag="DSM_00131"
     CDS             132653..133339
                     /gene="cmk"
                     /locus_tag="DSM_00131"
                     /EC_number="2.7.4.25"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A6I0"
                     /codon_start=1
                     /transl_table=11
                     /product="Cytidylate kinase"
                     
/translation="MTVQIITIDGPSGSGKGTLAAKLAAYYQFHLLDSGALYRLLGLS
                     
LHKHDLLEKLDSHLDECVNYARQLNIKFETSAEGTLVFLDGEDVTQTIRTERVGEYAS
                     
KVAAIPELRQALFERQRAFAQTPGLVADGRDMATSIFPEANAKIYLTASAESRAERRV
                     
KQLQGMGLDAKINDILANIQARDKRDMEREVAPLKPAADAYIIDSSELTIDQVFKLMV
                     DYVNSRTVSN"
     gene            133444..135117
                     /gene="rpsA"
                     /locus_tag="DSM_00132"
     CDS             133444..135117
                     /gene="rpsA"
                     /locus_tag="DSM_00132"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AG67"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S1"
                     
/translation="MTESFAALFEESELNLNVEKGAVIQGVVVNIDSDWVTVDTGLKS
                     
EGIVDRAEFLNEQRELEVQVGDTVDVVVEALDNGMGQTVLSREKAKRAETWTKLEKIF
                     
EDGEIVTGVISGKVKGGFTVDIGPVRAFLPGSLVDTRPIRDTTHLEGKELEFKVIKLD
                     
AKRNNVVVSRRAVMEAESSADREALLAQLEEGQTVTGTIKNLTDYGAFVDLGGIDGLL
                     
HITDMAWKRIKHPSEVVEVGQEVTVKVLKFDRERNRVSLGLKQLGEDPWLAIMSRYPK
                     
GSIVKARVTNLTDYGCFAEIAEGVEGLVHVSEMDHTNKNIHPSKVVQIGDEVDVMVLE
                     
VDEERRRISLGIKQTRANPWEEFAKSHEKGEKVSGTIKSITDFGIFIGLNGGIDGLVH
                     
LSDISWNEQGEEAIRRYKKGDTVEAVILSVDAEGNRISLGIKQLNSDPFNDFLAANER
                     
GALVKGTVTAVDARGATVKLADEVEATLKASEINRDRVEDATKFLEVGQEVEAKIINV
                     DRKSRSINLSIKAKDEAEEKEAVANLRTASASQDNGPKTIGDLIKAQMK"
     gene            135274..135576
                     /gene="ihfB"
                     /locus_tag="DSM_00133"



     CDS             135274..135576
                     /gene="ihfB"
                     /locus_tag="DSM_00133"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A6Y1"
                     /codon_start=1
                     /transl_table=11
                     /product="Integration host factor subunit beta"
                     
/translation="MTTEALNKSDLIERIALKNPHLAEPLVEEAVKIMIDQMIEALSS
                     
DNRIEIRGFGSFALHHREPRVGRNPKTGKSVDVAAKAVPHFKPGKALRDAVNESGK"
     gene            135601..135966
                     /gene="lapA"
                     /locus_tag="DSM_00134"
     CDS             135601..135966
                     /gene="lapA"
                     /locus_tag="DSM_00134"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_01948"
                     /codon_start=1
                     /transl_table=11
                     /product="Lipopolysaccharide assembly protein A"
                     
/translation="MRYILIALLIIVFGYSLALVLQNPTELPVDLLFTQVPAMRLGLL
                     
LLLTLALGIVVGLLLGVQVFRVFQKSWEIKRLRKDIDHLRKEQIQSAQLAAAEAAANV
                     RHEKTVVDIYPQDKNSTPL"
     gene            136133..136831
                     /gene="pyrF"
                     /locus_tag="DSM_00135"
     CDS             136133..136831
                     /gene="pyrF"
                     /locus_tag="DSM_00135"
                     /EC_number="4.1.1.23"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9KQT7"
                     /codon_start=1
                     /transl_table=11
                     /product="Orotidine 5'-phosphate decarboxylase"
                     
/translation="MEESLLSIIVALDAKSQYDALKIVEQLDPTLCRVKVGKELFTHE
                     
GPSVVKKLQEESFEVFLDLKFHDIPNTTAQAVCAAADLGVWMVNVHASGGRKMMETCV
                     
ERLKAGNYQTQLIAVTVLTSMGREDLKDIGLDIEPVEQVKRLAKLTKESGLDGVVCSA
                     
QEAKILRELIGQDFSLVTPGIRPEGSNADDQKRIVTPKQAMLDGSTHLVIGRPITKAE
                     NPTEMLKSILASIA"
     gene            complement(136828..137739)
                     /gene="lysO"
                     /locus_tag="DSM_00136"
     CDS             complement(136828..137739)
                     /gene="lysO"
                     /locus_tag="DSM_00136"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75826"
                     /codon_start=1
                     /transl_table=11
                     /product="Lysine exporter LysO"
                     
/translation="MQSVSLIIQIFLVLAFGYFLGPKLSLNIRHFIFKILPYFSYILL
                     
TSVALELTLALDQIDNPSTILPPALLIALTTSLGSFFTCLFAYTIFDKESVKGKISLQ
                     
LFMNALKNIAKAFLALTIGVILGILLTQLHTHIPFNSWYLLLLFIFLIGIELAFTHFN
                     
RTWLSWKILIVPLAAFIGSCLAGFLNYSLLGHEFTLNEILALGQGYGWYSMSGILFTQ
                     
LHSAELGGIALLTDLFREIVAILLMYTMGWRFPRPAISSAGATSMDVTLAMVKQSCGT
                     HYVPHAMMSGLLLSLLAPLLITVFLNF"
     gene            complement(137789..139297)
                     /locus_tag="DSM_00137"
     CDS             complement(137789..139297)
                     /locus_tag="DSM_00137"
                     /EC_number="1.14.13.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9I3H5"
                     /codon_start=1
                     /transl_table=11
                     /product="Baeyer-Villiger monooxygenase"
                     
/translation="MLNAKQHAIQKTKIAIIGAGFGGLAMAIRLLQSQQSDFFILEKS
                     
NDVGGTWRENRYPGAACDVQSHMYSLSFAPKTDWSKRYAEAPEIFDYIQDITNQYQIK
                     
NYCKFNHEVTHVQYDEVRHIWTLDFANQPSLEAQFVVFASGPLHIPQIPHIQGIEKFK
                     
GKVFHSSRWEHDYSLEGKSVASIGTGGSAIQYIPEIAKDVKQLYVFQRTAAWVIPRDE
                     
RKYSNLSKALFKKSNLYRQIHRSRLYWSNESRVVPIVQPQIMKYGQKLAEAFIRFQVK
                     
DKGLAKKLTPDFVMGCKRILISNKYFPTFNRKNVELVTEGIQEIKENSIITKDGKERP
                     
IDCLIYGTGFVTDPRIYLKHFTCIGRNQIELKQAWKNGAESYYGIMTKNFPNLFQLVG
                     
PNTVLGHNSIIFMIESQVNYILQLIDLVEKSGQHAIEVKPEVQDSFNERIQTQLQGTV
                     
WQAGGCSSWYQAADGKNFSLWPTYTWKYWLDTRKVNPKDYLLLNKCSQSYAA"
     gene            139458..140477
                     /locus_tag="DSM_00138"
     CDS             139458..140477
                     /locus_tag="DSM_00138"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WMJ1"
                     /codon_start=1
                     /transl_table=11
                     /product="putative HTH-type transcriptional 
regulator"



                     
/translation="MKRSALGLIYLIQGMRNAGIDVDSRLADIGIKVDSLDPSSTIHD
                     
SLEWDIQQIISENVDPEKGLFIGQHYALAGYGPLLMLLVTSHDIQTALEKGIQYQKLT
                     
HLFGTLSLQETEKHIILNYLPVDLKTEIGLLRAQCEISGTYKFIQDIYTMMGLKMPDM
                     
RIDLPFPKPSDPDTVAQYYAYYGDDLHFNSTHAAFSLSKNVLEIKIPSADIITHRIYE
                     
AKCIKEIERLNEQDHQIPPIIQYVQDYLELQQGIIPSMAETAFALKMPERTLRHQLQQ
                     
LNTSYKQIREQIIKNKALKLMEYKEYSIEVIAEALGYSEPAAFNHAFKRWFGQSPRQY
                     GKEFY"
     gene            140561..141703
                     /gene="zapE"
                     /locus_tag="DSM_00139"
     CDS             140561..141703
                     /gene="zapE"
                     /locus_tag="DSM_00139"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P64612"
                     /codon_start=1
                     /transl_table=11
                     /product="Cell division protein ZapE"
                     
/translation="MLNLKSSHSTAFTPSSPAERYAEALASGQFMADEAQAQAVQELD
                     
RVWKELLNRYKASKKAFRRFRRQTSPKGVYMWGGVGRGKTWLMDQFYESVPFRRKTRM
                     
HFHHFMQHVHKELNKLSGQRNPLDIVADQIYKDAVVICFDEFFVSNVTDAMILSDLFQ
                     
KLFVRGVTLIATSNIAPDGLYKNGIHRDRFIPTIEMVKKNCVVLNVDAGVDYRLRVLK
                     
QAQLFKSPLGNEAQSWISERYTALTHTQTNSHEPIVINNRVVETLGHTEDVLWCEFSE
                     
LCLKPRSPADFIEIANIYNTVLVSNVPHLTDFLSEGTRRFIYLVDEFYDRGVKLLLTS
                     QDSIIDIYQGEKLAFEIERTRSRLLEMQSDEYLHSEHRHIDATKTS"
     gene            142074..144239
                     /gene="glcB"
                     /locus_tag="DSM_00140"
     CDS             142074..144239
                     /gene="glcB"
                     /locus_tag="DSM_00140"
                     /EC_number="2.3.3.9"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9I636"
                     /codon_start=1
                     /transl_table=11
                     /product="Malate synthase G"
                     
/translation="MTARIQKGKLAIAKELYDFIENEALPGSGLDSETYWKNFEQVVV
                     
DLSPKNKALLAKRDELQAKIDEWHRNNKFELGAYKAFLTEIGYLLPEVEDFQITTENV
                     
DEEIALLAGPQLVVPVRNARYCLNAANARWGSLYDALYGFDVISEEGGAEKGKGYNPV



                     
RGAKVIEFAKNFLNEIFPLAQGSHADATKYAIEQNKLVVTLKDGTKTGLAHEAQFVGF
                     
NGEEANPSEVVLLSNGLHVIIEIDANSPIGQTDLAGVKDLTLEAAVTTIQDLEDSVAA
                     
VDAEEKVEGYRNWLGLMKGTLQESIEKNGKTIVRALNKDREIKNLIGGTTKLHGRSLM
                     
LLRNVGHLMTNPAILVDGEEIFEGIMDALVTPLLSIADIRSENENKNSRKGSMYIVKP
                     
KMHGPEEVAFAVELFERAEQALGLPAKSLKIGIMDEERRTSVNLKNCIAAAKDRTIFI
                     
NTGFMDRTGDEIHTSMEAAPVVRKEAVKTQKWIAAYENRNVAIGLKCGLQGKAQIGKG
                     
MWPKPDSMKDMLATKAAHPNAGASCAWVPSPTGAVLHAMHYHQVNVKARQDQLKAEEM
                     
LSLDDLLTPPFATDTNWSAEEINNELENNCQGILGYVVRWVDLGVGCSKVPDINNVGL
                     
MEDRATLRISSQHVANWLRHGIVTREQVEEVLKRMAKIVDEQNANDPLYKPMAANFET
                     NIAFQAASDLIFKGCEQPSGYTEPLLHAARLKLKGYTGD"
     gene            complement(144543..144956)
                     /gene="exbD_1"
                     /locus_tag="DSM_00141"
     CDS             complement(144543..144956)
                     /gene="exbD_1"
                     /locus_tag="DSM_00141"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABV2"
                     /codon_start=1
                     /transl_table=11
                     /product="Biopolymer transport protein ExbD"
                     
/translation="MGMNVGSNNDDDVMLEVNMTPLIDVMLVLIIMFIITIPAPNNAI
                     
NINLPNGTPPPTNEKPSEIIDVRIDAAGKVFWNNQQVSDRKALETLFQGVVAKKDQDQ
                     IKLKPDQMAEYKNVAMVMATAQRLGVTKIGIVSSN"
     gene            complement(144976..145398)
                     /gene="exbD_2"
                     /locus_tag="DSM_00142"
     CDS             complement(144976..145398)
                     /gene="exbD_2"
                     /locus_tag="DSM_00142"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABV2"
                     /codon_start=1
                     /transl_table=11
                     /product="Biopolymer transport protein ExbD"
                     
/translation="MGMSVGSEDDDEMIGTINTTPLVDVMLVLLIIFLITIPVVTHTV
                     
PVKLPEEKNTPYATTPENIQLSVNKKGDIFWNESYVPNKEILLAKLQAVAQKRPQPEV
                     HIRGDQLTHFEAIDQVISTTKQAGIGKIAFVTTPPASP"
     gene            complement(145414..146292)
                     /gene="tolQ_2"
                     /locus_tag="DSM_00143"
     CDS             complement(145414..146292)



                     /gene="tolQ_2"
                     /locus_tag="DSM_00143"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABU9"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein TolQ"
                     
/translation="MKKSTQPLVHFASASLIAACSLLPLSSVFAEETNNAPVATATTE
                     
ATSNTSTPTPPPKPATSETVKNPYGLEALWREGDLVAKSTLFILVLMSIGTWYIIISK
                     
LLQQGKVKRQGKEAEKHFWEATSLDNAAEGLEQSSAYRFIAEKGINSTKSHGGSLLER
                     
IDFNTWVSISIQRAIEKVQNHLGGGLAFLATVGSTAPFVGLFGTVWGIYHALTAIGIS
                     
GQASIDKVAGPVGEALIMTAIGLAVAVPAVLGYNWLTRRNKAVMENVRSFGSDLHAVL
                     LSGEINTNNSINRSIK"
     gene            complement(146336..147052)
                     /locus_tag="DSM_00144"
     CDS             complement(146336..147052)
                     /locus_tag="DSM_00144"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MGMTFTDIENKSAKRLIGIAAVIFLHLLVAYILMSGLANNIQKP
                     
AEKPVELQIIQDIKPPPPPKPEEPKPKEKPPEPPKMVEKVAKVPEPPKEVEKVATPVQ
                     
KTTPVAQPTKVATPAPAAPSTPSPSPVAAPAPVAAAAPAPKPAGVTRGVSEGSAGCEK
                     
PEYPREALMNEEQGTVRIRVLVDTSGKVIDAKVKKSSGSKILDKAATKAYSLCTFKPA
                     MKDGVPQQDWYEIEYPFVIE"
     gene            complement(147162..149831)
                     /gene="cirA_1"
                     /locus_tag="DSM_00145"
     CDS             complement(147162..149831)
                     /gene="cirA_1"
                     /locus_tag="DSM_00145"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P17315"
                     /codon_start=1
                     /transl_table=11
                     /product="Colicin I receptor"
                     
/translation="MKKKYNVRSQATPKIGKTILKLSTLSLSMMCLTMAQAAETEQSS
                     
TDEKPTKVVKVAVTGSSIKGVAAQSASPITVVKVDEILKQGVTTTEEALAKISANQSN
                     
FVTASNVGTSKTAGSAANLRALGANKTLVLLNGRRLAANAYDSGVTNLNIIPLAMLDR
                     
IEVLRDGASSIYGTDAIGGVINFITKKQFTGLNLTAGYQKPEQKGGEQQDYSIFGGFG



                     
DLDENGYNFFGVVDYRKGDDVMAKDRKVSRRGGILPELDVNRTSSGSFPANVPGLGNP
                     
YASTGCGNNPLNSNDDGTCRYNSQAVIGIVPKTEDISAMGRATFKLNDNFNAIAEYLY
                     
ARSEVTTSVAPDVFFDLTLDPSSKYYPGKGITPALAGATGTIPLYLRSQSGNRVSNSI
                     
NQSHRLFAGIEGETHGWDINSGVTYAHSSASDAIVSGYLNFDKTQEALNNGILNPFGP
                     
QNPEDANVWNELGVEGKYLKANLDTTTVDFTASRPIFKLPAGDVAFAVGASYRYEDWT
                     
SKVVTDVARVAPSTGVDPDEPVNTGDRNIKSVFTEFHIPLHKTLEAQIAARYDDYNDF
                     
GDTFNPKFALRWEPIKQLMFRTTYSTGFRAPTLWEVNGANSITNTGASYNDPVLCPGG
                     
VVQPGGKKERDCNMQFDRQNGGNKTLDPEESKSFTAGLVFEPIKNLAFTLDYFNIEVD
                     
KQIATLSETAIFNDPVKYADKFVRNPDGSLDYIITTQQNLGGIKTSGFDVGLSWVSPM
                     
TVTGRFGFNIDGTYITDYKYQAEPDGEWIGVAGSYSGLDYQSIILRWKHTANLNWNYE
                     
NWALNLQQNFSRGYQDQNSNGQNHRVSDYTTYNISGTYKGFKNLEVTAGIKNIFDEDP
                     PASNVIDNFQMGYDPRYADPLGRTYFVRGTYKF"
     gene            complement(149976..150068)
                     /locus_tag="DSM_00146"
     CDS             complement(149976..150068)
                     /locus_tag="DSM_00146"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /translation="MYIFYTNKFETFRQHQKIFQMENLFLYQKS"
     gene            150613..152397
                     /gene="hbpA"
                     /locus_tag="DSM_00147"
     CDS             150613..152397
                     /gene="hbpA"
                     /locus_tag="DSM_00147"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P33950"
                     /codon_start=1
                     /transl_table=11
                     /product="Heme-binding protein A"
                     
/translation="MNLKLKFFKLAILSLAITSVPCAYAITPAQPNKILHVAYEAPDD
                     
GFDMVKTTNFYSANIAEAIFEPLLKYDYLARPLQLVPNTVESLPKVEQDGKVYIFKIK
                     
PGIYFTNDPAFKGKRRELVAEDYVYTIKRILDPKNRAPSVSFIDGKLQGADVVVAQAK
                     
KTGKFDYAAPIAGLKAIDRYTLQFTLTRQDFNFPYILAYIAFGGVAKEVVDYYGDRIG
                     
MHPVGTGPYMLSKYVPRSKVELVANPDYRGFVWNFKSTGTPWDNQLVKEMSGKKMPQV
                     
GKVVVSIIEEEQSRWLAFQSGQLDFDKLTANAVPQALDGNQLKASFKKRGIKHYPNKD



                     
PEITYTMMNMRDPVIGGFSLEKIALRRAITLSYNQKESIQQAYKSQAVRSQMFIPEGV
                     
NGYNPKYKSSVGYNPLLANKLLDYYGYKKAADGYRTLPNGKPLILKINTENSSASVIH
                     
SELWKKNLDAIGIRADFKVSNFADNLKAATQCKYMIWSGAWIADYPEGDNFAQLLYGP
                     
NAGQGNHACYQSKTYDALYTQAIHLPPQQRLPYYEKLNRQIEADNPWIIHVTRIRNWL
                     IQPQVQGFKAHPMMNTNWQYLDITPIKK"
     gene            152416..154236
                     /gene="oppA"
                     /locus_tag="DSM_00148"
     CDS             152416..154236
                     /gene="oppA"
                     /locus_tag="DSM_00148"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P24141"
                     /codon_start=1
                     /transl_table=11
                     /product="Oligopeptide-binding protein OppA"
                     
/translation="MTENLKQKLKHCSVGLFFAGMALTGSISIFAKSPADPNKVLRYV
                     
FPTAETGFDPAYVHDLYSAHVLTSIFETLYTYDYLARPAKLIPHVATAMPEVSADGLT
                     
YTIHIKKGIYFTADPAFKGKPRELTAYDYAYSFKRLLDPNLRSPNSWLLEDKIEGMNA
                     
LVKAANKSGKFNYDQNVSGLQTPDKYTLVIRLVKPDYNFPLLLAHDPTGAVAREVIEK
                     
YKDKAGFVMGHPVGTGPYMLSKWIPASRIVLKANPEYRGFTWNFNASSPGDEAIVKRL
                     
KGKQMPQIGTIDIQVMEENQSRWLAFQRGEVDIIQLEGQLVSKAIKDGKLRPELAKEG
                     
VQLSRIVDPEISYIYWNLKDPVVGGMSKEKIALRRAIAMSRSIDQEIKLVRNSDAERL
                     
HFPVPPGVVGYDPQYRSSTPYSVKAANLLLDRYHYKKDASGWRTQPNGKPLVVEYKAR
                     
NDSIGQQSAELWKKNFDSLHIRMVYKPMLFSDLLRSQKQCEGMFGSSAWIADYPDGDN
                     
FMQNFYGPNTHMTNWSCGSIPEFDELYRQSQQVKPGPERDALYRKMTRLLEVYMPVQM
                     SYARYRNMLAQPRIIGYKKHPILHAEWMYFDIDTNTKSNH"
     gene            154258..156270
                     /gene="prlC_1"
                     /locus_tag="DSM_00149"
     CDS             154258..156270
                     /gene="prlC_1"
                     /locus_tag="DSM_00149"
                     /EC_number="3.4.24.70"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P27237"
                     /codon_start=1
                     /transl_table=11
                     /product="Oligopeptidase A"
                     
/translation="MKNNTLKMTTLCMLTIGISQFASAEATRATLPLLKAEQLPTWCD



                     
SNLKKIQQEISSFEKTSVKNDAAAAPILAKWDKIFAHLEDFSGPIGLYSNVDPDAKLR
                     
KAAEDCEIKINQFHTDIFQNSKLYNVIKNTKATDPIDQKYRQDILDQFEDTGVQLEPA
                     
KRARMKAILDELTKLEQEYNRNIRDNPEKLEFTPEEMKGLPESYISGLKKNTKGNYLL
                     
GFEYPEYRPFMELADNDDARKKYQIAFTRRGTEQNLKLLKQAIDLRYELAQLFGKASY
                     
ADWALKDRMAKTPEAVNKFLAEVQKTVAPLERKEVEELRAFKAQTLKTPLDKTEITRW
                     
SEAYWSEKLRKSKYQIDQEKLRDYFPTLAAQKWLFAISSDLYGIDFKPVKVKAWQDEV
                     
EYYDVVDKKTGKLLGGLYMDKFPREGKYGHAAVWGVYGGSTLTNRLPISVLVTNFNRK
                     
GLNSDELETFVHEFGHALHGILSNTRYTSQSGTSVERDFVEAPSQMYEEWARRKETLS
                     
KVADYCDPACPRVDDELIARLKAVHNYGRGLRYARQTLYAQYDMALHTADALKVKPLE
                     
TWQKMEAATALGYVPTTEFPGQFGHLMGGYQAGYYGYMWSEVLALDMLSAYGDNLNNP
                     QVGQRYRQTILSQGSQKPAAELVKDFLGRDPDNKAFFNEITGQRVK"
     gene            156283..157221
                     /gene="gsiC"
                     /locus_tag="DSM_00150"
     CDS             156283..157221
                     /gene="gsiC"
                     /locus_tag="DSM_00150"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75798"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutathione transport system permease 
protein
                     GsiC"
                     
/translation="MLAYVIRRLWQMIPTMLGVVLLIFILFNWVGGDPAYILAGKMSN
                     
PEQIENIRKQLGVDQPYYVQLWIFIKQILTFDYGASWSTGESVSQIILTRLGPSLTLL
                     
IPLTILQTVISIILALAVAAVRGSLTDRMVMMLCTIGMSISILVYIIVFQYVLAYQLS
                     
WFPVQGWSDSFTDNLFKFSLLPILIMLVVSIAPTLRLYRSFVLDEVNQDYVRTARAKG
                     
VGESRILSVHVLRNASIPIITDVMSNLPALLIGAFLIERFFGIPGIGREVIIAVERSD
                     FPVIKAITVYIAAATMIFNLIADLVYKVVDPRVQLK"
     gene            157229..158371
                     /gene="oppC"
                     /locus_tag="DSM_00151"
     CDS             157229..158371
                     /gene="oppC"
                     /locus_tag="DSM_00151"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P24139"
                     /codon_start=1
                     /transl_table=11



                     /product="Oligopeptide transport system permease 
protein
                     OppC"
                     
/translation="MLSVLSKRKLETQTAPASAGLWRLAMRRLRADKIAMASLIVVLF
                     
YLIVLILSLTGVIASDWNKEVAVSYAPPTFIGADKTTEALKSTAAVDEELPENPVDPL
                     
KDVIHQLKAEIKQEKSSGSAIDYYGVVDPLADDMKAIDQQLGGHLLDQQSELKSTLIF
                     
GADKWGQDVLKKTIKGAETSIIVGLVSALLAVTLGTLLGAVSGYFGGWVDDILNWFYN
                     
IFTSIPYLLLVLAIAAVLQQKGILSIVLILGLTGWTGVYRLIRAEYMKHTAREYVLAA
                     
KAIGVGHFRRMFIHIFPNVSHIALVQMSILVVSFIKSEVILSFLGFGVPVGVVSWGSM
                     LNEAQSELLLGKWWQLVAASVAMAVLVTAFSMFTDALRDALDPKLK"
     gene            158384..160114
                     /gene="gsiA"
                     /locus_tag="DSM_00152"
     CDS             158384..160114
                     /gene="gsiA"
                     /locus_tag="DSM_00152"
                     /EC_number="3.6.3.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75796"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutathione import ATP-binding protein 
GsiA"
                     
/translation="MTEQEKKTPLLHIENLRVSFKGEDKQYIETVKGISFDIPTNTTV
                     
ALVGESGSGKSVTSLATMGLLPVGQSKIDEKSKIIFEGKDLLGLSRTEMRKICGKDIA
                     
MIFQEPMSSLNPVFTVGNQIAEVLCLHMGMSRKQARQRVLELLKEVGIPSPETKIDAY
                     
PNQLSGGQQQRVMIAMAIACEPKLLIADEPTTALDVTIQKQIIDLLESLRQRRQMSML
                     
FITHDLALVGEIADQVIVMRHGEIREQGTAEQVLEQPKDVYTRALLYCRPQMSQRPYR
                     
LPVTSDFMRQENNILVEQSFDVSEIPERKRGLNGDEQIILEVKDLKKSFYSRKGLFGK
                     
EEFQAVKGVSFKLAKGKTLGLVGESGSGKTTVGLLLMRLHQASGGQALIEGKDILSLT
                     
EKEFAKYQRKIQIIFQNPYASLNPRFTIGQILLEPMQIHGIGKDDAERKQIALGLLER
                     
VNLPEQAYYRYPHEFSGGQRQRIAIARCLTLKPEILICDESVSALDVSVQAQVLNLLQ
                     
DLQDEFGLSYIFISHDLSVVKYISDQVMVMNHGEVVEIANSDELYAHPQHDYTKRLLQ
                     AIPQGIQHVS"
     gene            160147..160881
                     /locus_tag="DSM_00153"
     CDS             160147..160881
                     /locus_tag="DSM_00153"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPFYLVYRINTYKIRDVKVQYFIPAMCANFKPLTLAQLQQLQLP
                     
VVGFSYADEVYPGGTMPLLFKSPQGFEWREVMFGLVPKWAEDTNIAKHTYNARHETIF
                     
QKPSFQEAALKCKFGVIPVTEFYESKYINDKPERWGVRRKDGQAFFIAAIYEICKMNE
                     
TIVRSASMLTMDAIDHPMMKDFHEPGDVKRSVIVIPHDRLDEWLSLETPDISSFIEGF
                     PVEEFECLHVPKEKIIKPTPQLSMFE"
     gene            complement(160935..161303)
                     /locus_tag="DSM_00154"
     CDS             complement(160935..161303)
                     /locus_tag="DSM_00154"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MMLYGYHFSTIENNWEDLTPLNEFLQTFADDDGDVSQRDKESLK
                     
EIIAKSDTALALAKEMGWDGSYTGCPYLFWLPSKNTQSFEYGFVFKQTSDNSTFVISP
                     IELAYLAQDEQVQTLSKNID"
     gene            161613..162470
                     /gene="cysQ"
                     /locus_tag="DSM_00155"
     CDS             161613..162470
                     /gene="cysQ"
                     /locus_tag="DSM_00155"
                     /EC_number="3.1.3.7"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P26264"
                     /codon_start=1
                     /transl_table=11
                     /product="3'(2'),5'-bisphosphate nucleotidase CysQ"
                     
/translation="MFITTTRPNDALIEQLLPILEEASQILLQEYQNYSAGYEFTIEE
                     
KHDDSPVTQADLKVNRFLLKHLAEITPELPVLSEESDYSARHAWSSCWMLDPLDGTKE
                     
FIHERDEFTINLSLIEGRETIFSVIVVPCEQVVYLGYLKDLPFKYSFSQQQWYQYQKT
                     
PYSTQAPVQIGLSHSSKNPKYQKFIEPIEKIRTVIRREAGSAYKFCMMLEGEIDIYPR
                     
FHPTSEWDTSSGQGLLESIGGGLLTLTGKPFEYNQRDTVLNGGFIAFRDQESKKIAFE
                     ALAQSGILD"
     gene            162528..163262
                     /locus_tag="DSM_00156"
     CDS             162528..163262
                     /locus_tag="DSM_00156"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11



                     /product="hypothetical protein"
                     
/translation="MALDLLPKSMFEAIDLLPDASTPVTLFTRHSLRELVDGQGLAGY
                     
DLQLTPQGRELAQEWGSYLIKNTDRVIQHCISSPIQRCVDTAALMIEGADGVSPEPNT
                     
HTIEIVEQGLLVEPGSFVLDIQQAAPYFRKQGALGFINSFVNNALPGMKHPITGVLDV
                     
LELIYQTHPKTKSGLSLAVSHDTIIAAIVAVISGNNQIQKADWPAMMEGLFVWFEGDE
                     FPNCKLKWIWRGKTYELDVSEFHKVQ"
     gene            complement(163319..163585)
                     /gene="rpsT"
                     /locus_tag="DSM_00157"
     CDS             complement(163319..163585)
                     /gene="rpsT"
                     /locus_tag="DSM_00157"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HVM1"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S20"
                     
/translation="MANSAQAKKRARQNVKARKHNASLRSMVRTYIKRTLSAIAGGDY
                     AVATEAYKKAVPVIDRMADKGIIHKNKAARHKSRLNAQVKALAN"
     gene            163798..164463
                     /locus_tag="DSM_00158"
     CDS             163798..164463
                     /locus_tag="DSM_00158"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTISTKKAIVVGATGLVGLALVEQLEHTPEFEAITVVVRKESQL
                     
LNTYKKVTQLVIDDFLLLNDEDVNGHTHAFSCLGTTLKIAGSKQRFYAVDYEINAHFA
                     
DLIQDKHIHFLIVSALGANANSPIFYNKVKGELENYIQSLGIEKLSIFRPSLLIGKRS
                     
DVRFIEDLGQSLFKLIENKWTKPFKYKPVTAEQLAHTMVVAALTQIEAFKRYDNLSIQ
                     QTR"
     gene            164476..164982
                     /locus_tag="DSM_00159"
     CDS             164476..164982
                     /locus_tag="DSM_00159"
                     /EC_number="4.1.3.17"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q02KR3"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative 4-hydroxy-4-methyl-2-oxoglutarate
                     aldolase"
                     
/translation="MSTVPFVTCDLLDDNPEKDLQVVTPSMDGKFFKSYGARQTFGGQ



                     
VVTVKCFEDNSRVKELLATDGTGKVLVVDGGASMRCALMGDMIAESAVKNNWNGVVIY
                     
GCVRDVDALATLDLGVHALAAIPQKSNRKGIGEVDIPLYFGGVTIQSGNFIYADNNGI
                     VIAKEKLV"
     gene            165010..165789
                     /locus_tag="DSM_00160"
     CDS             165010..165789
                     /locus_tag="DSM_00160"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVNHQIKVLQALASAIAEGGRGVTGTAFPKQPVRALKLYEFEGS
                     
PFCRRVREVITLLNLDVEIYPCPKGGLKYRPIVKEIGGKLQFPFFIDENTGDKLYESQ
                     
DIIHHLFKYYGKTGQTPDKFSNYPKMPYLAFAGTLLNGARGVWINKKIVNRAAPEHKL
                     
ELWSFEASPYSRVVRSVLSELELPYILHSVAKERWQDMGPAILRLKPGKYEPLKEGKR
                     EKLLPVMQGKMQVPYLVDPNTGVKMFESAEIVKYLKKQYGS"
     gene            165934..166875
                     /gene="yfeX_1"
                     /locus_tag="DSM_00161"
     CDS             165934..166875
                     /gene="yfeX_1"
                     /locus_tag="DSM_00161"
                     /EC_number="1.11.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76536"
                     /codon_start=1
                     /transl_table=11
                     /product="putative deferrochelatase/peroxidase YfeX"
                     
/translation="MECMRIQPVTSHPGENALFIVLGLAQGDSVVEKVKDFAGKFSAL
                     
TRSLSNRYPETKFNAILGFSSNAWDILFPQQAKPQELETFQEIKGPKYTAVSTPGDLF
                     
FHIRADRQALCYELGSIINEQLGKVTYPIDEVHGFRYFDGRAIIGFVDGTENPEPVIA
                     
AQWALVGNEDPDFTGGSYAFIQKYTHDMEKWRALSDEEQEKVIGRKKFNDIELDDDEK
                     
PLTAHNVVSKAHDAEGNELKIMRANMPFSNPSKNEYGTFFIGYSRKFSTTRQMLENMF
                     LGNEQGNLDRLLDFSTAQTGTLFFVPTVDFLDGLGDE"
     gene            166955..167311
                     /locus_tag="DSM_00162"
     CDS             166955..167311
                     /locus_tag="DSM_00162"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFKKLTQLFQGSKETPEQIYLQENQLSFDSERGPVIKDVVINEK



                     
WSEHLEYFSNRKLQNFDNLPKLFQITPQINEKIDLEIATQRYVERLGNTQEKLLELKA
                     IIQVLNQYYVMFLRDK"
     gene            167446..170907
                     /gene="mfd"
                     /locus_tag="DSM_00163"
     CDS             167446..170907
                     /gene="mfd"
                     /locus_tag="DSM_00163"
                     /EC_number="3.6.4.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P30958"
                     /codon_start=1
                     /transl_table=11
                     /product="Transcription-repair-coupling factor"
                     
/translation="MFQQEISQLNLQQLKAGEKRWVGSLLGSSAALLLKEIATQHSSL
                     
LVLVARNNQHVAQLESELEFYGVKPTIFPDWEILPYDRLSPHQDIVSERLAILSNMPQ
                     
QGVLLISASTLAQRVAPYSWVLGEHFDIKVGQKFDLEQQKLRLVQAGYHLVDTVYDHG
                     
EFAVRGSIMDIFASGQESPIRIDLFDDEIDSLKFFDPETQRTTTTLKSFTVLPAKEFP
                     
LKEGRSVFRDRYSEFFPTANPKKNPIYQDVLDGIASPGIEFYLPLFFDKEQMQSQSMF
                     
TTYLPKNCIVITTNDIDIDLTNFWKEVMRRYEDRRHNMDQPILAPEELFISPNHLLSA
                     
LNQFPRMLVSAETIEEKAGALNLKTEQPPKLPVDPKKEKPFSAVKKYIDEANHPVLLV
                     
AESAGRRESLKDALRSSLGEIPNVENFEQFQISQFAIAITNAPLDRGLLLTDQLTVIS
                     
ENQLYEHRVVQRRRKRQQEVSEEFLIRSLTELSIGAPVVHIDHGVGRYAGLITLAIEG
                     
QDYEFLQLDYAEDAKVYVPVTNLHLISRYSGGDPDLAPLHKIGTDAWSKAKRKALEQI
                     
HDVAAELLHIQARRQSKPGFAFELDQSLYMQFASGFAYEETLDQANAIEATLYDMQQA
                     
KPMDRLVCGDVGFGKTEVAMRAAFVAVQNGKQVAVLVPTTLLAQQHYESFKDRFADWP
                     
VRIEVLSRFGSNKTHLKNIEDLANGKVDIVVGTHKLLQENVQFKDLGLMVVDEEHRFG
                     
VRDKERIKALRADVDMLTLTATPIPRTLNMAFSGMRDLSIIATPPARRLAVKTFVQEH
                     
TDASIKEAILRELLRGGQVYFLHNEVETIERAAENIRVLVPEARVAVAHGQMRERELE
                     
QVMQQFYHKEYNVLVCSTIIETGIDVPNANTILIERADKLGLAQLHQLRGRVGRSHHQ
                     
AYAYLLVPSIKHLKGDAEKRLDAIQRASTLGAGFMLATEDLEIRGAGELLGEQQSGSM
                     
QAIGYSLYMEMLEKATKAIQQGKTPNFDAPLSLTAEINLHIPALIPDDYLGDVHQRLL
                     
FYKRISNTDTQEKLDNIRMELIDRFGIPPQSVKHLFSVHQIRLKAEHLGITKIDINTQ
                     
GGNIEFSPDTPVQAISIIQLMQKNPTYYRMEGGQRLKVMVQLEEYEKRIQFINDLLQK



                     LMSELHA"
     gene            171108..171542
                     /locus_tag="DSM_00164"
     CDS             171108..171542
                     /locus_tag="DSM_00164"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFSLHPQLAQDTFFVGDFPLSTCRLMNDMQFPWLILVPRVPGIT
                     
ELYELSQADQEQFLRESSWLSSQLSRVFRADKMNVAALGNMVPQLHFHHVVRYQNDVA
                     WPKPVWGTPAVPYTSDVLAHMRQTLMLALRGQGDMPFDWRMD"
     gene            171595..173064
                     /gene="cyaA"
                     /locus_tag="DSM_00165"
     CDS             171595..173064
                     /gene="cyaA"
                     /locus_tag="DSM_00165"
                     /EC_number="4.6.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P40137"
                     /codon_start=1
                     /transl_table=11
                     /product="Adenylate cyclase 1"
                     
/translation="MQLERFIDREPKQFAYFHRLMGYSILSLILVIYAFTSPNTNYQI
                     
YIPPFFLFLLFVSSKLEHWLQYQFDKKTQKSVFFAIDAIVVAVTLAGVHLNLVPTFIA
                     
LFALFYSAINSRISFAVICLTSLLGAIIFYLSTFFLFGFHPYFEGTSQELTVITLLGL
                     
VMFITIGNYYQHRWVKKISQQRQHYYDQMTRYIAFANQLSRYAPLQLWQSIMRGEAEA
                     
KIEYKRKKMTVFFSDIQGFTELSETLIPDDLAFLLNDYLSHMTEIAKQYEATVDKFMG
                     
DAILIFFGDANSQGVEQDAKSCVEMAIAMRQQMKLLRERWKKMGYSALHIRMGISTGY
                     
CHVGNYGATHRMAYTIVGRDVNLAARLQYAAEIDKILISDDTYQLIKSDFLCAPKTPI
                     
YLKGIQGAVKTWQVMEKYTGNKSDHQQWFDYEYKGFHLVLNLEEVQNYEYPELVEVLE
                     KMIQRIKVQQTLVNTQGVAQLRLEDEVKPINIDEEQDQV"
     gene            complement(173113..173451)
                     /gene="fdx_1"
                     /locus_tag="DSM_00166"
     CDS             complement(173113..173451)
                     /gene="fdx_1"
                     /locus_tag="DSM_00166"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A9R4"
                     /codon_start=1
                     /transl_table=11
                     /product="2Fe-2S ferredoxin"



                     
/translation="MPRIKVLPHAQFCPEGAEFEVEQNANLCQSLLNKGIKIEHACDM
                     
SCACTTCHVIVRKGFDSLEEMNDVEADLLDRAWGLEPDSRLSCQVKVVDEDLEIEIPK
                     YTINHASENH"
     gene            complement(173470..175329)
                     /gene="hscA"
                     /locus_tag="DSM_00167"
     CDS             complement(173470..175329)
                     /gene="hscA"
                     /locus_tag="DSM_00167"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A6Z1"
                     /codon_start=1
                     /transl_table=11
                     /product="Chaperone protein HscA"
                     
/translation="MALLQIAEPGQSSAPHQHRIAIGIDLGTTHSLVATVLSGKPKVL
                     
NDVQNRRLLPSIVHYGDNTTHYGEEAKPFIIADPKNTIVSVKRFMGRSKADIKFQHPY
                     
ELVGSENEMPAFETRAGRKTPVEISAEILKQLKARAEDSLQNPVNGAVITVPAYFDEA
                     
QRQATRDAAQLAGLNVLRLLNEPTAAAVAYGLDQESNLATDRNYVIYDLGGGTFDVSI
                     
LRFSQGVFEVLATGGHTALGGDDLDRLIVKWAKKQLNIDVLSDEDYAVFIVAARQAKE
                     
QLSTQDSVELKLLEATLTLDRPTFESIIQVALDKTISVCKRVLRDAKLELTDIQNVVL
                     
VGGSTRSYAVQKAVREVFAQEPLCTINPDEVVAIGASITANQLIGNSQDGSLLLDVTP
                     
LSLGLETMGGLVERLISRNTAIPVARRQEFTTYQDGQTAMLIHVVQGERDLVEHCRSL
                     
GRFVLHGIPPMTAGQARIEVTFQVDADGLLTVSAREATSGVQAHIDIKPSYGLSEADT
                     
ERLLIEGFQHAEEDKNLRHLKETKVEAERELEALEQALKVDADLLDEKQLEALNSAKE
                     
SLKAQLEGSDIQAIEQAVQQLKVHSDAFAALRMNRHIDHALKGTKLDDWSKSN"
     gene            complement(175368..175886)
                     /gene="hscB"
                     /locus_tag="DSM_00168"
     CDS             complement(175368..175886)
                     /gene="hscB"
                     /locus_tag="DSM_00168"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9KTX9"
                     /codon_start=1
                     /transl_table=11
                     /product="Co-chaperone protein HscB"
                     
/translation="MNHFELFNLPVALDIDLASLKSNFLSLQQQYHPDKAADKDQALI
                     
KSSEINQAFKTLSQVDSRAAYLLALKKQDHHLDQSISDFEFLQSALELREQLDEATSS
                     
EHLRTLRLEVQQWIDGLVREFKIDYSEEDWAEARDTVRKLRFFQRVLNDIDKAEDQLL



                     DDEDSFDLDDDF"
     gene            complement(175972..176292)
                     /gene="iscA"
                     /locus_tag="DSM_00169"
     CDS             complement(175972..176292)
                     /gene="iscA"
                     /locus_tag="DSM_00169"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AAC8"
                     /codon_start=1
                     /transl_table=11
                     /product="Iron-binding protein IscA"
                     
/translation="MIHLTENAATHISNYLKNRGKGEGIRVGVKTSGCSGLAYVLEFV
                     
DDIDEHDQIFEQFGVKVFVDPKSLVYLDGLEMDYVKNGLNEGFEFNNPNKKGECGCGE
                     SFTV"
     gene            complement(176323..176709)
                     /gene="iscU"
                     /locus_tag="DSM_00170"
     CDS             complement(176323..176709)
                     /gene="iscU"
                     /locus_tag="DSM_00170"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACD6"
                     /codon_start=1
                     /transl_table=11
                     /product="Iron-sulfur cluster assembly scaffold 
protein
                     IscU"
                     
/translation="MAYSEKVIDHYENPRNVGVLDKNSENVGTGMVGAPACGDVMRLQ
                     
IQVNDNGVIEEARFKTYGCGSAIASSSLVTEWLKGKTLDEAQAIKNIDIATELALPPV
                     KVHCSVLAEDAIKAAIEDYRSKKSKA"
     gene            complement(176776..177993)
                     /gene="iscS"
                     /locus_tag="DSM_00171"
     CDS             complement(176776..177993)
                     /gene="iscS"
                     /locus_tag="DSM_00171"
                     /EC_number="2.8.1.7"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O31269"
                     /codon_start=1
                     /transl_table=11
                     /product="Cysteine desulfurase IscS"
                     
/translation="MKRPIYLDYAATTPVDPQVAERMMECLTFDGTFGNAASRSHAYG
                     
WQAEEKVEYAREQVANLIKADPREIVWTSGATESDNLALKGVAQFYASKGKHIITSKI
                     
EHKAVLDPCRELEEQGFEITYLEPEPQTGLITPEMVKAALRPDTILVSLMMVNNEIGT
                     
VTDVAAIGELTRANKTFFHVDAAQAAGKVDIDLSTMKIDLMSFSAHKIYGPKGIGALY



                     
VRRSPRVRLKAQIHGGGHERGMRSGTLATHQIVGMGEAFELAGKTMHAEQERIRKLRD
                     
KLWNGLQDLEQVFLNGHPTQNVANYLNVSFNFVEGESLMMSLKDAAVSSGSACTSATL
                     
EPSYVLRALGLSDELAHSSIRFSFGKYTTEEDIDHVLTITKAAVEKLRELSPLWDMYK
                     EGIDLSTVEWAEH"
     gene            complement(177995..178468)
                     /gene="iscR_1"
                     /locus_tag="DSM_00172"
     CDS             complement(177995..178468)
                     /gene="iscR_1"
                     /locus_tag="DSM_00172"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AGK8"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator IscR"
                     
/translation="MRLTTRGRYAVTALLDLALQPTEQTITLAEIAARQSISVAYLEQ
                     
LFAKLKRHGLVSSVRGANGGYHLARNADEITVLEIIEAVNETVDATRCDHKGNCQNGA
                     
MCLTHDLWQELSHHIADYLAKITLANLISRDNVQTVALRQNVTGTDSALLSGTGI"
     gene            complement(178579..179226)
                     /locus_tag="DSM_00173"
     CDS             complement(178579..179226)
                     /locus_tag="DSM_00173"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSETQQRQKHPRLLLNIVLIILETFFSFILTHDGVLRLQAKKFI
                     
ANKITIRINSYLPFFDFYVQFTEKGLLFDIHSYDRRIDLEINSTLVDLIKIFVFSNQR
                     
SLNNMRIDGDAETKKELIDLISHLTLPKLLADWKQWFNAPDDEAEALASRKKIAPLLE
                     
KIDQQRSEINSLHVEIKQYQNRIARLQQRQRNINLCFGIISLIFIVYFIYNLWVA"
     gene            179437..179892
                     /locus_tag="DSM_00174"
     CDS             179437..179892
                     /locus_tag="DSM_00174"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDNANIETQAEEQGEKNKSKSKSSRKSALDFRKYTKQIWLAGLG
                     
AFSRAEEEGNKLFDSLVKVGEELESKTGDLADTTVGKVTEKAKESVSDTKDKVEKILD
                     TSVNHSLNRIGLVTPKDLQHIEQLLVQLHIKVDALIEENQKLKAKLNEK"
     gene            180062..180334
                     /gene="hupB"



                     /locus_tag="DSM_00175"
     CDS             180062..180334
                     /gene="hupB"
                     /locus_tag="DSM_00175"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACF4"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding protein HU-beta"
                     
/translation="MNKSELIDAIAEKGGVSKTDAGKALDATIASITEALKKGDTVTL
                     VGFGTFSVKERAARTGRNPKTGEELQIKATKVPSFKAGKGLKDSVA"
     gene            180466..182331
                     /gene="ppiD"
                     /locus_tag="DSM_00176"
     CDS             180466..182331
                     /gene="ppiD"
                     /locus_tag="DSM_00176"
                     /EC_number="5.2.1.8"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ADY1"
                     /codon_start=1
                     /transl_table=11
                     /product="Peptidyl-prolyl cis-trans isomerase D"
                     
/translation="MESFRTVIKGWLGKVLLVLFLTPLALVGIEGYFNRGNKADVAKT
                     
VNGQDISKKDLETLTQRYKEQYLAAVKGDESLLNLPVIQAKALDILVSRNLLIQQAEK
                     
LGISLSDAQIEQMLAQQPSLQENGQFSQKLYENYLRSIGMTSEGLIASLRQDHALKML
                     
TSTFADYSLVSKVDLMQIANLQTEQRTLHLASIKLDPYKAGLTASNQEATDYYNKHQN
                     
EFKQPASVDVDYVVLSPSLMAKPAPATDAELKQAYAKFVETQQKDAKRIVKHILITTD
                     
ARDDAAAQKLAKDVYAKIQGGLSFAQAAAQFSEDPTSKTKGGLVEAYAPGVFSDAFDK
                     
TVLSLKNGQISQPVKTQYGYHIIEAETQANQIPSFEAEKSRLIAEVEKNKVASVYSDT
                     
VNSLNETIVGNDSLDAVVQQVKGTKIESLNGVTLATQNPYLSDPNVKIKLFNDDVKNG
                     
DRNASSNIQLANGDTVWVKVRDYHAAGVKPLAQAMNEVKAKVIDEKARKAAQAKIATM
                     
LTEFKTQPAEQVVAKNKVAFESAGVFTRSQGLKRAIERAAFSVPEPKPGMWSVTTANL
                     
PNELVVVAVSNVNSAAVNAMPADQLQQLKQLYRQSRGQQILEDYSEYLKSHAKIK"
     gene            complement(182371..183336)
                     /gene="rclR_1"
                     /locus_tag="DSM_00177"
     CDS             complement(182371..183336)
                     /gene="rclR_1"
                     /locus_tag="DSM_00177"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77379"
                     /codon_start=1



                     /transl_table=11
                     /product="RCS-specific HTH-type transcriptional 
activator
                     RclR"
                     
/translation="MIDHVNMDALSKFFDDIHLNKSEYIYIKAQGEWAFKTQDQSALL
                     
AYIVLTGSVYIQLNVSEKITARAGDIILIPSGKAHHATDSKATASKLVDPVDITPLFN
                     
GHRHDPIELGSSTSENTLLLCLRCQVDTYMAGPLINALPSIMHIQHENQATPPEWLQI
                     
GLYFLAVETQKIQPGHDKIIDHLVSILLIECIRDHIQQMSDQQNWLGALTHPELSNAL
                     
SAIHSQPEISWTVETLAEQCCMSRSKFANLFNSIIGEPPLTYLQHYRFRLASQYLRTS
                     NLSIQQISNKVGYSSETAFSQAFKRVFDLSPKQYRQNYIGTNLEE"
     gene            183508..184731
                     /gene="alkB"
                     /locus_tag="DSM_00178"
     CDS             183508..184731
                     /gene="alkB"
                     /locus_tag="DSM_00178"
                     /EC_number="1.14.15.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O31250"
                     /codon_start=1
                     /transl_table=11
                     /product="Alkane 1-monooxygenase"
                     
/translation="MNAPVNVQQELMPVPASMREIDRKRYLWMISPALPVIGLGILAG
                     
YHFGPRPLKKVFALGGPLLLHVVIPAIDTIIGKDARNPTDEEIKLLEKDPYYSRLVKS
                     
FIPLQYAANIYACYLTSRKDTSFIDKILLGISMGAINGIAINTAHELSHKHDRIDHIL
                     
SHLALVPTGYNHFRIEHPYGHHKRAATPEDPASSRMGETFYEFWPRTLIGSFKSAIEI
                     
EKNRLKRKGKEFWSLDNELLQGWGMSAAFHASMVGIFGKRTIPYLATQAFYGISLFEI
                     
INYIEHYGLLRQKKENGQYERTMPEHSWNNNNVVTNLFLYQLQRHSDHHAYPTRPFQA
                     
LRHFDEAPELPSGYASMLLPAMIPSWWFKMMDKRVFDHYKGDLNKANISPKRRAKIFK
                     KFGVVDKSLEATQAE"
     gene            complement(184851..186056)
                     /gene="bcd"
                     /locus_tag="DSM_00179"
     CDS             complement(184851..186056)
                     /gene="bcd"
                     /locus_tag="DSM_00179"
                     /EC_number="1.3.8.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P52042"
                     /codon_start=1
                     /transl_table=11
                     /product="Acyl-CoA dehydrogenase, short-chain 
specific"



                     
/translation="MNLQNPKKFKMMIDQAHDVAINVLRPISRKYDKAEHAYPKELDM
                     
LASLIDGMNEGGEGINAGAAGAGKRGETDNEGVRNGTNMSTALGIIEMCYGDTGLLLS
                     
MPRQGLGNSAIAAVANDEQLERFKGTWAAMAITEPGCGSDSAAIRTTATKDGNDYILN
                     
GEKIFVTSGERADSVVVWATLDRKLGRAAIKSFVVPKGTPGMKVERLEHKLGIKASDT
                     
AVISFTDCRVPAENLLGNAEVDVAKGFAGVMETFDNTRPLVAAMAIGCAKASLERIKE
                     
IFKDQLDPDYSTPYLQTSNLAAQIYRMEAEWEAARLLMLKATWMADNKKPNSKEASIA
                     
KAKAGRVGNEITLKCVELAASVGYNEDELLEKWARDSKILDIFEGTQQIQQLIIARRE
                     LGKSSSELK"
     gene            complement(186078..187370)
                     /gene="acdA"
                     /locus_tag="DSM_00180"
     CDS             complement(186078..187370)
                     /gene="acdA"
                     /locus_tag="DSM_00180"
                     /EC_number="1.3.99.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45867"
                     /codon_start=1
                     /transl_table=11
                     /product="Acyl-CoA dehydrogenase"
                     
/translation="MTNMINKAQGLGLSLITKLAGSDVLDQLKLRKFLERSLYQGSKA
                     
GFRALSQTQKAFKPKQIPQQRLPQQKKNLFDLSLTEEQQMTSEAMSQFAQEVLLGLAH
                     
DADQTAQFPESLWQYVEDLGLNYYALPEALGGVAAEQNIVSNLLIAEKLAEGDFSLTA
                     
GLLSTFSVINAITRWGSTEVQSMYLPCFAEDSDITATFAVQEATPAFNPYVLKTKASL
                     
ENDQYFIEGEKTLVILGDLADVFLVSADFNGKPDVFVVQAGDTISIKSTPAMGLKAAE
                     
TATLKFSHTPALRLGATDFDYTAFLDLGNLMWCAMAVGTCEAVKAYCIKYANERTAFG
                     
EPISHRQSVAFMIADMAIEIDAMRMLILNAASLAEAGKPFHREAYLARLLCAEKSMKI
                     GTDGVQILGGHGFTKEHPVERWYRDLRATAILHSGLHA"
     gene            complement(187591..188964)
                     /gene="ubiB_1"
                     /locus_tag="DSM_00181"
     CDS             complement(187591..188964)
                     /gene="ubiB_1"
                     /locus_tag="DSM_00181"
                     /EC_number="2.7.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O07443"
                     /codon_start=1
                     /transl_table=11
                     /product="putative protein kinase UbiB"



                     
/translation="MSNQNDKLKSLKTSSMDRRLSIAKASLLAGTRWATASASSLFSS
                     
EEEKEKKRKKAMSEQANYLVSEIGKLKGSIVKIGQMMALYGEHFLPEEITQALNTLNN
                     
QTVALDWPAIKPHLQEQLGSKLNDLTIDHEPIGTASLAQVHRATRKSDGLELVLKIQY
                     
PGVANAIDSDMSLFKNMLKLTRMVPQTREFDQWFDEVREMMHREVNYHVEAATTRRFA
                     
ERLKDDERYIVPTIVDEYCTDQVLCMTFERGVPINSPVMLSLPQERRNQLGEASLEIA
                     
VREIFEWGEMQTDPNFGNYLVRLGNGQDIQDKIVLLDFGAIRQFDEHLLSVARNLIQA
                     
GYQHDKHAMVQAMTGYEFFDAMPESIKPGMADVFLLATEAFSTPANNPDMPAGLMDEH
                     
ERYDWKKSQLHSRVMQQASKSMASRYFSVPPKEFMFISRKFIGAYTFMTVIDAKTNVR
                     RMIRNFA"
     gene            complement(189201..189503)
                     /locus_tag="DSM_00182"
     CDS             complement(189201..189503)
                     /locus_tag="DSM_00182"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSYKHNNLMAMRHRFWDESSDHVLNEKQFLQQTLIEQGIFNNAT
                     
FDDVKYFFYTLPSIIIVKAHALGFMHDSVKQMVIQHIQANRIHLMQKAELKIQFKM"
     gene            189694..190158
                     /gene="ybaK"
                     /locus_tag="DSM_00183"
     CDS             189694..190158
                     /gene="ybaK"
                     /locus_tag="DSM_00183"
                     /EC_number="4.2.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AAR3"
                     /codon_start=1
                     /transl_table=11
                     /product="Cys-tRNA(Pro)/Cys-tRNA(Cys) deacylase 
YbaK"
                     
/translation="MTPACRLLKSNKIEFSTHEYEHDANAKSFGLEAAEKLNLNVNEV
                     
FKTLLVTDEKNYFVAVIPVNYQLNLKKVATAVGCKKLQMANPKDAERLTGYLVGGISP
                     
LGQKKRLKTVIDASAQELSKIYVSGGKRGLDIGVNPKDLAQILTAQFVDLLD"
     gene            190532..192316
                     /gene="iucA"
                     /locus_tag="DSM_00184"
     CDS             190532..192316
                     /gene="iucA"
                     /locus_tag="DSM_00184"
                     /EC_number="6.3.2.38"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q76BS7"
                     /codon_start=1
                     /transl_table=11
                     /product="N(2)-citryl-N(6)-acetyl-N(6)-hydroxylysine
                     synthase"
                     
/translation="MQELANRLAIQNFVNAYMQETGKGYLLSFDQQSSTQQAFSSGLT
                     
LLTLPLPSIQAECSVPLSYVSRVGRHRLAALPKMCIDGQWQKISAGTIVSLLLEELVI
                     
ESQFKLDAASLLEKWIQSRDALLQFLKQRHNDFDDLVKAGQNFIESEQALILGHSMHP
                     
APKSRNGFVHEDWLKFSPEHAGKTQLHYWLVHQNYIAEGCATEQPISDQVKDAIRWYL
                     
SESDLNLLKTHVEFKLLPLHPWQARYLQGKPWFEQLKQTGQLIDIGLRGWQSSPTTSI
                     
RTLASFNAPWMVKTSLSVMITNSIRVNLAKECHRGEISYRLWHSDLGKKILKQCPTLK
                     
AVNDPAWIALQIDGEIINETICIFRDQPFAVQQQVTCIASLCQDHPNKELNRFNALFD
                     
QIAQKNQQTNFKEIALDWFDHFLKIGLAPLMYVYHKYGMAFESHQQNVLLELEDGLPK
                     
NLWLRDNQGFYYIEEFATEIVEALPDLLEKAHAVGPKDFVDERFSYYFFGNTLFGLIN
                     
AIGATGYISEDELLIHLQQNLLQLLEQYPDSTLLQGLLFNDSLPYKGNLLTRLHELDE
                     LIAPLEHQSVYVQLPNPLYVEQKDVSYA"
     gene            192309..193742
                     /gene="iucD_1"
                     /locus_tag="DSM_00185"
     CDS             192309..193742
                     /gene="iucD_1"
                     /locus_tag="DSM_00185"
                     /EC_number="1.14.13.59"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P11295"
                     /codon_start=1
                     /transl_table=11
                     /product="L-lysine N6-monooxygenase"
                     
/translation="MLDFIGIGLGPFNLSLASLLHDKSELQYRFFDQREKFDWHAGMQ
                     
LPNAMLQVPFMADLVSMVEPTSPFSFLNYLKHHQRLYKFYFRENLYIPRQEYNHYCQW
                     
VVEQLNHIEFSSHVLDIKPIKGGFDVEVVCNGHHQHYRTRQLVLGVGTTPHLPESLQQ
                     
IYSKSGTCLHSSEYLQYSSQKLSGNVVLIGSGQSAAEIFLDLFDRQYMNGRTTPDFHL
                     
YWLTRSAGFFPMENTPFGLEHFSPDYMHYFYHLPSGLKAELPAQQANLYKGISSKTIR
                     
DIYERLYHRSIGGMPTDVTLAGHHQLQYAELLENQKTKLCFEHRQQNKNYILEADCVI
                     
AATGYRYPNPKFLQNLQSLIIRDQADHWQVGSNFKVNYQGEGSIFIQNMEVYHHGVGT
                     
PDLGLGAYRAATIANQLVGEELFKLDHSQSFQQFGVNASAQEEVSVRNIAASKITEFS



                     RPLNKSGPMHHSALGAYARSKLSEHIE"
     gene            193763..195202
                     /gene="ribZ"
                     /locus_tag="DSM_00186"
     CDS             193763..195202
                     /gene="ribZ"
                     /locus_tag="DSM_00186"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q180E3"
                     /codon_start=1
                     /transl_table=11
                     /product="Riboflavin transporter RibZ"
                     
/translation="MERSSVSAAQPHEQSLQRYVLLTVMLGTGTVSLNNSSFNPAIPH
                     
LMSYFQVGEVWASWVVVAFLLAMSISLPLAGFLSQRFGKRSIYLIALLGFALASTAGG
                     
LFNQFESVLIARALQGFCSGLMIPLSLGLIFSVTPSEQRGSTTGLWGAMIMLTLAVGP
                     
MLGALVLVWLNWKALFFINLPVACLALILGYVFLPKEQGDNKQEFDWAGFFFLGSSIV
                     
LLLGTLSQIHQIQDLLQPLYGVLLVLSVLLFIRFIFVQKNKSMPLIELALFATKGFRY
                     
SLVICVAQTVGLFIGMLLIPLWIQHLLKLSPLWTGFALMSSAVVTGICSQPAGKYLDR
                     
YGAAKIMSLGLMITVASFLLLAWAPVQNVWFIVFCMILHGLGMGLSYMPSTTAGLNSL
                     
RQQQQHLVTQAAALNNLFRRIFAAVAVVIAALYLQLRQQSLPLNTQAIFTSFHTMQEI
                     FVCCAILILCTLPFAWRFPEQYRIDQLKK"
     gene            195214..197055
                     /gene="iucC_1"
                     /locus_tag="DSM_00187"
     CDS             195214..197055
                     /gene="iucC_1"
                     /locus_tag="DSM_00187"
                     /EC_number="6.3.2.39"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q47318"
                     /codon_start=1
                     /transl_table=11
                     /product="Aerobactin synthase"
                     
/translation="MGQLHPVLSNTHVIQNALQAWQHPNSDQAKYVEQRVIKQLLQAL
                     
IFEDIIHSEYDGKNFIIEVQNSQGQTIRYVAAGQRQYSYKLVRLVRNQDVFRQDENGH
                     
YQIATLNLVIDEILRTITDAAKVEDFIFELKRTFIHDLQSQACFDHYALPAIQYPYDI
                     
LESYLMDGHPYHPCYKSRVGFSLQDNVRYGVEFAQPIALVWLAVHQDIVAKKHSEDIE
                     
PDLFFKEQLNSQDQELFLQHLSDRDLKAEEYIWIPVHPWQWENHLISIFAEEILNGKI
                     
VYLGQSQDRYLAQQSLRTMTNLQHPEKPYIKLSMSLTNTSSSRVLAKHTVMNGPIITD
                     
WLQRLIKQSKTAQELDFAVLHEVYGLSVDFTKLPKSHAQQAYGTIGCLWRESVHQYLR



                     
EGEDAIPLNGVSHIQKDGQALIAPWLQQYGVESWTRQLLKVVITPLIHLLFAEGIATE
                     
SHGQNIILVHKQGWPTRVLLKDFHDGVRYSPAHLAHPELAPELDQLPPEHAKTNSMSF
                     
ILTDDLNGIRDFSCACLFFVALTDIAIFLNQNFDLPEKSFWQWAAEVIQNYQQQHPEH
                     ASRYQLFDVFAEKLRIESLTKRRLFGDRSIQIKFVDNPLAPFKLQVK"
     gene            197065..198975
                     /gene="iucC_2"
                     /locus_tag="DSM_00188"
     CDS             197065..198975
                     /gene="iucC_2"
                     /locus_tag="DSM_00188"
                     /EC_number="6.3.2.39"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q47318"
                     /codon_start=1
                     /transl_table=11
                     /product="Aerobactin synthase"
                     
/translation="MNALQPVYQVMDQGILQDFINSLLVETIIPEQFIFDFATAQTAL
                     
NQHGKNLQEVFKNTSEQFSFVLLHEESRQGLVMFAVQKGITQAWKLANETEVFLLERT
                     
NDHVQINVIGIIELFEFIQAIGLFNHCSADKVQAFYEQLQKCLKQYHLLQQHRVNAHD
                     
LLNQSLAHRFRILEQYAGYRDRPYHPLAKLKEGLSQQEYMQYCPEFAQELSIHWVAVH
                     
KDKMMFGDGVENIFKQQPSEIFIPRAERYQLKQEMFQRGLNETHIAMPIHPWQFEHLF
                     
PKFYADDIADGICHPLNFISKGMYASASMRSLLSKNVLEESLKLPIGIKALGSLRFLP
                     
IVKMINGEKNQKLLQQAKAKDAVLKQKLWLCEETQWWSYLPEKQNDRTADNEWLFVEK
                     
PTHLAAQRRHIPAELLQEPYQLIPMASLGHTIMGEPAIFDYILQLQHKDINSKQILIE
                     
FEKLCTCFFDVNLRLFRLGLMGEIHGQNICLVLKNGEFDGLMFRDHDSLRIYLPWVEQ
                     
SGLKDPNYLSPHDFRNTLYHESVEALLFYIQTLGIQVNLGCIVDNLASHYQIEVKDLW
                     
SVLAHALQQVIQNLNFQPEILTQLQHLLFEVPEWPYKQLLRPLLEQDTRIGSMPSGIG
                     KTRNPLWYALNC"
     gene            198994..199758
                     /locus_tag="DSM_00189"
     CDS             198994..199758
                     /locus_tag="DSM_00189"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSFKIQAEKCATLPILQQRLKLNVQILPESSTTLDCLLNDDVCR
                     
QVLQDFATRIHAKNLTCATSLFVKYWCTSWILPFLYCHAAVLPFVKWDSSALVIDLPE



                     
QWYWDRTLQLNQTSFYSFQIIHLQEFNDLIEQLNVLFKQLAKIGRVPYVLLWENVAVR
                     
VVQFYHSFTNQNLNPDIQSRLEQQKQFFKSKAAESFYLTENPFVRLWNGWHPEFNTFM
                     RQKCCFYFQLEEAEQTLCRNCPLRLKEIGKFKDESN"
     gene            199745..200362
                     /locus_tag="DSM_00190"
     CDS             199745..200362
                     /locus_tag="DSM_00190"
                     /EC_number="4.1.3.17"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9KPK1"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative 4-hydroxy-4-methyl-2-oxoglutarate
                     aldolase"
                     
/translation="MNQIDTSKALVTAYKEIATSTIGHVLDQGYIPQVFPLRPEDKVV
                     
GIVRTVRIESINASGLRQVLMSCQPNEVLVIDARYDLQRACWGEQRSVAAIHCGLAGV
                     
VVLGAITDRQALLKLKLPIFAHTTSCLTTRNEGESLVEIDAKIHINHTIVQTGDLIVG
                     DADGIFIIKMDVAQQYLEEFQMLEQNEQNKKNEFFLKNNIDDYYF"
     gene            200457..202766
                     /gene="iutA_1"
                     /locus_tag="DSM_00191"
     CDS             200457..202766
                     /gene="iutA_1"
                     /locus_tag="DSM_00191"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q6U607"
                     /codon_start=1
                     /transl_table=11
                     /product="Ferric aerobactin receptor"
                     
/translation="MNVNNKIGVKSRNHIRSKQVLFKMTPCCLAISAIFAQQAYAETV
                     
TQTAEVSENATQKPVTQLQKIVVTATRTPKNIAEIAGTVQSIDQKQIIQQATAGRKVA
                     
DILAQLVPSLASSSGTTSNYGQTMRGRNVLVMIDGVSQTGSRDVSRQLNSISPGMIER
                     
IEVISGATSIYGSGATGGIINIITKRADTSKPLSFETKVGITSSDTFRSDGLAYEVGQ
                     
SVSFNKGNMDGFLGANFTSRGSQFDGNGDRISLSPWQGSTMDTDTIDVNGRLNFNLND
                     
TQTLSFGAQYYKDKQDTDYGPDYSYLPTTSKSNDATTPTYKAIKGLKLSNPLFTERYV
                     
VNSQYQNQDFLGQILNVEAYYRNEKSRFFPYGLSNKSVTSVNQSQSEIEVAGLRSTMQ
                     
TDLNIANRDMKITYGLDYDWEKDKQFVDILATQYPYLVYTPTGQRKGYGPNTEIQNIG
                     
AFVQSDYAVTDKLNLQAGIRYQYIQADTDAYIPSRETTMVPAGSTHDDKPLFNLGAVY
                     
KLTDAQQLYANFSQGFSFPDVQRMLRDVSTYTVSTANLQPITVNSYELGWRLNQDDGL



                     
NLGLTGFYNTSDKTVQFNNRAAKVVDTDQRVYGAEATISYPFMENYKVGGTLGYTRGQ
                     
YKDVANKWHELNSFTVAPVKGTLFAEWDNNEGYGVRVQMQAIKGTNKAYKDDRELAAF
                     
ATTQDEAFQNAVKNDANSAAQIKGYTTMDVLAHFPAWKGRVDFGVYNVWNRQYRTVFA
                     QQAAVSNANPLLAIPAEGRTYGLSYTFNY"
     gene            202851..203144
                     /locus_tag="DSM_00192"
     CDS             202851..203144
                     /locus_tag="DSM_00192"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSHLKKQENFNFTYSRIFFICLAAYCYSSWLSLVLAKWLPFAKA
                     
ENVYFSVFISFIFFIFYIVFTSSILSKLWFWMINSLGVVLLVSYWLLAKWGVA"
     gene            203145..204668
                     /locus_tag="DSM_00193"
     CDS             203145..204668
                     /locus_tag="DSM_00193"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNFRQIQAILHSWFGIIVLWVIFFIFFTGSIAYFRTEINVWAQP
                     
EAISHIQTIPSAQHSAQIAFNYLNQHAPNAKRWRVTVANERMPVNLLQWQDKKGKHQE
                     
LQNPNTGELLGPVRKTLGGDFFFKLHYTLYPLPSTFGSLVVAVVALILLISLITGVIT
                     
HKKIIKEFFTFRAFKGQRSLLDLHHITGVITFPFYLVMAFTGLLILFYLVLPWGLSEQ
                     
YGKAGIPKFYNEMQFTEVAKPREPSLTEAMQPFNQFMAQMPKRTESGAILDKFEVQKP
                     
NTADGVITFDYNYKNIITLNTPQYIFATNTAERLNQPRNLSAIAQLGSSSYGIHLGYF
                     
ASIWMRFIFACLGIIGCVMLVAGALLWQKKRIKEQKKFGYRLVRHLNFFTFLGLPFAS
                     
AFYLMVSRIIPASFEPRELYEVSAFYIAWLLSLLISFSCSIRKGIIIMLYITAAVLFL
                     
IPVISVVLVPEASLLNSLKSVHWSLVGVDLALILLGLFYLVVLRFYQTKFITLGEAK"
     gene            204665..205003
                     /locus_tag="DSM_00194"
     CDS             204665..205003
                     /locus_tag="DSM_00194"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSFASLFWAIAAIMQACMLSQFGQKKLQYSWLKSTSRRILYGTT



                     
ILFLLSSLFLNCSFEGSSVGVLSWFFAIITTAFFLQIIVFYFFRKYFIPIWLMVIVVA
                     IIFSIVELVP"
     gene            205138..205758
                     /gene="mbtK"
                     /locus_tag="DSM_00195"
     CDS             205138..205758
                     /gene="mbtK"
                     /locus_tag="DSM_00195"
                     /EC_number="2.3.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WK15"
                     /codon_start=1
                     /transl_table=11
                     /product="Lysine N-acyltransferase MbtK"
                     
/translation="MLTLSQKLPDYFEYIENDVSYSLRQVQYPQDIPLLHRWMHEPHV
                     
IPQWQLNKSEIELKVYFEKMLADDHQRLMIVGINGQDVGYAEIYEGKRDRLARYYKGE
                     
DNDLGWHLLFGEKSAFGRGFLRPTIRLLNFYIFENSPTNRIVGEPDHTVKPYAAVVED
                     MCYEEQGLIPMPEKTAMLYYCFREKFYDRFFELYQASQQKLQQKAS"
     gene            206090..208237
                     /locus_tag="DSM_00196"
     CDS             206090..208237
                     /locus_tag="DSM_00196"
                     /EC_number="3.1.3.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9X0Y1"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphorylated carbohydrates phosphatase"
                     
/translation="MLIFHGKPVHGAIFDMDGTMFDTERLRFQTLQQASQELIGQEFS
                     
HEYLMQCLGLSATTAEKLAQRLYGVDVPYKEIRKRADEMELEHIRKHGVPIKKGLVQV
                     
LERLRKSGLRMAVATSSRRAIAEEYLINANVYKFFDVITCGDEVEQGKPHPEIFLKAA
                     
SQLHLDANQCLMFEDSENGLTSAHTSKGLTILLKDIKEPNDEMLEKAHFYYDQMYDFL
                     
TDLDQFIPVMDMPEMQEPFPQSLNQLTVGIHGFGAIGGGYIAQILSHWDGYTKPKRII
                     
ASTRNSLFREAVNAFGTYSIRYGQFSYDERIENMSIVDSDNEQQMLEMYTHSSLIALC
                     
LPEQAIESESKIIAKGLYARFNSQLETCIEPLTFLIILNKVGAKYLVMKHLKEALLEL
                     
TNDEDVTEHILKEHYFCDTVVNRMVSKLSNQNLYRQLRIKHNFLEQHLEDVEQEDQIE
                     
IEDCNKLTPDQLNQASIYVDNMRRNFQPGHILQSMDLILFHSETDMPIYVEKGSPLLE
                     
KLRQVVLVDQITDIQLIKNRLWNGVHAMLAWYASLMGYESIGVAMGDHLVKAFAENLI
                     
AEVKQGLAIVLPNYAKDLDRMSQSFLDSCEYAFKDPCQRVARDPLRKLNHNERVMASI



                     
AVNIRHDLPYKNLLKGAALGYAYAIQFLEIEETKAVEHLQQQIQNLDLSTAQRRQLEA
                     ELVQLIQYLFSEQGKQPLDIKSNNTKTTSTQYV"
     gene            208342..208968
                     /locus_tag="DSM_00197"
     CDS             208342..208968
                     /locus_tag="DSM_00197"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVPTPIRDYPEWHLGRQNYTLWYLEINDQKLVHYLDQLRAYFSE
                     
FLVEPNHRQYHVTLFICGFLTHENKVHGDDFSFTEFEQHKKVLKQENFAPFQLKIGSV
                     
DSFSSALFVEVQDTENILSHIRQKLGTVSNEIAALDYCPHITLGLYKKDYSSNLILQK
                     ISQLPVQYTQAEFDLKVEHLIFGYYQAQTLQGQLYPYEHLFLGDSCCN"
     gene            208956..209474
                     /gene="cobP"
                     /locus_tag="DSM_00198"
     CDS             208956..209474
                     /gene="cobP"
                     /locus_tag="DSM_00198"
                     /EC_number="2.7.1.156"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P29931"
                     /codon_start=1
                     /transl_table=11
                     /product="Bifunctional adenosylcobalamin 
biosynthesis
                     protein CobP"
                     
/translation="MLQLILGGARSGKSRLAEQTAISMQLAVTYVATAQALDPEMQSR
                     
IVHHQNQRPAHWSLVEEPLFLAKTLQEIDRPNQIILVDCLTLWLTNLLLLEDQNIQQF
                     
ECEQLLRVLPTLQSEIILVSNETGLGVVPLGEISRRFVDEAGRLHQALGQIADKVVFC
                     VAGFPMILKGEK"
     gene            209477..210532
                     /gene="cobT"
                     /locus_tag="DSM_00199"
     CDS             209477..210532
                     /gene="cobT"
                     /locus_tag="DSM_00199"
                     /EC_number="2.4.2.21"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q7SIC7"
                     /codon_start=1
                     /transl_table=11
                     /product="Nicotinate-nucleotide--
dimethylbenzimidazole
                     phosphoribosyltransferase"
                     
/translation="MNWWLQSVQQPNLDTKQQAEQHQLQLTKPTGALGDLEQIAITLA



                     
SLQSNTHPQVNHPWITIFAGDHGVVEENISAYPQAVTRQMLQNFTTGGAAISVIAKYH
                     
QAHLQVIDCGTAGEAYEYAGVERHCIRAGTANFAKQAAMNADECRAALELGKKSVDTA
                     
KANGADIYIAGEMGIGNTCSASALACLLLNDTAEQLTGVGTGIGADQLRHKIEVIEKA
                     
IELHHKHVIGDVFKTLCAVGGLEIAAITGAYIRCAQVGLPVIVDGFISSVAALCAVRM
                     
NPQVRDWMLFGHQSAEYGHRRILQELNAEPILNMNLRLGEGSGAGAALALVKMACALH
                     NQMATFAQAAVSGNKIG"
     gene            210546..211124
                     /gene="pspB"
                     /locus_tag="DSM_00200"
     CDS             210546..211124
                     /gene="pspB"
                     /locus_tag="DSM_00200"
                     /EC_number="3.1.3.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:D3DFP8"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative phosphoserine phosphatase 2"
                     
/translation="MLRHGESQYSHTLRGHLDDKLTAKGWQQMQATIEQVTDQTWDVI
                     
VSSSLKRCACFAEQLAKTAELPLLVNHDLKEMYFGEWEGVSTQQIYETSPELLANFWQ
                     
KPSQYCPPRAETLNQFQTRVLKGFQNLLEQMQKQNLQHALVITHGGVIKLLACLARQQ
                     PLDDLLKMPAELGKLYSLEFFETDGQLTFKLR"
     gene            211249..212817
                     /locus_tag="DSM_00201"
     CDS             211249..212817
                     /locus_tag="DSM_00201"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNILFKTTVLAASLLLAACNNNDDQEAQTAPSTNPSKYYQTKTP
                     
YQPQQDLKSYEQAPTGFQPVFTELVARHGSRGLSSLKYDLALYNLWKQAKAENALTPL
                     
GEQLGADLEAMMKANILLGYGVEGIRQYGYGNETMTGILEHRGIADRLLQRLPTLLNA
                     
QASILVQSSGVDRAVDSAKFFTAELIKQQPQLKDKIVPLSYTNLSSENVPSVEDGGVD
                     
RFKLYFHSLNADEDLAQPLSVSQQKIYDASQAYQDFEENNKDLAQKLDELTKNTQAEK
                     
TAQLVLSPIFKADFIKKLDTTGYSFSNAGSFTVTSPKGEQITEKGKGKNTIASAVDAA
                     
AYIYELYSISGGMKDELKGIDFDKYMPLEAAKFYAEFNDANDFYEKGPSFTESNQVTS
                     
EIAQGLKQDLFQQVDAVVNKAQPYKAVLRFAHAEIIIPLATSLDLHNMMQPLPLRQTY



                     
NYSTSAWRGEVVSPMAANVQWDIYQNSQGNTLVKMLYNEKETLFKSACNYARYTPTSF
                     YYDYIKLKQCYQMQ"
     gene            212924..213667
                     /gene="cobS"
                     /locus_tag="DSM_00202"
     CDS             212924..213667
                     /gene="cobS"
                     /locus_tag="DSM_00202"
                     /EC_number="2.7.8.26"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P36561"
                     /codon_start=1
                     /transl_table=11
                     /product="Adenosylcobinamide-GDP 
ribazoletransferase"
                     
/translation="MTPFWIALQFLTVLPIELKTIPTAQQNSRAILFYPLVGLIIGGI
                     
LFLVTCIFVKLPALLLAAIVLALWIWLTGGLHLDGLADTADAWVGGFGDKLRTLQIMK
                     
DPSCGPIGVLSLVIICLLKFSLIYVLIEQHQSLFLICIPILGRVVPSIMFLTTPYVRE
                     
KGLGRSLTDHLPKTASWIITGFVLLLPLYWEWQGLIAIIGFLISLVYLRHVFIKRIGG
                     ITGDTVGAAIEIGETVLMFTFVVSYFYLV"
     gene            complement(213744..214886)
                     /gene="aroF_1"
                     /locus_tag="DSM_00203"
     CDS             complement(213744..214886)
                     /gene="aroF_1"
                     /locus_tag="DSM_00203"
                     /EC_number="2.5.1.54"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P00888"
                     /codon_start=1
                     /transl_table=11
                     /product="Phospho-2-dehydro-3-deoxyheptonate 
aldolase,
                     Tyr-sensitive"
                     
/translation="MVYSVHKTTFSMIEPVTAMTTHSNSVSKPDIDDVNIKSIQTLVT
                     
PAELKSELPLSDVASQTVLKGRETIRNILDGSDKRLFVVIGPCSIHDPKAAHEYADRL
                     
KALSEKVKDTLYLVMRVYFEKPRTTIGWKGLINDPDMNDSFNIEKGLRIGRKLLLELN
                     
EKGLPCATEALDPNSPQYYQDLISWSAIGARTTESQTHREMSSGLSSPVGFKNGTDGG
                     
LTVATNAMQSVKYGHSFLGLNEDGQVSIINTKGNPYAHVVLRGGNGKPNYDAGSVAEA
                     
ENALAKAKVSNKIMIDASHANSNKDPYLQPLVLKNITEQILDGNKSIVGIMVESHLKG
                     GRQDIPDNLCDLEYGKSVTDGCIDWETTEKTLLEMHEALKEVLPKR"
     gene            complement(214950..215837)
                     /locus_tag="DSM_00204"
     CDS             complement(214950..215837)



                     /locus_tag="DSM_00204"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSGAFEFILAGMLVGFCVGITGVGGGSLMTPILIGLFRIEPHIA
                     
IGTDLLYAAISKFCGSMVHAKKLNIVWPIVLWLAVGSIPASFGTAWVLEHYLSQSTHY
                     
KAVLTMVLGFMLTLTGVSIIFRTRIEKFFNKFRNKENTQTENEQLAVQNKRTYIVIMG
                     
IILGVFVTLSSVGAGAFGIMALVIMFPNLPMIRIIGSDVVHAVLLTLVAGLGHMSAGN
                     
VDFVLLMWLLVGSIPAIIIGTLISSRMPERLIRKILGITLFALGVNFMVHPVKAKPKA
                     AVVQQQAVVAEKTGNSTER"
     gene            complement(215976..216272)
                     /locus_tag="DSM_00205"
     CDS             complement(215976..216272)
                     /locus_tag="DSM_00205"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MMFFVFVLTLLGMYLLFISTEKYRSPKSTGHFKPLAQKYYSLLR
                     
ILAFLLFALSGFILIKKYGFSIGFVSWWIFATPLTFLLILWLNPLRALKSSSKS"
     gene            complement(216269..217825)
                     /locus_tag="DSM_00206"
     CDS             complement(216269..217825)
                     /locus_tag="DSM_00206"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MHKGIRQSMAWLHSWTGLIFGWLVFAIFLMGSLSYYRHEINLWM
                     
QPPLAQFEIKQDVAIKTAYQYLQEHASDAKSWYLTVATPESPVNTMYWEKPDGSYGNA
                     
TLDANTGQELKLSATEGGDFFYRFHYQLFGVPILIGRLVVSLAAFIMLIALISGIITH
                     
KKIFTDFFTLRTFKSQRSWLDFHNVSSVIALPFFLTVTFTGLAIFFYLYLPWGMQKLY
                     
PENPYQYFNDIRTKTVTESTTPHPAQNLPVEKLLAQLKQRWGNQTLATMSVKNPNTNQ
                     
AQITFIQQEDHSITRNQAQITLDATTAKVLGDTRNHSPIATLYAGVYGLHMATFAQPL
                     
LRLGLFFSGILGCVMIASGLLLWSLKRQLQNKNSKFHFGHYLVDRLNVATFVGLPCAT
                     
LAYLYANRLFTVTAPTVNYEIYSFFFVWLMSFIIALITKKQYLWQTQLGIFILLSIAL
                     
PVLNISYLLKNNYIQNFSSYWDFARIDIFFWLFAALALFIFLKIKPIQHKASDKIQKN
                     LSKLNIEVNS"



     gene            complement(217818..218093)
                     /locus_tag="DSM_00207"
     CDS             complement(217818..218093)
                     /locus_tag="DSM_00207"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLYRIKVFYRFLIVFGMGYACMAYLSLGLTEIFHLNLDKPEAIY
                     LAAFISILFYVFFAIVGFCIQSLLRLTILSIALFALFFIVTRTVSYA"
     gene            complement(218180..220315)
                     /gene="fhuE_1"
                     /locus_tag="DSM_00208"
     CDS             complement(218180..220315)
                     /gene="fhuE_1"
                     /locus_tag="DSM_00208"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P16869"
                     /codon_start=1
                     /transl_table=11
                     /product="FhuE receptor"
                     
/translation="MNIPPRSFKLTVIACAICYANLTYAQDAQVQALQTIQVKASNAE
                     
QSSEQTKAYNVKNSSSATKLNIEAKETPQTINVVTRQQIEDFGLTSTRDVLKNTPGVT
                     
VSNQETERTTYMARGFEISNILTDGVGFPLSGYNYNNTNPDTYFYDRVEVVKGADSLT
                     
NAFGDPSATINNIRKRPTQEFQASGGVSYGSWDTQRYEADVSGSILPSGKVRGRIMGY
                     
EQTGDSYLDRYSAEKNGFAGIVEADLTDSTLLTAGYSQEQNKPNANNWGALPLLDANG
                     
KQISYDRSYNPNPDWAHWDNETQNAFVELKQKLNDQWNAKLTYNYLDTKHNSRLLYYY
                     
GYPKSDGSGVSLTPWGGQEHQEKHAVDFNLEGTYKLFNREHEATLGYSYVRNHQQDKQ
                     
STGTINDSNVIKSTTTDWASWTPQSITWSDFTEAANYKQNINSIYAATRLHLNEDLKL
                     
LLGANYVQAESKGESYGSPMSYSESKVSPYVGLTYNFTPEYTGYMSYTSIFRPQTGID
                     
KDTNQALKPIEGKSYEMGVKSSWLDDRLTGTLSVFKTEQNNYPLRNSDGNPLNRKVPT
                     
SDLESQGVEVGLSGQITDNVNLSLGYAQFSIKDTKNGGEARTYNPNQTLNLLTTYTPP
                     
VLPKLKVGAGLQWQDGIKLYDSNVNGTIKQDAYALVNLMASYEVNDHITLQANGNNIF
                     DKKYLNSFPDGQAFYGAPANYTVAVKFKY"
     gene            220536..221711
                     /gene="lpxB"
                     /locus_tag="DSM_00209"
     CDS             220536..221711
                     /gene="lpxB"
                     /locus_tag="DSM_00209"
                     /EC_number="2.4.1.182"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:P10441"
                     /codon_start=1
                     /transl_table=11
                     /product="Lipid-A-disaccharide synthase"
                     
/translation="MANRKLKIGIVVGEVSGDTLGVKLMRSFREQGIDAEFEGIGGPQ
                     
MIAEGFNSYYPMETLSVMGIVEVLKDLKKLFAVRDGLINQWTQNPVDIFIGIDAPDFN
                     
LRLSKSIKEKNLPIKTVQYVSPSVWAWRQGRVHGIKQSIDLVLCLFPFEKVFYEQYEV
                     
PAAFVGHPLAKQLPLENPIQIAKQELGVDENQKHIALLPGSRKGEVERLLPMLLGAAN
                     
ILHTKYPDIQFLIPAINDARKQQIEQGVEQLAPQLKAKIHILENTDSESKIGRMVMNA
                     
SDIIALASGTATLEAMLMHRPMVTFYKLHWLTYLIAKFLVKIPYYSLPNIIAGKKVIE
                     
ELIQADATPENLAAEIEKLMNVETAQIQVMQHLTMHKQLISGNTEDPVQAILQCLNS"
     gene            complement(221708..222355)
                     /gene="yttP"
                     /locus_tag="DSM_00210"
     CDS             complement(221708..222355)
                     /gene="yttP"
                     /locus_tag="DSM_00210"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O34970"
                     /codon_start=1
                     /transl_table=11
                     /product="putative HTH-type transcriptional 
regulator
                     YttP"
                     
/translation="MSRSRRSDGDLTKTKIIEAAGPLIAQYGFAKTANKTIAKVANVD
                     
LAAINYHFDGRDGLYQAVLMEAHAHYLDEQYLLELVESTYSPEEKLSLLLETLLHKLT
                     
EKDVWHGKVFIRELFSPSEHLLSFIELTGMRKFFLIRKLISQVANLDENDPAVLPCIL
                     
SVMTPCMMLIIAGPNAQAPEPLKNIAQMPLHDLVEHFKKFSLAGLKAISQSNLKN"
     gene            222474..223496
                     /locus_tag="DSM_00211"
     CDS             222474..223496
                     /locus_tag="DSM_00211"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75777"
                     /note="UPF0194 membrane protein YbhG"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNKKVIAGILVVIAVVAIGFWVWGYNHKKQLDNDVLTLYGNVDI
                     
RQVSLAFEQSGRIQKLLVQEGDKVQAGQVLATLNTNALQIQAKQAQAQLKAQQEAIIK
                     
QEIGARPEEITQAKAQLASAQAELDKTNKNLQRLQILVSSTDGRAISQQELDYAKSNQ



                     
HSAEAAVRERQANLELLIKGARKEDREATRAQYEVTKANLDLIKYNLTQAELRSPVNA
                     
VVRARLQEVGDMTTAQKAVYTLALTNPKWIRVYVNEQDLSSIKMGGTAQIIHDAYPNQ
                     
PMNGKIGYISSVAEFTPKTVQTEEIRTTLVYEVRVYVHDPNDQLKMGQPVTVKVPLAL
                     SEKAHD"
     gene            223489..225246
                     /gene="ybhF"
                     /locus_tag="DSM_00212"
     CDS             223489..225246
                     /gene="ybhF"
                     /locus_tag="DSM_00212"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A9U1"
                     /codon_start=1
                     /transl_table=11
                     /product="putative multidrug ABC transporter ATP-
binding
                     protein YbhF"
                     
/translation="MIDSKAVVQARNLFMTFKAENKNSADISAIVDLNMQIKKGELTV
                     
LVGPDGAGKTTLLRLIAGLYKASSGSLHVLGFDIEKHPQVVQDRISYMPQRFGLYEDL
                     
SVQENLNLYADLHGVPKNVRNQRFKRLLEITDLTQFTQRLAGQLSGGMKQKLGLACTL
                     
VRSPELLLLDEPSVGVDPLSRRDLWIIIEQLVQEENLSVIISTAYMDEAEKCAYVYIM
                     
HEGKILRQGSPEQLKALVHEQTWQIKPSEQIKTRIVQAQLLGNSGKIIDAVPRGEQVN
                     
FISRQKEVSIDILPLGLVANRRPPELEDAFMMLLQQNQKQQISISQQTFRSEQNNNSQ
                     
SDQAVIVVKDLVRTFGNFTAVANTSFTVQRGEIFGLLGPNGAGKTTTFRMLCGLLPAS
                     
SGYLEVAGKNLRTARAEARAKVGYVSQKFALYSNLTVLENLKFFGGAYGLSGKKLDQQ
                     
IDKALQQYDLNPQIKSGDLPGGYKQRLSMAAALLHEPEILFLDEPTSGIDPLARRSFW
                     
YNIGKLANQGITIIITTHFMEEAEYCDRIAIQDAGKLLALGSPQQVRELASKDKHIVD
                     MNEAFIAIVEQARALRHAG"
     gene            225257..226381
                     /gene="ybhS"
                     /locus_tag="DSM_00213"
     CDS             225257..226381
                     /gene="ybhS"
                     /locus_tag="DSM_00213"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFQ2"
                     /codon_start=1
                     /transl_table=11
                     /product="putative multidrug ABC transporter 
permease
                     YbhS"



                     
/translation="MSFAFWSRLKALVRKETKQLLRDKSSLGIGLVLPVILILLFGYG
                     
LSFDLNQAQVGVVVDQSSPQVNQVLAGLNGSRYLTSLEFHNLPEAKQAIRNGKIDAIL
                     
HLPSDFASQAQQGNAKVQLLLNGRSTTIATALEGYVAGALATAPSIQIDRSPILASAS
                     
AVKIEQRIWFNESGNSTWFLVPGLMVLILTLIGAFLTGLLIARERERGTLEALFVTPV
                     
RPFEIVLAKLIPYVVVGMIDIVICIVAAHFIFEVPMRGSLFSILSASFLYLIVSLLLG
                     
LTISGFAQSQFQASQIALLASFMPALMLSGFVFDTRNLPLVVQIISQLLPATHFMVLI
                     KTLFMGGDDWRLWFKECGILLGYIVVLICAVNFSLKKRLR"
     gene            226386..227504
                     /gene="ybhR_1"
                     /locus_tag="DSM_00214"
     CDS             226386..227504
                     /gene="ybhR_1"
                     /locus_tag="DSM_00214"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFP9"
                     /codon_start=1
                     /transl_table=11
                     /product="putative multidrug ABC transporter 
permease
                     YbhR"
                     
/translation="MWQQLITWLKHLSFLVKKEFLTIFSDPANRAILFVPALMQALLF
                     
GYAATYDVNHVDYAILDQSSGQISHELISKLDGSGIFKRVATLEYTEQIKQVIDNRQA
                     
LLAITIPNDFESKLNNNQSAPIQVIVDGRNSSTAMVAGSYLNKIIGQFNQQKFNSALP
                     
ISLETRTWYNPNQESRWSLMPALIAALSMMQTLLLSALSVAREREQGTFDQLLVTPYT
                     
PLQIMIGKALPPIFVGLMQSTIILLIILFWFKIPMNGSIGLLYFGLLSFNVAVVGVGL
                     
SISALSLNMQQAMLFTFLLIMPLMLLSGLLTPVENMPKALQVATYANPLRFGINLVQR
                     VYLEGASFAQVKLNFLPMIVLGIVTLPLAAWLFRNRLS"
     gene            complement(227555..228424)
                     /locus_tag="DSM_00215"
     CDS             complement(227555..228424)
                     /locus_tag="DSM_00215"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MELQGICHKMHAGLKDASVTDQQTTKANVEYKFVLDRSEIDLPF
                     
NLGQELEIEWTGNIYCTSCGAKTPKSYSQGHCFKCFKTKAECDLCIMKPETCHYHLGT
                     
CREDDFAHSVCFQPHIVYLANSSALKVGITRVSHMPGRWLDQGATQALPILKVGSRRL
                     
SGQLETMFGSLIADKTDWRKLLKGEAEPLNLIEQRDQLIEEFAPKIQTIREEFSQDLE



                     
FNETVELLENELPREFVYPVEQYPEKIKSLNLDKTPKIRGVLQGIKGQYLIFDIGVIN
                     IRKYTGYELIVRA"
     gene            228464..228925
                     /locus_tag="DSM_00216"
     CDS             228464..228925
                     /locus_tag="DSM_00216"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MAEQNVITSMLDDLSNEQPIHTALCIGQKIDQNNAIQWHYFTVT
                     
ELLSLPFTQRYDLGFVLFDTDEMQDISDVQKSQLLVKLRDLLAKRIVVVSKRSDEQLL
                     RSLGFTQLIDKTLHDSDFALWQFNILTYKHVPDWFNSKFWANPENWNKFRW"
     gene            229025..229615
                     /locus_tag="DSM_00217"
     CDS             229025..229615
                     /locus_tag="DSM_00217"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTNLSNIVEVLAKQALGGNQQASGQGGLGGILGSVLGQMGGNTS
                     
SGAQGGLGGVLGSVLGQVTGNNNTPQAGGGVQSLLIAVVPLILGWVQQQGGLQAALEK
                     
LKGAGLGSQVQSWVDPNQSNSEVPTQQLQSLFNPADIEQVAQQAQAPKEQVYGAIASV
                     LPQVIDSLTPQGESTDHQEANQDIQNVMNLVSGFLK"
     gene            complement(229725..230831)
                     /gene="porB"
                     /locus_tag="DSM_00218"
     CDS             complement(229725..230831)
                     /gene="porB"
                     /locus_tag="DSM_00218"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P30690"
                     /codon_start=1
                     /transl_table=11
                     /product="Major outer membrane protein P.IB"
                     
/translation="MKKLLLAAAVATLSVNAVQAAPTLYGKLNVSINQVDNKNFDGKS
                     
DVTEVNSNSSRIGVKGEEKLTDKLSAVYLAEWAISTDGSGSDTDLSARNRFIGLKTEG
                     
VGTLKVGKYDSYFKTSAGSNQDIFNDDTRLDITNIMYGENRLDNVVGFELDPKLLAGL
                     
TFNIMAQTGESTSDSKKGETGKDSKNDSFDSVSTSLGYENKDLGLAIAAAGDFGIKGK
                     
YAAYGLKDVYTDAYRVTGSYDIAKSGFVVGALWQHAEPTDDLTAYGQTYKSDGSIDKA
                     
GKAYRGLEEEAYAVTAAYKIPNTKLKVKAEYASAETQVSGQADRKIDLYGLGLDYQIN
                     KQARFYGIVAQQKRDWLNDDDKQTVVGTGIEYNF"



     gene            complement(231087..231500)
                     /gene="hit"
                     /locus_tag="DSM_00219"
     CDS             complement(231087..231500)
                     /gene="hit"
                     /locus_tag="DSM_00219"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O07513"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein hit"
                     
/translation="MAYDDQNIFAKILRGELPAIKLYEDDQVLAFMDIMPQADGHALV
                     
IPKTPAVTLLDLPPEAAAYTIQIVQKIAKAMETALNLDGIVLMQLSGAAAGQTVPHVH
                     FHLIPTNVHQLGKHAAQLGDQDKIKDLAEKIKAAL"
     gene            complement(231519..231788)
                     /locus_tag="DSM_00220"
     CDS             complement(231519..231788)
                     /locus_tag="DSM_00220"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNKLMVAVFAGMVTLAGFSAQAATPEQECQKLQDDYNLIYASKG
                     FCFKDQDAKEKYGNENCHTTKPKFSDKEQQRLDAIKERQKELKCK"
     gene            232053..232478
                     /locus_tag="DSM_00221"
     CDS             232053..232478
                     /locus_tag="DSM_00221"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MINIGSCLCHKVKFSVPCEIKTVYHCHCSLCRKQTGTGANAATL
                     
VKENQFNWLMGKEYVATYKKETGFTSSFCNRCGSPVPNKINGTNYMWIPLGLLEQPFK
                     PDLKLNFCIESKHDWVVLGDAHKNFAHLPELEEFLKYFE"
     gene            232609..232809
                     /locus_tag="DSM_00222"
     CDS             232609..232809
                     /locus_tag="DSM_00222"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIDEEKPLNFEDDDEPLDFEDEEFIDDKKEDEMYNSITKDGSSV
                     DPADDGTRHIRPEDGDPIEIDE"
     gene            233309..233533
                     /locus_tag="DSM_00223"
     CDS             233309..233533
                     /locus_tag="DSM_00223"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKRLLLVLATGFGLDGCASLTQKADENYITKSPVTPVNTAFNGT
                     KVLEHGIFTEQDIADMPEHSSINSRYKISF"
     gene            233712..234086
                     /locus_tag="DSM_00224"
     CDS             233712..234086
                     /locus_tag="DSM_00224"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKNVIILTSILLLSGCTINSKLLSPAKSDDDKIIVEAEKYKQQY
                     
QKKIFKIWNVPPSSVGMSASVKVFLSDTGEIEQIIFLDKEDQKFKSSIEKAIWRASPF
                     VLPSNPEVRKQVRKFNIKFTAK"
     gene            234259..235026
                     /gene="ycgJ"
                     /locus_tag="DSM_00225"
     CDS             234259..235026
                     /gene="ycgJ"
                     /locus_tag="DSM_00225"
                     /EC_number="2.1.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O31474"
                     /codon_start=1
                     /transl_table=11
                     /product="putative methyltransferase YcgJ"
                     
/translation="MLNQHEINLKQYQNKSLSYLNSTAHSEGVEFDKLIKEIDEYPNA
                     
VVLDLGCGGGHVAYNVARHADLVFAYDLSHEMLDTVSKAANARKIKNIFVQQGIAEDM
                     
PFTDEQFDVIISRYSAHHWQHVPTAMKEINRVLKPNGTVIFVDIISSSFPILDTFLQT
                     
IEVIRDPSHVRNYSIKDWVHFIEDAGFELTILEKQTLKLDFDSWVQRMKTPEDQIKTL
                     KYLQENAADVVKKYFNIQKDGSFESKVGYFVFKKLSF"
     gene            complement(235107..236192)
                     /gene="phaC_1"
                     /locus_tag="DSM_00226"
     CDS             complement(235107..236192)
                     /gene="phaC_1"
                     /locus_tag="DSM_00226"
                     /EC_number="2.3.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45370"
                     /codon_start=1
                     /transl_table=11
                     /product="Poly(3-hydroxyalkanoate) polymerase 
subunit
                     PhaC"



                     
/translation="MKRLKSLVSEQSQIKHLSTRLFRPQTLVLSQSTPFEVIGEFNQT
                     
RVRYYAATEKSFREPLVFVAPLAINMAIYDLYPYRSLIKYFQNAGFDVYLVDWGRLGF
                     
KDRHLNFLSFIEDFIPKAIELVRTHSGSDQISLHGWSMAGIFVTLYTAHNHPNYVKNL
                     
IVLGSPIDSYASGYIGKLYRTINNTIARNKKLQERIYSGLPKRLIHTPGILNSLGFKI
                     
LDPKGWFDGHIQLLKNLNDLQFVQEHATLSSFLNNMIDYPGGINQDMLFNVWLQNPLR
                     
QGSIQLKDKKIELKNIDCSLLVGAGRSDQLVTADAAQPLSQLTSSQDVTFTLIPGGHL
                     GLMSSQASAQEFWPKLATWLSERSTKI"
     gene            236326..237513
                     /gene="metZ"
                     /locus_tag="DSM_00227"
     CDS             236326..237513
                     /gene="metZ"
                     /locus_tag="DSM_00227"
                     /EC_number="2.5.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P55218"
                     /codon_start=1
                     /transl_table=11
                     /product="O-succinylhomoserine sulfhydrylase"
                     
/translation="MNQSDDLEYQLDTLAIRTGHTRSFEGEHGEPIFLTSSFVYENAA
                     
EAAAKFSGQVQGNIYSRFTNPTVSMFEKRLAALDGAERAVATSSGMGAILSIAMAYLK
                     
AGDHVICSRAVFGSIVALFEKYIAKFGVDITFVDLRDLDAWKNAVRPETKLLFVESPS
                     
NPLAEIADIQALADIAHANGALLAVDNSFCTPVLQQPLKLGADLVIYSATKYLDGQGR
                     
ALGGAVVGNHQLLEEVFSVVRTLGPSMSPFNAWIFLKGLETLRLRMKAHCENAQKLAE
                     
WLSTHEKVEKVYYGGLPTHEGHELAAKQQNGFGGIVSFVVKGEREGAWKVIDNTKFIS
                     
ITGNLGDVKSTITHPATTTHGKLSAEAKQAAGIEEGLIRVSVGLEDINDIIGDISRGL
                     DLI"
     gene            237691..237927
                     /locus_tag="DSM_00228"
     CDS             237691..237927
                     /locus_tag="DSM_00228"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLKPIIILVAIGAIGLVGYKVFAQKDEPTQINETVLLINDANKS
                     VEEADHTIEKANASFQKIPLNEYKPDNSTLQASQ"
     gene            238193..238522
                     /gene="ybaB"
                     /locus_tag="DSM_00229"
     CDS             238193..238522



                     /gene="ybaB"
                     /locus_tag="DSM_00229"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A8B5"
                     /codon_start=1
                     /transl_table=11
                     /product="Nucleoid-associated protein YbaB"
                     
/translation="MNINMLMQQAQRMQKDMESNIKKAKEELAQTEVHAEAGGGLVKV
                     
TMTGRYIVKRIEINPELLQDEPDMIEDLIAAAVNDAVRQAEVVSEEKMQKANSGMGLP
                     PGLAGMF"
     gene            238532..239128
                     /gene="recR"
                     /locus_tag="DSM_00230"
     CDS             238532..239128
                     /gene="recR"
                     /locus_tag="DSM_00230"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8RDI4"
                     /codon_start=1
                     /transl_table=11
                     /product="Recombination protein RecR"
                     
/translation="MFSDRFEQLVQALRILPSVGPKSAQRMALHLLMKNREGAFALAH
                     
ALHEASSYIHECSVCHSLTEHEICDICASTERDDQLLCVVESPADVMAIEQSGSFRGK
                     
YHVLGGHLSPLDGIGPEEIGIPYLIQRLSQGTIEEVILATNATVEGQATAHYLVEATK
                     HLPIHMTRIAQGVPQGGELEYVDSHTLSQAVHNRMRMK"
     gene            239434..240174
                     /gene="rnd_1"
                     /locus_tag="DSM_00231"
     CDS             239434..240174
                     /gene="rnd_1"
                     /locus_tag="DSM_00231"
                     /EC_number="3.1.13.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P09155"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribonuclease D"
                     
/translation="MFQFIQQQTELVDVLQQMDQCSTYGLDTEFIKVDTLWPKLGVCQ
                     
VNVNGNVYLLDGVSLDLSEFWKKIFLAQQNIFHACGEDIDLIYHYADEQNLLNVFDTQ
                     
VGLSFLGHGLQVSYQGALKLCLEIDIEKDQTRSDWLARPLSPQQLCYAANDVLYLMQL
                     
ANHIKDQLKQKGLYEYVLEDCSSLTKEIISETPTPLLYTDVGNYRHSRRQLMQLQNLS
                     EWREEVVRATNQPRSFILWRRLSGATDD"
     gene            240155..241159
                     /gene="prmB"
                     /locus_tag="DSM_00232"
     CDS             240155..241159



                     /gene="prmB"
                     /locus_tag="DSM_00232"
                     /EC_number="2.1.1.298"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39199"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L3 glutamine
                     methyltransferase"
                     
/translation="MERPTISPEHLQEAAENLSTIRDFIRFGVSALRQYDAHLGQGTE
                     
DYFAESSALVLQTLSLEWSADSEILDAKLLPSEKAEFLSLLERRINERIPTSYLLNLA
                     
YFFNKPFYVDERVLIPRSPIAELIEQRFAPYCLDENGQMREALNNLPENTKPKTPQRI
                     
LDMCTGSGCIAVALAYAYPDAEVDATDISKEALEVASINVEHHNKQYQVALLESDLFE
                     
KIPAENQYDLIVSNPPYVDAEDMADLPEEFLHEPELALAAGQDGLDLVRKMLAQAADY
                     
LTEDGLIVIEVGNSEWAMRQNFNTVDFNWLTFQKGGSGIFALTAEQCRRYRKLFEEQV
                     "
     gene            241172..242263
                     /gene="aroC"
                     /locus_tag="DSM_00233"
     CDS             241172..242263
                     /gene="aroC"
                     /locus_tag="DSM_00233"
                     /EC_number="4.2.3.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P12008"
                     /codon_start=1
                     /transl_table=11
                     /product="Chorismate synthase"
                     
/translation="MAGNSIGQLFRVTTCGESHGVGLMAIVDGVPPGLALTEEDLQKD
                     
LDRRKPGTSKFATQRKEPDQVEIISGVFEGKTTGTPIGLLIRNTDQKSKDYGNIAQTF
                     
RPGHADYTYTQKYGFRDYRGGGRSSARETAMRVAAGAIAKKYLAEKFGVLIRGHVTQI
                     
GNEVAEKLDWNEVPNNPFFCGDVDAVPRFEALVTSLREQGTSCGAKLEILAEKVPVGW
                     
GEPVFDRLDADIAHAMMSINAVKGVEIGDGFAVAGQFGHETRDELTSHGFLANHAGGI
                     
LGGISSGQTIRVAIALKPTASITTPGKTINLNREDTDVLTKGRHDPCVGVRATPIAEA
                     MLAIVLMDHFLRHRAQNADVVPPFAPIEP"
     gene            complement(242360..243589)
                     /gene="cph2_1"
                     /locus_tag="DSM_00234"
     CDS             complement(242360..243589)
                     /gene="cph2_1"
                     /locus_tag="DSM_00234"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q55434"



                     /codon_start=1
                     /transl_table=11
                     /product="Phytochrome-like protein cph2"
                     
/translation="MKLQGSNILGQEQIDLLTTRGLNFVWFPKQLETIYRFQYQNGAA
                     
YEFRYRAPIILILYLFLSFGIYQVLPTEQVLSWLSYYSWVGIIVLIAWILSFIKKLNQ
                     
WFDYYVGIGSSAAVAITFILINVLENGQDNVLFHAAMMYAIVIIYGAVGMRFYTAIIA
                     
GWVGGLIGILVSTYLNGDIDWTFLNRTYTFSSFLGMTLAYATDRQHRENYLQNCMIEL
                     
NRIELMQQAQQLSLLSQQDALTGLANRRYLDETLDNEWRRALRHETPLTIMMVDIDFF
                     
KPYNDSLGHLKGDQCLKDIATAISSIAARSGDLVARYGGEEFLLLFPMTNAQQAKIQA
                     
ERLMNAIKKIAIVHPCSSVSPYVTISVGVATTIPRLNDSISAFVSRADHALYQAKTNG
                     RNQYQIALNEEQIVDLT"
     gene            243910..244662
                     /gene="tenA_1"
                     /locus_tag="DSM_00235"
     CDS             243910..244662
                     /gene="tenA_1"
                     /locus_tag="DSM_00235"
                     /EC_number="3.5.99.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9K9G8"
                     /codon_start=1
                     /transl_table=11
                     /product="Aminopyrimidine aminohydrolase"
                     
/translation="MTALNQYGMSLEITPHNGWSQRFWEDLLPVKERVSKHPFFTEMA
                     
NGGLSLESFRYALLNFYPLVAHFPSYMAGALAKATAFAEPGVTETRDWLIQNIKVEER
                     
HLQWYRDWAKGFGLTVEQLDSVRPPASMNAVNHFLWNMSHRGNLAECLAATNLAIEWA
                     
TGDWSIQVYKGIHAYTDHPEVTIDKRSLAWLRAHAHYDDLHPYEAMELIKRLCNDRPD
                     WQQKAFHAAEEGLRYYELALDDCYRVQLQASA"
     gene            complement(244709..245848)
                     /gene="acoR_1"
                     /locus_tag="DSM_00236"
     CDS             complement(244709..245848)
                     /gene="acoR_1"
                     /locus_tag="DSM_00236"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O31551"
                     /codon_start=1
                     /transl_table=11
                     /product="Acetoin dehydrogenase operon 
transcriptional
                     activator AcoR"
                     
/translation="MDMSKQLLLPSTDNLPSFFRPETISETPCLGKKPSLDLDAAPIF



                     
DLDHEWQHSLFGRSIQECHRNLMHIAEDADMAIGVTDPHGTLLWTWSSTPMRSSAEQV
                     
HFIEGGQWSTQAVGQNAIGLALNTHSASCVYSHENQMNSVRDWVCYAAPITDANTGQF
                     
YGIMNLSTKYQKHNSLGILAVERCADIVKQAIQLHQKNILYIKALGTPKVQYNQHGLT
                     
LTQRQIEILCILALCPEGINLEELHYALYGDRPVSTTTLKAELSQLRNLIPDVIESRP
                     
YRLNCEIQCDFLMAEQALNLGFTATTLTLYRGSFLAKSESPFLCAWRDCFDARLSHVI
                     YQIDDVDQLLRVVSRVPDRVDAVERLLELLPEETPYRAKLLKLLE"
     gene            complement(246006..246992)
                     /gene="lipA_1"
                     /locus_tag="DSM_00237"
     CDS             complement(246006..246992)
                     /gene="lipA_1"
                     /locus_tag="DSM_00237"
                     /EC_number="2.8.1.8"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P60716"
                     /codon_start=1
                     /transl_table=11
                     /product="Lipoyl synthase"
                     
/translation="MDLKRQIETGIKLRGIDKVSRIPIKILPTEELPKKPEWIRAKIT
                     
DFEEIQRIKNLLRQQKLHSVCEEAACPNLPECFGGGTATFMIMGDICTRRCPFCDVAH
                     
GRPMPLDENEPKHLAETVANLNLKYVVITSVDRDDLHDGGAAHFVKCIEEIRNRCPDT
                     
LIEILVPDFRGRLETALSTLSLSPPDVFNHNIETVPRLYKAMRPGSDYQHSLNLLKRF
                     
KKYCPDIKTKCGLMVGLGEIEAEVIALLNDLKDHDVDLVTIGQYLQPSKSHAPIHRFV
                     
NLQEFERYTQHGQRLGFKNIWSAPMVRSSYFADRQYFGEPAPKPFSREDVLS"
     gene            247357..248319
                     /gene="acoA"
                     /locus_tag="DSM_00238"
     CDS             247357..248319
                     /gene="acoA"
                     /locus_tag="DSM_00238"
                     /EC_number="1.1.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O31404"
                     /codon_start=1
                     /transl_table=11
                     /product="Acetoin:2,6-dichlorophenolindophenol
                     oxidoreductase subunit alpha"
                     
/translation="MQLTEEQLLAAYKRMRDIREFEDRLHEENTNGDIPGFIHLYSGE
                     
EAVAVGICENLTDKDYITSTHRGHGHCIAKGCDIHAMMLEIFGKDDGLCRGKGGSMHI
                     
ADLDKGMLGANGIVGGGPPLAIGAALTAKTLKTGGVGLSFTGDGGSNQGLTFEAMNMA



                     
VVLKLPVIFVFENNGFGEGTGHDYAVGSKDIAGRAAGFGLPAVKVDGTDFFAVYEAAQ
                     
TAIERARRGEGPSVIETITNRFYGHFEGDPGLIRSKEEVEFIKENKDPLKIFREKVKG
                     KIDEAKLDEIDAASKANVDDAVAKARAAAYPKPEQLLTDVYVSY"
     gene            248333..249352
                     /gene="acoB"
                     /locus_tag="DSM_00239"
     CDS             248333..249352
                     /gene="acoB"
                     /locus_tag="DSM_00239"
                     /EC_number="1.1.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P27746"
                     /codon_start=1
                     /transl_table=11
                     /product="Acetoin:2,6-dichlorophenolindophenol
                     oxidoreductase subunit beta"
                     
/translation="MPNKSFRNAIKEAIESEMRRDPTVFVVGEDVRGGHGGKNTEENQ
                     
LEGFGGVLGVTKGLWTEFGSERVIDTPITESAIIGMAAGAAATGLRPVADLMFMDFYG
                     
VCHDMLYNQAAKFRYMFGGKAKAPMVVRGMIGAGFSAAAQHSQSPYNVFAAVPGLKVV
                     
VPSSPYDVKGLLIQAIRDDDPVVFCEHKMLYDIKGEVPDDAYTIPFGVANYTREGTDV
                     
TIIALGLMVHRANEVADKLAKDGISVEVVDPRTISPLDEEGILESVASTGRVVIVDES
                     
AARCGFGHDVAALIAQKGFHYLKAPVELVTPPHTPVPFSPVLEKEWIPSVERIEQAVR
                     KTLEA"
     gene            249354..250889
                     /gene="pdhC"
                     /locus_tag="DSM_00240"
     CDS             249354..250889
                     /gene="pdhC"
                     /locus_tag="DSM_00240"
                     /EC_number="2.3.1.12"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P65636"
                     /codon_start=1
                     /transl_table=11
                     /product="Dihydrolipoyllysine-residue 
acetyltransferase
                     component of pyruvate dehydrogenase complex"
                     
/translation="MSEIKTLEIPKWGLSMEEGTIAQWLIKEGDSFNKGDEICEIETT
                     
KIVNVLEAPFAGTLRKILAKDGDTLPVGGLIAVCADSEVSDAEIEKFIASLGGSAAQA
                     
PEAPSEQSKAETSAPVAEKTEQPQTVAASASAPAKVAKEDYAVPESLQGYQTSNELFA
                     
TPHALKLAEKHNVNLAKVTGSGREGRISVQDIQKAVQAAGGQWPDVKQQTQAKVVKST
                     
ADDSQVLATPVARRLAKQWGINLNDCRVSGTRGRVCKEDVEAVYYRNNPTPVNEQPLQ



                     
CATQPQSTVTTVAMNGMRKAIASRLQAAKRNAPHFRLVVDLNVEALQKLRKQINETVP
                     
QVKLSINDMLIKAAAAALIKVPEVNVQFDEATQSILQFSQADISVAVAIPNGLITPIV
                     
KAANQKSLAQISDDMRDLATRAKTGKLQPDEFQGGSFSISNLGMLGIKQFDAIINPPQ
                     
GAIMALGASESRAVVENGNVVVREIVTATLSCDHRVIDGAVGAKFLASFKQFVENPAL
                     ILV"
     gene            250900..252303
                     /locus_tag="DSM_00241"
     CDS             250900..252303
                     /locus_tag="DSM_00241"
                     /EC_number="1.8.1.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P18925"
                     /codon_start=1
                     /transl_table=11
                     /product="Dihydrolipoyl dehydrogenase"
                     
/translation="MSAAQFDLIVIGAGPGGYVAAIRAAQLGLKTAIVEERHLGGICL
                     
NWGCIPTKALLAGAELATQFKHAGQFGFQVSQLDFDIQKLVQHSRQVSAQLVQGIDYL
                     
LKKNQVTVFNGRAQLTAKEKLEVTDAQGNSQDLSAPHIILATGAKARHVPQLPVDGTY
                     
VWSYKEALVPEQLPKSLLVVGSGAIGSEFASLYQDLGCQVTLIDLAKQILPTEDAEVA
                     
QFVRKQFEQKGMKVITNAVVQSIQIENEQVHCVVETANDVQTLVFDRVLSAIGVQPNT
                     
TRIGLERLGVELNPQGFVAIDDYCKTNVAGLYAIGDVAGAPCLAHKASHEAIICVEKI
                     
AGVANVHSLDRSQIPGCIFTHPQVASIGLTENAAKAKNLPIRIGKFSLTANGKALAIG
                     
DASGFVKTVVHAETGELLGAHMVGHEVTEHIQGFAMAKYLEATDESLAQVIFPHPTLS
                     EAMHESILASMQRAIHM"
     gene            252330..253115
                     /gene="budC_1"
                     /locus_tag="DSM_00242"
     CDS             252330..253115
                     /gene="budC_1"
                     /locus_tag="DSM_00242"
                     /EC_number="1.1.1.304"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q48436"
                     /codon_start=1
                     /transl_table=11
                     /product="Diacetyl reductase [(S)-acetoin forming]"
                     
/translation="MVKGLKNKVALVTGAAQGIGRGIALRLAQEGAHIALVDMKQDRL
                     
NDVQQEIQALGVNASTFIADVSDREQVYAAINHAEETLGGFDVMINNAGIAQVQAIAD
                     
ITPDEFQKIVDINIGGVLWGIQAAAAKFKQRQHKGKIINACSIAGHDGFALLGIYSAT



                     
KFAVRALTQAAAKEYASHGITVNGYCPGIVGTDMWVEIDKRFAEITGAAIGETYKKYV
                     EGIALGRAQTPDDVAALVAFLASEDSDYITGQSILTDGGIVYR"
     gene            253145..254203
                     /gene="gutB"
                     /locus_tag="DSM_00243"
     CDS             253145..254203
                     /gene="gutB"
                     /locus_tag="DSM_00243"
                     /EC_number="1.1.1.14"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q06004"
                     /codon_start=1
                     /transl_table=11
                     /product="Sorbitol dehydrogenase"
                     
/translation="MKAARFYDRGDIRIEDIPEPEVTPGTVGIKVAWCGICGTDLHEF
                     
MEGPIFIPPCGHPHPISGESAPITMGHEFSGVVYAVGDGVDDIEIGQHVVVEPYIVAD
                     
DVPTGPGDNYHLSKNMNFIGLGGRGGGLSEKIAVKRRWVHPISNKIPLDQAALIEPLS
                     
VGHHAFVRSGAKAGDIALVGGAGPIGLLLSAILKAKGLKVIITELSAKRKEKAKESGV
                     
ADYILDPSEVDVVSEVMKITNGDGVDVAFECSSVNKVLDTLVAAVKPTGVIVIVSIWS
                     
HPASINVHSVVMKELDVRGTIAYVNDHQETIKLVEEGKINLEPFITQRIQLDDLISQG
                     FETLIHNNESAVKIIVHP"
     gene            complement(254251..255162)
                     /locus_tag="DSM_00244"
     CDS             complement(254251..255162)
                     /locus_tag="DSM_00244"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIVRDKSNVFKLLFAWKGTILPKVLPALSFVVLISACVVWLSYY
                     
HWIQIPTVPAIGFTIFGVILSICTGFRNNACYDRWWEGRKLWGALIANARHIVRDSHI
                     
LSNEQREHLIHQVLIFSNLLRDRLRQQTVEPTKFLEHAYLNNSSLNYLNEHINAPQFV
                     
LENIQKDLVKILKDGEISDIIYSTLNRHIVELGNIQAGCDRIAGTPLPYSYSVLLHRA
                     
VYCFCFILPFSLEAALGIWTPLIVGLIAYMFLGLDALSAQIEEPFGLQENDLPLDSIV
                     RLIERESLSSLGQPLPPIIEAQDNNLL"
     gene            complement(255232..256503)
                     /gene="glnG_1"
                     /locus_tag="DSM_00245"
     CDS             complement(255232..256503)
                     /gene="glnG_1"
                     /locus_tag="DSM_00245"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P41789"



                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding transcriptional regulator 
NtrC"
                     
/translation="MAKLNFESEQDFFILFEQLKALFPNASLFLADTTTQAIHYKFNT
                     
DDISVESMAALTQDHHNQYLEINTPKMRKRFIYQEHDIYIAEHRIIGKLHILQPVSIE
                     
NDIANQVELTEQLQDLAKIFNSCSPEMTRMFSIIQRVAITEFPVLVRGESGSGKELVA
                     
KAIHDYSQRKNKIFVAINCAALNANILESELFGHVKGAFTGAIRDHKGVFERAAGGTL
                     
FLDEIAEIPLELQAKLLRVLETGEFTPVGGEKPIQANIRIITATHKALREEAKAGRFR
                     
HDLLYRLRVIPIFIPPLRERKVDIPLIVDQILKESSTQLDTMPRHVNQKAMQVLLNYD
                     
WPGNVRELKNTLLYALTMANGKDEIEVEDLPNELLNADDYVKLPETNAELSPENVQAA
                     LEKYNHNLNMVANIFGISRTTLWRYRQKHKL"
     gene            256695..257390
                     /gene="blh_1"
                     /locus_tag="DSM_00246"
     CDS             256695..257390
                     /gene="blh_1"
                     /locus_tag="DSM_00246"
                     /EC_number="3.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9PFB0"
                     /codon_start=1
                     /transl_table=11
                     /product="Beta-lactamase hydrolase-like protein"
                     
/translation="MFFKQFFEKESSTYTYMLGCEETREAVLIDPVASDIEIYAKELE
                     
QHQFTLIYTLDTHVHADHITAANLLRERFHCKSVLHRNSEVSCGDILITDGCMLKVGN
                     
LSIEARYTPGHTNACTSYLVGNMIFTGDALLIDGCGRTDFQQGNAGTLYDSIHKQLFS
                     
LPDETIVYPGHDYKGRLSSTIGYERLNNSRLGQNRSREDFIELMNNLNLPYPKQIDKA
                     LPANQACGSISQL"
     gene            257400..259055
                     /gene="blh_2"
                     /locus_tag="DSM_00247"
     CDS             257400..259055
                     /gene="blh_2"
                     /locus_tag="DSM_00247"
                     /EC_number="3.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9PFB0"
                     /codon_start=1
                     /transl_table=11
                     /product="Beta-lactamase hydrolase-like protein"
                     
/translation="MELKRINQDFYVAGQITADDIAKIADQGIKTLICNRPDGEGADQ



                     
PNVIEIEEAAQRHGLNVIYQPVISGKITDQQVTEFKQLYQNAQKPVLAYCRSGMRAIS
                     
LWALAEVAPQDAALLVESGNKLGFNLKGLVPRILKRDHEPATIPCYSVVIVGAGAAGI
                     
SVASSLLCREPHLDIVIIDPADTHYYQPGWTMVGGGIFKPQVTARSMTSVIPSKVKWM
                     
KAAVAGFDPEHNQVILEGCQPIQYKALVVCPGLKLNWHGIEGLVETLGKNGVTSNYRY
                     
DLAPYTWELVQQLNGGKAIFTQPPMPIKCAGAPQKAMYLSADYWLKQGKLKDISIHFY
                     
NTGAVLFGVKEYVPALMQYVEKYGSELHFNHQLVKVDGPAKKAWFKVVNDENAALVET
                     
DFDMLHVVPPQQAPDFIRASTLTDEAGWVSVNPQTLQHTQHANIFALGDVMNAPNAKT
                     
AAAARAQAPIVAVNVIAQLKGEQNFCEYNGYGSCPLTVERGKIVLAEFGYGGKLLPSF
                     PKWVIDGQKPSRLAWLLKEQILPPIYWQGMLKGREWMVKPERG"
     gene            259309..260100
                     /locus_tag="DSM_00248"
     CDS             259309..260100
                     /locus_tag="DSM_00248"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLLLVVEGIVIGFLLGLTGAGGGILAVPALMTSQGWSVAQAAPI
                     
GLLAVALSTLIGTIEGLFKKIVRYRAAIWIALIGAPMAHIGILIANTISSIWLMLMFS
                     
LVMFTVGYRLISNRVSDFHNPPCQVNPSTGRFIWNFKTGGVLASIGIIAGLLTGMLGV
                     
GGGFVIVPALRKVTNLDMHSIVATSLMIIFLISGMSIVMHIAEGFHYPVAITSAFALA
                     CAFGMLLGRRAIRFIPSAIVQKVFALMVFAVAIYMVIKIVNLTNI"
     gene            260210..261214
                     /gene="hom_1"
                     /locus_tag="DSM_00249"
     CDS             260210..261214
                     /gene="hom_1"
                     /locus_tag="DSM_00249"
                     /EC_number="1.1.1.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P19582"
                     /codon_start=1
                     /transl_table=11
                     /product="Homoserine dehydrogenase"
                     
/translation="MKRINVAICGFGRIGQQIAELLLNRSTYYKQKYQIDARLVGVCN
                     
SSSGLIDQEGLQASKWLDKTQYQAGLTEQKFLEQVQADVIIETGPSDYVTGGKGLFYL
                     
NYALTHSMHAIAVSKGALVVEGKKLINLAHQHNKKLFFSGATAAALPTVDLFEYNLAG
                     
CQILEIEGVFTGTTNFILNNMLQHECAFTESLEKAQAKGIAEPNSSFDVDGWDTAAKI



                     
TILVNTVLGADIKIQDIPRQGISHVTADHIRDWKKENIIPRLVGFIHIKNQQIQTGVE
                     
LRLVPANHPFAHLQGSNKCIRVLTREMGEFVVSGGASAPLATAAAALKDFELILKTGC
                     "
     gene            complement(261246..262163)
                     /locus_tag="DSM_00250"
     CDS             complement(261246..262163)
                     /locus_tag="DSM_00250"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNILLYVAVVLIWGTTWIGIAVQSHYATPVVAILWRFAISALLL
                     
WVVLLFSGKLQRIALKDHLFCMLQGLCVFGLNFICFYTAVKYVNSGLESVIFSMAVFF
                     
NAINALIFFKQKPSPNFAPAALLGLSGIVLLFWHDLINSQFNAQLLMGIGLCAIGTYG
                     
FSLGNMISVRHQKRGLNIFSTNCYAMTYGALVMLILALFTGQDLMPPMNFPFLSSVLY
                     
LAVFGTVIGFSAYFSLVGRIGAAKAAYSTLLFPLVALTVSTFFEGYEWTLNAVFGILL
                     ILLGNYLMFSKFEIGKKLFSSQKNCEKQA"
     gene            262330..263184
                     /gene="tetD"
                     /locus_tag="DSM_00251"
     CDS             262330..263184
                     /gene="tetD"
                     /locus_tag="DSM_00251"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P28816"
                     /codon_start=1
                     /transl_table=11
                     /product="Transposon Tn10 TetD protein"
                     
/translation="MAYQTLEQLQQSKAKLHETVVLDENMQLAFWSNQQDRVSVCSDH
                     
HTLSLYIQDGYESYQKTPVGWKNGGGPGRFCLLPEHQESTWDIRGGLKFVHLYYTDQH
                     
LRDVAEKIWDKEPNQIELNEVVFNDDERIRALYQFFLLDCDWQDSSNHLQMSTTASLL
                     
LNHLIRKYSSVQWQQPTIKGGLAPHKLKYIQEWIEDHLDQALTLSDLAHVVNLSEYHF
                     
AHMFKQSMNMAPHQYVMQRRLTKAKGLIQSSQLSLQDIALVCGFSSASHLSHRFKQFY
                     GMSPSQLR"
     gene            complement(263181..263576)
                     /gene="hxlR_1"
                     /locus_tag="DSM_00252"
     CDS             complement(263181..263576)
                     /gene="hxlR_1"
                     /locus_tag="DSM_00252"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P42406"
                     /codon_start=1



                     /transl_table=11
                     /product="HTH-type transcriptional activator HxlR"
                     
/translation="MTVTIPHDIQSSDCQRVSQVLARVGEKWSILIVMTLASHPHRFS
                     
EIKRRINGISQRMLTLCLRGLERDGLVKRTVYPVVPPHVEYELTPLGHSLTEPVIALG
                     QWAQQHIADIDAARAAFDAAQEKPITLDT"
     gene            263672..264280
                     /gene="azoR1"
                     /locus_tag="DSM_00253"
     CDS             263672..264280
                     /gene="azoR1"
                     /locus_tag="DSM_00253"
                     /EC_number="1.7.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q88IY3"
                     /codon_start=1
                     /transl_table=11
                     /product="FMN-dependent NADH-azoreductase 1"
                     
/translation="MKLLQIDTSILGEQSVSRQLTSSVIRQLSTAYPDAEIIHHDFAL
                     
EPIPHLSDAEFLAWQGVEPNNEIAQQRVARNTQYLDEFLSSDIIVIGAPMYNFSFPSQ
                     
LKAWLDRLSVAGKTFRYTENGPQGLVEGKRVIIASSRGGVYSEGSPAEALDYQETYIK
                     AFFNFIGVTDITFVRAEGIAFGPEARQAALDNAAAQIAQLAG"
     gene            complement(264364..265713)
                     /gene="chrA1_1"
                     /locus_tag="DSM_00254"
     CDS             complement(264364..265713)
                     /gene="chrA1_1"
                     /locus_tag="DSM_00254"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P17551"
                     /codon_start=1
                     /transl_table=11
                     /product="Chromate transport protein"
                     
/translation="MQQKQLNTPDDSVEQVTFWQAFLFWLKLGFISFGGPAGQIAVMH
                     
QELVEQKRWISEKRFLHALNYCMLLPGPEAQQLATYIGWLMHRTAGGLVAGILFVLPS
                     
LFILIGLSWVYIKFGDVPVIAGIFYGIKPAVTAIVFHATYRIGSRSLKNKFLWVVAIA
                     
AFFAIFVLKLPFPLIVLSAGIAGYLASKKYPELFSSAGGHKASQKDYGPAYIDDDTPT
                     
PEHAKFHWSRLARLIFVAIALWLLPILALGAYFGWHHSYTQMAWFFTKAALLTFGGAY
                     
AVLPYVYQGAVNHFGWLSPTQMIDGLALGETTPGPLIMVVAFVGFLGGVNHSLLGSEH
                     
LFFAGALGAVIVTWFTFLFSFVFIFAGAPIIESTHNEIKFTAPLTAITAAVVGVILNL
                     
ALFFSYHVLWPQGFSGHFVIVAALITVAAFIALFRFNINVLYVIFASALVGLAVTFF"
     gene            265955..266698
                     /gene="yvoA_1"



                     /locus_tag="DSM_00255"
     CDS             265955..266698
                     /gene="yvoA_1"
                     /locus_tag="DSM_00255"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O34817"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional repressor YvoA"
                     
/translation="MSQLPQDPKNHKPLYDQLRELILNKIVNGEYAVLSQIPSENEFA
                     
EQFGVSRITVRQALNQLQLEGYIFKVPGKGTFVSKPKTFQNISSLQGFAEAMSSAGHE
                     
ILNRVISAELKQIPMHVVPKLKLPVKANVYEIQRVRLLNRQPVSYELTYLPEHIGLKL
                     
KEKAIDLRTTDIFKALEQECDIPLGHADLSIDATVADEELAALLQVEIGTPVLRVERL
                     THDANGQPIDYEYLYFSGDTFQYRLRIHR"
     gene            266727..268460
                     /gene="aprA"
                     /locus_tag="DSM_00256"
     CDS             266727..268460
                     /gene="aprA"
                     /locus_tag="DSM_00256"
                     /EC_number="1.8.99.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:T2G6Z9"
                     /codon_start=1
                     /transl_table=11
                     /product="Adenylylsulfate reductase subunit alpha"
                     
/translation="METKYLEFDIVVIGGGTAGPMAAIKAKQENPNLKVLLIEKANVK
                     
RSGAISMGMDGLNNAVIPGYATPEQYTKEITIANDGVVNQTTVYAYAKHSFKTIQQLD
                     
QWGIKFEKDETGEFAVKKVHHMGAYVLPMPEGHDVKKVLYRQLKRAQVKINNRIVTTK
                     
LLKNEQGAINGVLGFDCRSGDFYVIKTKAAILCCGAAGRLGLPASGYLMGTYENPTNA
                     
GDGYAMAYHAGAELANLECFQINPLIKDYNGPACAYVTGPLGGYTANSKGERFIECDY
                     
WSGQMMWEFYQELESGNGPVYLKVDHLAEETIQTIEEILHTNERPSRGRFHEGRGTNY
                     
RQDMVEMHISEIGFCSGHSASGVWVNEKAETSVKGLYSAGDMAAVPHNYMLGAFTYGW
                     
FAGVNAAQYVNAIEDSELNQSEIEAEKARIFAPLDCSEGLPPEQVEYKLRRFVNDYLQ
                     
PPKTRQKMEIGLKRFEEIKQDIKRISARNPHELMRATEVSFIRDCAEMAARASLFREE
                     
SRWGLYHYRADFPQKNNSDWFCHAHLKKDEHGNMVSFKKPIEPYVVPINQDEAVSYDR
                     LRIQKDVALAD"
     gene            268481..268726
                     /gene="aprB"
                     /locus_tag="DSM_00257"
     CDS             268481..268726



                     /gene="aprB"
                     /locus_tag="DSM_00257"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:T2G899"
                     /codon_start=1
                     /transl_table=11
                     /product="Adenylylsulfate reductase subunit beta"
                     
/translation="MAFIFKEVQHRTVAPVIIDEDKCIADKGCTVCVDVCPMDLLAID
                     PTTQKAFMQFDECWYCMPCEKDCPTDAVKVNIPYLLK"
     gene            268746..270176
                     /gene="ssuA_1"
                     /locus_tag="DSM_00258"
     CDS             268746..270176
                     /gene="ssuA_1"
                     /locus_tag="DSM_00258"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75853"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative aliphatic sulfonates-binding 
protein"
                     
/translation="MRQNKLINKKLLLSSLIGAMVLGTLGCGSKTETVRVAIGTQDTT
                     
INCATGGLLIRELNLLPKYLPKDGKYRHVKYDIQWKNFTSGAPLTSEMVAGRLDLGAM
                     
ADFPAVNNLAAFKKAGKESIFLAPLSGSINGSGNAIVVPIDSKVTSLKELKGQTISVA
                     
FASTAHGLLLRAIQAEGWQLDKDIKVIAQAPEVAGPALKSHKIAAHADFVPFGELFAY
                     
QGFAKKIYDGSQAKSPTFHGSLASKDYAQQHPEVIKAYLQATIEANRLIQEQPEKYSE
                     
LIAEKTGIPAEVVYLFHGPLGLQTRDLTWKPEYRKATQIAIDTLKVLGKNDGTLDVNK
                     
FIDDQYIKDAFQASGLNYSQQLADYAKSPLVANDALTGQPIKTFDRVTQIWVKGEEKV
                     
RSYETPEHAFSDLKKIQADGKKVRVVYSQDHQSDIKLLANLAWYATDKTGQIQAFLLK
                     DDAEKWAKQQGGKVYDFKAIQLVTQS"
     gene            270211..271065
                     /gene="cmpB"
                     /locus_tag="DSM_00259"
     CDS             270211..271065
                     /gene="cmpB"
                     /locus_tag="DSM_00259"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q55106"
                     /codon_start=1
                     /transl_table=11
                     /product="Bicarbonate transport system permease 
protein
                     CmpB"
                     
/translation="MSSLAQTKPNNQSTFLTKFFQQLRSYPARLKSYVIAFTSIAFWI



                     
VIWQGLAQFKVNLGFVNFGNVPTPLDVIHALWAFFQLSAAFEHVESSVFRVVIGFVLA
                     
ALIGVGIGLLAGRYQKLAAFLMPPLEVLRPIPAVAWIPLAILIFPSSEASMIFITFIG
                     
ALFPILLNTVHGVGAVDPRLVASAKSLGASDLAIIHEVIIPGALPNIITGLSIGMGTC
                     
WFCLVTAEMISGQHGIGYFTWESFTLQNYSNIVVGMVLIGALGMFSSTLVRVIGNRFT
                     PWYQLRKS"
     gene            271067..271906
                     /gene="tauB_1"
                     /locus_tag="DSM_00260"
     CDS             271067..271906
                     /gene="tauB_1"
                     /locus_tag="DSM_00260"
                     /EC_number="3.6.3.36"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q47538"
                     /codon_start=1
                     /transl_table=11
                     /product="Taurine import ATP-binding protein TauB"
                     
/translation="MSITQGHVSIQNLSLHLGQTKNRFQALDRVNFEIQPGEFICLLG
                     
PSGCGKSTLLGALAGHLPISSGSLKVDDESIFEPHPDRGLVFQQHTLFPWKSVLENIA
                     
FGLKMKGIAKQKRIEQAQKMIDLVGLKGFEHKFPAELSGGMQQRVEIARVLINQPRIL
                     
LMDEPFGALDAQTRLKMQMLLLEIWQEIQTSVLFITHDIDEALFLADRVLIMSHRPGR
                     
IIEEIPLKFECPRDVELVTSSEFTAIKKHCIQTLKEATQQEELRRLNPLGLGKKSQIK
                     EYE"
     gene            271903..272901
                     /locus_tag="DSM_00261"
     CDS             271903..272901
                     /locus_tag="DSM_00261"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSFYYQALDDLDEYNQEFLTQLNHADEKIRFVALMNIGDEESPD
                     
LLPWLHTALQHDSSALVREEAAKKLESWEDPTSLQVLAQALFDADLNVRQAASQSLSE
                     
VKNAASAQILAPYLKHTDTFALSAILRALKPLRPQQLFEEISALVHHEDVLVRREAVS
                     
ALSWLQQDQAIKILAKTAETDIDDEVRRIATGGLAYSQSISAEVIQALQHSLTSESWQ
                     
LRVEAALTIGKLRIVQLEAPLIHAVSDLYWQVRIAAVRSLGLLKSHLAVAHLTDNFKH
                     
EISNLRKEVALALGEIGTAEAQKLLEQHQNDPDPEVRKAIRIGLNQIGEVKYANQT"
     gene            272885..273166
                     /locus_tag="DSM_00262"
     CDS             272885..273166



                     /locus_tag="DSM_00262"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQIRPDIRVDTINKQVHFIWTDGSSICLSHQSLREICPCGFCRA
                     KRIKQIKIEHQNVEVTAMFDQGYGAQICFSDGHDKGIFPWAFLKEFAKS"
     gene            complement(273206..274492)
                     /gene="kgtP_1"
                     /locus_tag="DSM_00263"
     CDS             complement(273206..274492)
                     /gene="kgtP_1"
                     /locus_tag="DSM_00263"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AEX3"
                     /codon_start=1
                     /transl_table=11
                     /product="Alpha-ketoglutarate permease"
                     
/translation="MTYTQEEKHSRIRGIVGAASGNLVEWFDFYIYAVFAAYFTQALT
                     
APDMDSTTKSIYVWGVFAASFFMRPIGSWLFGRIADRHGRKKSMIISICLMALSSFLF
                     
AALPTYDQVGLFAPFLLLLVRLLQGLSVGGEYGAVATYMSELGLKGQRGFYSSFQYVT
                     
LSGGQLLASLLGVILLTFLSEQQLHDGGWRIPFVIGGIAAILSLLARSRLEETLSHQD
                     
SERKESGSLRELFKKHWKTFLLVVGYTSAGSLTFYVETVYSKTYLTNLGMDGKTVGYI
                     
MTFALFVYMCAQPIFGAISDRIGRRSSMLAFSLLSAIFIYPVMVIGMRAYIDSPIIIT
                     
LLLIFMMMLLSFYTSISGLVKAEMFPPHVRALGVGFSYAVGNALFGGSAPSVALQFKA
                     AGIENTFFIYVIVMLIICFLCSLALPKKPDYLEHDH"
     gene            275038..277218
                     /gene="fatA_1"
                     /locus_tag="DSM_00264"
     CDS             275038..277218
                     /gene="fatA_1"
                     /locus_tag="DSM_00264"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P11461"
                     /codon_start=1
                     /transl_table=11
                     /product="Ferric-anguibactin receptor FatA"
                     
/translation="MERRSLNLHFMTCSKTALASSIALITSVVYANEAEVSQLPTITV
                     
NATQNSDALYTSKKVSLSGFQTGDVKKVPASITTITSERIADQHAKTLTDVIKNDSSL
                     
GDGYAAIGYYPNFVARGFALDLGSSYLINGHTIRGEQNVALENKEQVEILKGISAIQS
                     
GMSTPGGVINYVTKRPADVKNITVDANSEGGYTLATDVGGFVNDSFGYRINLAHESIH
                     
PNVDHANGKREFGSVALDWKINERSKLLFDIEAQHQSQRSVPGYQLLDGQEVPTNVDQ



                     
DRLLGYQSWSKPVVNNSLNASLKYQYAFNDQWNGSLSASQSRVVIDDNSAFPWGCYSS
                     
ICEVTGLGNTFDKHGNYDIYDFRSPDDTRITNQFAAGLNGQFNTGNIQHQIAFELQRT
                     
YKTLKHHTPLNVAVGTGNIYEDTVDYSPSSESPGDRYKALESDQTALTVSDRVQFNDQ
                     
WSTLLGGKLIHLDEQAYNSDGQQSRDTDLNKFLPQLALMYSPTATTNLYASYAKGLSD
                     
GGEAPWYAEANAYQVLSPRNSEQYELGVKQQIRNFLVTAAIFDLKQDNQYTTTNSAGE
                     
LEFVEQGEQHNQGIELGLTGALTDTLDVSSGITYTKSRLVDIDNDSYKGHQTQNVPKV
                     
RATAQLSYKVPSVEGLRLLSGMQYSSSKYANKEGTAKVGGYSVFNIGAAYKTNFAGHD
                     TTFRFNIDNLFNKKYWRDVGAFMGDDYLFLGNPRTAQFSTTFSF"
     gene            complement(277274..278692)
                     /gene="aspA"
                     /locus_tag="DSM_00265"
     CDS             complement(277274..278692)
                     /gene="aspA"
                     /locus_tag="DSM_00265"
                     /EC_number="4.3.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AC38"
                     /codon_start=1
                     /transl_table=11
                     /product="Aspartate ammonia-lyase"
                     
/translation="MMNADITTRIEKDLIGHREINNDHYYGVQTLRALENFNLTNSKV
                     
GNFPNLIKALAMVKLACAEANYNLKNLDQTKFEAIEYSCNQLIRGNFHDQFPIDMMQG
                     
GAGTSTNMNANEVLANVALEYMGHSKGQYQYLHPNNDINMSQSTNDVYPTAIRLGLLL
                     
SLDELNLPFNNLILSFLNKSQEFAHILKMGRTQLQDAVPMTLGQEFGAFAVTLQKDLE
                     
QINTLIPNVLAYMNLGGTAIGTGITTEYSYRELAIQALGKISGKKIKSAPDLIEATSD
                     
MGDFVLLSGLLKRTATKLSKIANDLRLLSSGPRTGINEITLEARQPGSSIMPGKVNPV
                     
IPEAMNLACFQIIANDLAVTLAAEAGQLQLNAMEPLIAFKLFESMDLLGKAMAMFQTK
                     
CIDTITANPEHCKALVENSIGIVTALNPYLGYETTTRIAKTANETGQSVLALVQNEGL
                     LSAQVLDDILSINNMVKPKMSA"
     gene            279106..279291
                     /locus_tag="DSM_00266"
     CDS             279106..279291
                     /locus_tag="DSM_00266"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLKVTAALLILGSFACYLLWGNEEKAETKSSHMLKEAEQSIKNA
                     ELSIQKAKQNIPTASYQ"



     gene            279377..279604
                     /locus_tag="DSM_00267"
     CDS             279377..279604
                     /locus_tag="DSM_00267"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRMKFIAYDPNSGEKLSLKEHIHHMDKYTTYVFFSDEKDNMVFN
                     PQKKQIFEISQYTSNMMVEISRKLYYLIGEY"
     gene            280383..281279
                     /gene="yjiE"
                     /locus_tag="DSM_00268"
     CDS             280383..281279
                     /gene="yjiE"
                     /locus_tag="DSM_00268"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39376"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator YjiE"
                     
/translation="MNLEVRWVEDLLTLERERSISKAAEKRFISQSAFTRRIQQIEEM
                     
IGAEVIIRNNKNNIEFTDIGRILLVMSKNIEKQVEETAKLIKNIKNETESTIRFCVVH
                     
SLASGFLTTFLKKFPTLIRDLKIEIVATNSGEGLSLLKEGACDFMICYADKSNIRKVG
                     
DDILSGIKIAETVIVPVSATEPDHSPKHTIQSNFALLAYSKHAYLRKLVDQLIEGKLV
                     
YKTLYETDNATNLKELVLQGLGVAWIPKINVEEDLAAGKLVILDQQEYCLAQDIYIFK
                     NNLSDNKSVQKIWNGFKGQQDQ"
     gene            281517..282413
                     /gene="pcpR_1"
                     /locus_tag="DSM_00269"
     CDS             281517..282413
                     /gene="pcpR_1"
                     /locus_tag="DSM_00269"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P52679"
                     /codon_start=1
                     /transl_table=11
                     /product="PCP degradation transcriptional activation
                     protein"
                     
/translation="MFDLDSRLLNIFYHIYRFKSVSMAADAIGLTQPSVSNGLNKIRQ
                     
HFNDPLFIRVGNEMIPTELAKQIFPLISEVIDKVESINNFNVNFDPLTSDQLFTIAMT
                     
DVSHLVLLPQLTNYLKEKAPLIRLNIRPITPETSYQMANGEIDLAIGFLPQLEEGFYQ
                     
QKFFRQHYVVISSKSHPRLDPNNFTLEDYMRESHIDIDAGIGHYHIKNELQNKGLDRN
                     
ILIRLPSYLGVGLVVQETDAIATVPYYLSQVLLVRENLQILPAPLDFPTYDVKQHWHM



                     SCHHKSSHKWFRQTCYELFKTA"
     gene            complement(282474..283646)
                     /gene="thlA_1"
                     /locus_tag="DSM_00270"
     CDS             complement(282474..283646)
                     /gene="thlA_1"
                     /locus_tag="DSM_00270"
                     /EC_number="2.3.1.9"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45359"
                     /codon_start=1
                     /transl_table=11
                     /product="Acetyl-CoA acetyltransferase"
                     
/translation="MSSIVIVSGSRTAMGGFQGSLSSLTAPELGAAVIRESIQRAGVK
                     
PEQVDEVIFGCVLSAGIGQGPARQAMRKAGVPDHVGAVTINKLCGSAMKAVLMASDTL
                     
KAGSANIIVAGGMESMTNAPYILPKARGGYRMGHGEIKDHMFLDGLEDAETGRLMGSF
                     
AQDMANTKGFTREQMDDFAISSLKKAQTAITEGYFKEEIVPVEVKTRKGVEVIDQDEQ
                     
PLKANLEKIPTLRPAFSKDGTITAANSSSISDGAAALVLTTEEYAQSHGLNTLAKIVA
                     
TSTHSQHPSEFTIAPISAIQKVLERAGWSVDEVDAWEINEAFAMVAMAPIHELGIDEA
                     
KVNVHGGACALGHPIGATGSRIILSLIYALKRLGKKKGVAALCIGGGEATAVAIEI"
     gene            complement(283712..285121)
                     /gene="atoE"
                     /locus_tag="DSM_00271"
     CDS             complement(283712..285121)
                     /gene="atoE"
                     /locus_tag="DSM_00271"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76460"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative short-chain fatty acid 
transporter"
                     
/translation="MEKQQGIFERFALRISDWSEKWFPDSYIFALLGVIIVSVAALGI
                     
GAPIHDVATSFGNGFWSLIPFTLQMTMLIIVGYVVSVSKPVKFLIQKMARIPSSGRGA
                     
IVLVATVSLLISLVNWAISTILTALLVIALAKRKELNMDYRAAAAAAIIGMGATWALG
                     
ISSSAAQLQANKTSLPESIYNLTGVIPFTETIFLWQSIAMTIILVIVSIAIAYWSAPK
                     
GNSVKTIDSFDVQFEEEKTNEAKSTRPGDWLENSPILTIIVVVLGLIWMFFEFSKSNP
                     
IIAISSLNTYNFVFLMLGLALHGTPRNFLNAVAKAVPAVSGILIQFPLYGSIAFIMTQ
                     
ALNSQDLSLSHYIAEFFVSIASKETFAIVMGIYSAVLGFFVPSGGGKWIIEAPYVMQA
                     
ANDLKVHLGWSVQIYNAAEALPNLINPFFMLPMLGILKLKAKDVIGFTVTQLVVHFPL



                     VLFLLWFFGRTLSYTPPTF"
     gene            complement(285238..285879)
                     /gene="scoB"
                     /locus_tag="DSM_00272"
     CDS             complement(285238..285879)
                     /gene="scoB"
                     /locus_tag="DSM_00272"
                     /EC_number="2.8.3.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WPW3"
                     /codon_start=1
                     /transl_table=11
                     /product="putative succinyl-CoA:3-ketoacid coenzyme 
A
                     transferase subunit B"
                     
/translation="MAWSRNEMAQRAAKELEDGFYVNLGIGLPTLVANYIPENINVWL
                     
QSENGLLGIGEFPTEETVDADLINAGKQTVTARPGAAFFSSSESFAMIRGGHVNIAIL
                     
GAMEVSEKGDLANWMIPGKKVKGMGGAMDLVVGVQKVVVLMEHCAKDGTPKIVKNCSL
                     
PLTGKGVVHRVITDLGVMDITPQGVELIELAKDVTLEQIQAATGVEFYKTLVA"
     gene            complement(285881..286585)
                     /gene="scoA"
                     /locus_tag="DSM_00273"
     CDS             complement(285881..286585)
                     /gene="scoA"
                     /locus_tag="DSM_00273"
                     /EC_number="2.8.3.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P42315"
                     /codon_start=1
                     /transl_table=11
                     /product="putative succinyl-CoA:3-ketoacid coenzyme 
A
                     transferase subunit A"
                     
/translation="MNKVYANAEAALKDVIADNQTLAVGGFGLCGIPEKLIVAVKQSG
                     
VTGLTCISNNAGVDDFGLGILLQTKQIKKMISSYVGENKEFERQYLNGELEVELTPQG
                     
TLAEKLRAGGAGIPAFYTQTGVGTLIAEGKEERIFNGKNYILEESLTADVALVKAYKA
                     
DKAGNLVFRKTAQNFNPECAMAGKITIAEVEQVVEIGELDPDEIHLPGIYVNRIVLNA
                     SPEKRIEHKTLSTEAV"
     gene            complement(286831..287712)
                     /gene="gltC_1"
                     /locus_tag="DSM_00274"
     CDS             complement(286831..287712)
                     /gene="gltC_1"
                     /locus_tag="DSM_00274"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P20668"
                     /codon_start=1



                     /transl_table=11
                     /product="HTH-type transcriptional regulator GltC"
                     
/translation="MTLKQLKAFLALARTLNYANASLELHLSQSALSLTIKSLEEELG
                     
GKLFNRNTRRVELTQEGKSLIPYAKKLLANWDEMENDVKQRFKLNRGTLSIASMPFVT
                     
HAILPEVIHQFLAVHPNLNFSIHDIPNETIIEKVQDGIFELGICFEPDLTEGLEFKPL
                     
FEEDFLALLPKSHPLAQSSSITWHELCSNPFVTLQKPSIVRYLVEQNCLRNNITLDLK
                     
VECHQISSLSSFVAYGIGVSAIPRHFAKHIDKEHNVLIDLKDEAIHKTVGIVYKKNFE
                     ISNISAQFIEALVQYKF"
     gene            complement(287860..288249)
                     /locus_tag="DSM_00275"
     CDS             complement(287860..288249)
                     /locus_tag="DSM_00275"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MMWIKFILYPLGMFVLWQAIFIITQLSLTSLNMPQVFVGIISLI
                     
INCGMQILIGYKIPHLAPKYKFVVSTTYVILFTFLLAIYSTTVLLEGLKVAPQAIWLG
                     YLFFHVIGVFIYFSNNRDEFCWDNLLK"
     gene            288447..289274
                     /locus_tag="DSM_00276"
     CDS             288447..289274
                     /locus_tag="DSM_00276"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNKTILGLMVVPLVLSGCIKKAEEKPTEKTEKTSTIKATEQPPK
                     
EENIIPAMLVRNFLVKFQQPKICAPNPDVDGIVCTSKEAIALKSNIEWIDQVIDKEIR
                     
KDYADALTPPSEKQKQLNQTQAEGFNNWSQSVVYRFNGQFGQYVQISKVSSEYSGGAH
                     
GIATFEDYIFDLKSKKRIELKDIVINGKMNALKEELWKQYGYWCQEKDMQPYISKEDF
                     
KVSENFYINQSGGITFDFQLYELAPYAAGPVSLELSDTDQLIKSDFLPPMPTLKTEM"
     gene            complement(289477..289878)
                     /locus_tag="DSM_00277"
     CDS             complement(289477..289878)
                     /locus_tag="DSM_00277"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MASLIHNTLSSNYTLVIGRIVLSSFFLIAGIFGVFNFDTVVNEM



                     
IGANLPLPELFAFATIAIQLIGSILLISNFAGLTWLGAGILAIFTLLCIPIGHPFWKL
                     AEPQRTQDFQIVLEHIALSGGLLLAAIATKK"
     gene            289988..290602
                     /locus_tag="DSM_00278"
     CDS             289988..290602
                     /locus_tag="DSM_00278"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MISESTKTNQIDNKNRLIIQTVGDLFLEYGYSRVSINLIISKIG
                     
GSKRDLYAQFGDKEGLFRSVIADVCQQVLDPLKALPVEGGSIEQALTSFGRIFLSVLL
                     
SSRVIALQKLVLSEATRYPEFAKTFVQLGPVSAYNLAAELLMKRAEVGEIRVSKPKVM
                     GALFCDMLISDLQFKIISGEIVTDSQIDERVEMAVLTFLNGIKS"
     gene            290704..291120
                     /locus_tag="DSM_00279"
     CDS             290704..291120
                     /locus_tag="DSM_00279"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKNIFLALVLGLVGCSTAPVVPNTAKPIPNERVYNQNYLKKQS
                     
PEQAKVTFSRDKGFLGSGCTHDMYVNNEKVFSIRSNEIATIYLEPTYYIFRLETGGGM
                     CPNIATSQETEVKSGAEIEYRILLPSDFNLRLTRMK"
     gene            291587..293008
                     /locus_tag="DSM_00280"
     CDS             291587..293008
                     /locus_tag="DSM_00280"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MWELFVILLSLGLLMYTAYKGFSVILMAPICALLAVLLINPANV
                     
LPFYSGVFMPKMVNFIKDYFLVFLLGAIFGKVVEMSGIAESIARTIVRWIGAKKAILT
                     
VVLLGAILTYSGVSLFVAVFAIYPFANQLFRQANIPKRLIPGTIALGAFTFTMDALPG
                     
TPQIQNVIPTTFFGTNIYAAPFLGIIGAIFVLCMGLAYLEWRRRAAAKAGEGFSGFGV
                     
DNTPSQEIEADMNLQNNGSTARQFLAFVPLILVAVMNKYLSKAIKEWYPNGFDFAAVG
                     
LADYTVDVAKTGAIWAVGLALIVGIITAILFDYQRVVTNFKEGINASIGGSLLAVMNT
                     
ASEYGFGAIIASLPGFAMISHAMSSTFTNPLVNGAVTTTVLAGITGSASGGMSIALSA
                     
MAEQYNAAILAAGIPPEVMHRVVAMASGGMDTLPHNGAVITLLAVTGLTHKQSYKDIF



                     AVTVIKTLAVFVVITVFTVTGIV"
     gene            293042..293827
                     /gene="bdhA"
                     /locus_tag="DSM_00281"
     CDS             293042..293827
                     /gene="bdhA"
                     /locus_tag="DSM_00281"
                     /EC_number="1.1.1.30"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O86034"
                     /codon_start=1
                     /transl_table=11
                     /product="D-beta-hydroxybutyrate dehydrogenase"
                     
/translation="MTKLLDGKVAFITGSASGIGLEIAKKFAQEGAKVVISDMNAEKC
                     
QETASSLKEQGFDTLSAPCDVTDEVAYKQAIELTQKTFGTVDILINNAGFQHVAPIEE
                     
FPTAVFQKLVQVMLTGAFIGIKHVFPIMKAQKYGRIINMASINGLIGFAGKAGYNSAK
                     
HGVIGLTKVAALECARDGITVNALCPGYVDTPLVRGQIADLAKTRNVSLDSALEDVIL
                     AMVPQKRLLSVEEIADYAIFLASSKAGGVTSQAVVMDGGYTAQ"
     gene            294150..295136
                     /gene="pchR"
                     /locus_tag="DSM_00282"
     CDS             294150..295136
                     /gene="pchR"
                     /locus_tag="DSM_00282"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P40883"
                     /codon_start=1
                     /transl_table=11
                     /product="Regulatory protein PchR"
                     
/translation="MISLSQQMELNHYSRKAEFAQNLMSTICGEHRLDTIYKNNLDFH
                     
YDGMRLPNKKMAIGTISYGANVAINISNLKAYSISLPIQGRQALNIRGAHYQSDENRG
                     
LIVSNNDQQDLIIDKDCRKFQVVIPERSMQIVLADLLNKPIETPIIFNPEMHLDSEQL
                     
IGAWWKNIQNFLQLKSQYSNFYGLQMLSEDYENFVIKALLLSQENNYSEALKSLSHQD
                     
EPAYIRKVRNFIIEHAHEEICAEDLQRLAGVSKSKLYDEFQQYYGTSPMSYLKKYRLQ
                     
QIYKILSTTGADRKISISKLAYDWGFNHLSRFSQEYREEFGENPSETKGKIF"
     gene            complement(295204..296547)
                     /gene="pcaK_1"
                     /locus_tag="DSM_00283"
     CDS             complement(295204..296547)
                     /gene="pcaK_1"
                     /locus_tag="DSM_00283"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q43975"
                     /codon_start=1
                     /transl_table=11



                     /product="4-hydroxybenzoate transporter PcaK"
                     
/translation="MKTIDANTIINREKLSPLQWMVFILGFFVFFCDGLDTGIIGFVA
                     
PALLDDWGITKPQLAPVLSAALVGMSIGAIISGPLADKFGRKGVIVFTSLLFSIFTIL
                     
CGFANSTQDLMIYRFITGVGLGAAMPNISTIVSEYMPVKRKAFLTGLAGCGFMLGISC
                     
GGVLSAYLLESYGWAKVIIIGGSIPLILVVALLLKLPESTQYLITRHQQDKAQRILEN
                     
IQGHSFQEPVKLILAQAENPSDENPVKVVLGKYLWGSSMLWICCFSSLLVFYLLTSWM
                     
PTILKTAGFSTQQFSLIAAIFPFGGVIGATIMGWYMDKLNPTTVIKYSYLIAFSLFIV
                     
AGLVSSNIFLLGLTIFLIGALLAGAQSSLLPLAAMFYPAVCRAVGVSWMHGIGRIGAI
                     
LGAFFGSFIFTFNLSLSGIFFILALPTFISFTALSLKVIYEKSKHKQVLKLEESL"
     gene            296875..298125
                     /gene="clcD_1"
                     /locus_tag="DSM_00284"
     CDS             296875..298125
                     /gene="clcD_1"
                     /locus_tag="DSM_00284"
                     /EC_number="3.1.1.45"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A115"
                     /codon_start=1
                     /transl_table=11
                     /product="Carboxymethylenebutenolidase"
                     
/translation="MAGQTIQIQTASGKQFGAYLATPETGKGPGVVLCQEIFGVNAAM
                     
REKADFLAEEGYTVLVPDLFWRVAPNIELGYTPEDFQKAFELYQQYDENLGVEDIQDS
                     
LAFLKTRPECDTSTGLGVVGYCLGGKLAYLAGCRLSEVACAIGYYGVGIEKALDELAN
                     
VKGRLVLHIAELDQFTPPDARQAIVDAANQYSNVQAYVYEGVDHAFARPKSNHYHKPS
                     
ARFAHERTVTALHETIGPKYDLVALWEEHIRHEFDTRDVPATMATMVAEPYVNHIPTL
                     
TGGVGQSQLARFYQYHFVHQNPKDMKITSISRTVGSTQVVDEFIMSFTHDAEIDWLLP
                     
GVKPTGKYVEIPMLGVIQFRGSKLCHEHIYWDQASVLVQIGLLDPTGLPVAGVETARK
                     LLDEDLPSNTLMPSWSSSEGKPVS"
     gene            298138..298923
                     /gene="bacC_1"
                     /locus_tag="DSM_00285"
     CDS             298138..298923
                     /gene="bacC_1"
                     /locus_tag="DSM_00285"
                     /EC_number="1.1.1.385"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39640"
                     /codon_start=1
                     /transl_table=11



                     /product="Dihydroanticapsin 7-dehydrogenase"
                     
/translation="MNINLRGKVAVVSGGATLIGKAVVQALVSAGAHVAILDIDAKGK
                     
AIAESFNHGVMFIQTDLTSDAAIQQAVADIHQHLGEVSYLVNLACTYLDDGFKSSRQD
                     
WIQALDLNLVSTIELSRALYNDLKKQQGSIVNFTSISAKVAQTGRWLYPVSKAAIRQL
                     
TQSMAMDFAADGIRVNSVSPGWTWSRVIAEVSGNNREKADSVAADYHLLGRLGHPEEV
                     ANVVLFLLSSAASFVTGADYAVDGGYSVMGPEGSQPAIPRLAE"
     gene            298967..300205
                     /gene="styA"
                     /locus_tag="DSM_00286"
     CDS             298967..300205
                     /gene="styA"
                     /locus_tag="DSM_00286"
                     /EC_number="1.14.14.11"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O06834"
                     /codon_start=1
                     /transl_table=11
                     /product="Styrene monooxygenase StyA"
                     
/translation="MRRIAIVGAGQSGLQLGLGLLDTGYDVTMITNRTADEIRQGKVM
                     
SSQCMFHTALQTERDLGLNFWEEQCPAVEGIGLALVNPENGGKAFEWSARLERYAQSV
                     
DQRVKMPYWMEEFERRGGRLVIQDVGIEGLEQLANDYELVLLAAGKGEVVKQFERDDV
                     
RSVFDKPQRALALTYVKNMKPISPYSRVTFNIIPEVGEYFSFPALTINGPCDIMVFEG
                     
IPNGPMDCWQDVKTPEQHMQCSLDLLKKFVPWEYERCSNVELTDAGGYLAGRFPPTVR
                     
KPVLTLPSGKKIFGMADALVVNDPITGQGSNNAAKCSKIYFDAILANDNQSFSEQWMV
                     
QTFERYWAYAEKVVAWTNSLLLPPEPHVVELLAAASQNQRIASIMANNFDDPRAFAPW
                     WFDANQAQAFLASKNTAKVA"
     gene            300234..300764
                     /gene="C1-hpah_1"
                     /locus_tag="DSM_00287"
     CDS             300234..300764
                     /gene="C1-hpah_1"
                     /locus_tag="DSM_00287"
                     /EC_number="1.5.1.36"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q6Q271"
                     /codon_start=1
                     /transl_table=11
                     /product="p-hydroxyphenylacetate 3-hydroxylase, 
reductase
                     component"
                     
/translation="MDTIETLALQAINAENPREIRNLLGQFATGVTVITTSGKDGRKI
                     
GMTANSFSSLSLDPPLILWSLSKTAPSLPDFVEAEYFAIHMLAQEHHQLSGHFARGAE



                     
DKFAGIAHQQCNAGVPILTDALATLVCRNVNQYEGGDHLIFIGQIEQYQQRQGEPLVF
                     HAGKYRIAAEHPELAH"
     gene            300818..301765
                     /locus_tag="DSM_00288"
     CDS             300818..301765
                     /locus_tag="DSM_00288"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKSTLIKHGFLAGTLLGLPLVTHAYDLPTVNLGMTSFLDGGLPA
                     
GPGWYAQTYFQNYDSNKLVDANGQKLGLPKTDLNYQVLVEQISYLSNVRVKDKASLGI
                     
NFLIPFVSKMDMDDGLNNAAIKAQSGFGDIMIGPFIQFDPVMGAQGPKFVHRFEFQVN
                     
LPTGEYDQQKDIKPSNNAVSFDPYWAATYWFNPKWTASTRIHYLYNFKNDDPSYAFAG
                     
ANDMQAGQAIHANFATDYAITEQFRLGLNGYWLKQITDTEVDGEKVKGRREQVWAIGP
                     GAMYSFSKNDHLVANAYFEQDAENRPEGTRLQVRYVHHF"
     gene            complement(301823..302881)
                     /gene="rhaS"
                     /locus_tag="DSM_00289"
     CDS             complement(301823..302881)
                     /gene="rhaS"
                     /locus_tag="DSM_00289"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P09377"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional activator RhaS"
                     
/translation="MNQANSHELNGRHFQNEPIFTDHNLVFDHHDLSETCRNVGQIFK
                     
PHDLKISHQKRDFSATMHHVKTGALSISRLEYGADVIIEPDHLDNFYLIQIPTQGYAE
                     
IEFGSQKFISYSQVASLISPQQSLRMRWHANSPQLILKVSKDDFTYHCRQHIADSENN
                     
LLIFDPKLDFSTQGGAYFLQLVRTLMDALACDQHPLHHPLAFKQFESNLFNALIYGQP
                     
NNALHKLDHYKEKTVSPYFVKRTEAYIKEHLHEPLNVEILAEHAGVSVRTLFTGFKNY
                     
LGTTPMSYLKELRFEQAHLELMHNENLSVTDVAFKWGFTHLGRFSQEYKRRYGELPSS
                     TRRSGHSESSSLINSIFS"
     gene            complement(303348..304376)
                     /gene="antC"
                     /locus_tag="DSM_00290"
     CDS             complement(303348..304376)
                     /gene="antC"
                     /locus_tag="DSM_00290"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O85675"
                     /codon_start=1



                     /transl_table=11
                     /product="Anthranilate 1,2-dioxygenase electron 
transfer
                     component"
                     
/translation="MGHSVALNFADGKTFFISVNKDELLLDAAVRQGINLPLDCREGV
                     
CGTCQGQCETGIYEQEYVDEDALSERDLAERKMLACQTRVKSDAAFYFDHDSAICNAG
                     
DTLKIETKVTAVELVSETTAILHLDASSHAEQLQFLPGQYARLQIPDTEDWRSYSFAN
                     
RPNATNQLQFLIRLLPDGVMSNYLRDRCQVGQSLLIEAPLGSFYLREVERPLVFVAGG
                     
TGLSAFLGMLDNLVDQPNSPAIQLYYGVNRETDLCEQQRLQAYAEQLPNFSYHPIVTK
                     
ATETWQGKAGYIHEHLNKDQLAEQAFDMYLCGPPPMIEAVKNWLDEQALQNYRIYSEK
                     FLQSNTSR"
     gene            complement(304388..304879)
                     /gene="antB"
                     /locus_tag="DSM_00291"
     CDS             complement(304388..304879)
                     /gene="antB"
                     /locus_tag="DSM_00291"
                     /EC_number="1.14.12.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O85674"
                     /codon_start=1
                     /transl_table=11
                     /product="Anthranilate 1,2-dioxygenase small 
subunit"
                     
/translation="MSQELHFAVSQFLYKKAELCDAYDWDAYLELYDEDSEYHIPQWI
                     
DDHNYVQDPNQGLSYIYYADRTGLEDRVFRIRTGKAASATPLPRTLHSINNIRVKTLD
                     
DGLIEAKVAWQTLYNRQGLEGCFYGHATYLLRQTADGFRIRRQHSILLNDKIDSVLDF
                     YHV"
     gene            complement(304882..306297)
                     /gene="antA_1"
                     /locus_tag="DSM_00292"
     CDS             complement(304882..306297)
                     /gene="antA_1"
                     /locus_tag="DSM_00292"
                     /EC_number="1.14.12.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O85673"
                     /codon_start=1
                     /transl_table=11
                     /product="Anthranilate 1,2-dioxygenase large 
subunit"
                     
/translation="MTSSNLKQWNDFIDGCIDFRPNDGVFRIARDMFTEPELFDLEME
                     
FIFEKVWIYACHESEIPNNHDFLTVQIGRQPIIVSRDGKGELHAMVNACEHRGATLTR



                     
VAKGNQSTFTCPFHAWCYKSDGRLVKVKAPSEYCEDFDKSSRGLKQGRIASYRGFVFV
                     
SLDTQATDSLEDFLGDAKLFLDLMVNQSPTGELEVLQGKSSYTFAGNWKLQNENGLDG
                     
YHVSTVHYNYVSTVQHRQQVNASKGAELDTLDYSKLGAGDSETDDGWFSFKNGHSVLF
                     
SDMPNPTVRPGYSTVMPYMVEKYGEKYAEWAMHRLRNLNLYPSLFFMDQISSQLRIVR
                     
PVAWNKTEVISQCIGVKGESAEARRNRIRQFEDFFNVSGLGTPDDLVEFREQQKGFQA
                     
RLERWSDISRGCQSWEYGATKNSQDLGIQPVITGREFTHEGLYVNQHGHWQRLMLDGL
                     NKKALKMQDITFENNTVMDEV"
     gene            306520..306870
                     /gene="mopA"
                     /locus_tag="DSM_00293"
     CDS             306520..306870
                     /gene="mopA"
                     /locus_tag="DSM_00293"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q08385"
                     /codon_start=1
                     /transl_table=11
                     /product="Molybdenum-pterin-binding protein MopA"
                     
/translation="MKEQNLKLQIRILLEQNIAFGPGKADLLEAIARTGSISQAAKSM
                     
NMSYRRAWQLVDTMNQCFETALVETQTGGTHGGGAAITALGQKVLQHYRQMENNVRQA
                     LEHDYQIMSSYLKG"
     gene            307061..307846
                     /gene="modA"
                     /locus_tag="DSM_00294"
     CDS             307061..307846
                     /gene="modA"
                     /locus_tag="DSM_00294"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37329"
                     /codon_start=1
                     /transl_table=11
                     /product="Molybdate-binding protein ModA"
                     
/translation="MVSDTKIKNLAFACSVLSIGLVFNVPAKAESVTVYAAASLTNAI
                     
NDLEKIYEKQNKVEVKTSYAGSSTLAKQIEAGAPADIFISADTQWMDYLQNKKLVAAN
                     
DRINLLGNRLVLITPKGQSLNIKLDKATDPNKVFTGKICTGDTKSVPVGKYAKQAFTN
                     
LGWWNRIEPKLVETEDVRVALNFVARGECQVGIVYATDAAISKDVKVAGIFPENTHSP
                     IIYPLGLIKKNSNSAKFYQFLQSNQAKAVFKKYGFSMLAPVKP"
     gene            307843..308535
                     /gene="modB"
                     /locus_tag="DSM_00295"
     CDS             307843..308535
                     /gene="modB"
                     /locus_tag="DSM_00295"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AF01"
                     /codon_start=1
                     /transl_table=11
                     /product="Molybdenum transport system permease 
protein
                     ModB"
                     
/translation="MMFSLTPEELSVLQLSCKVAASCLVVSIIPAICVGWFLARKDFW
                     
GKSFIETLVFLPLVLPPVVPGYLLLQVFGSRGIIGQYLAPLGIDFAFNWKGAVLASAV
                     
MGFPLLVQSIRLAIELVDQRLEMAAKTLGASSLGAFFHVTLPLASSGILIGAILCFCR
                     
SLGEFGATITFVGNISNETRTLPLAMYSLMQQPDTEAAIQRLIVLSLSVAFLALWFAQ
                     WFHRYQKKRLGR"
     gene            308540..309160
                     /gene="cysA_1"
                     /locus_tag="DSM_00296"
     CDS             308540..309160
                     /gene="cysA_1"
                     /locus_tag="DSM_00296"
                     /EC_number="3.6.3.25"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P14788"
                     /codon_start=1
                     /transl_table=11
                     /product="Sulfate/thiosulfate import ATP-binding 
protein
                     CysA"
                     
/translation="MLIECHFQLHMGQFHIEPSFQSDASVIGLFGASGSGKTSILHAI
                     
AGLNTPRSGLIKIQDQTWFDSNQKINVSTQKRHVGLVFQDAQLFPHKTVKQNLLFGFQ
                     
HLSQQERHFEADYIIELLKLDHLLQRMPIKLSGGEKQRVALGRALLYSPKLLLLDEPL
                     SALDANHKAEIIPFFQKVKEEIKIPMIYVSHDIQEIKQLTETMWIL"
     gene            309520..310290
                     /gene="dhbA"
                     /locus_tag="DSM_00297"
     CDS             309520..310290
                     /gene="dhbA"
                     /locus_tag="DSM_00297"
                     /EC_number="1.3.1.28"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39071"
                     /codon_start=1
                     /transl_table=11
                     /product="2,3-dihydro-2,3-dihydroxybenzoate 
dehydrogenase"
                     
/translation="MRSTIVVTGAARGIGAAIAKQLLDQGYHVIGIDCQKNPEQWDIS
                     
KTMTSDQSSQWQGISQDITHQQETQTLISELLEKYEITGLVNAAGVLIMRSMLEAKTE



                     
DWETLFAVNVMAPIAISQQFAKHFCAKRRGSIVTISSNSARMPRMQLGMYATTKAALS
                     
HFCRNLALEIAPYQVRLNIVSPGSTLTQMQQQLWTDNAPPPAVIDGDLSQYRTGIPLR
                     KLAQPDDIANTVNFLLSDRAAQITMQEIVVDGGATLGV"
     gene            310363..311004
                     /gene="vibB"
                     /locus_tag="DSM_00298"
     CDS             310363..311004
                     /gene="vibB"
                     /locus_tag="DSM_00298"
                     /EC_number="3.3.2.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0C6D3"
                     /codon_start=1
                     /transl_table=11
                     /product="Vibriobactin-specific isochorismatase"
                     
/translation="MSIPKIASYSMPQAHEFTPNKTNWPLHTSRAVLLVHDMQQYFLD
                     
FYDLTQEPIPELIQNTKALIDAARQSNIPVVYTAQPGNQSPEYRQLLTDFWGPGLKDE
                     
PNITQIFPKISPQKNDTVLTKWRYSVFKFSPLEQLMRDSGRDQLIICGVYAHIGCLMS
                     
AAEAFMLNIQPFLCGDALADFSREEHDMALKYASTRCAQVMTTQQVIQAWIQE"
     gene            311532..311933
                     /gene="fur_1"
                     /locus_tag="DSM_00299"
     CDS             311532..311933
                     /gene="fur_1"
                     /locus_tag="DSM_00299"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37736"
                     /codon_start=1
                     /transl_table=11
                     /product="Ferric uptake regulation protein"
                     
/translation="MTTISKSLLNGLPIKKSRVQVFEILNQNPQGLSAISIYAQIKNE
                     
HKITLGTIYRILSEFENRKIIKRVFLGKSKSIYKLRKDKMSCNLISLKTSEALNFENE
                     KVKELLHEVTDIIFANTGVDISSVELNLYTE"
     gene            complement(312001..313821)
                     /gene="yhcR"
                     /locus_tag="DSM_00300"
     CDS             complement(312001..313821)
                     /gene="yhcR"
                     /locus_tag="DSM_00300"
                     /EC_number="3.1.31.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P54602"
                     /codon_start=1
                     /transl_table=11
                     /product="Endonuclease YhcR"
                     
/translation="MHLNSSIDKKMTTLNILFKTTSLCLAMALLVGCNDNDDNDSSTP



                     
ALRSNQTVNILAFNDFHGNLEPPKRYVEAANPNDASQTVRIPVGGVSYFADAIKKLKA
                     
QNPNNAVVSAGDLISASPLTSSLFLDEPTIEVMNDIQIDFNAVGNHEFDRGTDELRRL
                     
QNGGCQQYTSTAPCQINKNFSGAKFNFLAANVAMKNDTSKTIFPAYKVKTYGGIPVAF
                     
IGLTLKATPSIVSAAGIKDVEFRDEADTVNALIPELQKQGIEAIVVVVHEGAAPSTKL
                     
NQKTCDGLSGPILGILDRLNPAVDIVVSGHTHQSYICDYATKNPAKPFLLTSAGQYGT
                     
LITDIKVELDGKTGDIIKKDAKQIPVQSEAYTSGTTTVSLTDLYQKFSKTPSIEAILD
                     
KYRQAVTTISGRVVGTSTAVVSRTQVESGESPLGDMIADAQQAAALQASNQGSDFTLM
                     
NPGGVRADLLINSNNQITFGDIFAVQPFGNSIVTLSLTGKQIRDVLEQQWSGANANSP
                     
RILQPSKELSYQYAANTSVSPRASNIMVAGSPLVDTKVYRVTVNSFLADGGDNFTVLK
                     EGQNRVGGGQDIDALESYVAQNSKDSPLIIPATTRIKVIK"
     gene            314098..316173
                     /gene="ppk_1"
                     /locus_tag="DSM_00301"
     CDS             314098..316173
                     /gene="ppk_1"
                     /locus_tag="DSM_00301"
                     /EC_number="2.7.4.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0DP44"
                     /codon_start=1
                     /transl_table=11
                     /product="Polyphosphate kinase"
                     
/translation="MTSLPTLASSNQHNLETYLNRELSLLEFHKRVLAQAKDIEHPLL
                     
ERLNFLIIFSRNLDEFFEIRVASLIQKISLMSQATGPEGLPLVEVLKQISKNAHEAVE
                     
EQYKILNYTLLPQLQGYGVHFIQHGDILEKHKEWIKEYFFKEVQPVVTPISLDPAHPF
                     
PRLVNKSLNFIVTLEGKDAFGRQIDLAIVPAPRSLPRLVKIPEHISGGAEHYILLSAI
                     
IHQHISDLFPGMKATGCHQFRVTRNADLTVSEDVEDLAAALKGELSSRRFGQAVRLEV
                     
AKKCPEEIANYLLEQFDLDAEHLYYVDGPVNLARFISNFDLPELRYKPYQQVLPQLLY
                     
TKKPIFDVLKAGDVLLHHPFDSFAPVIKFLREAAQDPNVLAIKQTLYRSGANSEIVQL
                     
LAEAARNGKEVTAVIELRARFDEESNIEVANVLQEAGAVVVYGIVGYKTHAKMILVVR
                     
REQDKIKRYVHLGTGNYHAVNAKIYTDFGLLTNDAEICEDVHKIFQELTGMGKMAKLK
                     
KLFHAPFTLHSQLLELIEQEVKNSLAGKKAHIIIKVNALTEPQLISALYKASQAGVKI
                     
DLIIRSICCLRPQVAGLSENIRVRSIVGRYLEHTRVYYFYNDGDTKVYCASADWMERN
                     
LFSRIETCFPIENKKLKKQVIEDGLNNYLKDNRQAWELQADGTWVQCHPKPEEELYIA



                     QQHLMNLAG"
     gene            316547..317458
                     /gene="pqqB"
                     /locus_tag="DSM_00302"
     CDS             316547..317458
                     /gene="pqqB"
                     /locus_tag="DSM_00302"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q88QV5"
                     /codon_start=1
                     /transl_table=11
                     /product="Coenzyme PQQ synthesis protein B"
                     
/translation="MHIYILGSAAGGGFPQWNCNCPNCHGVRTGTINAKVRTQSSIAI
                     
SENGVDWILLNASPDIRQQLFDFKAAQPARKLRDTGITNVILMDSQLDHTTGLLTLRE
                     
GCPMNVWCTEMVYQDLTTGFPVFNMLKHWNGGLQYHQIDPKQAFKIDGFENLEFLPLI
                     
IQSAAPPYSPHRHDPHEGDNIALIIKDHKTQKQLFYAPGLGKIDDQIMQIMQDSDCVM
                     
IDGTLWTDDEMQQTGVGKKTGREMGHLYISGEGGSLSYLNQLSTPKKVLIHINNTNPI
                     LNEDSTQFAELKANGVEVAFDGMQIEL"
     gene            317467..318225
                     /gene="pqqC"
                     /locus_tag="DSM_00303"
     CDS             317467..318225
                     /gene="pqqC"
                     /locus_tag="DSM_00303"
                     /EC_number="1.3.3.11"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A6T9H1"
                     /codon_start=1
                     /transl_table=11
                     /product="Pyrroloquinoline-quinone synthase"
                     
/translation="MTQTPEALTTEQFKQAIIDKGQYYHIYHPFHVMMYEGKATQQQI
                     
QAWVANRYYYQINIPLKDAAIMANCPDQRVRQEWIQRMIDQDGEYPDGGGREAWLRLA
                     
EAVGLSREQVISEELVLPGVRFAVDAYVNFARRASWREAASSSLTELFAPQIHQSRLE
                     
SWPQHYPWIDDKGYEYFRSRLSQARRDVEHGLTITLDSFTTHEQQQRMLEILQFKLDI
                     LWSILDALTLAYVHNEAPYHSVTQERVWHKGLFK"
     gene            318222..318506
                     /gene="pqqD"
                     /locus_tag="DSM_00304"
     CDS             318222..318506
                     /gene="pqqD"
                     /locus_tag="DSM_00304"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_00655"
                     /codon_start=1
                     /transl_table=11
                     /product="Coenzyme PQQ synthesis protein D"



                     
/translation="MNKEQFDVNLVPTWRQGYRFQFEPAQNGFVILYPEGMIKLNESA
                     GAIGQYIDGKNNISAIIAQLKQQFGDIAEIDNDVIDYMLVAQQQHWIDLV"
     gene            318503..319657
                     /gene="mftC"
                     /locus_tag="DSM_00305"
     CDS             318503..319657
                     /gene="mftC"
                     /locus_tag="DSM_00305"
                     /EC_number="2.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WJ79"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative mycofactocin radical SAM maturase 
MftC"
                     
/translation="MTEGVGLPLWLLAELTYRCPLQCPYCSNPLDYAQHKNELTTQEW
                     
FDVFDQARQMGAVQLGFSGGEPLVRQDLEQLVAHAHQLGFYTNLITSGMGLTEQRISH
                     
LKQAGLDHIQISFQASDPVVNDALAGSKHAFEQKYEMCRLVKKYDYPMVLNFVIHRHN
                     
IDQIDKIIELCLELNADTVELAICQFYGWAFLNRQGLLPTQEQLIRAERITNEYREKL
                     
KAQNHPCKLIFVVPDYYEERPKACMNGWGKIFFTVAPDGMALPCHAARQLPISFPNVR
                     
EQSLSKIWYESTGFNHFRGDAWMPEGCRSCPDKDRDFGGCRCQAYMLTGDASNADPVC
                     GKSPYHQFIEQARAESEIDSSLEKLVFRNSRNSKQFTVQQNIPVQNIVDD"
     gene            319674..320726
                     /locus_tag="DSM_00306"
     CDS             319674..320726
                     /locus_tag="DSM_00306"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNHGTFPVFDGHNDVLTRLWLSDHKNPAQAFIQDGLAGHLDLKR
                     
CQQAGFVGGIFAIFLPPFHYIKQHHPNKLFDQDASDFTQQQIEHICLAQLDLAKQLAE
                     
YSNDIQICTTVQDIQHCLIQQKLAIVLHMEGAEALQHNPDLLDVFYDAGLRSIGPLWN
                     
RPSRFGHGLNAKFPHSPDTGAGLTKEGKAFIKRCADKKMVIDVSHMNERAFWDTANIL
                     
QQPIVATHSNVHTLCPQARNLTDNQLKAIKDSKGIVGLNFDVAFLRKDGQRDANTSIE
                     
VLLEHLEYLIDQMGENHVGFGSDFDGALISHEIEDVRGLHLLIEAMQKRHYSNEIIEK
                     ICFSNWLTVLNRILSK"
     gene            321307..321483
                     /locus_tag="DSM_00307"
     CDS             321307..321483
                     /locus_tag="DSM_00307"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLKSILVLGTGIAIGMCMYKKKQKNSKSFSTDSDTDSLISKDNN
                     KSKDDNSLDNAVQV"
     gene            321737..321973
                     /locus_tag="DSM_00308"
     CDS             321737..321973
                     /locus_tag="DSM_00308"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSKRHILKEVNAKSMCGMEIVVEQIFENTLEKNLASAEIEQNWL
                     PLSKIVISDKVINLDQDNTFAHPRTGKVFKVLNS"
     gene            322140..322727
                     /locus_tag="DSM_00309"
     CDS             322140..322727
                     /locus_tag="DSM_00309"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIIEIETHPLQPFLPENARLLMLGSFPPPRNKWKMDFYYPNFQN
                     
DMWRIFGLIFFQDKTYFLSENQKSFNEEAIRSFLIETGIAIFDTAYQIKRLKGNASDK
                     
FLEIVTPTDLAVLLKQIPQCHTIMTTGDKATDTLISVLPENTEKPLIGTSISTYFADR
                     DINLYRLPSSSRAYPLALEKKAEAYQKFFKEIGFL"
     gene            complement(322736..324262)
                     /gene="clsC_1"
                     /locus_tag="DSM_00310"
     CDS             complement(322736..324262)
                     /gene="clsC_1"
                     /locus_tag="DSM_00310"
                     /EC_number="2.7.8.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75919"
                     /codon_start=1
                     /transl_table=11
                     /product="Cardiolipin synthase C"
                     
/translation="MALSAWGFTDLPSYTDKYDPNEKDIVIKTNNWLNDEAAEEKTQQ
                     
GLTAFVALDDAFMSIASRIYLIRNSKETIDLQYYIWTNDFVGNLILHELLKAADRGIK
                     
VRLLIDDQNGIKLDGILRSLLQHTNFEIRLFNPYKFRYLRIFDYLFRFKKVNHRMHNK
                     
LIIADASIAVTGGRNISSEYFEASSKFQFTDMDILFYGHAVRHAEAVFTDFWESTLSV
                     
NATKIIGTCAEHHLKALREHYEQLHHEDHSLTEDKLYDAQSYLKELLEHNPIQWSKAH



                     
FVADSPKKILGTATEHEMLYGQVISIMGKPKQHLELASAYFVPTQRGTYYLKQLRVEG
                     
IKVRALTNSFAANDVAIVHAFYSQYRVEMLKDGIELYEFKPVLERRRRTWYEIVTGSV
                     
IPAKGKNKSSLHAKFFDVDGKVFIGSFNFDPRSTYLNTEVGLVIESSQLQTQISVMLD
                     
QHLPQVAYQLKLNSQGQITWLDYQANGQVIEYDKDPGTSRFQRTMIKAVSYLPIEWMM
                     "
     gene            324728..325195
                     /locus_tag="DSM_00311"
     CDS             324728..325195
                     /locus_tag="DSM_00311"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPQYLMIAEKVYKKIKEDDLFSDTPTEHLNNLIGVIRKEIKGTK
                     
FKLKYNFIDFDECLTKPLDECAVKIDISLMPSHKNKDEYILWLAGFIERMTTGGETHL
                     
PPISKFIPPDFRFNCEFDNAKTPAKSSHTDDEGELIINYFKSEAFMKIINEEK"
     gene            326007..326372
                     /locus_tag="DSM_00312"
     CDS             326007..326372
                     /locus_tag="DSM_00312"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPKYLLLAEKISKNIKQDSSNNYLENLNNLIIEIKKAITGTELK
                     
FLYNFLDFSGSLLNLQDEVLLKFDSSLIPSYKNEEEFILWLADFIDRITIDTSKGDYP
                     IKKNLANLSSIAEKLIYRH"
     gene            complement(326450..327613)
                     /gene="cat_1"
                     /locus_tag="DSM_00313"
     CDS             complement(326450..327613)
                     /gene="cat_1"
                     /locus_tag="DSM_00313"
                     /EC_number="1.11.1.6"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q27710"
                     /codon_start=1
                     /transl_table=11
                     /product="Catalase"
                     
/translation="MSKFIQPINFKALFIFAPLLFVSIGCSETLYSQTIPSVKSSSEN
                     
IDYPEIDTALGEKLQPNEEVIAHQINQVIEKSIREQYTAGNALRDAHPKAHGCVRGEF
                     
HVLKNIPAQLAKGIFIPDKNYEAWIRFSNASNDASRADIEKDARGMAIKILGVSGQKI



                     
LENEKEATTQDFIMINHPVFFVNDGQRYLSFMNDLNSHNMIRKLHMPFALGFKGTMNA
                     
LGARNSKIANPLYTRYWSMVPYQLGLGVDRQAVKYSVRNCSTVSATLPDHPSHNFLRD
                     
ALKDTLQKQDVCMEFLIQPRTSTKMLVEDTMTEWKENEAPFYQVATIHIPKQSFDTPE
                     
QNQFCENLSFTPWHALPEHKPLGAINRMRKIIYENISRVRLDINSAPRQEPKN"
     gene            327796..329667
                     /locus_tag="DSM_00314"
     CDS             327796..329667
                     /locus_tag="DSM_00314"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MITNRQNVQNNTNTSPHPITQNTLIDRFSPIYWRIDGPQTMSFA
                     
ITNYGNGFEASFRSRMTNDLVGISWDSYDTKDHKLLAYETKYSYAGVVWDFDIELSAS
                     
MPVLNNPGLTPTLTVYYHDNGVDKIVYIVLFNYANNPSSRTAHIHINWDTVKAGFSAT
                     
DSFPVTNIQRISFSGFTSHYNGQSATPLSQPEDGYIRITNSVVTGTNAKLNLSRVVVP
                     
QHNYGICTSYDDHYDLNPQRLVNNMVALGYQGLVNHYCGMSHYPEMTWKSDINKWQIP
                     
DTLVTGEAVVNACTRKWHEKYAQALHNANMQPIFGVSFEMYSLGANEFWAQRDWNSNL
                     
GKTGYQPPSYFFSLSDQNALAYLHKVFIEFADTMVAGGCNVNMQIGEPWWWYNTDTNL
                     
PCVYDYPTKLAFNADTGLYAPDLGTIYEAMNKTGTPYDEFKTWLRNKLGQTCQNIRAA
                     
IKAKYANAQVCPLIFFPSIRSPIQTLATYINYPSQHYSYPNFDYIMTEAYDWLLEAKL
                     
DLAHQAVSQIPTQDLGYPANKVAYLSGFVPDASIAYIYGFDKNKPYRTPIWQRIFGDM
                     
KNNVFLGLMKQFIWAYPQVMFDSITIDTTQAPNGFFVENTLYSPISDNTPYPPDIYL"
     gene            329897..331006
                     /gene="frmA"
                     /locus_tag="DSM_00315"
     CDS             329897..331006
                     /gene="frmA"
                     /locus_tag="DSM_00315"
                     /EC_number="1.1.1.284"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P25437"
                     /codon_start=1
                     /transl_table=11
                     /product="S-(hydroxymethyl)glutathione 
dehydrogenase"
                     
/translation="MKSRAAVAFAPGKPLEIVEVDVAPPKAGEVLIKITHTGVCHTDA
                     
FTLSGDDPEGVFPAILGHEGAGVVVEVGEGVTSVQPGDHVIPLYTAECKECLFCKSGK



                     
TNLCVAVRATQGKGVMPDGTTRFSYNGQPIYHYMGCSTFSEYTVVAEVSLAKINPEAN
                     
HEQVCLLGCGVTTGIGAVHNTAKVQEGDSVAVFGLGGIGLAVVQGARQAKAGRIIVVD
                     
TNPDKFELAKQFGATDFLNPKDYDQPIQQVIVEMTGWGVDHSFECIGNVNVMRSALEC
                     
AHRGWGQSVIIGVAGAGQEISTRPFQLVTGRKWLGTAFGGVKGRSQLPKMVEDAMKGD
                     IQLEPFVTHTMPLQDINTAFDLMHEGKSIRTVIHF"
     gene            complement(331063..332037)
                     /locus_tag="DSM_00316"
     CDS             complement(331063..332037)
                     /locus_tag="DSM_00316"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKRIGIVAVSAVTLCWAMYEVSSENTNTVMRGESNQKVVSKSIP
                     
STTKNEKLASQTLLAQTTSLNSSAPVCKYNFDATQEDYDLWNNEHTDYWPIKIFPLII
                     
GQKFSLKVEPMPENEYGTVEYVARSKASLNSTNDIGDLIIPHTGIIAFEIELKIPTSA
                     
LGSSSLGNSTYYSSGIGFNGVTNNGYTVRSNFRFNMGTYDPDFGENPARLSYSVAYRL
                     
SDETGPDSRYSKGQNMTNNANGYQRLGIYINQNTKQVGFIINGVDQGYKSTLPAPLEN
                     IRFFVSSDISIDAEQLFGQELSNELITDRNALQFNYPQGTTDMCGNTI"
     gene            complement(332150..333160)
                     /gene="mrkD_2"
                     /locus_tag="DSM_00317"
     CDS             complement(332150..333160)
                     /gene="mrkD_2"
                     /locus_tag="DSM_00317"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P21648"
                     /codon_start=1
                     /transl_table=11
                     /product="Fimbria adhesin protein"
                     
/translation="MKRILLTGALFTAGFGMYGEANASCIIVNYQPNDVRMAVGRVVV
                     
RPSDPVGAVLRKATFPISSSGTQAMYCDSRDTVVAQLTQAYPLSSLGNSIYTTNIPGI
                     
GIRLYREAENSSNFSGYYPYERGGISGTRYLASGYFVVEIIKIAPQTGSGTLVPGRYS
                     
SYYVRGFPNQPFLTSTVDANAITIASSSCEIQGNINKVVQLPTVTKAGFKGVGSTQGD
                     
QTFDMNILCNGGINPTGYEEKNLISLTYDFTQDGTNSQVLANTAPTSEKANGVGVQLL
                     
WNYQNKNQVIKKGDKLALGTLSSNQTIQYNVPMTARYYQTATNVTAGKVRAMATVTIE
                     YD"
     gene            complement(333157..335715)
                     /gene="htrE_2"
                     /locus_tag="DSM_00318"



     CDS             complement(333157..335715)
                     /gene="htrE_2"
                     /locus_tag="DSM_00318"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P33129"
                     /codon_start=1
                     /transl_table=11
                     /product="Outer membrane usher protein HtrE"
                     
/translation="MPKKRQESYKLLKRHICYYLASGVVTMTMPVFVHAEEAAASAPV
                     
EAEFDSAFLIGDAQKVDISRFKYGNPVLPGEYNVDVYVNGQWFGKRRMIFKALDPNQN
                     
AVTCFTGMNLLEYGVKQEILTKHAPLQKENNSCYKIEEWVENAFYEFDTSRLRVDISI
                     
PQVALQKNAQGYVDPSVWDRGINAGFLSYSGSAYKTFNQSGDRSETTNAFMGVTAGLN
                     
LAGWQLRHNGQWQWQDTPAENQSKSDYQETSTYLQRAFPKYRGVLTLGDSFTNGEVFD
                     
SYGYRGIDFSSDDRMLPNSMLGYAPRIRGNAKTNAKVEVRQQGQLIYQTTVAPGNFEI
                     
NDLYPTGFGGEIEVSVIEANGEIQKFSVPYASVVQMLRPGMNRYSLTVGQFRDQDIDL
                     
DPWIIQGKYQQGINNYLTGYTGIQASENYAAILLGAAVATPIGAIAFDVTHSEAEFEK
                     
QASQSGQSFRLSYSKLITPTNTNLTLAAYRYSTENFYKLRDALLIRDLEEKGVNTYAA
                     
GRQRSEFQITLNQGLPEGWGNFYVVGSWVDYWNRSESTKQYQIGYSNNYHGLTYGLSA
                     
INRKVEYGSNDASHDTEYLMTLSFPINFKKNSVNVNVTASEDSRTVGASGMVGDRFSY
                     
GASVSHQDYANPTFNANGRYRTNYATVGGSYSIADSYQQAMVSLSGSVVAHSDGILFG
                     
PEQGQTMVLVHAPDAAGAKVNNTVGLSVNKAGYAVVPYVTPYRLNDITLDPQEMSSEV
                     
ELEETSQRIAPFAGAIAKVDFATKTGYAVYINSKTADGNSLPFAAQVFNQKDEAVGIV
                     
AQGSMIYLRTPLAQDRLYVKWGDESNERCSVEYNISNELRNKQQSIVMTEAVCK"
     gene            complement(335773..336507)
                     /gene="yadV_2"
                     /locus_tag="DSM_00319"
     CDS             complement(335773..336507)
                     /gene="yadV_2"
                     /locus_tag="DSM_00319"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P33128"
                     /codon_start=1
                     /transl_table=11
                     /product="putative fimbrial chaperone YadV"
                     
/translation="MKLNSYNFLLGLAFASSVAAPAAQAEIVIHGTRVIYPSDAREVT
                     
LQVSNNGSKPALVQAWIDEGDPKSTPDQSKVPFMIAPPISRVEATKSQTLRITALPNA
                     
SQFNQKQETVLWLNVLDIPPRPTSKNADTTPDNFLQLAIRSRIKFFYRPASIKEDANL



                     
AADKLQWVKSGQNLTVKNPTPFHITMTSVYQKVGDKKVDLLPQGLMVKPFSEASIQLK
                     NSNLQDMSFINVNDYGGRVEHQIKLQ"
     gene            complement(336711..337121)
                     /gene="smf-1_2"
                     /locus_tag="DSM_00320"
     CDS             complement(336711..337121)
                     /gene="smf-1_2"
                     /locus_tag="DSM_00320"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:B2FNJ0"
                     /codon_start=1
                     /transl_table=11
                     /product="Major fimbrial subunit SMF-1"
                     
/translation="MKKLALIAALSVVGIANAQAADGTITINGLVTDKTCDIVTPAGK
                     
DFTVTLPTVSKQTLAVAGDVAGRTPFQINLANCSQGKVATYFEPGATVDFNTGRLLNQ
                     DATGAKNVNVQLLGSNNNFIPVLAAGANGAQSMG"
     gene            complement(337611..337901)
                     /locus_tag="DSM_00321"
     CDS             complement(337611..337901)
                     /locus_tag="DSM_00321"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKNNIFKILVLAVFSTSPLFCYANNTIMIKGNIVEDTCSTKSNE
                     
IECNEVNNLNIKLDSEYLNKDSLYKLAQHTEKMDTSIESLGSNRKIILINYH"
     gene            339210..341471
                     /gene="uvrA_1"
                     /locus_tag="DSM_00322"
     CDS             339210..341471
                     /gene="uvrA_1"
                     /locus_tag="DSM_00322"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P63383"
                     /codon_start=1
                     /transl_table=11
                     /product="UvrABC system protein A"
                     
/translation="MTKRTINIYGARQNNLKNISLKIPKHKIVVFTGVSGSGKSSLVF
                     
ETIGAEAQRQINETQDSFVRNRLQHFGVTDVDKIENLNVPVIINQKPLTGNIRSTVAT
                     
ITDIYANLRLLFSRMGEPFVGYSNVFSFNHPNGMCPQCEGIGIEQTIDIYKILDLDKS
                     
LNEEGAIDFPTYQPTAWRWTRYADSGYFDLDKKLKDYSEKEWDLFLYAPQHKPLNPTS
                     
KWRKTALYEGLIPRFERNFLKGEAQERNRYRNKLERIITIKECSLCKGQRLNQKSLSC
                     
KINGKNIAECTALSVSSLLEFLESIKSEKFETVLHEIKNKLNNLNLVGLSYLNLNRVS



                     
NTLSGGESQRIKMVKHLGNSLVDLLYIFDEPSIGLHPKDLDNIIKIIQKIRDKGNSVL
                     
LVEHDPDLIRTADHVVDMGPLSGINGGEIIYQGTFEELKNSSGLTGAFFRRPNTYKKE
                     
PRMGNEWISIKNAHLFNLKNIDVDIPKNCLTVITGVAGSGKSTLISKVLPQQYPETKV
                     
VDQSAITASIRSNLLTYLDLLDPIRQLFAKTNKVSAKLFSFNSEGACPQCKGSGIERV
                     
ELAFLDDIEMTCDVCHGSGYAPEVLKYLYKDKNIAEILKMTVAEASNFFEDRILQQQF
                     
NSLMSLGLDYIAIGQRLNTFSGGERQRLKLTKQINETDNIFVLDEPSTGLHPSDTEKL
                     
ISLLNNLVEKGNTIIVIEHNLDIISQADWIVDIGPLAGDKGGELVFSGTVSGLLSAEK
                     SLTGYYLKKYLEL"
     gene            complement(341619..344729)
                     /gene="acrB"
                     /locus_tag="DSM_00323"
     CDS             complement(341619..344729)
                     /gene="acrB"
                     /locus_tag="DSM_00323"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P31224"
                     /codon_start=1
                     /transl_table=11
                     /product="Multidrug efflux pump subunit AcrB"
                     
/translation="MMSQFFIRRPVFAWVIAIFIIIFGLLSIPKLPIARFPSVAPPQV
                     
NISATYPGATAKTINDSVVTLIERELSGVKNLLYYSATTDTSGTAEITATFKPGTDVE
                     
MAQVDVQNKIKAVEARLPQVVRQQGLQVEASSSGFLMLVGINSPNNQYSEVDLSDYLV
                     
RNVVEELKRVEGVGKVQSFGAEKAMRIWVDPNKLVSYGLSISDVNNAIRENNVEIAPG
                     
RLGDLPAEKGQLITIPLSAQGQLSSLEQFKNISLKSKTNGSVIKLSDVANVEIGSQAY
                     
NFAILENGKPATAAAIQLSPGANAVKTAEGVRAKIEELKLNLPEGMEFSIPYDTAPFV
                     
KISIEKVIHTLLEAMVLVFIVMYLFLHNVRYTLIPAIVAPIALLGTFTVMLLAGFSIN
                     
VLTMFGMVLAIGIIVDDAIVVVENVERIMATEGLSPKDATSKAMKEITSPIIGITLVL
                     
AAVFLPMAFASGSVGVIYKQFTLTMSVSILFSALLALILTPALCATILKPIDGHHQKK
                     
GFFAWFDRSFDKVTKKYELMLLKIIKHTVPMMVIFLVITGITFAGMKYWPTAFMPEED
                     
QGWFMTSFQLPSDATAERTRNVVNQFENNLKDNPDVKSNTTILGWGFSGAGQNVAVAF
                     
TTLKDFKERTSSASKMTSDVNTSMANSTEGETMAVLPPAIDELGTFSGFSLRLQDRAN
                     
LGMPALLAAQDELMAMAAKNKKFYMVWNEGLPQGDNISLKIDREKLSALGVKFSDVSD
                     
IISTSMGSMYINDFPNQGRMQQVIVQVEAKSRMQLKDILNLKVMGSSGQLVSLSEVVT



                     
PQWNKAPQQYNRYNGRPSLSIAGIPNFDTSSGEAMREMEQLIAKLPKGIGYEWTGISL
                     
QEKQSESQMAFLLGLSMLVVFLVLAALYESWAIPLSVMLVVPLGIFGAIIAIMSRGLM
                     
NDVFFKIGLITIIGLSAKNAILIVEFAKMLKEEGMSLIEATVAAAKLRLRPILMTSLA
                     
FTCGVIPLVIASGASSETQHALGTGVFGGMISATILAIFFVPVFFIFILGAVEKLFSS
                     KKKISS"
     gene            complement(344726..345916)
                     /gene="mexA"
                     /locus_tag="DSM_00324"
     CDS             complement(344726..345916)
                     /gene="mexA"
                     /locus_tag="DSM_00324"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P52477"
                     /codon_start=1
                     /transl_table=11
                     /product="Multidrug resistance protein MexA"
                     
/translation="MQKHLLLPLFLSIGLILQGCDSKEVAQAEPPPAKVSVLSIQPQS
                     
VNFSENLPARVHAFRTAEIRPQVGGIIEKVLFKQGSEVRAGQALYKINSETFEADVNS
                     
NRASLNKAEAEVARLKVQLERYEQLLPSNAISKQEVSNAQAQYRQALADVAQMKALLA
                     
RQNLNLQYATVRAPISGRIGQSFVTEGALVGQGDTNTMATIQQIDKVYVDVKQSVSEY
                     
ERLQAALQSGELSANSDKTVRITNSHGQPYNVTAKMLFEDINVDPETGDVTFRIEVNN
                     
TERKLLPGMYVRVNIDRASIPQALLVPAQAIQRNISGEPQVYVINAQGTAEIRPIEIG
                     
QQYEQFYIANKGLKVGDKVVVEGIERIKPNQKLALAAWKAPTVANHASSVETKTSIAE
                     GAQP"
     gene            346062..346805
                     /gene="srrA"
                     /locus_tag="DSM_00325"
     CDS             346062..346805
                     /gene="srrA"
                     /locus_tag="DSM_00325"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q5HFT0"
                     /codon_start=1
                     /transl_table=11
                     /product="Transcriptional regulatory protein SrrA"
                     
/translation="MFDHSFSFDCQDKVILVVEDDYDIGDIIENYLKREGMSVIRAMN
                     
GKQAIELHASQPIDLILLDIKLPELNGWEVLNKIRQKAQTPVIMLTALDQDIDKVMAL
                     
RIGADDFVVKPFNPNEVVARVQAVLRRTQFANKATNKNKLYKNIEIDTDTHSVYIHSE
                     
NKKILLNLTLTEYKIISFMIDQPHKVFTRGELMNHCMNDSDALERTVDSHVSKLRKKL
                     EEQGIFQMLINVRGVGYRLDNPPAVKDDA"



     gene            346837..347910
                     /gene="baeS_1"
                     /locus_tag="DSM_00326"
     CDS             346837..347910
                     /gene="baeS_1"
                     /locus_tag="DSM_00326"
                     /EC_number="2.7.13.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P30847"
                     /codon_start=1
                     /transl_table=11
                     /product="Signal transduction histidine-protein 
kinase
                     BaeS"
                     
/translation="MKSKLGISKQLFIALTIVNLSVTLFSVVLGYVIYNYAIEKGWIS
                     
LSSFQQEDWTSFHFVDWIWLATVIFCGCIISLVIGMRLAKRFIVPINFLAEAAKKISH
                     
GDLSARAYDNRIHSAEMSELLYNFNDMAQKLEVSVKNAQVWNAAIAHELRAPITILQG
                     
RLQGIIDGVFKPDEVLFKSLLNQVEGLSHLVEDLRTLSLVENQQLRLNYELFDLKAVV
                     
EKVLKAFEDRLDQAKLVPELDLTSTPVYCDRRRIEQVLIALIDNSIRYSNAGKLKISS
                     
EVVADNWILKIEDEGPGIATEFQDDLFKPFFRLEESRNKEFGGTGLGLAVVHAIVVAL
                     KGTIQYSNQGSKSVFTIKISMNN"
     gene            348034..349029
                     /locus_tag="DSM_00327"
     CDS             348034..349029
                     /locus_tag="DSM_00327"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDRFKAILLITSTCLTTTLYAKQQVVCVFDPIGKSGDAFALAKD
                     
YALEAKNWGADLSLKAYVDERVAAEDLKVGKCDGAIISGLRGRQFNKYTGSLDAVGAL
                     
TNMKTAINAYKLLSSPMAAKNMVVGPYEIAGLGTIGPAYLFVNDRSINTLAKAAGKKI
                     
GVFKYDEAQPKLVQHVGGQAVSVDVTNAGAKFNNHEIDIVPAPIVAFKPFELYKGLGE
                     
KGAIVRFPLTQISANFIIRKDQFPAGFGQKSRTWVASQLNRTFGIIAKYESDIPSKYW
                     
MDIPKNEQLNYMKMMREARIQLTKAGIYDPKMMNFLKKVRCKENPSNFECALNDE"
     gene            complement(349103..350128)
                     /gene="virS_1"
                     /locus_tag="DSM_00328"
     CDS             complement(349103..350128)
                     /gene="virS_1"
                     /locus_tag="DSM_00328"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WMJ3"



                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator VirS"
                     
/translation="MNGLNKPLYRRRISEIYVQLLFEYLEKLGHDPEKVLGEPWPKAD
                     
SNHLEGVDIDHWESLLIIAKDYLNDPFIGLHVGQTITAQHLGVLGSVFLACENLGAVL
                     
ERFERYQRLVYDVYPATVRIYTEYVELSWDTKGEQVGPLSDETGRTVIVQFCRSLIRG
                     
KERLKEIHFIHERPENVQPYEEYFGCPVLFEQPVALMRFDKEILSLPLKNSDAALVAI
                     
LEKHADKLLASLPHIDEITDQVRKQIAYLLHQGEPTIEQLAERLNYSRRTLQRRLTEA
                     
GTNFRKELNIVRYELAKSYLKDLRLQIVEIALLLGYAEHSPFTRAYKEWSGKTPQQAR
                     EEMNELR"
     gene            350194..351234
                     /gene="ycjY_1"
                     /locus_tag="DSM_00329"
     CDS             350194..351234
                     /gene="ycjY_1"
                     /locus_tag="DSM_00329"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76049"
                     /codon_start=1
                     /transl_table=11
                     /product="putative protein YcjY"
                     
/translation="MTKNTCSIQILAQSVKQYGSFHQALSHYFSEDSVIANIEKNTMG
                     
KSLNNVPQAPLDVQFDSNGMKCSAYLYRPATEATTPIIVMAHGLGGTRRMRLTAFAER
                     
FVAEGYACLVFDYRYFGDSEGQPRQLLDIKSQLKDWKAAIAYARSLDKIDPNRVVIWG
                     
TSFGGGHVLATAADDNRLAAVISQCPFTDGFSSSMAMNPITTLKLTALALKDKIGSIL
                     
GAKPVMVPLAGPSGHTALMNAPDAYSGYLALMPSGSNIPNHVAARFVLDIIRYYPGRK
                     
TSRIQAPVLFCVCDTDSVAPSKTTLRHASHTPNHEIKHYADGHFEIYVGEAFERVVRD
                     QIDFLKRIVPVK"
     gene            351265..352125
                     /gene="ucpA"
                     /locus_tag="DSM_00330"
     CDS             351265..352125
                     /gene="ucpA"
                     /locus_tag="DSM_00330"
                     /EC_number="1.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37440"
                     /codon_start=1
                     /transl_table=11
                     /product="Oxidoreductase UcpA"
                     
/translation="MKYDLNKKVVLITGAAGGIGAATAREFYALGANLVLTDMQQEAV



                     
DKLASEFEASRVLPLALDITDAVATKDVVQKTIKHFGHLDIAFANAGISWRDGASTIA
                     
SCDEAEFDKIVEVDLLGVWRTVRAALPEVTRNEGQILITSSVYCFVNGMANAPYAASK
                     
AAVEMLGRCLRTEIAYTGATASVVYPGWTATPIAKVAFGGNATVTKMIEAAFPAWLRK
                     
PISPEYMAQTIVKGVQRRQPRIFAPVRWVPFSILRGMFNAASDAMVIRHKKLQGLLQQ
                     LESESKPAQK"
     gene            352171..353013
                     /gene="limC"
                     /locus_tag="DSM_00331"
     CDS             352171..353013
                     /gene="limC"
                     /locus_tag="DSM_00331"
                     /EC_number="1.1.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9RA05"
                     /codon_start=1
                     /transl_table=11
                     /product="(-)-trans-carveol dehydrogenase"
                     
/translation="MSKYKLKDKVVVITGSTGGLGLAIAQALQAKGAKLALLDLDLNK
                     
VESQAKQLGGKSIAAGWVADVRSLESLETAMANAAQHFGKIDVVIANAGIGSTEALEH
                     
MAPETFERTIDINLTGVFRTFRAAIPYVKQTQGYLLAVSSMAAFVHSPLNTHYTSSKA
                     
GVWALCDSLRLELKYLNIGVGSLHPTFFKTPLMDNIQNDPAGKAVWKGNSGIWKYISI
                     
DEVVSGAVESIERRKDMTVIPKINTPIAKAPALFRNVIEFLGFNRKQLKQTMLLAEKS
                     HNSF"
     gene            353137..354021
                     /locus_tag="DSM_00332"
     CDS             353137..354021
                     /locus_tag="DSM_00332"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLPKQNKNIALSYILPLILVIGFYALLRLSILPYIYTQQAQHQL
                     
LTANNQITEIYWKEPDLLADKKYPAIIFLHGIQKDKQGAKAFVRSGLLNEYSKKNFFS
                     
FAVSMSGYGESSGKSDFCGKASQTNLVQAINFARSQPHVDPNKVAVVGISCGASIANV
                     
VANSGKINALILVSGFYDFKGMYAEWSSHTRTLPSNVMNEINESITTEKNIETASAAR
                     
SSLPISSHYPPTLILVSTKDPIVDPKQSIQLHQLLDSKGIPNTVELIQDAKHPVPANV
                     WKIKSDSFLEKTLNMEIK"
     gene            complement(354074..354601)
                     /locus_tag="DSM_00333"
     CDS             complement(354074..354601)
                     /locus_tag="DSM_00333"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNHLVPDLSKDILPSKEAAGISLGMDFDEFRNSALFRDVGMEEF
                     
ESAQEKNIWLVLHRYELLPWQEWINEIYCSWESSVTLTFDGNSKKLIRIFLGEGYNGK
                     
LLGLLGIGDRLDLVKDDFNFYFSCDAHYLEYKQDSDMFGEIIPAEISTNYRTAYSEEY
                     SDQIIEGIMIYTNSH"
     gene            354773..355315
                     /gene="kptA"
                     /locus_tag="DSM_00334"
     CDS             354773..355315
                     /gene="kptA"
                     /locus_tag="DSM_00334"
                     /EC_number="2.7.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_00299"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA 2'-phosphotransferase"
                     
/translation="MNEKAISQYLSFILRHKPEEIGLTLDREGWANIEELISKSQPVK
                     
NVALDEEIIKNIVSNSDKKRFQISDDGKLIRAVQGHSTTSVDITLNKLKPPTYLYHGT
                     
AQRFIDSIKEQGLISKDRQYVHLTENRDTALTVGARYGKPEILVIDALKMHDSGFEFF
                     QAENGVWLSKHVPIEFIAFQ"
     gene            complement(355340..355927)
                     /locus_tag="DSM_00335"
     CDS             complement(355340..355927)
                     /locus_tag="DSM_00335"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPNQFETHTSDVGTTIHLKMNGENLENLIIWDRVIVITYDIFFV
                     
CIAFEAYTKNEGIQTFIVLLLFLLFLFYKHYEYRKNKQWSKNAEETFFISKNNLRISK
                     
DCLGKNLLTKDINTQKIIEIVYRPWSGGAYPPFLPEFHQGTIHLIGYDDGCSFGINLN
                     KEEAEAFITELRSLIMQYQEPRHFIFAPHMHLAKD"
     gene            complement(356180..356698)
                     /gene="ttr"
                     /locus_tag="DSM_00336"
     CDS             complement(356180..356698)
                     /gene="ttr"
                     /locus_tag="DSM_00336"
                     /EC_number="2.3.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P16966"
                     /codon_start=1



                     /transl_table=11
                     /product="Acetyltransferase"
                     
/translation="MKNIEILEINEIGDYEESLSLLLEDSVNNGASIGFLAPIEKNEV
                     
VNYWREVNSKLANGNNRLWIAIQQGTIIGSVQLSLVSKKNGVHRAEVEKLMVLTTARK
                     
QGIATLLMNELENFAREKSLRLLVLDTREGDVSELLYSKIGFVRVGVIPSFALSSNGS
                     YDGTAIYYKRLV"
     gene            complement(356807..359884)
                     /locus_tag="DSM_00337"
     CDS             complement(356807..359884)
                     /locus_tag="DSM_00337"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MITEINDLITNNLRPCQLESIGTIQRYLESMSEKSCLISLPTGA
                     
GKSGVICTVGHFSTFDKILVVTHRRAVCDQLYKQLKGKFFQKILQEDVDYKQFLIKKI
                     
FNHINNTDNNGIYCTTFQKITSLSEQELTALENTFSLILIDEGHAEPSPKWGTAIREL
                     
NARKVIITATPYRNDLFSFDIDAKHSYIYTYKQAVKDKVIVAPIFETITLSKALENME
                     
LDTDFSIIYEKINKIKESQPDAVCIIKCKEFHDIEIFFSKFKELYRTAAIHDQFKDKE
                     
IEDVYREVPANLAELNYEVLIHQRKLDEGIDLPEAKILILTYPVGSGKELVQTIGRVV
                     
RIYQNYQPTVFEISTQSNNNLWGNYQEFDEYISNPESAERFLNTLDTALLVENYLDVF
                     
PEHSYFDSCYRKKFNFKEFNPINSLEIPLASVCFYNKLADFSLNDCIDKLYWEFQREG
                     
ALTKYDIESGVITSVCFNNSKFLKDSLFFEPSLEIMIIREIGDIISIFDSKGRKFNNR
                     
DDLKIGRVIDLDKLFSVVAKTEQTRTKQANTRALQFSESRPESISLKGPDLEATNHSQ
                     
TNSMYAVTTAVVSNINENDKIDSSFYLGVGSGRICDQKKNNFTYKDFIEWLEQINIAF
                     
DKNGLVKSRFLNSFAQTIDEAPEEEPIACILDFSDILGILEITYNGFKQQIDNTFIYK
                     
KYSKGISFFNFYYLTTNKYTVYLPTYNLKSLITFSFDDKKELVAHCYEEVSFFIDGCE
                     
VNINELFNRKSVKLLYKDGTNFINGLFYKHKLPMEKGELNHSILNGVIPLDCLLNVNL
                     
TEKDEDNLSIETFGNNSIFYLIDQMSNVQNPSVSLNNLGQFFEYLPNIDLMLCTDMGT
                     
EPADFILSSKDKVVFVHVKCGKSPKSPESSAGAIYEVGSQALKNLHYLLNNSPSRYAN
                     
ITNIKGAWPRPNGNSKGICLNNRIRLFNKKFDMHHSLEDVIEVIDDRRKNPLVSKEIW
                     
LVMGNSFSYKHFKDQLSSPSMACAETVQAYQLLDTWYSQTSNQNVEMKIFVSP"
     gene            360084..360341
                     /locus_tag="DSM_00338"



     CDS             360084..360341
                     /locus_tag="DSM_00338"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKLILILTIFSTTVFANEQPRTNQNNIKQIEQEQKSKQQKAFE
                     DGITFAKENKEKIIQKQEYKDGEKFAKEMCEQYPIQCNIKK"
     gene            complement(360397..361062)
                     /locus_tag="DSM_00339"
     CDS             complement(360397..361062)
                     /locus_tag="DSM_00339"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MCWAQSLGLCYAFFLPKKAAVFYISFIYNKNLIYNGKNMPNLVL
                     
PTRALKVVNTSIELFHRRGFHIAGVDRLVKESEITKATFYNYFHSKERLIEICLMVQK
                     
ERLQEKVVAMVEYDHDTNAIDKLKKLYVLHTDVDGLYYLLFKAIFEIKNTYPNAYTTA
                     
VRYRTWLINEIYSQLRVLKPDASFTDAKLFLYLIEGAIMQRLSSDEVDERMVEVFLRG
                     INK"
     gene            complement(361671..361982)
                     /locus_tag="DSM_00340"
     CDS             complement(361671..361982)
                     /locus_tag="DSM_00340"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKLTIQTQDRQQILIDLYKQYLLSEITLGQLLSYLRKNVLGLS
                     
QEQYANLVGISRRTLTDIEQDKGKLTQSVLDKVFKPLGLKAGLVPTHEHIVSKIIKPN
                     E"
     gene            362278..362718
                     /gene="relA_1"
                     /locus_tag="DSM_00341"
     CDS             362278..362718
                     /gene="relA_1"
                     /locus_tag="DSM_00341"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WHG9"
                     /codon_start=1
                     /transl_table=11
                     /product="Bifunctional (p)ppGpp synthase/hydrolase 
RelA"
                     
/translation="MTQNKVELAEKLSKESHQGQKYGSHDYFDYHIKGVVNSLIEHQF
                     
SEVYIITALLHDSVEDTPLTLDKIESLFGKEVRDAVDALTKRETETREEYLIRCSSNP



                     IARVVKLHDAAFNAHNSHKESNQSRVDYYLQTMLIVSTAQDRLE"
     gene            complement(362753..363397)
                     /locus_tag="DSM_00342"
     CDS             complement(362753..363397)
                     /locus_tag="DSM_00342"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKRCLLVLLLGLGLAACNDNDHDDQVSTEKPALAPSLDVGTYII
                     
STETDQELPMAGKYYSGADGTKLLVLDDDENRAKIVMSYDTKTKAWRSNQSNQAMTVE
                     
LAHYEKIADQKLLLNQLVGTYDLSFPDGTTVNAEVNAQGKIVSKDPNCVFTGVITESA
                     
LANTANYQLTDNQCDALKNNSKGYVVVDEDLEPMSFRLVSDTIASKDIWAFAQS"
     gene            complement(363409..364377)
                     /gene="surE_1"
                     /locus_tag="DSM_00343"
     CDS             complement(363409..364377)
                     /gene="surE_1"
                     /locus_tag="DSM_00343"
                     /EC_number="3.1.3.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:B2S5B9"
                     /codon_start=1
                     /transl_table=11
                     /product="5'-nucleotidase SurE"
                     
/translation="MKKSLLGGLILSLCTTPAFALNILLVNDDGLTSNIKALYDELKA
                     
NGHNVVVSVPCSPQSGRGGAIVMYSSTTITADNDKQIAAENGCHNGAAPIGAPAAGTF
                     
TKAGYTNGDWNYTHGTPVMATVYGLDVVAPKRWGKAPDLVLSGPNEGQNVGKVVVHSG
                     
TIGNVQFSAGRGIPSIALSADTNTVDDKTLNNPNSAIVAKQTVALLKELQAKAGKGQL
                     
LPKGITLNVNFPKNLTTSTPFAFSKIGTYDLYKLKFQVTKDNKGNNQFGLGIDAAPSA
                     PTAAQMSDESAVMQSKIAVTAMQVAYDQRPAGQEWLKIRLKSLFNK"
     gene            complement(364507..365670)
                     /locus_tag="DSM_00344"
     CDS             complement(364507..365670)
                     /locus_tag="DSM_00344"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNKTNPPLTDNTLITREATLADDEALRELIAVPMTTKGIQISFQ
                     
REPSYFRASDIVYRHKLHVVIEDTESQKKVACYSNGYRPCYINRNIQNLRYAGDLRVD
                     
HSYRGKSLVKVLGKHVKDTMHEPNFSQMIIFDDNHAARAAIQTGKTGMPDYYDEGLIE



                     
TLSLTSTGAKRKITAFLKQTSQQSHLQEIRTCVAEAQHVPAMNQFISDMAEHYNFIPA
                     
YNFEELAQGHQYFSGMKLSDFSLYFKGEQLVGMFGLWDQHSIKQTKILNYSSAIAVLR
                     
PVYNLLTPITKGMRLPKLGDSIQYHVLHTLMCHPEDLALHHKMLEDAYNKSKQQGVGV
                     
VSFTLSHKDPRYQLNQFYKGERLTGMHGFISFEGDPRPSFDKKLIPYLEVGRI"
     gene            complement(365663..366991)
                     /gene="bepC"
                     /locus_tag="DSM_00345"
     CDS             complement(365663..366991)
                     /gene="bepC"
                     /locus_tag="DSM_00345"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8G0Y6"
                     /codon_start=1
                     /transl_table=11
                     /product="Outer membrane efflux protein BepC"
                     
/translation="MKGMKPFNTRFLTLRHALFLGVLVVSNTHAMTLDEALSASLRHE
                     
SQLEVSRLSVNQSTAMLEQAKQRDGLKVNLVGQLDYERINTPSHVLFPTEGNRKGRSL
                     
QLQADYPIYTSGRHRLGIDIAESQLSAQHQGLSDQRSETILNTVMVYTDVLKKKAILE
                     
LRQKTMANLQRSLYESKRRFDVGMITRADLAQVLAQVAQGQADITQAQSNLTVSEAQF
                     
YQVTGITPDNLVPINQLPTIPANLDEILAQTKNHPALMRAKYEKQAAEKQYALTKREL
                     
WPTVMLTSRAGKQDEASYIGSESNNYMVGVQLNVPLYDDGLNRANVKKAQADIDLAAQ
                     
KIRSLELDLNKRTRTTYAQLQTIRQNKDALANAIEAASIAFVYTRKEFDVGTKTTFDL
                     LNTEQKLLDAQTQKTVNDQDEVVFVYQLLDQMGRLNNLVPMQTAQRVNNE"
     gene            complement(366988..368574)
                     /locus_tag="DSM_00346"
     CDS             complement(366988..368574)
                     /locus_tag="DSM_00346"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKSNQWLTLGSHLILKKWCDASDRNFQKQFNALETTQRQILHSI
                     
LQTSTLAKDKQVQNYEQFVKAFPATRYSAWREDIQRYREQKLSLSSSKLVRFQPTSGS
                     
SEQIKFIPYTKLFLGELDHAIAPWMASLYRKCPQLSSGTHYWSVSWLPESQREVLKDK
                     
NLNDDSALLGIGKRILSKFTQAVPSNVAFAANADDALFATICYLVANRNLAMISVWSP
                     
TFALQLLERLESMQKDVIEVLQSGSWSNRQASLKEVTAPHSPESAQALIASSNGEQID
                     
FKKLWPKLSLVSSWDTAGSKAWAEKLKEKLPSVQFEGKGLWATEGVVTIPYNDQYPLA



                     
YQSHFYEFEYLEGEKQGQIVPSWQLKQGDVVSPLITSGNGLLRYCLDDCLKVTGFIEQ
                     
IPCFEFQGRRFGVDLVGEKLAPETAQQLLSQLNETESKAISLLAIDTQQQVKPFYCVL
                     
FEGEIHHSISNEYIDSILRQNFHYELARNLGQLDQPQIRQANNGWNAYKKLVMFDGII
                     EGNIKPEPLKKVTLNSLEQL"
     gene            complement(368571..369392)
                     /locus_tag="DSM_00347"
     CDS             complement(368571..369392)
                     /locus_tag="DSM_00347"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MINTTYKLISKLNLKNATYGQYFEKEQIDTERLKVMYSIYEQYY
                     
ENTRFSIFVDDFKNKSGAILIFDSETDEIVGFSTVVVQHFYLNGKDYTVLFSGDTVIL
                     
KKFWGTRTLQSTMLKLMIKLRIKYPFNELYWLLISKGYKTYLLLANNYYVYYPNIKDE
                     
NQHLSEVVEHYCEKFFGEYYDKEAGLLNFGDDYQPLKGEVAPITAEMREKNPNIHFFE
                     
QKNPTWRAGTELPCIGRLGWKDIARFPVKLMTKPTSKGKFEAQLSHKTKRREAIQ"
     gene            complement(369547..371094)
                     /gene="emrB_1"
                     /locus_tag="DSM_00348"
     CDS             complement(369547..371094)
                     /gene="emrB_1"
                     /locus_tag="DSM_00348"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AEJ0"
                     /codon_start=1
                     /transl_table=11
                     /product="Multidrug export protein EmrB"
                     
/translation="MNKHVEAEWRFPAKTAWAIFAAMIFGNFMAILDIQIVASSLNEV
                     
QAGMSASRYEVTWVQTVYLIAEIIAIPMSSIVSRVLSTRVYYTMCAIGFTVSSLLCAL
                     
SWNLESLLVFRGIQGFMGGGMIPTSMMALYLLFPEPKRSLPLVMFGMISTLGPAIGPT
                     
IGGWLTNNFSWHWMFLINIIPGIIIATVIYSGPNIDRANYSLIKSMDWLSLVGMAMFL
                     
GGLEYFLDEGARHDWLADTGVRVAFMVCVVGGMIFFSRSFTQPKPLLDLSVFKNKNFT
                     
LSAITTFVIGMALYGLGYMIPVFLGQVREMNSSQIGHVMMVTGIVMFCFAPFLAWLIP
                     
NFDTRKTVFVGMILAGFGVWLNSHLSIHSDYDFMFWPQIYRGIGLMICLIVVSHLAMS
                     
TLPLSKVADASGIYNLMRNIGGAVGLALINSSLDWLTAMHVTQINQSMTPQNWIFTER
                     
LDQLTAQYQEIGANAQQIALSVIYRDIHFQALTSSFNDLLRMLAIIMFVTAFLTIFMD
                     RGKKMNM"



     gene            complement(371120..372181)
                     /gene="emrA_1"
                     /locus_tag="DSM_00349"
     CDS             complement(371120..372181)
                     /gene="emrA_1"
                     /locus_tag="DSM_00349"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P27303"
                     /codon_start=1
                     /transl_table=11
                     /product="Multidrug export protein EmrA"
                     
/translation="MDNVAQLETDTNFQSRKKITWGVFSVLLLFLVAGILYYFFVYRF
                     
YQSTDNAYVQADVTWVMPKISGEVMELLINDNQFVKKGETLAVLDHRDYQARYDQARS
                     
VVSLKEAALGVQQQNEKSAKSSIIEANSGVVAAQADLARLKKEFERYQDLLKDGVITR
                     
QNFEGIQSQYLTAQAQLSKAQAAVNAAEAQLGSLQASRAQLLADIQSANANLNLYQVD
                     
LASSKVVSPVSGKIGSLAIQKGSRVSPQTRLMAIIPENSLYVQANFKETQIEKMHIGQ
                     
KVKLKLDAYPSLNFTGKIESFSPASGATFSLMPPDNATGNFNKVVQRIPVRIAIDSSP
                     HIDLIKPGMSVSATVDLRT"
     gene            complement(372870..374273)
                     /gene="mdlY"
                     /locus_tag="DSM_00350"
     CDS             complement(372870..374273)
                     /gene="mdlY"
                     /locus_tag="DSM_00350"
                     /EC_number="3.5.1.86"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q84DC4"
                     /codon_start=1
                     /transl_table=11
                     /product="Mandelamide hydrolase"
                     
/translation="MNWGSTNFLTIGGPLYNPDHDHIAELLHDNEEFLACTWASSACK
                     
ASAIQQAQYWDEYLLSGKPCPALMGILIAVKDKIHVVGFTNSAGTPALADFKPQSSAP
                     
IIQKLIDHGAIIVGKTNMHELAFGVTGYNTAMHIEGVVGTRNAVNPLHIAGGSSSGSA
                     
AAVAAGMIPIAIGTDTGASIRLPSALNGCVGFRPTVGRYSQEGITPISHTRDTAGPIA
                     
HTVSDIILIDQLITQEPKKEPLQPHQIRLGINPYFWNHLNEEVHEQAHIALGLLKDAG
                     
VEIIPVEMPNLEELNHVISFPVAIYEGKYDLIQYLKDHHVNLTIETVVDQISSPDVQA
                     
IFKLNILPELTLDQTGQLVPVLPLYEKAISEARPQLLELYQNTFKTHNLHALLFPTSP
                     
IVAPLANEQVYSIETFQTLMRNTDPGSNIGIPGLSLPIGKGAKSKLPIGFEIDGLAHQ
                     DSVLPAIGIALKKFLRI"
     gene            complement(374685..375569)
                     /locus_tag="DSM_00351"



     CDS             complement(374685..375569)
                     /locus_tag="DSM_00351"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDHTICINSNSFPASCLDQGMILFEDAIQGVLQLYRDKDRFFFF
                     
LDSNNGGLFDFKISEDLTYEQFIEKCGDNDLQTFLYEIEDKSPALDYLNEEQLDKIVE
                     
YKFFVDNEPYHEQPDVFGLAWVISGILLSINTDKCWSNSEVIIRRLDEQTGVPVEDTL
                     
SLKNISTLDHGIEHFNLMNVQDIDELVQPNILSEILKNWYNNDLSRENKHRVLEKLKL
                     
ACERNFQGGEPLFKSLEDGFREIRFDAHNGGAIRILFKNIKDNSHALLVGFIKKSDSE
                     GYKTAKIQAADIFSRIKP"
     gene            complement(375571..375846)
                     /locus_tag="DSM_00352"
     CDS             complement(375571..375846)
                     /locus_tag="DSM_00352"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MGILLAYAASCGVQVIVETHSEHVMDGIRIAVKDQILNNNKVKF
                     HYLSKTNEGLTKLETPTMDEEGKINFWPDGFFDQTLKNRSKLAKRSR"
     gene            complement(375831..376646)
                     /locus_tag="DSM_00353"
     CDS             complement(375831..376646)
                     /locus_tag="DSM_00353"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIKQLEIKGYKSIVNQKIDFSNLTLLAGLNNSGKSSIIQSLRMY
                     
SAAYNGSSPLLGGHGNISDLRSDFVNANDSIDIKLSFEENIISSLCLGDHEILESPIK
                     
CPEFFYVGADRLGPQPFLPLNVALDAKPKVGDRGEYVFDFIKKLEESGYLLPEQMIHS
                     
LAQGKTFEFVLQGWLNEISPGVQFSFSTNRKADISHAEIDNFRPANVGFGLSYTLPII
                     
AATLGATALAPSYLLDDWLVQWEKHKKENGVLLVLENPEAIFTHKVKRQWGYY"
     gene            complement(376643..377875)
                     /locus_tag="DSM_00354"
     CDS             complement(376643..377875)
                     /locus_tag="DSM_00354"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MEESFPLDLKEELSESGEKIGIEAELEEDTIQPFDPQEISIQQR
                     
NVAMDVIIRRLRQGSIQLAPSFQRKEVWNSTRKCRLIESLMLKIPLPMFYVAADEEGN
                     
WEVVDGLQRLSTIRDFIIGNKDGVRLQLKNLEFLGSKYDGKTFAAIENDINEQKLVND
                     
IYETEMRFTVINPGTPEAVKRNIFKRINTGGMPLTSQEIRHALYEGKSSQLLQELTNS
                     
KEFLKTVGSKIDDSRMGASELILRLLSFMLIDRSFYKSGMDNWLSDTMRIINLFPNPK
                     
DIQLIKIFQNTEMPILKLQTIDEIKSKFELAMLRSAIIFDGHAFRKSLPGDTRKSPIN
                     
KSLFEIWGNILSELSNESFVKLEINKELLLKEYALLFKDLEFNNAISRHSSSSKGVMD
                     GFSRIKVLVEKIINGEES"
     gene            378230..378754
                     /gene="vsr"
                     /locus_tag="DSM_00355"
     CDS             378230..378754
                     /gene="vsr"
                     /locus_tag="DSM_00355"
                     /EC_number="3.1.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P09184"
                     /codon_start=1
                     /transl_table=11
                     /product="Very short patch repair protein"
                     
/translation="MVDIVDSATRSRMMSNIKGRNTKPELLIRSLLHAQGFRFRIHRK
                     
DLPGKPDIVLPKYKAIIFIHGCFWHGHQNCRLFKLPGSRTEFWEAKISKNQDNDLKTK
                     
ELLLNSGWRICTIWECAVRRSKKDPVALMNILTKWLSCSEQLLEIDEPMINKKREITL
                     PSSCEIGLSSTDSN"
     gene            complement(378755..380047)
                     /gene="hpaIIM"
                     /locus_tag="DSM_00356"
     CDS             complement(378755..380047)
                     /gene="hpaIIM"
                     /locus_tag="DSM_00356"
                     /EC_number="2.1.1.37"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P15446"
                     /codon_start=1
                     /transl_table=11
                     /product="Modification methylase HpaII"
                     
/translation="MKYVDLDSSYIRQKRNNMGLSLKEFALLLDMKENGERTVRGWES
                     
GEHVPTKAKWEQIIALPDKAPYRERPDQKHKFTFIDLFAGIGGIRLPFQQLKGKCVFS
                     
SEWDKFAQKTYAANFGELPSGDITQIRAADIPDHDILLGGFPCQAFSQAGKRQGFQDT
                     
RGTMFFEIQRILVEKRPKAFLLENVKQLQGHDKGRTLKTILEILRGEFDQELDLEVEL



                     
SDESKKALSEKLNYWVDVKVLRAADFGVPQNRERIFLVGFDKNYFGEECNFDQLFSWP
                     
VPPKKQTRLGDILEDVSKLKKSEDVYTISDRLWQGHQRRKEEHGIKGNGFGYTLYTGD
                     
SPYTNTLSARYYKDGSEILISQAEHGKNPRKLTPRECARLQGFPENYIVDAVSHGQIY
                     KQFGNSVCVKVIEAVAGQMVSCLDKAEKIVAEKQLKLF"
     gene            380121..381794
                     /gene="ydiS"
                     /locus_tag="DSM_00357"
     CDS             380121..381794
                     /gene="ydiS"
                     /locus_tag="DSM_00357"
                     /EC_number="3.1.21.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O34885"
                     /codon_start=1
                     /transl_table=11
                     /product="Type-2 restriction enzyme BsuMI component 
YdiS"
                     
/translation="MSNFILEDLDQLTKQCRIDYKNLPTKIDIPITPELKNLLIKKLG
                     
NGVEISEYSIEYTNDKNQYGIFPSKWFWVASVFYKLAQAYEPYSEILAHLKKIPEFNN
                     
EDFLKQYPFEHEPSSKTQEQLDFEKEALSFITSKDPLTAIQNFDLFKKFIYERSWWNQ
                     
GEVSTKKDKSSGKNFWRTNKDLFKSTLLTATQFIVSTSDKLTTIIYAVAEEPLILNKL
                     
QNIINNINAVNSVKASSGKPVENIIFYGAPGTGKSFAIEEKVKGHISIRTVFHPETQY
                     
SDFVGCLRPSMDDNGIEYSFKKGPFIEALLKALKDPEHHYYLIIEEINRAPAAAVFGE
                     
LFQLLDRDSNGESEYRIDINDKDLLNLLNKEHPGGFPDNKLYIPNNLSLYATMNSSDQ
                     
AVMPLDTAFKRRWKFEYMPLDFSTSPSGYFKINTESGEKTVSWSQFAQVVNLILSTLS
                     
IPEDRHLGPWFVNENEIFDQKNAKKTLTGKVLMYIWDDVLRHSERSALFNTDIKTFGS
                     LVKKIENNEIIFSENFLKVLEKEIEKTNAETQNENLKPEITEEEDTGEN"
     gene            381784..383046
                     /gene="ydjA_1"
                     /locus_tag="DSM_00358"
     CDS             381784..383046
                     /gene="ydjA_1"
                     /locus_tag="DSM_00358"
                     /EC_number="3.1.21.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O34303"
                     /codon_start=1
                     /transl_table=11
                     /product="Type-2 restriction enzyme BsuMI component 
YdjA"
                     
/translation="MKTSLKKNHFLLDRSLINELPSSIANYIQGQGLLSSFNGFGISF



                     
CGLVCYQGENYFFFPRQSDIEKIKTDPEQYTALLMQALFKFAQDSKTQVTSPEDGADE
                     
TGFEKLEMFKYLINDFQQHGIFKNEEVLLRKNSGKTDWKKTINRLVSFPDSSGRPVYL
                     
DVYGKQRTSTNSEITRIHAGILKQVYKNYGFIFTGKNKVPYSLKQYGETSLSTDAQIS
                     
VLKNEIRNHFADRQTLLLKTLIEYLEAYKGNEQKNQIIGVTRFHVAWEHMLSRCLDNV
                     
IDINSRLPKPVFIKPDGTAIPAKKSGMRTDIVIEDKAAKKLTILDAKYYEATTVENAP
                     
GWADLVKQFFYEKAISIMPEFSGYQFENALIFPGQKSAFDKIHMQNQKNGNYLDTDFP
                     IIKCIYIDPVDVMESYKNSGKLKDLFRS"
     gene            complement(383051..383662)
                     /locus_tag="DSM_00359"
     CDS             complement(383051..383662)
                     /locus_tag="DSM_00359"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSIFSESKILIEIIKIIAPFFLKTRQDINVYKELYSVEVEPSKK
                     
KNIENKTKDLIVQEATQSNKFDYESILKFNENYQAAKLGMYHFKFLSDQDKKSVLITY
                     
DENNHVDMIIGRITPQELKKRNFNALVFLLMGGAFWFTPIFVNLFFHKVITLNKEVLM
                     YYIPFLSFIIGTFFGYIFFIKVRTLLNYQYLLSHGVIKNLPYI"
     gene            complement(383789..384181)
                     /locus_tag="DSM_00360"
     CDS             complement(383789..384181)
                     /locus_tag="DSM_00360"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKNFDWDRWVGKNSFNKIWEKTPYLSTIRAIPTCFNDERTLVYL
                     
SSVDLDCDVQSIKDLEQILEHIVSAYKTKSSQVKTAQSALKLALYQSDFNVICSLLND
                     IKVTDDYAVFSKDYDYSFPDDLFENLIK"
     gene            complement(384242..384649)
                     /locus_tag="DSM_00361"
     CDS             complement(384242..384649)
                     /locus_tag="DSM_00361"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLGIKVIQYIIIVSFVMGIVMENKDKTWSFFNERIKFFFDSLRN
                     
LGISISVLIAAGYVERTGTLPSSAPSLEYIGCGLIIVSIINFIAGTFVYFPIPKDLGI
                     NKKIWMVQIVLLFYYVLILYILYKFQIHVNAKY"
     gene            complement(384690..384962)



                     /locus_tag="DSM_00362"
     CDS             complement(384690..384962)
                     /locus_tag="DSM_00362"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSESDPFRKTKSKTQCQIDDNEARAVQRLILDLMGQSEVMDEWM
                     DAIIDRYFRGQSWPEMVREDRSQSDARSDVKCGLAVLHCRYGFIGY"
     gene            complement(385176..385298)
                     /locus_tag="DSM_00363"
     CDS             complement(385176..385298)
                     /locus_tag="DSM_00363"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKLVAVLTVIVVLTGCVYDPVNYDKIHDQEFQDHLRQNG"
     gene            complement(385466..386743)
                     /locus_tag="DSM_00364"
     CDS             complement(385466..386743)
                     /locus_tag="DSM_00364"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTLADRVHSDHDIAPLEASKSYPDSIDKVLHFSGKARDIQDFEQ
                     
FLEQAQAANIQNLLLLTGDKLKEHHNGRDGQPRSRYLESVNAVMAAKQHGGFRIGVAF
                     
NPFKYVEAERDAQYLKLHKKIKAGADFIITQLGYDIEALKQTKSFLTKHDYSQQILAC
                     
VMPLTLGRANFMVKHKVAGIVITPHMLKVLAGEKQAGHTDRVYLRCALQILICKHLGF
                     
AGIHLSACHKPEEQMLLESYIEQYRHLNLKALEELWSSLWQVKTGKEFTPEIARFSRQ
                     
PTSKQIIKYRQLHVMHEALFGSKIAKGVGRFIFKASFWENSVVAKALLKTEVLSKHSL
                     
VGCESCGQCRLGDTLYICPETCPKGLANGPCGGTNLDRCEFGDRECIHSVKARLAKAV
                     KQTEILKEKLIPTVPLETRGTSSWKNWYLATEA"
     gene            complement(386934..387701)
                     /locus_tag="DSM_00365"
     CDS             complement(386934..387701)
                     /locus_tag="DSM_00365"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTIQTEQEFLASYDRRDYDAPLLTVDMAIFSVFNGQLQVLLIKR
                     
PNFPAKGQWALPGGFADLKHDQDLMATAYRKLVEKTGISSPYLEQVASVGNAKRDPRG



                     
WAVTILYFALIDFNAYQHQALAEYSEWVPVAKAQDLALAFDHNELLSLALERLTNKTR
                     
YTALPASLMPELFTLTELQTIYEIILGQSLDKKAFRRRMIEAGAVEETNHSKIVGKRP
                     AQLYRYALDSFDFIFPRSLELPRNKEGEDKQNNELSD"
     gene            complement(387762..389255)
                     /locus_tag="DSM_00366"
     CDS             complement(387762..389255)
                     /locus_tag="DSM_00366"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTIKLNPLNAIDFYKADHRRQYPAGTEYVYANFTPRSSRLAKML
                     
PDFDDKVVFFGLQGFIKHFLIDTWNEGFFKQPKDKVVAAYKRRMDSSLGEGAVPVDHI
                     
EALHDLGYLPLRIKALPEGSRVNMRVPVLTVINTDPRFFWLTNYIETVLSAELWKSCT
                     
TATIAYEYKRLLTQYAVKTGAPLDFVPVQGHDFSSRGMSGIYDAAQSGVGHLISFIGT
                     
DSVASIDYAEEYYNATGVIGVSVPATEHSVMCMGTEDSELETFKRLICELYPSGVVSI
                     
VSDTWDFWRVITEFTVALKPEILARQPNALGLAKLVFRPDSGDPVKIICGDPDAEVGS
                     
PAYKGAVECLWEVFGGTTTDQGYKVLNERVGLIYGDSITLDRAQRILEGLEAKGFASN
                     
NLVFGIGSFTYNYLTRDTFGFAVKATWGQVNGVGRELFKDPITDSGVKKSAKGLLRIE
                     ESENGFTLFDEQTAEQEQGGALKTVFENGKLQYECTLDQIRERLSIA"
     gene            complement(389267..390151)
                     /gene="prs2"
                     /locus_tag="DSM_00367"
     CDS             complement(389267..390151)
                     /gene="prs2"
                     /locus_tag="DSM_00367"
                     /EC_number="2.7.6.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q5XC85"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative ribose-phosphate 
pyrophosphokinase 2"
                     
/translation="MAIQLLDAARNEIPVKFTQFSGGERHVQIDETTLGSLSGKVLVR
                     
AKMASSHDVMDYLLLENILLTQGLTIDLEVPYFPYARQDRICAVGQAFSLDVMTRLLN
                     
INADKKAGKQGKITVWDCHSEVTAALLAANTSFSEVVNISSVDIIAKSEALSTLLKDE
                     
KTVLVCPDKGAKARTQMVADAFNSERKQPITIVHCDKKRDPITGKILGTYVHATDLSG
                     
LTAVITDDICDGGATFIGIAKELRRLNCHKVVLYVTHGIFSKGIEVFDGLLDQLFTSD
                     SFPQQPSDKISVIAFAAE"
     gene            complement(390333..391136)



                     /locus_tag="DSM_00368"
     CDS             complement(390333..391136)
                     /locus_tag="DSM_00368"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLYELFLFGLLSGITTWLFGFGGGFVAVPLLYTVIIQKWSNESN
                     
IGIHAMQIAVATSAFVMLCSASFAVFRHYRSGHIDWQKIRFLWGGIALGGIVGAVMAS
                     
LFNGNWLRWIFMGYVFITILDCYYRPGFIVTLRQKQHYGQNSELIKGGIIGWVAALLG
                     
VGGSVMTVPLLRRRGSSMAEAAAIANILTLPLSLTATLTYCVLSIWQSTPNGFIGLIW
                     FEAALFLVAGTWIGLYFSEKFISKLPDLWRAKLYPLLLIIVLLVMLFVN"
     gene            391235..392023
                     /gene="nimR_1"
                     /locus_tag="DSM_00369"
     CDS             391235..392023
                     /gene="nimR_1"
                     /locus_tag="DSM_00369"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76241"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator NimR"
                     
/translation="MRNIPINEVDHLPQAVLALGSDYPADTLLDTHSHRRAQFLYAPE
                     
GLMKVETEDGQWLVLPYSGVWIPAGKPHQVWLSKVSTYSLYIEVSNAPRQANYCEVIQ
                     
VSPLLHQLLIQANKLSIDYSRSGRDSALIDLLLYELEAAPALPLFIPLPNNTLLSKQC
                     
AEFMERPDIHSSPKDWANDHNKSERTFHRWFKSETGMSFQAWRNRVCIIYALNALKEN
                     ISITEIAFSLGYEHSAAFTAMFSKIMGYPPTHFQKRFHAYDKTL"
     gene            complement(392018..392509)
                     /locus_tag="DSM_00370"
     CDS             complement(392018..392509)
                     /locus_tag="DSM_00370"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNMLNYQLIDKSDYVSAVEFALYTRQLLFPEIYHGQVPKDLQNF
                     
EQHYVHDPLGCFITVKDQNRIIGTIAYRAYDHRFDLNLPSNTVEVVKLFVLPEYRRKG
                     
IATQLCDMLFSHAKNSEITTLYLHTHPFLPAAEEFWTLQGFEVIQREWIETYDTIHMS
                     KSL"
     gene            complement(392506..393270)
                     /gene="fecE"
                     /locus_tag="DSM_00371"
     CDS             complement(392506..393270)



                     /gene="fecE"
                     /locus_tag="DSM_00371"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P15031"
                     /codon_start=1
                     /transl_table=11
                     /product="Fe(3+) dicitrate transport ATP-binding 
protein
                     FecE"
                     
/translation="MIQIDQLNYAYGHKQVLKNIHLEFPENQFSVILGRNGCGKSTLF
                     
KLMAGLEPVKDGLIRYSGKPLSDFKGKDRAALLGFLPQFHKTVFPFLVKDVVITGRAA
                     
FSRYRPSKSDWERVDQALFDLDIEHLRDRPYTELSGGERQLVMIARILVQAPKVILLD
                     
EPTNHLDVYYQSYLMKKLRQLSRQNFTVIAIMHDPNLAFLFADHLFFMRQHEVVKPES
                     KTRITDPKFLKSVYDVEFHEAMIQDKTIVIPDHSWL"
     gene            complement(393267..394232)
                     /locus_tag="DSM_00372"
     CDS             complement(393267..394232)
                     /locus_tag="DSM_00372"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q57130"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter permease protein"
                     
/translation="MIFISLLIGPTQTLSAWDYLRWGVQAIFGTPYFDAEQFRLMQNI
                     
LVNVRLPRILLTFMVGAALATAGNGLQALFRNPLVDSYVLGISSGAAFGAALALSLSW
                     
LSPNLSAFIFGVCAVGLTYLFAHQKHESQTSLVMVILSGMIVSGLFLAGLTVIQYLSD
                     
PFKLQAIVQWTMGNLHQASWQKVQYAVLPICIGLAGLFAMRWRLNLMALGAEEAQAVG
                     
VNPRWEQLLLIALVTVCTSTSVAAAGIISLYGLFMPHIVRMLVGPDHRYSIPANMVLG
                     GSFLLLIDNFSRVLLTFEIPIGIFTMLLGAPFFLLLMKTQRTHWA"
     gene            complement(394280..395299)
                     /gene="yclQ"
                     /locus_tag="DSM_00373"
     CDS             complement(394280..395299)
                     /gene="yclQ"
                     /locus_tag="DSM_00373"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P94421"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter solute-binding 
protein
                     YclQ"
                     
/translation="MKLLASLLTLLILCACSSSEQNRKTQENSTSHSICVFDSTNIKV
                     
CVAKPAQRIVSLFESGLDSLYMLGQGDKVIGIPAEVYIQPLLFNAYSKIDKRIANKQL



                     
AAPSQGANATKIESLVLLKPDLVIVGSGQTQTIELLRQFGIAVYVMESGTYKQVKEEL
                     
SEIAILSGAQKRAQEILNFSDEMVAEVAAKTARQPNKQSIYYAWSGGRIFSTSGRESI
                     
TNDFIELAGAYNIVQTAANQPNVNPETLIEWNPDNIVLWNTNPKLIYERKELQGLSAV
                     
QDRKVFNLSPAFIYNPHTIKIIITAIYLNHSIYPEQSDLPVSALQQRILTKLYGEQLA
                     EALVQ"
     gene            complement(395729..396781)
                     /gene="adhA"
                     /locus_tag="DSM_00374"
     CDS             complement(395729..396781)
                     /gene="adhA"
                     /locus_tag="DSM_00374"
                     /EC_number="1.1.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:C0SPA5"
                     /codon_start=1
                     /transl_table=11
                     /product="putative formaldehyde dehydrogenase AdhA"
                     
/translation="MTTEVLGYAALSSETPLVPFKFERRTPREDDVVIQIEYCGVCHS
                     
DLHQAKNDWGFSAYPLVPGHEIVGRVTSIGPKVTKYKVGDLVGIGCMVDSCRTCSACH
                     
SGLEQYCEEGNIQTYGGVDRHDQRPTYGGYSQSITCSQDFVLKVPENLDAQAVPPLLC
                     
AGITTWSPLRHWNVGKGSKVAVVGLGGLGHMAIKLANALGAEVTLFTRSANKEQDAKQ
                     
LGAHHVVLSTDENQMKSVLNQFDLIVDTVPYNHDLKPYIPTLALNGTIVLVGYLGEIS
                     
ANSVPMILGRKSIAGSVIGGIKETQELLDFCGEHNIVSEVEMINMQNINEAFERMLKS
                     DVKYRFVIDMKTLSED"
     gene            complement(396837..397475)
                     /locus_tag="DSM_00375"
     CDS             complement(396837..397475)
                     /locus_tag="DSM_00375"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQNSLSEQQQAIIPIAAYAANGDLAKLSQSLKDGLDLGLTIAEI
                     
KEVLVQTYAYAGFPRSLNALTTFMQVLEQRKESGIRDIEGKTNSTLPKDYQALLQGTQ
                     
NQTQLVGQPVKGALFEFAPAIDEYLKAHLFGDIFSRDVLNWQDREIATLSMLSALEGV
                     
DSQLQSHLNIAKTQGVSSHQFENIQKILAEKVSLQVGQRFQNVLTSFHNQSL"
     gene            complement(397588..398082)
                     /locus_tag="DSM_00376"
     CDS             complement(397588..398082)
                     /locus_tag="DSM_00376"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNVKAVTFVTSLFISMGVPAMDKKSVTAFQTVKKANQQQVITGL
                     
DNIFTGQVAIKPLTDVTDSINASSAYVSFNANARSFWHTHPKGQYLIVTEGEGLVQEW
                     
GKPAEKISVGDVIYCPPGVKHWHGASGNSAMTHLALTATDEHGKNVDWLEPVSDEQYK
                     EAGH"
     gene            398291..399175
                     /gene="exsA"
                     /locus_tag="DSM_00377"
     CDS             398291..399175
                     /gene="exsA"
                     /locus_tag="DSM_00377"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P26993"
                     /codon_start=1
                     /transl_table=11
                     /product="Exoenzyme S synthesis regulatory protein 
ExsA"
                     
/translation="MANRSNHNQELAQLVDQWTREKGTFETAITGLTLYRAETLTKPS
                     
SSMMDASLCMIAQGKKQVILSEETYTYDSNHFLFTAIDLPVIAQVLEASVEQPYLSIV
                     
LRLDPYLLAQIMLEAHIPFKDVNTEKKGMAVGVVNSELNDAFIRLIKLLDTPQDIPIL
                     
SPLIIKEIFYRLLMSPQGDRLKRIVAAGTTGHRIVKAIEWLKTNFAKPFSIEELASTM
                     
GMSASSFHQHFRDITSMSPLQYQKRMRLTEARRLLMTEEYDISSTSMQVGYESLSQFS
                     REYKRFFGVSPSVDIKNI"
     gene            complement(399271..400143)
                     /gene="glxR_1"
                     /locus_tag="DSM_00378"
     CDS             complement(399271..400143)
                     /gene="glxR_1"
                     /locus_tag="DSM_00378"
                     /EC_number="1.1.1.60"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77161"
                     /codon_start=1
                     /transl_table=11
                     /product="2-hydroxy-3-oxopropionate reductase"
                     
/translation="MARIGFVGTGIMGMPMAMNLLKAGHQVKVWNRTSSKAESLKEAG
                     
AHVCSELEQVGKDVEFLICMLSDGKTCNEILFQERGAISQLKPESTVIVMSSIPVEFA
                     
KTQSEKCKERGLRYLDAPVSGGEKGAQNASLAIMVGGDAQTFSHAEYVLSAMGRPILV
                     
GDAGCGMLAKLVNQMIVASTIATVSEGLLLASKAGADPIKLKQALTGGFADSPILQQH
                     
GERMLNRDFKPGGTARNQHKDIHTAVSYAKSLELNLPIAQKVSQLFENMLAAGDGELD



                     HSGLIRELERMNHV"
     gene            complement(400143..401519)
                     /gene="ttuB_1"
                     /locus_tag="DSM_00379"
     CDS             complement(400143..401519)
                     /gene="ttuB_1"
                     /locus_tag="DSM_00379"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q44470"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative tartrate transporter"
                     
/translation="MEDIKNVTALEEQTIKRISSRIIPFLIILFIMAFLDRTNIGFAA
                     
LHMNDAIGITQTIFGLGAGVFFLGYFIAEVPSNVLLHRFGARIWIARIMITWGIIAGL
                     
MGFIHSGTQFIILRFLLGIAEAGFFPGVIFYLTLWFPAKYRARVFATFYLGLPIAQII
                     
GAPISVGLMQWGNTIGYEGWRLMYVLEGIPSIILGLICLKYLTNNPKEAQWLTAEQRQ
                     
WLMNTLEREEREKEQSADAALTKGELIKQVFKNPLVWIMAIVYFGITSGSNAMFFFLP
                     
SVLESFRNTFGMQISLIQNGLLTAIPYAFAAVGMVLWSRRSDRKQERYKHGACAALMA
                     
ALAIAIALIVNQPWAIIVGFILLAIGVFSAINIFWTIPGQTLTGVGAAAGIGLINSVG
                     
NLSGFTGPYLTGYLYTSTGTYTVAFLAIAGFVAMGGLGLLLLAKLKSDSLKVEQQRLK
                     VRTATEMK"
     gene            complement(401553..402524)
                     /gene="denD"
                     /locus_tag="DSM_00380"
     CDS             complement(401553..402524)
                     /gene="denD"
                     /locus_tag="DSM_00380"
                     /EC_number="1.1.1.410"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q0KBD2"
                     /codon_start=1
                     /transl_table=11
                     /product="D-erythronate dehydrogenase"
                     
/translation="MNVLITGGTGFIGKQIAKEILKTGSLTLDGKQAKPIDKIILFDA
                     
FVGDDLPQDPKIEVVIGDITDKTTVANITEKIDVVWHLAAVVSSAAEADFDLGMDVNL
                     
YGLLNLLEELRKKQTMPRVIFASGCAVFGGQLPEVVTDDTVVTPKSSYGMQKAVGELL
                     
VSDYSRKGFIDGRVLRLPTIVVRPGKPNKAASTFFSSIIREPLKGETAVCPVPPDTPV
                     
FITSPRRCVESMIKAASISSEALQDNRIIPLPGLTVTVKQMLEALEKVAGKQATDLVQ
                     WQEDKTIQRIVQSWPVQVKAEYAESLGFQADENFESIIQAHIEDTQN"
     gene            complement(402735..403670)
                     /gene="gbpR"
                     /locus_tag="DSM_00381"



     CDS             complement(402735..403670)
                     /gene="gbpR"
                     /locus_tag="DSM_00381"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P52661"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator GbpR"
                     
/translation="MADLTYSSLNNWLKFKHLVLLETLARTNNMHLAAEQMNLSQPAV
                     
SKMLKEIEGLLGFQVFERLPRNMPVTALGEHVIRYAQRVLNDAKHFVEDIEILRLGGH
                     
GFLKVGGIFAATAVVIPNSIIEIKKQWPLLSIDVVEQTSDHLMEMLSEHTLDLAIGRF
                     
TDVTQSQFFDFQPLGPEPFCIVVNNAHPCAQKKFCTLEELLKWPWVLYPKGTPIRERM
                     
EGAFARAKVKIPLNTVNTMSMQTFLQILKGAPMVGMLPEAMVIDQVKEGQLQILETDL
                     ILDAQDYGILTRKDEPVSDIAAAFINILLKNAKRK"
     gene            403782..404957
                     /locus_tag="DSM_00382"
     CDS             403782..404957
                     /locus_tag="DSM_00382"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNFTLNSQNSLPDDATQGCLIGRAWIPNQISGPSPIILRGNQVF
                     
DISEKFHTISELLESADPLKALSEIEGRPVGSIDELFANTIAEPDTNKAYFLAPIDLQ
                     
VIKAAGVTFAASMLERVIEEQAGGDAQKAQSIREVVQGVIGDNLKTIEPGSEKALQLK
                     
EYLIEQKMWSQYLEVGIGTDAEIFTKAPVLAAVGTGQNIGIHPKSEWNNPEPEVVLVA
                     
NSQGKILGATLGNDVNLRDFEGRSALLLSKAKDNNASCAIGPFIRLFDHTFTLNDIRT
                     
CDVELQIQGTDNFVLNGVSSMSQISRDPEDLIQQTFNENHQYPDGFVLFLGTLFAPTQ
                     
DREQAGAGFTHKVGDVVRIHSPKLGTLYNTVMTSDKATPWNFGINALMRNLKQRELL"
     gene            405046..406833
                     /gene="araC_1"
                     /locus_tag="DSM_00383"
     CDS             405046..406833
                     /gene="araC_1"
                     /locus_tag="DSM_00383"
                     /EC_number="4.2.1.25"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q1JUQ1"
                     /codon_start=1
                     /transl_table=11
                     /product="L-arabonate dehydratase"
                     
/translation="MNDQNKRIFLRSQEWFDDPEHADMTALYVERYMNYGLTRAELQS



                     
GRPIIGIAQTGSDLTPCNRHHKELAERVKAGIRDAGGIPMEFPVHPIAEQTRRPTAAL
                     
DRNLAYLGLVEILHGYPLDGVVLTTGCDKTTPACLMAAATTDIPAIVLSGGPMLDGHF
                     
KGELIGSGTVLWHARNLLATGEIDYEGFMEMTTSASPSVGHCNTMGTALSMNALAEAL
                     
GMSLPTCASIPAPYRERGQMAYMTGKRICEMVLEDLRPSKIMTKQSFENAIAVASALG
                     
ASSNCPPHLIAIARHMGIELSLEDWQRVGENIPLIVNCMPAGKYLGEGFHRAGGVPAV
                     
LHELQKAGVLHEDCASVSGKTIGEIAKNAKTSNADVIFPYEQPLKHGAGFIVLSGNFF
                     
DSAIMKMSVVGEAFKKTYLSDPNNENSFEARAIVFEGPEDYHARINDPALNIDEHCIL
                     
VIRGAGTVGYPGSAEVVNMAPPAELIKKGIDSLPCLGDGRQSGTSASPSILNMSPEAA
                     
VGGGIALLKTNDRLRIDLNKRSVNVLISDEELEQRRREWKPTVSPSQTPWQEMYRNMV
                     GQLSTGGCLEPATLYMRVVNQDNLPRHSH"
     gene            406850..408427
                     /locus_tag="DSM_00384"
     CDS             406850..408427
                     /locus_tag="DSM_00384"
                     /EC_number="1.2.1.26"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q6FFQ0"
                     /codon_start=1
                     /transl_table=11
                     /product="Alpha-ketoglutaric semialdehyde 
dehydrogenase"
                     
/translation="MTIIGHNFIGGSRSAQSSTLLKSINATTGEALPYEFHHATEQEV
                     
NQACEAASQAFKTYRHTSPEQRAVFLENIADELDALGTDFLEIVSQETALPFARLQGE
                     
RARTSGQMRLFAKVLRRGDFLGARIDTALPERQPLPRPDLRQIKIGVGPVAVFGASNF
                     
PLAFSTAGGDTASALAAGCSVVVKAHSGHMATADFVAQAIERAVEKSNMPKGVFNMIY
                     
GNGVGEPLVKHPLIQAVGFTGSLRGGRALCDMAAARPQPIPVFAEMSSINPMLMLPDA
                     
LKNRGEKIAQDLADSVVLGCGQFCTNPGLILGIKSAEFSQLISNLTDIMGAKPAQTML
                     
NAGTLKSYTAGLEHLTQHQGIKHLAGNTQQGNQAQPQLFKADVELLLAGDQLLQEEIF
                     
GPTTVIIEVEDKAQLIQALQSMNGQLTATLIADEADLTEFADVVPVLEEKAGRLLING
                     
YPTGVEVCDAMVHGGPYPATSDARGTSVGTLAIDRYLRPVCYQNYPQSLLPEALKDSN
                     PLQILRLVNGEMTKEAI"
     gene            complement(408505..409125)
                     /gene="bm3R1_1"
                     /locus_tag="DSM_00385"
     CDS             complement(408505..409125)
                     /gene="bm3R1_1"
                     /locus_tag="DSM_00385"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P43506"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional repressor Bm3R1"
                     
/translation="MSDCTKTNEKDQKILDAATKFFLIHGFSGTTTDMIQKEAGVSKA
                     
TMYGCFKNKEAMFAAVIERQCTNMQKQIMSVETKAKNLRSALTEIGKTYLCFILSHSG
                     
LAFFRVCIAEAVRFPELSGKFFEVGPQRLANIIAGYLEKSVKQGEIELTSSSEVAAHI
                     FLSLLRSDAHLKCLTHPDYLISADEISTWVEYAVDLFLKNINYKLN"
     gene            409292..410869
                     /gene="emrY_1"
                     /locus_tag="DSM_00386"
     CDS             409292..410869
                     /gene="emrY_1"
                     /locus_tag="DSM_00386"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P52600"
                     /codon_start=1
                     /transl_table=11
                     /product="putative multidrug resistance protein 
EmrY"
                     
/translation="MNIRPLIGLAGAIFAAMTVEFNNRISSITLVDIRGEMGISVDSG
                     
YWVSSIYASAMIIGMILSTSWAVIFSMRRVLLFAIGLCLFSSVLIPFSPNIEIFYLLR
                     
GLQGLANGLTIPLLMACALRFLGPEIRLWGLACYALTATFFPNLSAALAAFYLDVIGW
                     
KMIFFQTIPFCALSAALVYFGIPQDPLNYSRIKTYDWTGAILAIIGLASLSTMLLHGN
                     
HLDWFHSKLICVLALMSAITLPLFLIHEWRYPTPLIKPQMLEIRNFGYAVIALFCFVV
                     
IGMSTSTLPLNYLSAVHGYKPTQTMWIGLQIAALQFIYIPIVIKVLNQAWVDSRYVHG
                     
FGLLLVMVGCLGASQLDTTWNQDQFYFWHAISCLGQTCVVLSLLMMGTNSVHPTMAIY
                     
ASPMINTPRAISGVLGVCLLDWVNRVRGEYHSTRLIENTAQHVFQNIQGPVINPLTPP
                     
VLSADGTERVSGGLSALNSAIQAQQSVLVISDQYLILAGLTAILFIVMLILPVRTYPP
                     RIALIKLMNSHNSGKSL"
     gene            410866..411951
                     /gene="emrA_2"
                     /locus_tag="DSM_00387"
     CDS             410866..411951
                     /gene="emrA_2"
                     /locus_tag="DSM_00387"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P27303"
                     /codon_start=1
                     /transl_table=11
                     /product="Multidrug export protein EmrA"



                     
/translation="MSTLEAQDHSMTEPPKLTKMQYLKKHWVMVIAFIVVLVSILWIL
                     
KVIFLPSSIVKTDDARVDVEYSTIAPKVSGNIEEIYIKDHQTVKKGQLLARIDARDYQ
                     
AALAEAESNYAKAQADLNEAMLAVERQPTVIRETEAQLRKVEAGIKLTKDNTARYEQL
                     
QALGAESRLITQQSKTTLTEQYADLDSSKEKVIDAQYQLNQYKIQVQAKQAALKQAQA
                     
ALDKAKLNLSYTEIRAPIDGMIGQKSANVGNFVGAGNPLMVVVPLDQVYVEANFREIE
                     
LKQIKIGQPVTVYVDAYNVELKGVVDSFSPSTGAFFSPISATNATGNFTKIVQRLPLR
                     IKLLENQPDIKLLRPGLSVVVSVDTTK"
     gene            complement(412051..412509)
                     /locus_tag="DSM_00388"
     CDS             complement(412051..412509)
                     /locus_tag="DSM_00388"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIILMILLAVIGGALLSVQAAINGQLGAKVGVFRSAFLTFSVGA
                     
LITALLIFYFEPKQALTLLDVPKWQLLGAMCGVPYIVIMVLAVQRIGAAVATVAVIFG
                     QLLMSILIDNFGWFGNETLPFSPYRLGALICLGIALYFIYSSSKDKKVEG"
     gene            complement(412519..412953)
                     /locus_tag="DSM_00389"
     CDS             complement(412519..412953)
                     /locus_tag="DSM_00389"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQILLLLLTILGGMGLSVEAGLLGPLGKEVGELWATFSIFGVGA
                     
ALTFLLMLFFSPRNSPSFFTLPSWQLLGGVLGPAYVIILTITTPIIGIAMTMIGILAG
                     QVSKSLIIDHYGLLGTPHRKVDRKRVVALIFIVAALILVAKA"
     gene            413053..413985
                     /gene="dmlR_1"
                     /locus_tag="DSM_00390"
     CDS             413053..413985
                     /gene="dmlR_1"
                     /locus_tag="DSM_00390"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76250"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator DmlR"
                     
/translation="MDLTNSIDIRTLRFFISVYNAQNFSNVARKEDVSASMISRTIQQ
                     
LEDALGQQLFYRNTRAITPTESGKLFFEYAKRITEQFDEAQKALQDKTIEPSGLVRIN



                     
APVFFGQRHIAPWLAGLSERYPRLLIELIQTDEFIDPLRESTDLIFRIGALTDSSFHA
                     
RIFGTQKYHLAASPQYVAKYGTLDHPTELNQHKCLVYKGFEGPNRWLVRKPNEEWVHY
                     
PITPLLSSNNAESLMTAALHGMGIVLFPDWLIGEALKKGDLIKLLPEYEVAIKSHPQH
                     IAAIYPNVRHPPLNIRAVIDYFAEIYGDTPYWQN"
     gene            complement(414086..415429)
                     /gene="sauU"
                     /locus_tag="DSM_00391"
     CDS             complement(414086..415429)
                     /gene="sauU"
                     /locus_tag="DSM_00391"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q0K843"
                     /codon_start=1
                     /transl_table=11
                     /product="putative sulfoacetate transporter SauU"
                     
/translation="MSLKKVHRHSWVSLVICWIIWVVVAYDRELIFRAANMICNEFNL
                     
SPTQWGYTIAAITLSLAVLSIPVAALSDKHASGWKRGIFQWPLVIGFTFISLLSGITS
                     
LSSSFYKFVTLRIMVSLGCGVAEPVGVSNTAEWWPKEHRGFAIGAHHSGYPVGALLSG
                     
VAMATIITYFGPQNWRYAFFLGIIFAVPALTFWAIYSTRKRYSEFHQSCVDNQFTPPT
                     
DFVHDEGEEKTSTHSTWERLKQTLSSRGIVFTAASTLITHVVYIGFLTIFPAFLYNIV
                     
GLDLAKSAGLSAVFTITGMMGQIIWPTLSDKIGRRLTLILCGCWMAVSIASFCLTSGV
                     
VSVIAIQLFFGLSANAIWPIFYATASDYAPAGAIGTANSLITVAQYVGGAVAPIIMGY
                     
LLTSFGGWHSHQGYIWCFLLMSCCAFIGVILQIILGYLIKKEKSEQVDNLSLSAN"
     gene            415726..416604
                     /locus_tag="DSM_00392"
     CDS             415726..416604
                     /locus_tag="DSM_00392"
                     /EC_number="3.1.1.99"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0DOV6"
                     /codon_start=1
                     /transl_table=11
                     /product="6-deoxy-6-sulfogluconolactonase"
                     
/translation="MEIKVLVDVKTKLGECPTWDAVRQRLFWVDIVDGRLFCCDEFGG
                     
NIRAWEVHKKIGSFALQENYNGAIVALEDGLYQLDFDTGNLKFICNPEPDLPQNRLND
                     
GRVDRQGRFVFGSMNRLEDGNTASLYRLDADYKIEKLENNINTSNSICWSPDGTKLYF
                     
ADTWQGEIWSYDYDLETGQISNKTIFCKIDTSDGGSADGSTVDREGYLWNAKVYSGQL
                     
VRYRPDGKIDRIIEMPVKKITSAVFGGKNLDVLFVTSMSQPPLPRFPDDNQLRGSVFA
                     IYGLGIQGIADARFMG"



     gene            complement(416698..417429)
                     /gene="yvoA_2"
                     /locus_tag="DSM_00393"
     CDS             complement(416698..417429)
                     /gene="yvoA_2"
                     /locus_tag="DSM_00393"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O34817"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional repressor YvoA"
                     
/translation="MLDETAFKNFKLPRYEKVRWELQKLLIQSKWTVEEPIPSEQELA
                     
QMYSVSVGTVRKAVEGLVEEGLLVKQQGKGTFLKQPNFENSLIRFFRLRNKKGEFIQP
                     
QGQIKKVEVCDAIPEVNAELGLEHIEKLLYIERVRKHEDVVVLSERIWLPERLFKNLE
                     
EIPIAEFGNLLYPFYYQHCGQFISSATERLTFEKNIKDSYLNNHLEDPLVKVCRIAKN
                     LEGVAVEYRESYGLADNFHYEITIN"
     gene            417541..418830
                     /locus_tag="DSM_00394"
     CDS             417541..418830
                     /locus_tag="DSM_00394"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTALMLMALAVSIGLGYKTKINIGFFTIAFAYLIGCFGMGLKPS
                     
EVIELWPVKIFFIILSVTLFYNFALANGALEKLASHLLYKCRKFPQFLPLAIFFAATI
                     
IAGLGAGFYTVLAFMAPITLLLCKKTNMNMIIGGMAANYGALAGANFMTSQSGIIFRS
                     
LMENTGISSQTAFSYSSGIFVLTLIIPIAVLGIYTLWNRKSNSIVIEDQKPEPFDKKQ
                     
KQSIFLIILMMSIVLVFPILHLVFPDVKTISFLNSKIDIAFLAITFSLISLLMKLADE
                     
KKVIALVPWGTLIMICGVGMLIALGVKLGIITTLSEWLANNVPVWVIPVLLCLISAIM
                     
SVFSSTLGVVAPTLFPIVPALALTSGLNPLVLFICIVVGAQSTAISPFSSGGSLIMAS
                     APADIDKTKFFNQLLFKAIPVGVIAALIAIFALKFVM"
     gene            418838..419650
                     /locus_tag="DSM_00395"
     CDS             418838..419650
                     /locus_tag="DSM_00395"
                     /EC_number="3.1.1.92"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A6XIG6"
                     /codon_start=1
                     /transl_table=11
                     /product="4-sulfomuconolactone hydrolase"
                     
/translation="MNCIDTHAHVFSTQDHSIETARYAPDYEATVQSFISHLDEHNFT



                     
HGVLVQPSFLGTNNQAMLNAIQQYPERLKGIAVVQHTTTFDELVNLKAQGIVGVRLNL
                     
FGLNPPALNTPDWQKFLRNVESLNWQIEIHAPPKYLVQLLPQLDEYSFDVVIDHFGRV
                     
DPVKGIEDPDYQKFLSLLNVKQHWIKVSGFYRLGTTPNNINTARQAYNIVKEKGFLHK
                     
LIWGSDWPHTQHESLITYEDAIKAFKHIVFDKHEQCLILNQNPTELFGFSRT"
     gene            419660..421000
                     /gene="ttuB_2"
                     /locus_tag="DSM_00396"
     CDS             419660..421000
                     /gene="ttuB_2"
                     /locus_tag="DSM_00396"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q44470"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative tartrate transporter"
                     
/translation="MKNDISISEVEKSTIRKLSFRILPFLILCYFIAYIDRVNIGFAA
                     
LTMNQEIGLTATAFGFGATLFFIAYVIFEIPSNMAMEKLGARIWIARIMITWGIVGCC
                     
TAFITGPISYAISRFLLGAAEAGFFPGVLLYLTLWFPKRYMARIVAVFMVAIPLSNFI
                     
GSPLSALLLGLHGLLGLSGWQVLLILEALPAILLGLLCLVWLPNTANNVKWLNQEEKD
                     
WLSSTLTFEKNQLLNSEKQDSAEQKKSKFKLLITNKYLWFFAIIYAGSSATSNILSLW
                     
MPQILKAFHLTAMQTGLLNMIPFGLAAAFMIVWGVHADKSGNKSLNTAIPLFVTSFGL
                     
LLTIFTSSLTLSLLLFSLVLMGNYAIKGPFWALVSERLPPTLVAVGIAAVNTIAHIGT
                     
GLMNSIMGIVKDYSGSFPISLLPLCMLTFTGAMIALYLGRKPTLPKAQKVQKLV"
     gene            complement(421195..421335)
                     /locus_tag="DSM_00397"
     CDS             complement(421195..421335)
                     /locus_tag="DSM_00397"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKLLALVSMGVAASYWYKTIKDSKPTLLKPNFDEIVKNFVIAEF
                     KV"
     gene            complement(422113..422409)
                     /locus_tag="DSM_00398"
     CDS             complement(422113..422409)
                     /locus_tag="DSM_00398"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MINKFNVDQIDYMLNFQEAKYHHLGWLWDAIDSLERNIGLPVSL
                     
INNFALKKEFFFNMLRKLILENKLKLARNNKILDDEISGVLSEFSLIFPISEES"
     gene            complement(422409..422828)
                     /locus_tag="DSM_00399"
     CDS             complement(422409..422828)
                     /locus_tag="DSM_00399"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFNLIDKHFNELMKSPKFQALDGIWLSISRLGNDLEFYEIVDNN
                     
FDLKKTIFFYILEKLMKNGDLLLAKSENDEILYDMPISEQLEWFKLSFPQSERHAEEL
                     GVVDVGTWLVVYDKDFCPLRPVWVYTLKNGEKHLEWA"
     gene            complement(422840..429025)
                     /gene="cdiA2_1"
                     /locus_tag="DSM_00400"
     CDS             complement(422840..429025)
                     /gene="cdiA2_1"
                     /locus_tag="DSM_00400"
                     /EC_number="3.1.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:I1WVY3"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA nuclease CdiA-2"
                     
/translation="MNKNSYRIIYSKARQMFVAVAENVRSQTKTSGQSEVSTQSNIDK
                     
TESQAFHQLWQVKALVASISLWMPLAPVYAGIVADSAANAANRAVIGAGKNSAGTVVP
                     
VVNIQTPKNGISHNIYKQFDVLAEGAVLNNSRQGATTKTVGNVAANPFLATGEARVIL
                     
NEVNSSAASRFEGNLEVAGQMADVIIANPSGISIKGGGFINANKAIFTTGKPQLNADG
                     
SIKQFTVDQGKITVSANPNSKFGLGGNNNDANYVDLYARALELSAELRAKNDIQVIAG
                     
ANNVSADLQDVTAKTGTGTAPTLAVDVKALGGMYANNIYLMGTEKGLGVTNAGTIQAV
                     
NNLVITSAGKIEHSGTISSNSKTQGLVNIQTTGTGAAADINSSGSINSNSMLNIDSGN
                     
NLNVNAKEIIINNGSLASSPLMINTKGNLNLAANSRIFNDAQSGDVYVDAANINLAAN
                     
AGITSNRGTASIQVQKDLVAAKGAKLIAAKDLNVLSNGKLSLTENHIQASLGSINLQA
                     
NSANTQNLIDLQGGTIYAGKDLNLYSSGDLNLKNLGFSLENAATRVKNIKAYSGRDLV
                     
WNNADKALPLITGMVQLDAANNLTVTAKEISNKDSIQLHANQIALNSALTSQKNIDVS
                     
SEIADLVLSQALKAQGDINLTALAGGVTANSLKATSSAGKISILANKNINLNSTQTSK
                     
AMPSADKDELTTDQTVISGLKGVTLGSIGDGTVNLQSVQVNASQGDILVSSNNGINLK



                     
ANNDVVVTGDTGRFKTVNNVLKGQTVSIENSKSDIKIQNTDLGSTVGKLAINSRAGMS
                     
TIIDSVLTSKGNTELYAKDLLTLQGVNATSDQHLAVSSGRTVYSNAEYTPATKWIANK
                     
VTNLTSKGVTSVTATGNQVLQNTNLTGGAVLLEAGGFILGQTGLNLNAVGSDLLKNDT
                     
KLNSLNGDLTIQTNSNLTIDPKVYSLKAVGDIELVSKTGTLTLKGYGGTAGNGSEQVV
                     
KLDTANGGINLEGAKVDIQGSQLTAQKDIKIVSSKDEVLIDGIKNSLKEVVSLKYTKE
                     
LNDELKDLNNSLIKEESELINKARYNDYKSELDSILEKRKKIEQMMKLPFTKGVGQKL
                     
LDEITIMQNNLEEKYPEINGPSNKLKVIIKDVEANISFFKNSINGSEHTETKLTSKSG
                     
NINITSAKGLSISGGNISAQTGQVNLEASGVLAEQYKSTTTTETNSQPRILNTSIIID
                     
GHTDFYDKGNENDDNYSMRTLVSPTIINGDKGVNIRTVGKTKDDNLVLQATGITSKNS
                     
DVKIESNKSILFDAAVEQSYDRTITTEKKKSWGGLKKKYITTVAESNDTNAASVDISG
                     
KNIFIETKKLDPSVDAKNPDNNIDIYSGRFTADGGKITINSGGNLNFYTVEESSDSNV
                     
DITKKSSFAGIKYNTSKTNATRTQVTELPAILKADYIGTKSGFDTRLVGTEFEYLKDA
                     
TIEAGGKLDLIAAKTSITDLVKKEKNSVVWQSMQDKGSITETAQLPSFNGPVLPTFKA
                     
AGGLSVQVPISEKDANKVELRDEILKLANQPGNAYLKELVNRKDVDWQTVLLTQKDWD
                     
YKSQGLTGAGAAIIAIIVAVLTYGAGTALIGTTAAAGAGTTTAAVGTTTVAAAGGGTI
                     
TTFGGMTLATTTAAGVTTYTTTGIMVNAALTSIATQASIGLVNNQGNVTQTLKDLGSK
                     
DTVRNLATAVVTAGLLDKVGGTATMQSLKALGNTPDVLMNLAAKTATAIIETTIRTGI
                     
NSTITGESFSDGLEDLLYQSLGTAIQGTMANQIHLNKEIISDGLMKNILSQVAHATAG
                     
CTGAAIGGGECIAGAIGAAVGESVAEYMKQYSSDQKLITNISNAMAVTIAAATGYDTA
                     
IAQQASETAVTNNAFWVPLIAAVMIADRAYSAYQIYRDVQDVVDGKKSLEQLAIEKGT
                     
AYVERAILGNLTSKGLGIVSEGGKKVIKRVTYIAPEKEIAELFTKTNSRNTLTIAGLD
                     
IKKGYNPVNSQTTVILDSQKLTSNNIKEYAQQLAGTVPLKAVGNGDKQIYVATLGNGQ
                     QIRLRSVSSSASQTRARWTIDIQGNPGINNSLGLSPKEKIEIKFR"
     gene            complement(429050..430789)
                     /gene="shlB_1"
                     /locus_tag="DSM_00401"
     CDS             complement(429050..430789)
                     /gene="shlB_1"
                     /locus_tag="DSM_00401"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P15321"
                     /codon_start=1
                     /transl_table=11



                     /product="Hemolysin transporter protein ShlB"
                     
/translation="MLTKNFITSSIIFFAGFHQYVYAIEDVSLPSQVLQDQRLKELNQ
                     
QLQDQLAQQTHYQNTKPLQDFKHLVVEESPCVTVKEISLIPLIGQSESDLKQFNFVIK
                     
AIKKHPQDILGKCIGTQSLHNIVNYAQNELLKKGFITSQIVVSPQDLSQGNLNLSIQI
                     
GRLNKIVIQEGKISSLQLKTGLPFKAGDIVNLKRLDQGLENLKRVYAVDMQITPATAQ
                     
DKELTGYSDLILKLQALQKVNFNLSVDDSGNQDTGTYMGNIGIGINNPFHLNDILSLN
                     
VSHSLDNFHEDLNRSYFISYQLPVGYYDLGFSYNDYQYKQTVLGGNGPLLYHGNSQQA
                     
NLNLSRVISRSGQHKTSVYGKLYHKESQSFIDDIEINVLHRRTSGWNLGVQHRQYLGN
                     
AVLDGSIDYRRGMGVGARTAPEENITDVYGNHLPVEGYSRAPLWSADLRYITPFLLLD
                     
KPAQYRLNWRGQYAPKILVPNDRFYIGGRYSVRGFDGELMLSGDNGQYLQQEISLNAP
                     
IPNTQFYMAVDQGWVNGRNSIPGQRYLLGSVLGLRTYQNSFYLDAFTGRGLIAPDSIK
                     KDWITGFSINLSY"
     gene            complement(431029..431577)
                     /gene="betI_1"
                     /locus_tag="DSM_00402"
     CDS             complement(431029..431577)
                     /gene="betI_1"
                     /locus_tag="DSM_00402"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_00768"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator BetI"
                     
/translation="MQNLKTSSKKLQVIHTAIRLFVTYGFHTTGVDLIIKEAKITKAT
                     
FYNYFHSKERLIEMCIAFQKSLLKEEVLAIIYSSRYRTSKYKLKEIINLHVKFNSLYY
                     
LLLKAFFEIKHMYVSAYRMAVEYRKWLLHEIFDLIFSLETHALKPNANLVLNLIDGLM
                     FQILSSKSLEERDVVVERFLKI"
     gene            complement(432341..433243)
                     /gene="panS_1"
                     /locus_tag="DSM_00403"
     CDS             complement(432341..433243)
                     /gene="panS_1"
                     /locus_tag="DSM_00403"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8ZKL0"
                     /codon_start=1
                     /transl_table=11
                     /product="Pantothenate precursors transporter PanS"
                     
/translation="MGSGLITVFLPIALAIIMAGLGLELTINDFKRVRQHPKAVFIAL
                     
FCQLVILVGIAFIICKVLALPPMLAVGLMLLSASPGGPTANLFSYLYKGDIALNITLT



                     
AINSVIAAFTLPLIVNFAIQHFMENGQNVGLQFSKIIQVFLIILVPVGIGMLVRHFAP
                     
HTAEKLNKPVRIFAIFFLVSIIILAVARDYQNLMTYIGQIGLATLLFCVCSLMVGYFV
                     
PRLLGVNSFQAKACAFEIGIHNSTLAMTIAFTVMASSMAAMPAAVYSLFMYIVAAIFG
                     TLLNRLEKKEIVQISTKTYSKNLQ"
     gene            complement(433318..434958)
                     /gene="fadD_1"
                     /locus_tag="DSM_00404"
     CDS             complement(433318..434958)
                     /gene="fadD_1"
                     /locus_tag="DSM_00404"
                     /EC_number="6.2.1.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P69451"
                     /codon_start=1
                     /transl_table=11
                     /product="Long-chain-fatty-acid--CoA ligase"
                     
/translation="MTKQIWLDEYKQWNIESTITLPDEQTSLLDLWDNSFNKFQQRKA
                     
FIFADQSFSYAEIDLYSRKVATFLQSLGLEKGTRVAVMMPNIIQYPIISLAVIRAGYI
                     
LVNINPLYTARELKHQLNDAGAKVLFILEQFLPVYDAVKEQVSVEQIITTTMTEMLVD
                     
QPTELDTLDSKKYAFKQILLKTNAQDYIRPKLILEDTALLQYTGGTTGVSKGAELTHK
                     
NIVANLLQNNVVFKSYFGDRDAFEDEIAICALPLYHIFGFTVCLLHSAMNKGYATVLV
                     
PNPRDLDALVHCFEKYRPTVFPAVNTLFNALINHEAFNKLDHSRLEITTGGGMAILKS
                     
TADGWEKLTGRIIREGYGLSETSPVATFNPPISNTFSGTIGIPVPSTDIAILDDEGHQ
                     
LAPGETGEIAIRGPQVMKGYWNLPEETKAVMTADGFFRTGDIGFMNEKGYTKIIDRKK
                     
DMILVSGFNVFPNEIEEVLAQHPKILEVAVVGIADEKSGEVPKAFIVKKDDSLSVEEI
                     QIYAKENLTGYKQPRYIQFINELPKSNVGKILRKELKV"
     gene            complement(435096..436469)
                     /locus_tag="DSM_00405"
     CDS             complement(435096..436469)
                     /locus_tag="DSM_00405"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKKTLVMVMASFCTSPLYAAAFDRTGQSISAFLQPGNYFEASL
                     
SVSDTSLEGQEAGTNPTRNSISDIANSDYRPSAALKLQLAPQFSFGFLYDQPFTSDSE
                     
YYGNNSFVAKPSDTILVPGIDSATLAQKTGGEAVTGNTKSNFVMQNFSLIFGYQPDKN
                     
WNFYAGPVYQTFKSNVNLRGQVFSLYNGYDFNAKEVGDWGWLAGFGYQIPEKAIKASL



                     
TYRSEIMHEVTANENAPLVDMLSTQQGRDFLDQHLAYMVSIGQLTESRKEALNRIVAG
                     
LPEAGTSGSTKFRAPESVNLEFQTGLRKGTLLFGNVRWVHWNDFEFKPYRFGEISEVV
                     
GVLSMPSRPNGFNLVRYYDDQWSANLGIGQRLSDKWSGSVSVGWDSGAGERVSTGGPA
                     
KGYYSVGLGAQYSPTSKYFISGGMKYLWLGDAKGQLGAQAGSEYYVGEYKNNYSIGYG
                     LKIGYKF"
     gene            complement(436627..438450)
                     /gene="dmdC_1"
                     /locus_tag="DSM_00406"
     CDS             complement(436627..438450)
                     /gene="dmdC_1"
                     /locus_tag="DSM_00406"
                     /EC_number="1.3.8.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q5LLW7"
                     /codon_start=1
                     /transl_table=11
                     /product="3-methylmercaptopropionyl-CoA 
dehydrogenase"
                     
/translation="MSNELILSRRDVDFLLFDWLKVEELSQRDTFAGQDRFEYTSVLN
                     
VYEALATDLFAPHNKKNDSNEPVFDGERVTVNPEVGVALKAFADAGLMSAAFPSDWNG
                     
MNLPNTIERAGMAYLLGANSGTAGYAFLTIGNANLLMAHGEPEKVKPYVNAMIEGKCF
                     
GTMCLSEPQAGSSLADIRTRAIKTKDGRYRLFGNKMWISGGEHDISDNIVHLVLAKIP
                     
DENGQLPAGVQGISLFTVPRKLLDENGQPSERNDVVLAGINHKMGYRGTVNCVLNFGE
                     
GRFTPEGEAGAIGELVGEAGKGLAYMFHMMNEARISVGLGAAALGYTGYLHALDYAKT
                     
RVQGRSRSERNPSSPQIPLIQHADVRRMLLAQKAYVSGALALCLYAARLTDDIHSLED
                     
AEQSNQAHQLLDLLTPVVKSWSSEWGLVANDLAIQVHGGYGYTREYNVEQFYRDNRLN
                     
PIHEGTFGIQALDLLGRKTRLNQGLSMKLLHEKIMNTIAQAKAEPSLKDHADQLDQKW
                     
QLIRNVTEKLHALTDVELQLANAANYLEAFGHLVVGWLWLDQAVVIHKLMPNSTDPDF
                     LYGKLAACDYFFGWEMPKIISWLAVLDPVETTPLNMSEEWF"
     gene            complement(438460..438921)
                     /locus_tag="DSM_00407"
     CDS             complement(438460..438921)
                     /locus_tag="DSM_00407"
                     /EC_number="4.2.1.17"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WNP3"
                     /codon_start=1
                     /transl_table=11
                     /product="putative enoyl-CoA hydratase 1"
                     
/translation="MTKNTLSIDQLVELQGQALGSSQWMTIDQSMINTFADVTQDHQF



                     
IHVDEEAARQTPFGGTIAHGFLTLSLLSAMAAQVLPTVQGQKSGVNYGINNLRFISPV
                     YSGKRVRGNFHLKNVSQKNEGSYQLIMEVTIEIEDQAKPALVAEWLTLVNV"
     gene            complement(438924..439835)
                     /locus_tag="DSM_00408"
     CDS             complement(438924..439835)
                     /locus_tag="DSM_00408"
                     /EC_number="1.1.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P96825"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative short-chain type
                     dehydrogenase/reductase"
                     
/translation="MTINLSNRVAIVTGAGAGLGREHALLLARLGAKVVVNDLGSDVN
                     
GKGGSTMAAQKVVDEIIAAGGEAMANGASVTDIEQVQQMVDETIARWGRVDILINNAG
                     
ILRDKTFSKMSLDDFRTVIDVHLMGAVNCTKAVWDIMREQKYGRIVMTTSSSGLYGNF
                     
GQSNYSAAKMALVGLMQTLALEGEKSNVRVNCLAPTAATRMLEGLLPEEALKALAPSA
                     
VSPAIATLVSEDAPTRMILCAGAGSFEAAHITLTQGIYLGTDEQVPHVLAQRLADVSD
                     RTDEFVPVRGGAQGELELKKASLMAGE"
     gene            complement(439880..440635)
                     /gene="lvr"
                     /locus_tag="DSM_00409"
     CDS             complement(439880..440635)
                     /gene="lvr"
                     /locus_tag="DSM_00409"
                     /EC_number="1.1.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9LBG2"
                     /codon_start=1
                     /transl_table=11
                     /product="Levodione reductase"
                     
/translation="MYEHYSGQVVLITGAASGFGALLAEQLAKYGAKLVLGDLNIEGL
                     
NTVVEPLRQAGVEVVAQVCDVSCEADVQALVQSAVTQFGRVDVGINNAGMSPPMKSFI
                     
DTDEADLDLSFAVNAKGVFFGMKHQIRQMLQQGGGIILNVASVAGLGAAPKLAAYAAA
                     
KHAVVGLTKTAAVEYANKGIRVNAICPFYTTTPMVVDSELKEKQDFLGQASPMKRLGH
                     PSEVVAMMLMMCAKENSYLTGQAIAIDGGVTAY"
     gene            complement(440648..441412)
                     /gene="golD"
                     /locus_tag="DSM_00410"
     CDS             complement(440648..441412)
                     /gene="golD"
                     /locus_tag="DSM_00410"
                     /EC_number="1.1.1.6"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q92EU6"



                     /codon_start=1
                     /transl_table=11
                     /product="NAD-dependent glycerol dehydrogenase"
                     
/translation="MATHLFDLTGKIALVTGASRGIGEEIAKLLAEQGAHVIVSSRKI
                     
EDCQRVANEIIAANGKAEAAACHVGKLEDIAAIFEYIRKEHGRLDILVNNAAANPYFG
                     
HILDTDIGAYNKTVEVNIRGYFFMSVEAGKLMKEQGGGAIVNTASVNALQPGDRQGIY
                     
SITKAAVVNMTKAFAKECGPLGIRVNALLPGLTKTKFASALFENEDIYKSWMDTIPLR
                     RHAEPREMAGTVLYLVSDAASYTNGECIVVDGGLTI"
     gene            441591..442526
                     /gene="pcpR_2"
                     /locus_tag="DSM_00411"
     CDS             441591..442526
                     /gene="pcpR_2"
                     /locus_tag="DSM_00411"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P52679"
                     /codon_start=1
                     /transl_table=11
                     /product="PCP degradation transcriptional activation
                     protein"
                     
/translation="MNEMNNNIVSLARIDLNLFRVFVAIYKEKNLTRASEQLYLSQPA
                     
VSHALARLRDHFNDPLFIRDGHGVVPSPLAKRLWPKIEQSLQLIHQAIQSTHDFVPAR
                     
DLKHLTIAMNDEYEGIFLPSIIQHLTQFNPNLQLNSVRIDRKNLRHELSTGKIDFAID
                     
VQHSVEDSIGYECLTKDQFVVISRKQHPLLSKTNLTKEIYLEAKHITVSSRPTGRVFE
                     
DFFLSKQGIKRTISFRCQQYETAIRLITQMDHLLTIPQCQIAHFKDTYPQIKVHPLPI
                     DIAGYQMNLYWDQQKSHEHQIVWCKSQILQLMNSL"
     gene            442620..443189
                     /gene="bm3R1_2"
                     /locus_tag="DSM_00412"
     CDS             442620..443189
                     /gene="bm3R1_2"
                     /locus_tag="DSM_00412"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P43506"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional repressor Bm3R1"
                     
/translation="MARPRSEDKRNAILSAAIETLAELGERASTSKIAKVAGVAEGTL
                     
FTYFSNKEELLNQLYLSLKAELRQVMMHGYPTNADLQTQMSHIWQSYLDWSLEAPLKR
                     
KVMAQLSTSEQITEQSKQIGMQTFCDLTQNIQECINDGKLKDYPPLFIASILGALAEV
                     TLNFIAQDPSQTERYRKSGFEAFWHAVSI"
     gene            443330..444349
                     /locus_tag="DSM_00413"



     CDS             443330..444349
                     /locus_tag="DSM_00413"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WKP3"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTISNTTDLPAPLMPSQQHNGKFRNTRPNQHKPSFGKTLQLMWK
                     
FLFNKPKGTVPNKAIPVLSLSKEQLLSAPDRSLFRLGHSTILLKLQNEFWLTDPVFSE
                     
RASPFQWIGPKRFHQPPISIANLPPIKGVILSHNHYDHLDYHAVMQLNDKVEHFLTPL
                     
GVGDTLIKWGIPAEKVQQLDWWDTTHVDGLELVATPAHHFSGRGMGDSNATLWASWVI
                     
IDNDLRVFFSGDTGYFDGFKEIGHRYGPFDLTMLETGAYDPEWPDVHMQPEQTLQAHI
                     
DLKGRHLLPIHNGTFDLALHAWDDPFERIVALAQQNNLAISTPQMGELLNLEEPNIEN
                     YWWRS"
     gene            444548..445096
                     /gene="iscR_2"
                     /locus_tag="DSM_00414"
     CDS             444548..445096
                     /gene="iscR_2"
                     /locus_tag="DSM_00414"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AGK8"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator IscR"
                     
/translation="MAYITSSVEYAIHCLLFLVNNEDKPLSSKDLAELQGVSPSFMAK
                     
IFPKLEKAGLVVAQEGVRGGYLLARSAHEISFLDIVNAIEGEKPLFECQEVRGKCAVF
                     
NNAPPDWATSGVCAVHAVMLQAEKAMRDALGAHTLGDIADRFGRYAPDVFFSDVNGWI
                     NERIEGRTAKMRKSKISRDTPD"
     gene            445255..446460
                     /locus_tag="DSM_00415"
     CDS             445255..446460
                     /locus_tag="DSM_00415"
                     /EC_number="1.6.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WJJ0"
                     /codon_start=1
                     /transl_table=11
                     /product="NADH dehydrogenase-like protein"
                     
/translation="MSKRIIIAGSGFAGLWAALAAQRAIHLASQEQNIEVMMVSPSPN
                     
VGIRPRLYEAVLENMNPDISELLTVVGVKFLAGWVNKIDSNQQTIEVATTDGNKQNLS
                     
YDRFILATGSTTFMPPIPGLKEYGFSVNTLEDAGKLDHHLKNLATKPANAARNTVVVA



                     
GGGLTGLETVTEMPERLRSILGETDVRVVLVDSSTEIGAAMGDQAASVIREALSELGV
                     
EGKAGLRVTALDATGVTLSNGEKIETETVIWTAGMRANPLASQIAGEKDNLGRLIGDT
                     
YLHAPEAKNIFVTGDTVKVPTDDLGNFNVMSCQHAMSLGRVAGYNAAAELVDLPLHPY
                     
SQPKYVTCVDLGPWGALYTEGWDRQVQFVREEAKKIKQEINTVWIYPPVADREAVFAI
                     ANPDFVIVP"
     gene            complement(446554..447246)
                     /gene="hchA_1"
                     /locus_tag="DSM_00416"
     CDS             complement(446554..447246)
                     /gene="hchA_1"
                     /locus_tag="DSM_00416"
                     /EC_number="4.2.1.130"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_01046"
                     /codon_start=1
                     /transl_table=11
                     /product="Molecular chaperone Hsp31 and glyoxalase 
3"
                     
/translation="MSKRILHVVTNVSSYKNVDEPTGLWLGELTHAYDEFEKQGYIQD
                     
IVSPNGGKTPIEPKSLVPLVADKSVKDREKDQAFITLLENTFKPSDINWQDYDVIYYT
                     
GGHGVMWDFLDNPELQEITKNIYEKGGIVSSVCHGYCGLLNVRLSNGERLIKGKKLTG
                     
FAWSEEVLAGVAKKVPYNAEELAKEYGARYEKAFIPFAPYVVQDGNLITGQNPFSAKK
                     TALAIIEELEKS"
     gene            447401..447817
                     /gene="hmrR_1"
                     /locus_tag="DSM_00417"
     CDS             447401..447817
                     /gene="hmrR_1"
                     /locus_tag="DSM_00417"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9X5X4"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator HmrR"
                     
/translation="MNISELSKLSGLSTPTIRYYEQIKLLPKAKRKSNGYREYTDNDL
                     
KQLSLIQQAQQVGFSLAEIKSFLPSKVTTWNHDALIQTLESKIQEIELLEQKLKVSKQ
                     NLRTMVEAINNKPDEITCEENAERLMNLYYDKSKTP"
     gene            447893..448699
                     /gene="hchA_2"
                     /locus_tag="DSM_00418"
     CDS             447893..448699
                     /gene="hchA_2"
                     /locus_tag="DSM_00418"
                     /EC_number="4.2.1.130"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="protein motif:HAMAP:MF_01046"
                     /codon_start=1
                     /transl_table=11
                     /product="Molecular chaperone Hsp31 and glyoxalase 
3"
                     
/translation="MFKVWNFQRCLSIIFAILLSTNAVYAAGSDKAQSPAKINGKILV
                     
VMTNHSAYPSRSDKTGLWLTELIHFYDVASAAGYEMDFVSPLGSQVPLDERSLKSIYL
                     
DKSARQRLADPAFMQKLKTTLAPNTINPTQYKAIYYTGGHGTMWDFPNNKALQNISEQ
                     
IYRQGGVVSAVCHGVGGLLPLQNENGKPLIAGRTVTGFANIEETLSGIKSQVPFSLQN
                     ELIERGANYKQAFIPFTSYVVSDDRIITGQNPQSSKEIAEAVVKRLSSIQ"
     gene            complement(448761..449828)
                     /locus_tag="DSM_00419"
     CDS             complement(448761..449828)
                     /locus_tag="DSM_00419"
                     /EC_number="1.3.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O53176"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative trans-acting enoyl reductase"
                     
/translation="MTNPNDSNWIIYGANGYTGELIAREAVRLGLKPTLAGRNRAKVE
                     
ALAQELGLGYKAFGLDNVDAVSKQLQGFKLVMHCAGPFSATSKPMMEACIKAGAHYLD
                     
ITGEIAVFELAQSLNSQAEKAYVVLCPGVGFDVIPTDCVAAALKEALPDATYLALGFD
                     
SKTGLSPGTAKTSTEGMAEDGKIRKNGKITTVPLAHYVRTIDFGDGKKSAMSVPWGDV
                     
STAFYTTGIPNIEVFVPAFPKMIMGAKMMNYLRPVLKINAVQKFIKSRIEKTVVGPNE
                     
ELRAKVPTYVWGEVRNARGEIKTARIQTENAYSLTVNGSLTVVNYLLKNTVKGGTYTP
                     AKLMGYKLVTELPGSGPLVIT"
     gene            complement(449844..451082)
                     /locus_tag="DSM_00420"
     CDS             complement(449844..451082)
                     /locus_tag="DSM_00420"
                     /EC_number="1.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P32382"
                     /codon_start=1
                     /transl_table=11
                     /product="NADH oxidase"
                     
/translation="MKVFEKLVFPNGSYVPNRIAKAAMEENMADLNHAPSEELMRLYQ
                     
AWANGGVGLIITGNVMVDRRAMTGPGGVVLEDEKHLDTFKKWAQIGRSKGAQMWLQIN
                     
HPGRQMQANLGQQTWAPSAISLDLGKMSNRFNTPIEMTESMIAEVIQRFANTARLGEK
                     
AGFTGVEIHAAHGYLLSQFLSPLSNKRQDQWGGSLENRARILIEIVEAVRKVVSPQFT



                     
VAVKLNSADFQRGGFSAEDAQQVVKMLNEHAVDLVELSGGSYEAPAMQGQARDGRTLA
                     
REGYFLEFAQEIRKVAKMPVMVTGGIRRKQVAEQVVESGVDMVGIATALAIEPNLPNA
                     
WKQGQNLTPELKPITWKNKTLASLANMAVVKFQLRNLSAGKKTKPNVSPAWALILQQS
                     AMSCRTRQYKKGMRDYSFAS"
     gene            complement(451241..452071)
                     /gene="cpo"
                     /locus_tag="DSM_00421"
     CDS             complement(451241..452071)
                     /gene="cpo"
                     /locus_tag="DSM_00421"
                     /EC_number="1.11.1.10"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P25026"
                     /codon_start=1
                     /transl_table=11
                     /product="Non-heme chloroperoxidase"
                     
/translation="MGYVTTKDGVDIFYKDWGPRDAQVLFFHHGWPLSSDDWDTQLLF
                     
FLKEGFRVVAHDRRGHGRSSQVWDGHDMDHYADDVAEVVKHLNIKNAIHIGHSTGGGE
                     
VVRYIARHGQENVAKAVLVSAVPPLMVQTENNPEGLPKEVFDDLQNQVLTNRAQFFRD
                     
LPSGPFYGFNRPDAKPSEGIISNWWRQGMTGSAKAHYDGIVAFSQTDFTEDLKKITVP
                     
VLVLHGDDDQIVPYKTSGVKSAELLQNSQLKIYPGFSHGMLTVNHEVINADLLAFIRE
                     "
     gene            452401..453297
                     /locus_tag="DSM_00422"
     CDS             452401..453297
                     /locus_tag="DSM_00422"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNIKQQFTEVEFGQQKIKVPKGGYYDRFRMNPDLDEVAQDPAAG
                     
NIDFFRHIPKKLVESRVGPVWAPNFYYRSANVQLLMLAPIQHIKAKLPDALTPLQPFP
                     
GYGLVAVTFFSYSVCDNDPYNEVSIAIVVRKPKARGPHIVELMKSMRQRHFHAHVLAL
                     
PVDTEIARVRGVYGYQLPKWLTKIDIGISSKEVQAKIFDVNGKLDLSLKTAVPTLKRV
                     
NSETHINKATMLHIVDGKWHQTDVQSNVLSFAQKLFPKNIQLEKDEGPLTKLLNELGA
                     SKILRLDVIEDAQVVLNLPTPL"
     gene            complement(453349..454923)
                     /locus_tag="DSM_00423"
     CDS             complement(453349..454923)
                     /locus_tag="DSM_00423"
                     /EC_number="1.2.1.26"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:Q6FFQ0"
                     /codon_start=1
                     /transl_table=11
                     /product="Alpha-ketoglutaric semialdehyde 
dehydrogenase"
                     
/translation="MVIGHNFIGGSRSAQGTTLLKSIHATTGEALPYEFHHATEQEIN
                     
QACEAASQAFKTYRHTTPEQRAVFLENIADELDALGTDFLEIVSQETALPLARLQGER
                     
ARTSGQMRLFAKVLRRGDFLGARIDTALPERQPLPRPDLRQIKIGVGPVAVFGASNFP
                     
LAFSTAGGDTASALAAGCSVVVKAHSGHMATADFVAQAIERAVEKSNMPKGVFNMIYG
                     
NGVGEPLVKHPLIQAVGFTGSLRGGRALCDMAAARPQPIPVFAEMSSINPMLMLPEAL
                     
KNRGEKIAQDLADSVVLGCGQFCTNPGLILGIKSAEFSQLISNLTEIMGAKPAQTMLN
                     
AGTLKSYTAGLEHLTQHQGIKHLAGQTQQGNQAQPQLFKADVELLLAGDQLLQEEIFG
                     
PTTVIIEVEDKAQLIQALQSMNGQLTATLIADEADLTEFADVVPVLEEKAGRLLINGY
                     
PTGVEVCDAMVHGGPYPATSDARGTSVGTLAIDRYLRPVCYQNYPQSLLPEALKDSNP
                     LQILRLVNGEMTRNAI"
     gene            complement(454935..455933)
                     /locus_tag="DSM_00424"
     CDS             complement(454935..455933)
                     /locus_tag="DSM_00424"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQIIQFENRVNQRAVAKVEGNMAYPVKNIQSVRDLALLAIRNKV
                     
SLEQQVEALGFEAETYDYSSLLADLKVLPPLDHPDPTHCLVSGTGLTHLGSASARDKM
                     
HQQNLSDDSSVTDTMRIFQWGLQKGRPPEGQIGAQPEWFYKGDGSIVVRPGAELPLPP
                     
FAEDGGEEPEIAGLYVIGEDLKPYRIGFALGNEYSDHVMERRNYLYLAHSKLRFCSFG
                     
PALRTGELPKHLVGTSRLRRNGQIIWEKEFLSGEDNMCHSLANLEYHHFKYQQFLKAG
                     
DVHIHYFGTATLSFADGIQAQVNDEFEIEMKEFGHPLKNKLAHTQPELPIGSVITL"
     gene            complement(455944..457248)
                     /gene="ttuB_3"
                     /locus_tag="DSM_00425"
     CDS             complement(455944..457248)
                     /gene="ttuB_3"
                     /locus_tag="DSM_00425"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P70786"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative tartrate transporter"



                     
/translation="MDFEKDVIRTVTFKLIPALVILYLVAYIDRAAVGFAHLHMGADV
                     
GIGDAAYGLGAGLFFIGYFLFEVPSNLLLDKFGARKWFTRILLTWGLITMAMALIQGP
                     
KSFYLLRFLLGVAEAGFFPGVLYLITQWYPVRHRGKIMGMFVLSQPIAMMIAGPLAGL
                     
LLGMDGIANLHGWQWLFVAVGLPAVLLALPTFLWLPDNIEKVKWLSIEQKQWLKNELV
                     
KDEAEYDQTRHANPLHALKDKRVLLLALYYLPVTLSIYGLNLWLPTIIKQFGGGSDIQ
                     
IGFLSSIPYIFGIIGLLIIPRSTDRLNDRYGHLSFLYALGACAMFLSGWLNSPAMQLA
                     
ALAVVAFCLFSSTAVFWTLPGRFLTGASAAAGIALINSVGNLGGYVGPFGIGLLKEYT
                     GNMAAGLYFLSIVMLFGLILTYIVYAKLERQKTQTVNIQKPL"
     gene            457418..459151
                     /gene="araC_2"
                     /locus_tag="DSM_00426"
     CDS             457418..459151
                     /gene="araC_2"
                     /locus_tag="DSM_00426"
                     /EC_number="4.2.1.25"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q1JUQ1"
                     /codon_start=1
                     /transl_table=11
                     /product="L-arabonate dehydratase"
                     
/translation="MNNEQVLRSAAWFGTTDKNGFMYRSWMKNQGIPDHEFQGKPIIG
                     
ICNTWSELTPCNAHFRKIAEHVKKGILEAGGYPVEFPVFSNGESNLRPTAMFTRNLAS
                     
MDVEEAIRGNPIDGVVLLTGCDKTTPALLMGAASCDIPAIVVTGGPMLNGKHKGKDIG
                     
AGTIVWQMHEELKAGKIDLNEFLSAESGMSRSAGTCNTMGTASTMACMAEALGTSLPH
                     
NAAIPAVDSRRYVLAHLSGMRIVDMVHEDLRLSKILTKEAFENAIKVNAAIGGSTNAV
                     
IHLKAIAGRIGVDLQLDDWNRVGRGMPTIVDLQPSGRFLMEEFYYSGGLPAVIRRMGE
                     
ANLLPHPQALTVNGQTIWENCQQSPIYNDEVIRKIDNPIRQDGGMCILRGNLAPKGAV
                     
LKPSAATPELMKHRGRAVVFENFDDYKARINDPDLDVDETCILVMKNAGPKGYPGMAE
                     
VGNMGLPPKILAKGITDMVRISDARMSGTAYGTVVLHVAPEAMAGGPLAVVQNGDFIE
                     
LDAYAGKLHLEVSDEELKQRLENLAPPAPPSFIGGYRKLYVEHVLQADEGCDFDFLVG
                     CRGSEVPRHSH"
     gene            459235..459951
                     /gene="pdhR_1"
                     /locus_tag="DSM_00427"
     CDS             459235..459951
                     /gene="pdhR_1"
                     /locus_tag="DSM_00427"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:P0ACL9"
                     /codon_start=1
                     /transl_table=11
                     /product="Pyruvate dehydrogenase complex repressor"
                     
/translation="MSKADYKNPIPSKSQHALIVQQLGLKIVSGEISENEKLPSEVDL
                     
CEEYKVSRPVFREAIRVLNAKGLTYSRPKIGTVVRPKDEWHLLDPDVLFWLIQTTPEH
                     
EFFKTLSTVRRVLEPELAYIAASTANEEDIERIKQAYEGMEKATTVEEFIEPDIQFHL
                     
AIAKATHNDLLAYMSKMLVLPLQQSIQVTSLRPNLQGHSLPRHKAILTAIENKDPLSA
                     RHASLVQLDDTKMAYDLIKK"
     gene            complement(460019..460813)
                     /locus_tag="DSM_00428"
     CDS             complement(460019..460813)
                     /locus_tag="DSM_00428"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRKILGVASLIMSTGVVHAEQLNEQEQISPYSANVTFASQYISR
                     
GFQQTWGKPALQIGFDYANPNGLFVGTWASNVSSNYLRDASVEWDFYAGYLKTIDKFS
                     
IGMSVFYYYYPGAKSTAETGSTSYNYGEIVPQIGYGPLSLKYFITYTPDYAGYNSNTM
                     
GGPEGKRSRGTTYLDLNFTQPINESWTFGAHYGYERIKNFSEANFQDMKVELIKDLGD
                     GWTTGLAYTKAWDKDGYYRNYSNGESDAPISNPIDSTFTVAVKKVF"
     gene            complement(460895..461809)
                     /gene="catM"
                     /locus_tag="DSM_00429"
     CDS             complement(460895..461809)
                     /gene="catM"
                     /locus_tag="DSM_00429"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P07774"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator CatM"
                     
/translation="MELRHLRYFVTVVEEQSLTKAAEKLFIAQPPLTRQIKKLEEELG
                     
IDLFEKGSRPLKVTEAGLFFYQHAVQILTHTAQAASMAKKMKLVENVVKVGYVSSLLY
                     
GRLPQVIYLFRQKNPDIHVELIECGTRDQVEALKLGKIDLGFGRLPISDPAIKRLLLR
                     
KEKLKLAIHKKHPLSDFQESGIYLSQIINETIFSYPTTPKPNFSTTIQALFTKLGLVP
                     
AKLTEVREIHMALGLVASGEGICIIPESACDIGMKNLTYLNILDLEAYSPISLSMRNM
                     DQSSYIPKILDCIEEIYSEEEVSRNLNL"
     gene            461910..463016
                     /gene="catB"
                     /locus_tag="DSM_00430"



     CDS             461910..463016
                     /gene="catB"
                     /locus_tag="DSM_00430"
                     /EC_number="5.5.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P08310"
                     /codon_start=1
                     /transl_table=11
                     /product="Muconate cycloisomerase 1"
                     
/translation="MYRTIETILVDIPTIRPHQLSVTTMRTQTLVLVKITTTDGIVGW
                     
GEATTIGGLNYGEESPESVKANIDTYFAPLLASVKDLNVAQTLKLIRKNINGNRFAKC
                     
AIQTALLDIQAKRLSVPLSEVLGGRLRDSLPVLWTLASGDTEKDIAEARKMIELKRHN
                     
TFKLKIGSRPLQHDVDHVIAIKKALGADVSVRVDVNRAWSELECIHGIQQLQDGGIDL
                     
IEQPCAIQNTEALARLTQRFDVAIMADEALTGPDSAYRIAKNHGADVFAVKIEQSGGL
                     
IEACEVGKIAGLAGIDLYGGTMLEGPVGSIASAHVFATFETLAFGTELFGPLLLTEEI
                     LKEPLRYENFELHLPTAPGLGIEIDEDKIEKLRR"
     gene            463040..463330
                     /gene="catC"
                     /locus_tag="DSM_00431"
     CDS             463040..463330
                     /gene="catC"
                     /locus_tag="DSM_00431"
                     /EC_number="5.3.3.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P95609"
                     /codon_start=1
                     /transl_table=11
                     /product="Muconolactone Delta-isomerase"
                     
/translation="MLFHVRMDVHIPLDMPADKANEIKAVEKAYSQDLQRQGKWRHIW
                     
RITGQYSNISIFDVESNEELHNILQGLPLYPYMNIEVMALNRHPSSVRDDDS"
     gene            463491..464411
                     /gene="catA"
                     /locus_tag="DSM_00432"
     CDS             463491..464411
                     /gene="catA"
                     /locus_tag="DSM_00432"
                     /EC_number="1.13.11.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q43984"
                     /codon_start=1
                     /transl_table=11
                     /product="Catechol 1,2-dioxygenase"
                     
/translation="MNRQQIDALVKQMNVDTAKGEVDARVQQIVVRLLGDLFQAIEDL
                     
DIQPSEVWKGLEYFTDAGQANELGLLAAGLGLEHYLDLRADEADAKAGITGGTPRTIE



                     
GPLYVAGAPESVGFARMDDGTETGKIDTLIIEGTVTDTDGNIIENAKVEVWHANSLGN
                     
YSFFDKSQSDFNLRRTIFTDADGKYVALTTMPVGYGCPPEGTTQALLNKLGRHGNRPS
                     
HVHYFVSAPGYRKLTTQFNIEGDEYLWDDFAFATRDGLVATAVDVTDPAEIQRRGLDH
                     AFKHITFNIELVKEAAAAPSTEVERRRASA"
     gene            464546..465217
                     /gene="pcaI_1"
                     /locus_tag="DSM_00433"
     CDS             464546..465217
                     /gene="pcaI_1"
                     /locus_tag="DSM_00433"
                     /EC_number="2.8.3.6"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q43973"
                     /codon_start=1
                     /transl_table=11
                     /product="3-oxoadipate CoA-transferase subunit A"
                     
/translation="MIDKSKSSLSEVLSQIKDGATILIGGFGTAGQPAELIDGLIDLG
                     
VKDLTIVSNNAGNGDYGLAKLLKAGSIKKVICSFPRQSDSYVFDELYRAGKVELELVP
                     
QGNLACRIQAAGMGLGAVFTPTGFGTLLAEGKETRHIDGKDYVLEYPIKADFALIKAY
                     
KGDRWGNLVYRKSARNFGPIMAMAADVTIAQVSEVVELGGLDPEHIITPGIFVQHVVQ
                     VQPAQ"
     gene            465236..465889
                     /gene="pcaJ_1"
                     /locus_tag="DSM_00434"
     CDS             465236..465889
                     /gene="pcaJ_1"
                     /locus_tag="DSM_00434"
                     /EC_number="2.8.3.6"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q59091"
                     /codon_start=1
                     /transl_table=11
                     /product="3-oxoadipate CoA-transferase subunit B"
                     
/translation="MSYQKLSRDQIAKRVAQDIPDGAYVNLGIGLPTKIASYLPADKD
                     
VFLHSENGLLAFGPPPAAGEEDPELINAGKEFVTMLEGGSFFHHGDSFAMMRGGHLDI
                     
AVLGAFQVAANGDLANWHTGAPNAIPAVGGAMDLAVGAKKVFITTDHVTKQGEPKIVA
                     
ELTYPVTGKHCVDRIYTDLCVIDVTKDGLKVIEKVEGLSFDELQALTGATLIDATQG"
     gene            466309..467523
                     /gene="pcaF_1"
                     /locus_tag="DSM_00435"
     CDS             466309..467523
                     /gene="pcaF_1"
                     /locus_tag="DSM_00435"
                     /EC_number="2.3.1.174"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q43974"
                     /codon_start=1
                     /transl_table=11
                     /product="Beta-ketoadipyl-CoA thiolase"
                     
/translation="MKNAYIIDAIRTPFGRYAGGLAPVRADDLGAVPIKALMQRNPNV
                     
DWEQVDDVIYGCANQAGEDNRNVGRMSALLAGLPYQVPATTINRLCGSSLDAIAIAAR
                     
AIKAGEANLVIAGGVESMSRAPYVMGKSDSAFGRSQKIEDTTMGWRFINPKLKELYGV
                     
DTMPQTAENVAEQFNVNRADQDQFALVSQQRTASAQAKGFFSKEIVAVEIPQRKGDAV
                     
VIDTDEHPRASTTLEGLSKLKPVVKADGTVTAGNASGINDGAAALLIASDDAVQAYNL
                     
KPRAKIIASTAVGVEPRIMGFAPAPAIKKLLKQANLTLDQMDVIELNEAFAAQALAVT
                     
RDLGLPDNSDKVNPNGGAIALGHPLGASGARLVTTALNQLEETGGRYALCSMCIGVGQ
                     GIALIIERVQAL"
     gene            467534..468313
                     /gene="catD_1"
                     /locus_tag="DSM_00436"
     CDS             467534..468313
                     /gene="catD_1"
                     /locus_tag="DSM_00436"
                     /EC_number="3.1.1.24"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P00632"
                     /codon_start=1
                     /transl_table=11
                     /product="3-oxoadipate enol-lactonase 2"
                     
/translation="MPSFQSADAQINYQTFGEPSSPALVFSNSLGTNYGMWQKQFNEL
                     
KDQFFVICYDTRGHGSSSTPNGPYTVEQLGEDVVRLLDHLNISKAAFCGISMGGLTGQ
                     
WLAIHYPNRFSHVIVANTAAKIGQEQAWLDRAKLVREQGLKPIAATAASRWFTDPFIQ
                     
SHPSIVNNLCNDLSAGSAMGYANCCEALAKADVREQLKDIKIPVLVIAGTQDPVTTVA
                     DSQFMQQRIPQSHLEEIDASHISNVEQPEAFNKILKDFLLG"
     gene            468574..469752
                     /gene="pac_1"
                     /locus_tag="DSM_00437"
     CDS             468574..469752
                     /gene="pac_1"
                     /locus_tag="DSM_00437"
                     /EC_number="3.5.1.11"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P06875"
                     /codon_start=1
                     /transl_table=11
                     /product="Penicillin G acylase"
                     
/translation="MLNSRPHPTRPLIKYGTLLLGALLAGCNSSSSLDPTPTQKQITI



                     
KRDKFGTPHVYANNTYGLFYGYGYSVATDRLFQMEMSKRTGQGTVADVLGPDYLQYDI
                     
ATHSRFDPENIKQQLAALSPEDRAIFEGYAAGFNKRVKEVLADPALMPKEFTDHGFKP
                     
STWQPEDIAMVWVGLILNRFFSASSEVSNLDLLTQLQKEKGQEEGLKVYQQLRWLDDP
                     
SAPTIIQSAQKPQLIAHQQQILKDISPISNKAAKTYLAQARIALGKSVIDGVPTASNA
                     
WVLKGDKTIEGQAVLYNGPQQGWYTPAITYSIGLHGAGYNLTGITPVGLPAILFGTNG
                     
KIAWGSTVGSLDTNDVYQLTLNPSNSKEYLYKGIYIPFEHKQVKIKVKNQADHVFRCL
                     "
     gene            469733..471037
                     /gene="pac_2"
                     /locus_tag="DSM_00438"
     CDS             469733..471037
                     /gene="pac_2"
                     /locus_tag="DSM_00438"
                     /EC_number="3.5.1.11"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P06875"
                     /codon_start=1
                     /transl_table=11
                     /product="Penicillin G acylase"
                     
/translation="MFLDVYKSKQGFVSTWDENNHTAYAQKRSWEGVEIETLLGWANA
                     
AKASNWDEFLAQAKRVAASITWFYADTKDNIGVAALGRLPIRPENQHIQLPAKGDGSM
                     
EWQGFYDFSHNPKEYNPQKGYVTSWNNKAYAGLRSDSSNFSYVDRVNELIEPLESQAK
                     
LSQQEIWEINKTAAWSDLNARYFVPYMVKAAQSPKATPLAKKVAPLLASWDLRLRPDS
                     
EAKYYQGAAPAITRTWLNQMIELVLKPNLSENIYKRYTDTLYPVNNDPRSAQPASASK
                     
LIWNALQGKQASVPQNVDFLKGQTADEVVLKALENALTELSNQYHSTDPNDWKIPVAT
                     
MGFSSKNSVGIPWADPSHEQHLSTYGNTGSATFRVVLNPNQVTMCSILAPGQSGFINQ
                     NGKPDAHFADQLSLFESYKCKDDAVSQKEIDQSTQQSITLNY"
     gene            complement(471109..472596)
                     /gene="feaB"
                     /locus_tag="DSM_00439"
     CDS             complement(471109..472596)
                     /gene="feaB"
                     /locus_tag="DSM_00439"
                     /EC_number="1.2.1.39"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P80668"
                     /codon_start=1
                     /transl_table=11
                     /product="Phenylacetaldehyde dehydrogenase"
                     
/translation="MSEVKILQSVQQFMARQHGHFIDGKLVVAELLDKVDIVNPSTEQ



                     
VVAQISIGSQHDVESAVKSAEHAFQNAWAETTPYERGVKLNKLADLIEQHGEELAQLE
                     
TLSTGKLINISRHLEVAQSVIFLRYFAGWATKINGQTMQPSIPSMQGEKYTAFTLRQP
                     
VGVVAGIVPWNFSLMIGVWKIGSALTTGCTIVLKPSEFASLSLLRLAELAIEAGIPAG
                     
VINVVTGKGETGQYLIESPLVKKVSFTGSVPTGIAIGKLAMSSDLTRVSLELGGKNAI
                     
AVLADANIDEILPTLLQATFVHQGQVCASPERFFVHHTKHDELVEKLSKALLQFKIGS
                     
AMDEGSMFGPLSNQPHFHKVKHYLDMAKANNQIIAGGEALDQTGYFVQPTLISFKNTD
                     
DPLFSEETFGPVVGVMPFETDEELIQLMNQSRFGLTASIWTNDLSKALRLIPKIEAGT
                     LWVNMHTFLDPSVPFGGVKASGIGREFSDAFIEDYTELKSVMIQY"
     gene            complement(472631..473908)
                     /locus_tag="DSM_00440"
     CDS             complement(472631..473908)
                     /locus_tag="DSM_00440"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKNLFSQVMRGTFFVSFFSTVHASELEIKPTFEATFGAFSSGKS
                     
YNGENLHDERINWQEGHLKYGAKGQYTFKNNHLYASLSGISSATFGDGDAGQNSNGKE
                     
RKTDINEWVIGFKDGTNKDELTTYDLSIGRQNIMIGDGFFIAGDALNLGKAPADGTLD
                     
RGGAYYLAARRSFDFTSLLQYKPQENTTLKLAYLKSNNKAQFYPELFVTDLMYQLKDK
                     
GVGFTYLNVLDLEDAEHVSGREDLKNYALRLNYQPLPELQVKTEFVVQDKKDGQENAG
                     
YLALNYNFLSSKYTPSLGYRFSHFSDQYDPMFYGNTVGFGTWFQGEVAGNYAGPFNKN
                     
ANIHQVSYMMNLKENFMLGALAYKFKTVNKSLTNVDGHELDVFSVWSVNKKFNVIPLV
                     GLYKPKHDIHSGGTQNYDDKTNVYAQLILQYIY"
     gene            complement(473992..476298)
                     /gene="tynA"
                     /locus_tag="DSM_00441"
     CDS             complement(473992..476298)
                     /gene="tynA"
                     /locus_tag="DSM_00441"
                     /EC_number="1.4.3.21"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P46883"
                     /codon_start=1
                     /transl_table=11
                     /product="Primary amine oxidase"
                     
/translation="MRKQRLLNDIQKILALNLSIAASFWGLNTQAFAHGGKADMVSLY
                     
QNMSEQGAKVVKDDFTNTYTITKGSIVVRAKPNSNQVLVNGKPLKLSVPLLIKEGKPV



                     
IGKDFFNEVFQSGLDQTFKIENTFHPLNSLNSDEIKKTFDVINRSKYAYKNMRFAELK
                     
LKEPEKAKVWDYFINHKDFKEDRIASFILLKGNQAIEGEVNLNTQQVTKWNVLKDTHG
                     
MVLLDNFEAVQRVIETSKEYQDALRKRGITDVKKVIATPLTVGYFGGKDGLDKQLNIL
                     
KVVAYLDVGDGNYWAHPIENLVAVVDLDKEKIIKIEEGAIIPVPMANRPYMSNKPVAS
                     
KLKPLNITEPEGKNFSITGQTIHWGNWCLHVALDSRVGLQLSTVTYKDKGVKRKVMYE
                     
GNLGGMVVPYGDPDIGWYFKSYLDSGEYGMGTLTSSILSGTDAPDNAVLLDAVIADYK
                     
GQPQVIPNAIAVFERYAGPEYKHHEIFGNQDASEARRELVIRWISTVGNYDYMFDWVF
                     
AQNGVIGINAGATGIEAVKGVKSRTMHDSTAKEDTKYGTLIDHNIVGTTHQHIYNFRL
                     
DMDVDGENNSFMHMDPVVKANDKGGVRTSSMQIDSKVITNEQNAAEKFDPSTIRLLTN
                     
FNKENKLGNPVSYQLIPFAGGTHPVAKGANFSKDEWLFKRLNFMDKQIWVTQYNPDER
                     
YPEGKYSNRSTHDTGLGQFIGNNENIENKDLVVWMTTGTTHVARAEEWPIMPTEWVNT
                     LIKPWNFFDNTPTLNLGEEEQNTQHDHH"
     gene            complement(476517..477431)
                     /gene="feaR"
                     /locus_tag="DSM_00442"
     CDS             complement(476517..477431)
                     /gene="feaR"
                     /locus_tag="DSM_00442"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q47129"
                     /codon_start=1
                     /transl_table=11
                     /product="Transcriptional activator FeaR"
                     
/translation="MNQYVSDALLTWTHHIKNVCGNFETDFDGTRNLFIGEVQCFLLG
                     
DTEIAFIKNNANKIVRKADEIDRVNNRFCFLILQYSGKMLLEYKNETLSLNEGDIVLV
                     
DPVETISMYPQGLVSQISVHLSREKLLKENISTEYFGKLITQNMSGFLLKNILKNMSA
                     
ENIKLWYATEDGNAFEDALIALIKPTINYKNVHSSNNLMEKAERFIIENLAKPDLTPK
                     
LIAEHIGVSLRHLYRLFLQENLSINKYIQLKRLEKVKADLLDKKNKQSSITQIALKWG
                     FWDGAHFSKIFKKTYGISPKEFREGMSV"
     gene            complement(477627..478580)
                     /gene="C1-hpah_2"
                     /locus_tag="DSM_00443"
     CDS             complement(477627..478580)
                     /gene="C1-hpah_2"
                     /locus_tag="DSM_00443"
                     /EC_number="1.5.1.36"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q6Q271"
                     /codon_start=1



                     /transl_table=11
                     /product="p-hydroxyphenylacetate 3-hydroxylase, 
reductase
                     component"
                     
/translation="MNVLQQIDEFTVDPLQFRRALGNFATGVTIVTAQNAQGEKVGVT
                     
ANSFNSVSLDPPLILWSIDKKSSSFSVFEEATHFAVNILSGTQIELSNKFSRRNIDKF
                     
ADTNFQLGAGRAPILENCSAVFECERYQVIEGGDHWIIIGKVVRFHDQGRSPLVYHQG
                     
AYSCVMPHPSLQVKQTEQSGVDQTHYGHLYNNVCYLMSRAFKAYQTDYIPKQMASGFR
                     
TSESRLLLVLASGTASSKEDLPRDIAMPMQEVERSAEILKFEGLLVDHDNLYALTEKG
                     KQTAQYLFDIADSHQNEVFKKYSDEQKDIFITMLRDFAGVA"
     gene            complement(478629..479582)
                     /gene="yeaX"
                     /locus_tag="DSM_00444"
     CDS             complement(478629..479582)
                     /gene="yeaX"
                     /locus_tag="DSM_00444"
                     /EC_number="1.14.13.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76254"
                     /codon_start=1
                     /transl_table=11
                     /product="Carnitine monooxygenase reductase subunit"
                     
/translation="MTTLYDVVVKNRHVEGGNIAVMEFESATSAALPKVEPGAHIDVH
                     
LPNGMVRQYSLCQNPNDEGKFRLGILRDPESRGGSISAFDEIKDGMQIQVSEPKNLFP
                     
LLKAKHSVLIGGGIGITPLITMAYQLAHEGASFELHYCGASPEKCAFVDEIKNGVLAQ
                     
YTTFHFKSEGASHRAFFESAIKDIDSESHIYTCGPVGFMDWVINLATTHDFPEQQIHK
                     
EYFQVETDTSGDSFEVVAERSGKIIMVEAGETILQALAKEGIEIEMSCEQGVCGTCMC
                     DVIEGEPDHRDVYFTDEEKASNEQILVCCSRSKTPRLVLDI"
     gene            complement(479617..480354)
                     /gene="fabG_1"
                     /locus_tag="DSM_00445"
     CDS             complement(479617..480354)
                     /gene="fabG_1"
                     /locus_tag="DSM_00445"
                     /EC_number="1.1.1.100"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9KQH7"
                     /codon_start=1
                     /transl_table=11
                     /product="3-oxoacyl-[acyl-carrier-protein] reductase 
FabG"
                     
/translation="MKQVVLVTGAASGLGNVIAEYFASQGHQVILSASTLEKAENAKA
                     
QSQYAQNMFPLKLDISVEADFHAAVQWIEEKFSKLDVLINNATVTKATPVLEITAADF



                     
DWVTQVNQRGTFQACQIIGQYMANKGYGRIINMASLAGQNGGTATGAHYAATKGAIVT
                     
LTKIFAKEFAAKGVTVNAIAPGPMESPIVHSVVPDEKMEQFIQNIPVKALGSMHFIAE
                     TCGLLASPNASFVTGATWDINGGLFMR"
     gene            complement(480365..480850)
                     /gene="cbdB_1"
                     /locus_tag="DSM_00446"
     CDS             complement(480365..480850)
                     /gene="cbdB_1"
                     /locus_tag="DSM_00446"
                     /EC_number="1.14.12.13"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q51602"
                     /codon_start=1
                     /transl_table=11
                     /product="2-halobenzoate 1,2-dioxygenase small 
subunit"
                     
/translation="MNMNLQLLNEVTAFIWAEADMLDHSEYREWLNLWNEKGIYIIPI
                     
DPNLTDYENNLNYAYDDNHMRKLRVERLENGEAISTAPKANTVRSISRVRVIQDQDDE
                     
IVLRCAQNLREFRKENLKHYTADITYHLTRDADTGFKINRKIINLVNSTDTLAGISYI
                     L"
     gene            complement(480861..482138)
                     /gene="antA_2"
                     /locus_tag="DSM_00447"
     CDS             complement(480861..482138)
                     /gene="antA_2"
                     /locus_tag="DSM_00447"
                     /EC_number="1.14.12.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O85673"
                     /codon_start=1
                     /transl_table=11
                     /product="Anthranilate 1,2-dioxygenase large 
subunit"
                     
/translation="MNSIIPTHNIGIDYDALVKSDRAHTSLYKDERIFDEEMEKIFYS
                     
TWVWVAHASEIPEGGSYKTINIGKQPVVVVRDRKKKVHVLLNRCRHRAATVCEHKKGK
                     
TNSFVCPYHGWSYALDGSLRGVPSPESYGDCLDKSELPLVSLRVEEYNGMIFASFKED
                     
IQPLEEFLGPAKKWIDLFMKQGAGYPIKVLGEHRFRFPGNWKIQLENTTDAYHFPLVH
                     
KSFLSSVDEKTEELFNFENQPGFVEDLGNGHSVMVMIPELVDLEEDLMERPIQERFED
                     
LAQALRDEGHEELEVRRIVRAVGGSGFNLNLFPNIACSMAFFRVLQPISVAETEIHHS
                     
VITMDGGPQIANQYRLRLHEHFQGPFGFGTPDDSEAWERVQHGANAGNDLWIMLNRGL
                     PGEVKTEDGLKSDVSAETGMRAAYQQWKKMMTA"
     gene            complement(482168..482695)
                     /locus_tag="DSM_00448"



     CDS             complement(482168..482695)
                     /locus_tag="DSM_00448"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTDKVNIAEIIERLEQLEAHNAIRNCINRYMEICDELNANTDLY
                     
ELMNLFDQDCIWEGIGEKYAKSFGRYDSWQSIYDMFKRYTQKESHFVMNAHFVNSEQI
                     
YVNQNDANASWLMLQTSTFQDGRSHLNAAKLKVKFQKQADGTWKIKHFQTQNIFSRPV
                     SHWHSEAELPVPSQE"
     gene            complement(482706..483065)
                     /locus_tag="DSM_00449"
     CDS             complement(482706..483065)
                     /locus_tag="DSM_00449"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MEAKKPLRVLFCMGINQNFFDAEPAEAKAVWAAFGEMWNGIHDL
                     
PGVHVFGNLDDDQSMVGASTGWPWTTYLLADVPDIETVHAACNLFRTTVVGEGPYKLW
                     KYCKVEARVGRELIIQR"
     gene            complement(483094..484260)
                     /gene="hsaA"
                     /locus_tag="DSM_00450"
     CDS             complement(483094..484260)
                     /gene="hsaA"
                     /locus_tag="DSM_00450"
                     /EC_number="1.14.14.12"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q0S811"
                     /codon_start=1
                     /transl_table=11
                     /product="Flavin-dependent monooxygenase, oxygenase
                     subunit HsaA"
                     
/translation="MNKLSKMEFAAQDKAVDLDALCQEIRERACAGEFDNQAYVSQDI
                     
IEKLKKIGVYRALVPKRFGGEEWSPRQFCELIETLSKADGSVGWVASFGMSPAYLGSL
                     
PEETLKELYQNGPDVVFAGGIFPPQPAEITDEGVVVRGRWKFSSGCMGADIVGVGISP
                     
LKNNEMQGLPRMAVMPANKAKIEMTWDTVGLKGTGSHDLVVEDVLVEKKWTFVRGEPS
                     
KLSEPFFKYPSLSLATQVLTVVGIGVAAAALEEFEKLAPGKASITGGSEIANRPVTQY
                     
EFAQADAEFQAAKSWFYQTMDIVWNEIIAGREATAEQISDMRLACTHAARVCAKVTRK
                     
MQMLAGMTAIYTNNPFSRFVNDTNVVTQHAFMGDATLQNAGLVSFGLKPAPGYL"
     gene            complement(484279..485388)
                     /gene="gatA_1"



                     /locus_tag="DSM_00451"
     CDS             complement(484279..485388)
                     /gene="gatA_1"
                     /locus_tag="DSM_00451"
                     /EC_number="6.3.5.7"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O66610"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutamyl-tRNA(Gln) amidotransferase 
subunit A"
                     
/translation="MNIISQSVQKGSGKIKVMVKDTIDIQGLKTIAGSRALLEVEPAH
                     
DDAEVVKNILKADCEIIGKTNLHELAFGITGINHAFGTPINPKYPELIPGGSSSGSAA
                     
AVAAKQADFTLGTDTGGSIRMPAACCGVFGLKPTFGRVSREGVYPPSSSLDCVGPFAN
                     
SVEMIEKAMQIIDPTFKPAECTRTPKLALLNVKADEVVWNCIYQALQKANLETVLEKV
                     
EHFEAAYDAGMQIINYENWQAFGELTQTGLIGSDVNNRLLKAAHTTLEQVKQAEVVKA
                     
QLTQELDALLEKYDALVLPTLPQIPPKVSEAENTVAFLNLTGLVRPFNLSGHPAISVP
                     LETSEGLPVGLQFVSKHQKDEQLCAIAKFCVDAMQ"
     gene            485481..486005
                     /gene="marR"
                     /locus_tag="DSM_00452"
     CDS             485481..486005
                     /gene="marR"
                     /locus_tag="DSM_00452"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P27245"
                     /codon_start=1
                     /transl_table=11
                     /product="Multiple antibiotic resistance protein 
MarR"
                     
/translation="MQNFVYNRITLFLLSYCLAMLDHLEQFLPNKEPSSIQNFPFFWI
                     
SQVNGKYSQLIEKSIKKLGIDNTRRKIILSTNALGEASITDIANLSTLKLTTATKAVY
                     
RLVEDGIVEVYSSTTDERISMVKLTAKGVELVEQINQISVVTLAGILNAFSEDELHNL
                     NHQLKKLFDLMPSS"
     gene            486418..487767
                     /gene="lgoT"
                     /locus_tag="DSM_00453"
     CDS             486418..487767
                     /gene="lgoT"
                     /locus_tag="DSM_00453"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39398"
                     /codon_start=1
                     /transl_table=11
                     /product="putative L-galactonate transporter"



                     
/translation="MNQSNIAVERTQKKTNAYAWYVVILCMLAYIFSFIDRQILALMI
                     
EPIKADLQLSDTQFSLLHGLAFSLFYAVMGLPLAYIADRFSRPKLISIGIIVWSLATA
                     
TCGLSKNFIQLFLSRMAVGVGEAALSPAAYSMFSDMFSKDKLGRAVGIYSIGAFLGGG
                     
IAFLVGGYVINLLKGVTLIEVPLLGALKAWQIAFLVVGLPGIIIGLLFILTVKDPARK
                     
GQQLNQSGQVDQVKFTQCLQFIKKHAKTFACHYLGFTFYAMALYSLTSWTPAFYIRKF
                     
QLAPTETGYMLGTILLVANTLGVFCAGWLNDWFIKKGRQDAPMFTGVIGIVGLIIPIA
                     
FFTQTDQLWLSVTLLIPAMFFASFPLVISATALQMLAPNQFRARLSALFLLASNLIGL
                     
GVGTTLVAIITDKVFGNPLMVGSSLSIVGGLSCVLALALLFKGCKSFSESMKLEKLR"
     gene            487884..489140
                     /gene="nicP_1"
                     /locus_tag="DSM_00454"
     CDS             487884..489140
                     /gene="nicP_1"
                     /locus_tag="DSM_00454"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q88FY7"
                     /codon_start=1
                     /transl_table=11
                     /product="Porin-like protein NicP"
                     
/translation="MELFHRFKPHTLAFATLFIMCSSSWAANPNQQTEDEWKFTLKNA
                     
YINRDFDNDALKDTGSWSQAASLFYKSKMHDTPLVIADKPITIGADASVQYAVRLSSD
                     
KHVADTVLPFNKETQSQASDYLKYGATLKLGYDKTLLSVGELWLELPVTAVDASRQLL
                     
TSYWGTNLKSQLSDQLYVEIGRVEKVSPRNEEDFKKFSFTANGITKESDGLNYIDLRY
                     
QFTPSLKGEYYFGNLEDLYNKHYVGLEHTWKQPTFALTSKFKYFNAKDDGNTFDIDAQ
                     
NIGLLETVKVKNHTFGLGYQQIIGESAYPLPDGFLPETYFINWNATGFFKENEKSYHV
                     
MYGYDFKDYVPGLNAMVKYVYGHDFKAANGEKNHETESNVILNYTFQQPFLKGFALQY
                     IRIDYNVKHGNDFGEDRLFVNYTKKF"
     gene            complement(489176..489919)
                     /locus_tag="DSM_00455"
     CDS             complement(489176..489919)
                     /locus_tag="DSM_00455"
                     /EC_number="1.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WGR7"
                     /codon_start=1
                     /transl_table=11
                     /product="putative oxidoreductase"
                     
/translation="MAKTILITGASSGLGAGMAHEFAAKGYNLAICARRLDRLETLKT



                     
ELEHQYGIKVIAKSLDVTNYDQVFEVFRAFKQEFGYLDRIIVNAGVGNGRRIGKGNFE
                     
INRATAETNFISALAQCEAAIEIFRAQNAGHLVVMSSMSAMRGLPKHLSTYAASKAAV
                     
AHLAEGIRAELLDTPIKVSTIFPGYIRTEMNEGAKHLPFEVDAKTGCKALVKAIEKQP
                     VKAYVPQWPWLPMSIAMKVLPLRLVNKLG"
     gene            complement(489935..490633)
                     /locus_tag="DSM_00456"
     CDS             complement(489935..490633)
                     /locus_tag="DSM_00456"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTTIYLVRHGQASFGKSNYDELSENGEAQATLLGQYFKKILKEQ
                     
PYVVAGTMQRHEQTAQLALKECFPDAVIHHNNLWNEFNHQQVFARYEPRFEQPELLKA
                     
DVAKEHNPRAYLAKIFEGAIERWTDGDFHHEYDESWPHFKNRVETALQQLCDELAKTK
                     
PRYAVVFTSGGVISVAIGKLLELSPNRTFALNWAITNTSLTTLRLVGNEAQVLSLNEH
                     HFIKAERPDLLTWI"
     gene            complement(490630..491751)
                     /locus_tag="DSM_00457"
     CDS             complement(490630..491751)
                     /locus_tag="DSM_00457"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSVIDVGGEVREGEELDIGAVENWLKSQGVELVGPAVVTQYTGG
                     
ASNWTYRLKYENTDLILRRPPKGTKAKSAHDMAREYMVQKNLAPYYPVLPKMVALCQD
                     
ESVIGCDFYVMERIEGIIPRAKLPPELGFTEEDVHQLCVNVIDKLIELHQVPYENTPL
                     
AELGKGTGYCRRQVEGWDKRYEKVRTINVPSFKYVRKWLNDNIPQDSTTCIIHNDWRF
                     
DNVILDPKHPTEVIGVLDWEMATLGDPLMDLGSALAYWVEPTDNMIFRSTRRQPTHLK
                     
GMFSRKEVVDYYLQKTGLEPQNWTFYEVFGVFRLAVIAQQIYYRYYHKQTRNPAFKDF
                     WIVIHALHIRALKLIAQQKLQESEFAQQSLQKIQGILRR"
     gene            complement(491769..493010)
                     /gene="bbsG"
                     /locus_tag="DSM_00458"
     CDS             complement(491769..493010)
                     /gene="bbsG"
                     /locus_tag="DSM_00458"
                     /EC_number="1.3.8.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9KJE8"
                     /codon_start=1



                     /transl_table=11
                     /product="(R)-benzylsuccinyl-CoA dehydrogenase"
                     
/translation="MFELSKKAQDFAERTKKFILEEIEPVEAKFWEEVHELNPDGNWK
                     
KWQWPELLETLKSKAKQAGLWNMFLPDEKLGAGLTVQEYAHIAELTGRSLLAPTVFNC
                     
NAPDTGNMEVLWRYGSEQQKQQWLEPLLDGKIRSVFCMTEPDVASSDATNMQATALID
                     
GNEIVLNGKKWWSSGLGDPNAKVIIFMAHTPDETKDRHHQHSMVLVPIDTAGVEIQRM
                     
LPVFGDYDAPHGHGEVHFNNVRVPLENFIGGAGQGFEIAQGRLGPGRIHHCMRCIGAA
                     
EKVLELMIDRGMSRTAFGKEILKLGGNLERVADARVAIDQARLLTLYAAYKMDTLGNM
                     
AALTEISAIKVVAPSVLEKVVDMAIQLHGGAGVSRDTPLTGFFAQARSLRLADGPDEV
                     HKGMIAKLELAKRGYGRHKKV"
     gene            493099..494019
                     /gene="pcpR_3"
                     /locus_tag="DSM_00459"
     CDS             493099..494019
                     /gene="pcpR_3"
                     /locus_tag="DSM_00459"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P52679"
                     /codon_start=1
                     /transl_table=11
                     /product="PCP degradation transcriptional activation
                     protein"
                     
/translation="MNNIHNLHGLDLSFFHRIDINLYPLFIAIYEQKSISNAASSLNI
                     
TQSAASHALQRLRQQLEDDVFIRVGNKMSATPFAEQIYPTVKQALLTIQTISQQKHVF
                     
DPTSLKSLKIAVHDEIEPIILPRLAQHFQNLNLDLQFVSMKLDRKHIMTDLATQQLDF
                     
VIDLEQYLSPKITFDHLVTDEFVICSQLKEVDLASYISGRHIGVSSRRTGALLEDIYL
                     
NQHQKISRNVFMRCQNYSTALQVLGAQADAILTMPRMILQHLSYSPKIRLHSLPFEMT
                     NIKMGMFWHEDLRDNLRHQFLRHEIIKLFQ"
     gene            494062..494874
                     /gene="pcaU_1"
                     /locus_tag="DSM_00460"
     CDS             494062..494874
                     /gene="pcaU_1"
                     /locus_tag="DSM_00460"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O83046"
                     /codon_start=1
                     /transl_table=11
                     /product="Pca operon regulatory protein"
                     
/translation="MSKDERIIQNQDNKKTIRHEDYIAGIGKGMAILDSFSSNQHRLN
                     
ISMAAEKTGLTRAAARRHLLTLEYLGYLESDGHYYYLTPKVLKFSGAYLGAAQLPKVS



                     
QPLLNLLTNQTSLIYSVMVLDGYEAITIARSAAHQQTDRVNPYGLHLGNRLPAHATSA
                     
GKILLAHLSQEEQLDWLQKYPLQRLTKYTHVENDKFLELLKEIREQDWCYSREEHELG
                     
VHALAVPIYGQDFKVVAALNIVSPTMRTTEEYLIQHILPLLQETARDLRQVL"
     gene            complement(494967..495833)
                     /locus_tag="DSM_00461"
     CDS             complement(494967..495833)
                     /locus_tag="DSM_00461"
                     /EC_number="3.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q3JRV4"
                     /codon_start=1
                     /transl_table=11
                     /product="putative metallo-hydrolase"
                     
/translation="MQQPLVKDFFDENTNTFSYVVADLATRQCAIIDSVLDYDAASAT
                     
TKTTNADLIVDYVLAQNFKVQWILETHVHADHMTAAQYLKSKLGGTIAISQKISVVQE
                     
TFSAIYNFDFKKFNENQSFDYLFGDYEHFKIGEVEAYNIPTPGHTPACLSYVIGNAVF
                     
VGDTLFMPDYGSARCDFPKGSAAELYDSVQKLYTLPDDMRMFLCHDYKPEGRDEYICQ
                     
TDIKTQKQSNIHLNRRVSKESFIKMRQERDATLAMPKLILPSIQINMNGGNFPEPEAN
                     GIRYLKIPFNYF"
     gene            complement(495838..496269)
                     /locus_tag="DSM_00462"
     CDS             complement(495838..496269)
                     /locus_tag="DSM_00462"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9PFB3"
                     /note="UPF0394 membrane protein XF_0765"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MCWGNLMKNIFAFIFGGLFSLGLMISGMSNPAKVLGFLDIFGQW
                     
DISLMFVMLGAIAVAFIPFQRAIKKPKTIFNEQIQLPTNTQIDQRLIVGAFIFGIGWG
                     IAGICPAPALTLIGLGYFEALYFIVAMLVGMFIYRILNKGN"
     gene            complement(496256..496669)
                     /locus_tag="DSM_00463"
     CDS             complement(496256..496669)
                     /locus_tag="DSM_00463"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9PFB2"
                     /note="UPF0394 membrane protein XF_0766"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSSIVYAFVGGLLLGIATVGYLYINGRIAGISGLLAQFISPSRD



                     
IFKSSAFWFIAGLVITPFIYGYFYQPEIEIKANSFVLILAGLLVGFGTRLGSGCTSGH
                     GICGMSRLSKRSIIATAIFMFAGMLTVYIIRHVLG"
     gene            complement(496805..497272)
                     /locus_tag="DSM_00464"
     CDS             complement(496805..497272)
                     /locus_tag="DSM_00464"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRFLVLATLSGLALMGCASVQQAPNTQETIRYASSPCFGACPIY
                     
SVEVTPTGLIRFEGKQYTKAIGVKEIQGSVKDYQKLADELKTYRPQTGTQSKTAGCQQ
                     
TATDMSSYYITWIQPNGTETKLSHYTGCISPANNRLNKVMEKLPEQLGIKDLI"
     gene            complement(497903..500332)
                     /gene="quiA"
                     /locus_tag="DSM_00465"
     CDS             complement(497903..500332)
                     /gene="quiA"
                     /locus_tag="DSM_00465"
                     /EC_number="1.1.5.8"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q59086"
                     /codon_start=1
                     /transl_table=11
                     /product="Quinate/shikimate dehydrogenase (quinone)"
                     
/translation="MSESDSKFHILFKIWCFILGLALLATGIFYIVGGGKLVSLGGSW
                     
YFLISGLFITISAISIFRKKALGVWIFAAVFVGTVIWSLIDAGWEFWPLFSRLMFPAG
                     
LFAALLFTLPSIRRYQFQTSLASSAYAVGGLVVVGMLIALYQMFQPHPTVASSGEKLP
                     
LVPVDPSKKQVNWENYGNDAGGSRFVALDQINRDNVHKLKEAWRFRTGDFTTGSGNGA
                     
EDQMTPLQVGNKVFLCTPHNNIFAIDADSGKQLWKAEVNSTADAWERCRGVAYFDSTK
                     
PLVQPTLAGATPVTTVASNTACPRRVYTNTPDGRLIAVNADNGQRCADFGVNGTVDLL
                     
EGLGGGTKAPRFEVTSAPTIAGTTIVVGSRIADNVAADMPGGVIRGYDVITGKLRWAF
                     
DPRNPDPNYVLKPGETYKRSSANSWAAMSYDPQMNTVFLPMGSSSVDIWGGNRNPLDH
                     
KYNTSVLALDATTGKEKWVYQTVHNDLWDFDLPMQPSLVDFPLKDGTTKPAVVIGTKS
                     
GQFFVLDRITGKPLTKVIEQPVKAANIPGEQYSLTQPRSVEMPQIGNQTLTESDMWGA
                     
TPFDQLMCRINFKSMRYEGLFTAPGTDVSLSFPGSLGGMNWGSIAFDPTHRYMFVNDM
                     
RLGLWVQLIKQTPEDIKIQASGGEKVNTGMGAVPMKGTPYKVNKNRFMSALSIPCQKP
                     
PFGTMTAIDMKTRQIAWQVPLGTVEDTGPLGIKMGLKAPIGMPTIGGPMATQGGLVFF



                     
AATQDYYLRAFDSSTGKELWKSRMPVGSQGTPISYVSPKTGKQYVVVTAGGARQSPDH
                     GDYVIAYSLEK"
     gene            complement(500415..501734)
                     /gene="oprB_1"
                     /locus_tag="DSM_00466"
     CDS             complement(500415..501734)
                     /gene="oprB_1"
                     /locus_tag="DSM_00466"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q51485"
                     /codon_start=1
                     /transl_table=11
                     /product="Porin B"
                     
/translation="MPNLMKLSALTLAVLGSQFTLANEPWSQDRQWLLGDWNGKRQQL
                     
EQQGYKFTASIMSQSATNLDGGYNDSNTFENAAQLSLGANFDLEKIAGWKDTTASLVV
                     
TKRDGNALTLERIKDPRSSQLGNAQEIYGRGKIWRLSQAWVKKGFVDNTVQVKFGRMG
                     
MSEDFNSSQCEFQNLLLCGGQLGKSIGSIWYNSPVGVWATNVKYQFAPEWTLGVGVYE
                     
VNPDNIKTESNSDGFNLDMNNVKGATIPVELAWKPKLAAFNGLPGEYKVGALYSTAEA
                     
NDIKTAGKVHDGKQSFWINAQQQLSHAGQDPKRGLYVSFNGVVNDKATTFVQSTQQLA
                     
LWYKGPFDSRPNDSIGFGIANYVVNDRAKDKQIATNESRGYYSYDPIASDYIPIQDDE
                     LNVELNYTYQWSPAVMLRPNIQYIHQPAGVKEVDDAWVAGLSVKVNF"
     gene            complement(501804..503258)
                     /gene="quiC"
                     /locus_tag="DSM_00467"
     CDS             complement(501804..503258)
                     /gene="quiC"
                     /locus_tag="DSM_00467"
                     /EC_number="4.2.1.118"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q43922"
                     /codon_start=1
                     /transl_table=11
                     /product="3-dehydroshikimate dehydratase"
                     
/translation="MNTLRLTTLALGLMVSGIAAAQTYVVDRYQDDSNKGSLRWAIEQ
                     
ANANPSEASDILIQAVGKAPYAIKLNSALPEIKAPVKIIGTEWDKTGEYIAIDGSNYI
                     
KGEGAKACPGANPEQYGTNVRTMTLPGLVLRDVNNVTLKGLDIHRFCIGVLINRSSNN
                     
LIQHNRISNNYGGAGVMLTGDDGQGNPTATTTNNNKVLDNIFQDNGDGLELTRGAAFN
                     
LIANNHFVSTKANPEPSQGIEILWGNDNAVVGNKFENYSDGLQINWGKRNYIAYNEMT
                     
NNSIGFNMTGDGNILDSNKVHGNRIGVAIRSEKDANARITLTKNLIWDNGKDIKRCEA
                     
GGSCVPDQRLGAIVFAVPALEHAGFVGSRGGGVIVDPSKQQKTCTQPNEQGCNAQPNQ



                     
GIKAPKLTANKGLVAVEVNGLPNQRYQVEFFGNQNAASKEAEQYLGAITVATDAQGIA
                     KANWKPSVKVASITANITDRFGATSELSSAVQTK"
     gene            complement(503278..504111)
                     /gene="quiB"
                     /locus_tag="DSM_00468"
     CDS             complement(503278..504111)
                     /gene="quiB"
                     /locus_tag="DSM_00468"
                     /EC_number="4.2.1.10"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q59087"
                     /codon_start=1
                     /transl_table=11
                     /product="Catabolic 3-dehydroquinate dehydratase"
                     
/translation="MNMKTLLSLSLLALPFFTAQVNAEPVALAAQTQPAATAVQTIVP
                     
ITAKTKEQALAQAQVIANTADADLAEFRIDLLSFASDTKQVIALGHELKKILGNKPMI
                     
ATIRTKNEGGQLEISDVDYGKTYQAYLKNPFMDWLDVEMFRDQKVVSEIVQKAHQKKV
                     
LIVMSNHDFQKTPSQDEIEKRLLKQDQMGADILKIAVMPKSKQDVFTLMNATLKVSQQ
                     
TTKPLLTMSMGQLGTISRVATANMGGSYSFGMIGQASAPGQIDVTKLKQILQTVQPTN
                     P"
     gene            complement(504174..504803)
                     /gene="pcaG"
                     /locus_tag="DSM_00469"
     CDS             complement(504174..504803)
                     /gene="pcaG"
                     /locus_tag="DSM_00469"
                     /EC_number="1.13.11.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P20371"
                     /codon_start=1
                     /transl_table=11
                     /product="Protocatechuate 3,4-dioxygenase alpha 
chain"
                     
/translation="MNNWNFQELKETPSQTGGPYVHIGLLPQQAGIEVFENNFNNQLV
                     
QDQTKGERIRLEGQVFDGLGLPLRDVLIEIWQADANGIYPSQADTREQKADPAFQGWG
                     
RTGADFETGVWSFNTIKPGATAGRKGSTQAPHIALVIFARGINLGLHTRVYFEDEAEA
                     NANDPILNSIEWAPRRQTLIAKRFEENGEVVYRFDIRIQGDDETVFFDI"
     gene            complement(504818..505543)
                     /gene="pcaH"
                     /locus_tag="DSM_00470"
     CDS             complement(504818..505543)
                     /gene="pcaH"
                     /locus_tag="DSM_00470"
                     /EC_number="1.13.11.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P20372"



                     /codon_start=1
                     /transl_table=11
                     /product="Protocatechuate 3,4-dioxygenase beta 
chain"
                     
/translation="MSQHSWGAYAQRNTDDHPPAYTPGYKTSVLRSPKNALISINETL
                     
TEVTAPHFSSNLFGPKDNDLILNYAKDGLPIGERVIVHGYVRDQFGRPVKNALLEVWQ
                     
ANASGRYRHPNDKFIGAIDPNFGGCGRTLTDENGFYIFRTIKPGPYPWRNRINEWRPA
                     
HIHFSLIADGWAQRLISQFYFEGDTLIDTCPILKTIPSEDQRRALIALEDKNNFIEAD
                     SRCYRFDITLRGRRATYFENDLT"
     gene            complement(505554..505967)
                     /locus_tag="DSM_00471"
     CDS             complement(505554..505967)
                     /locus_tag="DSM_00471"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNDEQRYKQGIEVRTEVLGEKHVGRSLQNLNDFNQDFQNFISRY
                     
AWGEVWSRPGLPRHTRSLVTIAILLALGREDELRMHLRACFNNSVTKEDLKELILHSS
                     LYAGLPAANAAMHMAEEVFKELGIEVNPIAAKEQD"
     gene            complement(505983..507338)
                     /gene="pcaK_2"
                     /locus_tag="DSM_00472"
     CDS             complement(505983..507338)
                     /gene="pcaK_2"
                     /locus_tag="DSM_00472"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q43975"
                     /codon_start=1
                     /transl_table=11
                     /product="4-hydroxybenzoate transporter PcaK"
                     
/translation="MASQDYATPSKSIDAQALINDAPLSKYQWMIAIICFLIIFTDGI
                     
DTAAMGFIAPALAQDWGVDRSQLGPVMSAALGGMIIGALVSGPTADRFGRKIVLAFSM
                     
LVFGGFTLASAYATNLDSLVVLRFLTGIGLGAAMPNATTLFSEYCPTRIRSLLVTCMF
                     
CGYNLGMATGGFISSWLIPTYGWHSLFLLGGWSPLILMVLVILVLPESYRFLIVKGKN
                     
PEKVRKILNHIAPAQIENATAFHVPEEKTETAQKKNVFGIMFSKPYAKGTLLLWLTYF
                     
MGLVVVYLLTSWLPTLMRETGASMERAAFIGGLFQFGGVVSALFIGWAMDKFNPNRVI
                     
AIFYFAAGLFAIAVGQSLGNSTLLAVLVLCAGIAINGAQSSMPALSARFYPTQCRATG
                     
VSWMTGIGRFGAVFGAWIGAVLLGNDWSFTAILSLLLIPATAAAVAVFIKSIVAHTDA
                     T"
     gene            complement(507381..508166)



                     /gene="catD_2"
                     /locus_tag="DSM_00473"
     CDS             complement(507381..508166)
                     /gene="catD_2"
                     /locus_tag="DSM_00473"
                     /EC_number="3.1.1.24"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P00632"
                     /codon_start=1
                     /transl_table=11
                     /product="3-oxoadipate enol-lactonase 2"
                     
/translation="MKQTISNRQGKQLAVYTEGLKDAPVLMFSNSLGTDHGMWQPQLN
                     
ELKSHFNVITYDTRGHGESDVISDTTLQNLAEDVVDILDALNIEKAHFCGISMGGITG
                     
LWLGIHHPNRFNSITVANSAAKIGQTEAWLSRAESVEKNGLAELVKTTHTRWFSEKFD
                     
YQHNVVAQTTIQSLANTPAQGYANACRALAYADLRDEIAQIQIPALLIAGTEDPVTTV
                     ADAEFMQKAINNSQLAKLEASHLSNIEQPQRFTQELTRFIQQI"
     gene            complement(508163..509518)
                     /gene="pcaB"
                     /locus_tag="DSM_00474"
     CDS             complement(508163..509518)
                     /gene="pcaB"
                     /locus_tag="DSM_00474"
                     /EC_number="5.5.1.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q59092"
                     /codon_start=1
                     /transl_table=11
                     /product="3-carboxy-cis,cis-muconate cycloisomerase"
                     
/translation="MSQLYASLFYQKDVTEIFSDSSLITYMIQVEVALAQAQAQVGVI
                     
PQNAANTIAQVAEQALEKFDFSALAVATGLAGNIAIPFVKQLTAIVKDTDEDASRYVH
                     
WGATSQDILDTACILQCRDALNIVEGQLQQCYTTALQQAKQYRHQVMIGRTWLQQALP
                     
ITLGHKLARWASAFKRDLDRIQAMKSRVLTAQLGGAVGSLASLQDQGSLVVSAFAKQL
                     
NLTVPTSTWHGERDRIVEIASVLGMIVGNTGKMARDWSLMMQTEIAELFEPTAKGRGG
                     
SSTMPHKRNPVAAASVLAAANRVPALMSSIYQSMVQEHERSLGAWHAEWLAIPEIFQL
                     
CAGSLSRTGEVLQGFEVNAEHMQQNLECTNGLIMAEAVMMALAPKIGRLNAHHLVEAA
                     
CKTAVAQNLHLFDVVSQLDEVKGQFSQPEIQDIFKPKNYLGNIQQQIDAVLQEAQGES
                     K"
     gene            complement(509521..510732)
                     /gene="pcaF_2"
                     /locus_tag="DSM_00475"
     CDS             complement(509521..510732)
                     /gene="pcaF_2"
                     /locus_tag="DSM_00475"



                     /EC_number="2.3.1.174"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q43974"
                     /codon_start=1
                     /transl_table=11
                     /product="Beta-ketoadipyl-CoA thiolase"
                     
/translation="MTLKNAYIIDAIRTPFGRYAGGLAPVRADDLGAVPIKALMQRNP
                     
NVDWEQVDDVIYGCANQAGEDNRNVGRMSALLAGLPYQVPATTINRLCGSSLDAIAIA
                     
ARAIKAGEANLVIAGGVESMSRAPYVMGKSDCAFGRSQKIEDTTMGWRFINPKLKELY
                     
GVDTMPQTAENVAEQFNVNRADQDQFALVSQQRTASAQAKGFFSKEIVAVEIPQRKGD
                     
AVVIDTDEHPRASTTLEGLSKLKPVVKADGTVTAGNASGINDGAAALLIASDDAVQAY
                     
NLKPRAKIIASTAVGVEPRIMGFAPAPAIKKLLKQANLTLDQMDVIELNEAFAAQALA
                     
VTRDLGLPDNSDKVNPNGGAIALGHPLGASGARLVTTALNQLEQTGGRYALCSMCIGV
                     GQGIALIIERV"
     gene            complement(510745..511398)
                     /gene="pcaJ_2"
                     /locus_tag="DSM_00476"
     CDS             complement(510745..511398)
                     /gene="pcaJ_2"
                     /locus_tag="DSM_00476"
                     /EC_number="2.8.3.6"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q59091"
                     /codon_start=1
                     /transl_table=11
                     /product="3-oxoadipate CoA-transferase subunit B"
                     
/translation="MSYQKLSRDQIAKRVAQDIPDGAYVNLGIGLPTKIASYLPADKD
                     
VFLHSENGLLAFGPPPAAGEEDPELINAGKEFVTMLEGGSFFHHGDSFAMMRGGHLDI
                     
AVLGAFQVAANGDLANWHTGAPDAIPAVGGAMDLAVGAKKVFITTDHVTKQGEPKIVA
                     
ELTYPVTGKHCVDRIYTDLCVIDVTKDGLKVIEKVEGLSFDELQALTGATLIDATQG"
     gene            complement(511417..512088)
                     /gene="pcaI_2"
                     /locus_tag="DSM_00477"
     CDS             complement(511417..512088)
                     /gene="pcaI_2"
                     /locus_tag="DSM_00477"
                     /EC_number="2.8.3.6"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q43973"
                     /codon_start=1
                     /transl_table=11
                     /product="3-oxoadipate CoA-transferase subunit A"
                     
/translation="MIDKSKSSLSEVLSQIKDGATILIGGFGTAGQPAELIDGLIELG



                     
VKDLTIVSNNAGNGDYGLAKLLKAGSIKKVICSFPRQSDSYVFDELYRAGKVELELVP
                     
QGNLACRIQAAGMGLGAVFTPTGFGTLLAEGKETRHIDGKDYVLEYPIKADFALIKAY
                     
KGDRWGNLVYRKSARNFGPIMAMAADVTIAQVSEVVELGGLDPEHIITPGIFVQHVVQ
                     VQPAQ"
     gene            complement(512438..513154)
                     /gene="ispD"
                     /locus_tag="DSM_00478"
     CDS             complement(512438..513154)
                     /gene="ispD"
                     /locus_tag="DSM_00478"
                     /EC_number="2.7.7.60"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q2SWT6"
                     /codon_start=1
                     /transl_table=11
                     /product="2-C-methyl-D-erythritol 4-phosphate
                     cytidylyltransferase"
                     
/translation="MRHLHHQTSQTKLWAVIPAAGSGSRFSKTELKQYQYIQDATVIE
                     
HTVKRLSQLPLTGYVLAIGKQDTFASTLSFQDKHKAHFCNGGVERVHSVLNALNYLSQ
                     
IADEDDWVLVHDAARPCVTFECLNTLVKNAIETNQSAILAIPVRDTLKQVNQEQQIDK
                     
TVSRELLWQAQTPQIAKIGILKKAIETALKNNLTITDEASALESIGESVQVVMGRSDN
                     IKITYPDDLELARLILQSQN"
     gene            complement(513120..513509)
                     /gene="ftsB"
                     /locus_tag="DSM_00479"
     CDS             complement(513120..513509)
                     /gene="ftsB"
                     /locus_tag="DSM_00479"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A6S5"
                     /codon_start=1
                     /transl_table=11
                     /product="Cell division protein FtsB"
                     
/translation="MLEVFRSTSSKLILLLVIVLVAILQYQFWLGEGGYFPHQALMQQ
                     
IQQQAEVNDELKERNRILAAEVFDLKNGTEAIEEHARLDLGLVKPHETFVQMSTISTH
                     YKPIYIDPNAKVDLETNETPPSPDIPD"
     gene            514136..514813
                     /locus_tag="DSM_00480"
     CDS             514136..514813
                     /locus_tag="DSM_00480"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O31533"
                     /note="UPF0702 transmembrane protein YetF"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MDLSNILIGDTTWSFVLEILVRCTIMFIIIISFLRLSGKRGIRQ
                     
LSLFELAIILCLGSAAGDPMFTKDLPIAHALIAFIAILSLYRLVTWGMVKHKKIEDLL
                     
EGKALCVVKEGLLVYKDFQKQTYSHDEFFSEMRQQNVEHLGQVRTALLESDGILSLLY
                     
YEDEDVKWGLPLFPDAYRKAEVLKINTFYSCMKCGETKILNKLDQECSRCHHHSWAES
                     LKTRRLG"
     gene            complement(514910..516199)
                     /gene="eno"
                     /locus_tag="DSM_00481"
     CDS             complement(514910..516199)
                     /gene="eno"
                     /locus_tag="DSM_00481"
                     /EC_number="4.2.1.11"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q02RA7"
                     /codon_start=1
                     /transl_table=11
                     /product="Enolase"
                     
/translation="MSQIVDIRAREILDSRGNPTIEADVILESGVVGRACAPSGASTG
                     
SREALELRDGDKSRYLGKGVRTAVQNVNSSIHELLVGQSVFEQKALDEKMIAFDGTEN
                     
KSKLGANATLAVSLAAAHAAAAEQKLPLFQYIANLRGQTTLTMPVPMMNILNGGAHAD
                     
NTVDIQEFMIEPVGFTSFAEALRAGAEVFHSLKSVLKKQGLNTAVGDEGGFAPNLRSN
                     
EEAITVILQAIEQTGYKAGSDIMLALDCASSEFYKNGQYILEGEGNKSFTSNQFADYL
                     
AGLVKQYPIISIEDGLDESDWEGWSYLTSILGDKIQLVGDDLFVTNPKILQRGIDEKV
                     
GNSILIKYNQIGTLTETLDAIYLAKANGYTTVISHRSGETEDSTIADLAVGTAAGQIK
                     TGSLCRSDRVSKYNQLLRIEELTKAVYRGKAEFKGLN"
     gene            complement(516245..517102)
                     /gene="kdsA"
                     /locus_tag="DSM_00482"
     CDS             complement(516245..517102)
                     /gene="kdsA"
                     /locus_tag="DSM_00482"
                     /EC_number="2.5.1.55"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:B7H226"
                     /codon_start=1
                     /transl_table=11
                     /product="2-dehydro-3-deoxyphosphooctonate aldolase"
                     
/translation="MSQLKPQEVVRLGDIQMANHLPFVLFGGMNVLESKDLAFEIAET
                     
YIDICKRLDIPYVFKASFDKANRSSLHSFRGPGLEKGIEWLGDIKKHFNVPIITDVHE
                     
PYQAAPVAEVADIIQLPAFLSRQTDLVEAMAKTQAIINIKKAQFLAPHEMRHILHKCL



                     
EAGNDKLILCERGSAFGYNNLVVDMLGFDIMKEMNVPVFFDVTHALQTPGGRSDSAGG
                     
RRAQITTLARAGMATGLAGLFLESHPDPDKAKCDGPSALRLSQLEPFLAQLKELDTLV
                     KGFKKLDTH"
     gene            complement(517134..518771)
                     /gene="pyrG"
                     /locus_tag="DSM_00483"
     CDS             complement(517134..518771)
                     /gene="pyrG"
                     /locus_tag="DSM_00483"
                     /EC_number="6.3.4.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7E5"
                     /codon_start=1
                     /transl_table=11
                     /product="CTP synthase"
                     
/translation="MTHFIFVTGGVVSSLGKGISAASVAALLEARGLKVTMVKMDPYI
                     
NVDPGTMSPFQHGEVFVTEDGAETDLDLGYYERFLRRAKMTKLNNFTSGRVYQDVLNK
                     
ERRGDYLGGTVQVIPHITDNIKERVLRAGEGYDVAIVEIGGTVGDIESLPFMESVRQL
                     
MVELGHKRTMLMHLTLLPYIKSAAELKTKPTQHSVKELLSIGIQPDILICRTEYDVDA
                     
DTKRKIALFTNVEARAVVVCKDAKTIYQIPRGFYEQNVDDLICERFGFTDLPEADLTD
                     
WDNVVEALLNPEYTVRVAMVGKYVELPDAYKSVNEALLHAGIKNRVKVQIDYVNAEEL
                     
ESQDVSILKTADAILVPGGFGERGTEGKMKAIQYARENSIPFLGICLGMQLAVIEYAR
                     
HVAGMPEASSTEFNRSTKYPLIGLITEWLDERGELQQRSLESDLGGTMRLGAQKSELV
                     
EGTKTREVYGKAEITERHRHRYEMNNRFIEAIEQAGMKISGYSSAQHLVETVEIPEHP
                     WFIAVQFHPEFTSSPRDGHPLFASFIDAAKTQHQKSK"
     gene            518995..519483
                     /locus_tag="DSM_00484"
     CDS             518995..519483
                     /locus_tag="DSM_00484"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MANKKLLICAAIAAGLLLTACVKKETPKEEEQDKVETAVSEPQP
                     
QKPAKFESLESVDTQEAQVQEQPQVEVHREETANTTTEIRRETRPARSDESSQTQVAE
                     
QPKSETPKVEPKPEKKPEPKAEPKPEKAQSKPAAKATEPANTEDDAVAAAIAAATPAL
                     KN"
     gene            519719..520564
                     /locus_tag="DSM_00485"
     CDS             519719..520564
                     /locus_tag="DSM_00485"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKTALNRTPASFPVRRMDYNFEDTPRYWCNHEPSLTHYFTGLST
                     
LFPEGESYFVRSVRALRAKAKENEILDREIGAFIGQEAMHSKEHHAFHVSAQQYGLNP
                     
ESLEKATGIVLKAIEKVFSKKWNLLVTVGLEHYTAVLVVSMMQSVNELMTDNTIRNLW
                     
LWHSVEETEHKAVAFDLYQHLYGNGLDAYIPRVGIFTFSLVLITAFSTIYHIVLMKRD
                     
KQLTNFKTWRNFFKFASKQYKVLIPKFLEYYRFDFHPNQTDEKALVAATKVKLGINDR
                     SLLLS"
     gene            complement(520617..521711)
                     /locus_tag="DSM_00486"
     CDS             complement(520617..521711)
                     /locus_tag="DSM_00486"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MGISVFNKIKDFGSELFDLVLGAEHPKVYYHPQGKIKDILDKLP
                     
QLKQKYRPTPWLTNSHVHLLYFDLIRKQTIKLAYDRIDQLTMSDGGITAIAWYGYNLP
                     
PDTPTVVIMHTITGTPESMRELVRDLNQYTGWRIALCLRRGHAGLPMPVPQISLFGST
                     
SDLKEQLNHIQSLFPASDLYAVGSSAGTGLLVRYLGEQGEDTPFKAAFAMCPGYNTEI
                     
GFKNVHPFYSKMMTKKLFKYFIYPYQNTWSQIASLEKVLSATNLEEFEKEYFEMAGFE
                     
DYETYCKSINPIYVFENIKIPLMILNAEDDPVCSIKNLEPYKEPIQQMSNVAVVTTKK
                     GSHCAFYEGWRSTSWAARLMADYFLIEHNK"
     gene            complement(521731..522447)
                     /locus_tag="DSM_00487"
     CDS             complement(521731..522447)
                     /locus_tag="DSM_00487"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MWLKLSTLFLLPVLFIQGHKVRKNTPRLAEAKGEREGRAGQGKS
                     
LSLLILGDSAAAGVGVENQKDALSGAIIQELQNEFSLQWKLHAKTGDTTRQVFNALQH
                     
LEEQKYDVIVTSIGVNDVTKLTSAKSWIKQQKQLFEHIQKRFQPKLIIVSGVPPMQHF
                     
PALPNPLAWLFGQYAVQMNQKLQQWLAPQSHFKFLEYDIETFQAMNLPMASDGFHPSK
                     EVYAVWGRQVAALVRQSFNS"
     gene            complement(522486..522893)
                     /locus_tag="DSM_00488"



     CDS             complement(522486..522893)
                     /locus_tag="DSM_00488"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTLEITKQSLEKWHYMIQSNDLSNLNDLLADEVVFRSPVAYKPY
                     
EGRQVVFFILTNVIQVFQNFTYHREFYTEDGENVVLEFSADVGDKSLKGIDMIRFNEQ
                     GKIVDFEVMIRPMSGLAALAEQMGIRIAQFKPQ"
     gene            complement(522964..524988)
                     /gene="fadH_1"
                     /locus_tag="DSM_00489"
     CDS             complement(522964..524988)
                     /gene="fadH_1"
                     /locus_tag="DSM_00489"
                     /EC_number="1.3.1.34"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P42593"
                     /codon_start=1
                     /transl_table=11
                     /product="2,4-dienoyl-CoA reductase"
                     
/translation="MSLYPHLLKPLDLGFTTLKNRVLMGSMHVGLEEAPGGYERMAAF
                     
YAERAKGDVGLIVTGGIAPNQAGLTFAHASKLDSTEEAEKHKVITEAVHSAGGKIALQ
                     
ILHTGRYSYQPEIVAPSAIQAPINPIKPKAMTSAEVQQTIDDFANCAKLAQYAGYDGV
                     
EIMGSEGYLINEFIAARTNHRDDEWGGSYENRIRFPVEIVKRTREIVGENFIIIYRLS
                     
MLDLVEGGSTLEEVIQLAKAIEKAGATIINTGIGWHEARIPTIATKVPRAAFTWVTEK
                     
LKGEVSVPLITSNRINTPEMAEHVLASGHADMVSMARPMLADPEFVLKASEGRSDEIN
                     
TCIGCNQACLDHIFSMKIATCLVNPRACYETELIFKEAHNQKNIAVIGAGPAGLSFAV
                     
YAADRGHQVKIFEASHQIGGQFNIAKTVPGKEEFYETLRYFNRQIELRPNIELVLNHP
                     
ATYEELSQSDFDEIVVATGVTPRQLQFEGIDHPKVLSYLQVLKERVAVGQRVAIIGAG
                     
GIGFDTAEYLTHEGESGSLNPEKFYEEWGIDTHYEHVGGLKQPKVEASEREIYLLQRK
                     
ASSVGAGLGKTTGWIHRTGLKNRNVKMLAGVQYDKVDDQGLHITVDGKPTVLEVDNVV
                     ICAGQESFTAMYDQLKADGKNVHLIGGAKEAGELDAKRAIRQGAELAAIL"
     gene            525124..525684
                     /locus_tag="DSM_00490"
     CDS             525124..525684
                     /locus_tag="DSM_00490"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MSLPHVLLTSLLERPSTGFELARRFDRSMGFFWNATHQQIYREL
                     
NNMLKKGWVSTLENEMDSGRKKTYQVEQLGRIELASWMTQQSEPAQLRDDLMVRLRAE
                     
AQLGNNQILPELLRHLGLHQEKLKLYQTIYDKDFKDSDDLNNRVLYIHKMILELGITM
                     ETEWIKWLEQVIPQLKLFAQDNVSGE"
     gene            525687..526604
                     /gene="ydjP"
                     /locus_tag="DSM_00491"
     CDS             525687..526604
                     /gene="ydjP"
                     /locus_tag="DSM_00491"
                     /EC_number="3.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O34592"
                     /codon_start=1
                     /transl_table=11
                     /product="AB hydrolase superfamily protein YdjP"
                     
/translation="MPYYTMPDQESLFVRRVGRGEPVLVLSGLGMQSWQWLPFIYANR
                     
KKYEFIIPDWRGFGGSKNCAIPEQDAISSHWQDVAHLIEQLKLDKFILMGYSMGATTA
                     
MHGMKHAHLAQQLKAYLHIDQTPKISVDATWQYGLFGPLHAQFKQLLNDIYQLLSIHK
                     
NAKYLYELSLPDRQKLVRLWVDFIELQSSNPFSPFVFKTALKQPFLQKYLLPIQRLDY
                     
LFWYVENYLFHNEDYREALQQLQCPTTFFIGRNSTLYPETGQTLIAHSVEHAKTIYFE
                     RSGHTPLLTEPKKFGHEITTFLSELKHAS"
     gene            complement(526652..527707)
                     /gene="aroF_2"
                     /locus_tag="DSM_00492"
     CDS             complement(526652..527707)
                     /gene="aroF_2"
                     /locus_tag="DSM_00492"
                     /EC_number="2.5.1.54"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P00888"
                     /codon_start=1
                     /transl_table=11
                     /product="Phospho-2-dehydro-3-deoxyheptonate 
aldolase,
                     Tyr-sensitive"
                     
/translation="MNALNTLLTQSNTKETPVSLPVQLKAKYPLVQTFARQIAEHRQI
                     
IQNILAGKDQRLMVITGPCSIHDPVAVLEYADRLQKLQEKVKNQIFIVMRAYIEKPRT
                     
TVGWKGFMYDPNLDGSSNLQLGLEKSRELYLQIIEKGLPIASEILSPMATGYFDDLLA
                     
WGAIGARTSESQIHREISSHMPYSIGFKNGTDGSIQIALDAIQSAQNEHQFLGMNQQG
                     
LPSVIQSSGNPLPHLILRGANHGPNYDLASIQAIREKHKQNLPALVIDCSHGNSGKDP



                     
LRQPEVLQQIVAERLKTQVKGVMIESHLVDGNQKISCEMTYGQSVTDGCLGWDKTEQL
                     LLNVAKQLKASELAHSA"
     gene            complement(528135..528497)
                     /locus_tag="DSM_00493"
     CDS             complement(528135..528497)
                     /locus_tag="DSM_00493"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76169"
                     /note="UPF0060 membrane protein YnfA"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLIDSLSITRIFSVFGLFIITAIAEILGCYFPYLILKEGKSAWL
                     
WLPAALSLAVFVWLLTLHPAASGRIYAAYGGIYIFTALMWLRFVDQVVLTRWDILGGL
                     IVLCGAGLIILQPQGLIR"
     gene            complement(528501..530777)
                     /gene="clpA"
                     /locus_tag="DSM_00494"
     CDS             complement(528501..530777)
                     /gene="clpA"
                     /locus_tag="DSM_00494"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABH9"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent Clp protease ATP-binding 
subunit
                     ClpA"
                     
/translation="MLSRQLEVSLRLAVSMARQKRHEFLTVEHLLLALLDNDSAVNAL
                     
KACGADIVSLRKELEEYVEQHTPKLGENSEQAPHPTESFDRILQRAIFHVQSSGGDRT
                     
VEGADVLVAMYSERDSFAVYLLKRHQINRLTLTQYLSHGTRKDEVQVEEEVEDIEGES
                     
NSGNAGPLELYTLNLNVEAQKGKTDPLIGREKEIERTAQILCRRRKNNPLLVGDPGVG
                     
KTSIAEGLAWLIVNGKAPKPLSHAEIYSLDIGALVAGTKYRGDFEKRLKQLLNALKKN
                     
PNAILFIDEIHMIIGAGSSMGSTMDASNLIKPALANGTLRCIGSTTFQEYRQVFEKDH
                     
ALSRRFQKIDVNEPSISETIDILRGLKTKFEDFHHVQYDDKALVSAVELSAKFINDRF
                     
LPDKAIDVIDEAGAQRRLKAESEDSLITVENIEDIVSKIARIPPKTVSKDDKSVLENL
                     
ERDLKRVVFGQDEAITALASAIKLSRAGLKSPDKPVGSFVFAGPTGVGKTEVTKQLAK
                     
LLGVELVRFDMSEYMERHAVSRLIGAPPGYVGYDQGGLLTDAIHKNPHCVLLLDEIEK
                     
AHPDVFNLLLQIMDHGALTDNNGRKSDFRNVIIVLTTNIGAESISRASIGFTEQDHSS
                     
DNQEAMKRAFSPEFRNRLDGVIQFKALPTTVIESVVDKFLTELQAQLDEKRVVLDVDQ



                     
SARDWLATNGYDRLMGARPMQRLIQEHLKKPLAEMILFGELADHGGNVAVSVKKEDGK
                     AVGLKLEVFEDHHTAEPA"
     gene            complement(530787..531200)
                     /gene="clpS"
                     /locus_tag="DSM_00495"
     CDS             complement(530787..531200)
                     /gene="clpS"
                     /locus_tag="DSM_00495"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A8Q6"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent Clp protease adapter protein 
ClpS"
                     
/translation="MRTNKRQTNLKDIKASFQQSGYVDWHFNPRLSDSQNEDHDGEVV
                     
VQTAPPELKRPPLYAVVLLNDDYTPMDFVIEILQQYFAMNLDQATQVMLTVHYEGKGT
                     AGVYPRDIAETKANLVNNYARSQGHPLLCQIEPKA"
     gene            complement(531210..531962)
                     /locus_tag="DSM_00496"
     CDS             complement(531210..531962)
                     /locus_tag="DSM_00496"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQNSEQTTSVESSLQKKKFLNTNKPLFIGAAILMSGCFALGYTI
                     
GHRQGLTVVGYDADAEQLVEVVQKQKTALDAVNKSLNAAVQERDVAVTNANDLFEALN
                     
QANADKTQQEGMSNIYREILRQRGGLSLTIQNLAIKPLPENAYEYQLDLVQVSPSKRR
                     
AAGSVEIRLIKDTEVLVVPLEDKNFNFTDFERLTGRWTMPKGFTPQFIEVRLTGGSDT
                     PVIKRFSWQRGKPVETPSAFVAEIPQAEANSQ"
     gene            complement(532044..533093)
                     /gene="argC"
                     /locus_tag="DSM_00497"
     CDS             complement(532044..533093)
                     /gene="argC"
                     /locus_tag="DSM_00497"
                     /EC_number="1.2.1.38"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9X2A2"
                     /codon_start=1
                     /transl_table=11
                     /product="N-acetyl-gamma-glutamyl-phosphate 
reductase"
                     
/translation="MISVGIVGGTGYTGVELLRILLRHPKAQVRVLTSRTEAGKPVAD
                     
MFPNLRGHTDLQFSDLNIDALKECDVVFFATPHGVAMQHAKDLIAAGTKVIDLAADFR



                     
LQNLEQFEKWYGMEHACPDVLKDSVYGLTELNREKIKQAQVIGNPGCYPTTVQLGLAP
                     
LLKSAQALIETKNIIIDAKSGVSGAGRKASLGMIYSENADNFKAYGVAGHRHHPEIVE
                     
ALENIAGKKDVFEGLLFVPHLVPMIRGMLSTIYVDLTEAGKQTDLQALYENFYANEKF
                     
VDVMPANSSPETRSVRGANELRIALYKPQPNKLIILAAQDNLVKGASGQAVQNMNLMF
                     GFSEDEGLQGIGLLP"
     gene            533282..534802
                     /locus_tag="DSM_00498"
     CDS             533282..534802
                     /locus_tag="DSM_00498"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLDQSKEIKVCTYLGLTTLILSVALVGCGGGSSSGGSSNTPKPS
                     
EPSPEVMTDITLKTPVEMRNVQLKVYDNTDNSILIDTQVASLTSYDIKLPSTKLNRLY
                     
RVEVTTQGSSQVFDPTKSEYQNISGVYHAFITPSSISNKTQLISPSSEAIYQRAVIRS
                     
GQLPNETIIPTSIEQLHVDLASQDVYRSLLNAFKDTNIPSLSPASTLTILNLLKYSTT
                     
KPSTYVDSYLSFGYLQYWSSIHNTNSPYQDLTQSLATDLKDGYLDGKKLIGDKTSFTP
                     
IFTSAPDNIDPAKNTLLDIAANQKVTRDYFATNLRAATFKLADLQDQSHLDPIGYDLL
                     
NKKQYSGIIPSGNTSEFFRIDGAGDYRRAVGFSGITATCNGSAYPCKQGLTSINISDP
                     
KLPATDYLVGHYEDSTTGCQLNFRANGQIELIKGSQSYRSALSADSTDNLLQTDAASY
                     
SYLLNSSSSEPNNSTQQYNFIQLHIKANKIVSAQAGLDSRKAPDVLQTTQLECSFS"
     gene            complement(534799..535479)
                     /locus_tag="DSM_00499"
     CDS             complement(534799..535479)
                     /locus_tag="DSM_00499"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MAVEMPEIKIVRHVRARKLRLRVEPASIRLTVPLFCSKKQIQQF
                     
LAQSEQWLIETWNKQHHVRSTSFEIPSEISFFNREQPFQIVVQKQHRIFQFDWENSYL
                     
FIKDQQPYQALQNAVIAYAKQELPVLLSELSQKTRLSYAECAIRRPKTRWGSCSSQHN
                     
IMLHAGLVLMPAQITRYVCIHELAHTKHFDHSPAFWAEVAKFDPNYMQHRRQLKGNPL
                     PAWWYVTA"
     gene            complement(535479..536150)
                     /gene="rpiA"
                     /locus_tag="DSM_00500"



     CDS             complement(535479..536150)
                     /gene="rpiA"
                     /locus_tag="DSM_00500"
                     /EC_number="5.3.1.6"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7Z0"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribose-5-phosphate isomerase A"
                     
/translation="MSLYATQDEKKQAAAKAALKHLPKGGILGVGTGSTVNFLIDLLP
                     
ELQLEAAVASSQATADRLKKLGIEVVDMNHVGNLDAYVDGADEIDRHMHMIKGGGAAL
                     
TREKIVASIAKKFVCIVDDSKWVDQLGRDFPLPVEVIPMARSAVARKLVSLGGDPVYR
                     
EGVVTDNGNVILDVFNLNILNAIDLEKTINNIPGVVTNGIFALNPATIAIVATNDGIE
                     ERTAQ"
     gene            536258..537799
                     /gene="ilvA"
                     /locus_tag="DSM_00501"
     CDS             536258..537799
                     /gene="ilvA"
                     /locus_tag="DSM_00501"
                     /EC_number="4.3.1.19"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P04968"
                     /codon_start=1
                     /transl_table=11
                     /product="L-threonine dehydratase biosynthetic IlvA"
                     
/translation="MLSRVVRQILQATVYDVAIETPLEAAPRISQKLNNTIRFKREDL
                     
QPVFSFKLRGAYNRISQLPKEQLERGVICASAGNHAQGVALSGQRLGIPAIIVMPSTT
                     
PDIKVQAVKRLGGQVVLHGDSFDIANKYAQQRAEAEGLVFIPPYDDELVIAGQGTIAN
                     
EILRQWRDVEYVFVAVGGGGLIAGVAAYLGDVAPHVKVIGVEYEESACLKAALEANER
                     
VVLPHVGLFADGTAVAQIGALPFDIVRLRKSDNSGPIVEPDIVTVNTDEICAAIKDTF
                     
DENRSIVEPSGAMALAGIKKYVAEHKISGKNMVSIVCGANMNFDRLRYIAERTELGEQ
                     
REAIYAVTLSEEKGAFLGFCRALQGRNITEFNYRANNTEEAQVFVGISLKGGDTERHE
                     
ILEQLKQQNYVVDDLSDDEVAKLHIRYLIGGHANLDDERLFRVEFPERPGALLTFLTR
                     
LGPTHNITLFHYRNHGAAEGRVLVGLQATDAKQNPDGLIETLEQISYPYAEITDNVGY
                     KRFLK"
     gene            537944..538594
                     /gene="ktrA"
                     /locus_tag="DSM_00502"
     CDS             537944..538594
                     /gene="ktrA"
                     /locus_tag="DSM_00502"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O32080"
                     /codon_start=1
                     /transl_table=11
                     /product="Ktr system potassium uptake protein A"
                     
/translation="MAQFAVIGLGSFGATVAQELTRLNHDVIGIDTVKKNVENLADVL
                     
THAVIADATDEHVLDELNIQNCDAVVVAIGEDIEASILCVLNLKNLGIDKIWVKAKTK
                     
AHHTILSHLNINKIIHPEEDMGVRVAQALNYPMVSRYMSLDDEHYIVKIDIPEKLNGI
                     
NLYGIMQQAPQVKTLLVKRQQQILFETEETFTLQTHDILILEGHLQQLKKLSNCFI"
     gene            538613..539950
                     /gene="ktrB"
                     /locus_tag="DSM_00503"
     CDS             538613..539950
                     /gene="ktrB"
                     /locus_tag="DSM_00503"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O32081"
                     /codon_start=1
                     /transl_table=11
                     /product="Ktr system potassium uptake protein B"
                     
/translation="MSLKPKPHKTLNLSPPSLLALGFLGFIVFGTLLLKLPIANNGHV
                     
SWMDALFTATSAVTITGLSVLNIHESFTLFGQVIILLLIQSGGLGFMTFAILAALSLS
                     
PKVGLKQQMMAQDSLGQTSLSKVTFVAKGVVTYTLLFELIGTVILTTAFTPIYGFARG
                     
LYYAVFYSISSFNNAGFSLFSNSLVNFQSNYLICITISLLYTLGGLGFLVLMDIKQNK
                     
KWKKLSPNSKLILTTIAIINLVAFVLIWVLEAQNPHTLGLLNVGDQALNAWFQATVPR
                     
SSGFNTIDTGAMTNSSSLLMMLLMFIGGGSLSTAGGIKVGTFVILVLSVLSFLRRTDE
                     
IRVFNHSVSHETTYKALAVTAITSILIFIGFFILLLLEPKADFMNLLFEVVSAACTVG
                     
LSRGITPDLHNGSLFILSLLMFAGRLGPLTLAYLIATPKKSRLKHPQANIQIG"
     gene            complement(539992..541143)
                     /locus_tag="DSM_00504"
     CDS             complement(539992..541143)
                     /locus_tag="DSM_00504"
                     /EC_number="3.1.1.32"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9K0U7"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative phospholipase A1"
                     
/translation="MAFRQFERTSLQLSMGTLLSCLCASVAYADTLAPVKPASVDACV
                     
ALASNADRLACYDAVFKPSALPVVQAAVVPEPVKKIDKPVVQPETFKEKVVDKVSNIK



                     
VIGKAPTLEPTTSLLDQRWELSEKSKLGVWNIRAYQPVYLLPVFWTSDKNELPTSPNP
                     
NNVEHTAQNLKSTESKFQISLKTKAWENIFGNNGDLWVGYTQSSRWQTFNAEESRPFR
                     
ETNYEPEASLMFRTNYELLGLDGRLLGVTLNHQSNGRSDPLSRSWNRVIFNVGLERGN
                     
FALMLRPWIRIEEDSKDDNNPDIEDYVGRGDLTAFYKWKQNDFSLMLRHSLKGGDDSH
                     GAVQFDWAFPISGKLRGHFQLFNGYGESLIDYNHRATYAGLGVSLMNWY"
     gene            complement(541164..544103)
                     /locus_tag="DSM_00505"
     CDS             complement(541164..544103)
                     /locus_tag="DSM_00505"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTVDVTETISQTVHPAFQLLRQHHVEALDILVSEYKHKVTGAVH
                     
YHLATDYDENVFLVAFRTQPMDSKGTAHILEHTALCGSEKFPVRDPFFLMIRRSLNTF
                     
MNAFTAADWTAYPFATQNKKDFQNLLSVYLDAAFSANLNPLDFAQEGIRIELENGQPV
                     
YKGVVFNEMKGAMSAPSDQLYHQLAHHLFPETTYHYNSGGDPKDIPDLTYEQLVEFYK
                     
THYHPSNAVFMTFGNQTAYELQEQFEKLALHKFTAGTTLYSKPEKRLTAPVEVTETYA
                     
VDGDELKDKTYHVLSWLLPQASDIKLRLGMRLVEGVLLENSASPLRHYLETCGYAQST
                     
GPLMGVDDSNFEMTFYCGVQGSNPEHAESFRDGVLNVLREVAAKPIDSSLVDAILHQI
                     
ELHQREINGDGTPYGLSLILNGLSGAIHHNDPIQIWDVDSAIAQVKEELQDPMWLSNL
                     
IQTHLLDNPHRVQMTLVPDATKSAKEQEAEKARLAAIGEKLTEEDKAEIIAKTKALQE
                     
RQDTPDNLELLPKVGLEDVPADLHIVQGQLREIICNRMDTPLNLYHAGTNGIYYQQVL
                     
IQIPDDVVKSPYFNLLSILMGEVGAGEYDYLELQNLQTAVSGGLGMGASLRSKVDDKD
                     
KISAWLTLTTKSLTQKFDAIHLLKLAFEQLRFDEKERIIELLQQRKTRWQSRLSGAGH
                     
SYAMQIASRNMSALAQRDYQNTGLGALNWLGELVNKITQDDAAYDALIAELKHIHTKL
                     
LQAPKQFLLVCEEHQSERLVEEIQNVWDKLNVDTAATELTQVEQENDNEHEAWLIQTN
                     
VQFCASAYQAVEVSHPDAAPLMVLAAYLRNGFLHSAIREKGGAYGGGASYDGNACSFR
                     
FFSYRDPRLAETFKDFEASVQWLLNTEQQPHQLEEAILGLVASMDKPGSPAGEAITAC
                     
YALLHARTPTFRRTLRERLLHVTLEDLKRVARQYLIEQTPVKAVVAPFAKRDELQQLG
                     FTIKQVN"
     gene            complement(544202..544291)
                     /locus_tag="DSM_00506"
     CDS             complement(544202..544291)



                     /locus_tag="DSM_00506"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /translation="MVLKGFVLIGYNDAGYVLDIKAMAMKTNT"
     gene            complement(544356..546452)
                     /gene="bfrD_1"
                     /locus_tag="DSM_00507"
     CDS             complement(544356..546452)
                     /gene="bfrD_1"
                     /locus_tag="DSM_00507"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P81549"
                     /codon_start=1
                     /transl_table=11
                     /product="putative TonB-dependent receptor BfrD"
                     
/translation="MKRSVLFISSVGVMTSHVYALEADQQAVTNLPTISVKADKEISL
                     
KQEVGQASSATKGLMQLKDVPQIVNVVPKQVLREQTVTSMQGALQNVAGLSFSVGDGQ
                     
RDQVMIRGFSAITDNYVDGIRDDALYFRDMSNVERIEVLKGPASVLYGRGSAGGLVNK
                     
INKKPIDQSLREVSLIGSTTGQRRAEVDVNEKVAENVKVRLTGAVEDSDGYRDQAFLK
                     
RQAVAPSVQWDITDKTKLLLQADYLHDNRLADQGFPTDPITGKPVKTNPKTFYGALNG
                     
KEVGDVDTEISSQTISLDHEFNDNFKYHGAVRHYNYSLDRQYSVDSHPAADKSKITLT
                     
QNKRLRNEDGVYVQQELSALFNTGFLKHNTLIGAEYSKQHKDEILWQGAKTTTDLYNP
                     
KLEYWAPINTGTTTARNNNSNTFENYGVYLQDLMTVTDQLKVLVGLRYDNLSQDRDDK
                     
TSTNLDLNRTDNTYSPRIGVVYQPVNNISLYTSYNRSFQPLADSFVFYQNSDDLRPTK
                     
TENYEIGAKWDVNDQLNVTLALFEMSQTNIQNQDPANPNQALLAGEQKTKGVELSLTG
                     
QLTDQLSVLAGYSYMDGKIEKSTIGFTGNHSALTPNNTANLWLKYQINDYWYAAVGGR
                     
GESSRFSAPDNKNVLPGYAVVNAALGYQSERYDVNLNLNNLFDRDYFVSGHSGANDSN
                     MMGDPLNAQVALRYRF"
     gene            546690..547694
                     /gene="kdgK"
                     /locus_tag="DSM_00508"
     CDS             546690..547694
                     /gene="kdgK"
                     /locus_tag="DSM_00508"
                     /EC_number="2.7.1.45"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q53W83"
                     /codon_start=1
                     /transl_table=11
                     /product="2-dehydro-3-deoxygluconokinase"



                     
/translation="MATVDLFAIGNALIDQEFKVSDDFLSQQGLQKGTMQLSDGETQS
                     
ALYEKLKQTQDYKGQASGGSAANTTVAFSALGGSAFYGCRVGHDELGGIYLQGLNDAG
                     
IQTTPKSISEGVTGTCMVLISPDSERTMHTYLGITAELSQDQIDFEPLKTAKWLYIEG
                     
YLSTSETARKAVKQAREIAKAHGVKIALSLSDPAMVQYAREGLEELMDDGVDLLFCNE
                     
QEALMYTNTTTVEDALTQLRFKNHTVVITQSAKGALVANPTHHFHVAGRHVEAVDTNG
                     
AGDAFAGAFLYALNHHEDLTAAAQLAILISSEVVSQFGPRLAINDYAKLLENFQKECA
                     "
     gene            547711..548019
                     /gene="hcaC"
                     /locus_tag="DSM_00509"
     CDS             547711..548019
                     /gene="hcaC"
                     /locus_tag="DSM_00509"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_01650"
                     /codon_start=1
                     /transl_table=11
                     /product="3-phenylpropionate/cinnamic acid 
dioxygenase
                     ferredoxin subunit"
                     
/translation="MTEEVPEREARAFDTLQGTTIFITQRDGSFYAYQNLCPHLQTEL
                     
EYLENQFLDQDQEYIQCSTHGALFNVETGECISGPCLGEFLNKVEIKVHSDGGIYIVD
                     "
     gene            548045..548653
                     /gene="yqiJ"
                     /locus_tag="DSM_00510"
     CDS             548045..548653
                     /gene="yqiJ"
                     /locus_tag="DSM_00510"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76657"
                     /codon_start=1
                     /transl_table=11
                     /product="Inner membrane protein YqiJ"
                     
/translation="MADFFFNYYLMPFHLSVVALILLSVVETIGMYVGLRPSQLLKKI
                     
APIWLTNSPLLNVKFSKALIFVFLLINFSFAGYFLQLSFFAIQHYFITPFYLIIPALV
                     
IAIFFTVFMIHCLDQVIKPKLTHTNYNLLGRLATISSGSARPGFSAQARVRDEFGQLH
                     YVQVEPEYGELELYSQVILIKVHKSHYVAKKISVSNDLFAPD"
     gene            549036..549230
                     /locus_tag="DSM_00511"
     CDS             549036..549230
                     /locus_tag="DSM_00511"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1



                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSLKNLDINSRLIREIAIILIIKVALLLTIKHIWFDAPTIPKNF
                     DNQVAEHIAGDNSSHIKETR"
     gene            549230..550816
                     /gene="cydA_1"
                     /locus_tag="DSM_00512"
     CDS             549230..550816
                     /gene="cydA_1"
                     /locus_tag="DSM_00512"
                     /EC_number="1.10.3.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q09049"
                     /codon_start=1
                     /transl_table=11
                     /product="Cytochrome bd ubiquinol oxidase subunit 1"
                     
/translation="MISESVVDLSRFQFAMTAMYHFLFVPLTLGLAFILAIMETTYVI
                     
SGKEIYKDMTKFWGKLFGINFALGVTTGLTMEFQFGTNWAYYSHYVGDIFGAPLAIEG
                     
LMAFFLESTFIGLFFFGWDRLSKVQHLGVTWLVALGSNMSALWILVANGWMQNPVGAA
                     
FNFETMRMELVDFGALIFNPVAQVKFVHTVSAGYVTGAIFVLAISSYYLLKKRDLPFA
                     
RRSFAIAAIFGLASTLSVILLGDESGYELGDVQKTKLAAIEAEWDTHPAPAPFTLFGV
                     
PNHEEMRTDYAVKIPYALGLIATRSTTKEVTGLKDLMQQHEVRIRNGMLAYAELEKLR
                     
AGDRSPELLASFEKNQKDLGYGLLLKKYAPNVVDASEQHIQAAVKDTIPNVTALFFSF
                     
RAMVASGFLMLLLFILATWAVAKRNAENKPWLLKYALFALPLPWIAAQTGWYVAEGGR
                     
QPWSIGEILPTHLSASSLSTGDVWGSILALAAFYTVLLIIEMYLMIKFARLGPSSLHT
                     GKYHFEKQEPKTAVNGEALS"
     gene            550813..551958
                     /gene="cydB_1"
                     /locus_tag="DSM_00513"
     CDS             550813..551958
                     /gene="cydB_1"
                     /locus_tag="DSM_00513"
                     /EC_number="1.10.3.14"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABK2"
                     /codon_start=1
                     /transl_table=11
                     /product="Cytochrome bd-I ubiquinol oxidase subunit 
2"
                     
/translation="MIEYELLKIIWWVLVGVLLIGFALTDGFDMGSMALMPFVGKTDN
                     
ERRAAINTIAPHWDGNQVWFITAGGALFAAWPMVYSVAFSGMYWALLLVLFALFLRPV
                     
GFDYRSKLENTQWRNSWDWGLCIGGAVPALVFGVAFGNLFLGIPFSLDSTLRSEYSGS



                     
FFALLNPFALVCGIVSLSMLCAHGGAWLMLRTDGALKQRSAKATQIMAAIFLVCFLVI
                     
GAWLYFGQVPGYSYATAVDPNAALNPLAKEVVTNNNPGWMNNYSSYPITKVAPVLAIL
                     
GAIIAFFTASKAKAGLSFAGTSLMIVGAILTAGFALFPFLLPSSVNPNSSLTMWDAVS
                     SHRTLGVMTVAACIFVPIILIYTSWSYYKMWGVITNKHIESNSHSLY"
     gene            551972..552073
                     /gene="cydX"
                     /locus_tag="DSM_00514"
     CDS             551972..552073
                     /gene="cydX"
                     /locus_tag="DSM_00514"
                     /EC_number="1.10.3.14"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P56100"
                     /codon_start=1
                     /transl_table=11
                     /product="Cytochrome bd-I ubiquinol oxidase subunit 
X"
                     /translation="MWYFAWILGILMACFAGVLSALYIEHHQNLDEE"
     gene            552077..552373
                     /locus_tag="DSM_00515"
     CDS             552077..552373
                     /locus_tag="DSM_00515"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MATAMTASSQRKAQAFAMAISFLLALPLAVILLVHPSLMLDANG
                     
HYNHSQLMLVMVGISGGFIYGVGFVPHFWLWKWLFSPWIAWPLMLLGYYIWFLT"
     gene            complement(552431..553102)
                     /locus_tag="DSM_00516"
     CDS             complement(552431..553102)
                     /locus_tag="DSM_00516"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTLRLSVAAMGLLLSGSVFSAVTITAPEEIVILAVNGQEVNSGL
                     
FRSSKNNYKVDAGETSLSVRYQEYFEHLSGEHDIVKSGVVTIQTPALKDGQTYKLAMV
                     
DAPKQFEQAKKYAEQPTVALYNSNNELIVQQTGANNEARPWFASGLLGKVTDFTTKSS
                     
KQQPDAVYAAAKPTTTQANAPVATTMPATGVAQTNDQRLAEIWKKSSKAERQKFMAWL
                     AEQSN"
     gene            complement(553326..553922)
                     /locus_tag="DSM_00517"
     CDS             complement(553326..553922)
                     /locus_tag="DSM_00517"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSTFLDKIKNRRTIYAIGKNVALDRTKIEETIREAVKHSPSAFN
                     
SQSSRVVTLYGESHAKFWNLVREALRKIVPADAFAGTNAKIDSFVAGVGTVLFYEDQA
                     
VVKSLQEQFELYADNFPVWSEHSSAIAQFATWTALSELGLGASLQHYNPIVDADAAEA
                     FDVPATWKLRAQLVFGSVEAPAGEKAFISDEDRFKTFN"
     gene            complement(554111..555217)
                     /gene="ftsY"
                     /locus_tag="DSM_00518"
     CDS             complement(554111..555217)
                     /gene="ftsY"
                     /locus_tag="DSM_00518"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P10121"
                     /codon_start=1
                     /transl_table=11
                     /product="Signal recognition particle receptor FtsY"
                     
/translation="MQQQSNMQNKFLIDAEIGDDDVTLPNLPAIDVPIVESPVKQEVK
                     
AEEVVEAAPSTEPEQPKSGFFGRMKEGLSKTRRNFTDGMVNILIGGKEIDDELLEEVE
                     
EQLLVADIGVDATKTIITNLTERTARGDLIYSHSLYKALQEELVALLAPRVKPLHIDP
                     
NKSPYVILMVGVNGVGKTTTIGKLAKRLQGEGKKVMLAAGDTFRAAATEQLQIWGERN
                     
DIAVVAQGHGADSASVIFDAFESARAKGIDVLIADTAGRLHNKSNLMEELKKVKRVMQ
                     
KIDATAPHEIMLVVDAGTGQNAINQVQEFDQAVGLTGITITKLDGTAKGGVLFNIASR
                     THVPIRFIGVGEKIDDLRPFSAKSFVAALFETEK"
     gene            complement(555325..555651)
                     /locus_tag="DSM_00519"
     CDS             complement(555325..555651)
                     /locus_tag="DSM_00519"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLTFKENFLKLKSELKADQCFNLVVIIIIGCIFMLSYLALLRPV
                     
NSEQYQRIVQLSRQATYPRTQDMAELIMAQSEIHRAEYLKLMHAYQFEHDHIKQYPAL
                     AQEDTQ"
     gene            complement(555752..556111)
                     /locus_tag="DSM_00520"
     CDS             complement(555752..556111)
                     /locus_tag="DSM_00520"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MTNTIDGFVFDNPPKEEQIIELAHYHRKLLDEAIFHQEIHLGDY
                     
CLAQRKRVFDYARQLDPNQKAWFYQVYDGELRKIADEDELHPADAEEGLSIFAMLLVL
                     VIIAAILYFSVIRSLMG"
     gene            556327..556560
                     /locus_tag="DSM_00521"
     CDS             556327..556560
                     /locus_tag="DSM_00521"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIQRISHHDLEHVYATAVNTIQSQMNFQDAVAQLEEVARAGHGK
                     AALFLAELYYQGFRVERDSMKAQYWQKLATMQA"
     gene            556747..557172
                     /locus_tag="DSM_00522"
     CDS             556747..557172
                     /locus_tag="DSM_00522"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MWFSYNKQDKLKTFKFKMNSLSNLQPVSKDLMIKIYILRTMMYC
                     
GVLWGLFDEGWAIKSDQEDFIFPFWLNGVQAHRYAKTHWPNYKPRKITPKDFHESLLP
                     TLTRLKVTPALFNSSHRKLKLSTQQMHHFFFNHPKWQVA"
     gene            557313..557744
                     /gene="guaB_1"
                     /locus_tag="DSM_00523"
     CDS             557313..557744
                     /gene="guaB_1"
                     /locus_tag="DSM_00523"
                     /EC_number="1.1.1.205"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P99106"
                     /codon_start=1
                     /transl_table=11
                     /product="Inosine-5'-monophosphate dehydrogenase"
                     
/translation="MTIVAQVIKNKSEQAIFTISPEATVLEAITIMAEKGIGALVVAE
                     
GEQVVGILSERDYTRKVTLMERSSYSTTVAEIMTAKVITVGLNNTVEECLQLMTDRHL
                     RHLPVLDNGKLVGFISIGDLVKAAMEDQKVLIEQLKQYISG"
     gene            complement(557795..559003)
                     /gene="argD"
                     /locus_tag="DSM_00524"
     CDS             complement(557795..559003)
                     /gene="argD"
                     /locus_tag="DSM_00524"
                     /EC_number="2.6.1.11"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O66442"



                     /codon_start=1
                     /transl_table=11
                     /product="Acetylornithine aminotransferase"
                     
/translation="MTDITLAPVQPDQPTHLMATYGRQAISFVRGRGAYLYTQDGTEY
                     
LDALTGIAVCGLGHAHPAIAEAIAEQAATLVHTSNLFEIPWQTAAAQKLAQVSGMEEI
                     
FFSNSGAESNEGAIKIARKFGTQQGISLPKIIVAEQSFHGRTLATLSATGNKKVQDGF
                     
APLVEGFIRVPFGDIEAIQEAALQHPDIVAILIEPIQGEGGINTAPQGFSYLEEVRQI
                     
CNQHNWLMMLDEIQTGNGRTGKYFAYQHTNIIPDVLTTAKGLGNGFPVGAVMTQGKAV
                     
GLLGPGSHGSTYGGTVLGSRVVYTVIDTIQKENAVENAAVVGNYIVDQLRAQLSDKNV
                     
QVRGFGMMIGIQLPKDCAELVAIARDEYKLIINVTAGSVVRLLPPINITQAQADILLE
                     RLVALITNYL"
     gene            559231..559572
                     /gene="grxD"
                     /locus_tag="DSM_00525"
     CDS             559231..559572
                     /gene="grxD"
                     /locus_tag="DSM_00525"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AC69"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutaredoxin 4"
                     
/translation="MTEQARDTEALIRDQIAKHPVLLYMKGTPQFPQCGFSARAVEAL
                     
SQIGRPFAYVNILENPDIRATLPKIANWPTFPQLWVNGELIGGSDIMLEMFQNGELKP
                     LIEQYSAAPEA"
     gene            complement(559619..559942)
                     /locus_tag="DSM_00526"
     CDS             complement(559619..559942)
                     /locus_tag="DSM_00526"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSYQLVELENATANIICPICKLAVIDWTQEQYVQPCEHTVFIAM
                     
DLGFEFVADRFEEVMNQNVDELHEDPNMNIFDAITTTPYKNLTILKADLGVDGLFRYV
                     GISDC"
     gene            560186..561088
                     /gene="dmlR_2"
                     /locus_tag="DSM_00527"
     CDS             560186..561088
                     /gene="dmlR_2"
                     /locus_tag="DSM_00527"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76250"



                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator DmlR"
                     
/translation="MLTDLDDFYCFALVVEHGGFSAAERVTDIPKSKLSRRVYNLEEN
                     
LGVRLIQRSSRHFAVTDIGMDIYRHAQVMMNAAQAAHDLVDHLSIQPRGVVKVSVPVD
                     
IAQNQLPKILPAFLKKYPEIRLQLIVSNRRVDVINEGIDIALRVRSKLDDDPSLVLRQ
                     
FALIEQSLFASQAYLNEFGNIKSPDELSDHRILSLSEEHLDQQFILHGPDNQLKKVKV
                     
SPTIMGTNIYMLAQLASQNCGIALLPDTAAEDFVKSGQLVQILPDWKAAHGIFHAVYP
                     SRRGLLPAVRVFIDYLVEHLSEHP"
     gene            complement(561142..561936)
                     /gene="map_1"
                     /locus_tag="DSM_00528"
     CDS             complement(561142..561936)
                     /gene="map_1"
                     /locus_tag="DSM_00528"
                     /EC_number="3.4.11.18"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AE18"
                     /codon_start=1
                     /transl_table=11
                     /product="Methionine aminopeptidase"
                     
/translation="MRASTVTIKTEQDLEKLRVSGRLAAQVLEMIGEYVKPGVTTEYL
                     
DNICNDYIVNTLKVIPANVGYHGFTKTICTSVNEVVCHGIPSQNKILKDGDIINIDVA
                     
IIKDGYFGDTSRMYYVGNVNPHAKKLVETTYEAMVAGIHAVKPGATLGDIGYAIQSVA
                     
HREGYSIVREYCGHGIGKVYHEQPNILHYGQRGQGLVLKKGMVFTIEPMVNAGKPQVK
                     ELNDGWTVIAQDHSLSAQWEHMVAVTDTGFELLTPWPEGVGNYPEI"
     gene            562289..563590
                     /gene="brnQ"
                     /locus_tag="DSM_00529"
     CDS             562289..563590
                     /gene="brnQ"
                     /locus_tag="DSM_00529"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AD99"
                     /codon_start=1
                     /transl_table=11
                     /product="Branched-chain amino acid transport system 
2
                     carrier protein"
                     
/translation="MQQLRTGDIIALGFMTFALFIGAGNIIFPPIVAQQAGDHVWLAA
                     
IGFLITAVGLPVITIMALSRMQGSIEIISSPLGRIASLILTVVCYLSVGPLFATPRTA
                     
TVSYEIGFSSYFGTSSSSLLIYSAIYFAFVTVVSLYPNKLLDTVGHVLAPLKIIALAI



                     
LGIAAVMIPAGYVPAPINHYVNSPVSEGFVNGYLTMDTLGALVFGIVIIQAIYSRGVT
                     
DNKLVTKYAIIASLISGVGLTLVYLSLFKLGLGSHEVAPNAANGAVILHAYVQHAFGN
                     
MGSLFLTGLIFLACMVTAIGLTCACAEYFAQLTKLPYKLLVFILVGFSFIISNLGLTK
                     
LIAVSVPVLSAIYPPAIVVIMLSFFWKFWHKPSFIVGSVTSIALIFGIIDGLKVAGFG
                     DYLPNFLQHLPLNEQNLAWLIPSLVVLVVTTLIDKVKHKSI"
     gene            563782..564201
                     /locus_tag="DSM_00530"
     CDS             563782..564201
                     /locus_tag="DSM_00530"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKSKYYLTLADAEFLMEEAQKYAIEHNFKVSIAIVDETSSLLLM
                     
KRLDGASPLTTHLCLEKAKCSSMSGRPSKFYEELLQNGRLGFLSMPSAKGMLEGGKAI
                     IYEGQILGAIGVSGVQSFEDAEIAQHAIDVFLQKQSS"
     gene            564459..564704
                     /locus_tag="DSM_00531"
     CDS             564459..564704
                     /locus_tag="DSM_00531"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLSLHFNKQVFINTLNSKDSVVYGVTTLALMLTLLFQGMIKGNL
                     KPEYFMYAMVVSFVFCVWAFVDHKMRKLAKRRLSQQK"
     gene            complement(564738..565193)
                     /locus_tag="DSM_00532"
     CDS             complement(564738..565193)
                     /locus_tag="DSM_00532"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDLSKAVQLAIVFSGVFLWIGMLTGVWKYWQIRRSELSRAHYYV
                     
DIAHRSSLLYAAATLILAVLSYFTILNEDIALWCVLANILFFSFSILVYIIHGFLQDT
                     TNQFKQPHRLGHFSLPTWLMTFMMFALIITELLATAILVMGTILLFLSK"
     gene            565331..566191
                     /locus_tag="DSM_00533"
     CDS             565331..566191
                     /locus_tag="DSM_00533"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MDKTFESFWITCKDGYQLAAQFYPAQEKKAEYPILICPATGITK
                     
NFYHSFATWLSQQGYDVLSFDFRGIGESLHGALKQSTASITDWGTLDIPAAIDALLIK
                     
TKANQVILIGHSAGGQLLGVVPNYNKVAKVITVAGSTGHIKGLKGKTKVLAPVMFNLI
                     
FPISSLVKGYGATQFIGMGENLPKKVAQQWREFCSRPGYVKNAIGKTIFHDFHLDIQC
                     
PITAIWADDDEIATKRNVQELLSLYPNANKKMIELSPKDLGYKSIGHMLLFKKSHQKL
                     WSILEQEIKH"
     gene            566416..569274
                     /gene="ptsI"
                     /locus_tag="DSM_00534"
     CDS             566416..569274
                     /gene="ptsI"
                     /locus_tag="DSM_00534"
                     /EC_number="2.7.3.9"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P23533"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphoenolpyruvate-protein 
phosphotransferase"
                     
/translation="MLALEPQHIHMNQHAVDKTHALKCLVDILEKDGLVTPEYITGLI
                     
NREQQSATYLGQGIAIPHGTPQSREYILKTGIRLAHFPEGVIWDGENKIYLAVVIAAK
                     
SDEHLQVLQILTRALMHDVSEQVKNASKPEQIIELLQAQPLSLALHENLIQTEIDAQD
                     
IEDLFWAASQTLKKHNFVKCGFLSSLDPEQAIQLQDQIWSISSNHFVQQPAISITKPS
                     
QALELNGKKLNTLVCIAANDQLDNERFNRLIDILFNPEQVAELDKTQTPNEIAKIIGA
                     
DVVPDWPQRSVVLANAHGLHARPATHLVNLTKTFQGDIQVAVDDGSFVSAKSLTRLLA
                     
LGCKRGQTLRFIAEPETDAVEALDQVILAVQQGLGEEVEALPVTSETPDQLPAQTAIS
                     
NATTLGNNTGIAASSGLAFGPVHVIKPKVYQYERMGSGVKVEKENLDIALHAVKNNIH
                     
QVIAKADASEIKQIFRAHLEMLDDPDLINGVYQKIYQNLSAPAAWHEHIEAAAKAQEA
                     
LPDRLLAERATDLRDIGDRVLTQLCGEVVIEEPKEPYILIMHDVGPSDVARLNKDRVA
                     
GILTAIGGASAHSAIVARALGIPAIVGAGEQVLEIDPKSTLLINGDTGTFVLDPDAAQ
                     
IEQAKQEREQQRQIREEAERHSHEPAITLDQHQIEIAANLGKVQATAQAVECGAEAIG
                     
LLRTELVFMSHSSAPNEAVQEADYRVVLDALAGRPLVVRTLDVGGDKPLPYLPIAEEE
                     
NPFLGLRGIRLTLRRPELLKQQLTALLKASDNRPLRIMFPMIGRVEEWRAAKAILDEV
                     
RAQHPCDNLQVGIMIEVPSAALLAPVLAQEVDFFSIGTNDLTQYTLAIDRGHPILSAE



                     
ADGLHPSILNLIDQTVKAAHKHGKWVGICGELAADPKAVPILMGLGVDELSMSPNSIP
                     LVKAQIRTLSYSHAQKLAQQALLCDSAPAVRQLSEQDL"
     gene            569289..570236
                     /gene="lacC"
                     /locus_tag="DSM_00535"
     CDS             569289..570236
                     /gene="lacC"
                     /locus_tag="DSM_00535"
                     /EC_number="2.7.1.144"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q833W9"
                     /codon_start=1
                     /transl_table=11
                     /product="Tagatose-6-phosphate kinase"
                     
/translation="MAKILTITLNPAIDVTIQLNELLVGEVNRQESVEIHAAGKGLNV
                     
AQVLKDLGHDVIVTGFLGEHNRQIFDTHFAQAQFQPEFIYIDGETRQNIKIAEHSGRM
                     
TDLNGKGFFVSETDKQSLFNKIEALLPQVEVVAIAGSLPQGFSIDELQQLIQLIKKNN
                     
KKVALDTSGKALVAAIECQPWMIKPNTDELVESYQRPATSYAEQRKLFDSLTNIEHVV
                     
ISMGEDGVNWLHATHPLHAQAPKVIVKSTVGAGDSLLAGMIHGLVNQLPPEETLKTAT
                     AIASHAVTQIGFRIPTSEVLNQLKAQTIINSLSESDANC"
     gene            570223..571941
                     /gene="fruA"
                     /locus_tag="DSM_00536"
     CDS             570223..571941
                     /gene="fruA"
                     /locus_tag="DSM_00536"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P20966"
                     /codon_start=1
                     /transl_table=11
                     /product="PTS system fructose-specific EIIB'BC 
component"
                     
/translation="MQTAKHLLFVTNGPQQQVNALILARKLALVATQHGYKHSVISLD
                     
EFESSDHFDHVIIIGQQPKNLNIFGQNALSLVSIEDIKDDADKALLTALEHSKPANKW
                     
EQKPKQASNTATHFVAITACPTGVAHTFMAAEALQQGAERLGYQIDVETQGSVGAKNI
                     
LSPQAIADADIVILATDIEVNTDRFVGKRVYRCSTGFALKQTDKAFAEAIANAQVLEQ
                     
GKQQATTENKDKTEKVGVYKHLLTGVSYMLPMVVAGGLLIALSLCFGLNAAEQAGSLP
                     
AILKQIGAAAFTLMVPMLSGYIAYSIADRPGLAPGLIGGLLAAQLQAGFLGGIVSGFL
                     
AGYIALFIAKKVKLPTSLESLKPILIIPLLGTLSVGLIMFYVVGQPVAHIFELMKDFL
                     
NNMGTTNAVLMGIILASMMCIDLGGPINKAAYAFTVGLLTTNTYMPMAATMAGGMVPA



                     
IGMAIATFLARNKFSTGEKDAGKAAFVLGLCFISEGAIPFAAKDPMRVIPTCILGGAV
                     
TGALVALFHCELVTPHGGVFVLLIPNAINHAWLYLAAIAAGSIVTGVSYAIIKKNQEE
                     KLLTNS"
     gene            complement(571987..572493)
                     /locus_tag="DSM_00537"
     CDS             complement(571987..572493)
                     /locus_tag="DSM_00537"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKLLITSMVALTIGLNGCASIITGSSQTLTFTSVPESATIEIK
                     
NRNGVKVHTGQTPATVSLKKGAGYFKPESYQVSFSKPGYQTKTVEVTGTLSGWYLGNI
                     
IFGGLIGLLIVDPATGAMYKLAPKDINTVLEAQNLVGEAKQKPTLTVMLAQDIPEQMM
                     ARAVQINK"
     gene            573125..573589
                     /gene="mprA"
                     /locus_tag="DSM_00538"
     CDS             573125..573589
                     /gene="mprA"
                     /locus_tag="DSM_00538"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACR9"
                     /codon_start=1
                     /transl_table=11
                     /product="Transcriptional repressor MprA"
                     
/translation="MTKKYARFLPTTESFTLEDFPYYWITQVHAQYVQNIDNALKKYG
                     
LDNSRRRIMLALSSKPHASVSELSDMIISKMSTTTKIVYRLKDEGLVETYSCQSDGRI
                     
TRVYLTERGTEMINKINDLTSVVLEQSFEGITPLQLEKMMESLKLLLKNLSR"
     gene            573780..573995
                     /locus_tag="DSM_00539"
     CDS             573780..573995
                     /locus_tag="DSM_00539"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MAKRKYKSDKFQVRRINRQWWVLEKDLETNCYSKHEQVATKTLA
                     NNYADDYIEQYYMNLYIQQQLKKPETV"
     gene            574602..576695
                     /locus_tag="DSM_00540"
     CDS             574602..576695
                     /locus_tag="DSM_00540"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9ABX9"
                     /codon_start=1



                     /transl_table=11
                     /product="putative signaling protein"
                     
/translation="MTSMSNTTQKHFIVEQFPLPTWVSDEKGLILYCNTECTKYWRDT
                     
SPPLFQQWLDFVYPADLEEVKNKWLDAIRLRSRIEFKCRLLHKTHYYRWCKISIQLSK
                     
YHESSQENEWFISFLDIDQDIQEQQSLRKDIDIQNQMLDISVDCIKVLNTDGTVSHMN
                     
KSGCLALGIPVDEKKFGMRWLDLLPPHIRKRGRVALKKALQGKVARFAGMSCLPNQEP
                     
EYWDNMLTPIQHTNGEIIQILCVSRNVTQQYLTENRLRDISERDELTGLFNRRSFKLQ
                     
LKRTLAYSRETQTSVGLLLIDLDHFKHINDTIGHSAGDHLLKILSKRFNQCVDHERCS
                     
VARLGGDEFAVIVSHLENENNVRELAEVLLQQLNQPITYAGNVLNGGMSIGCAIYPQD
                     
AVDQSSLLSCADMALHDLKARGRGGIRMYNPSMMQLTEAIASQLNIARQLIRHHTIQP
                     
YYQPKVDLKTHAVVGFEALLRWHTTSAQRGLPSQIAEAFKDYDLASKIGEIMQQQVLH
                     
DIAKWIKLGFEPLPVSLNAAPVEFLRDNYAERLLKKINQLEIPTHLIEIEVTEHMLGD
                     
RGSEYVIRALNKLKQHGVRIALDDFGTGFSSLTHIRDYPIDCLKVDCSFIQKMQHDPS
                     
IYAIVQAIGLLAPNLSLGLIAEGIETPEQEELLLQFGYNIGQGFLFESAIDANQVISI
                     LKQGQAYLESHYSMN"
     gene            576821..577264
                     /locus_tag="DSM_00541"
     CDS             576821..577264
                     /locus_tag="DSM_00541"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q7A551"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative universal stress protein"
                     
/translation="MSYHHILVPVDGSPTSLIAVNHAASLAKAFSSKVTLVYALTIDP
                     
FISVEIIDSTEIAQDYFNKARASIQSILDQAKEQFSQHGISVETKIVEGQTIHTEIIK
                     AATELKADLLVIGSHGRKGFKKFFLGSVTQALLGEIHVPVLVVTE"
     gene            complement(577319..578761)
                     /gene="gdhB"
                     /locus_tag="DSM_00542"
     CDS             complement(577319..578761)
                     /gene="gdhB"
                     /locus_tag="DSM_00542"
                     /EC_number="1.1.5.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P13650"
                     /codon_start=1
                     /transl_table=11
                     /product="Quinoprotein glucose dehydrogenase B"
                     
/translation="MNKHLLAKITLLGAAQLFTFHTAFADIPLTPAQFAKAKTENFDK



                     
KVILSNLNKPHALLWGPDNQIWLTERATGKILRVNPVSGSAKTVFQVPEIVSDADGQN
                     
GLLGFAFHPDFKHNPYIYISGTFKNPKSTDKELPNQTIIRRYTYNKTTDTFEKPIDLI
                     
AGLPSSKDHQSGRLVIGPDQKIYYTIGDQGRNQLAYLFLSNQAQHTPTQQELNSKDYH
                     
TYMGKVLRLNLDGSIPKDNPSFNGVVSHIYTLGHRNPQGLAFAPNGKLLQSEQGPNSD
                     
DEINLVLKGGNYGWPNVAGYKDDSGYAYANYSAATNKSQIKDLAQNGIKVATGVPVTK
                     
ESEWTGKNFVPPLKTLYTVQDTYNYNDPTCGEMAYICWPTVAPSSAYVYTGGKKAIPG
                     
WENTLLVPSLKRGVIFRIKLDPTYSTTLDDAIPMFKSNNRYRDVIASPEGNTLYVLTD
                     TAGNVQKDDGSVTHTLENPGSLIKFTYNGK"
     gene            579116..579745
                     /locus_tag="DSM_00543"
     CDS             579116..579745
                     /locus_tag="DSM_00543"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MCANFKPLKKEHSYQLDLLEPTFDYKSDVYPSDDCPIILSHQNE
                     
WEWRKVKFGMLPPYAKEISFKYATYNARTETVDHKRSFKHAWSNDQFGLVPVEAIYEP
                     
KYINGKAHWYGIFRQDGKPFTLAAIYEETIIDEQKVRTMSLLTINADRHSFMKQFHKP
                     DDEKRSIIVIPDHLRNDWLNCKHTDAPDFFLDMPLNEFTSLPKAEMNKS"
     gene            579992..581446
                     /gene="bicA_1"
                     /locus_tag="DSM_00544"
     CDS             579992..581446
                     /gene="bicA_1"
                     /locus_tag="DSM_00544"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q14SY0"
                     /codon_start=1
                     /transl_table=11
                     /product="Bicarbonate transporter BicA"
                     
/translation="MLTNLREQWFSNVRADILSGLVVGLALIPEAIAFSIIAGVDPQI
                     
GLYASFCIAVIISFVGGRPAMISAATGAMALVMTTLVKEHGLQYLFAATILTGVIQII
                     
VGYLKLAKLMRFVSKSVVIGFVNALAILIFMAQLPELVNVSWYVYLLVAIGLAIIYLF
                     
PYVPKLGKIFPSPLICIVIVTLLAFFLGLDVRTVGDMGALPNTLPIFLIPAIPLNLDT
                     
LLIILPYSLALAAVGLLESMMTATIVDEMTDSPSNKFKECKGQGIANIASGFMGGMAG
                     
CAMIGQSMINVKSGGRTRLSTLCAGIFLLILVVFLSDWLKVIPMAALVAVMIMVSIST
                     
FEWRSLTQFKTNPKSSNTVMIATVVVVVATHNLALGVLTGVLLSALFLANKLENDIQV



                     
ISSLEGNARLYDLRGQIFFSSSDRFMQGFNFKEDVKEVIIDLTHSHIWDVTSVAMLDS
                     AVEKFQKNGIHVTVRGLNEASSIMIDKYSTHAKI"
     gene            complement(581494..582672)
                     /locus_tag="DSM_00545"
     CDS             complement(581494..582672)
                     /locus_tag="DSM_00545"
                     /EC_number="3.4.21.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P80146"
                     /codon_start=1
                     /transl_table=11
                     /product="Extracellular serine proteinase"
                     
/translation="MNIRQVSAICLSIAATHFVYAASNVANPVNDSSQAKGIIKNQYI
                     
VILNKDAGPSKDFAQNIAKQHAGKVLQSYDTVLKGFAIYLPDTAGVAFIEAMKKNPHV
                     
LSVESDTIVNIDATTQSNPDWGLDRIDQKALPLNSTYSYLQTGSGTTAYIVDTGILSS
                     
HQEFSGRVLSGYTAISDGNGTTDCNGHGTHVAGTVGGTTYGVAKNVNLVPIRILGCDG
                     
SGASSNVIAGLDWILKNGKKPAVVNMSLGGATSSSLDSAVENLYNNGYVMVVAAGNSN
                     
TDACTSSPARVSKAITVAATDNTDTRASYSNYGSCVDIFAPGSQINSSWIGSNTATKI
                     
LNGTSMATPHVAGVVAEMLQSTPTASPQTISTNLLNQASSNVVKNPSGSPNRLLYKSP
                     "
     gene            complement(583903..584649)
                     /locus_tag="DSM_00546"
     CDS             complement(583903..584649)
                     /locus_tag="DSM_00546"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRRYDNATTVENEGEILAGFQYRSLLSYRAYHHIKDIKYGSKNR
                     
STLDFFPLEHANKTVIFIHGGYWQWCDKSDFAFIAPYILAKGAQCVLLEYDLAPQSHI
                     
SQIVAQTQQALDFIAEQNWKTDEVVVVGHSAGAHLGALCLNHPLLSKATLLSGIYDLL
                     
PIQETHLNHALNLSQEDILKYGPIHQQEQINIPCTILCGGLELSELKWQSQNYFEYRL
                     SQGDDMISFEIIPEINHYSILEHYFKFIFK"
     gene            complement(584657..586063)
                     /gene="pheP"
                     /locus_tag="DSM_00547"
     CDS             complement(584657..586063)
                     /gene="pheP"
                     /locus_tag="DSM_00547"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P24207"
                     /codon_start=1
                     /transl_table=11



                     /product="Phenylalanine-specific permease"
                     
/translation="MSSFDEIQNREAGLHKKLSAKQMGMIAIGGAIGTGLFMGSKFAI
                     
SFAGPAVIVSYAIGGLIAFALMACLAEMTVQHPTSGSFGAYAEHYISPLAGFLVRYCY
                     
WACIVLAVGTEITAVADYMKLWFPNVGSWVWIGFFSLTLLVVNAYSVKAFGLVEYWFS
                     
TIKVFAIIVFILLSIGILTQSNQGMTQVVTHLSGHGGFFPNGFSGVWIGVIISIFSYL
                     
SIEMIAVAAGEAKDPEKAVKKAFKSTALRLILFYLLSLFLIVTLVPWTVLIGADATSP
                     
FVMVMKIVGIQYADSILNFIVIVAALSAMNSMLYISTRMLFSLSRAGDAPKVFGRISS
                     
NGVPVNALLLSAVGIGIASIVYTINPASAFPIMIALSMFGALFTWGSIFVTHMFFRRH
                     
MVQQNIQLKFKIPASRFISLFGFIAILSITVTTWFTSEFKSTLQFGVPLVLVLIFFYY
                     LKRSTVKLNLNSSEETLK"
     gene            complement(586104..587354)
                     /gene="kynU"
                     /locus_tag="DSM_00548"
     CDS             complement(586104..587354)
                     /gene="kynU"
                     /locus_tag="DSM_00548"
                     /EC_number="3.7.1.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P83788"
                     /codon_start=1
                     /transl_table=11
                     /product="Kynureninase"
                     
/translation="MITREQCLYWDQEDELKKFKDEFALPEGVIYLDGNSLGARPKKS
                     
LAVAQHIISQEWGEDLINSWNKADWWGLPTRLGDKVAKLIGAEQGEVVISDSTTLNLF
                     
KVLSAAVKIQADKFPEHKIIVAEKDAFPTDIYIIEGFIDLIQKGYQVELIDGVEDLSR
                     
ALEKDVAVVVLSHVNYRTGYFYDMASINEQIHSKDALVIWDLCHSVGAVPMHLNQTDS
                     
DFAIGCTYKYLNGGPGSPALLWVNEKHRDQFWQPLSGWWSHKKPFDMAQHYEPANSIR
                     
RYLCGTQPVISMSLIECGVDIFLHADMQKIREKSLKLTDLFIQLVQQECSEFGFELIT
                     
PLGHKYRGSHVSYRHEFGYEIIQALIARGVIGDYREPAVLRFGITPLYLGFEDIWNAV
                     QHLKETMLNSEWKNKQYLVRGEVT"
     gene            587501..587950
                     /gene="decR_2"
                     /locus_tag="DSM_00549"
     CDS             587501..587950
                     /gene="decR_2"
                     /locus_tag="DSM_00549"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACJ5"
                     /codon_start=1
                     /transl_table=11



                     /product="DNA-binding transcriptional activator 
DecR"
                     
/translation="MNVDAIDLKILKYLQDNARLSNQELADLVNLSASACHRRVKILE
                     
TNGIIEKYQAKVNYEKLGIKIEAIVEIKLAQLTENDHNFFLSQIKNFDEVINAYIITG
                     ESNYVLHVATKDLNSFSHFVINTLNKIKGVVSINSKIILQKIIQKPL"
     gene            587996..588532
                     /locus_tag="DSM_00550"
     CDS             587996..588532
                     /locus_tag="DSM_00550"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIETERLILRKWKESDSEPFIKMGLDEDVMRFFPKLLSATESIS
                     
LIQRISALIDENGWGFWAVELKETQEFIGFIGLQNQPEQFDFSPCIEIGWRIATEHWK
                     
KGYATEGAKAALDYAFNILNKDKVVSFTATVNKPSQAVMERLGMRKVKYFNHPKLPDE
                     HALQKHVLYEIYHPKLEL"
     gene            complement(588584..588877)
                     /locus_tag="DSM_00551"
     CDS             complement(588584..588877)
                     /locus_tag="DSM_00551"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKIGFIGGANDGIVINAANGIDTYKLEWHYKAEKHCEEQPSLGL
                     
NGPEYDYYNLLILRKNKEAKLFYVLTTMDKEDIANKINEYWEHSTSVGYDFDE"
     gene            complement(588992..589228)
                     /locus_tag="DSM_00552"
     CDS             complement(588992..589228)
                     /locus_tag="DSM_00552"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MGLYTIRYGYRNNSFFIASNTAGQFIVIDALGADFQIGHQISYE
                     GSKIINETLNDETDAKVHLESNEKEAYEYLRTMK"
     gene            complement(589327..589686)
                     /locus_tag="DSM_00553"
     CDS             complement(589327..589686)
                     /locus_tag="DSM_00553"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKNSNFFVVFIGSICFAFSANTLAQNTAAVFSPKRGVVCDKYIC



                     
ADKKGVSKSLTNQYLGAKKAKQAFSQGDFDTSAFTFSNGVFCDTTTKLCHVNKFFENG
                     HRSRVDKKMTDKIFKNR"
     gene            589858..590544
                     /gene="yrfG"
                     /locus_tag="DSM_00554"
     CDS             589858..590544
                     /gene="yrfG"
                     /locus_tag="DSM_00554"
                     /EC_number="3.1.3.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P64636"
                     /codon_start=1
                     /transl_table=11
                     /product="GMP/IMP nucleotidase YrfG"
                     
/translation="MNKVVLFDMDGTLLDLAFDDFIWNECLPKRHSETHHLSLTESQE
                     
ILNQFYRSHKHTLAWYSSNFWTQTTGVDVLKLQQEFEHKIKARPGCMELLSALKAQDY
                     
QCWLVTNADCASLKLKLDNVPIQDFFEVIVSSEQIGYAKEDIQFWKELQRLHHFAPES
                     
TIFLDDTLPVLKTAEKFGIRHLFTILQPSSLKSIRQPQDLEYKALGQLTELLSILNQI
                     DRKDNDVKIA"
     gene            590528..590968
                     /gene="hslR"
                     /locus_tag="DSM_00555"
     CDS             590528..590968
                     /gene="hslR"
                     /locus_tag="DSM_00555"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACG8"
                     /codon_start=1
                     /transl_table=11
                     /product="Heat shock protein 15"
                     
/translation="MSKLREDDAVETMRVDKWLWAARFFKTRSIAKAAIEGGKVHHNN
                     
ERVKVSKEIRVGMELVVQQGFDKKTVVVKALSNTRGPAPVAQQLYEETEVSIARRELI
                     ASQRKLHNLARPDHRPSKKDRRQINRFKQDNDQHYEDHWSYNDE"
     gene            591114..592163
                     /gene="recA"
                     /locus_tag="DSM_00556"
     CDS             591114..592163
                     /gene="recA"
                     /locus_tag="DSM_00556"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P65977"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein RecA"
                     
/translation="MDENKSKALQAALSQIEKQFGKNTVMRLGDNTVQAVEAVSTGSL
                     
TLDIALGIGGLPKGRIIEIYGPESSGKTTMTLQAIAQCQKSGGTCAFIDAEHALDPQY



                     
ARKLGVDIDNLLVSQPDNGEQALEIADMLVRSGAIDLIVVDSVAALTPKAEIEGEMGD
                     
SHMGLQARLMSQALRKITGNAKRSNCMVIFINQIRMKIGVMFGSPETTTGGNALKFYA
                     
SVRLDIRRIGQVKEGDEIVGSETKVKVVKNKMAPPFKEAIFQILYGKGTNQLGELVDL
                     
AVQQDIVQKAGAWYSYQGNKIGQGKNNVIRYFEENTQIAEEIERNIREQLLTTGTNGA
                     VQIEDEEEPDLLLES"
     gene            592217..592699
                     /gene="recX"
                     /locus_tag="DSM_00557"
     CDS             592217..592699
                     /gene="recX"
                     /locus_tag="DSM_00557"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8P9X1"
                     /codon_start=1
                     /transl_table=11
                     /product="Regulatory protein RecX"
                     
/translation="MFKRNDEQSQQRPPLTGQRLRSYAFALLTRRDYSKAELIEKLAR
                     
YAQNIEEVKQLVEELSEQNYQSDQRVAEQMLASQIRKGKGPKRIQQALKTKQIENDLI
                     
ADEIQEIDWVEQAYQLKVKKFGEAVEKDPKLKAKQIRFLQYRGFDLDVILKAIQRKLD
                     "
     gene            593127..594011
                     /gene="cpoB"
                     /locus_tag="DSM_00558"
     CDS             593127..594011
                     /gene="cpoB"
                     /locus_tag="DSM_00558"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45955"
                     /codon_start=1
                     /transl_table=11
                     /product="Cell division coordinator CpoB"
                     
/translation="MQMKKHSLLFIALMSTTSLYANIPIESRGLSQNDGSASNTSSSN
                     
ISVPTNLNWELMQKNQQLENDIRTLRGQLEEQANDIEQLKKDLANRYTDLDQRLELLH
                     
QKVDPDSATQDDSSNTTSDNTTPASAPAPQTTESNKVAAVPATQTSEQQPSALTTTTQ
                     
PAPAAAQNQSNSLELEKAAYTVALDAYKQGGAKKAIAPMQNFIKNHPNSIYTGNAYFW
                     
LAEFHLATDPVNYNEAKKNYNVVANQYPNSSKAPRALYQLYSIAKDVDKNTVSANQYK
                     NKLLSQYSKSEEAKFFNK"
     gene            complement(594068..594856)
                     /gene="lpxA"
                     /locus_tag="DSM_00559"
     CDS             complement(594068..594856)
                     /gene="lpxA"
                     /locus_tag="DSM_00559"



                     /EC_number="2.3.1.129"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A722"
                     /codon_start=1
                     /transl_table=11
                     /product="Acyl-[acyl-carrier-protein]--UDP-N-
                     acetylglucosamine O-acyltransferase"
                     
/translation="MSNHDLIHSTAIIDPSAVIASDVQIGPYCIIGPQVTIGAGTKLH
                     
SHVVVGGFTRIGQNNEIFQFASVGEVCQDLKYKGEETWLEIGNNNLIREHCSLHRGTV
                     
QDNALTKIGSHNLLMVNTHIAHDCIVGDHNIFANNVGVAGHVHIGDHVIVGGNSGIHQ
                     
FCKIDSYSMIGGASLILKDVPAYVMASGNPAHAFGINIEGMRRKGWSKNTIQGLREAY
                     KLIFKSGLTSVQAIDQIKSEILPSVPEAQLLIDSLEQSERGIVR"
     gene            complement(594853..595338)
                     /gene="fabZ"
                     /locus_tag="DSM_00560"
     CDS             complement(594853..595338)
                     /gene="fabZ"
                     /locus_tag="DSM_00560"
                     /EC_number="4.2.1.59"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HXY7"
                     /codon_start=1
                     /transl_table=11
                     /product="3-hydroxyacyl-[acyl-carrier-protein] 
dehydratase
                     FabZ"
                     
/translation="MTESTTPKFAIPELPMQIQTIRQYLPHRYPFLLVDRVTEVTDNS
                     
IVGYKNVSINEEFLQGHFPEYPIMPGVLIVEALAQVSGVLGFIMNNETPKPGSLFLFA
                     
GAERVRFKKQVVAGDQLVLKSELVMQKRGIYKYNCTASVDGIVAATAEIMISHQKTEQ
                     A"
     gene            complement(595345..596415)
                     /gene="lpxD"
                     /locus_tag="DSM_00561"
     CDS             complement(595345..596415)
                     /gene="lpxD"
                     /locus_tag="DSM_00561"
                     /EC_number="2.3.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:B0VMV2"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-3-O-acylglucosamine N-acyltransferase"
                     
/translation="MKVQQYRLDELAHLVKGELIGEGSLQFSNLASLENAEVNHLTFV
                     
NGEKHLDQAKVSRAGAYIVTAALKEHLPEKDNFIIVDNPYLAFAILTHVFDKKISSTG
                     
IESTAQIHPSAVISETAYIGHYVVIGENCVVGDNTVIQSHTKLDDNVEVGKDCFIDSH



                     
VTITGGSKLRDRVRIHSSTVIGGEGFGFAPYQGKWHRIAQLGSVLIGNDVRIGSNCSI
                     
DRGALDNTILEDGVIIDNLVQIAHNVHIGSNTAIAAKCGIAGSTKIGKNCILAGACGV
                     
AGHLSIADNVTLTGMSMVTKNISEAGTYSSGTGLFENNHWKKTIVRLRQLADVPLTQI
                     TKRLDHIQAQIESLESTFNLRK"
     gene            complement(596420..596923)
                     /locus_tag="DSM_00562"
     CDS             complement(596420..596923)
                     /locus_tag="DSM_00562"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNKLNKLMLGLGLTVASVAANAAGYGVIDLAKVVESSTYLKQQN
                     
ASLNQSVKPTTTKLEQLGKELEGLQRQAQTQGQKMKEDEIKKLQSQYQSKLNEFNSTQ
                     
QGLQSRVQTSLQSMNTTFETRVKQAAEQLRKENNLDFILNKNSTVAYDAKYDLTDKMI
                     QKVNSMK"
     gene            complement(596965..599490)
                     /gene="bamA"
                     /locus_tag="DSM_00563"
     CDS             complement(596965..599490)
                     /gene="bamA"
                     /locus_tag="DSM_00563"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:D5CHY0"
                     /codon_start=1
                     /transl_table=11
                     /product="Outer membrane protein assembly factor 
BamA"
                     
/translation="MRHTHFLMPLALVSAMAAVQQAYAADDFVVRDIRVNGLVRLTPA
                     
NVYTMLPINSGDRVNEPMIAEAIRTLYATGLFDDIKASKENDTLVFNVIERPIISKLE
                     
FKGNKLIPKEALEQGLKKMGIAEGEVFKKSALQTIETELEQQYTQQGRYDADVTVDTV
                     
ARPNNRVELKINFNEGTPAKVFDINVIGNTVFKDSEIKQAFAVKESGWASVVTRNDRY
                     
AREKMAASLEALRAMYLNKGYINFNINNSQLNISEDKKHIFIEVAVDEGSQFKFGQTK
                     
FLGDALYKPEELQALKIYKDGDTYSQEKVNAVKQLLLRKYGNAGYYFADVNIVPQINN
                     
ETGVVDLNYYVNPGQQVTVRRINFTGNSKTSDEVLRREMRQMEGALASNEKIDLSKVR
                     
LERTGFFKTVDIKPARIPNSPDQVDLNVNVEEQHSGTTTLAVGYSQSGGITFQAGLSQ
                     
TNFMGTGNRVAIDLSRSETQDYYNLSVTDPYFTIDGVSRGYNVYYRKTKLNDDYNVNN
                     
YVTDSFGGSLSFGYPIDENQSLSASVGVDNTKVTTGPYVSTYVRDYLLANGGKATSKG



                     
TYCPTDANGDSQYDTEKGECKVPEETYDNAFEGEFFTYNLNLGWSYNTLNRPIFPTSG
                     
MSHRVGLEIGLPGSDVDYQKVTYDTQAFFPIGSTGFVLRGYGKLGYGNDLPFYKNFYA
                     
GGYGSVRGYDNSTLGPKYPSVNLQETKQNDSSPEEVGGNALVQFGTELVLPMPFKGDW
                     
TRQVRPVLFAEGGQVFDTKCNIDNSVYGNKGMKINGQTITDVRKYCEDNYGFDLGNLR
                     YSVGVGVTWITMIGPLSLSYAFPLNDKPGDETKEIQFEIGRTF"
     gene            complement(599528..600883)
                     /gene="rseP"
                     /locus_tag="DSM_00564"
     CDS             complement(599528..600883)
                     /gene="rseP"
                     /locus_tag="DSM_00564"
                     /EC_number="3.4.24.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AEH1"
                     /codon_start=1
                     /transl_table=11
                     /product="Regulator of sigma-E protease RseP"
                     
/translation="MNALFMIAAAALLLGPLIAIHEFGHYWVARKLGVKVLVYSIGFG
                     
PILLKWTSKKSGIKYQLSALPLGGYVKMLDEREGNVAEQDLPYAFNRQKPWKRIAIVA
                     
AGPLINLIFAVLLFWILFLPAQEQLNTKIGKIIPNSPAAAAQLHVGDKIIAVDGKETT
                     
TWEKLNFALIDRVGETGTVNIDVDRAGSEKNFVLPIKDFLKNQNESALDVLGFLPYRP
                     
VIPAVVTELTEDGAAIRQGMKVGDRIVAIDGQPMKDWFDVVEVVQRSPEKLLKIDVLR
                     
HEQLVHLQVMPQGKRDSMGQVNGVLGVKSDAGKITIPDEYKQTIQYTPIQAFEMALDK
                     
TGQISSMILNSIVKMVKGLIGLENLSGPITIAKVAGQSAEMGWETFISFMALMSVSLG
                     
ILNLLPIPMLDGGHLVYYIIEAIRGKPVSEQIQMFGLKIGMVLLGSMMLLALFNDFMR
                     L"
     gene            complement(600885..602081)
                     /gene="dxr"
                     /locus_tag="DSM_00565"
     CDS             complement(600885..602081)
                     /gene="dxr"
                     /locus_tag="DSM_00565"
                     /EC_number="1.1.1.267"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:B7H1U5"
                     /codon_start=1
                     /transl_table=11
                     /product="1-deoxy-D-xylulose 5-phosphate 
reductoisomerase"
                     
/translation="MTQSVCILGVTGSIGRSTLKILGQHPDKYSVFAVSAHSRISELV
                     
EICKQFRPKVVVVPEQKIAELKTLFAQQNISDIDVLAGQEGLVDIASHTDVDIVMAAI



                     
VGAAGLLPTLAAVKAGKRVLLANKEALVMSGEIMMQAARDHQALLLPVDSEHNAIFQS
                     
LPHNYLQADRTGQPQLGVSKILLTASGGPFLNHSLEQLTHVTPQQACKHPNWSMGQKI
                     
SVDSATLMNKGLELIEACHLFSISEHFVTVVVHPQSIIHSMVQYVDGSTLAQMGNPDM
                     
CTPIAHALAWPERLQTNVPALDLFEYSQLNFQAPDTQKFLALNLARQAMRAGGLAPTI
                     
LNAANEIAVEAFLMERIGFTSIPQVVEHTLEKLENAAAESIECILDKDKVARSVAQQY
                     ISSIGG"
     gene            complement(602082..602906)
                     /gene="cdsA"
                     /locus_tag="DSM_00566"
     CDS             complement(602082..602906)
                     /gene="cdsA"
                     /locus_tag="DSM_00566"
                     /EC_number="2.7.7.41"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABG1"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphatidate cytidylyltransferase"
                     
/translation="MLERIVTALVLVAVVLGCMFATQSHYPMLVLMIVAAGVAGYEWY
                     
KLMPREVGAVVKPKAWGYGLLVAFVSGVALFFHDIALLLWSASILTWLVSVYWVKSFP
                     
EFDGWYNATLYVIGLILICAAVTAIFVVWQSSPWWLMYLFLLVWGADSGAYFVGRKFG
                     
KRKLAPTVSPNKSVEGLYGGILTTIIVMLVVQYQYLNLTWVQQLLFLILSLITVFGSV
                     
LGDLFESMIKRRAGIKDSGRVLPGHGGVLDRIDSLLAAAPIFATGMYILKLIGVDL"
     gene            complement(602906..603658)
                     /gene="uppS"
                     /locus_tag="DSM_00567"
     CDS             complement(602906..603658)
                     /gene="uppS"
                     /locus_tag="DSM_00567"
                     /EC_number="2.5.1.31"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P60473"
                     /codon_start=1
                     /transl_table=11
                     /product="Ditrans,polycis-undecaprenyl-diphosphate
                     synthase ((2E,6E)-farnesyl-diphosphate specific)"
                     
/translation="MTDSEEYHLPQHVAIIMDGNNRFAKKNQMQKGDGHREGKNVLDP
                     
IVEHCVKTGVRALTVFAFSSENWNRPQYEVDLLMKLLEETIHEQIPRMKKFNIALRFI
                     
GDRSRLPSHLVALMEDAEQQTAHHDAMTLTIAVSYGGMWDIANAAKQVAQAVSRGEID
                     
ADQINVDLFEKYVSLNDLPAVDLLIRTGGDFRISNFLLWQAAYAELYFTDTLWPEFTV
                     EEFDHALNVFSGRERRFGKTSEQIQQEKIEKL"



     gene            complement(603664..604218)
                     /gene="frr"
                     /locus_tag="DSM_00568"
     CDS             complement(603664..604218)
                     /gene="frr"
                     /locus_tag="DSM_00568"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8GRF5"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribosome-recycling factor"
                     
/translation="MINDLKKDSEQRMLKTLESLEQGFAKVRTGRAHPSILNGVMVPY
                     
YGSDVPLNQVANVGVEDSRTLIVQPFERTMVAAIDKAIRESDLGLNPITADSIRVPLP
                     
ALTEETRRDMQKIARSEAENAKVAIRNIRRDVLGDIKALLKEKEISEDDERRAGDDIQ
                     KITDKYVAEVDKRLAAKEAELMKV"
     gene            complement(604304..605032)
                     /gene="pyrH"
                     /locus_tag="DSM_00569"
     CDS             complement(604304..605032)
                     /gene="pyrH"
                     /locus_tag="DSM_00569"
                     /EC_number="2.7.4.22"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P65933"
                     /codon_start=1
                     /transl_table=11
                     /product="Uridylate kinase"
                     
/translation="MAETISPRYSRILLKLSGEALSGNKDMGIDAQVLDQMSLSIAHL
                     
VGLGVQVGIVVGGGNLYRGSQLQKDGLVGRVTGDQMGMLATVMNGLAMRDALVRRNIR
                     
TRLMSALPIGTVVESYSSRDAIRHLSQGEVCVFVAGTGNPFFTTDTAACLRGIEIEAN
                     
LILKATKVDGVYNKDPSKYEDAVKYDHLTFDQVLDEKLGVMDLTAICLCRDHNVPLQV
                     FDMNKSGALLSVVMGEKEGTRVTK"
     gene            complement(605084..606427)
                     /gene="rimO_1"
                     /locus_tag="DSM_00570"
     CDS             complement(605084..606427)
                     /gene="rimO_1"
                     /locus_tag="DSM_00570"
                     /EC_number="2.8.4.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AEI4"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribosomal protein S12 
methylthiotransferase
                     RimO"
                     
/translation="MKTPKVGFVSLGCPKALVDSERILTQLKTEGYQVASDYDGADLV



                     
VVNTCGFIESAVQESLDAIGEAMSENGRVIVTGCLGKDEDKIRQMHPNVLKVTGAAAY
                     
QDVMEAVHEYVPAPPKHNPFIDLVPEQGIRLTPKHYAYLKISEGCNHRCTFCIIPSMR
                     
GDLVSRPVGSVLEEAAALKRAGVKEILVISQDTSAYGVDTKYKLDFWNGQPVKTKFFD
                     
MCEALGQLGIWVRLHYVYPYPHVDAVIDLMSQGKILPYLDIPFQHASPRVLKLMKRPA
                     
HSENTLEKIKLWREKCPDLVIRSTFVVGFPGETEEDFQILLDWLVEAQLDRVGCFTYS
                     
PVEGATANDLPDHVPEEIKQERYERFMQVQQQISAAKLQKRIGQTMTVLVDSLEDEYP
                     
VAVARSYADAPEIDGNVFVEDIDKSTIQPGDMLEVEITDADEYDLFAKLIKIKSV"
     gene            606769..607878
                     /gene="glnL"
                     /locus_tag="DSM_00571"
     CDS             606769..607878
                     /gene="glnL"
                     /locus_tag="DSM_00571"
                     /EC_number="2.7.13.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFB5"
                     /codon_start=1
                     /transl_table=11
                     /product="Sensory histidine kinase/phosphatase NtrB"
                     
/translation="MDQHTPIDYRLLVDNLTTAILLIDSNFNIFYLNSACEALFDISL
                     
LRASGQPVLNLLHAPDDTFNTHEALLNTLKTGQPYTRREAIINVNFKDLHVDYTVSQL
                     
NAGKSYHPLLLIELNPIDRMLKISKEENLIQQHQVARQLVRGVAHEIKNPLAGIRGAT
                     
QLLARSLNDESYAEFTDIIINEVDRLTNLADTMLGSRQLPSYENVNVHEPLERVRSLI
                     
ANQTKKKIKITRDYDLSLPDVKADRDQLIQVMLNISVNAIQAITENKSFFTDQEPELI
                     
LRTRIQRLVTINGVLNRSAVRVDIEDNGPGIPESILESVFYPLVTGRAKGTGLGLSIA
                     QNIMHQHNGMIECQSVPGKTMFSLYLPWESDRVAK"
     gene            607865..609358
                     /gene="glnG_2"
                     /locus_tag="DSM_00572"
     CDS             607865..609358
                     /gene="glnG_2"
                     /locus_tag="DSM_00572"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFB8"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding transcriptional regulator 
NtrC"
                     
/translation="MSRNKIWVIDDDRAMRWVLEKTFKEEGFDVTNFEEAQTALERLH
                     
HDAPDVILTDIRMPGIDGLTFLSKVKNSHPDLPVIIMTAHSDLESAVSSYQTGAFEYL



                     
PKPFDIDEALALVNRAILHINKLQQQEATKTASPLQSTEIIGESPAMQEVFRAIGRLS
                     
QSHITVLINGESGTGKELVAHALHKHSPRRAKPFIALNMAAIPKDLIETELFGHEKGA
                     
FTGANTQHQGRFEQANGGTLFLDEIGDMPFETQTRLLRVLADGEFYRVGGHIPVKVDV
                     
RIVAATHQDLEKLVNEGRFREDLYHRLNVIRIHIPKLAHRSEDIPMLAQHFLARAGKE
                     
LGVSPKILRTETTDYMQQLPWPGNVRQLENTCRWLTVMITGREVYPEDLPSELKQVPL
                     
QKSSETSQPAPSFERISLHHWDELLSQWAIQKLKNGEMKILDIATPMFERTLINAALQ
                     QTRGRKRHAAELLGWGRNTLTRKLKELGMDSADDDDEDEHKATLSEA"
     gene            609634..610287
                     /gene="comR_1"
                     /locus_tag="DSM_00573"
     CDS             609634..610287
                     /gene="comR_1"
                     /locus_tag="DSM_00573"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75952"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional repressor ComR"
                     
/translation="MHDPVLESHHLVCEKPQTRRGIERRLALLLSATELFLEKGYDAV
                     
SLDDIVNHAGGSKTSIYKYFGNKDGLFTAICDYRREMFFKDICIAFQPEQTSLKDYLI
                     
QTLIRFYKHIIQPEHIAFLRLVIEQTQCNATLSQYLYEKCALDVQNTIAQALLISHQS
                     
GEITCTSPDHSSLMYFGILRDIEWRMIMGMPLPPNEMEVIDYINYCVDIFLKGHHKV"
     gene            610400..611320
                     /gene="argF"
                     /locus_tag="DSM_00574"
     CDS             610400..611320
                     /gene="argF"
                     /locus_tag="DSM_00574"
                     /EC_number="2.1.3.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P11724"
                     /codon_start=1
                     /transl_table=11
                     /product="Ornithine carbamoyltransferase, anabolic"
                     
/translation="MALRHFLTLRDLSTLELNRILERASELKKMQQSNKVYQPFVGKV
                     
LGMIFEKSSTRTRISFEAGINQFGGSAIFLSPRDTQLGRGEPIEDSARVISSMLDIVM
                     
IRTFGHDIVERFASYSKVPVINGLTDDHHPCQLLADLQTYIEHRGSIEGKTVAWIGDG
                     
NNMCNSYIEAAHMMGFKLKIASPKGYEPKPEFLAEFGHCVELFDNAEDAAVNADLIVT
                     
DVWASMGQEEEQKLREKAFADFQVNEKLMGLAHPDCLFMHCLPAHRGEEISETMLDHK
                     NAVVWDEAENRLHAQKALMEFLLNENLKKA"



     gene            611514..612038
                     /locus_tag="DSM_00575"
     CDS             611514..612038
                     /locus_tag="DSM_00575"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTILEQSLSEIPAFSIIHEHLFSSAQPSIEQLKLIKEYGCSTVI
                     
NLALSNSPDSIKNEDRVCLEYGLNYIHIPIDWETPSSDQCLLVLDLIDHLVQNEIVWL
                     
HCAKNKRVSCLMYVYRQFYMNMDMPTCQDLLHEIWEPNETWTGLIHSITLQLQGRKAT
                     LELQQSLQQTNDLV"
     gene            complement(612035..612517)
                     /gene="ispF"
                     /locus_tag="DSM_00576"
     CDS             complement(612035..612517)
                     /gene="ispF"
                     /locus_tag="DSM_00576"
                     /EC_number="4.6.1.12"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P57708"
                     /codon_start=1
                     /transl_table=11
                     /product="2-C-methyl-D-erythritol 2,4-
cyclodiphosphate
                     synthase"
                     
/translation="MVAQIRIGQGMDVHAFEEGNFVTLAGVQIPHTHGLKAHSDGDVV
                     
LHALCDALLGALALGDIGQHFPDTDPEFKGADSRVLLKHVYQLILDRGYHLNNADITV
                     
ACERPKLAKYNLEMRQSIADVLNVDLNQISIKATTTEKLGFTGRQEGILATATVLISH
                     "
     gene            612621..613265
                     /locus_tag="DSM_00577"
     CDS             612621..613265
                     /locus_tag="DSM_00577"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPSNTDMNQLKRLSFVVTLSCLCSSLVFAESIDCSNSKAELKIC
                     
SKTFSEARKQLNNKYLSAYLVTDAPLQLLQDTQTLWLRQTQQCKTNSCIQQQFDVRGD
                     
DLNFYASLKQTLTQHYLKFENGHIASQPVHLQIHQLAKDKIKIEGLAYRNPNNRKETQ
                     
TVSLMAYSSPEQKSEILDNEHNCKYKFDFQKALLIVKTQQKGCERFTGIYRLYD"
     gene            complement(613312..614556)
                     /gene="dadA"
                     /locus_tag="DSM_00578"



     CDS             complement(613312..614556)
                     /gene="dadA"
                     /locus_tag="DSM_00578"
                     /EC_number="1.4.99.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A6J7"
                     /codon_start=1
                     /transl_table=11
                     /product="D-amino acid dehydrogenase"
                     
/translation="MPHVIVIGAGITGVTSAYELSQLGYQVTVIDRHLYPAMETSFAN
                     
GGQLSACNAEVWNQKATVIKGFKWMRQKDAPLLLNPSFSLHKYSWLVEFLSHIKNYEA
                     
NTIETVRLALLARKRLFDVAEKEQLQFDLEKRGILHMYHTKDDYDIAKRVNDVLNKGT
                     
LERYSVSPEEMKSIEPSLTGEYFGGYYTPSDATGDIHKYSTSLAEKTKQYGVQYKFGL
                     
EVTDIKCHADKVVLNCQPSAEHPHLSQTDSFQLEGDVLVVCGGVGSYQLADMIGERVN
                     
VYPVKGYSITVQLKDEKSIKNAPWVSLLDESAKIVTSRLGPDRLRVAGTAEFNGYNRD
                     
IRADRIQPLVNWVNRNFDISTEHVVPWAGLRPMMPNMLPVVKQSKQSRVFYNTGHGHL
                     GWTLSAATAVLVSQDIQQKYPA"
     gene            complement(614967..615458)
                     /locus_tag="DSM_00579"
     CDS             complement(614967..615458)
                     /locus_tag="DSM_00579"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLSIYLTDTQQHVQFNDYPSDQPVKFLLNLKKIFPSTGDLLLPV
                     
LPEDNDLENVTWESTSKDFEIFKKLLAGWGVIELRLNAITAYKDKNFANELIKQAQAK
                     
RKKVTQKNHQLSLVALDYIFMHEIHALIDAELFTIGEKFYLPTLREQWKGTVSDQVLN
                     GKL"
     gene            615769..616230
                     /locus_tag="DSM_00580"
     CDS             615769..616230
                     /locus_tag="DSM_00580"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNRLQLILLVLSTATFSPFVFSETTISPTKYEFYGQESKRHKSM
                     
LEVNNSSDHKINESQHNPFRSDSNKQNVDFFEIAKHYQEEQPQNTYSHSPDHTVNMSD
                     HERSLYYIRNHDNMGLQRDVRYQQYRSLKQQYDKGVISRDEYKNKVYKISR"
     gene            616412..616708
                     /locus_tag="DSM_00581"
     CDS             616412..616708



                     /locus_tag="DSM_00581"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKIRASRTYSTYSNNYFISKEYECSVIPVKGMCFTDLGLTENGV
                     
IQPVEINEVTIDPASNSYHILLAKDSHEYTKEELKRKFEEMKANGWEYIEDLLV"
     gene            complement(616842..618236)
                     /gene="fumC"
                     /locus_tag="DSM_00582"
     CDS             complement(616842..618236)
                     /gene="fumC"
                     /locus_tag="DSM_00582"
                     /EC_number="4.2.1.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P05042"
                     /codon_start=1
                     /transl_table=11
                     /product="Fumarate hydratase class II"
                     
/translation="MQTRIEHDTMGEIEVPNEALWGAQTQRSLQNFKIGQERLPRAMI
                     
RAMGLVKKAAAITNAELGQLPQDLSQYIVGAAEEVIAGKWDSQFPLVVWQTGSGTQSN
                     
MNCNEVIANIANQKLGQTLGAQKPVHPNDHVNRAQSTNDSFPTAIHVAASLQINELLI
                     
PAVEQLKATLQKKSDEFQDIVKIGRTHLQDATPLTLGQEFSGYVSQLEHGLVRLQQAL
                     
SGLYELPLGGTAVGTGLNAHPDYAVKAAAQLAALTGLPFVTAPNKFEALAGRDAAVFA
                     
SGALKTLAVSLNKIANDIRWLASGPRCGFGEIRIPENEPGSSIMPGKVNPTQSEAMTM
                     
VVAQVLGNDTTINVAGASGNFELNVFMPVIAYNLLQSIQLLGDACNSFNDHCAVGIEP
                     
NREKIDHFLHNSLMLVTALNPVIGYENSAKVAKTAYKENKTLKQVAVELGLVTAEQFD
                     EVVKPEKMVSPNSK"
     gene            complement(618351..619358)
                     /gene="galE_1"
                     /locus_tag="DSM_00583"
     CDS             complement(618351..619358)
                     /gene="galE_1"
                     /locus_tag="DSM_00583"
                     /EC_number="5.1.3.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P09147"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-glucose 4-epimerase"
                     
/translation="MILVTGGLGFIGSHIALSLMAQGQEVVLVDNLANSTLQTLERLE
                     
YISGMYVPFVKLDVRNTPALNKVFEQYSIDAVIHTAGFKSIEESNLKPLEYYNDNVSC



                     
IMSLLRAMQRTGVRHFIHLSSLAVYGKSGSQLSETDDFNYAYPNPYIKSQQMIEEIIR
                     
DTYKIDHEWKIAILRLSNIVGAFEHGVLGEYVAQLPKNIVPLAMQVAAMQRDLIELQD
                     
QSSTEDHTVERSFLHVLDVCEAVSSTLHWLRDQSHCCEAFNIAHEQVHSIRQLLDEIS
                     
QVTQAEIPTQSAIYKHEELAQIGANIGKAKTLLQWAPKRTLKQMIEDEWRFYQNTLNG
                     R"
     gene            619424..619792
                     /gene="tusD"
                     /locus_tag="DSM_00584"
     CDS             619424..619792
                     /gene="tusD"
                     /locus_tag="DSM_00584"
                     /EC_number="2.8.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45532"
                     /codon_start=1
                     /transl_table=11
                     /product="Sulfurtransferase TusD"
                     
/translation="MSTLLLITSAPTSIHAWHALGLAQALKSKNEDFRVFFYQDGVQV
                     
ANDFQWVPDDQRNLTHEWQKLAIRLPVCVSAALARGITDAENASRHQLSHHNLANNFE
                     LVGLGELADAVQSASRLLQF"
     gene            619837..620187
                     /locus_tag="DSM_00585"
     CDS             619837..620187
                     /locus_tag="DSM_00585"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKTVLVILTQANLISLQVNESLAATMVLATFGSPVKVLLKDAAL
                     
SLLQNEGNFDQLQHAFKIASNMVDSFEFYDLSPILIEAKNKQHPFVQNSEQELEFVQL
                     DTELIQSFDHVLYW"
     gene            620205..620489
                     /locus_tag="DSM_00586"
     CDS             620205..620489
                     /locus_tag="DSM_00586"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTQSTLYLVQASYHHTPRIIEELAKLFHKDDQIVFMGDSTAQLS
                     VNICQQFRSVSCLSHEKDLIDAETLAHVKVLNYDQFADLVLQFNRCISLK"
     gene            620509..620820
                     /gene="tusE"
                     /locus_tag="DSM_00587"
     CDS             620509..620820
                     /gene="tusE"



                     /locus_tag="DSM_00587"
                     /EC_number="2.8.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AB18"
                     /codon_start=1
                     /transl_table=11
                     /product="Sulfurtransferase TusE"
                     
/translation="MNLELDQDGHLVDYTIWNPEVAQELAKSLDLELTDWHFEVLAAV
                     
RQFYQQFGHSPATRPLIKFLMKTVSPDINNAVLQQKFNTGLVARHLSRLAGIPKPANC
                     L"
     gene            complement(620825..621688)
                     /locus_tag="DSM_00588"
     CDS             complement(620825..621688)
                     /locus_tag="DSM_00588"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQKFMNGWVNGFIGVAIFAGSLPATRVAVTGFEPGFLTAARAVI
                     
AGVLGLILIFLLKEKKPAKQDWWPLAIVALGVVVGFPLFTALALQYMNAAHSIVFVSL
                     
LPLATAIFAVVRGGEKPNLFFWIFAILGSLVVFTYMFFLSGEASFGIGDLYMLIAIIL
                     
CGFGYAEGGVLSKKIGGWQVICWALILALPIMLLATLFYMPVSFQDVSTSAVAGLVYV
                     
SLFSMLIGFFFWYKGLAQGGIAAISQLQLLQPLMGLAIAALLLHEHVSWSMLMVTAVT
                     ILCVAAAKKFA"
     gene            621775..623214
                     /gene="norG_1"
                     /locus_tag="DSM_00589"
     CDS             621775..623214
                     /gene="norG_1"
                     /locus_tag="DSM_00589"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q2G1P1"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator NorG"
                     
/translation="MYKQTVQLEIISVNQTKTKIEFVISQIEQQIKNRSLTPGTRLPS
                     
VRKLAKDLGFSVSTIVEAYERLIALGKIESRSGSGFYVVAPLAPLALSELGPKLDRSI
                     
DPLWISRQSLEAEPNAFKPGCGWLPNDWMPLESIRKALRSATRSEDDSLLGYSSPLGL
                     
PALRDLLARRAQSKGIEANLNQVLLTDSGTQAIDLVCRFLLKPDDVVLIDDPCYFNFH
                     
ALLKVHQVKVVGIPYTPNGPDLEAFKEAIESYNPRLYITNSGIHNPTGATLSLSTAHQ
                     
LLKLIDQSNLIVIEDDIFSDFEYTPAPRLAALDNLSRVIFIGSFSKTLSASIRCGYIV



                     
AKPEWIDQITDLKIATSFSHNGLSAKILHTALTDGSYRKHLDLLKVRLAQAMQETIAK
                     
LKSIGIEPWIEPKAGIFVWCHLPEGVDAAKIAQFCLNRQVILAPGNAFSQAQSAGQFI
                     RFNITQSNHDYIYKTLAEALLQGSLEKQV"
     gene            complement(623211..623693)
                     /locus_tag="DSM_00590"
     CDS             complement(623211..623693)
                     /locus_tag="DSM_00590"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WMG3"
                     /codon_start=1
                     /transl_table=11
                     /product="putative HTH-type transcriptional 
regulator"
                     
/translation="MKWDDIGDQPCSVARMLSVIGDRWTMLILRNAFMGIRRFDDFQK
                     
SLGVTRHVLSDRLKRLVEYEILVKAPYFDRQERFEYRLTHKGLELYPIILSMANWADK
                     
WMDQGLGKPLEYRHKACGHKFEPVMVCSVCREPLHAKQVQVSAGPGYFAYMEQKQKQA
                     "
     gene            complement(623902..625137)
                     /gene="moeA_1"
                     /locus_tag="DSM_00591"
     CDS             complement(623902..625137)
                     /gene="moeA_1"
                     /locus_tag="DSM_00591"
                     /EC_number="2.10.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P99139"
                     /codon_start=1
                     /transl_table=11
                     /product="Molybdopterin molybdenumtransferase"
                     
/translation="MSGCGAERGLISIDEALDLVINKPKNLSSIQKTLINSLSSYVAK
                     
EIYSEINLPSFSQSAVDGYALCSHAEDLNNQKFQVTGEIRAGSESHDILGEGQAIRIF
                     
TGGKIPEGTTHVARQEIVSVISAQEICLTEHIRPQADIRFTGEEIQQGQLLAQVGQFL
                     
NIGSLAALSMAGVQTLEVYRAPKVAVLITGDEVAETAEDLIDGKVFDANGPLLKAWFE
                     
DYGLDVELIHVADEAEQVTHYFNQLKDSHDVVITTGGVSVGDYDFVRPCAFEVGFEQI
                     
FWKVKQKPGKPLFFAEYHNSQAIHSCYLLGLPGNPAAVYVAMQVYGKSLLDALQGNRQ
                     
GPEWFTAILEHDLKEDARERFLRMYAYFDAGQLKVKSLAKQQSHMLSNLMQANSLVRI
                     PANTKLASGTVLKGLFISN"
     gene            complement(625137..626060)
                     /gene="moaC2"
                     /locus_tag="DSM_00592"
     CDS             complement(625137..626060)
                     /gene="moaC2"
                     /locus_tag="DSM_00592"



                     /EC_number="4.6.1.17"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WJR7"
                     /codon_start=1
                     /transl_table=11
                     /product="Cyclic pyranopterin monophosphate synthase 
2"
                     
/translation="MKNVGMKPESYRVAEAQAILYAPPHCIELLRQGNTEKGDALKTA
                     
RVAGILAAKRTDELIPLCHPLPIYRADVEYELEHDFVKIIAVVETIGPTGVEMEALTA
                     
ASLAGLTIYDMLKPHCEPEELWMDQCKLLKKKGGKSHFKRVLRQPVSAAVIVLSDTVA
                     
AGRKPDTAGKSVVETLTEAGFDPIHYQILPDEADDLKELVLELTKSYACIMTVGGTGI
                     
GKRDITVDTLEPLLERKLDGLMEAARSFGQKRTPYAAMSRGVAGFIDRSLVVTLPGSR
                     GGASESMAAILPALVHIFDVCRDLPHPGGYE"
     gene            complement(626084..626572)
                     /gene="moaE1"
                     /locus_tag="DSM_00593"
     CDS             complement(626084..626572)
                     /gene="moaE1"
                     /locus_tag="DSM_00593"
                     /EC_number="2.8.1.12"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WJR3"
                     /codon_start=1
                     /transl_table=11
                     /product="Molybdopterin synthase catalytic subunit 
1"
                     
/translation="MKEFARIQEQALSLDTFDPIQSFPECGGIDIFMGTVRNHHEGKA
                     
VKALKYTSYKPLAEKMIREIELEIEKKYQVSYVRVVHRIGYLDVGETAIIAIAYAAHR
                     
REAFQACEEAVERVKHEVPVFKEEFFTDGTSHYVEGCCIRKDAPHDHKHHHHHAGHEH
                     SH"
     gene            complement(626576..626830)
                     /locus_tag="DSM_00594"
     CDS             complement(626576..626830)
                     /locus_tag="DSM_00594"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQQSIQIKVEAFGAIEKLLPENLLLVCPSHSLVKDVLDEIVLLH
                     PESTKAMEKCACAIGDNVITRQTVLSEPCTLVLLSPVAGG"
     gene            complement(626831..627865)
                     /gene="moaA"
                     /locus_tag="DSM_00595"
     CDS             complement(626831..627865)
                     /gene="moaA"
                     /locus_tag="DSM_00595"



                     /EC_number="4.1.99.22"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P69848"
                     /codon_start=1
                     /transl_table=11
                     /product="GTP 3',8-cyclase"
                     
/translation="MMKQYHSETAPSLLQDQYGRIKRKLRISVTDRCNFKCVYCMPEH
                     
PEWLNKQDLLSFEALFQFCHFMVQQGIESIRITGGEPLMRQGIVHFIRDLQSLKSLGL
                     
KRISMTTNGHYLAKHAKQLKDAGLDDLNISLDSLDPVQFKELTKKKLEPVLEGIQAAK
                     
EVGLPFKINCVLMKDRNDDQILPMVKWSIAHHIPLRFIEFMPLDGDALWSNKDVVSEA
                     
EILQVLQQYYSVQVIEQQHEPARQYLINGSYHLGIISTITHSFCHQCDRIRLTAKGEL
                     
YNCLFAPQGLNIKPQLQTLVSKQHTPEYGMYIQKLKNLVHPYIWHKAKGFHALQHQQT
                     RKISMHMLGG"
     gene            complement(628098..628826)
                     /locus_tag="DSM_00596"
     CDS             complement(628098..628826)
                     /locus_tag="DSM_00596"
                     /EC_number="4.2.1.112"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q71EW5"
                     /codon_start=1
                     /transl_table=11
                     /product="Acetylene hydratase"
                     
/translation="MARHKKYIPFAASIIYRTLGKRLGNSADSVAFLLPLSIQYAVLH
                     
TKAVRRAGYKGNPLTQGVKLFEQILKQRSGMVLSQHEYDEVWKLVAYKDKKIRLAIPE
                     
MLSELARLKSHNVNVEEFPFILLSGERRSYNANQIYRDPAWRKVDAEGALRIHPEDAR
                     
HLNVDAGGQLKCISAHGEIQVAIELDDGMRRGVVSLPHGYGMRFQNGEPIGPQLNLLI
                     SAEHCDPLSKTPYHKYVPIRLEKC"
     gene            complement(628886..630370)
                     /gene="fdhF"
                     /locus_tag="DSM_00597"
     CDS             complement(628886..630370)
                     /gene="fdhF"
                     /locus_tag="DSM_00597"
                     /EC_number="1.17.1.9"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P07658"
                     /codon_start=1
                     /transl_table=11
                     /product="Formate dehydrogenase H"
                     
/translation="MMDAAQQSKTDVTACILCSRNCGLSVEIKDNQFVKIKGNPEHPF
                     
SQGYICQKAARLQHYQKHADRLTAPLKRQPDGSFKEISWDVAIQEIADQLVQIRDKFG



                     
GTAFASVGGGGQGNHLGAAYGRQLLLAMKSYYAYNSLAQEKTGDFWLNGRLFGSQACH
                     
TTEDVEYADYVLFIGTNPFQAHGIPNARDTLKHIKKDPNRTMVVFDPRVTETAKQADI
                     
HLQLKPGTDAFLMSAMIAIIIKEKLYDAAFIEQHTHGFEEVKAAFNHVPIEDYIAKAD
                     
VPVDLIYQVVRDFSKAKRGCVRIDLGIQHTLNTTLNGYLEKLLYLLTGNFGKQGTNNL
                     
HTMFIPILTDTDERKPKYRRSVYHKMFPISGFFPPNILPDEILKAGEKRIRAVFVDSC
                     
NPLLTYPDTPAFEEAFKALDLLVVVDVAMTETARLADYILPAHTQFEKWEFTGFNLEF
                     PKNGFHLRHPVLAAQANTLPEAEIYTRLLEAMNAIPKNFPILEK"
     gene            complement(630521..631150)
                     /gene="mobA_1"
                     /locus_tag="DSM_00598"
     CDS             complement(630521..631150)
                     /gene="mobA_1"
                     /locus_tag="DSM_00598"
                     /EC_number="2.7.7.77"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P32173"
                     /codon_start=1
                     /transl_table=11
                     /product="Molybdenum cofactor guanylyltransferase"
                     
/translation="MNKGYPITDLVILAGGQARRMNGLNKLLQQFDGDTQLLKIHQKL
                     
KSSVSEIWVNSHRDYSIYQSIVPDIKCFQDDASGFFGPLMGMKSAWSHVRADYVLFIP
                     
CDVTYIPTQVVAKLHSALRKNKQAQAAYVSINGDALYPFCLLKRESLEVLEQQIDKQQ
                     LSLKNCFKLLHAQVAIFQKQNLFFHSINSLDELQQYKQIKAFKEIFSTN"
     gene            complement(631147..633927)
                     /gene="nasA"
                     /locus_tag="DSM_00599"
     CDS             complement(631147..633927)
                     /gene="nasA"
                     /locus_tag="DSM_00599"
                     /EC_number="1.7.99.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q06457"
                     /codon_start=1
                     /transl_table=11
                     /product="Nitrate reductase"
                     
/translation="MNSIPSVEIDSSDHVAKTTKTTCPYCGVGCGVSVNVQQKPQGPV
                     
VQVEGDAEHPSNFGRLCIKGSRLADTLGLETRVLQPMFGRKLHRTVTTWDAAINKIAD
                     
KFQSCIDKYGRDSIAFYVSGQLLTEDYYVVNKFVKGYLGTANIDTNSRLCMSSAVAGH
                     
KRSFGEDLVPASYEDFEHTDMVVLVGSNTAWCHPVLYQRIMQAKSHNPDMFVVVIDPR
                     
FTSTCEQADLHLPILPGQDVALFNGLFQYLYQNGHADQAFVDAYTEGLQEVLVSSQQE



                     
TDIAYVAKRSGISLDKLQQFFEKFAQTEKVITLFSMGVNQSSQGVNKANSIINCHLLT
                     
GKIGKLGAAPFSMTGQPNAMGGREVGGLANMLAAHMDLDNPLHQKVVQTFWDSPFIAT
                     
QAGLKAVDLFRAVEAGKIKAIWIMATNPVVSLPDADQVKRALEKCELVVVSDICADTD
                     
TTAYADILLPALGWGEKDGTVTNSERRISRQRAFLPAPGEAKADWWSVSQVAKKLGFK
                     
GFDFNSAVDIFNEHAALSAQDNADINTREQTDTFRYFNLKGLMSLSNAEYDALQPVQW
                     
PVWSKNQDAKAVQQLFGKGQFSHKNAKAKLIPTVAINPVHAISEDYPLILNTGRIRDQ
                     
WHTMTRTGLSPNLTSHRAEPFCEIHPSDALKFGVRDQGLVEVRSKWGSCVLRVTFSSG
                     
VRRGQIFAPIHWTEQVASDARIGKVVNPEVDAISGEPEFKHTPVAIQPFYTTWQGVLY
                     
IREGYDSHIQESLHHCAWWTKVKMVKTNRYELADRQTFHDTQKNLKSFLPFADETFEW
                     
LSIEDISSQLSHSIILKDGIVIASLYIAPPDLLPDRDWVASLFKRERLSALHRKALLA
                     
GMPMSATNNDGPLVCSCFKVGKNKIIEAIKTQNITHEKQVTACLKAGGNCGSCLPEIR
                     GLIKACQQEVEV"
     gene            complement(633946..635568)
                     /gene="nasD_1"
                     /locus_tag="DSM_00600"
     CDS             complement(633946..635568)
                     /gene="nasD_1"
                     /locus_tag="DSM_00600"
                     /EC_number="1.7.1.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P42435"
                     /codon_start=1
                     /transl_table=11
                     /product="Nitrite reductase [NAD(P)H]"
                     
/translation="MNIVQDKNMLPDDQWIDVCALDDLTPNTGAGALVGGQAVAIFRV
                     
GHEKRVYVLSNKDPFSQANVMSRGIIGDLQGERVVASPIYKQHFSLATGRCLEDKDQK
                     
LAVYPSKIVDGRVWVNAVPQKTYITNTGVSQDKLKLVLIGNGLAGMRCLEDLLDMAPD
                     
RYEVTVIGEEPWGNYNRIMLSPVLSGEKTIEDIMLHPPKWYDDKGIKFIAGDKAVKID
                     
RPRKVVYTEKGQTVDYDRLILATGSAPFIPPVQGVDLKGVLTFRDIYDVNTMIEYCDS
                     
KTNAVVIGGGLLGLEAAYGLKQRGMNVTVLHLMDRIMERQLDGRASQLLRHSIEQKGI
                     
HIITEANTEALIGDENGHVKQIRLKDGTVLDADLVVFAVGIRPNIALAQSAGLRCNRG
                     
VLVNDTMQTFDPSIYAVGECIEHRGQTFGLVEPLWGQAFICATHLAEHGSLTFKAPTV
                     
PTQLKVSGVDVFSAGNFEPKDDYEDIILNDEKRQIYKRIIIQNDRVIGAVLFGDTEDG
                     MWYAELIADQTPVSSFRNKLLFGRDFALKNAG"
     gene            complement(635581..638127)



                     /gene="nasD_2"
                     /locus_tag="DSM_00601"
     CDS             complement(635581..638127)
                     /gene="nasD_2"
                     /locus_tag="DSM_00601"
                     /EC_number="1.7.1.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P42435"
                     /codon_start=1
                     /transl_table=11
                     /product="Nitrite reductase [NAD(P)H]"
                     
/translation="MKLVMIGHGMVGHKFIEAILEKADDELEITILAEEPRIAYDRVH
                     
LTEYFSGKSAKDLSLARFDFADAYGIDLRLNTKAVAIDTAAQTVTTNHGDVISYDKLV
                     
LATGSYAFVPPIPGNDRENCFVYRTIEDLDAIRAASLKAKTGVVIGGGLLGLEAAKAL
                     
RDLDLETHVVEFAPRLMAVQIDDLGGKVLRRKIEDLGVKVHTQKATQSIESGVNTTHV
                     
MKFADGSELETDVILFSAGIRPRDELARNSGLAIGERGGIVINDYCQTSDQNIYAIGE
                     
CALWQNKIYGLVAPGYDMARIAAKHILDEECHCFAGADMSTKLKLMGVDVASVGDAHA
                     
MTPGALSYFYADEHALVYKKIVVNADKTKLLGAVLVGDAKEYNDLLQMMLNGLALPEV
                     
PESLIMPGFEQSAAKSGGSGVDLLPDSATICSCNNVSKADICQAISDGSTSLGALKKC
                     
TKAATACGGCAPLVTQVLKSELQRQGVTVNNHICEHFPYSRQELYHLVRVNEIKTFDD
                     
LIHQHGHGLGCDICKPAAANILASCWNDFVLKPSHAGLQDSNDYYLGNIQKDGSYSIV
                     
PRMAGGEVTPDGLIAIGQIAKKYNLYTKITGGQRVDMFGAQVHELPFIWEELNAAGFE
                     
SGHAYGKSLRTVKSCVGSTWCRYGVDNSVGLAIELENRYKGLRSPHKLKMAVSGCTRE
                     
CAEAQGKDVGVIATEKGWNLYVCGNGGMKPRHAELLASDLDKETLIRYIDRFFMFYIQ
                     
TADRLQRTSVWRDNMEGGLDYLKSVIVDDSLGLAAELERRMEHIIGTYQDEWRTAVEN
                     PEVRKRFQTYINAGANEQADPHIQFTTERGQIRPLTEAERSEDRIPMVEA"
     gene            complement(638139..638408)
                     /locus_tag="DSM_00602"
     CDS             complement(638139..638408)
                     /locus_tag="DSM_00602"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSLFLLHKKVTSKLTNFSVSAMRAFRMRGLAFFICFYNFAMHWV
                     SSTSGKNGFQAAIRFVMLIRFSVEHKAKQQCLFENARTQLKSNVI"
     gene            638865..639455
                     /gene="pdtaR"
                     /locus_tag="DSM_00603"
     CDS             638865..639455



                     /gene="pdtaR"
                     /locus_tag="DSM_00603"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WGM3"
                     /codon_start=1
                     /transl_table=11
                     /product="putative transcriptional regulatory 
protein
                     pdtaR"
                     
/translation="MPKLKIALIDDDHARADYIKNSLLENDFEVVACLTLDHLNIFRL
                     
EDLQADVILLDMDHPHRDIIESCVSSYDLPTVLFTKNSDKDTIKQAIDAGVTAYIVDG
                     
IDPARLHTILEISIEQYKKHKKLEGDLKEAQTKLADRKDVEKAKVLLMQLHGLPEDTA
                     FQLLRKNAMSHRITIGEMARRLLDAQKLLNDQLKDE"
     gene            639456..640466
                     /gene="cmpC"
                     /locus_tag="DSM_00604"
     CDS             639456..640466
                     /gene="cmpC"
                     /locus_tag="DSM_00604"
                     /EC_number="3.6.3.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q55462"
                     /codon_start=1
                     /transl_table=11
                     /product="Bicarbonate transport ATP-binding protein 
CmpC"
                     
/translation="MSKLEKTQLQLGYIPLLDCIALLWAKQQGFFEEVDLDVTLVKEA
                     
SWASLRDRLAFGLLDAAHCLSAMLPAAAMGADQIGIALQTPLVLSKNRAFISLSQKLI
                     
HQLAIKETDNAQTTAQKVIQYIEQDHTLSLAHVFKHSIHHYCLREWLALADSRIAQTL
                     
KLKALPPPYMVEALDNHVIDGFCVGEPWNTQGELLGLSKIVCSSQDIIPNVADKVLAV
                     
TQEWAEQHPQTLVALTTAIMKAQKELSNLKDFAPVLKLLVEFGIVRFHCSEEVHVDKY
                     
YMIQNIVKHLVKENAAPQPEDFHWLFQQMQKWEKLQLAPDQIIELSAQCINLDCYNQA
                     KL"
     gene            640800..642128
                     /gene="umuC"
                     /locus_tag="DSM_00605"
     CDS             640800..642128
                     /gene="umuC"
                     /locus_tag="DSM_00605"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P04152"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein UmuC"
                     
/translation="MKDISHREVYALVDINNCYVSCERLFNPKLNDKPVVVLSNNDGC



                     
VVSRSEEAKVLGIKMGVPWFQIEKDALQAGVHVYSSNYTLYAEMSRRFFAVLGEFFSP
                     
DDLEAYSIDECFIHLTPYLQSIDISDYCNKVRNTLLKWLGLPCCIGIGYSKTQAKLAN
                     
HYAKKIKSFKGVCNFITLDPLIMEDLMQQTSVKEVWGIGYQLVKQLQSYEVYTCLDLT
                     
FANEHHMAKAFSVVMARTIRELKGQSCIQLDDPAIPTKRILASRSFAQALSSIEIIKQ
                     
ALIFHLNRAHRRLMKQEQLCACVQVMLYEKTDKPPYKKATSQAIGLHYATDDLCILTK
                     
AAMQQIDVLYKENKSYIKIGVLFCALHARQQHIDDLWQPLELIHQRQQLMETLGTVRK
                     RFGSHYLQVGYHSRNPSWQMKQCHRSKNYLTRWNEMLTIEDAYTPVTQNT"
     gene            642364..642819
                     /gene="aroQ"
                     /locus_tag="DSM_00606"
     CDS             642364..642819
                     /gene="aroQ"
                     /locus_tag="DSM_00606"
                     /EC_number="4.2.1.10"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A3M692"
                     /codon_start=1
                     /transl_table=11
                     /product="3-dehydroquinate dehydratase"
                     
/translation="MSSTILVIHGPNLNLLGKREPEVYGHLTLDNINQQLIAQAEQAS
                     
ITLDTFQSNWEGAIVDRIHQAQTEGVKLIIINPAALTHTSVALRDALLGVAIPFIEVH
                     LSNVHAREAFRHHSYLSDKAIGVICGLGAKGYSFALDYAIEKIQPSNPN"
     gene            642837..643256
                     /gene="accB"
                     /locus_tag="DSM_00607"
     CDS             642837..643256
                     /gene="accB"
                     /locus_tag="DSM_00607"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABD8"
                     /codon_start=1
                     /transl_table=11
                     /product="Biotin carboxyl carrier protein of acetyl-
CoA
                     carboxylase"
                     
/translation="MDIRKIKKLIDLMIESDLQAIEVKEGDQSIALTRRNPVVAAAGV
                     
AHPAAPVAEAPVAKTPRGAVETSPMVGVFYAAPSPGEAPFVKVGQTVSAGETLGIIEA
                     MKIMNPIEATQSGVIEEILVKNGEVIQFGQPLFRYRA"
     gene            643273..644643
                     /gene="accC_1"
                     /locus_tag="DSM_00608"
     CDS             643273..644643
                     /gene="accC_1"
                     /locus_tag="DSM_00608"
                     /EC_number="6.3.4.14"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37798"
                     /codon_start=1
                     /transl_table=11
                     /product="Biotin carboxylase"
                     
/translation="MLQKVLIANRGEIALRITRACKTLGIKTVGIYSDADKDLMHLRF
                     
VDEAVCIGPGASSDSYLNIPAIITAAEITGADAIHPGYGFLSENAEFAEIVESSGFTF
                     
IGPRPEHIRLMGNKVSAIVAMKKAGVPTVPGCDHAVTIHNALAEAKEIGFPLIVKAAA
                     
GGGGRGMRIVERVDTLLESVQAAQRDAEMWFGDDTVYMERFLQKPRHVEVQVLGDGNG
                     
HAIHLYDRDCSLQRRHQKVLEEAPAPNLPEQARADILQACVHACQLMQYRGAGTFEFL
                     
FEDGEFFFIEMNTRVQVEHPVTEMVTGVDIIEQQLRIAAGLGLELQQEDIEVRGHAIE
                     
CRINAEDPTTFLPSPGKIESFYAPGGAGIRLDSHIYPGYSIPPYYDSMIAKLIAHGKD
                     
RETSLARMRQALDEMILTGIKTNIPLHKDLILQDKNFCSQAMDIHYLEKHLLKQVEEE
                     KKAETA"
     gene            complement(644698..645201)
                     /locus_tag="DSM_00609"
     CDS             complement(644698..645201)
                     /locus_tag="DSM_00609"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRLMINKSMKNIYIMGLLLACSGFAMAETATQQPTAQPVRTASN
                     
PNAIRIVTRPEIMGLWGMEIPNNKKCVEYYNFRSSNDVVIKSGEEWSYGIYEYQPSDD
                     
PKEQLSALVMQIKFDNNKVDCSGQKQDQTGDISQYFVQWKNDHTINFCSTAKGEQCFA
                     TLRRMLP"
     gene            complement(645349..646515)
                     /gene="hcaT"
                     /locus_tag="DSM_00610"
     CDS             complement(645349..646515)
                     /gene="hcaT"
                     /locus_tag="DSM_00610"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q47142"
                     /codon_start=1
                     /transl_table=11
                     /product="putative 3-phenylpropionic acid 
transporter"
                     
/translation="MFQPFTIQTRLGGFYFFYYSIVGTFMPYWNLYLQDQGFNYQEIG
                     
ILSSIAIVTRFFAPLVWGWIADKSGKRMLLVRIATWMEACIWLAIFIIPNTFQSVALL
                     
MLIFSFFQNAILAQFEGVTLFWLGDQRAKLYGKIRKWGSVGFIVGVFTIGAILEIIPI



                     
SMLPILLLIIASLAFIWAFTIREPEGAPTSQKHLEPLLPVLKRPEVAAFFTIEFILLF
                     
SHAPFYSFYSNFLKSLNFSTTEIGFLWAMGVVSEIVMFAYATTFFKYFSWRSLVAVCL
                     
ILTSIRWLLVAIFSHYFIGQLFAQCLHAFSFGLFHLIAMRLIFQNFSIGQQGRGQAFY
                     
STMWGLGVAFGSILAGHYWKILTGEYIFMIAALVVLFGLCFVYWLPKQIEKSVS"
     gene            complement(646800..647663)
                     /locus_tag="DSM_00611"
     CDS             complement(646800..647663)
                     /locus_tag="DSM_00611"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSKKFEDFDNPRQKALLGMKNSIPTEQWEENLKFLKQLRARIAE
                     
LPVCKHPAIEVLNNGLLDKFTLTRIHLEYRHAIVQIFTDALLMAQFQTKQLEPKLHSG
                     
AKMFPRVLLSLNVLDEFGFRPGTDPDNYYLGNPEYAHYPLYEDLLNDYGLSEKDRREY
                     
QPSKIADQVRNFLESSYDSYIKVVALLAVAEEEVILFSPPLREATKAIGVDVEGGGYY
                     
HVHGVSTDETSEAADDDHEDDLWFALAQAITKEDYESLTTLCMDYCALWNEFWDAQIA
                     DIHYLEAKKLA"
     gene            647987..648559
                     /gene="tetC_1"
                     /locus_tag="DSM_00612"
     CDS             647987..648559
                     /gene="tetC_1"
                     /locus_tag="DSM_00612"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P28815"
                     /codon_start=1
                     /transl_table=11
                     /product="Transposon Tn10 TetC protein"
                     
/translation="MSKRDTIIKTATALFNEKSYNSIGVDRIIAESNVAKMTFYKYFP
                     
SKEKLIESCLYKRNSDIQSAILERINTNDLPLVQLRSLFNWYIDWIYTEEFNGCLFKK
                     
ATMEVVQLYPSVKNPINEYREWLYELVFSILIKIQVEDAAALTNLFLNILDGVINDGT
                     IDKNLINAEKTWSYIKKIIDLEKIEELVAI"
     gene            649170..650510
                     /locus_tag="DSM_00613"
     CDS             649170..650510
                     /locus_tag="DSM_00613"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSPTSSFWRSLFRLIHIYAGIFIAPFIFVAAFTGLLYAITPQLE



                     
QFIYKDVLYVQPLNKEIHPLSQQIESAREVMPATAKITEVRPSPSPVQTTRVIFSDHT
                     
HHLNNEAIFIDPYTLSVKGQLAVYGTSGVLPLRTFLDQLHSNLLLGKWGRFYSELAAS
                     
WLGFLTLSGLYSWWKRRSNFKNRQTNKNHLLKWHSSIGLALLPLLLFIAITGLTWSQW
                     
AGDNIRIARQWLNWQTPTLTTSLNQISLPEMAHHEHHEMIMETPNLDIMPAEFDAVLA
                     
IARANGINSTEIQIKPPVAENQAWTVAEIQRKWPTQADSIAIDMHEHKVIDKLAFKDY
                     
SLVAKLTRWGVDAHIGVLFGWVNQLILVLYALGLCVMIVYAYKAWFKTSNVKLTTHHF
                     
INQTLFVWKHATTQQRIITILMLAALGLSLPIFGFSLVITLFILLIKKQLPLKA"
     gene            650675..652348
                     /gene="gltA_1"
                     /locus_tag="DSM_00614"
     CDS             650675..652348
                     /gene="gltA_1"
                     /locus_tag="DSM_00614"
                     /EC_number="1.4.1.13"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39812"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutamate synthase [NADPH] large chain"
                     
/translation="MASPAQIIRHKFLNTFFSRHSIWFLCIFTALTITWFRTVYTPHS
                     
IYYFISDTLLNGLWVVSGALSLLGLYDVLQNRHSILRNYPIMGHFRFLFEDIRPEIRQ
                     
YFIEADQDALPFSRMQRSLVYQRAKNENADKPFGSIIDVYQEDYRFIVHSISPCPPAD
                     
PKSFRIQIGNAQCLQPYSASIMNISAMSFGSLSANAIRALNKGAQLGGFYHDTGEGSL
                     
SPYHLENGGDIVWQIASGYFGCRTLDGKFDEQKFAKQSQLPQIKMIELKLSQGAKPGH
                     
GGILPKHKITAEIAEIRGVSRDHDCISPAKHSSFSTPIEMMHFLQKLRTLSGGKPVGF
                     
KLCIGQPWQFMSIVKAMLETKIVPDFIVVDGSEGGTGAAPIEFSDYIGTPLREGLRFV
                     
HNTLVGAGLRDQVKIGASGKIISAFDIASTFALGADWVNSARGFMFAVGCIQAQSCHT
                     
NQCPVGVATQDKDRQKALHVPTKAERVFNFHKNTLHALSEMIAAAGLRHPSDIKAHHL
                     AQRINDREIKNYAQLHFFLKEGELLQSELKNDDDNFYYRMWNMADANHF"
     gene            complement(652390..653418)
                     /gene="ytpA"
                     /locus_tag="DSM_00615"
     CDS             complement(652390..653418)
                     /gene="ytpA"
                     /locus_tag="DSM_00615"
                     /EC_number="3.1.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O34705"
                     /codon_start=1



                     /transl_table=11
                     /product="Phospholipase YtpA"
                     
/translation="MSEIPFLNPAVLKQLDLPVPNRELTPQVLSPLNLNTLEEPSREL
                     
LAYRKLYGLHLLDCEHWQGYVQMPLFRLHVQVFKPKLDKIQGTVCLLHGYLEHSGIYQ
                     
PIIREILEQGFSVITYDLPGHGLSNGSPASIQNFDHYQQVLMAVYQYVKHADQLPKPW
                     
VGIGQSTGGAIWMHHLLEYAEKRQDPIVDRVLLLSPLIRPAKTAWWHNPVGLGIIRRI
                     
KRQVPRHFRRNNHNPEFLRFIRLKDPLQPRMMGMDWILAMSKWMQEMEERPACRIPVW
                     
LAQGALDQTVDWRYNIEFIRRKFRLQTLLMLEEGSHQLINERADIRAALTGLIPAFLH
                     AKPKHFYY"
     gene            complement(653418..654548)
                     /locus_tag="DSM_00616"
     CDS             complement(653418..654548)
                     /locus_tag="DSM_00616"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPKVHLMVRFVQVVTVLFVLLGCFVIFLYSPFYSKLIVAGLNYF
                     
VPVDVNEVAAESQRKAALSEHDNLEPGSNLWIARQAYLKLTEDALRENKTADLGYIQE
                     
NYKALQQIILLEEKEQELQEEKETTAVSVPLVAKNSEIDAADEASSPIDAALSINSSE
                     
NKALTEQYTEFLARKPVVPEHQKAASEPEQKVEYVRKNPLPAQPKKLSEPYAIVVLGG
                     
GLTLDKNGKDIVVNSYTRLRLEKTLEVEKKNHLPIVLSGVEAPYMQAWLKARGVDAKL
                     
LEKRSMNTCENTRFSSLLLQKKGGAPTVMLVTDEYHMPRTRRLFALNGIETIPVTAPM
                     PTPLTRWQPSIQNYDHSRRANYELLATIRDMLFGSSDCREVP"
     gene            complement(654553..655587)
                     /gene="murB"
                     /locus_tag="DSM_00617"
     CDS             complement(654553..655587)
                     /gene="murB"
                     /locus_tag="DSM_00617"
                     /EC_number="1.3.1.98"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HZM7"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-N-acetylenolpyruvoylglucosamine 
reductase"
                     
/translation="MQIQNQVQLKPFNTLSLDVTASHYTKVKSIEDIEEALAFAKEHE
                     
LNVLVLSGGSNMLLPQQINALVIHLDIQGIDVLSEDQDFIRVKVGAGQVWHDFVLYST
                     
KQNWFGLQNLALIPGLVGASPVQNIGAYGVEVGEFIESVQVYDRLLKQTRSISAADCH



                     
FSYRHSIFKDDPARYIITHVTFKLLKQANLKLNYGDLKQAVGDNLTAENLQNQVIHIR
                     
QSKLPDPKEYPNVGSFFKNPIVNTQEFERLIAQFSTIPHYPQANGNVKIAAGWLIDQA
                     
GWKGKQLGVVGMFHKQALVLVNYANASLADVKKTYQAVQHDVEQRFQIMLEPEPVLYN
                     NLGLIENHTE"
     gene            complement(655607..656110)
                     /gene="yfkJ"
                     /locus_tag="DSM_00618"
     CDS             complement(655607..656110)
                     /gene="yfkJ"
                     /locus_tag="DSM_00618"
                     /EC_number="3.1.3.48"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O35016"
                     /codon_start=1
                     /transl_table=11
                     /product="Low molecular weight
                     protein-tyrosine-phosphatase YfkJ"
                     
/translation="MEAQYKVLCVCLGNICRSPTAEVVFRHYCDQHQLNIIVDSAGTS
                     
NYHPNKAPDQRSQLHAKKRGYDLSSLRARQLSTQDFLDFDLILAMDHQNFDDIHDLLQ
                     
RAIFQFGSHQIRAKVALMSEHDPQYPQQALPDPYYGGDEGFERVLDQCESSALAWINI
                     LKKQLNV"
     gene            complement(656411..657655)
                     /gene="pgl"
                     /locus_tag="DSM_00619"
     CDS             complement(656411..657655)
                     /gene="pgl"
                     /locus_tag="DSM_00619"
                     /EC_number="3.1.1.31"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O34499"
                     /codon_start=1
                     /transl_table=11
                     /product="6-phosphogluconolactonase"
                     
/translation="MKIDTDVKTGYGKDTDKNGYANIKYRELIQKLTATLSLTLLSFG
                     
WGSTVNAAQQQIALVGTWTSIPDAPLVQKPEKASEGLYQLQVNADGTLTPVKVLQMKS
                     
PSWVVKSKDGRFAYTTNEENEGAVTALSIQNGKVEVLNTVNSHGGHPTHASISLDGKF
                     
LFVSNYSAFDKGRGGVAVLPILPNGHLGEMVQNIVFSEGSGHVKGRQDSGHAHSTTFS
                     
PDGKYLYASDLGNDKVYAFRYNPSKPQPLEADKSRDVSFKHGSGPRHMVFSPNGKQAY
                     
ITAEMRSEIVTFNVQDGHLKKVAELKLVHEDKTPEFKSASGIILSPNGKYVIAANRGA
                     
DNKLLVFKIQQNGLLGQPQVYKANGIEPRAFSFDESGKYLYVTNVYSNNISLFRFDTK
                     NGSLKPLGDAAKISTPTDIKFF"
     gene            657881..659038



                     /gene="adh1"
                     /locus_tag="DSM_00620"
     CDS             657881..659038
                     /gene="adh1"
                     /locus_tag="DSM_00620"
                     /EC_number="1.1.1.192"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A4IP64"
                     /codon_start=1
                     /transl_table=11
                     /product="Long-chain-alcohol dehydrogenase 1"
                     
/translation="MSHFQFQTVPNIISGLGSIQELQNVLASKTYRKLLLVTDAGMIK
                     
NQLHRPILQILDTLKIEHVIYADVQADPPEQVVLDAANYAKQQNVDVIVGFGGGSSLD
                     
VAKVIALLAHPNQTQNLQEMYGVNQVKTARLPLILIPTTAGTGSEVTPISIVTTGETT
                     
KMGIVSPVLYADTAILDATFTQNLPAHITAATGIDAMVHAIEAYTSKHKKNIYTDILA
                     
KHALKLLNHNLPKVLKNGNDLEARQNMLFGSMLAGQAFANSPVAAVHALAYPLGGHFH
                     
LSHGHTNALVLVEVLKFNAPYAKQYYAELMQWLDPYSNGSTDGLCDLFIDHMQNHLDR
                     SGLTLKLSDLGIEESSLPRLAQDAMLQTRLLQNNPRDMTEAAALAIYQAIY"
     gene            659038..659472
                     /locus_tag="DSM_00621"
     CDS             659038..659472
                     /locus_tag="DSM_00621"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTKPVLKTRDQFKFFLDIQTRWADNDIYGHVNNVTYYSYFDTAA
                     
NALLIQKTGFDIHEAKSIGLVVDSACSFFQELSFPEVIQVGVAIGKIGTTSLRYELAI
                     FKQGQDQASAQGHFVHVFVDRETRKTVPISESVREVLENFLL"
     gene            complement(659521..661749)
                     /gene="plcN_1"
                     /locus_tag="DSM_00622"
     CDS             complement(659521..661749)
                     /gene="plcN_1"
                     /locus_tag="DSM_00622"
                     /EC_number="3.1.4.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9RGS8"
                     /codon_start=1
                     /transl_table=11
                     /product="Non-hemolytic phospholipase C"
                     
/translation="MITRRKFLNYSLNMGFGAAALAAFPSSIQKALAIPANNKTGTIQ
                     
DVEHVIILMQENRSFDHYFGTLKGVRGFADRFTIPLPNGRRVWEQLRSNGQVLTPFHL
                     
DGTANNAQRADGTPHTWDDSQLAWDNGRMANWPTHKTDISMGYFKEKEIPYQFALANA



                     
FTICDAYHCSMHTGTDANRSFHLTGTNGATPTKRSFVNNEWDWIDGNPATADRGYTWK
                     
TYAERLEEAGISWICYQNMPDEWGDNMLGAFRSFRKANIASGYPVSSGGEPNKPYADT
                     
GQKLPYKAYDAATDNAKNPLYKGIANTLPGNKPEEYLDAFKRDIREGKLPQVSWINAP
                     
SIYCEHPDPSSPVQGAWFIQEIIDALTAVPEVWSKTALLINFDENDGYFDHMPSPSAP
                     
SRLKNGQYAGKSTLSNADMQDEYFDHAAPEGSHSQPTPDGRVYGPGPRVPLYVISPWS
                     
RGGWVNSQVFDHTSVLMFLEKRFGVKELNISPYRRAVCGDLTSAFNFKTPNADVLPQL
                     
SGKQTRVQADALRENQEALPAVPVPTDIKLPIQQSGIRLSRALPYELHTSARCKADGK
                     
VQLIFSNTGKQAAVFHVYDKLNLDRIPKRYIVEPNKTLDDEWDTLNDNLGRYDLWVLG
                     
PNGYHRHFKGDTQRIIDSGVKPEIRVCYDIANGDVYVELMNEGTKDTILTVKPCAYRQ
                     
DAPLQLTVKAGQVVKQHWSLADVGHWYDFEVASQSDQYYYRRFAGRVETGEDSFSDPA
                     MI"
     gene            661792..661887
                     /locus_tag="DSM_00623"
     CDS             661792..661887
                     /locus_tag="DSM_00623"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /translation="MTGFLPVSGVFELSFAESLQPLSRMAPINKK"
     gene            complement(662073..664181)
                     /gene="dnaX_2"
                     /locus_tag="DSM_00624"
     CDS             complement(662073..664181)
                     /gene="dnaX_2"
                     /locus_tag="DSM_00624"
                     /EC_number="2.7.7.7"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P06710"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA polymerase III subunit tau"
                     
/translation="MYQVLARKYRPRNFNELVGQNHVSRALSSALERGRLHHAYLFTG
                     
TRGVGKTTIARILAKCLNCETGVTSTPCEVCATCKAVNEGRFIDLIEIDAASRTKVED
                     
TRELLDNVPYAPTQGRFKVYLIDEVHMLSTHSFNALLKTLEEPPEHVKFLFATTDPQK
                     
LPITVISRCLQFTLRPLAVDEITKHLGAILEKEQIAADQDAIWQIAESAQGSLRDALS
                     
LTDQAIAYGQGAVHHQDVKEMLGLIDRTIIYDLILAVHQNQREKVSQLLLQFRYQALD
                     
VSLVLDQLISTLHELALLQYLPELGLKYSEEINAKILQLSKLISAQDLQLYYQIACKG



                     
RSDLQLAVTQEQGFEMCVLRLLAFRPLAPNEILVSEPVQQNGQAEVGLNSQAQTAQVI
                     
APVSAVQPIEVISQPAMVEPEPEPEPEPEPEPEPEPEPEPEPEPEPEPEPQPNQDLMV
                     
FDPNHHELIGLESAVVQETVSVLEEDFIPVPEQKLVQVQAETQVKQIEPEPASTAEPI
                     
GLFEASSAEFSLAQDTSAYDLVSEPVIEQQSLVQVEIVETVAVVKEPNATDNSQLMPQ
                     
DILKLPSQTLEGEWTLEKWEFWFRNSQLSPAVQELAQHGVMTGEIGGNTVFHIPQEYE
                     
NMLTQLQQALIEALKQQWPNTQFTVEYGAVNTATPYVMQSVRKEKAFHRATELLQQQP
                     VIKSLIETFDGELQNIQLKP"
     gene            complement(664355..665833)
                     /gene="smvA"
                     /locus_tag="DSM_00625"
     CDS             complement(664355..665833)
                     /gene="smvA"
                     /locus_tag="DSM_00625"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:D0ZXQ3"
                     /codon_start=1
                     /transl_table=11
                     /product="Methyl viologen resistance protein SmvA"
                     
/translation="MQKKWLILTIIVLIYLPVTIDATVMHVATPSLSAALNLTANQLL
                     
WIIDIYSLIMAGLILPMGALGDRIGFKKLLFIGTAVFGVGSLAAAFSPTAYALIASRA
                     
VLGLGAAMLIPATLSGIRNAFTEEKQRNFALGLWSTVGGGGAAFGPLVGGFVLEHFHW
                     
GAVFLINIPIILAVLVMIVMIIPKQQEKTDQPINLGQALVLVVAILSLIYSIKSAMYN
                     
FSVLTVVMFVVGISTLIHFIRSQKRATTPMIDLELFKHPVISTSIVMAVVSMIALVGF
                     
ELLLSQELQFVHGFSPLQAAMFIIPFMIAISLGGPLAGICLNKWGLRRVSSLGILVSA
                     
LSLWGLAQLNFSTDHFLAWTCMVFLGFSIEIALLASTAAIMSSVPPQKASAAGAIEGM
                     
AYELGAGLGVAIFGLMLSWFYSRSIILPAELPSDLIEKASISIGETMQLASNLENPLG
                     GQLVVVAQQAFSYAHSWVLTLSAICFFLLTVFVWFSFPKKVD"
     gene            665958..666536
                     /gene="betI_2"
                     /locus_tag="DSM_00626"
     CDS             665958..666536
                     /gene="betI_2"
                     /locus_tag="DSM_00626"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_00768"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator BetI"
                     
/translation="MAYLNRDQRREMILQAAMQIALAEGFTAMTVRRIATEAQTSTGQ



                     
VHHHFSSASHLKAEAFLKLMEQLDEIEQTLQTTSQFQRLFILLGAENIDRLHPYLRLW
                     
NEAELLIEQDIEIQKAYNLAMQSWHQAIVQSIECGQKEGEFKNRSNSTDIAWRLIAFV
                     CGLEGIYKLGLQGLVEEDFKRHTEAIIRLELL"
     gene            complement(666584..667843)
                     /locus_tag="DSM_00627"
     CDS             complement(666584..667843)
                     /locus_tag="DSM_00627"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIKEILLADTHNYHGILDERFIDLAHQFSRLQDARTGQGGAALA
                     
VYFRGQKVVDIYTGLKSQNETWQPDTLAVCYSTGKGVLATLAHILVSEGFLEYDKPIA
                     
TYWSEFAQNGKEQMTLRHVLSHQSGMFDVRNIIESAREMLDWSHMLDVVAATKPRFLA
                     
GEGNAYQALTFGWLVGGVLEKATGQSLDQLMQKYLVEPLQLDGAYFGTPANELDRVAR
                     
LIIQPKPEKPASTQVEKPKKPKTRKSSLSEKVITWTGQDPQDFQDAMIPKGMKNFSFF
                     
SDEGLQAVIPAANGTFTANSLAKIYAMLANQGEWDGQQLIRPEVFKELSTIQSYARDR
                     
VMPIPMNWRLGYHRIITMGKRAKNGFGHIGYNGSGAWCDPERDLSFAYTHNFQIGSIT
                     GDYRLWGLTQEALRCTDQILKGRKGWF"
     gene            complement(667915..668769)
                     /locus_tag="DSM_00628"
     CDS             complement(667915..668769)
                     /locus_tag="DSM_00628"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNTRHFSQLPKAALAYPKVVQGLIFKKPKGPKILPQVEYVVDTL
                     
EIDQNHLKAYNEVCGFQNNGFVPAIYLAVLSQSLQMHMMTAEAFPFPILGLVHIRNQI
                     
KQTRPIGVTEKLTLSCKFGELKPHDKGVQFDFITTAKVGNEVVMEGLTTYLSRQKVEK
                     
RVGEKAKEEQVPTYVPEAEWNILENTGRRYAKVSGDFNLIHIHAITAKAFGFKQAIAH
                     
GMWSKAKALANLELPNAYEADVWFKLPMFLPSKVEFLTANADKKTDFLIRNAKSQKPH
                     VAGTIKAL"
     gene            complement(668845..670236)
                     /gene="fabG_2"
                     /locus_tag="DSM_00629"
     CDS             complement(668845..670236)
                     /gene="fabG_2"
                     /locus_tag="DSM_00629"
                     /EC_number="1.1.1.100"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:Q9KQH7"
                     /codon_start=1
                     /transl_table=11
                     /product="3-oxoacyl-[acyl-carrier-protein] reductase 
FabG"
                     
/translation="MTDQYQAFTQSPIGKFVVKNLGLPSPVVLERFESAQPVVKGAVL
                     
VGAAPSSVLSGVIAQVLSNIHADSYVGNNVALQQEAAKVGLNLRPFNAGDKESKFKAV
                     
VFDASGIQNSEQLNELYKFFNPIARQVATSGRVIVIGTTPETAKTVKQAIAQRALEGF
                     
IKSVGKEFKKGITAQVVYVDEGAAANLESTLRFLLSPRSAYVSGQVIRVSKADVVDVD
                     
WAKPLAGKTALVTGASRGIGEAIAHVLARDGAHVICLDVPQQQADLDRVAADIGGSTL
                     
AIDITAADAGEKIKAAATKQGGLDIIVHNAGITRDKTLANMKPELWDLVININLSAAE
                     
RVNDYLLENDGLNANGRIVCVSSISGIAGNLGQTNYAASKAGVIGLVKFTAPILKNGI
                     
TINAVAPGFIETQMTAAIPFAIREAGRRMNSMQQGGLPVDVAETIAWFASTASTGVNG
                     NVVRVCGQSLLGA"
     gene            670472..672040
                     /gene="fadI"
                     /locus_tag="DSM_00630"
     CDS             670472..672040
                     /gene="fadI"
                     /locus_tag="DSM_00630"
                     /EC_number="2.3.1.16"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76503"
                     /codon_start=1
                     /transl_table=11
                     /product="3-ketoacyl-CoA thiolase FadI"
                     
/translation="MSKTTQENPAVENSAQEKVSNTSKSASNTAKRNSTTPKAATNTP
                     
KTTRTRSTTAPARSPRSKSAASATPSTSSNVAAAPKATKTKTSVQQDKTMSQNTVRRV
                     
AIIGGNRIPFARSNTAYFKASNSDMLTAALNGLVERFNLQGKRIGEVVAGAVLKHSRD
                     
FNMTREVVLSTDLAPETPAYDIQIACGTGLQAAFVVANKIALGQIDVGIAGGVDTTSD
                     
APIAVGDGLRKVLLELNVAKTGKDRLKALTKIDFKKLLDAPSNGEPRTGLSMGEHQAI
                     
TALEWGITREAQDELAASSHQKLAAAYERGFFDDLMTPFLGLNRDNNLRPDSTVEKLA
                     
KLKPVFGKGETATMTAGNSTPLTDGASVVLLASEEWAKENGHEVLAYLSFSETAAVDF
                     
IGKNGPKEGLLMAPAYAVPRMLKRANLKLQDFDFYEIHEAFASQVLSTLKAWEDEKFC
                     
KERLGLDAPLGSIDRSKLNVNGSSLGAGHPFAATGGRILATAAKLINEKGSGRALISI
                     CTAGGEGVVAIVEK"
     gene            complement(672107..672541)
                     /locus_tag="DSM_00631"



     CDS             complement(672107..672541)
                     /locus_tag="DSM_00631"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLISKRRLIHAISYEGILLVIIAIALSFIFDMPMEVTGTLGVFM
                     
AVVSVFWNMIFNHYFEKVEHKFNWERTIPVRILHAIGFEGGLLIATVPMIAYMMQMTV
                     IDAFILDIGLTLCILVYTFIFQWCYDHIEDKFFPNAKAASLH"
     gene            672632..673525
                     /gene="yahB"
                     /locus_tag="DSM_00632"
     CDS             672632..673525
                     /gene="yahB"
                     /locus_tag="DSM_00632"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77700"
                     /codon_start=1
                     /transl_table=11
                     /product="putative HTH-type transcriptional 
regulator
                     YahB"
                     
/translation="MNVNQEQLLMFQAVMETGSFSAAARKLGKVPSAVSMSIANLEID
                     
LNLTLFERKGREPTPTAEARVLYEKTAQLLIEMNQWKQHAHALSTGLEPNLTIVVVSE
                     
LLHTNWTDYVCLLESRFPDLQINIVSAPQEDALQMLLDGSAQLALMFEREHLDNREQF
                     
VELKREALIPVISKTHPLASQEHVSYEQILGTRQIVVASRDETLKPELLFSKHYWRTD
                     
NHHSACLMILRNLGWGVLPQEMFKENPELNNKLKALDVFDFTPRFEYYVDLVWSRESE
                     LGAAARFLIDYIRNKRMQLAP"
     gene            673656..674645
                     /gene="tal"
                     /locus_tag="DSM_00633"
     CDS             673656..674645
                     /gene="tal"
                     /locus_tag="DSM_00633"
                     /EC_number="2.2.1.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q31C15"
                     /codon_start=1
                     /transl_table=11
                     /product="Transaldolase"
                     
/translation="MTHTALDQLKTLTTVVADSSDLEAIRKFRPLDATTNPSLITAAA
                     
EQPESKELIEDAYYQAKEEGYKNDELIERTIDILTVKFGVEILKLIEGRVSTEVDAAL
                     
SYDTEATIQKAHELCELYKGYGIDQSRILIKIASTWEGIQAAKVLEAEGIACNLTLLF
                     
GLHQAQACADAKVTLISPFVGRILDWYKKAEGVDSYPIEKDPGVVSVKKIYTYYKQQN



                     
IPTQVMGASFRSIDQVLGLAGCDLLTISPSLLTQLEQDTRTVDAALDANKAKQAEAIV
                     
RPAQDEQSFKDELNHDLMAFQLLQGGVDGFIKARDQLSLLLRQSFGIDAEIKS"
     gene            674718..675368
                     /gene="leuE_1"
                     /locus_tag="DSM_00634"
     CDS             674718..675368
                     /gene="leuE_1"
                     /locus_tag="DSM_00634"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76249"
                     /codon_start=1
                     /transl_table=11
                     /product="Leucine efflux protein"
                     
/translation="MFGITDLTTYIIGTFLIVLLPGPNSLYVMSIASRYGIKTGYMGA
                     
LGIFTGDLILMLCTVLGAASLLKAFPWVFIVLKLVGALYLSYLGFKLLQGSIQRWKLR
                     
NQPQAEMADLPALDKVHPYKTALSISLLNPKAILFFLSFFVQFVEPDYAYPALSFLIL
                     
AVILQIISFSYLTALIFSGIKLSTFFKQNHKIAASGIFLVGILFFGFGLKLATSTM"
     gene            complement(675405..675878)
                     /gene="lrp_2"
                     /locus_tag="DSM_00635"
     CDS             complement(675405..675878)
                     /gene="lrp_2"
                     /locus_tag="DSM_00635"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACJ0"
                     /codon_start=1
                     /transl_table=11
                     /product="Leucine-responsive regulatory protein"
                     
/translation="MDEQAENLSPLELKIMRCLQENGRLSNAELAKLVGISTSSCWNH
                     
TQRLFKIGAILDVRARINPGMVQRETIVLVGVVLDRSTPDSFQAFEQAAGDLENVLEC
                     
YLVAGEVDYFLKIRVKDLAAFNRFHSEKIIALPGVRQVRTFFVLNEVKTDGMLAF"
     gene            676065..677237
                     /gene="ydcO_1"
                     /locus_tag="DSM_00636"
     CDS             676065..677237
                     /gene="ydcO_1"
                     /locus_tag="DSM_00636"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76103"
                     /codon_start=1
                     /transl_table=11
                     /product="Inner membrane protein YdcO"
                     
/translation="MQKILQDFSIPAVFAGFITFLIGISVSAILVIQAAQALGASSEQ
                     
ITSWFWALGLGIGLSGLILSWKFKYPVATAWSTAGLALIMATGSGYSLNEAIGAFLVG



                     
GLLTAILGFSGIFQKALSYIPQSLTSAMLAGVLLKFGISLFASLQNDWTFVLSLLAIY
                     
VITKRLWPRYSIVFTALAGIALCPVFLDFHMPTLEWSLAKPVWISPEFSWSALLGLAL
                     
PLFVISMASQYLPGIAMIKSYGYKPHVNQLIGWTGLTQVVLAPFGCYSVNIAAISAAV
                     
SLDDQVHPDPSKRYIAGISCGFFYVLMGLFAATLTSLLMSFPHIFIVALAGIALLGTI
                     
SHNIALAFGPVEDREAALFTFLCSASGIQFFGVGSAFWGLVVGIVVFIVLKFKAKK"
     gene            complement(677311..678030)
                     /gene="mgtC"
                     /locus_tag="DSM_00637"
     CDS             complement(677311..678030)
                     /gene="mgtC"
                     /locus_tag="DSM_00637"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:D0ZLQ7"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein MgtC"
                     
/translation="MKLQFLQHTDLSNIIDTLISLSAAFILGALIGFERQYRQRTAGL
                     
RTNVLVAVGAAIFVDIAINLTGADGAVRVIAYVVSGIGFLGAGVIMRQEGNIHGLNTA
                     
ATLWCSAAVGAAAGADLIIEAILATAFILSANTLLRPIVHIIDRRPLDDDTEVLHVIY
                     
IICDRSQSKVVMDELNLTLKHHNYPAKDIDVTPFGEKEVEIEVTLIATSIEAEEAQHI
                     INHLNAMPQIRQAFWDKNTIN"
     gene            complement(678046..680802)
                     /gene="mgtA_1"
                     /locus_tag="DSM_00638"
     CDS             complement(678046..680802)
                     /gene="mgtA_1"
                     /locus_tag="DSM_00638"
                     /EC_number="3.6.3.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABB8"
                     /codon_start=1
                     /transl_table=11
                     /product="Magnesium-transporting ATPase, P-type 1"
                     
/translation="MKFWQRLFTSFLQRFHLMRFFGRNRSFKELHQSSYAQEISKNLS
                     
KRLLNASRDQTNDLLKQFDTHLTGLTEEQAHSQQMTVGLNEVTHEKPLTWWQHLWYCY
                     
RNPFNILLSLLALIAFFTDDLTGSTIISVMVILSTLLRYWQEAKSNQAADALKAMVSN
                     
NATVLRHQVSAEDLELMHERYSIDTKNQTTHQFEIPIQYLVPGDVILLSAGDMIPADC
                     
RILSAKDLFVSQAAMTGESMPVEKFPLQKNLEETSALELDNIVFMGTNIVSGSAQAVV
                     
LSTGIQTYFGALAHRVTATDRSTTAFQMGVNKVSWLLIRFMLVMAPVVLFINGFTKGD



                     
WAEAFLFALSVAVGLTPEMLPMIVTSTLAKGAVFLSKKKVIVKRLDAIQNFGAMDVLC
                     
TDKTGTLTQDKIFLSQHIDVQGEKSDFVLMQAFLNSYYQTGLKNLLDVAVLEAVDDQI
                     
KIQKLRYKKLDEVPFDFDRRRMSVVVQTPQQKARMITKGAVEEMLKVCRYVEVNGKVE
                     
PLTKQREVAIEALTQRYNRDGLRVVAVAYREFKNHQENYSVVDESDLILIGYITFLDP
                     
PKESAKEAVQSLHAHGVTVKVLTGDNEFVTQKVCREIGLNYDQVLLGGVIETLTDQQL
                     
KRAVEQYHIFAKLSPVHKERIVEQLKANGHVVGFLGDGINDAAAIRAADIGISVDTAV
                     
DIAKESADLILLEKSLMVLEKGVIEGRRTFANMLKYIKMTASSNFGNVFSVLIASAFI
                     
PFLPMLPIHLLIQNLLYDVSQIVIPFDNVDEELIAKPQRWQPEEVGRFMVVFGPISSI
                     
FDMITFGLMWFVFSANTPEHQTLFQSGWFVVGLLTQTLIVHMIRTAQIPFIQSRAATP
                     
LLIMTAVIMCIGIFLPMGPLASYLKLQALPLSYFLYLPLILGAYMCVTQWVKKIYIRR
                     YGWQ"
     gene            complement(680903..681064)
                     /locus_tag="DSM_00639"
     CDS             complement(680903..681064)
                     /locus_tag="DSM_00639"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFLYASIHDRYIYQILILVNNSSHAIQSIRTMFSYVTFRQRWSG
                     FGLIFSSSS"
     gene            complement(681366..681809)
                     /locus_tag="DSM_00640"
     CDS             complement(681366..681809)
                     /locus_tag="DSM_00640"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTYKYEYAGFWLRFGAMIIDTLILFLAIIPAAWIFYHGDYDLIF
                     
ATGMSSKPQNYWFDMIVNYAFPFLYTVLCWIYFAGTPGKRLMRLKVLDEKTGNKLTFV
                     QSLIRYIGYIPSILVFCIGLIWVAFDAKKQGWHDKMAKTVVVREL"
     gene            complement(682081..682254)
                     /locus_tag="DSM_00641"
     CDS             complement(682081..682254)
                     /locus_tag="DSM_00641"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPSISVILFYILAILGFCSAVGGLLSLSMFLIIIGIGLICAAFL



                     LKKEFKIDVLFWK"
     gene            complement(682433..682660)
                     /locus_tag="DSM_00642"
     CDS             complement(682433..682660)
                     /locus_tag="DSM_00642"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MADLTAKKVSKLIEEFRQTGKEPEKLVIGYKTYARLMADDKFAE
                     KVVPSLENSKDRLYKNLKIKLITEKHYFEVN"
     gene            682950..683393
                     /locus_tag="DSM_00643"
     CDS             682950..683393
                     /locus_tag="DSM_00643"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q7A551"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative universal stress protein"
                     
/translation="MNYRHIIVPVDGSEISLAAARQAAHIAKAFGSKLTAISLVAVDP
                     
FSGVDFYYISPVVKDYFVEARANAEKTLAKVKALCAEEGVDIETQIIQGEISSDGILK
                     AVEELGSDLIVIGSHGRKGFQKLILGSFAQDVLNSTKIQVLVVKE"
     gene            683652..685235
                     /gene="yheS_1"
                     /locus_tag="DSM_00644"
     CDS             683652..685235
                     /gene="yheS_1"
                     /locus_tag="DSM_00644"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P63389"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter ATP-binding 
protein
                     YheS"
                     
/translation="MTQQVCVISQLTLEFPSKVMFKELNFSLEHHQVSALIGRNGQGK
                     
SLLMQLLHKISPTTEMHISGQINWQTKYAYLSQLTRLQSDTIAEALEVNHLYNAFQRV
                     
EKGEAEYDDYDLLEGHWDLPNIWEALLRSAQLPTDLDFPVKQLSEGQKTKLALSALFL
                     
KTDHYLLLDEPSNHLDQEARQWLIAQLKKHPVGALIISHDLTLLNEVDHIYHLNEHGL
                     
QHTTGNYEKFYEQYQSQIEALEQSVHQHQREVKHMKQKQHEVLMKAQKRERAGNKLRD
                     
SNSQAKILLDFKKEQAGQSLGAIHSQHQRQIDQNQQDLKSKKVLLETVKPQQFIFPSF
                     
NKRTGEILRIENLKLNYGTQQPIHLALRACQKIHLVGRNGIGKSTLLKQIDQSAVTAT
                     
DEIKLFVNCFYLDQNFSFLLDHLSAVENLRNINPNITELEWRNLLGQLRIRGDKSTYP



                     
LAQLSGGEKLKVALLGLSHAQPMPELLLLDEPENHLDIESRDLFANAISSYEGAVLLV
                     SHDLSFVEKCGIVDSIYLN"
     gene            complement(685309..685734)
                     /gene="pliG"
                     /locus_tag="DSM_00645"
     CDS             complement(685309..685734)
                     /gene="pliG"
                     /locus_tag="DSM_00645"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76002"
                     /codon_start=1
                     /transl_table=11
                     /product="Inhibitor of g-type lysozyme"
                     
/translation="MKKIIKILLLSSLILSIPLSVVAKNVETKVSFLKGSSQTTLTGK
                     
FQGYDDVRYRVFAKSGQILKFNINSYGNLAYINIFAPGQKPGKDKPLFVGSTVGFSGE
                     VTLPVDGDYIVQVYQMKKSAQRNRAVSFNLDLQILDNKK"
     gene            complement(686156..686287)
                     /locus_tag="DSM_00646"
     CDS             complement(686156..686287)
                     /locus_tag="DSM_00646"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTKIIATLGLAAIVSLSVAACQGENDTKQQDKTTTPHSMDKDS"
     gene            complement(686467..687579)
                     /locus_tag="DSM_00647"
     CDS             complement(686467..687579)
                     /locus_tag="DSM_00647"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKIKLSKIVIASSLLIFANMSYAEGVKRFSVSAGWLHVMPQGKA
                     
NPFNINTSVKNGTVAKVGSISPTSFLNSVDPNATEVDVGGEPFNQKEFLELALNDDFL
                     
KGLLLDEEGNIKPEVAGEATIQGLEQWHQNDAGLEVDDTDTLGLMFNYYLNDNVSLQF
                     
IGGIPPKVDIKGQGEILAPLSGVALSPNELVKILFPNGITLGQAVPITNLGNKPKAAS
                     
VRAWTPAIEAQYQFGKSGVNKFRPYLGVGLMYAHFNDIKLNDEIRSDLISAGHMIQNV
                     
LDGKAGAALDRKESSGNMVVKVDADDAIAPIFTAGFTYDFNDSWYTVASISYAKLNNR
                     TQIDVINQNTGARLIHGSTKVDIDPIITYLGVGYRF"
     gene            complement(687884..690040)
                     /gene="fhuE_2"
                     /locus_tag="DSM_00648"
     CDS             complement(687884..690040)
                     /gene="fhuE_2"



                     /locus_tag="DSM_00648"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P16869"
                     /codon_start=1
                     /transl_table=11
                     /product="FhuE receptor"
                     
/translation="MQRTTKHFQINALALAIAMSTISAHAETDQQTSEYGTLPTIKVK
                     
AGSGQENEKSYIAGKTDTAVPLGLSVREVPQSVSVITQQRLQDQQLSTLVEVAENVTG
                     
VSVNRYETNRGGIYSRGFVVDNYIIDGIPTTYSLPWSSGEIFSSMALYDHIDVVRGAT
                     
GLTFGAGNPSAAINMVRKRATSTEPTANVEVSAGSWDNYRVMGDIANSLNQSGTVRGR
                     
AVAQYEQGDSYTDLLSKEKLSLLLSAEADLSENTLLSGGVTYQEDDPRGPMWGGLPVW
                     
FSDGTKTNWSKNTTTSADWTRWNVKYTNLFADLTHKFNDNWSAKLSYFHGKRDANSKL
                     
LYVSGSVDKNTGLGLSPYASAYDLEVEQDNASLQLNGSFDLWGLEQKVVLGYQYSNQD
                     
FTAYARSTDTKMEIGNFFEWNGSMPEPVWNAPTLNEKYNIEQNALFAATYLNPIEPLK
                     
FILGGRFTNYEKNIYGRSSSIKYDHEFVPYAGVIYDFNDVYTAYASYTSIFQPQDNKD
                     
FDGNYLDPVEGNSTEVGLKSAWFDGRLNGTLALYHIKQDNLAQEAGQVTRNGVKETYY
                     
RAAKGATSEGFEVEVSGQITPDWNITAGYSQFSAKDANDADVNTQLPRKMIQSFTTYK
                     
LPGKLENITVGGGVNWQSSTYVNAKNPKKVIEKVEQGGYALVNLMARYQITKDFSAQL
                     NINNVFNKKYYGVFPAYGQITLGAPRNAALTLQYKF"
     gene            690233..690739
                     /locus_tag="DSM_00649"
     CDS             690233..690739
                     /locus_tag="DSM_00649"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNIFIRDEREEDIKEIEELTKAAFLNAEHTSHTEHFIVNNLRKH
                     
KQLTVSLVAVEDNTIVGHVAISPVQISSGEKNWYGLGPISVAPNKQGQGIGSLLMNSS
                     
LEKLKKLGAKGCVLLGDPKYYSRFGFKAYPDLKLAGVPPEYFQALSFQNYVPKGDVSY
                     HEAFNAQD"
     gene            complement(690772..691155)
                     /locus_tag="DSM_00650"
     CDS             complement(690772..691155)
                     /locus_tag="DSM_00650"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MKRLIILFLLAYATSSFAQVPFEVSKSCFVVNGRNITEPCLLSS
                     
TNNSTSNFERLTFANTKVFIKESNICSNNDSCVSVGSNLSNLKDATIYYRDLKSKKII
                     EKPEKDSWTCFKQPIDKLDFCISYN"
     gene            complement(691330..691611)
                     /locus_tag="DSM_00651"
     CDS             complement(691330..691611)
                     /locus_tag="DSM_00651"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKCSYQDLDGNIVELTCESYIHIPSGASGNKLGIDNRAEDLIHI
                     TEDFSFFKKTEADSIPLYRFAVDANYNVFNSDELPALAQIGTDWKVLNE"
     gene            complement(691800..692270)
                     /locus_tag="DSM_00652"
     CDS             complement(691800..692270)
                     /locus_tag="DSM_00652"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPKFLIIAEKVYKKLEEDKLFSDNLIEQLNNLVSIIRKEIKGTP
                     
CKLKYNFIDFEECLSKPLSECTIKLDMSLMPKYKNKGEYIMWLASFIERITVGGQPKL
                     
PPLSSIVPADFNVKKEAQTVVENKKAVSEENAKMIVNYFNSEEYQKNNKKINLV"
     gene            complement(692684..692935)
                     /locus_tag="DSM_00653"
     CDS             complement(692684..692935)
                     /locus_tag="DSM_00653"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MATAIENRARQLKNAKRGGYAPTIAKDVNKHKVQKIRRALDEAR
                     RYVSELNDETVIFDDQDARQKAEGAKAIIEMFEAALSGA"
     gene            complement(693234..694469)
                     /gene="ybdG"
                     /locus_tag="DSM_00654"
     CDS             complement(693234..694469)
                     /gene="ybdG"
                     /locus_tag="DSM_00654"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AAT4"
                     /codon_start=1
                     /transl_table=11
                     /product="Miniconductance mechanosensitive channel 
YbdG"
                     
/translation="MDFFNFYRDLQAELSNYPWLEMLVSLTLLILFAALANFIAKRII



                     
VRGIRHLVTKIKSLNQSVFAQHSVIKRFANIVPAIVIMNGITTVPHLSEKAVALVQMG
                     
AQAFIFLTIALTISELLNIFNLIYQRNPKSRNKPIKGYLQLVKLIIFVVCGLMILGTF
                     
LKKDVFTLLAGFGAMAAVLMLVFQNTILSLVASVQIASYDMVRIGDWIEMPSLNADGD
                     
VIDISLHTVTVQNFDKTYTTIPTNKLVTDTFKNWRGMSNAGCRRMKRSLYIDQTSVHF
                     
MTEEEQQKLKDFLLLDQYLNAKQSEIDEFNKHLGSQSRYNKRRLTNIGTFRAYVEFYL
                     
RQHKGIAQNQTLIVRQLQPTSEGLPLEIYAFTNTTAWVSYEAIQSDIFDHLIAILPEF
                     GLRVYQAPSGHDFQKLSVE"
     gene            694920..697157
                     /gene="iutA_2"
                     /locus_tag="DSM_00655"
     CDS             694920..697157
                     /gene="iutA_2"
                     /locus_tag="DSM_00655"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q6U607"
                     /codon_start=1
                     /transl_table=11
                     /product="Ferric aerobactin receptor"
                     
/translation="MGNKIKSNKLFTRKSEAKNIIPLLSLGGAIFLSNSAFAASPSET
                     
TDAEKKPEALPTITITASRADELSTSAKQVTKLDEKQIELLRNGSSGNIATVLAKAVP
                     
GLSDSSRTITDYGQTLRGRNALILVDGVPMNLTRDTSRGLSAIDPESIANIEVIRGSN
                     
AIYGGGASGGIISITTKAAGGEPTAKTVVGLQTPLTNFRSNALSGDIHQYFTGSFNAF
                     
DYALDFGYQRIGSPYDASGDRVAPEPSQGDLYDADAYSVGGKLGYHIDDNQYVQFAAN
                     
YYNAEQDSDYASDPSVKNAPAGTVPAKAIKGLKLKDQNKNENQIYNLTYNHKDFFGNK
                     
VDAQIYYRDFFTRFSPFDARKNANRGGQVDQIYQENNVLGSRLTVTTPLEFLGDTSLV
                     
WGGDFSREKSEMSLDIFDQKIYDQSGGLEFVKIGKLIYLPELTTQSIGGFLQLKHRFN
                     
DQWSAEAGTRYEDSYAQIDSFVPLSQLGKTNPYTVQGGKVKADAWLYNANVTFSPNDQ
                     
HSIYASFNQGFQLPDVGLIIRNAGEGFNLGSSFLEPVKVDNYELGWKGNFNNFSSSLA
                     
VFHSTSDLGAVQSFNNGLVLARTKEKVTGVEATFDYLDDANVWGTGGSVTWMKGREKP
                     
QNGAEQDMTGFRIPPLKLTGYISYSPTETWTNRLQATYFGSEDYRLNGKNSFGRYDVK
                     
SYTTADLISSFALNKKDTMTIGLENMFNRKYYPLYSQLLRTSDNTSHLVANGVTLKVT
                     YSHKW"
     gene            complement(697219..697737)
                     /locus_tag="DSM_00656"
     CDS             complement(697219..697737)
                     /locus_tag="DSM_00656"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLHTARDLFKQYGFHKVGVDRIIAESKITKATFYNYFHSKERLI
                     
EMCLTFQKDGLKEEVFSIIYSYRELMVFDKLKKIFFLHANLEGLYRLPLQAIFEIEKF
                     
YPTAYKVVVDYRNWLVTQIHQLLLTIKATATLEDAYMFLFVIDGAMVQLLSKDRIDER
                     DKLLDYFLIMMS"
     gene            complement(698711..699085)
                     /locus_tag="DSM_00657"
     CDS             complement(698711..699085)
                     /locus_tag="DSM_00657"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTNTFNNFVGEIMRNFLVTIFTLLVGTSIYASQESRNLLEQTQC
                     
EKAVELHGFLSRAQLDCNYHYYSEELKEAAAKCTKHDLGEKYGREVMKFGMKEFEERK
                     KEDTQGHFCHKVLKEFPKYIKQ"
     gene            699641..700138
                     /gene="lrp_3"
                     /locus_tag="DSM_00658"
     CDS             699641..700138
                     /gene="lrp_3"
                     /locus_tag="DSM_00658"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACJ0"
                     /codon_start=1
                     /transl_table=11
                     /product="Leucine-responsive regulatory protein"
                     
/translation="MVYILNSTEYTLDRIDRKILSALRRNGRLTVAQLAEEVGLSSSP
                     
CWTRLKRLESLKIIEGYTVNVNPKAIGIHELFFIEITLERHDDEMLENFSEALADIPE
                     
VVEAHLVTGDYDYLVKVAVKDAEHYERFLRKKLYSIKGIRHTRSTFALRPLKSANTAD
                     LMLIE"
     gene            complement(700167..700724)
                     /gene="pheA2"
                     /locus_tag="DSM_00659"
     CDS             complement(700167..700724)
                     /gene="pheA2"
                     /locus_tag="DSM_00659"
                     /EC_number="5.4.99.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q7CHH5"
                     /codon_start=1
                     /transl_table=11
                     /product="Secreted chorismate mutase"



                     
/translation="MLNIKNIQQTVKVATTVAALMCFSSLAQAYQYEQTARLINERLS
                     
YMKDVAGYKAEQHLPIEDLTQEKKVLDQSLSEADAFGLNSETVKPFIVAQMDVAKAIQ
                     
YRYRADWMSSPETNWKPQDLSEVRVKISALNTELLKNIAYELKKNNNKAPHGCSYMWP
                     VQHPQLKEADKRALCVTLNKIKLKQ"
     gene            complement(700802..701485)
                     /locus_tag="DSM_00660"
     CDS             complement(700802..701485)
                     /locus_tag="DSM_00660"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLKTIFQKFQKKQGCVVIAGHDIELLEQNFVILDKNEQSPLHVY
                     
QAVHDSSVQNIQVNRVNDGITSVRLNLVNTEHLKSLLKYIASHSHNIELCVFQPNFSS
                     
APNIEALSLEEIEHSWQTTGLSAVSVSQAVIKPMLKQQRGTVIFLGAPSNNSAHYDVL
                     
SQSMFASIRALSQSLAREFQPKGIHVTYCMVEKWDGQNQHFISSVKQVCQYIYQQPNT
                     AWSQELSVS"
     gene            complement(701495..702256)
                     /gene="fabG_3"
                     /locus_tag="DSM_00661"
     CDS             complement(701495..702256)
                     /gene="fabG_3"
                     /locus_tag="DSM_00661"
                     /EC_number="1.1.1.100"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P73574"
                     /codon_start=1
                     /transl_table=11
                     /product="3-oxoacyl-[acyl-carrier-protein] 
reductase"
                     
/translation="MASATPDKIRDCAVVIGVGASQGIGAAVCHRFAKEGLKVYVAGR
                     
TFQKIEAVAAEIHANVGEAVAFRLDAEDINQVQALFDTIISQNERITAVIHNVGGNIP
                     
SIFLRSPLSFFTQMWQSTFLSAYLVAQSCLKIFKEQNHGTLIFTGASASLRGKPFFAA
                     
FTMGKSALRTYALNLAQIYKTQGIHIAHVIIDGMVDGDRINKALFGLGRFIRLTRGTG
                     GLNINAIADNYWMLYQQSPELWTHELDLRPYQEKF"
     gene            complement(702264..702950)
                     /gene="ligF"
                     /locus_tag="DSM_00662"
     CDS             complement(702264..702950)
                     /gene="ligF"
                     /locus_tag="DSM_00662"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P30347"
                     /codon_start=1



                     /transl_table=11
                     /product="Protein LigF"
                     
/translation="MSDIILHQWEISPFCQKVARALKFKGIPYETINYNGILGAKVPL
                     
LSKVGKVPVIDHKGQRIQDSTRIARYLDETFPDTPRLYPEDANQKALAELWEDWADES
                     
LYFYEVYLRVNDSEALEEAIRISSIGRPAYEKPMVKGFILAELKTQLFFQGLGRMKAE
                     
NVEEEFIRHLDRVEQVLSQSEWLVGENQTIADIAVVAQLGEVIRTSKKFGKEILDRPF
                     MAEWYKKQTG"
     gene            complement(703177..704196)
                     /locus_tag="DSM_00663"
     CDS             complement(703177..704196)
                     /locus_tag="DSM_00663"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSLNFMNKAQIESYKKLPRSLKYFIGICLFYLVYAFFSPAQAAC
                     
TVNGTTNSTFNYTAANINSDATVNLSGTITCTNLGLPQISNFMCMKTVFTGATTANNS
                     
VTLPYTVTATVGGAGSSTTNQTSNVWYGPVATVASNNIVSYSVNIKVPARTGSLIAYP
                     
KGTYTASVRLYWDMDLLGLSCGDLLGGWDSGDTLLTANFVVPSLCQLNSTSTVDFGNI
                     
NDIGTTKRDYTAQGAVNTTCNYGTPYSIYLGDGNHRIAGGFRRMIHDNNDYIPYQLYK
                     
DSNYSTVWDATGGVTNVGGSGGVSKTGTGSAQSTPVYGKIPQGTSISTKPGNYSDSVV
                     VTVTY"
     gene            complement(704187..706646)
                     /gene="yehB"
                     /locus_tag="DSM_00664"
     CDS             complement(704187..706646)
                     /gene="yehB"
                     /locus_tag="DSM_00664"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P33341"
                     /codon_start=1
                     /transl_table=11
                     /product="Outer membrane usher protein YehB"
                     
/translation="MKYIIGVLCVTYLPAYAFAEQLQDNTNVPVPSIPDTIDSKSKNT
                     
QIKMNEQEQDNNVAQLFLNISINSNPSEDLVAVRQDQDKKLYIRARDLKTLRLKMDDS
                     
ISDSQWICLNELKDIRFKYLENEQSLNLQVPPHMMTGYSVDLKGQQITSPQLLKIKPL
                     
NAAILNYSLYHTITNDENVFSGSAEGIFNSAIGNFSSGVLYNGNDENSYSHEKWVRLE
                     
SKWQYVDPEKIRIYTLGDFISNSSDWGSSVRLAGFQWSSAYTQRGDIVTSALPQFSGS
                     
AALPSTLDLYVNQQKIYSGLVPSGPFDIKQLPFISGNEVTLVTTDATGRQSITKKPYY



                     
FSSKILAKGINEFSVDVGVPRYNYGLYSNDYDDATFASGAIRYGYSNSLTLSGGVEAS
                     
TDGLSNIGTGFAKNLFGIGVINADIAASQYKDENGYSALLGLEGRISKNISFNTSYRK
                     
IFDNYFDLARVSQVRYLKDNQSDAESQNYLNYSALADEIFRAGINYNFYAGYGAYLGY
                     
NQIKYSDNQYKLLSANLSGSLNKNWGFYTSAYKDYENHKDYGIYFALRYTPSNKFNAI
                     
TSVSSDSGRLSYRQEIFGLSDPQIGSFGWGGYVERDQDNHDNNASIYASYRARAAYLA
                     
GRYNRIGDNDQVALSATGSLVAAAGRLFAANEIGDGYAVVTNAGPQSQILNGGVNLGF
                     
TDKSGRFLIPSLMPYQENHIYLDPSFLPLNWSVNSTEQKTVVGYRQGTMIDFGAHQVI
                     
SGLVKLVDKNNSPLLPGYSVQINGQQDGVVGYDGEVFIPNLLKQNKLVVDLLDHGSCQ
                     VDFTYNSNQYSTKKLGPYVCH"
     gene            complement(706656..707360)
                     /locus_tag="DSM_00665"
     CDS             complement(706656..707360)
                     /locus_tag="DSM_00665"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKNIFIITGLFLSLSSTIYAATIRLSPVTVEILSNQSASSISL
                     
YNQSNESTDLQVRVFEWSQNNGQDQLTPTDEIAVSPPFLKLQPNDSYNLRVVRVNPTP
                     
VSGEKTYRIIIDELPKPMDSRKVSQGVNVLLRSSLPVFVVNKDAITQLNWKIDNSQKT
                     
TSLNISNIGNRHALLNDLKLVDLTENKIYSIKVNTVNGYILAEQSRSYPISNFSYQPD
                     HKYSISLTVNGKKVTL"
     gene            complement(707433..707876)
                     /locus_tag="DSM_00666"
     CDS             complement(707433..707876)
                     /locus_tag="DSM_00666"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTVRATVTNSCVLNTSATGTTANAVLDFGTLSSLAGNVDADTTT
                     
TGGTPIRVLCNNTVPWTLSFDGGQNVLSTQRRMIGGASTTEYIPYNLYSDTGRATAIG
                     VATTAYSGTGTGNVQTVNVYGRIPAGTTLPSAGSYVDTVTVTVTY"
     gene            complement(708513..711119)
                     /gene="pepN_1"
                     /locus_tag="DSM_00667"
     CDS             complement(708513..711119)
                     /gene="pepN_1"
                     /locus_tag="DSM_00667"
                     /EC_number="3.4.11.2"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:P04825"
                     /codon_start=1
                     /transl_table=11
                     /product="Aminopeptidase N"
                     
/translation="MNIAAQPPVQADQTVYLKDYQKPAFLVESINLDIQVYDDKTIVD
                     
STLVMKRQTAGDLVLLGRDLELQSIQLNGQDLTPAQYSLDSEQLVITDAPDEVILQTQ
                     
VIIHPETNTQLEGLYKAGDLFVTQNEPEGFRKITFYPDRPDVLSVFTTRVEADKKYPV
                     
LLANGNLLETGEVGENRHFAIWQDPTKKPSYLFACVIGDLAVLKDRYTTSEGRDVALE
                     
IYAIEKDIPKCHIAMEALKHSMRWDEEHYGRAYDLDNYMIVAVSQFNMGAMENKGLNI
                     
FNTSCVLADEEYTTDAAIMRVQSVIAHEYFHNWTGNRITCRDWFQLCLKEGLTVFRDQ
                     
SFSEDLQSAAVQRIDDVAVLKSHQFPEDAGPLSHPPRPDHFVEINNFYTATVYEKGAE
                     
INRMMSTLLGKEKFRQGTDEYFRRHDGQAVTVEDWVAALSAGSGVDLSAFLTWYNQPG
                     
TPKLEAKGEYDAAAQTYRLSFKQSLKAHPKYPNLKAVPIPVALALFNAKTGEQYTLQS
                     
ESLFVNGVKDGVYLFDQDEAAIEFTGVTEQPVVSLLRNFSAPVNLVFDYSDEELAFLI
                     
QHETNGFNQWQATQTLLERILLEDHSADTYIQAIQSTLPELVGRDPLLASRLFDVPTE
                     
GYLGSRIDQNYAPADIHVKREALLNRLAQELGSFWKDTYLTLDPDLQKEFSLAMGVRA
                     
LKNIMLMMMARQGDQSAFELAYDQYQSTGNMSERLGALRVLVWQSAPQAQEALADFYN
                     
RFKDEALSLDQWFMIQAANPNATVETIEYLTQHPDYDLTTPNRIRAVSGGLSNNPENT
                     
WGFGVAHFINLAEYLDEKNPILGSRLLQVLSRWYTLAEPQRTQVQQALQALQPKVKSK
                     NVSETLNSMLSV"
     gene            711439..711696
                     /locus_tag="DSM_00668"
     CDS             711439..711696
                     /locus_tag="DSM_00668"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MELKAYLHRLENIKVIHDLDAAGLDHHVIAVFLSAEGISMTAQE
                     VTTIVNTYDALGKVKLPSKKVQALINAKKLGQNDETLPCPV"
     gene            711852..713009
                     /locus_tag="DSM_00669"
     CDS             711852..713009
                     /locus_tag="DSM_00669"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MALQILQKQLDESSHCPLCQASMYWVDAEQFEQDVQFHECSHCQ
                     
HRVFKDTKMTCHCDQCTEQRKKLLQQTRLQEQRQFKSKDQPQRSLEQLSFLHKLFLLS
                     
LLDDYARDDVAHDEYIHWDQIKYQPITPNWMFQNHLIKQLHKDGILNAQDQTDEPQCF
                     
YLNIRLDGYSDPSLFSVAQQLRHWFYENLSLGIPFRNADEVKDVLFQVLYQEIIQFTQ
                     
FYCRTWGIQIAGSSNFQAFCYRLMDSLAIGQIYYLIQTALEYLYKQKALQPRNEKFIN
                     
TNLLKKTLEQYRERALTEKWETSMLPRPYNIPYSKMSHILFNRFLGYDEQIFVQPVWK
                     AWRKIAPRLNFYSVKRCMYCGSNDLSVDYDAADYVSLICQNCKHQDHYFTR"
     gene            713043..713870
                     /gene="thiM"
                     /locus_tag="DSM_00670"
     CDS             713043..713870
                     /gene="thiM"
                     /locus_tag="DSM_00670"
                     /EC_number="2.7.1.50"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76423"
                     /codon_start=1
                     /transl_table=11
                     /product="Hydroxyethylthiazole kinase"
                     
/translation="MTSTSNLIEQVIEAWQNMQAKTPLVQCITNSVAANYTANVLLAS
                     
GASPAMIDNPYEAESFTKISSALSINLGTPTSEQMQAMQISAKTAQLNNIPWVLDPVG
                     
YGPILAWRSQMTDELLQFKPSVIRGNASEISTLAGNQVQSKGVDSTLSSDQAYQQAYA
                     
LLTHADCIAISGESDYILSNEIDAVIQVNGGSPLQPKITATGCALGALIAAYSAVATP
                     
TIAALSAHVHFAIAGKLAANQAQTMGSFSSIFMDYIHMLDDNLIEQYADIKLLNIQA"
     gene            complement(713992..714351)
                     /gene="hpcD"
                     /locus_tag="DSM_00671"
     CDS             complement(713992..714351)
                     /gene="hpcD"
                     /locus_tag="DSM_00671"
                     /EC_number="5.3.3.10"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q05354"
                     /codon_start=1
                     /transl_table=11
                     /product="5-carboxymethyl-2-hydroxymuconate
                     Delta-isomerase"
                     
/translation="MPHVVVDYSDNLTGLNAKQLLEEINTTLIETELFSPEDIKSRAR
                     
RDEVFLIGLGVDQAYIHVKAYILSGRTAEQKQLVGEQLLAALSNKKYLPQEFNKEIQL
                     CVELIDMPRDDYFKQVV"
     gene            complement(714396..716108)
                     /gene="recD2"



                     /locus_tag="DSM_00672"
     CDS             complement(714396..716108)
                     /gene="recD2"
                     /locus_tag="DSM_00672"
                     /EC_number="3.6.4.12"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_01488"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent RecD-like DNA helicase"
                     
/translation="MKQETALKLLKAGENVFLTGSAGAGKTYTLNQYIHYLKARKVPV
                     
AITASTGIAATHMNGMTIHTWAGIGIKDHLTDDDLKRMKERKYLKEHLENAQVLVIDE
                     
ISMLHAKQLNLVNQVLKYFKESDEAFGGIQVIVAGDFFQLPPVGRNGEANRDKFCFMS
                     
DAWVEAKFRVCYLTEQHRQDDEILNQILNAIRAQSIQTEHLQALHQSRTHDIGETFTR
                     
LYTHNMDVDNINYQHLNEIDNEGHQFNAVLDGNEKLLETLKSSVRAPEELTLKKHAKV
                     
MFVKNNFDMGYINGSLGEVIGFEEDDENGLLPKVKLTDGTTLLVAPETWSIENEAGKV
                     
IASFQQIPLRLAWAITIHKSQGMTLEAAEINLMHTFEKGQGYVALSRLKSLTGLKLLG
                     
FNEQALELDSLAVKADRRFQELSKEAEDNFANVDLTAQHKAFIRHCGGTLNETEISRN
                     
EKKLARGEKQNYASATLDETRALFEEGYEIEDIAHERGLTPATIINHLARLHKEQKLD
                     
ISVAHPGEEVVEEVRKIYKKLKKRQNPDHFSDDGSIKLRPIVEATSPRMGYDQVRLAL
                     LFIE"
     gene            716339..717511
                     /gene="dhaT_1"
                     /locus_tag="DSM_00673"
     CDS             716339..717511
                     /gene="dhaT_1"
                     /locus_tag="DSM_00673"
                     /EC_number="1.1.1.202"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q59477"
                     /codon_start=1
                     /transl_table=11
                     /product="1,3-propanediol dehydrogenase"
                     
/translation="MAFKNIADQTNGFYIPCVSLFGPGCAKEIGTKAQNLGAKKALIV
                     
TDEGLFKFGVADLIASYLTEAGVASHIFPGAEPNPTDINVHNGVNAYNENGCDFIVSL
                     
GGGSSHDCAKGIGLVTAGGGHIRDYEGIDKSKVPMTPLIAVNTTAGTASEMTRFCIIT
                     
NTDTHVKMAIVDWRCTPLIAIDDPKLMIAKPAGLTAATGMDALTHAVEAYVSTAANPI
                     
TDACAEKAITMISQWLQPAVANGENIEARDAMSYAQYLAGMAFNNASLGYVHAMAHQL
                     
GGFYNLPHGVCNAILLPHVCEFNLIACPDRYAKIAELMGVNTHGLTVTEAAYAAIDAI



                     
RKLSSSIGIPSGLTELGVKTEDLAVMAENAQKDACMLTNPRKANHAQVVEIFKAAL"
     gene            717706..718674
                     /gene="menH_1"
                     /locus_tag="DSM_00674"
     CDS             717706..718674
                     /gene="menH_1"
                     /locus_tag="DSM_00674"
                     /EC_number="4.2.99.20"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_01660"
                     /codon_start=1
                     /transl_table=11
                     /product="2-succinyl-6-hydroxy-2,
                     4-cyclohexadiene-1-carboxylate synthase"
                     
/translation="MNTSTAKHNYAPDILGAGYEQLTLNFPDDYEGKVVATLVRKKAT
                     
QPTQKAVLYIHGFLDYFFQTEMAEQFNAHGYDFYALDLRKYGRSKLPHQIFYNVLDLN
                     
EYDAEITQALEIIGQEKHTQVLLAGHSTGGLTATLYAAHHPDHPLIKALWANSPFYDF
                     
NLSLVEKKFGIPMLSRVGKYLPKVKFPSQLNKWYTTSLHKQLKGEWVFNLDWKPTSAP
                     
TVQLSFVHAIHTAQKEIHRGVKLNIPALIMHSHQTKNPRKWGPDATQSDVILDVKDIA
                     KFGKKMKGDVSVVSIHNGLHDLVLSAQPVREQVYQQLFQWLDQKVT"
     gene            complement(718671..719861)
                     /gene="acoR_2"
                     /locus_tag="DSM_00675"
     CDS             complement(718671..719861)
                     /gene="acoR_2"
                     /locus_tag="DSM_00675"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O31551"
                     /codon_start=1
                     /transl_table=11
                     /product="Acetoin dehydrogenase operon 
transcriptional
                     activator AcoR"
                     
/translation="MFTKKDLLQQRMLIDQLRTQNSLSPQNAAKLGQSIASSWERSAS
                     
AAIPKERFAAPLLERKSASQNALDLALSQCADDLRHIAEQSSMVIAVGDIGSTIIWTA
                     
SSAQMQSAAERVHFVQGGQWREEFVGTNALALSLKTQQSSCVFSNEHYMESIHDWVCY
                     
AAPIIDPYSKQTLGVVDLSTTWKNHNTLGILAAERCASIIQSALLEQQRQHLHIRAFS
                     
TPQVKFNGKSLLLTPRQIEILTILALCPHGLTLEHLYQALYGERKVSMGTLKAEMSQL
                     
RDILGGLLGSRPYRLLVHVEADFLQAEQALDAGYVASALQLYTGVFLAKTESPFLCAW
                     
RDCLESRLSDAIFKTQETDLLLKHLAHFPEAIDAVERLMELLPSEHPAHQLLVKYIDS
                     PKLS"
     gene            720005..721516



                     /gene="ald1"
                     /locus_tag="DSM_00676"
     CDS             720005..721516
                     /gene="ald1"
                     /locus_tag="DSM_00676"
                     /EC_number="1.2.1.48"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9FDS1"
                     /codon_start=1
                     /transl_table=11
                     /product="Long-chain-aldehyde dehydrogenase"
                     
/translation="MRYIDPNQPGSKVQFKSQYENFIGGEWVAPLKGEYFDNVSPVDG
                     
KAFTRIPRSSAEDIELALDAAHKAKASWNKSSPTTRSNILLKIADRLEANLEMLAVAE
                     
TWDNGKAVRETLAADLPLAIDHFRYFAGCIRAQEGGISEIDEDTIAYHFHEPLGVVGQ
                     
IIPWNFPILMAAWKLAPALAAGNCVVIKPAEQTPVGILLVAELIQDILPPGVLNIVNG
                     
FGAEVGRPLATSPRIAKIAFTGSTQTGQMVMQYATENIIPVTLELGGKSPNLFFEDIM
                     
DKQDDFLEKTLEGFAMFALNQGEVCTCPSRALVQESIADQFLELAVERVKCIKTGHPL
                     
DTETMIGAQASLQQQEKILRCINTGREEGAELLLGGSGRKEVGDGFYVDPTIFKGHNS
                     
MQVFQEEIFGPVLAVTTFKDFDDAIKIANDTMYGLGAGVWSRSAHISYRAGRAIEAGR
                     
VWTNCYNIYPAHAAFGGYKKSGIGRENHKMMLDHYQQTKNLLVSYSTKPMGFF"
     gene            721738..723174
                     /gene="yhdG"
                     /locus_tag="DSM_00677"
     CDS             721738..723174
                     /gene="yhdG"
                     /locus_tag="DSM_00677"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O07576"
                     /codon_start=1
                     /transl_table=11
                     /product="putative amino acid permease YhdG"
                     
/translation="MNQPETASVISSSAEVSSAEYFAQRQLKQGTVGWLLLIGLGVAY
                     
VISGDFAGWNFGIAQGGWGGMFIATALAALMYLCLCLSMSEMSTMMPTAGGGYSFARA
                     
AFGPFGGYLTGTAILIEYAIAPAAIAVFIGGYCESLFGINGWMIYLACYAIFMGIHLK
                     
GAGEALKIMFAITLVAAVALVVFIGAMIPHFNAQNLFDIPVSTGVGASLFLPHGYLGI
                     
WAAVPFAIWFFLAVEGVPLAAEEAKDPAKSLPRGLIGAMLILTAFAMLILFLGAGAAG
                     
ASTLQNSGAPLVDALVKVYGTNTWLATFVNFVGLAGLIASFFSIIYAYSRQIFALSRA
                     
GYLPTSLSLTNKNKAPYLAIIIPGIIGFLLSLTKEGDSLILIAVFGATISYVLILLSH



                     
IKLRLSKPDMPRPYKTPGGVITSSIALVLAVAAVIAGFVVNPKVWFIAAGIYVVFIAY
                     FLFYSRYHLVKGTPEEEFANIKAAEQEL"
     gene            723191..724576
                     /gene="eutB"
                     /locus_tag="DSM_00678"
     CDS             723191..724576
                     /gene="eutB"
                     /locus_tag="DSM_00678"
                     /EC_number="4.3.1.7"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AEJ6"
                     /codon_start=1
                     /transl_table=11
                     /product="Ethanolamine ammonia-lyase heavy chain"
                     
/translation="MSYRNIVANQQYHFADLKTLMAKATPLRSGDELAGVAARDATEH
                     
VAAQMTLADVPLKTFLNEVVIDYETDEITRLIIDEHDLAAFAPISHFTVGDFRNWLLG
                     
EDATPESLKALASGLTPEMVAAVSKIMRNQDLIYVASKCEVVTQFRNTIGLKGHLSTR
                     
LQPNHPTDDVLGISASILDGLMYGNGDAVIGINPATDNLHNLSELLKLLDHVIQEYQI
                     
PTQSCVLTHISSGIQLAEKNVPIDLMFQSIAGTQLANEGFGISLDLLQEGYEATLSLK
                     
RGTIGQNVMYFETGQGSALSSNAHHGVDQQTLETRAYAVARKYNPLLVNTVVGFIGPE
                     
YLFNGKQIIRAGLEDHFCGKLLGVPMGCDICYTNHADADQNDMDVLLTLFGAAGINFI
                     
MGIPGSDDVMLNYQTTSFHDALYLRQLLGLKPAPEFSAWLEQQGIFKQQNSQICWADH
                     MPDQFSRLLMN"
     gene            724587..725402
                     /gene="eutC"
                     /locus_tag="DSM_00679"
     CDS             724587..725402
                     /gene="eutC"
                     /locus_tag="DSM_00679"
                     /EC_number="4.3.1.7"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P19636"
                     /codon_start=1
                     /transl_table=11
                     /product="Ethanolamine ammonia-lyase light chain"
                     
/translation="MKLNRDIQYPSSTHQDQWEKLKQFTDARIALGRAGCSIPTRALL
                     
EFQLSHAQAKDAVYQEMDVSYLSEQLTQRQLQSLRVQSNAPNKEIYLKRPDLGRQLSD
                     
QSKEALIKKYAENTQQYDVCIVVGDGLSARAIEANAIAFIAALSEQIQQENWSLAPIV
                     
LATGSRVALGDEVAEIFKASMLVMLIGERPGLSSPDSMGIYYTWNAYSGCLDSKRNCI
                     
SNVRSAGLSIPVAVQRLMALMRKSKQLGFSGVNLKDEHQLSNIDHNENVKLLF"
     gene            725566..726288



                     /gene="guaA_1"
                     /locus_tag="DSM_00680"
     CDS             725566..726288
                     /gene="guaA_1"
                     /locus_tag="DSM_00680"
                     /EC_number="6.3.5.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:B4RJH7"
                     /codon_start=1
                     /transl_table=11
                     /product="GMP synthase [glutamine-hydrolyzing]"
                     
/translation="MNTTNAFPKTIYAIQHLAFEDLGSLEDVFYQLGFRVRYFEAGVD
                     
DLTPAFTHDGLTIILGGPIGVYETEDYPFLKDEIALLKQRLAADKPTLGICLGAQLIA
                     
HALGAKVYAGHQKEIGWGALSLSLRPNQVLSPLLNNVHVLHWHGDTFDLPENAVLLAS
                     
SEIYTNQAFEVGNNILALQFHIETTEENFEKWLIGHTCELRNAKISIPKLREENLQYA
                     QALEHAAFEVIQKFLKRIGYSG"
     gene            complement(726831..728558)
                     /gene="glnS"
                     /locus_tag="DSM_00681"
     CDS             complement(726831..728558)
                     /gene="glnS"
                     /locus_tag="DSM_00681"
                     /EC_number="6.1.1.18"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9I2U8"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutamine--tRNA ligase"
                     
/translation="MKPNDVVSNLPNNPTPNTHASVDSAQQEQQAGLDFVRQVITDDL
                     
AAGRAKQIVTRFPPEPNGYLHIGHVKAICLNFGVAEEFNGLCNLRFDDTNPDAEEQEY
                     
VDGIANDVKWLGFSWNGEPRYASGYFDQLYAWAIQLIEQGDAYVDLQSPEEIKLNRGS
                     
FVEPGKNSPYRDASVEENLARFEKMRNGELKEGEAVLRAKIDMASPNVHMRDPILYRV
                     
LHSEHHQTGDKWKIYPMYDYAHPLSDAIEGITHSLCTLEFQDHRPFYDWIVEKVKSKA
                     
VPHQYESSRLNVDYTITSKRKLRKLVEGGYVNGWDDPRMPTVVGMRRRGFTPEGLRDF
                     
CKRVGVSKTDGIVDVAMLEFCIRQSLENTAARGMAVLNPLKVTLTNLPEDLDLTHARH
                     
PNVDMGERVIPLTKEIYIDRKDFEEVPPKGFKRLIPDGEVRLRHAYVIKCDEVIKDTN
                     
GEVVELKCSIDPDTLGKNPEGRKVKGVIHWVSATKGIPAEVRIYDRLFTEADPETGDD
                     
FLANLNPDSLKVVQAVIEPALAQAKPEDRFQFEREGYFVADQYDHTPEKPVFNRVLDL
                     KDSFKPEKK"
     gene            728727..729236
                     /locus_tag="DSM_00682"



     CDS             728727..729236
                     /locus_tag="DSM_00682"
                     /EC_number="5.2.1.8"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P83221"
                     /codon_start=1
                     /transl_table=11
                     /product="Peptidyl-prolyl cis-trans isomerase cyp18"
                     
/translation="MSFPQVELNTNKGRIVLELNTEKAPKTAANFLEYVRDGFYDGVI
                     
FHRVIDGFMIQGGGFDENFKEKATRDAIENEADNGLSNDVGTIAMARAQAPHSASAQF
                     
FINVKNNSFLNHTSKTAQGWGYAVFGKVVEGMDVVEAIKGVRTGNRGYHADVPLENVV
                     IESAKIISE"
     gene            729252..729971
                     /gene="lpxH"
                     /locus_tag="DSM_00683"
     CDS             729252..729971
                     /gene="lpxH"
                     /locus_tag="DSM_00683"
                     /EC_number="3.6.1.54"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9I2V0"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-2,3-diacylglucosamine hydrolase"
                     
/translation="MTYLFISDLHLSPEHPRLVRGFLDLLVHYQNKQTQLYILGDWFN
                     
AWIGDDYSAPWLDEIVEALKVFNQKGNRVYFQVGNRDFALNQVFLDKFNGVLLPDIYY
                     
LNIAGHQYRLEHGDALCTDDISYQRFKKIIRNPFLVAFLRRTPLSFRTKLVNGFRKRS
                     
HSDKQQKSYEIMDVNEQAVLSALTDVDILIHGHTHRPAIHQLQHKQRIVLGDWREDQA
                     YILEIDPSSNTQQLELIVWNY"
     gene            complement(729979..730209)
                     /locus_tag="DSM_00684"
     CDS             complement(729979..730209)
                     /locus_tag="DSM_00684"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFELIPINRKSKLREIRIIKAFLIFAFVLCLLILYIEYQKYAHI
                     NWKFVYITCLCMIWDFDLNKKIKELKVQIKSD"
     gene            730349..731002
                     /gene="nfsB"
                     /locus_tag="DSM_00685"
     CDS             730349..731002
                     /gene="nfsB"
                     /locus_tag="DSM_00685"
                     /EC_number="1.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:P15888"
                     /codon_start=1
                     /transl_table=11
                     /product="Oxygen-insensitive NAD(P)H nitroreductase"
                     
/translation="MDLLNTVKSRYTTKAYDPEKKIPQEKFNKLLEILRFTPSSVNIQ
                     
PWHFLVADNPTAKERIAKALTGRYAYNAPKVLESSHTLVFCTRTDISPEYLNQLLEQD
                     
DLSGRFKDEKAKLGQKDTRHGYVEFYRNEQKNLFGWMENQTFIALGQLLFAAGLEGID
                     
ATPMGGFDEDVLNEEFGLKEKGLRSSVIVSLGYRSENDFNAKLPKSRLPDEVIFTHL"
     gene            complement(731041..731898)
                     /locus_tag="DSM_00686"
     CDS             complement(731041..731898)
                     /locus_tag="DSM_00686"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVLIFAAALCSVLVSVLLKNLKKKGYQPMQMIAWNYASASLLCY
                     
LWFKPDIQHISIQHTPWWLIVALGVILPSIFLCLAKSLEYAGIVKTEIAQRLSVVLSL
                     
LAAYFFFQEQFNSLKLLGIGLGIFAVLLILLGHFNESSRSQSKKAIFALMSVWFGYAA
                     
VDILLKYTSSLGLQFTLTLNLIFITAFVLSIIYLIFQKNSAWHFKNTFAGLMLGALNF
                     
SNIALYVKAHILLKDSPAIVFASMNILVVLLGIVCGVLLYKEKLKLPTLVGIILGISG
                     LVSLALAMK"
     gene            complement(732030..732536)
                     /gene="hfq"
                     /locus_tag="DSM_00687"
     CDS             complement(732030..732536)
                     /gene="hfq"
                     /locus_tag="DSM_00687"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A6VD57"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA-binding protein Hfq"
                     
/translation="MSKGQTLQDPFLNSLRKERIPVSIFLVNGIKLQGHIESFDQYVV
                     
LLKNTVSQMVYKHAISTVVPARNPRPAGAQGAGFPAQGGSQGGFGGQGAGFGGAQGAG
                     
FGGQGGFGGQGGFGGQGGFGGQGGFGGQGGFGGQGGFGGQGGFGGHQGGFDNDSKFED
                     GQDDENNR"
     gene            complement(732631..733575)
                     /gene="miaA"
                     /locus_tag="DSM_00688"
     CDS             complement(732631..733575)
                     /gene="miaA"
                     /locus_tag="DSM_00688"



                     /EC_number="2.5.1.75"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P16384"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA dimethylallyltransferase"
                     
/translation="MSNQLPVINLMGPTASGKTALACELYERGNFELISVDSALVYKD
                     
MDIGTAKPTREEQELYPHHLIDIITPLEVYSAAQFVEDACALIDEMHSRGKTPILVGG
                     
TMLYFKALLEGLSSNLPSADANVRAAIEEKAANEGWQAVYDELVAVDPAAGVKFKVSD
                     
KQRIIRALEVYRITGQPITKLQAEQPKNVPYRYTFHNYALLPDRLELHQRIEQRLSKM
                     
WDIGFLSEVESLIEKYDLDENLPSMRSVGYRQALEFLLKSDMSLKKKQEMEDKALFAT
                     RQLAKRQYTWLRSLQEIHDFKTYLTIKQAKEDLRNSYG"
     gene            complement(733582..735534)
                     /gene="mutL"
                     /locus_tag="DSM_00689"
     CDS             complement(733582..735534)
                     /gene="mutL"
                     /locus_tag="DSM_00689"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q5F8M6"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA mismatch repair protein MutL"
                     
/translation="MTDEKLTQRRIHTLDAALANQIAAGEVIERPSSVVKELLENSID
                     
AGATELIVRIAQGGSTLIEIIDNGHGIHPDDLPLAVMRHATSKIKTAEDLHAIVSLGF
                     
RGEALASIAAVSRLTLTSSQDESGIGHQVEVNGTAFDHQQVQAVAAQKGTHIRVQDLF
                     
FNVPARRKFLKKPTTEFGHIEEIVRRLALTHFDIRFVLEHNDNIRINLPIADSGELRF
                     
QRVQQLLGQQFVQNAYWIDAESINMRLSGWLGHPSDARAQADLQYVYVNGRIVKDKTI
                     
SHALRMAYDGILHGHQHSSYLLFLEVDPENIDVNVHPTKHEIRFLNQREVHEFVRHYA
                     
KETLAQFQTASADLAQAMKVDDIQNLSVQPQPKYQEQFTLHRTAQAADTAVDKPNGYQ
                     
PSTELLTDFNNSRPQAVHYAEQTPKYNGSAQLNNALKTYLAPLRDQPANFSVDENIEP
                     
VAKVDEFPLGIAIAQLHGIYILAQNTEGLIIVDMHAAHERILLQQMKNAWDKPEFWTS
                     
QQLLIPKVISISRMQAVRVEDLKPQLERLGLEIDLYGDEQVIVRGVPAILQKADFENL
                     
IPELLNDLDPNDEAQGLLQKRDELLAGMACHGAVRAHRQLSLSEMNALLRQMEQTEFA
                     SQCNHGRPTWRAFPLSQLDKLFARGE"
     gene            complement(735527..735982)
                     /gene="tsaE"
                     /locus_tag="DSM_00690"
     CDS             complement(735527..735982)



                     /gene="tsaE"
                     /locus_tag="DSM_00690"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AF67"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA threonylcarbamoyladenosine 
biosynthesis
                     protein TsaE"
                     
/translation="MVLNHEEDTQRLAQALAQHVQAGVIYLIGDLGAGKTTLTRYFLQ
                     
ALGHKGSVKSPTYTLVEPYKINNKEIFHFDLYRLNDPYELELMGIRDYLDIQDALFLF
                     EWPSKGGDEIPEADIIIDIQKSDDELNRFVTLTLPTEHLYQTLQEQLHD"
     gene            736120..737028
                     /gene="truC"
                     /locus_tag="DSM_00691"
     CDS             736120..737028
                     /gene="truC"
                     /locus_tag="DSM_00691"
                     /EC_number="5.4.99.26"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AA41"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA pseudouridine synthase C"
                     
/translation="MSSPIEFFPPMIDGVSASQVYLPPQTTAQTIYQFLCENFPHIKA
                     
TEWQQRFQDGLIYAANGEKLTLNSSYIANTHIFYYRFLANEVHVPFEHQILFENDDLL
                     
VVDKPHFLTISPTGQYVQETLLVRLKKQTGNEFLTPIHRLDRETAGVVLFCKRPQSRG
                     
IYQQLFADRQVNKIYHAIAAYKAELKFPQNLKLYLDKGTPFYTMQVITHTKTNTETKI
                     
ELIEHNHSWAKYCLTPTTGKQHQLRVHLNHLGIPIKNDPFYPIVQHKADDDFSQPLQL
                     LAKQISFIDPLTKQEMVFNSQLELTL"
     gene            737140..737448
                     /locus_tag="DSM_00692"
     CDS             737140..737448
                     /locus_tag="DSM_00692"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRKTEVYQVRLDSQEKKQAFAVFKQLGITPAQAVRLFFKQVVLT
                     
KSIPFAIENQNINMEQLLKLRKAKASSLNQNASTLNEDDDHEDLFEELNALLGESDKT
                     "
     gene            737546..737989
                     /locus_tag="DSM_00693"
     CDS             737546..737989
                     /locus_tag="DSM_00693"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIVRRATYEDLSQLAVLFDEYRQFYGASSNLEESHHFLKQRFEN
                     
KESVFFIHIKDEKITGFVLLYLGFSSVACSTYYILDDVYVTPLFRRQGSAKQLIDTAI
                     LFAKQENALRISLETQSNNHESHRLYEKMGFIRDSEFQTFHCFLK"
     gene            complement(737982..738686)
                     /gene="rsuA"
                     /locus_tag="DSM_00694"
     CDS             complement(737982..738686)
                     /gene="rsuA"
                     /locus_tag="DSM_00694"
                     /EC_number="5.4.99.19"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AA43"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribosomal small subunit pseudouridine 
synthase
                     A"
                     
/translation="MLLEKILQSQGFGSRKYCQQLIKNGSVIIDGEVVSDLKKQFSPE
                     
NFEFSVFGQNYQYREKIYIALRKPQGFECSHHPQHHQSVFSLLPETMIHRGVQAVGRL
                     
DQDTTGLLLLTDDGKYLQALTHPRKHVPKVYHVTTYDPVTPEQIEMLTQGVNLHQEKG
                     
VFAATDVALLGTHQLTMTIHQGVYHQVKRMIAAVGNKVEKLHRHQIGQLVLPEIEEGG
                     WVYLSEQEKQLAQNII"
     gene            complement(738787..739005)
                     /locus_tag="DSM_00695"
     CDS             complement(738787..739005)
                     /locus_tag="DSM_00695"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDIIDIKIKDQFDQIHDAKAQLKKNLVEHENEPLKLSQRIEHII
                     VDNEVILPTTELLFESEQNEKIYRVIEE"
     gene            739259..739711
                     /locus_tag="DSM_00696"
     CDS             739259..739711
                     /locus_tag="DSM_00696"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLAQFDVNLVVLLVLLICGLLSQNAAVTIAAGILIVIKITPLNQ
                     
FFPYIQAHGLNLGILILTIGVLTPIASGKLSGESILKSFISFKSLVAIAIGLLVAWLG
                     GRGVKLMSSQPDVVAGLLIGTVAGVALLRGVPVGPLIAAGLLSLFIGK"



     gene            complement(739762..740682)
                     /gene="metR"
                     /locus_tag="DSM_00697"
     CDS             complement(739762..740682)
                     /gene="metR"
                     /locus_tag="DSM_00697"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A9F9"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator MetR"
                     
/translation="MLEIRHLKTLVALREHGSLVAAANDLCLTPSAISHQLKELDHWY
                     
GVEVVNRRSRPVSFSNVGQRLLKLADDVLPQIQITQSDITRIVHGQTGRIIFSSECHS
                     
CFDWLMPLLNQYRQQYPDVDLDFASGFEANPHELLQNAEFDLLITADPIALKGIEYFP
                     
IFEYESRLVLSNTHRLVRAENITVQDLAEEVLITYPVDKHRLDIMSKLFIPANIQPKQ
                     
IRTTDLTQMLIQLVASGRGIAALPDWVVNEYEQKGWVTSRRLDCVSPAGLRRTLYAGY
                     RTEEKEKSYFEGFLKQLEKFSLKRTSYYSG"
     gene            complement(740908..741702)
                     /locus_tag="DSM_00698"
     CDS             complement(740908..741702)
                     /locus_tag="DSM_00698"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNRLLVTSLIFVCSYSLAHEPYVAPLAYKTEQTQVPVVAGYAEE
                     
ALNSEYALKDAKLTVITPKQDPKVINAEALHKSVTVFDVALPEDGTYILQTQATYPLK
                     
YVYDQKEWHLFFDLPADKAPPRKERDYLIPADLKTKKIKTEEVTREWVLQSYLSKGKV
                     
SDIQLPNTPVKVNFSVHPNQLKVTQAVQLTISEKGQNLPYAEINLREKGVTDKQVLHF
                     KADNKGQVELKFPKAGEYLMEVTAPVDLKLKPKNQNYTIVSLQVTE"
     gene            complement(741860..742288)
                     /locus_tag="DSM_00699"
     CDS             complement(741860..742288)
                     /locus_tag="DSM_00699"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRKLCIACLIGMAMLSMSGCAVFMAGNQPSKKNLNVLNPGSSRN
                     
YVIAEFGAPVLSEYRDGTRVEIYTFQQGYSKWVKVGRAFGHGVADVASIGLWEVFGTP
                     AEAYFNGKETTYEVTYGEDDLVKSYKLIDFNQAFPKVKEQ"
     gene            742517..743716
                     /gene="ydhP_1"
                     /locus_tag="DSM_00700"



     CDS             742517..743716
                     /gene="ydhP_1"
                     /locus_tag="DSM_00700"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77389"
                     /codon_start=1
                     /transl_table=11
                     /product="Inner membrane transport protein YdhP"
                     
/translation="MASPQSSSSSPRHYSLFLAIFSLAVGGFCIGTTEFVAMGLIQEI
                     
AHNLKITVPEAGHFISAYALGVVIGAPIIAILGAKVPRKTLLLCLMLFYGIANACTAL
                     
AHTPETVLVSRFIAGLPHGAYFGVGALVAAELAGPSRRASAVAQMMMGLTVATVIGVP
                     
LATWLGQHFGWRAGFEFSATIAFFTLIAVACFVPNIPVQATASIKTELAGLKNINMWL
                     
TLAVGAIGFGGMFSVYSYVSPILTEYTKVNIQIVPIALALWGIGMVIGGLAAGWLADK
                     
NLNKTIVGVLISSAIAFVVASFLMSNSYSAIGSLFLIGLTVMGLGGALQTRLMDVAGD
                     
AQTLAASLNHSAFNLANALGAFLGGWVLSHQMGWIAPIWVGFVLSLGGLIILLIAFAV
                     EKATQKA"
     gene            complement(743742..744725)
                     /locus_tag="DSM_00701"
     CDS             complement(743742..744725)
                     /locus_tag="DSM_00701"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q98GN8"
                     /codon_start=1
                     /transl_table=11
                     /product="Cyclic nucleotide-gated potassium channel"
                     
/translation="MRILAWKTVRRFFYNNLHNHDYETTVSRCINYFLVFLIIGNVVA
                     
VLLETVNDLYYSYRIWFDYFENVSIAIFSIEYLLRLWSVVERDPTQAAWKQRLAWMKS
                     
GEALIDLMAILPAYLNFFVRIDLRMLRILRLLRLLKLTRYFISLQILLCVIKREKGSF
                     
QAVIFILIIMIIMTASGIYVVENKAQPEAFSSIPKAMWWAVVTLTTVGYGDVTPVTSL
                     
GKLLGALITILGVGIAALPAGILASGLANELNQRNQRLEQEFRELLQVRGIDIMHDEV
                     EIERIRQKVGLPKEQAHNLIIQIMREKVLEEKEAVREKKCYCPHCGEKLTD"
     gene            complement(744864..745298)
                     /locus_tag="DSM_00702"
     CDS             complement(744864..745298)
                     /locus_tag="DSM_00702"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLKTIVEFKFDDYQLYDQNLSAEDGNTLVQKTEDIAQYIYSILK
                     
NRYHLNIELNAERWGWEIEVPLPEITMYIGISVYEEYSNGFAIFISPNTPILRRFLFR



                     KLDITHHIMLLQNYINVILKSHAGIYDVQWWEENEFRYVAAH"
     gene            complement(745527..748166)
                     /gene="acnB"
                     /locus_tag="DSM_00703"
     CDS             complement(745527..748166)
                     /gene="acnB"
                     /locus_tag="DSM_00703"
                     /EC_number="4.2.1.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8ZRS8"
                     /codon_start=1
                     /transl_table=11
                     /product="Aconitate hydratase B"
                     
/translation="MLEAYRQHVAERAALGVPPKPLDDAQTAQLVELLKNPPAGEEAF
                     
LVDLLENRVPAGVDQAAYVKAAFLAAIAKGEATSPLVSKERAVYLLGTMLGGYNVAPL
                     
VELLDDAELGSLAAEALKKTLLVFDAFHDVADKAKAGNANAKAVLQSWADAEWFTSRK
                     
DVPEEIKITVFKVTGETNTDDLSPAQDAWSRPDIPLHANAMLKNERDGINPEKPGEVG
                     
PLSQIKELIAKGNQVAYVGDVVGTGSSRKSATNSVLWFFGDEIAHIPNKKDGGVCLGG
                     
KIAPIFFNTMEDAGALPVEIDVSNMNMGDEVTLKIDHAAAKVTAFKNGEQIAESELKT
                     
PVLLDEVRAGGRINLIIGRGLTAKAREALGLAPSTLFRTPVQPADTGKGFTLAQKMVG
                     
RACGLPEGQGIRPGTYCEPKMTTVGSQDTTGPMTRDELKDLACLGFSADLVMQSFCHT
                     
AAYPKPVDVQMQHTLPDFIMNRGGVSLRPGDGIIHSWLNRMLLPDTVGTGGDSHTRFP
                     
IGISFPAGSGLVAFAAATGVMPLDMPESVLVKFKGKMQPGITLRDLVHAIPYYAIKEG
                     
DLTVEKKGKKNIFSGRILEIDLTEMETDLTVEQAFELSDASAERSAAGCAITLSEEKV
                     
AEYLRSNITMLKWMISQGYGDARTMARRVENMEKWLANPSLLKADADAEYTKVYEIDL
                     
SEIKEPILCCPNDPDDAKLLSDVQGDKIDEVFIGSCMTNIGHFRAAGQLLEKVPSGSL
                     
TTRLWLAPPTRMDEHQLMEEGFYNTYGRAGARTEMPGCSLCMGNQARVAPNTTVVSTS
                     
TRNFPNRLGQGSNVYLASAELASVAAVLGKLPTPEEYQQYAAQIDSMSADIYKYLNFD
                     QMGEYTNAADKVDTKKIAAAQLT"
     gene            complement(748425..748784)
                     /locus_tag="DSM_00704"
     CDS             complement(748425..748784)
                     /locus_tag="DSM_00704"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKVLFVLMGMLLVGCTEKKPLTPEEQWHGYCTSVGNAARSILF



                     
DRQQAIEKPQAIEHANKIEDEITKKFIFNIIEKVYAIPQDELKTNPEALQEKIRKQMT
                     DECLVTPHDKMPNYKKF"
     gene            complement(748929..753434)
                     /gene="tamB"
                     /locus_tag="DSM_00705"
     CDS             complement(748929..753434)
                     /gene="tamB"
                     /locus_tag="DSM_00705"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:D2TN57"
                     /codon_start=1
                     /transl_table=11
                     /product="Translocation and assembly module subunit 
TamB"
                     
/translation="MAEVEQQPTSAPSSPKKRRILRSFLLTILIILLLLVASIIIMMS
                     
TDRGSRFLLDRVLQAQQVIKYEYEGGNLLRGIILKNIIVQLKEVDVTLDRADVRLGWR
                     
SLILEKEVHLSNADVRNLVIINKAPPSDKPFEFKPIKLPFVLRVDVGDVDHLEIKNSG
                     
SVVNFHDVHLNDALWSETKLKFENSSMDMGYLSVHNATGNMDFSGKYPLNATADLRIP
                     
SLKSLNIQNIKVAARGSLDTLQAGVATTTPDLLTGWVVLHPVRHEVPMQGALLLKNYH
                     
LPLLVEQKLFAKNGVIKFQGDIKQLNLALETDLKGENLPEGQYNALMNTDLVHQLNIT
                     
DFNGQVMKGAVNLKGLVNWKDHVTWDIKGRLDHVNPKDKAIPQVVQDFLPPSLDAAVS
                     
STGSLEKGTEVFANVDFDRYESWKLKLNQAPEKNKKPQPMFMNVAWANIDRAMPYIGW
                     
LSSDSGQVDLTLRDGQQDIKVSTKVYQHEQTLLPAGQYLATLNVKDNILNVPSFSFAA
                     
QKGSLTGQAKVLLPSEKRQLAWNALLNAKDFNPQSIHTAAPVNLLNGSIKASGFAKPN
                     
QQIIQLEKIDLKGRLAQAGQEMVALAGKSTAALLFNDVKAGGGFKGFAVNYDGSLKAL
                     
NQANGLLKFSIAGTPEFIRISQLQHDGVAGKIYATGALNLKDRIAWDINSSLVRFKPQ
                     
YFASSVKGEISGNVKTQGIWSDKLKRIDIQQLNLAGYLNNKPVRGKGNLSILMDSNQK
                     
GFLPQQFEANNLFLVYAQNQLQATGNAQNLKIKLNAPALYELYPGLSGRAYGDLSVQS
                     
QPRLKATANIAVDNFAFNTLVSIKKLRIQGELPTSETTPTQLTAKLDNLRSGSRQIQS
                     
AEVNLTGTRKAHLLKVQGNNNVSKFYVQLAGGFNAKNDWLGQIQKGSFDSRRIRLAQN
                     
QNAPVVFSSARSELYVGQHCWQSTNSQLCLDQPVRVSKAQGNISFVTQNLDLGDFAAF
                     
MPEGLAMTGQLNGYAKASWVNGGHPKLDARLVTRKGELGLAAEDPQDPPTTLAYDELS
                     
VIAKSISEGLLFRVDVKTPDIGTGYANVIINPYQSSMPMHGEVAFNDVQLKVLKPFIQ
                     
DVRSMSGTLALAGKVNGTLTQPQFTGEMRLKNGAISMISLPVNLTNVQVYSSIRQDMA



                     
TIDGAFNSGQGVGLLKGSFDWKNAPRLQLNLKGDNLLVRQAPLITAIANPNLTLDMYP
                     
FDKRLSLKGSVDVPRARISMPETTAPVVNTSSDVRIVRQGQDPLAILRAAKPWDIRAD
                     
ISVNIGNQVIFQGFNSNIPLVGRLNLTQRGYETAMRAMGAIGVSQKVKIEAYGQSLDL
                     
NRAIARFNGPLANPTLDIDANKNVQGSMVGVRVTGTASSPNIQVYNDAGLSEQEALNA
                     
LVTGRINEGASGLSNAEGFKSDVNNTIAAAGISMGLGGTRALTNQIGRTFGLSGLALD
                     
AQGTGDDTQVSLTGYITPDLFIRYGVGVFTPVNKLTLRYQMNRRLYLEASQSLERAID
                     LFYNWRF"
     gene            complement(753461..756181)
                     /gene="tamA"
                     /locus_tag="DSM_00706"
     CDS             complement(753461..756181)
                     /gene="tamA"
                     /locus_tag="DSM_00706"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:D2TN56"
                     /codon_start=1
                     /transl_table=11
                     /product="Translocation and assembly module subunit 
TamA"
                     
/translation="MPSKIKFKQSTLSHSMHLILKMQSIPKLICSSLLLSLCVTPCYA
                     
QSSAETVTPEANQSVTDSLVQQTNTNNPSDVPITDVATLVTQAQQQQDSLAILQQQEQ
                     
FPNQIEEFKPITLDNLEDLPVMPVDQNMANEIYRVAEEAKNEAQNFQNGTQKQPEMVV
                     
NDASQAELHEINQAPVNIDQLMHEIQSDSKIVVEANETGKTLPELTAAVEEPPEEKGF
                     
FRRIFNKIRPPRVIPMEQIPRITAEVTGAPDDLAKNIKGKLSTFTQESFEDFNAALPQ
                     
LRSLSNQAAQAVGYYNAEFRFEKLSASRVRVNVTPNEPVRINEQNIEFTGAGAKQPQF
                     
QVIRLVPDQDVGDIFNHGLYETTKSRIVDAASDNGYFDAYWRLHDVKVSQPENKADIN
                     
LKYETGERYKLGKVEFRMSDPSKPLPLNMNILESMAPWKEGDDYAFWRVNVLANNLTN
                     
SRYFNYTLVDSIKPDPIEKPLELPPDLQALVDQQNVDIDESKLLPLEQQQLAKARQLA
                     
SSSKEVTQNVVDEKQFAGTESVQAAPASLKAATVQHEEQESEQDRLQAQAREEKRIPV
                     
IVTLNADKLNSLETGIGYGTDTGARLRSQYRRSIVNKYGHSFDANLELSQIRQSIDGR
                     
YSIPYKHPLNDYFNIVGGYERETRDDIGPDVSLLTESAVLGGERVIKKPLGNWQHTIG
                     
VRYRLDRLTQKGNVDISELPDAFKTAASEQEALLFSYETSKTSSNTRLNPTKAFKQTY
                     
KLELGSESLLSDANMAIATAGWRFIYSLGENDDHQFVGRSDFSYIFTDEFDKVPYNLR
                     
FFTGGDQTIRGFDYKSLSPEDNGYKIGGQALAVGSLEYNYQFKEGWRAAVFSDFGNAY



                     DKSFSNPTAYSVGVGIRWKSPIGPIRLDVASGISDDNHPIRLHFFIGPQL"
     gene            756347..757669
                     /gene="lplT"
                     /locus_tag="DSM_00707"
     CDS             756347..757669
                     /gene="lplT"
                     /locus_tag="DSM_00707"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39196"
                     /codon_start=1
                     /transl_table=11
                     /product="Lysophospholipid transporter LplT"
                     
/translation="MMKQDESLMTSRRFVPMFFTQFFGALNDNVYKQALLLVITYGWI
                     
QQQSAPVSTLNNLAALLFILPYFFFSATAGQIADKYERSQLVRGIKILEIIIMLIGSA
                     
GFLLGHLWLLLLALFLMGTHSTFFGPIKYAILPEILKPHELMSGNALFQSGTSMAILF
                     
GMILGGAVIASSDGNLLWISITVVAIACIGYLFSRFILPQKVAAPDLDIDWNFIRTSF
                     
QTIKYAKSLPLVFTILLGNSWYWFYGATYLTQIPQLTQQNLHASENVVSLLLTFFSVG
                     
IGVGSLLCRKIGGSEINIKMVPIGAIGLTVFALYLAASLAFVPERTGALLTLKDVFTQ
                     
GWVYYHVMIAVTLLGISGGFYIVPLYAMMQAYSPRSHRARVVAANNILNAVFMVSSAI
                     FSILILSVLKIDIKILFIITAVLSAIFSIWLLARLKPMLATAHLSLED"
     gene            757673..758308
                     /gene="coq7"
                     /locus_tag="DSM_00708"
     CDS             757673..758308
                     /gene="coq7"
                     /locus_tag="DSM_00708"
                     /EC_number="1.14.13.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9I5R6"
                     /codon_start=1
                     /transl_table=11
                     /product="2-nonaprenyl-3-methyl-6-methoxy-1,4-
benzoquinol
                     hydroxylase"
                     
/translation="MRHYTGIDQLINSFDQALRSLVPGATAAQRQNPAETVEAKLGVE
                     
DARHVAGLMRVNHSGEVCAQALYHGQALTAKLPNVRREMQQAAIEEQDHLAWCEDRLK
                     
ELNSHTSLLNPIWYGLSYGMGALAGIAGDKYSLGFVAETERQVSLHLQDHLNQLPAQD
                     ERSRKILEQMNEDELHHRHTALEAGGVELPYAVKITMTAISKLMTKTSYYL"
     gene            complement(758355..758903)
                     /locus_tag="DSM_00709"
     CDS             complement(758355..758903)
                     /locus_tag="DSM_00709"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11



                     /product="hypothetical protein"
                     
/translation="MKNIGLAILAISLSGCAAMSVEECKTANWSLVGEKDGSKGSSPR
                     
LDQYYKACGKANIVPDQKSYERGYKEGLGYYCQPANIFYNALEGNGNINVCPVEQRNR
                     
LRPYYRAASDYYNAKAEYDRYDEKFKQYSDSAYNEKLKPEERERYRKLLRELQIDRDR
                     INRNYWNSIRDIERFKYDHGLK"
     gene            759312..760736
                     /gene="puuA"
                     /locus_tag="DSM_00710"
     CDS             759312..760736
                     /gene="puuA"
                     /locus_tag="DSM_00710"
                     /EC_number="6.3.1.11"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P78061"
                     /codon_start=1
                     /transl_table=11
                     /product="Gamma-glutamylputrescine synthetase PuuA"
                     
/translation="MSTLIYPSLNLKDSHFKAFKISDDFIPQTQIHTFNSELFLKEVE
                     
EYLSLYPHTQHIDICLHDLNGHIRGKRIDFKSLKNLSNGCYFPLSVYAMSLDGKVIEE
                     
TGLGKYIGEPDRLCLPILGSLQPSALSPELNAQLYLSMQEEDGSGCRYEPRNILKKLL
                     
NQLHANNYFPVMAAELEFYLFSPQHQFETCSENQCFDIDAPNNYQQVLDEVEKAALLQ
                     
SIEITAIVAESSPGQYELNLQHSHDILKLCDQINALKRIVKQVARKHDLTACFMAKPN
                     
LAKAGSGMHFHMSILNQYHKNIFSSEVKKDELSAKLLSAISGLIELMPASMAILAPNI
                     
NSYRRFKIGHHVPLEANWDTNNRNVAIRIPCSDVQNQRLEYRVAGADCNPYLVTATIL
                     
AGASYGLSHKLPLPKPAHLLKFPDEHILLANNQPEALKIFKGSLILKGYLGTDFVEHW
                     YTVKQAEYQSIYTQMTEAEQHWDI"
     gene            complement(760812..761528)
                     /gene="kdpE"
                     /locus_tag="DSM_00711"
     CDS             complement(760812..761528)
                     /gene="kdpE"
                     /locus_tag="DSM_00711"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P21866"
                     /codon_start=1
                     /transl_table=11
                     /product="KDP operon transcriptional regulatory 
protein
                     KdpE"
                     
/translation="MISPETSPVETRIVIIDDEPQIRKFLDIALRTQKYKTTLCETGY
                     
KGLEALATQGADLVILDLGLPDLDGKEVLQELRSWSTVPVIVLSVRADEYEKVALLDA



                     
GANDYMTKPFSVQELLARIRVILRNQPIQQEAHVYDDGYLKVDVTQRLVWIEQQPITL
                     
TRKEFQLLTLLMRYQGQLLTQPQLLKELWGPTHQEDTHYLRILVGKLRSKLGDNAIQP
                     RYIATEPGVGLRFLAKQKNN"
     gene            complement(761540..764194)
                     /gene="kdpD"
                     /locus_tag="DSM_00712"
     CDS             complement(761540..764194)
                     /gene="kdpD"
                     /locus_tag="DSM_00712"
                     /EC_number="2.7.13.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P21865"
                     /codon_start=1
                     /transl_table=11
                     /product="Sensor protein KdpD"
                     
/translation="MQSNRENQAEALLNHVNRYQAGRLTVFLGAAPGVGKTYAMLARA
                     
KELFQQGTDVVVGIVETHGRIETLKILEGLPQIARKEMQYQGHTLEEMDLDAILLRHP
                     
QIVLVDELAHRNVPNSRHERRWQDVNELLDAGIDVFTTINIQHLESLNDVVYQITGIR
                     
VNETVPDRVFDRIRDIRLIDLPVSELIERLHQGKVYVPEQANLALQGFFSISNLTALR
                     
ELAMQCVAEHVDSDLKESYASKGLKSISLQNELMIAIDGQGSSEYLVRAGCRLAERNG
                     
ATWTVVNVAKSSDFGQSSANSYKKEYIEIDRAFELARQLGGRTEVLYGPRVASVLMDA
                     
AVDRGISNLVIGKSISPWWLKLFKKNLAQQLLNQENSIALTILHPEQGTKKINQLEKP
                     
SFLSLKESVFVLAVTCASIFIAHFAEVLFGIEDFSVIFIISVLIVATKTRMLAAVVAA
                     
LICFLAYNFFFIAPRYTFQISAHQGVVTVVAFFAAALIAGRLASQLRQQVLSLKAANA
                     
YTTVMQDLARKLSSAVNLEEVMQTGRMTLETQLQTKVWISIQDKVISSDIELNDKEKV
                     
AAEWCLKHKQPCGRFTDTLSQSNWWFLPLLEQKNSLGIVGIYFKDDVVSLNFEQKKLT
                     
ESVIEYIAQAVLRTQLVNELEQAKVTSETERLRSALLSSVSHDLRSPLASIIGAADTL
                     
ANFKAEMTEQDQQDLLETIHLEGERLDRYIQNLLDMTRLGHEGLTLKRDWIGVDELIG
                     
SATRRLKRYKPDTQVVVQLPEQPISLYVHPALVEQTIFNVLENAANFSPPDEPVMIRA
                     
QLSSEDEVKIEIEDRGAGIPEDERHRIFDMFYTMERGDRGKFGTGLGLTIVKAIIGAH
                     MGTIEAFSGRQNKGTLIQIKLPIHPVKE"
     gene            complement(764233..764838)
                     /gene="kdpC"
                     /locus_tag="DSM_00713"
     CDS             complement(764233..764838)
                     /gene="kdpC"
                     /locus_tag="DSM_00713"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:P9WKF1"
                     /codon_start=1
                     /transl_table=11
                     /product="Potassium-transporting ATPase KdpC 
subunit"
                     
/translation="MKTYVQNSEANLGQTLRASFGLLIFTLVGCGAAYSAIATGAGQV
                     
LFNNQANGSLIEIDHKVLGSKLVAQPFVGEAYFHPRPSAVAYDPMAMAGTNLARTNPE
                     
LQQQIDAQILAVKKQDHTGNTPIPSDLVTKSGSGIDPHISPESAQLQVARVAQARHLD
                     PKVVEELLQKYVEPKQFGVLGQARVNVLELNIALDQLQSTH"
     gene            complement(764852..766885)
                     /gene="kdpB"
                     /locus_tag="DSM_00714"
     CDS             complement(764852..766885)
                     /gene="kdpB"
                     /locus_tag="DSM_00714"
                     /EC_number="3.6.3.12"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P03960"
                     /codon_start=1
                     /transl_table=11
                     /product="Potassium-transporting ATPase ATP-binding
                     subunit"
                     
/translation="MNTQTHVNSHKQTMAVPNFEVWKNAFVKLLPQHAIKNPVMAIVW
                     
LGTVVTGISTILGYTTLLFGLVVTAILFITILFANYAEAVAEARGRGQASSLRAAREN
                     
LTARRLNSLTDRQATQVAATELHLNDFIEVHAGELVPADGEIVEGFATINESAVTGES
                     
APVLREAGTDRSGVIGGTKVLTDRIVVQVTAESGQSFLDRMIALVEGSNRQKTPNEIA
                     
LGFLLMVMTITFLIVVISLPFIAKYLHIELDPVVLVALLVCLIPTTIGGLLPAIGIAG
                     
MNRALKANVLAKSGKAVEVAGDIDVLLLDKTGTITYGDRQATSFYPLTSVSESELRAA
                     
AWVSSLADPTPEGKSIVKLAKEQDLKQQEPEQAEFISFSASTRISGVNLPNGDQIRKG
                     
ALDAILKFVDEDYSQDLELKARVEQVAKKGATPLVVANQHHVLGVIELSDVIKHGIKE
                     
RFARLREMGIKTVMVTGDNPLTAAAIAAEAGVDDYIAEAKPEDKLACIRTEQQQGRLV
                     
AMVGDGTNDAPALAQADIGLAMNSGTQAAKEAGNMVDLDSDPTKLLAVVEIGKQQLIT
                     
RGALTTFSLANDVSKYFAILPALFAAAIPQMQVLNVMHLASPNSAILSALIFNAIIIP
                     
LLIPIALRGVKFKPSTATQLLRRNMLIYGVGGVVLPFLAIKAIDVVIVQLFGL"
     gene            complement(766900..768609)
                     /gene="kdpA"
                     /locus_tag="DSM_00715"
     CDS             complement(766900..768609)
                     /gene="kdpA"
                     /locus_tag="DSM_00715"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O32327"
                     /codon_start=1
                     /transl_table=11
                     /product="Potassium-transporting ATPase potassium-
binding
                     subunit"
                     
/translation="MLELILVLFIVIFLAWCLSKYLSKVMANQPMWGDGLFRWIENPV
                     
YRLLGVSPQQQMNWKQYSLAFVVSCIFLAVAILAIFMTQAWLPLNPNHAPNMSWDLAL
                     
HTVISFLTNTNQQHYSGQAQLSYLSQMTGIVGLQVITPMMGLALVVATLRAFFYQRPN
                     
HIAADVAEQPDQILIGNYWADVIRPTVRFLLPLCFVWSLLLNSQGVPATFQGGPEVQL
                     
IDKANSVETQKIPLGPVAPMVAIKQLGSNGGGWYGPNSSVPLENPTPFSNLLEMIAIL
                     
LIPITVIFMVGHFTQRKKFAYFVFGSMLFMSIISGAAAVWSESMSATASQFAVMEGKE
                     
QRFGPAASAVWAAITTQVNNGSVNMMHDSSAPLTGLVELINMLINAIWGGVGCGLQQF
                     
MIYLLLAVFIAGLMTGRTPELFGRKIEAAEIKLLAIIILIQPLVILAFTALSLSIPSI
                     
SGISNPGPHGISQVFYEYVSAFANNGSGFEGLGDNTVWWNVTCSIGLLLGRFPTLILP
                     
LMIATRLAAKRKAPETSGSLQVETPTFALTLITIVVLLTLLQFMPVLVLGPIADQLLL
                     VKG"
     gene            complement(768612..768749)
                     /locus_tag="DSM_00716"
     CDS             complement(768612..768749)
                     /locus_tag="DSM_00716"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLINSQMRILHQSGIVLCGLKTNDISPSLLISSLANQANKGYRG
                     E"
     gene            complement(768871..769308)
                     /locus_tag="DSM_00717"
     CDS             complement(768871..769308)
                     /locus_tag="DSM_00717"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNAPETIFALALASNLDADQHFTFAYTQLATLGKVQFSSVYQIP
                     
CRDGIGDDYWNSACLLKSNLSCEQIESFLKKLESDSGRVRPSHHISLDVDLIAWGSDL
                     DHMQFNSKKLPLALDVKIPLYELWHCETLKADSMIYPVVNFKV"
     gene            complement(769265..769645)
                     /gene="folB"
                     /locus_tag="DSM_00718"



     CDS             complement(769265..769645)
                     /gene="folB"
                     /locus_tag="DSM_00718"
                     /EC_number="4.1.2.25"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AC16"
                     /codon_start=1
                     /transl_table=11
                     /product="Dihydroneopterin aldolase"
                     
/translation="MDAIIIEGLKVETVIGCFNWERQIIQPLMLDLTIHNDLSRAAAS
                     
DKLEDTLNYAQICELSAQAIQQAKPELIEHAAHLVLQCLFETFPSIEKITITIRKPAI
                     IAEANAVGIRLERTRNNFCARPSE"
     gene            complement(769661..770959)
                     /locus_tag="DSM_00719"
     CDS             complement(769661..770959)
                     /locus_tag="DSM_00719"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WQI1"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKNILFDGLRSVARIGETAVVAAKAGIKYATDKPSNAKLMRET
                     
FESLGSTYIKLGQFIASTPSLFPREYVEEFQGCLDQTPTLPFSYIQGVLASEFEGRDL
                     
SQIFSYIDETPLASASIAQVHAAKLTTGEDVVIKVQKPGVETILYTDLNVVHWAAKLL
                     
ERAVPKIKFAALSDIVDEIKTRMVREVDFIEEAQNLDDFVEYLNISQNQAATAPKVYH
                     
QFSTRRVLTMQRLYGVPLTDFSVVKQYAKDPSQVLITAMNTWFGSLMLCKSFHADLHA
                     
GNLMLLEDGRVGFIDFGIVGQLKPEVWTACIAFMDALQKTDYQAMAENMLKMGMTHNK
                     
IDVQVLAQDLERLFNGVLMADPQQILASNPADLNDIMMDMVAVGERHGIKFPRDFALL
                     FKQMLYFDRFMRVLAPYTDIYADQRLKMVQNMEPASLLKH"
     gene            complement(771018..771794)
                     /gene="moeB"
                     /locus_tag="DSM_00720"
     CDS             complement(771018..771794)
                     /gene="moeB"
                     /locus_tag="DSM_00720"
                     /EC_number="2.7.7.80"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P12282"
                     /codon_start=1
                     /transl_table=11
                     /product="Molybdopterin-synthase 
adenylyltransferase"
                     
/translation="MTELQDIDFVELSDEEMHLYSRQILLDGWDIEAQEKLKLANVLI
                     
VGAGGIGCSSAELLARAGVGKITLIDADTIEISNLQRQIAFGHEDIGRYKAEVLAKRL



                     
QKINPYICVEYFNERLDEHNIDKLVEHQDVVLDGCDNFTTRYLVNAACKKHQVALISA
                     
SAIGFQAQMFMVEGDSACYECLFPKEQHANEGLRCAESGVLATTPVMIASLQAHHALL
                     YLGLNRTPLKQKLLLWDGLNMTQRIVSFDKDINCPLCQAS"
     gene            771964..772542
                     /gene="flr"
                     /locus_tag="DSM_00721"
     CDS             771964..772542
                     /gene="flr"
                     /locus_tag="DSM_00721"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9KIT1"
                     /codon_start=1
                     /transl_table=11
                     /product="Flavoredoxin"
                     
/translation="MSQSYIAPVELEKAYRLLNHGPTVLVSAQHGDDRNVMAAAWACA
                     
LEFKPAKVTVVLDKSTKTRQLVEQSGYFTLQVPCYAQLNMTKQLGTISKLDDPQKLEH
                     
CGVELFYQKDLTSPLVSGCIAWLVCKVIPEPHNQSAHDLFIGSVVGAWADSRVFRDGH
                     WHFQDAPKELRSLHYIAGGTFYLIGEEVKADL"
     gene            complement(772587..774230)
                     /gene="acsA_1"
                     /locus_tag="DSM_00722"
     CDS             complement(772587..774230)
                     /gene="acsA_1"
                     /locus_tag="DSM_00722"
                     /EC_number="6.2.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39062"
                     /codon_start=1
                     /transl_table=11
                     /product="Acetyl-coenzyme A synthetase"
                     
/translation="MKTLAEAYQQFDLTRLIEEQLVGHPQAINAYVECCERYVGKNKT
                     
ALIWEGKNGQAEYYTFEQLAELSGKLANFFKAQGIQAGDCIAGLLPRTPELLITILAA
                     
WRIGAIYQPLFTAFEAKSIDHRITTAQTKLIVTNDEQRPKLNSLNVPVIVTVHQTGLL
                     
SEHDFDFWQSLQRYSKQCEPVNRSVDDDFLMMFTSGTTGLAKSVPVPLKAILAFKGYM
                     
THAVDLREEDMFWNLADPGWAYGLYYGITGPLSLGHSIIMDERSFNVDQAIELIKKYK
                     
VSNLTGSPTAFRMFFGFKEKFDPSIKQHLRVVSSAGEPLTPEVVNWFKQDLEVNIFDQ
                     
YGQTELGMMIANHHALEHPLKVGSAGFAIPGHRFAVLDQNYQELPTGGVGILAMDSEQ
                     
SPLMWFKGYGGNNRKAFVGKYYLTGDTVTLNEHGGIDFVGRADDVITTSGYRVGPFDV
                     
ESTLLECEAVLESAVIGKPDPERTEIVKAFVVLKPAYQACETLKDKLQQYVRNRLSRH
                     AYPKEIEFVDSLPKTTSGKIQRGLLKQQEIAKMQQAYAS"
     gene            complement(774451..775317)



                     /gene="mmgC_1"
                     /locus_tag="DSM_00723"
     CDS             complement(774451..775317)
                     /gene="mmgC_1"
                     /locus_tag="DSM_00723"
                     /EC_number="1.3.99.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45857"
                     /codon_start=1
                     /transl_table=11
                     /product="Acyl-CoA dehydrogenase"
                     
/translation="MICGITLAYGSEQQKQAYLPKFASGEWLGCFCLTEPHVGSDASA
                     
ILCKAERDGDHWVLNGVKQFITSGKNAQVALVFAVTDKQAGKKGISCFLVPTNTPGYL
                     
VTRIEDKMGQHASDTATITLEDCRIPLENLVGQEGEGYKIALSNLAAGRIGIAAQSVG
                     
MARAAFDAAVQYANERKAFGVELVQHQAVGFRLADMATQIEAAHQLALHAATLKDAGL
                     
PCLKEASMAKLFASTMAERVCSDAIQIHGGYGYVSDFPVERIYRDVRVSQIYEGASDI
                     QRLVIAREVAQV"
     gene            complement(775324..775587)
                     /gene="mmgC_2"
                     /locus_tag="DSM_00724"
     CDS             complement(775324..775587)
                     /gene="mmgC_2"
                     /locus_tag="DSM_00724"
                     /EC_number="1.3.99.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45857"
                     /codon_start=1
                     /transl_table=11
                     /product="Acyl-CoA dehydrogenase"
                     
/translation="MILNAEQSMVQEMMRNYAQNQLKPTAAHRDKTHEFPAQELKDLG
                     ALGAMGMTVPDEWGGAGMDYVSLVLAIEEIAAGDGAISTIVSV"
     gene            complement(775606..776376)
                     /locus_tag="DSM_00725"
     CDS             complement(775606..776376)
                     /locus_tag="DSM_00725"
                     /EC_number="1.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WGQ7"
                     /codon_start=1
                     /transl_table=11
                     /product="putative oxidoreductase"
                     
/translation="MKIQGKHFVITGGGSGLGAATAEYLVKQGASVTLVDMNIEAGEQ
                     
QAKQLGPKADFVKLDVTDEAAAEQFFKDVLVKHGHLHGLVNCAGIGPSAKVVGREGVH
                     
DLGLFAKTLNINVTGTFNMLRFAADAMSKNTVEEGEEDRGIIVNTASVAAFDGQIGQA
                     
AYSASKGAIVAMTLPIARELARHAIRIMTIAPGIMETPMLKGMPQNVQDALGQMVPYP



                     SRLGKPEEFARLVAHIAENSYLNGEVIRLDGAIRMAAK"
     gene            776542..777570
                     /locus_tag="DSM_00726"
     CDS             776542..777570
                     /locus_tag="DSM_00726"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WMJ1"
                     /codon_start=1
                     /transl_table=11
                     /product="putative HTH-type transcriptional 
regulator"
                     
/translation="MVVQSSLSKGTISIALVHEALSAAYAKGLNTQIILNKAGIPAEL
                     
LMTPKARVPVATYAQLWIELANAMDDEFFGMDSHPMRRGSYKLLTKLVSTAETLEKAL
                     
YDILKFFNFVLDDIRGELIREQEKAYLVIHDQEQPKRMFTYATFLMLVHGLMCWLVDQ
                     
RISLNSIAVRCPKPNDIQDYLVRFCEDIQFNAETNQIEFDAHYLDIKVKKDKKALYDF
                     
LEQTPQNLLVRFKNENALSVVIRRHLLKLHPAQWPELKDVAQQLNISEATVQRRLKHE
                     
GVSYQQIKNEIRCDIAIERLSKSNDSIQDISEDLNFHDPSAFHRAFKKWTGVSPGAYR
                     EATLNSTA"
     gene            complement(777578..778399)
                     /gene="prmC"
                     /locus_tag="DSM_00727"
     CDS             complement(777578..778399)
                     /gene="prmC"
                     /locus_tag="DSM_00727"
                     /EC_number="2.1.1.297"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACC1"
                     /codon_start=1
                     /transl_table=11
                     /product="Release factor glutamine 
methyltransferase"
                     
/translation="MNIAQALAIRGEPDSYERQENAWLLEHFLKINSLELKFRLEQEL
                     
TAQQEQDYLAGLERIQNGEPLAYVTGSQPFWTLDLKVTSDTLVPRPDTEVLVETVLNL
                     
NLPKNANIVDLGTGTGAIALALASERPDWFVTATDIYAPTLDVAKENAQTHGLHHVKF
                     
ACGAWFEALEPQQFDLIVSNPPYIDPEDEHMQALATEPRRALVADHHGLADIEIIIAQ
                     
GKNWLKPQGWIALEHGYDQGQAVRNVFAAHGFSEIKTIQDYGQNDRVTLASLLIK"
     gene            complement(778399..779487)
                     /gene="prfA"
                     /locus_tag="DSM_00728"
     CDS             complement(778399..779487)
                     /gene="prfA"
                     /locus_tag="DSM_00728"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7I0"



                     /codon_start=1
                     /transl_table=11
                     /product="Peptide chain release factor RF1"
                     
/translation="MKASLRLRLDQLCDRHEELTALLADAEVISDNKRFRKLSREHSD
                     
LTEITEVWGKYRQAEEDIETAEMMKSDPDFKDMAEEEIQANKALLEELESQLNILMIP
                     
KDPNDSNAAYLEIRAGTGGDEAAIFSGDLFRMYSKYAESQGWRIEVLSENEGEHGGFK
                     
EVICRVDGDGVYGRLKFESGAHRVQRVPATESQGRVHTSACTVAILPEIDVDTNVEIN
                     
PADLRIDTYRASGAGGQHINKTDSAVRITHIPTGTVVECQEERSQHKNKAKAMALLVS
                     
RLENAKRAAADAATSEMRRDLVGSGDRSERIRTYNYPQGRMTDHRINLTLYKLDAIME
                     GDLTELLDSLHREYQADQLAMLAQENGG"
     gene            complement(779678..780517)
                     /gene="hchA_3"
                     /locus_tag="DSM_00729"
     CDS             complement(779678..780517)
                     /gene="hchA_3"
                     /locus_tag="DSM_00729"
                     /EC_number="3.1.2.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q2G0M7"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein/nucleic acid deglycase HchA"
                     
/translation="MKKLNQIMFAMIAASAALSANAAHVLVVLSDEGQLQLKNKQVFK
                     
TGFYLNELMQPTKMLLDAGHTVTFATPKGKAPTLDESSNNAMYFNQDEKALKQYAGLL
                     
HDLKLTSAQDSPVVSLARIEQIGIDQFDAIYIPGGHAPMQDLLKDKQLGKVLTAFHKA
                     
GKPTALVCHGPIALMSALPNASEVVGQLEQGKTVKTGEWIYKNYRMTVISNQEEEQAK
                     
GLLKGGEMKFYPQTALESLGAKYQSNTKAWSPNVVLDRELITGQNPASAVLVGKSLLE
                     KLK"
     gene            780637..781539
                     /gene="pgrR_1"
                     /locus_tag="DSM_00730"
     CDS             780637..781539
                     /gene="pgrR_1"
                     /locus_tag="DSM_00730"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77333"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator PgrR"
                     
/translation="MSRQFDHLADVEVFLIVAKKLSISAAAIDLSTTPSVISRTITRL
                     
EKKLGIQFFRRTTRHLSLTEAGQLYYEKMQHAFQLIDHAERVVQGEQLQISGKIKLSV



                     
PTSYGHYRLPPLLEKFLLKYPDIQIEISISNRNVDLIAEGFDLAIRQGQLPNSTLIAR
                     
PLEQAPLKLVASPAYLKRMGIPKNLEELKHHQCIAFELPSSGKITPWFLKNDNEEIQW
                     
IPTNRILVKEDIVGVVTLAESGLGICQSYDFIVNEKIQQGKLQPILNTYAGHTRPFSL
                     LYAQHKHMSSATRALIDFLCSNDD"
     gene            781737..782159
                     /locus_tag="DSM_00731"
     CDS             781737..782159
                     /locus_tag="DSM_00731"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKLNALLCSAVLATSMVTVAHADNTTHVAAASALGSIAGTAIGK
                     
SMGGTSGATIGAALGGAGGAAVASDRRHRTESAIGGGLGGGAGYTVGKSMGGTNGGYI
                     GAALGAAGGSALGNKISKDRDADHSSKYWKKKHRHHRH"
     gene            782394..782897
                     /locus_tag="DSM_00732"
     CDS             782394..782897
                     /locus_tag="DSM_00732"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKMNVWLASALIATTSMVTVAHADNGTRVAATSALGSVVGTAIG
                     
KSIGGTSGATIGAALGGAGGAAAASDRRNRTEAAIGGALGGGAGYTVGKNMGGTNGGY
                     
IGAAVGAAGGSALGRKVAQDRNYDDRYDRRYDRDDRRYYDGDRRYYRGGNYRHDNGLH
                     RGWYKHR"
     gene            783032..784036
                     /gene="limB"
                     /locus_tag="DSM_00733"
     CDS             783032..784036
                     /gene="limB"
                     /locus_tag="DSM_00733"
                     /EC_number="1.14.13.107"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9EUT9"
                     /codon_start=1
                     /transl_table=11
                     /product="Limonene 1,2-monooxygenase"
                     
/translation="MRSLQDTKFSILELAPIRDDKTIEFSLRHALELAQHAEKLGYDR
                     
FWLAEHHNMDGIASSATAVLLGFIAAHTQRIRLGSGGIMLPNHAPLVVAEQFGTLATL
                     
YPDRIELGLGRAPGTDQVTMRALRRGHQETEDQFPRDVVEILQYFKTPQVGQKIIATP
                     
GQNTHVPVWLLGSSLFSAQLAAKLGLPYSFASHFAPRMLGQAIELYRENFEPSEYLDK



                     
PYVSMGVPVVVANTDEEAQFLATSAYQRVLGLIRGESLKLKPPVTSMQGLWNTAEQLS
                     
VENFYTMAQIGSVETVRSGLQKLLDTYEVDEFIFTCDVYDTAKRLDSFTQLMQVKSGN
                     "
     gene            784183..784746
                     /locus_tag="DSM_00734"
     CDS             784183..784746
                     /locus_tag="DSM_00734"
                     /EC_number="1.14.13.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9I3H5"
                     /codon_start=1
                     /transl_table=11
                     /product="Baeyer-Villiger monooxygenase"
                     
/translation="MSIDLKNNVAKSAIFQNTVEDFEAFTGQILPSNKLKEFDFSHLN
                     
VAIIGTDQETVTQLEKICQQAKFVTVFQITPHFILPHSQIGIHRLITHPLIAKNRRLF
                     
NNRVKSILALRFLETQVNETWLKRLLTPNTARANKTFFKSDSYYTALQRPNCKLQTWP
                     IVKVTDTAIYSMDGTQRPVDIIIRTTP"
     gene            complement(784787..785251)
                     /gene="pgaD"
                     /locus_tag="DSM_00735"
     CDS             complement(784787..785251)
                     /gene="pgaD"
                     /locus_tag="DSM_00735"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P69432"
                     /codon_start=1
                     /transl_table=11
                     /product="Biofilm PGA synthesis protein PgaD"
                     
/translation="MKNDANIDVEVLDIPEYIDQPEYVKNKTANYTLQTIGWFCLMWL
                     
LFPLISLFLWIFEGHLIYDYVWVDHVSEVKTLLHLLLLIGLSALILILWASYNWLRFH
                     
GDDRRSKAPNSSVELLASQFMVSTESLSELQKSQRIILHYDEQGYLTRYDLK"
     gene            complement(785248..786495)
                     /gene="pgaC_1"
                     /locus_tag="DSM_00736"
     CDS             complement(785248..786495)
                     /gene="pgaC_1"
                     /locus_tag="DSM_00736"
                     /EC_number="2.4.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75905"
                     /codon_start=1
                     /transl_table=11
                     /product="Poly-beta-1,6-N-acetyl-D-glucosamine 
synthase"
                     
/translation="MKVLLDILFAFAFLYPLLMAWTWMVGGLWFFFKREYHEQQLPEP



                     
SSEGCSIIIPCFNEEAQVRQTIRYALQTKYPNFEVIAVNDGSSDSTAEILDELAAQDA
                     
RLRVVHLAENQGKAVALRSGVLVSKYEYLVCIDGDALLHPHAVLWLMQPFLNFPRIGA
                     
VTGNPRILNRSSILGKLQVGEFSSIIGLIKRAQRTYGRIFTVSGVIAAFRKTALVRVG
                     
FWSDDKITEDIDISWKLQMDHWDIQYIPQALCYIYMPETFKGLWKQRLRWAQGGVEVL
                     
LEYIPKMFKLRLRRMWPVMLEALVSIIWSYVMIMIFILFFVGLFVDLPQQFQINSLMP
                     
QWYGVILGGTCLVQFLVSLWIDHRYDRGRLFRNYFWVIWYPLFFWLLTLFTSVVAVPK
                     TIFNTKKRARWVSPDRGFRGDHS"
     gene            complement(786495..788324)
                     /gene="pgaB_1"
                     /locus_tag="DSM_00737"
     CDS             complement(786495..788324)
                     /gene="pgaB_1"
                     /locus_tag="DSM_00737"
                     /EC_number="3.5.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75906"
                     /codon_start=1
                     /transl_table=11
                     /product="Poly-beta-1,6-N-acetyl-D-glucosamine
                     N-deacetylase"
                     
/translation="MNNLLSKMLGCTLVSTLLPLQFAYAQIEKDLPKNHTVSLTFHDV
                     
RDDVLKEGDRDIYAIQTKNLAQFFDWLSQSDWKPIRLKDIEEARKQGKELPHNSILLT
                     
FDDGALSSYSRVFPLLKQYQIPAVFALPTSWLNGNTQAGYEAYGQGNLVKWKQVREMQ
                     
ASGLAEFASHSDDLHHGVLANPQGNEQPAATSYTYLKSQKRYETDVEYQQRILQDLKK
                     
SYAVLKKEVGVEPKAIIWPYGAVNEQLEKLSQEAGFIFSFSLGRDGMNRVSDSTFKRS
                     
LVTNNPTAEQLTEGMINILNFEELDLFKQPRHFVSMDLKQLTASTNTQSDEKLGLLLS
                     
KLYSLKNNTLILKPLDDQDGDGQYDIAYFPTTQLSVQQDILNRTLWQAQTRAGQSVIL
                     
ELPVYPQKNEPFLVADLAKDIARFNSNLSGIQLNAGTTLNCAMKSTTIKENACADQLK
                     
QLTYVSQLTQKAVKPYLNMSNQAQFSLLLTPDFEHIENLPTLLKTLLSQHDLVNLNFN
                     
IVGKQKQFNHVLALLNTLDAKYKQRIMLTLSLPENNQQNAWQEVKQGLFNIQRIGIQK
                     FGVDGYTNENSKNVHEYLYNPISLNSSSVMYQPFAGLATEGKK"
     gene            complement(788324..790762)
                     /gene="pgaA"
                     /locus_tag="DSM_00738"
     CDS             complement(788324..790762)
                     /gene="pgaA"
                     /locus_tag="DSM_00738"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P69434"



                     /codon_start=1
                     /transl_table=11
                     /product="Poly-beta-1,6-N-acetyl-D-glucosamine 
export
                     protein"
                     
/translation="MLKKCVFSLVYLLPIHLYAAQVDVLREQAIQNYRAGQTQQAVSQ
                     
LDQLLNKYPHDQKLLADYLFIMSSEKRDLTNFSRFLVNINYVDFPEYAKLPLIQNFRD
                     
FKHFKTAIDWSNKFNIQKSVDGRILLSVLYAEAQDVANAKDQLSKIDIKGLTADQLVR
                     
VAYAYRLINLPVDALATVEHAYQQQPKSSSVLQEYVYDLIAIGSYKKAQQLLQASEKT
                     
EQTAQMLQTLQVSEFSQHINNAIARYKYLNREGLADAESFAELDKVLEQGQKMHQQMN
                     
PSDPNYLRFYYDYLYGLDFRGRSKAVIENFTQLNIPLEKLPAYVRHAIADSYLAEQKP
                     
KKAEFAYKTLLSEKNYPDMTVYTGLYYSYIEQEKYKEAEQLLAEVDRLIPTYKYSQAK
                     
GVDKTSHPDRDDYIALQGMHLAYANHLDQAEKHFQKKVEQTPANESLINNLARVERWR
                     
EKPLEAKKTISRLNGIDPIAKDTRINEMQNAQALGDIPTWRKTTQNLVQYYPDDSGVI
                     
KSRKELEDRNRATISHSTTWGQSKADGRDTVSGQNGLKDREMETRLNSPWIKNNYRLF
                     
AWHQDRYGEYRFGDVHDQRYGIGAEWQANRKALAAIVSQSTDGGQAGVRLDWSQWLND
                     
HWQYQLQYNSQADIPLQALDAGEDGQSYRAAVTWQKDESRQIGASYGLTDISDGNKQQ
                     
EFSTFWRERLFDAPHHITYGTVRGFYGTNSQDQTAYFSPSSHYSAELNLSHDWVTWRE
                     
YERSFKQHFEAGVGLYKQADYSAKPTYSLQYQHQWQLSRTWQLNYGIGWQYHPYDGHD
                     EQHTYGIFGFEGRF"
     gene            complement(791148..791984)
                     /gene="ppsR"
                     /locus_tag="DSM_00739"
     CDS             complement(791148..791984)
                     /gene="ppsR"
                     /locus_tag="DSM_00739"
                     /EC_number="2.7.11.33"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A8A4"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphoenolpyruvate synthase regulatory 
protein"
                     
/translation="MSESKQFKRSVFFISDGTAITAETLGHSLLAQFPNVDFDIHIMP
                     
YITTEEAAMAVVVEINKCQTRDGCLPLVFDTLVDPHVREIINTAKAVNLDVFEGLISK
                     
LEQELGTPPTTLVGQTHAVTDSEYYKARIDAVHFALDNDDGARTRHYDKADLILIGVS
                     
RSGKTPTSIYLSLQFGIRVANYPLTEEDLDDNRLPAVLREHRSKLFGLMIDAERLVAI



                     
RSERKANSRYASFSQCQMELRAIEGIYISEGIKYLNVTEMSIEEISTRILQMTGLKRR
                     IG"
     gene            792140..794518
                     /gene="ppsA"
                     /locus_tag="DSM_00740"
     CDS             792140..794518
                     /gene="ppsA"
                     /locus_tag="DSM_00740"
                     /EC_number="2.7.9.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q02KR1"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphoenolpyruvate synthase"
                     
/translation="MEARVIGLEKLGKHDVELVGGKNSSLGEMISHLSNAGVSVPGGF
                     
ATTADAYREFLDQSGLNARIQAELAELNVDDVNALAETGAKIRQWIVETPLTPGLEQE
                     
IREAFAALSNGNPDIAVAVRSSATAEDLPDASFAGQQETFLNIRGIDNVLIAVKEVFA
                     
SLFNDRAIAYRVHQGFEHSLVALSAGVQRMVRSETGAAGVMFTLDTESGFRDVVFITA
                     
SYGLGEMVVQGAVNPDEFYLSKPLLNAGKHAVLRRNLGSKHQKMIYGEEGSAGKSVVV
                     
VDVEKQERQQFALNDHELQELAKQALIIEKHYGAPMDIEWAKDGDDGQIYIVQARPET
                     
VKSRQNVGTMERYLLKQKGTVLCEGRSIGQRIGSGKVRIVNSIKEMDKVQDGDVLVSD
                     
MTDPDWEPVMKRAAAIITNRGGRTCHAAIIARELGVPAIVGCGNATEVLTDGQEVTVS
                     
CAEGDTGFIYEGALDFEVQRNSIESMPKLSFKIMMNVGNPDRAFDFAQIPNEGIGLAR
                     
LEFIINRMIGVHPKALLNIESLPRETRAAVMTRTAGYASPVEFYVEKLVEGIATLAAA
                     
FADKPVIVRMSDFKSNEYANLIGGKLYEPEEENPMLGFRGASRYVSDNFRDCFELECR
                     
ALKKVRDEMGLTNIQIMIPFVRTVSEAKRVIELLAQNGLKRGENGLKVIMMCELPTNA
                     
LLAEQFLEHFDGFSIGSNDLTQLTLGLDRDSGIVSHLFDERDAAVKALLSMAIHACRK
                     
AGKYVGICGQGPSDHPDLAKWLMEQGIESVSLNPDSVLDTWFFLAEEKIKQI"
     gene            794583..795338
                     /locus_tag="DSM_00741"
     CDS             794583..795338
                     /locus_tag="DSM_00741"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQIYLARNNQQAGPYTLEQLNQMLASQQVLLTDLAWHEGMTEWK
                     
ALGELTQGKLVYQPTGYSAFSANTNTPYNKTIQHIRVETKTHELASISSRALAKIIDL



                     
LLWLPIAAIPSFFFNEAQYKQLFELQKQMQSAEVASTKAAELQQQLFTLIPIEAWHTM
                     
LLYVVIMLAIQAFLLTKFGQSIGKKIVGIRIVDAENNGKVNLTRIFLLRSVVFIILNL
                     LFMPISTIIDYAFALGQKRQALHDKIARTKVIK"
     gene            795655..796707
                     /gene="cyoA"
                     /locus_tag="DSM_00742"
     CDS             795655..796707
                     /gene="cyoA"
                     /locus_tag="DSM_00742"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABJ1"
                     /codon_start=1
                     /transl_table=11
                     /product="Cytochrome bo(3) ubiquinol oxidase subunit 
2"
                     
/translation="MRQTILAVLSLSTLAALLTGCGGDMVLLNSKGPVGQGQSDLMMT
                     
AIYLMLLVVIPSIIMALWFGWKYRASNKDADYKPTWAHSTAIEVVVWGIPVIIIGILA
                     
WLTWWGSHKYDPYRPLESDKAPLTIQVIAEQFKWIFIYPEQNIATVNEVRFPEKTPLS
                     
FKITSNFTMNSFFIPQLGGQIYAMAGMQTHLHLLANETGVYRGFSSNYSGYGFSQMRF
                     
KAHSVTEQQFNEWVAAVKAGNGTTINPEAVQKTTLDQAELATLRDGDRSKHQIEHLVN
                     
RAKAAGDQEALAKAEAMKPFPTKPHPVTYYSSVEPKLFETIINHYMSNYHGADHSAAH
                     TTAETHVAAEHAAQGE"
     gene            796711..798702
                     /gene="cyoB"
                     /locus_tag="DSM_00743"
     CDS             796711..798702
                     /gene="cyoB"
                     /locus_tag="DSM_00743"
                     /EC_number="1.10.3.10"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABI8"
                     /codon_start=1
                     /transl_table=11
                     /product="Cytochrome bo(3) ubiquinol oxidase subunit 
1"
                     
/translation="MDMIFGKLGWDSIPTEPIVLVTMVFMALGAIAVLGGITYFKKWG
                     
YLWKEWFTTVDHKKIGIMYIIVSVVMLLRGFADAIMMRLQLFLAKGGGEGYLHPDHYD
                     
QIFTAHGVIMIFFVAMGLVVGMMNISVPLQIGARDVAFPLLNSLSFWLFAGAAGLMML
                     
SLVLGEFAATGWMAYPPLSGIQYSPGVGVDYYIWALQVSGLGTLLSGVNFFVTIIKMR
                     
APGMKLMDMPIFTWTSLCTAVLIIASFPVLTGTLAMLTLDRYFGFHFFTNELGGSPML
                     
YVNLIWTWGHPEVYILVLPAFGLYSEIVATFSRKALFGYKSMVYATIAITVLAFVVWL



                     
HHFFTMGAGANVNAFFGIMTMVIAIPTGVKIFSWLFTMYKGRITFTTPMLWTLGFLVT
                     
FGIGGLTGVLMAVPPADFLVHNSLFLIAHFHNVIIGGVVFGMFAGIIYYWPKMFGWKL
                     
NEAWGKAAFWFWFFGFYFAFMPLYILGFMGMTRRLNTYDNPEWDPYLAIALFGAVLVA
                     
IGIACFLMQIIVGFLQRHQNMDYTGDPWDARTLEWATSSPAPFYNFAHEPDASGIDRF
                     
WTDKENGVAYARNTKYEDIHMPTDRAAGFVIAMFITLLGFALIWHIWWLVVVSFVAAV
                     VSLIVSSFTKNVDYYVPAAEVERIENERYALLEKHLKKD"
     gene            798707..799327
                     /gene="cyoC"
                     /locus_tag="DSM_00744"
     CDS             798707..799327
                     /gene="cyoC"
                     /locus_tag="DSM_00744"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABJ3"
                     /codon_start=1
                     /transl_table=11
                     /product="Cytochrome bo(3) ubiquinol oxidase subunit 
3"
                     
/translation="MAEVLHHDNHGHDGHHEHDDTDLTVFGFWTYLMSDLILFGSLFI
                     
AFAVLSSHVPPGTPSAYDLFHESLGYVLTETFALLISSVTFGFAVLASYKKNVNQVIT
                     
WLFITFLFGATFIGMELYEFHHLVEEGHGPTHSAFLSSFFTLVGTHGIHVTSGLVWML
                     VLMYQIKTKGLTLPNTRRLACLSLFWHFLDIVWICVFSVVYLLGVL"
     gene            799327..799656
                     /gene="cyoD"
                     /locus_tag="DSM_00745"
     CDS             799327..799656
                     /gene="cyoD"
                     /locus_tag="DSM_00745"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABJ6"
                     /codon_start=1
                     /transl_table=11
                     /product="Cytochrome bo(3) ubiquinol oxidase subunit 
4"
                     
/translation="MSSHEHNAAGASHGNFKQYTVGFILSVILTIIPFGMVMAGGFSR
                     
GLLVTVIAITAVAQVLVQLVYFLHMNTSSEQRWNMIAFIYTILCIAVLLIGSVWIMNY
                     LHYNMMI"
     gene            799667..800545
                     /gene="cyoE"
                     /locus_tag="DSM_00746"
     CDS             799667..800545
                     /gene="cyoE"
                     /locus_tag="DSM_00746"
                     /EC_number="2.5.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:P0AEA5"
                     /codon_start=1
                     /transl_table=11
                     /product="Protoheme IX farnesyltransferase"
                     
/translation="MLKKYLFLTKPGILFGNFITTLGGFFLAAQGSIDILLLLLTLIG
                     
TTLVVASGCVVNNVIDQDIDTKMQRTQNRALVKKTISPTVALVYAFVLGVIGFSILWF
                     
GVNGYAFLFAMIGFIVYVGFYSLWTKRTSIHQTVIGSISGASPPVIGYTAVTHQFDVA
                     
ALLLFLAYALWQMPHSWAIAIYRFDDYKNAGIPILPVARSIYRTKIECVIYILLFAAV
                     
LNGLYCFGYTNVFFLITFNALTAYWFYLSIIGFKAENDQLWAKRFFLYSVILITLLSL
                     SFSFTYQSPAPNLPLF"
     gene            800730..801113
                     /gene="rpsF"
                     /locus_tag="DSM_00747"
     CDS             800730..801113
                     /gene="rpsF"
                     /locus_tag="DSM_00747"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P02358"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S6"
                     
/translation="MRHYEIVLLVHPDQSDQVVGMVERYISQIKEADGQIHRLEDWGR
                     
RQLAYPINKIHKAHYILMNVECGQSTLDELEELFRYNDAIIRNLIIRREHAITEESLL
                     AKSAEEKRARKAQREEAQQVAQEAE"
     gene            801125..801352
                     /gene="rpsR"
                     /locus_tag="DSM_00748"
     CDS             801125..801352
                     /gene="rpsR"
                     /locus_tag="DSM_00748"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7T7"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S18"
                     
/translation="MARFYRRRKFCRFTAENVAYIDYKDIDTLKQYITENGKIVPSRI
                     TGTKARYQRQLALAIKQARYLSLIPYTDNHK"
     gene            801361..801807
                     /gene="rplI"
                     /locus_tag="DSM_00749"
     CDS             801361..801807
                     /gene="rplI"
                     /locus_tag="DSM_00749"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7R1"
                     /codon_start=1
                     /transl_table=11



                     /product="50S ribosomal protein L9"
                     
/translation="MDVILLQRIKNLGKLGDKVSVKAGYGRNFLIPQGKAVAATEANT
                     
AAFEARRAELEKQEAEVLAAAQARAEQLNEVNIVITAKAGDEGKLFGSIGTRDIADAL
                     TNAGLTVDRAEVRLPNGALRHTGEFNIAIQLHHDVVAEVLVTIVSE"
     gene            802008..803453
                     /gene="dnaB_1"
                     /locus_tag="DSM_00750"
     CDS             802008..803453
                     /gene="dnaB_1"
                     /locus_tag="DSM_00750"
                     /EC_number="3.6.4.12"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACB0"
                     /codon_start=1
                     /transl_table=11
                     /product="Replicative DNA helicase"
                     
/translation="MSQANATSLTLSSPTENKTSESGQLKEFRTPPHNLAIEQAVLAA
                     
LMTVAESFEQVSDLLKENDFYATRHKYIYRAIEKLAQENSPYDAVLVNDWLLKQNLLD
                     
AIGGEEYLMQLMADSPSSFYNLETYATKIKEFSTLRSMIKVSTEILQNAYDTKGRGVS
                     
EILDLAETSIFSLAEQHNNNKKDSGPKAISSVTADVISKLDELSKLDGNITGLTTGFL
                     
ELDNKTSGMQPGDLIIVAARPSMGKTTFAMNLVESVLQYNKLPALVFSMEMPADSIAM
                     
RLISAMGKVHQGHLRSGNLDADEWTKVTGTILQLQQMHLYIDDSSALPPTEVRARARR
                     
IAKMHDGKIGCIMVDYLQLMKVPGMGDNRVGEISEISRSLKALAKEMNCPVIALSQLN
                     
RSLENRPNKRPVMSDLRESGAIEQDADLIMFIYRDEVYNKESKEAGTAEIIIGKQRNG
                     PIGTVRLAFEGQYTRFSNLSPEYYSQYDDEE"
     gene            803480..804556
                     /gene="dadX_1"
                     /locus_tag="DSM_00751"
     CDS             803480..804556
                     /gene="dadX_1"
                     /locus_tag="DSM_00751"
                     /EC_number="5.1.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HTQ2"
                     /codon_start=1
                     /transl_table=11
                     /product="Alanine racemase, catabolic"
                     
/translation="MRVRQATVYIDRQALQYNLNRVKQLAANSKIVSMVKANAYGHGV
                     
KDCLAALNASDAFGVACLQEGLEIRELGFEQPVTLIEGVFSEDEMPIAIEQKFECVIH
                     
HQQQFEWLIKHKQAYIAQGLKVWVKLNSGMNRLGFKNPEIIEVIKTLKSEGFTCVLAM
                     
HFANADVDHPLNEQQKQQFLHIKETCDPILASCCNSAAIFKWPELNFDYVRPGIMLYG



                     
ASPFADKTVHDLDLKPVMTFTAEIIALNHIEAGEHVGYGSTFCAQQAMDIAIVSIGYG
                     
DGYPRAYVKQNFVAIDGKLCPVVGRVSMDMIAIDVTNTQVKLGTQVELLGNHRLVDDV
                     AEANGTIGYELLCRLSTRPVRQST"
     gene            complement(804609..805343)
                     /locus_tag="DSM_00752"
     CDS             complement(804609..805343)
                     /locus_tag="DSM_00752"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTYCCALRLEQGLVFISDTRTNAGVDHISVFRKLHTFGVTGERF
                     
IALQTAGNLATTQAVIGHLQNALILQQEPNLYSINTMFEVADLVGKTLKSVLEDISSD
                     
TQEQMNYACSILVGGQIKGGDMQLYNVYPQGNFICATTDTPYFQIGESKYGKPILDRA
                     
LYYAMPLDDALRCSLISFDSTLRSNVSVGLPLDALVYSKDSFVIPMGKRITEDDPYFS
                     QISRQWSDTLRRGLQEMPKPTDDYWR"
     gene            complement(805360..806139)
                     /locus_tag="DSM_00753"
     CDS             complement(805360..806139)
                     /locus_tag="DSM_00753"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WL93"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKLMVNHQTHYNYTETAKNSIQYIKMMPQTSLHQHVINWAISVP
                     
GDKTLKRDIFNNIWITASQRYEYQHLTFMAQGIVELLNTEIGGVDVSIPINLFLQSTE
                     
ATKYDAEMLDFAQRIVTVKDRQHIALLSENILQKMPYQPDSTSVHTTATQAFQAGQGV
                     
CQDHAHVLIAMCRALQLPARYVSGYLFDQNSPHLASHAWAEVFLDNQWYCFDVSNQLF
                     TPKHHIYLAVGRDYLDVAPIRGVREKGGTENMMSVVQVLAC"
     gene            complement(806142..806738)
                     /locus_tag="DSM_00754"
     CDS             complement(806142..806738)
                     /locus_tag="DSM_00754"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVLLNSSAHHIYWLGRYLMRIQFAVSHLPFTDDAKAAQFAAAFG
                     
LVIDQAELLNCYMLDTKQTYSLLNQFAIAKDNIQELRGILSSNAYAELNHAIKGVQAH
                     
PDSLKQALAKCNQILDAEHEDIALFLHLGQKIELFDIQLRFQQDLTQLLQELEQLLQQ
                     LNDLGWNKLTQPWQLLKDHPNWEAYYNFTQQLEYMFEA"



     gene            complement(806761..808311)
                     /locus_tag="DSM_00755"
     CDS             complement(806761..808311)
                     /locus_tag="DSM_00755"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WLA9"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSEQEKDLQADIDYFLQEQATNALLNQTSFIENLSVQSNLFEQL
                     
KSQFFNEMLDDATSNGVASKKIEQWLSIRTLDELKQLNAEAKQHFLYHGITFNVYGDK
                     
EGVERTIPFDLIPRVIEKKQWEKIAAGCAQRVKALNYFLDDIYHGQHILKEQLIPESQ
                     
IICHEAFQPHMLKHTLKGKIYSQISGIDIIRDSEGEFFVLEDNLRTPSGVSYMIECRN
                     
ISQQLMPELCAANNLQGIEHYPSLLKEILQENSEVDQPFIVVLTPGRFNSAYYEHAFL
                     
AREMDVPLVTNRDLFVENDQVFVKTIRGRQKVDVIYRRLDDDFLDPLAFRPDSALGVA
                     
GLMSAYLQKNVVIANAPGTGVADDKSIYPYVDQMIQYYLGETPILKNVPTYQCREKEH
                     
LDYVLAHLDQLVIKEAQGSGGYGMLIGPKASSCEIDEFRQKLIATPHEYIAQPTLALS
                     
VAPTLTTAGVAERHIDLRPFVLSSPYRTEIVPGGLTRVAMQAGSLVVNSSQGGGIKDT
                     WVVETLHS"
     gene            808537..809544
                     /locus_tag="DSM_00756"
     CDS             808537..809544
                     /locus_tag="DSM_00756"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSVTEKETSNSLYRQWQILSRLPTGKWIGTRELQEMLEREGIEI
                     
SLRTIQRDLNQIAQRFPIESNKAVPQGWRWQSDAPIQSLPHMTSSQAVTFMMVEEHLK
                     
HLLPPSLLDEMGPWFDLAKRSLSTQNNVRQWINRVRIVPASQPLIPPVVDRAAQQAIY
                     
EGLLQDKQIECVYRARVNQGEDKTYILNPLALVQKGAVIYLICTRHDKTEVQTFALHR
                     
FKSAKVLESRALHPVNFDIDHYIDSGALGFRVDYNQPTESIQLTLTMTEQTAKTFYES
                     
QLSKDQTITPIEENIVEVTATVPFTSQLVWWLRSFGKKLLHIEPVQVHNAVREIEPDS
                     K"
     gene            complement(809930..811810)
                     /gene="mnmG"
                     /locus_tag="DSM_00757"
     CDS             complement(809930..811810)
                     /gene="mnmG"
                     /locus_tag="DSM_00757"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A6U3"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA uridine 5-carboxymethylaminomethyl
                     modification enzyme MnmG"
                     
/translation="MHYPKVYDVIVIGGGHAGTEAALAAARMGRQTLLLTHNIETLGQ
                     
MSCNPAIGGIGKSHLVREIDALGGAMALAADKGGIQFRILNSRKGAAVRATRAQADRV
                     
RYKAAIRETLENQANLDIFQQAADDLIVEGDTVKGVVTQMGIRFDAKTVVLTTGTFLG
                     
GVIHVGLEKSSGGRAGDPPSIALAQRLRELKLPVGRLKTGTPPRIDARSVDFSVMTPQ
                     
PGDFPSPVMSFMGDVSMHPEQVNCYITHTNEKTHDIIRGGLDRSPMYTGVIEGVGPRY
                     
CPSIEDKIHRFSDKDSHQVFLEPEGLDTHELYPNGISTSLPFDVQFELVRSIRGMENA
                     
HILRPGYAIEYDYFNPQALKFTLETKAINGLYFAGQINGTTGYEEAGAQGLLAGLNAA
                     
RRAWEQEEWTPKRDQAYMGVLVDDLITLGTKEPYRMFTSRAEYRLMLREDNADQRLTT
                     
IGRELGLVDDVRWAAYCEKMEAVERETSRLQHLWAAPNNPMGKKFVEMTGADLSKECS
                     
AIDLLKRPNINFGQIAELTGSEVSQQVGEQIEIAVKYEGYINRQHEDVAQLKRLEETK
                     
IPADFDYDVVSGLSREITQKLKTVRPETLAQASRIPGVTPAAVQLVMITIRKNNMTKK
                     TA"
     gene            812043..812273
                     /locus_tag="DSM_00758"
     CDS             812043..812273
                     /locus_tag="DSM_00758"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKTTMLKILTASLICFSGVTFTHAADTSKAETQKQIRVCAKKQQ
                     GEWVSYNHNGVTFNGTCQPNENGKLQFKAPAP"
     gene            812430..813335
                     /gene="prmA_1"
                     /locus_tag="DSM_00759"
     CDS             812430..813335
                     /gene="prmA_1"
                     /locus_tag="DSM_00759"
                     /EC_number="2.1.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A8T1"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribosomal protein L11 methyltransferase"
                     
/translation="MKWLQIHITVDQEQVEFTETLLMSLGAVSVTLDDAEDQALLEPL



                     
PGETPLWNKVIVTGIYQQDEQDPIDVDTLEAFLKAQLPDVPMRHEELEDQVWERAWMD
                     
YYEPIQIGEKFWIVPEWLEPPEADATNIKLDPGLAFGTGNHASTFLCLQWLGKTDVKD
                     
KIVIDYGCGSGILGVAALLLGAKKVYATDIDPQAVLATKQNAELNGVLDRLYVGLPEE
                     
FDQEFKPQQADVLVANILAGPLMALAPEFAKLLKSDGDFALAGVIEEQVADVSGVYSE
                     FFDILDVEKREENWCRISGKRKTTN"
     gene            813349..814191
                     /locus_tag="DSM_00760"
     CDS             813349..814191
                     /locus_tag="DSM_00760"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNEKQTRCPKCLTVYKVSLTQLTVAQGMVCCPKCNLNFNALTNL
                     
VNVEQPETVNSSALAHGSMQTRYMTHSHVLDIFDQKVENSNIDLLTYLNNLNYFHNEP
                     
INALPNLNLAEQATSPEQDNGKKHSWLYYTLWSSANLILILVFTFQILWFNPKLMQQS
                     
PAISHAFNYVCQILHCNKSAEQYQLLYIEKVKLRKIGTEHTQLSGVLINQNNKSIELP
                     
NLKLSFGKGTDQEEIIFTPQQYLVENLRGIQRIPTNTPFRFQVELNKSKKSLVNYRLE
                     IVHP"
     gene            814568..814837
                     /gene="fis_1"
                     /locus_tag="DSM_00761"
     CDS             814568..814837
                     /gene="fis_1"
                     /locus_tag="DSM_00761"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A6R3"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding protein Fis"
                     
/translation="MNSKSPIFTAQSDVALRIHVDRAVRHYFAQLQGEQPSQVYDMVL
                     AEMEKPLLSVVLEYTRGNQTRAAEILGLNRGTLRKKLKAHGLMSE"
     gene            814927..816501
                     /gene="purH"
                     /locus_tag="DSM_00762"
     CDS             814927..816501
                     /gene="purH"
                     /locus_tag="DSM_00762"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P15639"
                     /codon_start=1
                     /transl_table=11
                     /product="Bifunctional purine biosynthesis protein 
PurH"



                     
/translation="MTIKRALISVSDKTGIVEFAQNLAALGVELLSTGGTYKLLKDNN
                     
IAVVEVSEHTGFPEMMDGRVKTLHPKIHGGILARRGLDEAVMQEHNIDPIDLVVVNLY
                     
PFAATVAKPNCSLADAIENIDIGGPTMVRAAAKNHASVGIVVNASDYDTVISELKASG
                     
SLSYETRFDLAVKAFEHTAQYDGMIASYLGARVGKAEGEADLFPRTFNTQLNKAQDLR
                     
YGENPHQSAAFYVEANAKEASVSTAKQLQGKELSYNNIADTDAALECVKSFAKPACVI
                     
VKHANPCGVAVSLDGIKAAYDLAYATDPESAFGGIIAFNRELDVATAQAIVDRQFVEV
                     
IIAPSIADGVLEVTGAKKNVRVLVCGELPAIDARALQLDYKRVNGGLLVQDQDLGMIT
                     
KDDLKVVTKRAPTEQEIDDLIFAWKVAKYVKSNAIVYAKNRQTIGVGAGQMSRVNSAR
                     
IAAIKAEHAGLVVEGAVMASDAFFPFRDGIDNAAKAGIKCIIQPGGSMRDEEVIAAAD
                     EAGIAMVFTGMRHFRH"
     gene            816627..817913
                     /gene="purD"
                     /locus_tag="DSM_00763"
     CDS             816627..817913
                     /gene="purD"
                     /locus_tag="DSM_00763"
                     /EC_number="6.3.4.13"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8ZAR2"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphoribosylamine--glycine ligase"
                     
/translation="MNILVLGSGGREHALAWKIAQDAKVTQVFVAPGNAGTATEPKCV
                     
NVQLDILDNPAIIAFAKENNVELIVVGPEAPLVNGVVDAAREAGVKIWGPTQYAAQLE
                     
GSKAFAKHFLKRHNIPTAFYEVFTEVDAAKAYVEKNGAPIVIKADGLAAGKGVIVAMT
                     
NEEAFAAIDDMLAGNKFGDAGSRVVIEQFLAGEEASFICMIDGKNILPMATSQDHKRI
                     
FEGDQGPNTGGMGAYSPAPVVTPDVFERVMNEIMRPTVDGMAADGHVYTGFLYAGLMI
                     
DEQGQPRVIEFNCRFGDPETQPIMMRLKSSLVDLVEAGIAGNLPSEAEWDERKSIGIV
                     
LAAEGYPDSVRKGDVISGIGQSPEDTKIFHAGTATREDGHIVTSGGRVLCVTALGDSV
                     LEAQINALEVCGQVTFTGMQYRSDIGYRAIAREKAE"
     gene            818162..819028
                     /gene="metQ_3"
                     /locus_tag="DSM_00764"
     CDS             818162..819028
                     /gene="metQ_3"
                     /locus_tag="DSM_00764"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O32167"
                     /codon_start=1



                     /transl_table=11
                     /product="Methionine-binding lipoprotein MetQ"
                     
/translation="MKKLISLFLSVSVVLLAACGKQQNEPQNGKDSAQLQTVVIASTG
                     
SDADIWRYIATLPETKAAGLKLEVKNFTDYVAMNTATANKEVDLNAFQSYAYLVAFNA
                     
SNKDKIAPVATTYLEPMGIYSSKYKKVDEFPQGASIAIPNDAANEARALLLLQSAGLI
                     
KLKADFDPAKGTPSDITDNSKKIDIKPIQMATAVRVKDEVDAIVLGNTLAMEGGLNVL
                     
KDSIYYEPVDQSTKLNVNILATAESRKDDPVLQKVGQLYHTEAVKKYVEQHFGGTKVD
                     VNQPISYLTQAK"
     gene            819104..820129
                     /gene="metN_2"
                     /locus_tag="DSM_00765"
     CDS             819104..820129
                     /gene="metN_2"
                     /locus_tag="DSM_00765"
                     /EC_number="3.6.3.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O32169"
                     /codon_start=1
                     /transl_table=11
                     /product="Methionine import ATP-binding protein 
MetN"
                     
/translation="MIQFKNISKHYQLKGQTIRALDQINLEIPEGSIFGIIGYSGAGK
                     
STLIRLINLLERPNEGQVIINQKDFTALDARSLRQERANIGMIFQHFNLLQTKTVAEN
                     
IEMPMRLLNYSKAEREKRLNELLEFIDLKHKKDAYPDELSGGQKQRVGIARALANHPK
                     
ILLCDEATSALDPQTTKSVLELLKKINQEQKITIVMVTHEMDVIETVCDHVAVMEAGK
                     
VIEQGSTIDIFSNPQHPTTKNFIQTVLHQQLPVNILNQLENQHHHSIYCLQFLGRSAQ
                     
EPVIQSLIKQFDISLNILFANMTEINGTVIGQMFVQLLGDPQLIRQAIEFLEKNEVSV
                     VQSGDQV"
     gene            820126..820821
                     /gene="metI_2"
                     /locus_tag="DSM_00766"
     CDS             820126..820821
                     /gene="metI_2"
                     /locus_tag="DSM_00766"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P31547"
                     /codon_start=1
                     /transl_table=11
                     /product="D-methionine transport system permease 
protein
                     MetI"
                     
/translation="MRDLIVQWLTELTQPFWHSSLSIDQFVTALQETFHMVFFALLFG



                     
GIWGFIQGIILLVTRPEGILPNKFIYHLLNPIVNALRSLPFIILLIAVIPLTKLLVGT
                     
SIGTWAAIVPLTIYVGPYMGRLIETSLLEVNEGIIESAQAMGATPWQIISRFILPEAR
                     
SSLILNLTTATISLIGATAMAGAVGAGGIGDLAISYGYQRFDTSVVILTVIVLLLLVQ
                     IVQMLGNWLAKMR"
     gene            820979..821710
                     /gene="gloB"
                     /locus_tag="DSM_00767"
     CDS             820979..821710
                     /gene="gloB"
                     /locus_tag="DSM_00767"
                     /EC_number="3.1.2.6"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AC84"
                     /codon_start=1
                     /transl_table=11
                     /product="Hydroxyacylglutathione hydrolase GloB"
                     
/translation="MRYRIHYIDVQNALQNYIWILEDTETHEAVAVDPTEAELVIHFC
                     
QEHQLTLKQIWLTHWHKDHIGGVADLTANTPMAVYGPRDELSKIPGITHPLQHDDHLK
                     
FNDLKVEIIATPGHTLGHIVYFIEELNALFCGDTLFAMGCGRLFEGTAEQMYHSLNRL
                     
AALPTATKVYCTHEYTLSNAEFALSVEPENHALQERAEQVRMLRQEGKITLPSSIELE
                     LATNPFLRAESVDEFAHLRSLKDNF"
     gene            822067..822270
                     /locus_tag="DSM_00768"
     CDS             822067..822270
                     /locus_tag="DSM_00768"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKVVKAKNLIAFRIWLEKLGYSVKNLADGKGFTFSFKKEYGLV
                     TCDLAGNALAMQLGEEFEDHLKA"
     gene            complement(822506..823804)
                     /gene="dctA_1"
                     /locus_tag="DSM_00769"
     CDS             complement(822506..823804)
                     /gene="dctA_1"
                     /locus_tag="DSM_00769"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P20672"
                     /codon_start=1
                     /transl_table=11
                     /product="C4-dicarboxylate transport protein"
                     
/translation="MDFNTLDQETVQKKQKFHQILYVQVIFAIILGILIGHFYPELGE
                     
SLKPLGDAFIKIVKMIIAPVIFLTVVTGIASMTNMSRVGRVTGKAMLYFLTFSSLALV



                     
VGMIVANIIQPGKGLNIDPATLVNDKVNSYVEKAHATNITDFFMNIIPQTLVSPLAGG
                     
EILQVLFVAVLFGISLAALGDRARPITDFLNNLTAPVFYLVGMLMKLAPIGAFGAMAF
                     
TIGAYGIESIGNLLLLIMTFYITAVLFVLIILGAVARYNGFSIIDLIRYIKDELWLVL
                     
GTSSSEAALPSLMDKMQKAGCEKSVVGLVIPTGYSFNLDGTNIYMTMAALFIAQACNV
                     
DLSIGEQVALLLVAMVSSKGAAGVTGAGFITLSATLSVVPAVPVAGMALILGIDRFMS
                     ECRALTNLIGNACATIVVARWDKALDKDVLDKALRKSKTN"
     gene            complement(824233..824799)
                     /locus_tag="DSM_00770"
     CDS             complement(824233..824799)
                     /locus_tag="DSM_00770"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MAKVVTGLRPGGRSERIQTAVHQAVKELQKDFEQSQITIPMIAA
                     
QAGVTPSTIYRRWGDINQLFSDVALNELKPDMEPKDLGSFQQDITAWVEQYFEEYASE
                     
VGQDLLRDVLYTSNSDSNARKCETLIIQQLDIIQNRAKLRNELTIPNQEIIEAVIAPM
                     LFRILFTNHDLSLEYVYDLLNRLFIKNK"
     gene            824937..826139
                     /locus_tag="DSM_00771"
     CDS             824937..826139
                     /locus_tag="DSM_00771"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNNSSSKRSRAVFQLDAASALTLNTITLMTFMAASSAPTPLYRL
                     
YQQLWQFSPVTLTLIFATYAFTLLGSLLIIGSLSDYIGRRPVIIAAISLQIISMSFFL
                     
FASDVSMLFIARGLQGIATGLAVSAIGAAILDFSKLHGSLINSIAPMIGMAVGIFLTC
                     
SILQFSAHPLQLVFEFLCFLLICELILSFLTPETAQRRSGALASLKPNMAIPPQTKSA
                     
LLSISPINIALWMVSGFFLSLMPSLLAKIFHTSSAWLNGIMFMALALSGAVGILTLRK
                     
STNFRILLTGTLSIAIGAIVLFIAINLTNAVVLFLGSIITGVGFGTAFMGAIRSVMPL
                     
ALPEERAGLMAAFFVESYLAFSIPAILAGYFVGKIGLMSTANSYISFIILLSLVALLM
                     IIKNFKNK"
     gene            complement(826197..826649)
                     /locus_tag="DSM_00772"
     CDS             complement(826197..826649)
                     /locus_tag="DSM_00772"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1



                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQILRLSDYPQYKEMAAQWFSEKWQIPVEAYLESIQISIDQKHA
                     
IPQWYIVLNKDKHLIAGAGVIDNDFHERKDLTPNLCALFVEENYRNQNIAKQILDFVR
                     EDLSNQGIQTLYLITDHTEFYEKCGWRFLTLVKDEEGEMVRMYVADTF"
     gene            complement(826677..828044)
                     /locus_tag="DSM_00773"
     CDS             complement(826677..828044)
                     /locus_tag="DSM_00773"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLTRFLLPILGTTVLVTGCASSSQYPINESYGPEPKLPEPKTSL
                     
FPTVNIAPAQGWPSGVMPTPAEGLKVKAFAKGLEHPRWLYVLPNGDVLVAETDAPPKP
                     
EDSKGIKGKIMTFVMRRAGSSHPSANRISLLRDTNGDGIADQKTVFLKNLNSPFGMVL
                     
VGNHLYVANTDSLMRFPYQEGETHITSTGTKVLDLPGGPLNHHWTKNVIANREGTKLY
                     
ITVGSNSNVAENGLDQEKGRAQIMEFDIASGQSRPFATGLRNPNGMAWQPQSGKLWTV
                     
VNERDEIGSDLVPDYMTSVQDGAFYGWPYSYYGQHVDVRVKPQNPDMVARAIKPDYAL
                     
GNHTASLGLAFYTAELMLQFRGGAFIGQHGSWNRKPHSGYKVIFVPFRSGQPSGPPQD
                     
ILTGFLSEKGKAYGRPVGVAIDFSGAVLVADDVGNTIWRVSPVAETTYESPTQQSIRS
                     SVTQP"
     gene            828395..829306
                     /gene="yddG"
                     /locus_tag="DSM_00774"
     CDS             828395..829306
                     /gene="yddG"
                     /locus_tag="DSM_00774"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P46136"
                     /codon_start=1
                     /transl_table=11
                     /product="Aromatic amino acid exporter YddG"
                     
/translation="MSKNLATLIGLSAILMWASMVGFVKHITTAIGPDVGITLIYSLS
                     
ALLLLIIFRVPNFKLISKRYLILGAILFIAYELCFSFALAYSKTAQQAIEVSIVNYLW
                     
PSLTVLAFVIFRELKFNVFIILGLLISISGIIFIQTGNGDFSLGRVVDNFHSNPLSYV
                     
LAFIGAIIWAFYCVLTKKMGKGQNPISIFFLGVAITLWLKLLFSGQVSLPSLDLNTIL
                     
SLIVASAAIGLGYAAWNIGIIHGNITMLVVASYFTPIISSLLAMLVLQTELSISFWQG
                     TAMVTAGSLICWLSTNWAVIRSYFRIN"
     gene            complement(829321..830049)



                     /gene="ygeA"
                     /locus_tag="DSM_00775"
     CDS             complement(829321..830049)
                     /gene="ygeA"
                     /locus_tag="DSM_00775"
                     /EC_number="5.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P03813"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative racemase YgeA"
                     
/translation="MKTIGLLGGMSWESTALYYQQINRMVQNKLGKLHSAKIILNSVD
                     
FEEIAALQAKGLWQEAGAYLAEQAQNLEKAGADCILVCTNTMHKVAPQIEDAITVPFI
                     
HIADATAKEILSQNIRKVALLGTAFTMEQDFYKARLQDRGIEVIIPNDANRKIVHSII
                     
YDELCLGVINPDSQNKYMTIVEELIGQGAEGIILGCTEICMLIGDIKFSVPLFDTTTI
                     HAKEAVNFALEQKTAARSIAASSV"
     gene            830187..830693
                     /locus_tag="DSM_00776"
     CDS             830187..830693
                     /locus_tag="DSM_00776"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLETERLILRPFLEENLPIMLEMFQDKDFMAFSPHGALSTEAAT
                     
DRFLEILEHYKNHNFGKMAIVLKDTHKIIGYCGFETCEVDSKTEAKLGFRLIKTERNK
                     
GYIVEASLKLLEDMQSRNFKHVIAFSEKDNLPAHNLLNKLGFEKTNSSSYMNMDVIFF
                     KKDLSFLR"
     gene            830848..831420
                     /locus_tag="DSM_00777"
     CDS             830848..831420
                     /locus_tag="DSM_00777"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKIITTALGLITLAGLTACKSVPSYSGDYGKAEQKITGIELDDQ
                     
QALDVGNRFVAAFNTLGTPSFVNNASNLYADQLYINDTLSQFSQKKDLIKHFEGMNAR
                     
VNNVTVKLISATHHQDTAYIHWYMTYDFKMLGRSKTMASYGISQIKINDQQKIIFQQD
                     YWDPANGLYRSLPIFGGVYKWILPFKKVES"
     gene            831387..831881
                     /locus_tag="DSM_00778"
     CDS             831387..831881
                     /locus_tag="DSM_00778"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDIAVQKSRILIFLGILIVSQANAAELKKCSSAPLMVTSKKVGN
                     
VSYFAEDCQKNWQSQSIKMDFSYNRDIPEWAFKRAATHFLKKNVSGFDAKSPLNHINE
                     
LYRPIKSGDLYSLYYQHENQKLELKLNQKLLGSLNNPNANQYFKIWFGSEPFNAKLKQ
                     QLLN"
     gene            831899..832594
                     /gene="cusR"
                     /locus_tag="DSM_00779"
     CDS             831899..832594
                     /gene="cusR"
                     /locus_tag="DSM_00779"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACZ8"
                     /codon_start=1
                     /transl_table=11
                     /product="Transcriptional regulatory protein CusR"
                     
/translation="MGNHFILMVEDHFELAATVCEFLEVHGYVVDHARNLEAARTFLK
                     
SQHYHLLLLDINLPDGSGYDLCNWLRTEQGVDIPVLMLTARDTLDDKLKGFTAGTDDY
                     
LVKPFDFNELVMRIRALIKRAAGEVTHHKIQIHDLILDSATQTVVRAGNNIELPPIQF
                     
KLLKILMRQSPKVVTKQELMMELWGDEEPESDALRSHIYNLRKMVDKPFDPKLLHTVA
                     GVGLKIALEDSAT"
     gene            complement(832591..833919)
                     /gene="qseC_1"
                     /locus_tag="DSM_00780"
     CDS             complement(832591..833919)
                     /gene="qseC_1"
                     /locus_tag="DSM_00780"
                     /EC_number="2.7.13.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8X524"
                     /codon_start=1
                     /transl_table=11
                     /product="Sensor protein QseC"
                     
/translation="MIRTRHDGKTSHPLAQMFNRYYWLQIGLIALSIVVGLACSAWVI
                     
KGSLLKTALEQEMEHYWLRIERNPNADLPDTKNLYGYRWNTQVAPQPFRGMHLESGVH
                     
RVFVDGKERMTVYGERNGQHVLLVFGESNVNKLIWLFGLAPLMFSLSVLYSFLWWSNR
                     
RARRYFSPITRLANALENIDWAHQDTQASPFRDINTNGNMEAEYLKQALEKYHQVLSD
                     
FIRREREFTGDVSHELRTPLTILKGNVQLCQAKFGDDKSLVRLHNTIEDMQLLVDTLL
                     
AIARNTVKSLPSEKNLLSKTVKDLVESLEAVSAGKGIQINIQPDVSEQPRWLYPSMTQ



                     
MVLGNILRNALNYSQGSQIDIIQQKNSLIIADNGIGISLPNDVKVQELSDSQLSLKAK
                     GHGIGLQLVQKLCKQLGWRVELFDRQYYLTTHPELDLEPTTGLIVVVYLS"
     gene            complement(833952..834998)
                     /gene="cfa"
                     /locus_tag="DSM_00781"
     CDS             complement(833952..834998)
                     /gene="cfa"
                     /locus_tag="DSM_00781"
                     /EC_number="2.1.1.79"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A9H7"
                     /codon_start=1
                     /transl_table=11
                     /product="Cyclopropane-fatty-acyl-phospholipid 
synthase"
                     
/translation="MDFIVHQSLKIVESGVIPDHAIRAAIRALSKKRLIQEGRYDPEQ
                     
GAHRYMDVLNMLKKSEIAVETDKANEQHYELPTEFFQAVLGKRLKYSACYFPTKTTTL
                     
DQAEELALQIYCERAQLKNGQQILELGCGWGSLTLWMAENYPRSQITAVSNSATQKKH
                     
ILRQAELRGLTNVEVLTCDVNVLDLDQDKFDRVVSVEMFEHVRNYQLLFEKIQGWLKA
                     
DGLLWCHIFCHRFLHYPFEVKSDYDWMSKYFFTGGLMPSTSTFLHFQEHLELTQQWQW
                     
SGEHYMRTANAWLENMDNQEVELKPLFKKIYGKDANIWWQRWRIFFMACAELFGFEQG
                     QEWVIGHFLFKKRS"
     gene            complement(835007..835786)
                     /locus_tag="DSM_00782"
     CDS             complement(835007..835786)
                     /locus_tag="DSM_00782"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFWNLLILDLMIMLLSWLLATLNGRAGIVDAAWSFCLAVNIIVS
                     
SLLISVAPVEVRLFIGIFSGLWFLRLFWHLLRRYQSEQKEDGRYASMRKAMGKFQHIG
                     
FLFFFIFQTLLVLLFFLPMWTLLNVEATEWSSGYKVALVIAAVIMAIAFMGEQLADQQ
                     
LYRFKLNPDHHGKTMDQGLWRYSRHPNYFFEWLHWFAYPIIGLAAGQYVLWIYPLLMW
                     LFLYYVTGIPFSEKQAIKSRGQNYLDYQQKTSMFIPRKPKK"
     gene            complement(835816..837015)
                     /gene="ufaA1"
                     /locus_tag="DSM_00783"
     CDS             complement(835816..837015)
                     /gene="ufaA1"
                     /locus_tag="DSM_00783"
                     /EC_number="2.1.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O53732"



                     /codon_start=1
                     /transl_table=11
                     /product="Tuberculostearic acid methyltransferase 
UfaA1"
                     
/translation="MIKTFLYGEDDSLPLLLKSLLKLRHGQITFQGAWNGTVGEVSDL
                     
HAVIEVHNPLLMDLILKNGVLGAAEGYIRGDWSSEHLVELIQILARNRAVLDQINQNV
                     
IAQASQFFLKAWYQNRKNSISGSRKNIAEHYDLSNDFFKLFLDPSLMYSSAVFENENM
                     
TLEEASDLKKEIICKKLDLKPLDHLVEIGSGWGGFAIYAAQHYGCRVTTITISQAQYD
                     
EAVTRVNEAGLAHRIDVQLEDYRLLEGKFDKLVSIEMVEAVGAQYLSTYFDQCKALLK
                     
PKGLAFIQAIIIEDFRYKKALNTVDYIKRYIFPGSFIPSVSVLTQTASESGLRLKHLN
                     
DIGLSYAHTLHHWRARFLAAREQVLALGFDENFIRMWDFYLCYCEGGFKEGVISNVHL
                     LFESTSY"
     gene            complement(837012..837803)
                     /locus_tag="DSM_00784"
     CDS             complement(837012..837803)
                     /locus_tag="DSM_00784"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLLNKLAIAPALIRHRRYSPKPHEFTSTLNYLWFDPDQLVDITN
                     
DCSLWSTDHWNVLKLSKNDFLNMYHGSIRDRVEKAILQNNHLHLRPDWQIRVLALPRC
                     
LGFRFNSVVFYFVLNKAGKPLFILSEITNTPWNEREVYTHDCIKQQGQVGDYQSFDFN
                     
FEKSFHVSPFMPMQLTYRWRFSFSDQQNVIHMQLFEEQKQVFDATMRFELVPITFPSQ
                     QYRYALINSLAPFKMLFSIYLEAFKLWRKKVPFYRHPKKIKVDKT"
     gene            complement(837825..839087)
                     /gene="crtN"
                     /locus_tag="DSM_00785"
     CDS             complement(837825..839087)
                     /gene="crtN"
                     /locus_tag="DSM_00785"
                     /EC_number="1.3.8.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O07855"
                     /codon_start=1
                     /transl_table=11
                     /product="Dehydrosqualene desaturase"
                     
/translation="MKIAIIGSGISGLYAAWRLSEQHQVTVYEKNNYFGGHTDTHELE
                     
IEGTKVAVDSGFIVFNDYNYPLFTDMLKKLGVETQSSDMSFSVNNLVSGLQYNPSKKW
                     
SLFARPQNFLNRKFLQMLSDLLRFYDDNKDIDVADIDPNLSIEEYLDLHKYSHEFRYE



                     
HLYPMCGALWSAPVEQVGQIPYRFVVSFFQHHRMLQLKERPQWQTVKHGSASYIRAIQ
                     
KKCPPIEWKFAEVKAVSRSPETVLIETVEGQEQYDWVIFASHADDSLSLIKDASELEQ
                     
EILSQFGYQDNRMVVHRDLSIMPKSRLQWASWHVHVTPKSQVQNDEADIHYGFTYWMN
                     
NLQNLSCATQIFSTLNPNMKIKAEDILVERQYRHPVFDAKAIQAQSRWHEINGQNRTS
                     FCGAYWGWGFHEDGARSAARVVEQLLAL"
     gene            complement(839084..840055)
                     /locus_tag="DSM_00786"
     CDS             complement(839084..840055)
                     /locus_tag="DSM_00786"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSKFFLRWIDSWSDSENAQVGASSEYVIEKKIQWLRIIPFILLH
                     
IACLAAFWVGVSWFAVIFMLGFYFLRMFAITAFFHRYLSHKTFQTSRIVQFIFVLIGT
                     
MSAQRGPLWWAAHHRYHHHFTDTDQDPHSAKAGFWYSHVGWFLNEQNFATRKKVIKDW
                     
LKYPELIWLDRFSLPIVILTALAIYGLGSWLAQHFPELGTNGLQLLVWGFVISTVLLT
                     
HATLCINSLAHRYGSREFNTPDDSRNNFLLSLITLGEGWHNNHHFYAGSVRQGFYWWQ
                     IDITFYVLKLMSLFGLVWGLKPVPDKVYQYKKIKNLSIEKIENGEVL"
     gene            complement(840175..840738)
                     /gene="blc_1"
                     /locus_tag="DSM_00787"
     CDS             complement(840175..840738)
                     /gene="blc_1"
                     /locus_tag="DSM_00787"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A901"
                     /codon_start=1
                     /transl_table=11
                     /product="Outer membrane lipoprotein Blc"
                     
/translation="MKLLFKSLVISSSLAAVSLMLPLSTFADTNTKPVAVDSIDINKY
                     
AGKWYEIAHLPMFFQRNCVANTTANYSINADKTVGVLNSCTTKKGEMISSEGVAYPQN
                     
EGNSKLKVSFLPSGLRWIPFTKGDYWVLRVDPNYQVALVGGPSHKYLWILSRSPQLDE
                     ATYQSYLQTAKSYGYDVSKLVKTTQSK"
     gene            complement(840835..842238)
                     /gene="czcS"
                     /locus_tag="DSM_00788"
     CDS             complement(840835..842238)
                     /gene="czcS"
                     /locus_tag="DSM_00788"
                     /EC_number="2.7.13.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q44007"



                     /codon_start=1
                     /transl_table=11
                     /product="Sensor protein CzcS"
                     
/translation="MNFKFVRSLEVRITLLVTLCSALILCSVGFMTYLGINQILLKQQ
                     
DKALADRINRLEILLQDSENVEQIIARPKLYQNMLGNQDNLFLFIHKDKTLININPLH
                     
IQLPPLAQRDSLQFQDLANNSYPTRIAWKTIKINNEPYLLIAGKQWSERINILLPFQE
                     
SLLIYVVGGVFAIFVLCILVCHLGLKSLQQLRKQTHSINVNQLQKRLNLPNSPLEVDL
                     
LSKDINHMLERIEKGYTQLNRFSEDIAHEFRTPLNNLIGQTEIALTGERSVEQYEDLL
                     
VSHLDDYHRLKRMIDSMLFLARADQKMVLVNKQEINLQDVMDRLCQIFEYQAEEQDCH
                     
FSFNLEAQTLFADPELFQRAVYNLILNALVHGGDKRTIYIATKHKMIEHKQWVSLTVV
                     
TGGISIAEHQLEHLFERFYQCHASRSDENQTGGLGLSIVASILDLHHGRYRVYNTVEG
                     VCFELDFPVADALKKYN"
     gene            complement(842235..842906)
                     /gene="czcR"
                     /locus_tag="DSM_00789"
     CDS             complement(842235..842906)
                     /gene="czcR"
                     /locus_tag="DSM_00789"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q44006"
                     /codon_start=1
                     /transl_table=11
                     /product="Transcriptional activator protein CzcR"
                     
/translation="MRILIIEDEMKIATYLVKGLKESGYQAECVHLGLQGLEMLKRDQ
                     
YDLLILDVMLPDIDGWSVLQVLRQFSKIPVIFLTAKDQVMDRVKGLELGADDYLAKPF
                     
SYIELLARIKSLLRRQQYLQENELSISDLKMDMVGHKVWRSGNLIELSKTEFNLLRYL
                     
LLNKEQIVTRRQIGSEVWNINFDTDTNFIDVAVRRLRSKIDEGYELKLIHTIRGLGYK
                     ISVSL"
     gene            843011..843499
                     /locus_tag="DSM_00790"
     CDS             843011..843499
                     /locus_tag="DSM_00790"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKLNWLMLAAMLFGSSTFAQPPALNQVYSLDLQTAHLLADSAK
                     
EACKKLNQNIAVVVVDRGGNPLTAERHELVGPHNLMAAEKKAYTALSTKTSTLVLSQN
                     
SNQNPDAKNLTTVANLLLLGGGVPVRFENQVIGAIGVAGAGGAQNDNQCASKAIETVF
                     RS"



     gene            843510..843911
                     /gene="hiuH_1"
                     /locus_tag="DSM_00791"
     CDS             843510..843911
                     /gene="hiuH_1"
                     /locus_tag="DSM_00791"
                     /EC_number="3.5.2.17"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76341"
                     /codon_start=1
                     /transl_table=11
                     /product="5-hydroxyisourate hydrolase"
                     
/translation="MTKSFIALSSLFIASATFAQTNPLSVHVLNLETGLPSSQVEVVL
                     
EKNTNNQWVKLNQQVTDSNGRITALYPENKKLEQGVYKVTFKTEDWFKKNKQQTFFAE
                     VPVIFKVDGSVNHYHIPLLLSPYGYSTYRGN"
     gene            complement(843970..844677)
                     /locus_tag="DSM_00792"
     CDS             complement(843970..844677)
                     /locus_tag="DSM_00792"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKNKKNRSLQHSKVAKWLLGSGVLLTAIAMTACSSSPTPNYYTL
                     
TPKVTPVSNSTVQVIEVLPVGIPDRLDRAPLVLQDSNGKSTVLDNERWTSTLGTQLRD
                     
TLSAGLQQKLGAIDSYSSGLSGNNQPLYRVSTDFSHFDIVDNSNINVAVSWVVKRQIP
                     
PTQLESTNPKVISNRGAQLNCRIAFKQPIDQKAKKMEAIVGASNEAMSQIINTISSSI
                     VALDSNKKSIISNGVCS"
     gene            complement(844667..846367)
                     /gene="pqiB"
                     /locus_tag="DSM_00793"
     CDS             complement(844667..846367)
                     /gene="pqiB"
                     /locus_tag="DSM_00793"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P43671"
                     /codon_start=1
                     /transl_table=11
                     /product="Paraquat-inducible protein B"
                     
/translation="MIPLIPVNKRTMSMSENKTTSETSDHHETDVELENMNDLPEPQE
                     
KKNRWKPLLIWIIPLIALLIALSLAVKALLSNGPTIEVSFRTAEGLVAGKTTVRYKQV
                     
DIGVVRQIDLAEDRSHIIARIDLRKDASNFAAQDSRFWVVRPRIGTSGVSGIDTLLSG
                     
SYIEVDGGKSPEKKLEFTGLEIPPVITSDVPGKEFFLKADDLGSLDIGSPIYYRRINV
                     
GQITAYKLSDDGKSVELQTFIRAPYDKFVTTDTRFWQASGIDVTLNASGFNLDTQSLA



                     
SIVAGGIAFGFPENSNATVAANKSRFNLWDSKAEALKEPDGLPRGVIMYFDHSLRGLA
                     
VGAPIDFMGIEIGSIKSINAEFYNNYKQIRMRVEAVIYPSRVENGQALNPNSDIFKDF
                     
VEHGWRAQMRTGNLLTGQNYIALDKFSKAKPATLQILNDGRVVIPTTATELSGLQAQV
                     
SQIADKLTKFPLVEIGQDVRKTLKNMNTAIESTDKLVKQLDGKVAPGLQATLDDVRKT
                     
VRSSESILSSDAPLQQDVRKALQQMTRAAASLQLMADYIEQHPESIIRGKRPEANDEK
                     "
     gene            complement(846342..847148)
                     /gene="pqiA_1"
                     /locus_tag="DSM_00794"
     CDS             complement(846342..847148)
                     /gene="pqiA_1"
                     /locus_tag="DSM_00794"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFL9"
                     /codon_start=1
                     /transl_table=11
                     /product="Paraquat-inducible protein A"
                     
/translation="MAKIKNVTPEKITNTNMILKQYPRAKDLSLILCHCCGLLNSSKV
                     
NKTDAHKNQFLRCVRCHSVLHERKPGSLNRTFALVVAATILYIPANVLPMTVTDSLLG
                     
RQQDTIMSGVIYFWQSGDYLVSVVIFMASIFIPMLKLLILYFLLLVVYIQSSAAWKFA
                     
PEQCIKLYRIVEFVGRWSMIDVFVVALLTALIQIQSLATILAGPGSIAFGAVVVLTMF
                     ASLSFDPRIIWDNFYASQNTNKPNRVSSEKNTIIQAEHSPLNNDSINPSQ"
     gene            complement(847136..847753)
                     /gene="pqiA_2"
                     /locus_tag="DSM_00795"
     CDS             complement(847136..847753)
                     /gene="pqiA_2"
                     /locus_tag="DSM_00795"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFL9"
                     /codon_start=1
                     /transl_table=11
                     /product="Paraquat-inducible protein A"
                     
/translation="MKLKELAGCEECDTVYRRVPLAYGKRAYCVCCGAELYRHTKPFT
                     
TLLALILTALIVFVIANSFPIVKIELQGNISETTLLGAVWVMFHYDRAFVGVLILITT
                     
FIVPLTYLLLLGYVLGTVSILKKRPQFLVGALRTLYFMRVWGMVEVFLIGILVTLVKL
                     MGMVLVIPEIALWAFAVLSLLMVYITSVKVSDIWNEIDRSQPWQK"
     gene            complement(847986..848876)
                     /locus_tag="DSM_00796"
     CDS             complement(847986..848876)
                     /locus_tag="DSM_00796"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1



                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDDHHLKRKVGTLEMVVAMLLSGSIGLFVIKSGQSPVNIVFFRC
                     
LISALCLIPICYYYGHFKKVYFGKKELFLMVTSGLLIIFNWVLLFAAFPKTSISLATI
                     
VYHVNPFVILFLGALVFHEKLNKNDVLWTIVAFIGLIVIIGLGNASVNSNELVGLGLV
                     
LIATTLYSISVLITKKLSNTPPLLIVFIQTLSGAIAMTPFMSVFENPPIGQQWLFVVG
                     
LGVLHTAFLYYLMYSAIKKIPLNNIAILSFIYPISTIVIDYFFFDHVLTSTQVLGAGL
                     ILLGVLGVKLHWNIFALKSA"
     gene            complement(849111..849665)
                     /locus_tag="DSM_00797"
     CDS             complement(849111..849665)
                     /locus_tag="DSM_00797"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKNLGTSFRALHVLYIASDLFKQYGFHKVGVDRIISETKISKAT
                     
FYNYFHSKERLIEMCLLLQKDTLMEKVRVEIETTHYSTFAHKLRQIYLLHANLKSAYY
                     
LLFKAIFEIKTSYPIAYQTAIRYRRWIKNEIFCLLMETKKAVSYAEAEIFIFMIDGAI
                     LGLLTSDSVEEQTKLLDYFLVRVN"
     gene            850393..850902
                     /locus_tag="DSM_00798"
     CDS             850393..850902
                     /locus_tag="DSM_00798"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTLNTVMLSTQRLTLKPFTANDADETYNCITPTLTRYMAWDPQP
                     
RHEFDQTWSNWLKNFALGNEIIFVIRETSSQVFIGLVGLHRMQTSNPELGIWIREDYH
                     
YHGYGREAVTAVAKWAIDFVKPDFFVYPVAEENYPSRKIAESLGGKVVSKFTGPKYEL
                     VTYEIPVSF"
     gene            851015..851773
                     /locus_tag="DSM_00799"
     CDS             851015..851773
                     /locus_tag="DSM_00799"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKNIRIGSYQWMQATNGQLSFKEKIKLIQKIMMPSILNSIKINY
                     
YRFQTGNDFDIGQIVIPDTQMIKIALEELESKASISIYNHSWRTYFWGAALGHLQNRQ



                     
FDPESLLLASLFHDIGLTEQHMHSKGCQCFTYESAKQFEQKAKEYNFDDKKSEVIKDA
                     
ICLHMNGYIEDSDPSEIILLQQGASCDVISDNQYKLPLSFRNEILEKYPRNQFNKEFI
                     KLINLERKKVPSSRTGLLYDLGLPLMIKSNLYNE"
     gene            851909..852529
                     /locus_tag="DSM_00800"
     CDS             851909..852529
                     /locus_tag="DSM_00800"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNDSVKWLEILNKITGIAQTGLHYSKDVYDKERYEQLLGHIEHL
                     
LELKEINTENFINNVLQDVGYATPKLDVRAVVFKENKLLLAKEIGDGRWSVPGGWADV
                     
GYSASENAEKEVLEETGLRVKAIKLLALTDRTKHPHPPMFLHVYKAFFWCEIIDGELT
                     PSIETPEVGFFSRDELPPISTARVTEEQIQQFFDYLESIPEATKFD"
     gene            852921..854408
                     /gene="proP_1"
                     /locus_tag="DSM_00801"
     CDS             852921..854408
                     /gene="proP_1"
                     /locus_tag="DSM_00801"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0C0L7"
                     /codon_start=1
                     /transl_table=11
                     /product="Proline/betaine transporter"
                     
/translation="MRTSEKQVKPIEIDDINIIENEKTKKAITAAALGNAIEWFDFGV
                     
YGYVAYVLGKVFFPDASPSVQMIAALATFSVPFIFRPLGGLFFGHLGDKYGRQKVLAI
                     
TVIIMSISTFGIGLIPSYETIGLWAPILLLIVKIVQGFSIGGEYSGAAIFVAEYSPDR
                     
KRGFMGSWLDFGSIAGFVLGAATVALITHAVGETRFAEWGWRIPFFLALPLGIIGLYL
                     
RNRLEETPVYQQHSEQQAQKSKPQKFSFKEIFVKHKRSLLVCIGLVISTNVTYYMLLT
                     
YLPSYFSHNLGYSEAHGALIIIAVMVGMLFVQPVIGYLSDKFGRRPFIFIGSFSLIFL
                     
SYPAFVLLNSGVNYQIFIGLLILALSLNMSIGVMASTLPALFPTEIRYSALGIAFNFS
                     
VVIAGLTPTLTATLVETTHNLMVPAYYLMICGVVGIATAMYLKETANKPLIGGVPIAH
                     NIEEAQELLEEFHETIEQKIENIDQKIQELQQKRQKLADKHPDIA"
     gene            854835..855071
                     /locus_tag="DSM_00802"
     CDS             854835..855071
                     /locus_tag="DSM_00802"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11



                     /product="hypothetical protein"
                     
/translation="MMEQQTLLQELNSLIEYYSKRTDCPPSRIRIGYRAYAKLMQCPP
                     FADEVINSALDPNKRKYKKIKIKITKDDDQLEIE"
     gene            complement(855130..856149)
                     /locus_tag="DSM_00803"
     CDS             complement(855130..856149)
                     /locus_tag="DSM_00803"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNIKTKKLLRHLCMFSGLMLTGNMAHAACSVSASGTSSISVPSI
                     
YLMENGENSSQFNSGLSCTGFSLALANMTYLKYRVEQMSNSFTNAQTGEKLNAIILDS
                     
NNEIISLGQEKDMSSFTLVNLFSGPDGNLPFYIRLPAGQSVSPGVYQADSPLKVKWFY
                     
SVPAVAIVGIGVFFESPGFRRGALGIGFNWGSGADSLGSLSITVLPDCRILAQDVNFG
                     
TAAFASKLEPVQSSMGIRCSVNTPYYVSLNNGLSPQNGNQRAMKSQTGNTFLKYDIFK
                     
NSSNDRWGSGNERWSSLNATINPGVHNGVTQQNYVFTTKIVDENADTIPAGTYQDTVT
                     VQVEF"
     gene            complement(856146..858644)
                     /gene="caf1A"
                     /locus_tag="DSM_00804"
     CDS             complement(856146..858644)
                     /gene="caf1A"
                     /locus_tag="DSM_00804"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P26949"
                     /codon_start=1
                     /transl_table=11
                     /product="F1 capsule-anchoring protein"
                     
/translation="MILRHNNLCKSILLILLSGGCLNIPNTVFAGDLPPPPRDINEIN
                     
QLFKLYLDLVVNQYSVQQVVPVIVKNDEYFIQKKKLIDELEINIPQELLTNTDTSLSN
                     
QDVLTLGFSGDASDWISLDKLKDVSYEYQSSNQYFKLNFPPAWMPTQVLGKDSWYKPE
                     
VAQSGIGLLNNYDFYTYRPYQGGSTSSLFTEQRFFSPLGVIKNSGVYVKNQYKNEGNA
                     
ESVDNDGYRRYDTSWQFDNQKNATSFLLGDIITGSKTTWGSSVRLGGFQVQRNYSTRP
                     
DLITYPLPQFIGQAALPSTVDLIINGQKTSSTEVQSGPFILNNVPFINGKGEAVVVTT
                     
DAVGRQVTTSVPFYISNTLLKPGLFDYSLSLGKIREDYGLKNFSYGKFASAADARYGV
                     
NDWLTVEGRTELSSDLQLLGAGSVLKLANLGVLSASFTQSKADKSMSEDRTKDLEGNQ
                     
YTVGYSYNRNRFGFSINHNQRDDEYTDLSRLQYSNLISVNSNKSLTANTYFATKNSGT



                     
FGVGYINTKANDFKNRFLNLSWAPVLPTYMNGVTVSLSANRDFIEKEWSAAFQLSIPL
                     
FQRNATVNSGYAFNKQGDTGYVNFNRSVPSEGGFGVDLTRRFNENSEDLNQARVNYRN
                     
SYINTDFGLSGNHDYNYWFGLSGSLIYMAGDLFASNRLGESFALIDTNQVPDVLVRYE
                     
NSLIGRSNKKGHIFVPSVTPYYSGKYSVDPIDLPSNFTITQVEQRIAAKRGSGVVIKF
                     
PVHQSISANVYLTQADGKPVPVGAVVHRADQESSYVGMDGIVYLENLKPNNTVTVQRS
                     DQSICKADFSVDVEQAKQQIVVVKPVTCHEVSLP"
     gene            complement(858641..859474)
                     /locus_tag="DSM_00805"
     CDS             complement(858641..859474)
                     /locus_tag="DSM_00805"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVICMNNSAFIKNGILKSFLFASTLSLVTPVMAQATFLIWPIYP
                     
KIEANEKATAVWLQNTGKTDAMVQIRVFKWNQDGLKDNYSEQSEIIPSPPVAKIKAGE
                     
KHMLRLTKSVNLPDGKEQSYRLIVDELPIRLSDGNEQDASKVSFQMRYSIPLFAYGKG
                     
IGSGLTEESQKLNAKNALAKPVLQWSVRNNQQGQSELYLKNNGQKFARLSALKTSKTG
                     
NDISLGKAAFGYVLSNSTVKFAIDQSTAHELAKTSKIYGVDSSGIKQELIEITKMEDP
                     S"
     gene            complement(859468..859986)
                     /locus_tag="DSM_00806"
     CDS             complement(859468..859986)
                     /locus_tag="DSM_00806"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKYLYFKAIFLLSVSQFIYAADPQLNSSFKVQAKIENGCSIDNI
                     
EQNMDFGKYSALSKNKVVTNIINSKGSWNIRCTESLPVSVSIDGGENLQNNTRRMKNG
                     
SSTNYLSYKLYNSSSLSNEYIVGNKYLLPATTPTNRLANFEIYGVVDLENNNEPHTAG
                     IYKDTVSIMITW"
     gene            complement(859992..860540)
                     /locus_tag="DSM_00807"
     CDS             complement(859992..860540)
                     /locus_tag="DSM_00807"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIFNRGSAFIISYFLISLVNAGEIGAKLTSQIELLPSCSVNNNV



                     
VENNATNLNFGTIDFGEATTAFKGVLEASLVNNGNSGFQIECAGISTVKIIFGAGNND
                     
SNIPASFSQNYYHALSNGRDFIAYNLLYGLNKQVIKANEAFILNDMNNKKNIDIFGQA
                     THDGSRISKGEYKDIVPITIEF"
     gene            complement(860615..861151)
                     /locus_tag="DSM_00808"
     CDS             complement(860615..861151)
                     /locus_tag="DSM_00808"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKNIQKSLLAALIVAGYAVNTQAAVTGQVDVKLNISTGCTVGGS
                     
QTEGNMNKFGTLNFGKTSGTWNNVLTAEVASAATGGNISVTCDGTDPVDFTVAIDGGE
                     
RTDRTLKNTASADVVAYNVYRDAARTNLYVVNQPQQFTTVSGQATAVPIFGAIAPNTG
                     TPKAQGDYKDTLLVTVNF"
ORIGIN      
        1 taaaaggtgt atttgctgca ggtgactgta ccactgtacc gtacaagcag 
atcattattg
       61 ctacaggtga aggcgctaaa gcatcactct ctgcgtttga ttacatcatt 
cgttctgggc
      121 agtaaaatct agcctaaaac aaaagagcca aaggatatcc tttggctctt 
tttatttttt
      181 atggtttata caaaccatgt tcaactaaat gctctcgtaa aatacgacgt 
agttctaata
      241 cggcttgtgg tgttaactga atagagtgtc cacccggtag aactttctca 
gatttagcac
      301 cttctaagtg agcactttta taaggaacaa taccatcggt aatcacattt 
ggatcatcac
      361 ttttggtaat gttgcccata attgagtgga agattaaccc ttgatgtgga 
ttaatattct
      421 cagtgagttc cataaattta gattgatggc ttaagtcgct tggtccattt 
tgaatcaggc
      481 cattatcaat attattcaag aaatctttaa tatctaaatt ttctgtggtg 
agcgaagttg
      541 caacagctga taaaaaagca cccggtaagc ggataatttt acgtgctgcc 
aaggtaaacc
      601 aacgatctgc ataatcagta cctcggtgtg gcgatgccaa gaaaattgca 
cgatcaaagt
      661 tactaattga atgcatttgc agccgttcag tcaccatagg atgtttctta 
aaacggtttt
      721 gctgacggat cgtcatcatc tccaaggcag gtttagtaat atcagcatca 
cttacaagta
      781 aacggctaat aattcctccc atactatgac ctacaagcac cgcatcatgc 
gcagcaggat
      841 cacttgggtt taacgaaccg aacgcttgtt ttaagagtgc ataaatctgg 
aaccggcttt
      901 ccagaattgg catattggtc gagtagaaga cttgccaaac ttgatagtta 
tctcttaaaa
      961 cagtatcgcc catgacatcg ttagtgagtg caatccatgc ctcggggcta 
cttgccaaac



     1021 catggaccaa cacaataatt tttttgtttg ggttataagg ttcaagcata 
tataaatgcg
     1081 gcatggttaa gtgctgatca cgatcaatca aactcaaata agccgctaca 
cctaggttgt
     1141 tttctgctaa ccacaggcca taaggagctg agaagtttgc agctaaagga 
tattgcttac
     1201 cagcgacatt aatattatcg gttcgataag gatcataaac ccgaattaca 
aattctggat
     1261 cattaataat ttcttgaacg gttttggcat gtttaggctc cgcaacaata 
gttgccgcta
     1321 aataacgtgc atggtgaata ttaggattta caccattttt atagctgtaa 
ttaagtggat
     1381 ctaaaatgta ttcattaatg tcttctttgc ctgaacttgg gaagacagcc 
acaaattcgg
     1441 aaccgaaacc atcacgacgg ttgattgttc ttaaacctga gaaatttaag 
ttataacttg
     1501 aaattaattt ttctaatttt tggccagata attgtctatg aaactcaaaa 
tcaattgaat
     1561 atacactctt accaatatgg atttgtggct ctaccacatt tttttgtgga 
taccttaaat
     1621 catacacact gaccattttg gcaatcgctt gattatagaa gtcgcgtatc 
tgaacttgtc
     1681 tattatcaaa aatacgatca gtcggctgac gttttgtaga aaacagataa 
gcatagctat
     1741 aacggatact cttatcgagt agacttaact gttgatctaa gcattcatca 
tatttatttt
     1801 gaataacttt ttgttcttca gttggcttat gtttagtgaa acgactaatt 
ttacattcag
     1861 aagaatctga caaagccatt gctttcgcca gatacatttc actcgcagcc 
gataacagct
     1921 gttcatctaa aatttggggc agatttttaa gttgattaac acaagtatca 
ggggagtctg
     1981 tacaggcctt agcttcttgc cctgacatgg acaaaacatt aagacttgct 
tcacttagtt
     2041 tatcttgggt aagaatacta ttacgctcat ttgcaatagt aacgttgaga 
gcttgttgct
     2101 taacattgac gacctgacat ccactcagga ttgaaccgag gagtatgacc 
gtgaagagcg
     2161 ctgagtttct ttttctaaca aacattatgg tcaaatatgt ggatcagtaa 
tatgctgatc
     2221 atacaaattt taaagtattt ttcaattgat caaactttaa aaaagggctg 
tcaaatcagc
     2281 ccttttttaa agtttaagtg cttacttttt tgtagctgcg cttggggtag 
cagaagacat
     2341 agcagggttt gttaaaactt gccatacatt ccagcgacct tgtttttcaa 
tttcttgaat
     2401 taaacggtct gctacttcag cttcatcagg gtatttaacc ttgtaatttt 
ttagagtctg
     2461 aatcgcattt ttcttttgtt ccattgcaat atagttattt gcagcggcta 
aatatgcttc
     2521 ctgaacatta cctttaatag ctttatctaa atacggaata gcctcacgtt 
gaccgccacc
     2581 ttcagacaaa ccaaaaccaa accagaaatt cgcctcagca tcatctggat 
taatttttaa



     2641 aagtctttgt gcatattcta aagacttagt ggtatgagca gtacctaaat 
caaggttacg
     2701 ggcaagtaca cttgctttaa aagcacgaat aagaatatca aatgaagcat 
ctggattagc
     2761 agctaaagta tctaagcgct gagtcacttc cttaagtttg ctttcaaagc 
ctttacgttc
     2821 ttgacggtca gtaaaacgag gtggatagtg acgcgcttta ccttcaacaa 
gttgtaagaa
     2881 gtcatcaatt tcagttacat caatttcatt atcgcccgct aaaactgcgt 
acttcattga
     2941 acgttgtgag ttgttgactg taggtacgat caatttattc gtatctaatg 
taagtgtttt
     3001 ggttggatcg tcctgacgag ttacaaccat tttggttaca ggctgtgcag 
cagcttcttt
     3061 taaagcaact tcaaatgcag gtggagcatc ataattaaat gggtttaatg 
cataaaatgg
     3121 aggtgtaagc tctggttcct taaaaacaaa cggctcaatt ttttgttctt 
ttacaggtgc
     3181 catggtacac gctgttaaac ttgaggtcgc aagaaggata tatgccaaag 
gcttaaaatt
     3241 cataggatct tccgttcatt ttataaagtt aaataaggta caacaagtct 
aggaaaacct
     3301 aaaccgacat gcaagggtaa gcgtgttaca ttatgaatca agaatattac 
gtttttgatg
     3361 tcttgttttg cgcaccgcat tcacgacgaa cttcttcaag aatttttagc 
tcttcatcac
     3421 taaaaggctg ttcatcttga ctttcttttt tgaaagttgg gtcaagttcg 
gacaaacgct
     3481 ggcacaaatt attcatacgc gtttcattgt gctgaatacg gtcaagtaaa 
acacgcattc
     3541 cttctaaaat tgggtcagat tgatcagcag tagtcgcata cggagcaaaa 
ccaatacttt
     3601 gtgcataatc acggcgacgt tcttcatctt tatctttagt tttgtcggca 
tctttataga
     3661 tataacgtgc agggttacca acagctgtta caccagcagg aactgctttt 
gtgactaccg
     3721 catttgaacc aactttggcg cctttaccta ccgtaaatgg acctaagatt 
ttcgcaccag
     3781 caccaacaac cacgccatct tctaaagttg ggtgacgctt acctttattc 
caagtcgtac
     3841 cacctaaggt aacaccgtgg tatagcgtta catcatcacc aatttcagca 
gtttcaccaa
     3901 ttacaacgcc catgccatga tcgataaaga agcgtttgcc gattttagct 
ccagggtgaa
     3961 tttctatacc cgttgcaaaa cgactaaatg acgaaacaaa acgggcggta 
cctttgcaat
     4021 cttttttcca caattcatgt gcaagtctat gcaaaagtaa agcgtgtata 
cctgggtaag
     4081 tggtaagtac ttcgagtgta tttcgtgcag caggatctcg cgcgaataca 
gcctgtatat
     4141 cttctttaag ctgtttaagc attggattga tcctccttgt ccgatgatgc 
ttttttccat
     4201 ttgccgcttg tgagggcttg gactcgacta aaaataccgc gaagtaaatg 
atattccata



     4261 cgatctaatt gtatacgacc aaataaacga cgcaagcgta aaggtagtaa 
acgtggattt
     4321 tctggatcta aaaattcaat ttcggtgagc attttttcca aatgagggta 
gaactcttcc
     4381 atttgctgct gagtcactaa cggctcatcc cattgcatgc tttgaccttg 
agtaagcggc
     4441 atttgcccag catcagaagc aacttctttt tgctctaata ccgacatacg 
aagttcataa
     4501 caaactactt gaatcgcttg agcaacgtta agtacaccat agtccgagtt 
tacaggaata
     4561 gtaaggtgat aatttgccaa agccaattct tcattggtta aaccgcggtc 
ttcacgtcca
     4621 aaaacgatcg caatttgttg tccttgagca gccgccttga ttgcttcttt 
ggaagcaggg
     4681 cgaacatcta acaaaggcca tggaatagta cggcttcgag cacttgtccc 
gaaaactaaa
     4741 tggcaatctt taattgcttc ttcgagtgtt tcaacaattt caacctgttc 
taataaatct
     4801 tgtgcaccag cagcaagcgc ctgaatatct ggatgtggat acatttttgg 
tgaaaccaga
     4861 accaacttac tcaagcccat cgttttcatt gcgcgtaaag cactgccaat 
attagccggt
     4921 aaagtggtat tgaccatgac aatacgcact tgtgctaatt gttttgacac 
ggcggtgtcg
     4981 tcaaacaaac tcataagatt tccagaaatt acgaatattg agaaacttcg 
ctttggtatg
     5041 aatccaatgc atcatcaata gtcatgtcca caggaggtga ggcaacaggt 
tgtggacgaa
     5101 caggttctgc tgctttagct gccttagatt ttacctgata ttcaatatga 
atattatcct
     5161 taccaaagta atctcttaat tttgcaagaa gttcatctaa aggagcgact 
ttccattgtg
     5221 ggccaagctg aagctcagcc tgagcatatg gttggtcaat ctgtaactgt 
attgcaatat
     5281 gctgatgcat atcgacatta caataaggca ataatatatt ttgtagatct 
tttgccaaac
     5341 ttggttgcaa tagatcatgg gttaacttga tttgaatgct attggcgcgt 
ttttgtctga
     5401 tttcatttaa gctaaacgct ttgttcaagc gtcccattgg acgatcaaaa 
ccttcacgct
     5461 catagatctc gccttcaaag acgactacgc gctcaacttg aataatatct 
ttaaagcgtt
     5521 ggaaacgttc gtggttacag ctgacttcaa tacgtgctgt tccgtcgtca 
agcacaataa
     5581 caacacggtt tgggaaattc gctacatcaa ggacaagtcc tgcataaaca 
gtcgttacac
     5641 cgcgacgagt tgcagtaatt tcattaagtt ttgcaggaat aaacgctttg 
agttcttgac
     5701 gataaacatc aattgggtga cctgttaaat atagtccaag tgtatctttt 
tcgcctttga
     5761 gacgaacttc atcactccat ggcttaacag gtttagctgg tttacgttga 
acttcttcaa
     5821 cttcaccaaa taagtccata ataccgcttt cacggttact acgtgcctgt 
tcggcagctt



     5881 ggacagcttc tggcaattga gccattagac ttgaacgttc aatacctaaa 
caatcaagcg
     5941 caccagcacg gataagtgct tctaaggttc gtttattgat ttttttcaaa 
tcaatacgat
     6001 ggcagaaatc aaataggtca gtataaggcc cttgttggcg acgtgagtca 
ataacagact
     6061 gcattgcctg ttcaccaaca cctttaattg cccctaaacc ataaacaatg 
gttttatcat
     6121 cgctcgcatg gaaatgataa gtcgacatat tgaccgatgg cggtaagacc 
tcgagcccgt
     6181 tatttcggca gtcatcaatc aaaaatacga cactgtcagt gttctgcatt 
tccgatgaca
     6241 ttactgctgc cataaattcg gcaggatagt gggcttttaa ccatgctgta 
tggtatgcaa
     6301 caagtgcata ggctgcggcg tgcgatttgt taaaaccata gcctgcgaac 
ttttccatat
     6361 agtcgaagat atggttagct gtgctttcat caataccttt ttgtccagca 
ccctcaagga
     6421 agatttggcg ctgtttcacc atttcttcag gtttcttttt acccattgca 
cggcggagca
     6481 agtcagcgcc accgagtgtg taacctgcac aaatctgtgc agtttgcatt 
acctgttctt
     6541 ggtaaaccat aatcccgtag gttggttcta atacaccttc tagcaatgga 
tgaagatact
     6601 caaattctcc accatgcata cggtgaataa agtctgggat cagatccatc 
ggacccggac
     6661 gatataaaga tacgaacgca ataatttctt cgaatttact tggacgtgct 
tctttcagca
     6721 ttcgtttcat accgacggat tcaaactgga ataccgcggt tgtatttgca 
tcagcaaaga
     6781 cagaataagc tttagggtcg tcaagaggga cgtgcgaaat gtttaaaggg 
tcattgctat
     6841 cgcggttttt attaatattt tgaatagcat cttcaataac ggttaagtta 
cgtagaccca
     6901 agaagtcgaa ctttacgaga cctgcagctt ctacatcatc tttatcatac 
tgtgctacgc
     6961 ggttagtacc gtctgcgtca caaagcacag cagagaagtc ggtaatttta 
ccgggtgcaa
     7021 taacaacacc accggcatgt ttacctgtat ttctggtaat accttctaac 
tttaatgcca
     7081 tttcccaaat ttcgctggca tcatcattat ctgggttgga agggttggta 
acaatatctt
     7141 taagctgagg ttccatttca atcgcagttg ccaaatccac accaagtggc 
ttagttggaa
     7201 ccatttttga aatacggtca gctagaccat aagactttcc taaaacgcgg 
gcaacgtcac
     7261 gaatcgcacc tttcgcagcc atcgtaccga acgttgcaat ctgagacacc 
gcttcacggc
     7321 cataagtacg tgatacataa tcgatcacac ggtcacgacc tgcgatacag 
aaatcgacgt
     7381 caaagtcggg catcgataca cgttccgggt ttaagaaacg ttcgaagagt 
aggtcataac
     7441 gaagtggatc aagatctgta atttttaagc tataagctac taatgaacct 
gcacctgaac



     7501 cacggcccgg tccaacaggg acaccattgt ttttcgccca ttgaatgaag 
tccatgacaa
     7561 tcaggaagta accagggaat cccattttca ggatgattcc gacttcataa 
tctattcgtt
     7621 catcatatgg tttacgaatt tcaggccagt cttcaccacg cttttcgaca 
gggtaaaggt
     7681 aatttaagcg ctcttccaaa ccttcttttg ataagtgctc aaaataggta 
tcgatggtaa
     7741 aaccatcagg aattgggtac tcaggtaaaa agtaagtgcc gagctttaaa 
gtgacattac
     7801 agcgtttagc gatttgatag gtgttttcaa tagcactagg aatatctgag 
aacagctcaa
     7861 tcatttcatc agaagttttg aaatattgct ctgggctata taagcgcgga 
cgtcgatcat
     7921 ctgctaaaac ataaccatct gcaatacata cacgagcttc gtgcgcttcg 
aaatcttctt
     7981 tttcaataaa gtgcacatcg ttgtgtgcaa caacaccaat attatatttg 
gctgcaagtt
     8041 tggctgcttc ttgaataaag tcttcttcgc caggacgatc agtacgtgtt 
aaggctagat
     8101 aaacacgatt accaaacttt tcgatccact cttcaagtaa aggttctgct 
ttttgcgggt
     8161 tagatgagca aagcatttgc ccaacatcac tatgttggcc aagtaaaaca 
ataatatctt
     8221 gatgctgctc taggacccat tctttttgta cacaagggat actgagttgt 
tgaccttcaa
     8281 taaagccacg cgaaacaatt tcggtcagtc ctttccatcc aatatcactc 
attgcaagca
     8341 aagttgcacg atgttgggca tcattaagac ggattgtact acccaaaatt 
ggcttaatgc
     8401 ctttcttaag gcaagaatta taaaacttta cagcagcatg aaggttagat 
aagtcggtaa
     8461 gtgccagcgc aggcatttca tcctttaccg cagtcttgac caagtcgggt 
atgcgaacaa
     8521 tcgactctgt aatcgaaaat tctgtgtaaa taccgagatg aacaaactgc 
ataaaccaat
     8581 ccttaatgcg accgcagcat agtttaacac gcaaagttca aacgaaatgc 
ttaatatttt
     8641 ggcaactgtt atggatttta gtatttaaac agaaggttga gaacacgaaa 
gtgaaggatt
     8701 gatcaaagtt gttcttttat ttttaaatag aaaattaaag cgaataaaaa 
gaaccagccc
     8761 aaattgattt gggctggcta gaaattttag tactgccaga acatgcgttg 
aatttctttc
     8821 gcatcgttag tttttgtaag tgccaacgct gcaagaagac gtgctttttg 
aggattcaaa
     8881 tcatgagctg ctacccaacc atatttagag tcaggttgtt ctgcatcacg 
taatacaaaa
     8941 ccttgtggaa cgcgtgatga gcggataatt tgaataccgt ttttgtcatg 
aagattttgt
     9001 aatgttggaa cgatatattt cgctacagaa ccattacctg tacctgcatg 
aataatcgct
     9061 ttagcgccag cttttgcata tgcttcataa gcgtcaggaa gcatagagtc 
agaaccataa



     9121 acgatttgta ctgttggaag agcatcacct ttaatatttt caatattaaa 
ttctgaagca
     9181 ttggtatgac gtttaacaga ttgtctaaac caatatggtt tgccttcaac 
aagtgtaccc
     9241 aaagcgcccc attggcttac aaaagcattt gtatgaatgt taatgccttt 
agttacatca
     9301 cgagcagcaa aaatagagtc gttcatgaga accataacac ctttattttt 
tgcatcatca
     9361 gaagcggcca atgcaacagc actataaagg ttaagtggac catctgctga 
aagagcagtt
     9421 gatgggcgca ttgagccaac aagtacgatt ggtttatcag tatgaacaac 
aagatttaag
     9481 aaaaatgctg tttcttctaa agtatctgta ccgtgtgtaa tcacaacgcc 
atttacagtt
     9541 ggctttttaa caagttcatt tacttgacga gcaatttgta ataattcctt 
gtcagtaata
     9601 ctttcagaag ctacttgtaa tgcttggata ccagatacat tcgccaaatc 
ttgaatttga
     9661 ggaactgcat tgattaaagc atcaactgga actttggccg ccgtataagt 
tgcactattt
     9721 gctgagcttg cgccagcacc agcaatggta ccgccagtag cgacaacaac 
aacattgttt
     9781 tttgcgtaaa gtgggagaga gcaggctaat aagcccatcg ctaaaccgaa 
agatttaaca
     9841 gttttagtca acatcgaaaa tatccttatg aagtgacgaa gtataaagtt 
tgccgaatac
     9901 gcctgctttt cctaagcaaa atacatacca tgtaaaacat atccgtaact 
tgtttgaata
     9961 aaagcatcct tgaatatcat tttgtttcga caacaatcat ttaaacattg 
cttttattca
    10021 gcgctaataa atatcatgaa aaaaataaaa aatctattaa gtttttctaa 
tttatctgaa
    10081 tttatttact ttttaatata attcacgcaa atgatttttt agtctttata 
aaattaaaaa
    10141 ataataggtt gggttgggcc tttatttaac atttggtgga tttattgaat 
tgatttttaa
    10201 aactatattt attaagaata taaaataaaa tttttcatgt tcaaattaaa 
taataatctt
    10261 aattgtttaa tataatgaat caatcataaa ttgaattaaa aaataatcag 
ttagtgcatg
    10321 tttctaagta tataaatttt tgaatgattg ttttttattc tgtttttaag 
gtttactttt
    10381 aagaaattta ataggaatta aaatccataa tttggcctat tatttaatat 
agaaatactg
    10441 ataacttttt attgtttagt tcgaaagaaa aaaagagcaa ttttataagg 
tcgtataaaa
    10501 ttgctcttaa gttgggagag tgggagaaaa aggaaactta agcgattgtt 
tgttcttgag
    10561 ttgatttaat taatacaggc tctggtaatt cttcagtatc tgccacttta 
tcgccttcaa
    10621 gcttggcaac aactgcggtc gcaatactgt tacctactac atttgttgca 
gtacggccca
    10681 tatcaaggaa ctgatcaata ccaagtaata atagaatgcc ggcttcaggc 
aaatggaaca



    10741 ttgtgagtgt tgccgagata accacaatag aagctcttga aacacccgca 
atacctttac
    10801 ttgtcaccat aagcgttaac aaaatcaaga tttgttgagt gaagctcaga 
tcaatattgt
    10861 aagcttgggc gataaagagt accgcaaagg tggtgtacat catcgaacca 
tcaaggttaa
    10921 atgaataacc caaaggtaaa atgaagctag ttactttttt aggcacgccg 
aacttattta
    10981 aagcatccat aactttagga taggctgatt cacttgaagc tgtagcaaaa 
gcaagtgtta
    11041 caggttcacg aatcaattta cctaaacgga agatatcttt tttaagtacg 
attgcgccaa
    11101 cagagaacaa aatgacccaa agtaatagca gaccgaagta gaattctgcg 
attaaaatgc
    11161 cataatcaac aattaagcct aagccttgta ctgtaattgc tgaagcgatt 
gcagcaaata
    11221 ctgcaaaagg tgcgaacatc attacgtagt cagtaatgcg aaacatgatt 
ttactgagtt
    11281 catcagttaa gcgaatgata actgagtctt tttctttgcc ctgatttaca 
aaagcaagag
    11341 ctgaaccaaa gaaaatagag aaaacaagga cttgtaaaat atcattgttc 
gccattgctt
    11401 ctgcaatgct gcgtgggaac acgtgactca agaatgattg caaggtaaaa 
ccagtagttg
    11461 ttgggagaga agaactacta agttgttgag ctgttggtaa tgctaggtct 
agcgccgcgc
    11521 caggttggaa aaagtttgct aaacccatac cgatggcaag tgagacaaac 
gaagcggtaa
    11581 taaaccaagt cattgactta agtgtaatgc taccaattga agttgatttg 
cccattgaca
    11641 caatgccaca cacaattgta gcaaatacca atggggcaat aatcattttg 
atgagacgta
    11701 aaaagatatc tgtgacgatg ttgaaataag aagcgatttg cttcagttgc 
tcgccttcat
    11761 taaagaagtg atgacagatc caacccgtca atactcctag taaaatagca 
accacaatat
    11821 acttgagcaa tttcttttgc ttcataggaa cctctatcct ttgggttcaa 
tcatctttta
    11881 gatgggataa cgatgattga aagctttcct tgtagttcag ttcggtcctg 
taactgattt
    11941 catcttccta aatttgcatc agtattaacc gaatcgaata tggtgatgtt 
gttatgggaa
    12001 gggattgttg ctcgattttg aagcagtgtg aaatgcaaaa aaatatcaac 
ttatgcattt
    12061 tttgcataat aacgaaagga ggaatagggg ataaatataa taatttaaac 
gtttggtaaa
    12121 aaaatatgga tgagattttt tgagaaaata attcttatat attattttta 
aaagtttata
    12181 ttattcagta tattaatttg gtttattgat ctgattaaaa taggtgatat 
tagttattaa
    12241 ataattattt aaatgatgta aaaataaaaa aaggcaccta atttaagata 
ccttttttat
    12301 tatgcatttt ttaacggcga ttggccaaga aacgacctaa acggccaatt 
gcttcacgta



    12361 attcgttttc tgccggtaag aaaacaacac ggaaatggtc tggtgttggc 
cagttaaaac
    12421 ctgttccttg aactaatagt actttttcag cacgaagtaa atctaacatt 
aacttttcat
    12481 catcttcgat tgggtaaatg ttagggtcaa gacacgggaa gcaatacatc 
gcaccttctg
    12541 gtttaacaca gcttacccca ggaatttcat ttaacatttc ccatgcgata 
ttacgctgtt
    12601 catataagcg tccccctggt cggatcaagt cattaataga ctgatagcca 
ccaagcgctg
    12661 tttgaattgc atactgagct tgtacgtttg cacataaacg cattgaagct 
aacatatcca
    12721 gaccttcgat atagtctgct gcacggctct tatcgcctgt gattgccatc 
cagcctgaac
    12781 ggaaaccagc aatacgatat gcttttgata gcccattgaa agaaatacat 
aattggtcgc
    12841 ctgctaaaga agcaacagca acatgttcaa tgccatcgta aacgattttg 
tcgtaaattt
    12901 cgtcagcaaa taaaatcagg tcatgtttct ttgcaagtgc cacaatttgc 
tcaagcacat
    12961 gacgtggata taccgaacca gttgggttgt tcggattgat aatgacaata 
ccacgtgtgt
    13021 ttgaagtaat tttactttca atatcggcaa tatcaggata ccaactgttt 
tcttcatcac
    13081 acttatagtg aatggctgta ccgcctgaca ggttaacggc agctgtccaa 
agcggatagt
    13141 ccggcatcgg aatgagcatt tcatcaccat catcgagtag gccttgcata 
gccatgacaa
    13201 tgagttcaga tacaccatta ccgatataca cgtcattaac gtgcatattt 
aagatgcctt
    13261 tttgctggta gtactggcag attgctttac gtgccggaaa gatacctttt 
gaatctacat
    13321 aaccaattgc atttggtagg tttaaagcaa cgtcattaat aatttcttgt 
ggtgcttcaa
    13381 aaccaaatgg ggcagggttg ccgatattca gcttaatgat tttatgtcct 
tgctcttcca
    13441 tttcattggc ggctcgtaat actggtccgc gaatgtcata acaaacatgc 
tcaagcttcg
    13501 atgatttttt aatttctcgg gaagttggca tggattggag agtagcagta 
tttttagaca
    13561 tagctggatt cacttttgca tatcggtata aataactttt aaatgttttg 
actgttacca
    13621 aattcagatc atgttgatct ttaagtaatt caacaatttt ttcatgggta 
aagcccgatt
    13681 gctgatattg tttgataact ggtaatagtt gctggaaaag cacacttttt 
ttctgagaca
    13741 tgttttgtcc tatacaaccg tgccacccaa gaatagcacc atctttgctt 
ccttaaaagg
    13801 aaataaaata aaaaaatgct ttcttttgtt tttgtatttt gcttactttt 
tgctttctgt
    13861 tacttagatg tttaaaatcc aacaaatttt acgttcagag actagtgttt 
ttttgatgaa
    13921 tggcgtaaat ataaaatacg attatcaatt tatgtttaca tcagaataaa 
aggtgcaggt



    13981 catgggaaaa gttaataaaa cagaccgaga atggcaaaga gagttatcac 
ctgaagaata
    14041 tcggataacg cgacaaaagg gcactgaacc agcatttacg gggcaatact 
ggaatactaa
    14101 gcaacatggc acttatgttt gtcgttgttg tggcgcggaa ttgttttcgt 
cagatgcaaa
    14161 gtatgatagt ggttgtggtt ggccaagttt ctttcgccct ctgaatggaa 
gcgttattga
    14221 tgaacatgaa gatttaacgc atggtatggt cagaacggaa attgtttgtc 
atgattgcga
    14281 agctcatctt gggcatgttt ttgaagatgg accacagccg acaggtttgc 
gctactgtgt
    14341 gaactcggca tcattacaac tgaaaacaca agaaaaaaat gatgaggaaa 
cctatccatg
    14401 agtaacattt atcagtttga agctgaattg ttagagggag atattaaaca 
attcgctgat
    14461 tacaaaggta aagttttatt aattgtaaat actgcaagta aatgtggttt 
tactccacag
    14521 tttgcgggcc tcgaaaaact ttatgaaaaa tataaagacc aaggtttaga 
agttttaggt
    14581 tttccctgca atcagtttgg tgggcaagat cccggaagca ataaagagat 
aggtacattc
    14641 tgccagcgta actatggagt gaaattccct atgtttgcca aagtagatgt 
aaaaggtcct
    14701 gaagctcatg tgatctttag atatttaacc cgtgaagcaa aaggaatttt 
aggaagcagt
    14761 actattaaat ggaactttac caagttttta gttggtaaag atggttcggt 
tttaaatcgt
    14821 tatgcaccaa caaccaagcc tgaagcattg gaagctgata ttgaaaaagc 
attagcgagt
    14881 taatgggttc aatgaacgct attcctcaaa ctttcgagtt ttggcaagat 
cggcgaatgc
    14941 cttatatgga aacccgaagg tcatgttttg gcagaacatg ttataagtct 
catagccatc
    15001 caacattttc aattggtgct atagatgagg ggaatagtgt ttttcaaagt 
tcttttggca
    15061 ctgcacaaaa gatctcggcg ggtacattag tcattgtgcc cgcacatgtt 
gagcattcat
    15121 gtaatcctat gccaaatcag gcatggagtt accagatgct tcatttagat 
ctagcatggt
    15181 taaatcaact gtattcagaa tttcaagagc aaggtcttga tttacatata 
cctcagcata
    15241 agccgctcat tataaaagac gaatctttat atgaagcttt tactgaaatg 
aatgagacat
    15301 tatttgatgc gcaaaaatta atttttgaaa aagagcagtc tcttctccat 
tgcctgattc
    15361 atttgttatt acctcatttt attttagaag aaatacaaaa gcctcaatat 
ttatataaag
    15421 actttttaaa cctgatcgat gtgatttcat cctcagaggg ttttatttct 
ttagaagaac
    15481 ttgctcaacg agtaggttta agcagatatg caatcatacg tctattcaaa 
gcaaatgtag
    15541 gtttaactcc acatgcattt caaattaatt taaaaattaa tcaggctcga 
gagcagctca



    15601 aacaaggcgt gccacttgcc gaattggctg taaatttagg ttttagtgat 
caaagtcatt
    15661 tccataaagc ttttaaagca catacagggg taactcctcg gcagttccag 
ctcgcagccg
    15721 cgcaataatt tacaagaaat tgtttagctc tatttctaag attttccaga 
ctgttttaca
    15781 gatgaagctg ttatggaagt ttttttagtt attgcattta ctcatttttt 
agcactctta
    15841 tcaccgggtc cagatttctt tcttattctc actagtcttc tacaaaaagg 
acaccgttat
    15901 acatatggta ttgttctagg aatcactttg ggaaatgctt taattctggt 
tggatgcctg
    15961 tttagtttta tgttgcttgg aaatctaagt agtatcttac ttttaatatt 
taaatggctt
    16021 ggcgctttgt atttggctta tttgagtttt ctttgtttta atgcagcccg 
atctacagtt
    16081 ctaaatttct caaccgatgt aaataattta agtgaccaag cagaagataa 
gcgcaacaaa
    16141 attaaaagct tggtattagg tttgcaatcg agtcttctaa atccaaaaaa 
tattatgttt
    16201 tatagtagct taatgctgct tatacaacat aaatttagtt tatttcaaaa 
actgcttatg
    16261 agtgtatgga tggtcggtgt ggtgttaatc tggaatatct tattggttaa 
actgctagcc
    16321 tatgaacgaa tcttagtcaa aattaagcgc tctgcaacag gtttatatta 
ttgttctgcg
    16381 gtagctttta ttctttttgc tgtgcttttg attacatata aatagtgtta 
tagcccagtt
    16441 gtacaacctg agtaaaaggc tgtacaactg ctaagaagag gcttacagaa 
tcgcttttaa
    16501 acgcttaact acttcttcac attgagctaa atctgccact aacgccatac 
gtacatggtt
    16561 agctccaggg ttaccttgtt cggtatcacg agataaataa cggcccggta 
agactttaat
    16621 atgtgctttt tccatcagca ttttggcaaa agtttcatca ttatccactt 
ttaaccaata
    16681 gtaaaaacca gcatctggtt tttgtaatgg aagcaaatga cctagctcag 
attgaaataa
    16741 gtcaaatttt gcacgatatt gcttacggtt ttcttcaaca tggctttcat 
cattccatgc
    16801 tgcaattgag gcaagctgat gttgtactgg cattgctgcg ccgtgatagg 
tacggtattg
    16861 caaatatggc tttaataaag cagcatcgcc cgctacaaaa cctgaacgca 
tacctggtaa
    16921 atttgagcgt tttgaaagtg aatgaaaaac gatacagttt ttgtagtcat 
cacggccaag
    16981 ttccgcacat acttctaata aacccgtagg agcttggtca aaccaaagtt 
ctgaatagca
    17041 ttcatcagac gcaataacga aattatattg atcagataag gcaatcagct 
ttttaaattg
    17101 ttctttagaa agcacagtac ctgttgggtt acccggtgta catacaaaaa 
gaagggctgt
    17161 tttttcccaa acttctgctg gcacagcatc aaagtcacct aaatagccat 
tttcttctgt



    17221 gcaattaatg aagtatggct ttgcacctgc gagtaaagca gcaccttcat 
aaatttgata
    17281 aaacgggttc ggcattacca catacggtgc atcttcacgg ttaattaatg 
cttgaacaaa
    17341 agagaaaatt ccttcacgcg taccagacac tggcaaaatg tggttttcag 
cgctaatact
    17401 gttaagttta aagcgtttag ttagccagtc tgcaatactc tggcgaagct 
caggtaagcc
    17461 tttgctgttt ggataagttg ataaatggtt aaagttatca ataatagcct 
gtttaacaaa
    17521 ctctggtgct ggatgcttag gttcgccaat tgatagagga atcaagggaa 
ggttcgctgg
    17581 ggtaatatcc ttaaaaagtt ggtttaactt ttcaaatgga tacgggtgta 
ataacgacaa
    17641 gctagagttc attaaacagt taccaagtag ttgagtttca gtgctgacaa 
atttgattag
    17701 atgcttcatc taatgcagct ttcagttttt ccgagaagag tttgacctct 
tcgttattca
    17761 gcggtttccc atcttttttg gtgacaaaga aaatatcttc ggcacgttca 
cctaaagttg
    17821 caattcgggc tgaatggatg tctaaacctt gcatcataaa taaaccaccc 
acgcgtgcaa
    17881 gtaggccagg gtgatcgagt gttgaaattt cgaccatatt ttgctgtaag 
gcttcattta
    17941 atgttacgtc gactgtattt tcaatatcga agtgacgtaa ttgacgtgga 
atacgacgtt
    18001 gcatgagtcc cgggtattgg tctggttggc taagcgcctt cactaacgca 
tttttaacgg
    18061 tttcttcacg ttctgggtcg gtaagcaatg taccgaaacg atcgagtaca 
acataagtgt
    18121 ctaagctaaa tgcggtactg gccgtgataa tttttgcgtc ctgaacgtct 
aggttcattc
    18181 ggtctaaaac agcaacagtg gtggcaaaca ggttaggttg gtcacgtgta 
taaataaaga
    18241 tttgcaccgc atcttgagct gctttacggt gagcacgcaa gaggactaat 
ggctctggat
    18301 tatcaccatg ttttaaaatt gcttgtgtat gccatgcaat ttcatctgcc 
gactctttaa
    18361 tgaagtattc atcaccaagt tcttgccata ctttttcgac atcagccaat 
gcaaagttat
    18421 ttaccagtaa ttcacttgct gcaaatttgg tgtcttcaat taacatttgg 
tagtcaacag
    18481 gacgacctaa acctgtacgg attacatcac gggcatgcgt ataaagttga 
cgcataagcg
    18541 atgcgcgcca tgtgttccaa agttttggat ttgtggcgtt aatatctgca 
actgttaaag
    18601 tatagagata atcaagatgc tccatgtcgc caagtttttc tgcaaaatct 
ttcacgacat
    18661 ctggatcaga aatatctttt ttctgagctg taagtgacat gagcaaatgg 
ttttgaataa
    18721 gccatgcaat taatttgcat tcacgctcag taaagccatg tgcacgtcca 
aactcaatcg
    18781 cgtcttctgc gccaagttca ctatggtcac caccacggcc ttttgcaatg 
tcgtggaata



    18841 aagcagcaat aaagacaata tcttgacgag caagacgttg gaaaaccgaa 
cttaccacag
    18901 ggaattcttt ggcaaattca ggttctctaa aacgatttaa attacgcagc 
aataataatg
    18961 tatgagcatc aaccgtatag atatggaata ggtcatattg cataagaccc 
ataatttggc
    19021 caaaagcagg aatatagttt cctaacacac cataacgttt catcgcgacc 
aaggtatcgt
    19081 atagtcgata tggtgagcga ataatcgaca taaatagtgc ttgatgctct 
gggttatcac
    19141 gataactttg gttaattcgt tttgcagcaa gaatgagtaa gcgcaaagtt 
cgagcgcgaa
    19201 taccttcaat atctggtcga ttcgctaaaa tatagaacaa ctctaagatc 
gcgctcggat
    19261 gctctgcaaa aattttatga tgctgtactg caagtttatt gtcgacaatc 
ttaaagtgat
    19321 cgttcacaac ttcaattttg cgttcatagt tggggagtcg aggagtaatg 
acagactcac
    19381 taaaatacgc cagcaacatt tcattgagtg ttgaaacctg ctgcgccgta 
cggtagtagc
    19441 gtttcatgaa ttgctcaacg ccgtaattta caggttggcc ttcttgacga 
acgtaaccaa
    19501 atttagcagc aatttctctt tggtggtcaa agagtaaacg gttttcatca 
cgtttggcta
    19561 aacggtgtaa atgatgtcga atttcccaaa gaaagctttc agcttcttct 
aaaacagcca
    19621 attcaaactc tgaaatgaaa cctaaatgca ctaagtcata gatacggttc 
acacggaagt
    19681 ggcgtttggc aatccaacca atttgattaa tgtcacgaat accgcccggt 
gcatttttaa
    19741 tgtcaggttc taaattactt tcagtattgt tgtgttggtg ataacgcttg 
gcttgttcag
    19801 ccatttttgc gtcataaaat gttttgtctg tccatgtttg tgaaacaata 
cggcgaggcc
    19861 atttcgcaag ttgtgtatta cctgtaatta aacgcgcttc aattaatgta 
gtggcaacag
    19921 ttaaatcggt agcggcttgt tcaacacagc tttgaatggt acgaacacta 
atacctggtt
    19981 tgaaatttcc tacatcccat aaagaggaaa taaatgtaga gatacgtttt 
tcattttctt
    20041 cactgatttc atcttcagac aaaatcatga tatctacatc agaatagggc 
agcatttcac
    20101 ggcgcccgta accacctact gcaaaaagac ctagttttga ctggtcaagt 
tctgcatgtt
    20161 tccataaaaa gacgagcgct tcatctacta aatctgaacg agctttaatg 
atttctcgaa
    20221 tagattgccc attttcatat gaatcttgca attgcttttc tacatccgtt 
cgccactgat
    20281 taatggcttt aatatcatga tgacttgaga catagttcag caatggcgat 
gtattgatca
    20341 tgaaaatggg tctaccaata agtaaaaatt aagagttagt ttgaacgctt 
acttgatcag
    20401 cggtttcttt cgctaaagta cgggcaagat cagtattttc agcgcgagca 
gttgccacac



    20461 ccatacgacg acgtttgaaa ccttccggtt taccaaacaa acgtaagtcg 
gtatctggat
    20521 gagctaaagc cacatttaga ttgctataac ttaaattgtt agcatcaact 
ccagcataaa
    20581 ttaccgcact tgcggcaaca ctgtgacgtg ctgtatttac aggtaagcct 
aaaattgcac
    20641 gtgcatgtaa ttcaaattca ctttgaaatt gagatgctaa agtgacgagg 
cctgtatcat
    20701 gtggacgagg tgaaacctca ctaaaccaaa ccttgtcgcc tttaataaac 
agttctacac
    20761 caaaaatacc acagccacca agtgctgtag tcactttatt tgcaatgcgt 
ttggcttcct
    20821 cgagtgctgc aggagtcatt ggttgtggct gccagctttc tacataatca 
ccggcatctt
    20881 ggcggtgacc aattgggtca cagtagtgcg tttcaatttc acctgtttca 
gggtttttag
    20941 cgcgaacggt aaggagtgta atttcaaagt caaaatcaat ttgagactcg 
ataataacag
    21001 tgccttggtt aacacggcca ccttgcattg catattccca tgcagcatcg 
acttcatcga
    21061 aactttttac acgagactgt cctttaccag aagaagacat gaccggtttt 
acaaagtttg
    21121 gataaccaat atcatcacaa gcagcgcgga agctttcgag cgtatcagca 
aaacgataag
    21181 cagatgttgg taaaccaagt tcttcagcag caagacggcg aataccttcg 
cggttcatgg
    21241 tcaggtttac agctttagca gatgggatga ctgttgcagt tttatttgct 
tcaatttcca
    21301 gtaaaacttc tgtcgcaatc gcttcaattt ctggaacaat taaatttggt 
ttaacttttt
    21361 caatgagttg ttttaattgg gctggatctg ccatgtttaa cacataagaa 
aaatgtgcta
    21421 cttgcatagc tggagcatga tcataacggt cggctgcatg tacttctaca 
ccaaggcgtt
    21481 gtaaggaaat tacaacttct ttgccaagct ctcctgaacc taacaataaa 
actttaaatg
    21541 cagaagattg aagtggggta ccgagtgtca cgctcatgcg aatcatcctg 
acaaaattat
    21601 ttttttaagc atagcagaac ttagggtgga gttaagcctt atcatgcata 
aaaaaagtaa
    21661 ttttgtcgga caattaaaaa tgtagttttt agatattaac ctgatagttt 
aaaagcaatt
    21721 catctgcatt tttaccacgg atgccccaat tttctttagg tgtttcaaaa 
atggtaattt
    21781 caatgtcctg aggtgcaatt ttgcattgct cttcaatatt gcgaaataag 
gtttgaataa
    21841 gttgcttttt agtggctgga ctgcggcctg caaacattga gagttcgatg 
ataatgtaat
    21901 gttggcttct atcagatgga taaataaaat tctcaggttt aaggctaatg 
aagcgttgaa
    21961 atcttttctc gatgggatac ttcaattctt caataagtgc ttgatggatc 
gcatgagaga
    22021 gcagttcgcg atactgaata atcgtttgtt catttgcata aattttaact 
tgtgacattt



    22081 ttatctctaa tcgctagatg gatttatctt ctaataaatt tcataaatga 
gtttttatgc
    22141 tagaagttat tattcttaat cacttctagc atttatatat tatataaggt 
tgatcagttt
    22201 atctatttat aaaggtaaat aagtatagat aaggccataa acgattgcgg 
ctgttaaggt
    22261 ggcaggaaca attttcttaa atttaaaata aagaccagct agaaccataa 
aaccgataag
    22321 cattgctaaa ctcttatttg gggtttcaag taaaggtgga agggttgcaa 
ccacaagcat
    22381 ggcgctaatc gcagatatac caatacttcc caaagcgatt tttaaccaga 
ttgagccgcg
    22441 tctttgttgg ttgccctgta gtttttgtat tacgaaaaat ggtccgaagc 
gtgaagcaaa
    22501 attagcaata cccacaataa tgccgaccaa aataatttct aggttcatat 
taagcttcaa
    22561 cctcatcaaa ttgtttcagc acataatatt taaatagacc tgctaaaatg 
cctgaaagaa
    22621 tgccaataaa gatagctgct gataagttaa tccaataaca tgccaaagct 
gaaaccacta
    22681 acgatacagc aactacaagg ctatgctttc gttcaaatgc cgctaataaa 
aaacttaaaa
    22741 ataaagcagg taataagaag tctaaagctg cttgtaaaaa ctttggaagg 
tgtgcgactt
    22801 gatctgcaaa taaaccacct aataatgaac cacttgccca agacatccag 
ctaaatagac
    22861 ttaagcccaa catccaagac tcggaccatt gttgtctgcg ctgtgaaagt 
tggatcatac
    22921 cactggcaaa aacttcgtcc gttaaacccc aagcccaaac ggctgtcttc 
tttaaattta
    22981 atttagtggg aattaaatta taaagagcag gcccataaag tacatgtcgt 
atatcaagtg
    23041 caatgactgt taaagcggtt aaccatatag aagaaccact tgctaaaagt 
gcgaccacta
    23101 aaaattggct tgcacctgca tacatggaac aagaaagaaa aaatgcttcc 
catgggctaa
    23161 aaccaaattg agatgcagaa acgccaaagg caaaagaaac tggtaagtag 
gtgagaacga
    23221 tggcttgact atctttggca ccttgccaaa aagttgctgt ttgagcagcc 
atctgttgtt
    23281 gatttgacac aatacacctt ggcagtaaac caattataaa aacttgaaag 
attgagtatt
    23341 gtagccgaat ttaatagcat agtgccgaaa tgtttaattc ggcagtttga 
tatgttcaaa
    23401 tcaaagactc gtttagttta tatcgccatc ctgagtgcga gcgtatttat 
attgcaaggt
    23461 tgtgataatg gcaatcagag ctcagataaa aaagtagaaa ttaaaccagc 
gccgaaatta
    23521 acgaatgatg cgacagttta tgcaaaaaag gcatggacat taatcaatac 
tgttgatcat
    23581 ttagtttatg aaaaacagct cagtcaaatt aatgataatg ttcgtaaacc 
actacgtcag
    23641 ctcagtacag actggcgtat taatgtaaaa atgacagatt cggtcactga 
aggaaaatat



    23701 gcgctttgcc gtaaagcttt aacgagtcta gatgtatggg cgcgcgaaac 
gcttgaaaat
    23761 aatagttcgg ttgctcaaaa acaggcagat tatgagcgcg ataaacaaca 
gtgtaaggaa
    23821 gcgattgaaa atccgaattt aggaaacaca tctcctaaat aaagcctata 
catataaaaa
    23881 agcgagatga tcaatctcgc ttttttgctt taaacgataa tgggtgaatg 
ataattacgg
    23941 ttttgttgca gctttagctg tgttggcagt ttttacagca tcttgcttca 
tttggtgagt
    24001 catttgatgt gattcatgtt gtgcatgagt cgcactagtc attgcatcat 
gcttttgcat
    24061 ggttaagtct tttttaactt cctgtttagt tttagttgcc tctttctttg 
ctttttgagc
    24121 tgtagctttt ccatttaccg ctacacattt tccacctttg tgatttggtc 
cagtaccgcc
    24181 ttgtagttga gttccttttg gacatgcaaa tgccgaaaca cttaacatag 
ccaatacgcc
    24241 tgctgtaaga attgttgata attttttcat gttaatcagc gccttgttga 
gtattattgc
    24301 tcagcttgag tgtaaggtga aaaattctgc tttaaaacat ttattttgtg 
gaaatagagt
    24361 ttgaacaatg ttttgatttg cagtgttatc taatttttta atttaatttt 
aagtttttat
    24421 tatatagcgg cgtttcgtac aattatgaat gaacttgagc aattactttt 
agtttttcaa
    24481 tatctaaaat ctcaattttt ctaaaagcaa ttttaataat attttgtttt 
tcaagtaggc
    24541 tcaattcatg gttgatcgtc tgcctagatg tagtcaacat gttggctaat 
tgctcttgag
    24601 aaatctgaat gtgatgatct tgaataagaa tatggttacc gtatccttct 
aaaatgaaca
    24661 gaagacgttg tgcaagcctt tgagaaatac tgcgtgtttg tatcgcaatc 
tgttctaaga
    24721 aaacgtacct gagtttttgg ctagttaaac gtgcaaaata ataccaataa 
tatggatgtt
    24781 cttttagtag ctcatttaat ggttttgcag gaatatgcag aactatactt 
tttttcaaag
    24841 caatcgcgtc gtgtgaccgt ggctcatgat caattaaaga tatttcaccg 
aaccacataa
    24901 tcggctcagc aattgcagaa agtgcttcat taccatttac atcgacataa 
cccaagctaa
    24961 ttgagccttc aaggacggta taaataccat caaactcatc ttgagcatgg 
aaaacgtagc
    25021 tatttttctc aaaagtaatt tgcttgccat gttctaaaat aaacttttgg 
aatgcttccg
    25081 gaagcacact aaaccatgtg ttttctttta atcggttaat ataaattagg 
tccaatattc
    25141 ggtcatccat gaaaaaattc attactttgt caaatagctg acaactttaa 
attttcctta
    25201 tttgtacagt atgactatag ttaggtgaat agggaataac tcatgtcaaa 
tctggagcag
    25261 aaactgagcc aatatgcggc ttatcattta aatcatcaaa atattttgac 
gcattttata



    25321 ggcattccac tcatcgtgtt ttcaatttta tgtttaacag cgagggcagg 
aatcgatatt
    25381 ggtaatttta aagttacttt agctatggta ctgattgcat tcagtacaat 
ctattattta
    25441 tttctagata aagtttttgg cttaatcatg ctcatgatat tggtggctgt 
gtatccatta
    25501 gcgagccaaa ttgccgaact tcctttagga caatggttgg ctgcaagtat 
tggtttcttt
    25561 gtggtggggt gggtctttca gtttgtgggg cattattttg aaaagaaaaa 
gcctgctttt
    25621 gttgatgatg taataggact tgcaattgga ccactatttg tattggctga 
atttatattt
    25681 atgttaggtt ttagaaagcc tttgcatgag cgaattttac acgaggcgcg 
cagtaaacga
    25741 gagatgatgg atttaagcca ttaaatataa aaaaagcccc aatctagtgg 
ggcttttttt
    25801 aagctttaac ttaaacgtta aaacggaagt gcattacatc gccgtcttga 
acaacgtaag
    25861 ttttaccttc taaacgccat ttacctgctt ctttagcgcc gttttcaccg 
ttgtattgta
    25921 cgaagtcatc atatgcaaca acttcagcac ggataaagcc tttttcgaaa 
tcagtatgaa
    25981 taacaccagc tgcttgagga gccgtcgcac caacttttac tgtccatgca 
cgaacttctt
    26041 gtacaccagc agtgaaataa gtttgtaaac ctaaaagttt atagcctgca 
cgaataacta
    26101 cgtttaagcc tggttcttcc atgcccattg cttctaggaa ctcagcacga 
tcttcatctt
    26161 ctaataatga aatttcagct tcgatttggt tgcaaagcgg cacaacaatt 
gcgttttctt
    26221 cggcagcaag ttttttaaca gcttctaaat gtggattgtt ttcaaaaccg 
tcttctgcaa
    26281 cgtttgcaat gtacatggtt ggtttcaaag tcattaaacc aaaaccacga 
attaatttgc
    26341 gttcgtcatc agacaaatca gccgcgcgag ctggtttacc ttcgtcaagt 
aacggttgga
    26401 ttttttctaa aactgcttta gttgctacag cttctttgtc accgccttta 
gcaactttag
    26461 ttaaacgtaa aattgcttta gcaacagtct caaggtctgc aagtgcaagt 
tcagtattga
    26521 tagttgcaat gtcatctaat ggatcaattt taccatttac gtggatgacg 
ttttcgtctt
    26581 cgaaacaacg tacaacgtgt gcaattgcat cagtttcacg aatgttagca 
agaaactggt
    26641 tacccaaacc ttcgcctttt gatgcaccag caacaagacc tgcaatgtcc 
acaaattcca
    26701 tagtggtcgg caaaacacgc tgagggttaa caattgcagc aagtttatct 
aaacgtggat
    26761 ctggaacagg aacaatacct gtgtttggct caatggtaca gaacgggaag 
ttttccgctg
    26821 caatcgctgc tttagttaat gcattgaaaa gggtagattt ccctacattt 
ggcagaccaa
    26881 caataccgca attaaaaccc atgaaaacca ctcacaaata tgtaaattaa 
aaattgtggc



    26941 tgattttaca tgaaagccat gacaaagtca tggctagagc agggttctgt 
tgtgtttaaa
    27001 ctttacgttt atcgagttgc tgggctaatg catcaccagt cgcttgtact 
aacatgacta
    27061 aaacaatcaa tactaaaata acagccaaca taatttgcat atcaaaacgt 
tgataaccat
    27121 atcgataagc aatgtctcct aagccacctg caccaatagc accagcaatc 
gcagatgagt
    27181 taatcattgt cacaatagtc actgtaaagc ctgccacaat acctggcaaa 
gcctctggta
    27241 aaagtacgtg ccagataatt tgtttgcggt tacaacccat ggcttgtgca 
gcttcaatta
    27301 agccttgatc gacttcacgt aagctgactt ctgcaatacg ggcaaaaaac 
ggaatggccg
    27361 caatcgttaa gggaacaacc gctgcccata cgccataact tgtacccaca 
atccagcgag
    27421 taagcggaat aagtgcaacc attaaaatta gaaagggtat tgagcgagtg 
atattgatga
    27481 cccaacccaa agcttgatta atcttttgcg acggatgaat gccatgttca 
gaagtgctga
    27541 ctaaaataac agcgataggt aagccaatta aaaaggcaat gaacgcagat 
gcgcctacca
    27601 tgagcaaggt atctacagtt ccagtaatta ataaatcaat gagctggtct 
tgcatagcca
    27661 agtacctcaa attgtgcgat tgctgttaat gcatcttgtt gtatagatga 
aagatcaatt
    27721 tctacgttag gaataccgac taaaagtgag ccaataatgt gcccttgaat 
ggtatcgacc
    27781 tgactttggt ataaattgac gggtgctttg aatttggcaa gtagttcttg 
aatatctgga
    27841 acctgatgtg cttcagcctc atatttcagt tttacaataa tatgagtcga 
atcttcatcg
    27901 ggtagacggc tgattttaaa aggcagagtg atctgctcaa ggtttaatag 
ttcttgagta
    27961 atttgttgct ctggtcgtga aaataccgac caaacttgcc cagcctctac 
aatctcacct
    28021 tggtcaatca ccacgacttg atcacaaatt tctcgaatca cttgcatttc 
atgagtaatt
    28081 aatacaatgg tgagaccaag ttcctgatta atctttttaa gtaaagccaa 
aatagtggca
    28141 gtactttcag gatcaagtgc cgaggttgcc tcgtcacaca gtaaaatttc 
tgggtggtga
    28201 acaagtgcgc gtgcaatacc aacacgttgc ttttgtccgc cagaaagttg 
tgatggataa
    28261 tagttagatt tatctgcaag acctacgaga gctagaacct catttacgcg 
ttggtcaata
    28321 tctgctttgt tgtaattgga aacttttaag ggcaatgcca cgttttccca 
aactgttttt
    28381 gccgacatta aattgaaatg ttgaaaaatc attccaattc gttgacgggt 
ttgaataagc
    28441 tcggaatggc tcaattcagc aatgttttgt tgatgaatat gaatgctacc 
agtatttact
    28501 tgttctaagc catttaaagt gcggagtaag gaagattttc ccgcaccact 
tttaccaata



    28561 atgcctaaaa tcttaccttg aggaatatca aggttaatct cttttaaagc 
atgcagcttt
    28621 tgaccctgcg attggtaaaa cttatttaaa ccacgaattt tgatgtgagg 
tagagaaaaa
    28681 tcaacttgtg atccaaaact caccatggtc attctcctta tttccagcct 
tgaaaccaca
    28741 taccttggcc aaagtcttta tccagaatat cttgtgcttg ttttgagttc 
tggaatgctt
    28801 taacaaaggt tgcaagtttt tggtttttat cttggtaatc gcgacgggtc 
acaaacaaaa
    28861 ttgcatattt tttatcgatt ggatctaaaa ataatgcgct atgtgggtcg 
gttacctttg
    28921 ccatctttaa gtagtgagga aagccgaaaa ttaaatcgac atcgttatat 
gcatgtgcgg
    28981 tttgagggcc ttcaacctca acaaagctta gctgtttagg attagcaatg 
atgtcttgag
    29041 tggttgaaag ttcattatta atgtctttaa gctgaattaa acctgcacgg 
tgcaataaaa
    29101 ttaaagcacg ggctaaattg accggatcgt ttggaatagc aacacgtgca 
tttgtaggta
    29161 agtctgtaag tgatttatat ttttttgaat ataaacccac atgacttcct 
gagcccacgg
    29221 caaatgcatg taagtcataa cccgtttctt taacagcatt acgtagaaat 
acgctttgct
    29281 ggaaaaagtt tgcatcaata tcaccgtttt gtacggcaac attgggtgct 
cgccaatcag
    29341 aaaattcaac gagtttgaca tgaacacctt gcttttctac ttcattggca 
acgctttgta
    29401 atagctcagc ataaggcggg ctaatcccga tcgttaaaac atcatcggct 
tgtttatttt
    29461 taatataacg gtaacctacg aggcccagaa ctacgattaa aaccgtaatt 
ccgagtaacc
    29521 aaggcttatg ctgtttgaac tgaatcgcca taatctttcc gttattactt 
ccagccaggg
    29581 aaccaaagtg ttggcccaat ctcggcatct aacacagctt taacttttgg 
tgagttttga
    29641 tagatctcaa caaatttctt taatttgtcg cccttatctt ggtagtcatc 
acgcactaca
    29701 aacaaaattg cataacgttt attggtattg tcatcaagta aaagtgcact 
ttcagggtca
    29761 gctgtttttg ctaagcgtaa gtaatgtgga tagccaaaag ccaagtcaac 
atcatcaatt
    29821 gcacgagcag tctgtggtcc ttcaacctct acgaattgca aatttttagg 
gtttgaaact
    29881 acatctttaa gtgcagataa atgattattt gaatctttaa gcgtaattaa 
tttagcttgc
    29941 tgtaagagta gtagggcacg accttgattc actggatcat ttggaatgac 
tacacgtgcg
    30001 ttttgcggca attcatcaag gtttttatat ttctttgaat aaagccccac 
atgtgatgct
    30061 gcacccactg caaatgcctt taacttaaag cctgtttctt taattgcatt 
gtctaagaaa
    30121 ggttggtgct ggaaaaagtt cgcatcaata tccccgtgat ttaaagtaat 
gtttggtgta



    30181 ttccagtcag aaaattcgac cagttttaca tttaaaccct gtttctttgc 
ttcatcggca
    30241 gcagcttgta aagtttttgc aaatggtggg ctaataccaa tcacaagttc 
atttgagcca
    30301 ctttggcgat gtttattcca aaagaataaa gcaacaatga ggactacaac 
gactaagcct
    30361 acgcctagcc atttttttga ggctgtttga gccatttcta tctccaaatt 
taagcggtta
    30421 tttcttcaat tgttgttaag tttttgctgt tgttataggg actacatcgg 
aacgcttgaa
    30481 cagggtgttg ttttggtaat tgatcacccc gattaaaaat tttgttccgc 
agtgaaccgg
    30541 ttttatatgc agttttatag cgaccacgtt gttgtagctc aggaatgact 
aagcgaataa
    30601 agtcgtggtg agactctggt gcaacagtac gtgtcaaatt aaagccatca 
atatctgttt
    30661 catctaaaag atgaattaag tattcagcaa cttcttcgcc actacccacg 
atgaggggat
    30721 aacgaccgcc taaaacatgc tgagctttta agtcattttt cgtgatttgt 
tgctctttaa
    30781 atttttcggt aatcgaaaca atgctgttac ttttttggta aggaatcgct 
tcatcgtcag
    30841 caaacttact taagtcaatg cctgttgaac tcgcataatg cgctaagcct 
gcttcagggc
    30901 tcgcatactg acgatattca ttaagttttt gtacagccag atcatgtgtt 
tcggccacaa
    30961 caacagttat gccgacaaac actttaatat cattcgctga gcgtccttgc 
tgttcggcaa
    31021 gagtacgaat ctttttcact tgttcgcgaa ttttttcggg tttgtcgcct 
ccaataaata
    31081 cacattcagc atggcgagtc gcaaactgca tgccttttgg tgaagcacct 
gcttgaaaca
    31141 gtgtcggggt gcgttgcaca gaaggagaca cctgaaacac accttcgctt 
tggtaatatt
    31201 ttccgtggtg gtgaatggtg tgaactttag acgggtctgt aaaaacacgc 
tgtactttat
    31261 cttttttaac ggcgtcgttt tcccatgaac cttcccaata tttatagcaa 
agctctaaaa
    31321 attcttcagc ttgttcatag cgagcatcgt ggtcttttaa acctttttga 
ccaattaagc
    31381 gttccgcact atctagataa cctgtcacga tattccagcc aatacgacct 
tgagttaaat
    31441 ggtcgagact cgcaaagcgg cgtgcaaatt gatatggatg ctcatagctt 
aagttcacag
    31501 tgaccccaaa acttaagttt tgagtgactg ccgccatagc agaaatgagt 
gtagatgggt
    31561 catggctcgg aagttgaatg gactctttta aagtcagatc aataccattt 
tgatagacgt
    31621 catacacacc agtaatatcg gctataaaca agccgtcaaa taaaccactt 
tctaaggtct
    31681 tagcttgttc tgtccaatag ctcagttcat taaagcggtg tgattcatca 
cgtggatgtg
    31741 tccataagcc atgattgata tgcccaacac agttcatgtc aaaggcgttt 
aataaaatct



    31801 cttttgcttt gaaatctgcc attacaatgt cccccgacga ggtggtagaa 
caccgttaag
    31861 cacatagttc ccaataaagt aatatttcca tcgtgcggca tcatgtaagg 
tatgtacacg
    31921 ggcattacgc cagaaacggt ctagaccatc ttgtgattga ctaccacgac 
taccagcaag
    31981 ttcaatcagc ttagacgatg cttttagtgc ggtatcgcta ctatgagcac 
gtactttggc
    32041 aacatcaatt gaagcttttg caatgctttc aggtgtggtt tcaatttttg 
cggcatcaat
    32101 tgattgagct gcctgtttta ataggacttc actagctcgt acatctaccg 
caatgcgtcc
    32161 taattcataa atcgttaaag gatcttggtt ggctgtttct acatttgaat 
caatccatgg
    32221 gcgagcttga tgcactcttt gcaagctttc ttcaaaggct gcacgtgcaa 
tgcctacctc
    32281 aatcgatgca tgcatgattt gggcaaaagg tccgactaag gttggtcgta 
aaaatgctgt
    32341 atcaaaagga ataacatcat ctgcatcgac aaaaacctga tcaaacttaa 
ctgtgccgct
    32401 gcctgtagtt ttttgtccaa atccagacca gtcatcaaca agttttaatc 
cttgtgaacc
    32461 actttttaca aaggctaaat actctcgacc tgcatcatct aaaactaagg 
ttggaatacg
    32521 gtgagcaaat aaacttcctg tgcagtaaaa cttttcaccc tgaatgagat 
atccattttc
    32581 atgcggacga atgttagttt gtttatgggt tgaagtttta gttttaaact 
cagcaagtgc
    32641 attaccaaag cgggtgccat ttaacacttc gccgtataaa cgttgtttct 
gagtttctgt
    32701 acctgtattg cgtaacactt ctaatgcata gaagtggttt tgtggaattt 
gcccgattga
    32761 accatctgca ccgcttaaaa gtgcaatcac tttagcaaca gtatgacttg 
aaacttcggc
    32821 accgccatat tgctttggca ctgtaattgc ccaaagtcca gactggctca 
aagcatcaat
    32881 ttcggtatac ggtaaaattc gtttagcgtc tcgctcaact gcggtttttt 
taaattgttc
    32941 ggcaaattgt tcggcaattt ctaatgcttc agcatcattt tgaataatat 
gtgcttggcc
    33001 tgatgccgat gtttgtttgg tttgaaccga ctgatatgac gtcatgacaa 
ttgctcctta
    33061 aatccaggca tggcgggcag ggaaatgacc attaaggtaa taattgccaa 
tggcatgtaa
    33121 tttccagcga acagggtcgt gcaaggtatg tacacgagca tttcgccaat 
gttgatctaa
    33181 attatgttgg cttaagcttg agcggctacc gcctagctct agtagttttt 
cagagatttg
    33241 tagggcagca tcattggcat agacttttgc ttctgcgact aaaattgaag 
cttttgctac
    33301 ttgttcgtca gtcaccgttt gaagttgatc aagttcatct aaatattcag 
cagcttcatc
    33361 aagcagtaaa attgctgcgt cgagtaaaat atttaactta cccacctctt 
gtagggtgta



    33421 atgttcaaag ctggcttttt caacatttgc atcaataatt gggcgcgctt 
tgtgtatggt
    33481 cgataaagta tcttcaaaag cagcttccgc aataccgaca tcaattgcca 
cttgtaataa
    33541 ctgcgaatac gcaccgcgat aggttggaac ttgtgttaat aatcgctcat 
caaaaataag
    33601 ttcaggatta acttcaacat tatttaattt aaccgtacca ctggctgtag 
tacgctgacc
    33661 aaacccattc cagtcattaa taacttcaat gccttgagca tctcggttaa 
caattactaa
    33721 aacgacatga ccttcaggat gaacagcttt aattgcaagc caatgcgcaa 
aacttgttcc
    33781 tgtcgaataa aacttttcgc cgtttaaaaa atatttgccg ttttcaatag 
taagcgtggt
    33841 ttttaaggtt tttgagtcat gggtatttcg ttcgggacca ccgttggcaa 
gacgtttacc
    33901 ggctaatatt tctgaaaaga taaattgttt ttgttgttct gtacccatga 
tttcaatcag
    33961 gtttaacagg ctaatctgat tttgtggaat ctgaccaaca tttgcatcgc 
ctttacttaa
    34021 aatacggaaa acttgtgcca aagttttatt ggaaacaaaa gcgccgccat 
atttttttgc
    34081 aatgcgaatt ccgcctaaac ctttttggct aaagctttcg atttgctcat 
gcggtaataa
    34141 gcgttgttga tcacgtgtat tacgaccctc taaagcaaaa tcagccactt 
gataagcagc
    34201 attaattgct tgttgatcat tttgaatgac ttggacgtat gccgtcgttt 
tagatagaga
    34261 attagacata atgacacctt gtattgctgt cattacctta caaaagaaat 
atttttccac
    34321 taaacgagga cttatgctca gcttatgaat aaaaatgcaa agcacttttt 
ttgattttta
    34381 atagataaat agagatatag aaatatatta aaaatcaata aattatattt 
tttatttgta
    34441 aaatgaataa ctaaaaggac tttaatatga aaaacagcta taagtacggt 
aaaaaaagat
    34501 ataaaaaata tagacctaac tgtcagcgaa aaatgagcac aatatccatt 
gttttcatta
    34561 aaaatagctt ctaaagtatc tacttaccga agacgatttt tgtacgaata 
gtcaaataaa
    34621 aataaacgtg gagattttat gcgggttttg tatcagtttc ctttgtctca 
ttattgtgaa
    34681 aaagctcgct ggttgttaga ccataaagaa cttgattacg ttgcacataa 
tttgattcct
    34741 ggatttcacc gtgcttttgc acaacttaaa acaggtcaaa atttgttgcc 
gattttaaaa
    34801 gatgaccatc gctggattgc tgagtcgact aaaattgcgc tttatctgga 
tgatacttat
    34861 ccggaacatg cacttttacg ccgtgatgaa caacttagac agcaaactct 
taaaattgat
    34921 agtttggcag atgaacttgg ggtgcatgta cgtcgttggg cacttgctca 
tactttagct
    34981 caaggtgatc atgctctaga gattatgatg ggcgaacaag gctacttacg 
acagtttgag



    35041 aaaatatcaa aaccgtttct caagactcta gtcaagaaga actataagct 
tgaagaagag
    35101 ctcgtaagtc agtcaaaagg acgcatggat gaacttatta atgagttaaa 
ccactattta
    35161 attgaaaacc aagcacgtta tatggttggt gaccgcttaa gcctcgctga 
tatttcagta
    35221 tgttctatgc ttgcaccttt attagaaata aaaggtacac catgggaaag 
ggaagaagat
    35281 ggggaagtat cgcccgattg gagtaattat cagaaatatt tacttgattt 
gccgcttgga
    35341 cagtacgttt taagaatata tcaaactgaa cgtaatgcac gcgttgattg 
gcgaggaatt
    35401 taaattttag tttttaaaaa gctccgataa aatcggggct tttttatttt 
ttaactttaa
    35461 agatacttaa aaaatattac tatcaatttt ataaatgatt tttaataaaa 
catttatgta
    35521 cattattttg atgcttaatt taatatttat tactgtttat tcaacttaag 
tataagctac
    35581 taataaattt gatcttttat tttggggata aaagttactt ttgctaaaaa 
cagtttttag
    35641 aaaaatttaa gccactttat tgtgcatgtg tttacattgt aatcaataat 
tgccacattt
    35701 aagtgtaaat agatgagctt aataatagac agaagattaa aacatagatt 
aaagtagaaa
    35761 catgtgagca gttttaaagg tattaattct gcgaaacaga taaataataa 
gtgaagcaaa
    35821 tggacgtgtc ctacttggaa aagttggctc gataattgca atttaataat 
aaatcactct
    35881 atttctctat atgaatgatt ctgtagacaa atagagggaa tgatcatcaa 
ggagttctta
    35941 tgaaacgttc tgcaacctct ctcattgttt caacagttat gctttgtacg 
gttggtgcta
    36001 cttctcaaat tcaggcagca gatacattag ctaaaattaa aagtactggg 
aaaatcgtta
    36061 ttggccaccg agaatcgtct gacccgattt catatgttgt tgcaggtaaa 
ccagtaggtt
    36121 atgcagtcga catttgtaac cagtttgcaa atgatattaa aaaagaattg 
aaaatgccgg
    36181 gtttaaaagt tgaatacaag gcagtaactt catcaacacg tattcctgag 
cttttagcgg
    36241 gcaatattga tatggaatgt ggtaccacca caaactctaa acagcgtcag 
caacaagtgg
    36301 gtttctcaac taactactat gcaacagaag tacgcatggc tgttaaagca 
aactctggta
    36361 ttaaaagttt ggcagactta aatggtaaag cagttgttac gactcaaggt 
actacatctg
    36421 acaagtacat taagatgaat gaaaaaggcc aagcaattaa tgtacaaaat 
atttatggta
    36481 aagaccatgc tgactctttt gccatgatgg catctggacg cgctgctgca 
tttgtaatgg
    36541 atgataatat tttagcaggc ttaattgcta agtcttctac acctaaagca 
tttgcaattg
    36601 ttggtccagt actttcatca gaaccttatg gcattatgat tgcaaaagat 
gatccaaaat



    36661 ttaaagcaat tgctgaccgt actgtaaata acttatggaa aactggtcaa 
atggatgctt
    36721 tatataaaaa atggttctta tcaccaattc caccgaaaaa tactaatttg 
aacatgcaac
    36781 aaagttcatc ttataaaaaa ctcaaagctc acccaacaga tgcaggaatc 
taactggatc
    36841 tttttgtcct aaatttactt gtgcaggtgt aaaaattcat ttgcacaagt 
ggtctatttt
    36901 ctaaagatat taatttaagg ggcaaacatg tcagtcggct cactaaactg 
gactatattc
    36961 tgtgcggagt ctaatgaata tggtgtcgat aaagccgcat gggcagaatc 
agtttgtaag
    37021 gttattggta gttctagcta caatgcctat gctgaggcgc ccacatggtt 
acaaatgtta
    37081 ggttctggtg tctttactat ggtttggact gccattgtag cctttcttat 
cgcattttta
    37141 ttaggttctc tcctcggggt aattcgtact ttacccaata aaccacttgc 
ttttatcggc
    37201 aactgctatg tcgaaatatt ccgtaatatt ccattaattg tacagttatt 
cttctgggct
    37261 tttgtttttc cggagttctt accggacagt ttaagtgcag gaagtggaga 
tgttgtagca
    37321 gggggatggt ggaaaaacat tttaaatcaa caacctgcta ttatcggtgt 
ttttgcttta
    37381 ggtctttata ctgcggcgcg tgtttcggag catgtcagag ccggaattaa 
cacggtttct
    37441 cgtggtcaaa agtttgcggc atcggctatg ggatttacca ccgctcaaag 
ttatcgttat
    37501 gtgattttgc cagtggcata ccgtacggta tggccaacga ttacgtcaga 
agcaatgaac
    37561 gtctttaaaa actcggcagt tttatatgcc ttaagtgttt taaatttctt 
tgcttatacc
    37621 aaaaccatgc gtgaagagac ttcacaggac attatcattc ttattctgtc 
tacacctgtc
    37681 tatttaatca ttacatacac cattaaattt ataatggcat ggattgaaaa 
acgcatggct
    37741 gtaccaggtt taggctcggg aggaaaataa ttatggattt ttctctattg 
cataatcctg
    37801 atgttattgc ggctttaaaa gaaggattta tttttacact taccgtaacc 
gtgcttgcaa
    37861 tgatgggggg catcctcatc ggaactcctt tggcaatgat gcgtttatcc 
aacaacgccc
    37921 ttgcaagtaa ctttgcgaag ttctatgtcg atttattccg tggtattcca 
ttaattcagg
    37981 ttatttttat tttttatttc ttgttgccaa agatatttga gtttcaatca 
gatacgtatt
    38041 gggggccatt attttccagc gttgtgacct ttgccatttt tgaagctgcg 
tttttctcgg
    38101 aaattgtacg ttcgggtatt cagtctattt caaaagggca agtcaatgca 
ggctatgctt
    38161 taggttttac ctacggacaa tccatgcgtt atgtggtgtt accgcaggcc 
tttcgcaata
    38221 tgcttccggt attacttact caaaccatca ttctatttca ggatgtgtca 
ttagtttatg



    38281 tcattagtgc accagacttc ttggggcgtg cagatacttt ggctaatacc 
tatggtcctg
    38341 aaacgaaagc aacattctat ttaatcgtcg ctgtggtgta tttctgtagc 
tcgtttgtgc
    38401 tatcgcaatt agtcaaacgt ttgcagaaaa aaattgccat cattcgctaa 
ttggagattt
    38461 taaatgccaa tgatagacat ccaacatatc tctaaatggt atggtgattt 
tcaggtttta
    38521 acagattgca cgacgagtat tgaaaaaggt gatgtcgttg ttgtttgtgg 
gccatccggt
    38581 tcaggcaaat caacgctcat caaaactgta aatgctttag agccgtttca 
gcaaggtgac
    38641 attattgttg atggggtttc attaaaagat ccgaaaactg atcttgcaaa 
gttccgttct
    38701 cgggtaggaa tggtgttcca gcattttgaa ctttttcctc acatgactgt 
tttggaaaat
    38761 ttaaccattg cccaagtaaa agttttaaaa cgttcagttg ctgaagcgcg 
tgaaaaaggt
    38821 cttaaatatt tagaacgtgt aggtctgctt gcccataagg ataaatttcc 
agggcaactt
    38881 tctggtggtc agcaacagcg tgtcgctatt gcccgtggct tatcaatgga 
cccaatctgt
    38941 atgttgtttg atgaacctac ttcggcactc gacccagaaa tggtaggcga 
ggttcttgaa
    39001 gtgatggtgc aacttgctca tgaaggtatg accatgatgt gtgtaacaca 
tgaaatgggc
    39061 tttgcaaaac gcgtatctaa ccgtttaatt tttatggatg aaggtaaaat 
tcttgaagat
    39121 tgcccaaccc atgaattctt tgataattta gaggcacgtc atgagcgcgc 
taaaattttc
    39181 ttggaaaaaa ttcaggcaat gcactaattg tgacaataaa aaagagccat 
gagtggctct
    39241 tttttttaca tctaaatttt agaaattata ttttgccaat aaatttatgc 
gtgagtaatc
    39301 acctttatca cctgcaaaag tttcacgctg gccgtaagta tattctgcac 
ctaaatcaat
    39361 atttttaacc ggattccaga ttaagttgac caaagcgtta taaatttctt 
tgttatagct
    39421 agtattggtt aaattgctat ttgcatagac gttatcatct ttatattgaa 
taccacctat
    39481 tgcgaaagta gagcggagaa tagggctcca tttccgttgg tagccgatca 
ccgcactatc
    39541 aaattcacct aagttgatat cttgagtagt tgtatcgtat gcatatgcag 
agttgctata
    39601 agataaatag cggccatcac ctttaacatg ataatagttg gcaacgacac 
tatcctgagg
    39661 cgtgatatcg tacttgccac cgatgcctac accccagcca aatttttctt 
cagatgaacc
    39721 atctttaggc gctactcgat tttcatgggc aagaccatga agctgtaata 
agcctttatt
    39781 atctgcggtt ttgaaatcat aacgagttgt tagagcaggg aaacggctcc 
ctcccgcagc
    39841 attactcact ttttcaacat caccaccttc taaagcaact aatatttttt 
gttgagcatt



    39901 aattggttga gtatagcgaa cctgtacagt acgtgtggtt cctgtaccta 
ctgcaccggt
    39961 aaagtctagt gtttccggag aagtatctgt attgacgaaa ggtgaagtgg 
tttgaccagc
    40021 taaccatttg cctaaagaca tataggcatg gcgtacacgg aaagttccac 
taccattatc
    40081 gccattgcct cccataaaat cggcttcaat tttgcctgtt aaatcgccgt 
attgtgtagg
    40141 tcgagtaaga tctaacccaa tgcgtgtagt cgctgcagat acatttaagg 
agtcctgtct
    40201 tgggtcatct ttattcaaag gatagttagc accatttgaa atgctgccat 
ttgacccctt
    40261 aaagtcatag gttgcatcta cacggacatt cccataaagc ttgacttgcg 
tttggccatc
    40321 aggcatttgc atccaacccg gtttgctctg aggaacgggt gagcttgctg 
caattgtagt
    40381 tggcggcact gttggagtat ttactccagt taccgctttt tgctgatttg 
ataattgctg
    40441 gaccagttgc tttaactcac taacttcttt gcgtaaagca tctacttccg 
catcagtagc
    40501 agcatgagct ggcataacta caccagttaa gctgatagtg ctcattgcaa 
gaattaatgt
    40561 tttgatattt ttcacaggca ttccccacat tggatataaa agatttccaa 
tatgtgcata
    40621 acaaaaagag tgccaacttt ttaaaattat ttaaactcat tgattttaat 
taagaaatta
    40681 taaaattttt aaaaattaaa tatattttta ttcatatact aattaaatca 
ttgaagagtt
    40741 ataggctata agtaattgaa aatgcgctat gaacgttata ctactgcaca 
gttaacaagc
    40801 aaaagtttaa gttaagaggg gggtaaagct taattctctc ttttaatggt 
atttgatttc
    40861 caaagtaggc ttagctttag gatatactgt aatttataaa gcgtgttaat 
tggagcaaag
    40921 aatggagtta gaccgttttg ataaacaaat tctggaaatt ttgtctcatg 
aagacctgaa
    40981 tttgaatgag ctttcagaac ggattaatct ttcagttagt tctgttcatc 
gccgaattaa
    41041 acacttgatt gaagctaata tcatggggca actcaaaaga gaaattaact 
ttagcaaatt
    41101 gggttttacc ttgcatattt tgctacaagt ctctttaagc aagcatgata 
gtgagacatt
    41161 tgataaattt ctttctgaaa ttgaagccat tcctgaagta acaaatgctt 
ttttggtgac
    41221 tggtcaaagc gccgatttta ttcttgaatt agttgcacgt aatatggacg 
actacagcga
    41281 aattttatta agacggattg gtaaaattga taatgtcgtt gctctgcatt 
cgagctttgt
    41341 cattaaagaa tacaatgtat ttaactgtta taacttatta aataaagtat 
aaaaaacgca
    41401 ccatttggtg cgttttctcg tcttaggcat caagttgcgc taaaacttca 
tcactaaact
    41461 caacgtttgt ataaacgttt tgtacatcgt ctagatcttc aagcatatca 
atgagtttca



    41521 tcacttgttt agcttgatca atatcagtga tttctgcttt agtagaaggg 
ctcatcacta
    41581 cttcagcatt atctgatttt aaaccagcag ctgctagagc atcttgaacc 
tcaccaaaag
    41641 tctctggaga agtgattact aaaatttcat cttctgaaac ttcaatatct 
tctgcaccag
    41701 cttctaaagc aacgtccatg atcttatctt ctaaagaaac atcgtcaaaa 
gtaatctcac
    41761 cacgtttggt aaataggtaa gcaacagaac ctgcggtacc taagttacca 
ttagttttgc
    41821 tgaaacaatg gcgaacatct ggaactgtac ggttcaggtt gtctgtcatt 
gtttcaacaa
    41881 gaacagcaac accacctaca ccataacctt cgtaggttac ttcttttaaa 
tcatcattat
    41941 cttcaccacc cacaccgcgt tgaattgcac ggttaatggt atctcgtgtc 
atgttgacag
    42001 aaagcgcttt ttcgacaaca gcacgaaggc gagggttact ggcaggatct 
gcaccaccaa
    42061 gttttgcagc agtgacaatt tcacgaatat atttagtaaa aactttaccg 
cgactggcat
    42121 cttgtttcgc tttacgatgc ttaatattgg cccatttaga atgacccgcc 
atggaagtga
    42181 actccaaaaa ttaaaaaatg caaaagtgac agaatattag cataggcatg 
gttttcttga
    42241 aaactgttgc cttacgtttt gttagccaat taaataagct cagagagcct 
aaatttacat
    42301 aaaaatatag gctcaaactt catgagagag ttagctagtt aattttcaca 
tcaatatcat
    42361 attgcgcata aagttcttta atcgtttcaa gatctttttg taagtcggta 
ggataaatct
    42421 tacctaaaat accgcctttt tgggttcttg catttgcata catcagtaca 
attggaacat
    42481 ttgctgcctt agcaatatgc caaaaaccag tacgaatagg tttgcgttcc 
gatccatctt
    42541 tggcacgcgt tgcttcaggt gcaattacta ggttaaatgt atcgctactt 
tggaattttt
    42601 cgaccatttg agagacgata tctttgcttg cttttcggtc tacgggaatg 
ccacctagct
    42661 tttcaagaat aggcttcatt ggacctttga aaagttcttt ttttattagt 
gtatgaattt
    42721 ttaaatctaa tatttgaaac aaagcaattg ataagatcgc atcaaggtta 
gaagtatgtt
    42781 caaaaccgat aataacttgt tttttctcaa gaattgtagg atctgcatca 
taggtccaac
    42841 caactgcttt gaagatagaa ttgcctaaaa actttttcat agagatgtgg 
gagacaataa
    42901 ggttgcagaa ttctaatatg agtttgtcta aaaaggtaga aaattatctt 
ccaaacaaat
    42961 tttatttatt ttaatttaaa aatattttta aatattatat tctaatttta 
taatagaaaa
    43021 atatataatt gaatttttaa aatattattg tatatattag aagtattaag 
gattttcagt
    43081 tttaatcaaa tactcaatat attgccattt cttagaggga tcaatcagat 
ctttatcaat



    43141 tgtcccatca ataataatac catcaataat tgaaatgatg atatgagtaa 
gtggagtagg
    43201 gtctttaata tctagctcta ctaataaact atttaataaa tttataagcc 
agtttgtata
    43261 ttcttgaaat ggttcacgaa ttgaggtgta ttgtttagac acttcaataa 
aagccttttt
    43321 gaataggcaa ccattaaaat tcttactatt aatccagtca atataccaat 
taaaaattag
    43381 atgtattttc tcaattggac tcacatctgg atgtaagctt aatttttcat 
aaattgaatt
    43441 ttgtatatta atatttcgat gatgtaggca ttccatgatt aaactttctt 
tagagggaaa
    43501 atatttgtag aaagtcatct tggctacatt tgattcagca ataattttgt 
ctactcctgt
    43561 agcgttgtaa ccaatttggt taaaaagttc taaagcagta tttataatat 
cttctttttt
    43621 tgacattaca tttccatata attgaaacta attattactt gatatagatt 
ttaaaatttt
    43681 aatcaaatta atcataatca aaaacataat tttattcaag cgaatattat 
aaaagctaat
    43741 caagattatt tttaaatttt ttaaatattc tatttgattt agtagaattt 
taattctaat
    43801 atgaattttc aacaaaagag tcttattttt atcttaacta tttgttttaa 
aaacagaata
    43861 cggaaattta aaaaattaat aagtttaatg agagtggatt atgcctaaaa 
aatttgagga
    43921 ctttaataat cctaggaaaa aagcacttgc agggatgaaa caaagcattt 
cagctgaact
    43981 ttgggacaaa aatcttaatt ttttaactca attaagagcc aagatcacga 
gacatccagt
    44041 attgcaaaat caacacttac ttgaacaccc attctcatcc aagttggaca 
ctttaataaa
    44101 cttatacgta aattaaagtg tcgctttact tggacaaaaa taaaaaaatt 
actcgatttt
    44161 tttacctcgt ttttttcgca tagattcacc tgccaaattg aaaatatggg 
acctatgaac
    44221 aatacgatct aataatgcct caccaaccgt ttggtcctca aagtggttta 
gccatagatt
    44281 ggtttcatat tgacttgtga ttagtagtga accattgtca ctatgtttat 
caataacact
    44341 aataaaatga gctaaccaag aattattgat ctgtgataaa ccaaaatcat 
ccaaaatgag
    44401 caatttacag gaaagtaatc tcttctttaa agtcgagata gttcccaaat 
ttaccgcagt
    44461 attgaaatct tcgaacaact cagttgtatt ataaaagatg actttaaaac 
ccaatttaca
    44521 tgcgtttgtt ccaaatgcag aggcaagcca tgtcttacct ataccagttg 
cacctgtaaa
    44581 aattagatta tgtttagact tgatccactc gcaatcagca aagctttgta 
aaatatcact
    44641 tgtaagccct tttttattgg aacaatctat ttctgtcagg ctacttgtcg 
gatatcgtat
    44701 attcgattta tttagcaatg ataagatttt tcgattgctg acttcatttt 
gctcggcgat



    44761 tagtaattca ttgagaattt ctaatgaggt ctttttactg ttaaccattt 
catcataatg
    44821 atcaacaaag caattcaaac aaccattaag ttttaaatct tgcatttttt 
gtgcaataac
    44881 gctctttgta gtcatcttgc atcccctccg aaataattag caccacgtaa 
gttcgcgtgt
    44941 gtatagggtt tcattgtttg agtggtgttt agaggttgga tatattttct 
atttttgagt
    45001 acatacaaga ggtctgtaac tgctaataga ttatatttta atgcatactc 
acaagcctga
    45061 ttaaggacag aatcaagctt attttctaaa atataatctc taagcttatt 
taaagactta
    45121 atattacgag cgagttgctt ggacttattt agaatttttt ccacaaactc 
ataaacatag
    45181 tttccaagag atttagccca ctgcctaata cttgctgggc ttaaagtatt 
ataaagccta
    45241 tgattggctg gcatatgctc gtctagaata cttgcttgac catagccttc 
taataaactg
    45301 tgcgaagtaa ttaattcatt ctcataatag aattgcactt catgacttgt 
aataccgata
    45361 tctaacttct tacctatcag agtataggga acagaataaa tattcccatc 
aatggtgaac
    45421 tgataaaact ctgaaacggt ttgttgaaat atccattttg aaaaaggata 
tggatgttta
    45481 ggtagtgcaa gcaattcatt tttttcaaat cgatgaaaac gatctgatcg 
actttcagga
    45541 aaacgcttag tgacaccatt gttgattcta tcaacttcta catcgatagc 
tttttgcaat
    45601 tcttcaagtg agaaaaattt tctttctctt aatttaacca agacagaacg 
ttggataatt
    45661 tgaacacaaa cctctgctag ccctttgtcc ttgggagtac gtgggcgagt 
attcagaatt
    45721 gcaaaatcat gatagtccgc aaattgttca aatgttttat tgaaaaccgt 
tccattacgc
    45781 cctgttttaa taacagccgc tttcagatta tctgtgatta cttctctagg 
aacaccacct
    45841 atacgattaa aagtggctgt gaaacatttt aaccagtcat gtgtttgttg 
agtttcggct
    45901 gcaatcacag tgattaaact tgaagcaccc aatacaccta caaagatttg 
aacattcctc
    45961 acctggcctg aattaatgtc gtgaattggc attgttttac cacaaaagtc 
gacaagcaat
    46021 gtctgaccag cagtataatg ttggcgcata gaggggtgta attttttcaa 
ccactgttta
    46081 tacaacttca taaatcgaga ataagaaaca ccttctggct ctgtttcttt 
gaactcaatc
    46141 cacaattgct taagtgtcat atctctgatc ttcatttgat cattgatata 
tgtaaagtct
    46201 ggtagcggtt tgcacttcat gatatttctt gcaacacctg tttgcacaac 
atctacaaac
    46261 tcttgattag atgctttcaa cacctcagca ataggtattt caatttcatt 
taatttttta
    46321 gcaataacac caactgttgt tggagacaca ttaactcttt ttgcaatttg 
gcgatgtgta



    46381 ttaccttgcg ccaagaactc acaaattttt ctttgtacta caacaggtat 
tttcatttga
    46441 aaactcccaa aatcaaataa atggataaag ggagaaagag caagcatttt 
gctttattga
    46501 ctttaaaaaa gtaattgaac aaaatactaa gcgtgtcggt actcaaagac 
acttttcaat
    46561 ggctcatgtt cgagcatgag tcattgatct ttctccatag ataaaataaa 
aaattaattt
    46621 agttcatttt tcgactcctt cttcatgcgt tcaagttcag ttaatacata 
agaattcatc
    46681 gattgatgtc ttttcttagc catttttttc acccaaaaaa ccaactcttc 
aggcaacctt
    46741 agatttaatt gcttggttgt tcgcatatta attattgacc agtagtagca 
ttttgattct
    46801 atagtattaa aatgattcta tatgcgcaat agtttttttg catcataatg 
ctactattgc
    46861 ttattcctac tgttcgtgga atctatgaaa aaaaaagaca ttcaatttaa 
cctccggatt
    46921 cctgaggatt taaagttaaa gattgatgaa gctgctaagg taaatcaacg 
atctattaat
    46981 gccgagacga tgtctcgtct atatgattct tttgttatgg ataataatat 
tcatctagaa
    47041 gcagctaaag tcattgaaaa ttttctacaa gcaagaacac cgacccagcg 
taaaaaagat
    47101 gtagctgaga gacttaactt tctttttaat gagattaaaa aaagtctgca 
tttcaaagac
    47161 cttacagttg ctgaattagc atataagatt ggggaaagct cagcagatag 
tgctgaatct
    47221 tggttcagag cagaaatgga accaactttt aaccaactag aacagatcgc 
aaatttttta
    47281 tctgcgaatt caaattggtt actctttgga aaggaaagac cattcaaagt 
tgagagcttc
    47341 cgtttcgatg agaatataga taaagatata agatggttat tgacccctaa 
tcctgaaaaa
    47401 gagttcttaa aaaatcagtc agtcaaagaa gttaaattta ttcgctgtct 
taatgcggaa
    47461 gggtcactaa ttgtagctaa gctgtattca aatcaatatt tagagtgttt 
ccatacccct
    47521 tatcatatta gtgatatcac tggtgtcggt ggatataact ctctacttta 
tttatgctta
    47581 ctgtttaaaa ccttaaaaaa ataccatagt tcataccatc atccgaatat 
atatagcttc
    47641 ttgatttcag aagaaatggc gaaaaaaata tgggcagaag aaacacatcc 
cttgccactg
    47701 attgatcaac tgcgtcatat accttggatg gatgatctcg cagatgcatt 
acctaatcgc
    47761 tcattagatg aattctattg gcaggggttt gatgtgctta gatcaagatt 
aataaaagat
    47821 tttaatgaaa aggaattcat taagcatcat tggaatgatt cagaattcca 
tattaagcac
    47881 cctatgaact tcgattaatt ccacgtcaat ttgtgtcgta tacacaagaa 
gtctcattca
    47941 atttaactta ttgtttcttt aaactaatta ttagctttta tacggtcatc 
agcatttatg



    48001 aatatcgtcc aaatcgaaga aaatgttaaa cagctcatcc ataaaattgc 
tcaagatgag
    48061 ctaaataaac aagactttat ctatgagttg cttttagctt atgggcatcg 
tagccaaact
    48121 attggacgag tgcgtaatgg tgagcgtaat ttagctgaag ataaggaaaa 
caccgttttt
    48181 tggaagcgcc aaatatactt caaaattgca aaacagcatg atttgcatgg 
tttgattgat
    48241 caaatgaaaa aggaaaagcg aactgagagt aataagattc gtttcttgat 
cgtgactgac
    48301 tttaaaactc tattagccgt agatactaaa acacaagata cattggatgt 
tccttttggc
    48361 gatttagcta aaaaatttga tttcttctta ccatgggctg ggatggagaa 
agccgtatat
    48421 caaggtgaaa accctgcgga tgttaaggct gctgaaaaat tagcaaaact 
atttgacgaa
    48481 attaaagccg ataatttcga tgaagatgac ttaaataata aagaaaactt 
acatcacctt
    48541 aatatcttct tatctcgcct gttattttgt tattttgctg aagataccga 
aatttttaag
    48601 gacaaacagt tcacttcggc aatatcaaag agtaatgaag atggatcaga 
tttatcagct
    48661 ttaattggtc gattatttaa agtgttaaac caatcggctg aagatcgtga 
aacagattta
    48721 cctgattact tagcagattt tccttatgta aatggtggtt tgtttaaaga 
tgatattcaa
    48781 gttccgaaat tcacacgcaa atcacgtcgg attttaattg agtgtggtgc 
tgaattagat
    48841 tggtctgata ttaaccctga tatttttggt tctatgttcc aagcggttgt 
tcatactgaa
    48901 cagcgtagca cgatgggaca gcattacacc tctgtgccaa acattatgaa 
ggtgattgaa
    48961 ccattattct taaatgactt gtacgaagaa ttagagaaaa accaagacag 
cattaataag
    49021 ctattaaaat tacagcaacg tttggggcaa cttaaatttt ttgaccctgc 
ttgtggttca
    49081 ggtaactttc ttattattgc gtataaagag cttcgtaaat ttgaaatgga 
gcttttaaag
    49141 cgtgttcaag agctagaact agaaaaaaca ggtcagcttt caaaaccatt 
ttcagtgatt
    49201 caggtctcac aattttatgg tattgaactt gacgattttg cccatgaaat 
agccattttg
    49261 tcattatggt tagctgaaca tcaaatgaat ataattttta aggaggaatt 
tggaacaact
    49321 tcagctttac taccattgaa gcatactggt cagatagtgt gtgcgaatgc 
tactcaagta
    49381 gattggcttg aagtttgtcc tagtgattct ttaggcagta tatatatatt 
tggtaatcca
    49441 ccttataaag gctttaataa acaaacatca caacaaaaaa tagatatgtg 
taatgtcttt
    49501 ccttcaaatg tctcttttct taaattagat tatgtttctt gttggttata 
taaagcatca
    49561 gaatatgttt taaaatgtaa cgcaaaaata gcttttgtaa ctactagctc 
aattattcag



    49621 ggcgagcaag tagaattaat atggcctctt attttttcta aaggtataga 
aatattcttc
    49681 gcatatcgtc catttttttg ggagaataat gctaaagatc ccgcttcagt 
tatgtgtgta
    49741 gttttagggt tgcagaaaaa aggtttaaat agcaaaaaat atataattga 
aaatggaatt
    49801 attaaagaag ctaactatat caatgcttat ctaacagatg ccgataacat 
ttttgtccat
    49861 tcaagtacaa agcctttaag ccctcgtcct attatgacta tgggaagtaa 
tgcgatagat
    49921 ggaaaaaacc tcataattac tagcgaggaa aaagataatt ttatctcaga 
aaatcctaat
    49981 gcaaaaaagt ttatcagaag atatatgggg ggagcagatt ttctgaacaa 
taaatataga
    50041 tattgtcttt ggatagatga tgaaagttat caagaagcat taagttattc 
ttttattgct
    50101 aaaaaagttg ctcaatgcaa agagtaccgt ttatctgcag gaagagatgc 
aagaaaagtt
    50161 gctgataaac cttacagatt ttgttataaa actcatcagg ataaatccgc 
tatcattgtt
    50221 ccgcagacca caacagaaag aagaatatat ttacccgtag gtattactaa 
tgatgatact
    50281 gttattagtg ctaaaggatt tgctatatat gagttagata tatttatttt 
tggaatactt
    50341 tcatcaaaaa tgcatcatgt ttggatggaa attactagtg gcaaacctgc 
aggtggtgga
    50401 tatgcctact ctgtaaagtt aacttataat acttttcctc taccagaaat 
aaaatcaaat
    50461 attaaagaat taataactat taaggcttta gaaatacttt caattaggga 
aaaatacact
    50521 actaaaactc tagcagagtt atatcatcaa gattatatgc ccgatgactt 
attaaaggca
    50581 catcaagatt tagataatat tattgaatca ctttatcaaa aagagagatt 
tttgacagat
    50641 gagcaaagat tacgtgtttt attgagtatg tataaagagt tggtgggtaa 
aatctaagat
    50701 gaaaaatatt atagaagtta attatgaaca gactggtgaa agtacctcaa 
ttaataagat
    50761 ggggatgcga gctatgcaag ctcgtgcctt tcaatctcgt aatagtcagt 
atttactctt
    50821 aaaagcccca cccgcatcag gtaaatctcg tgcattaatg tttttgggtt 
tagacaagat
    50881 atacaaccaa gggttgagca aagttattgt agctgtacct gaacgctcta 
ttggtggttc
    50941 atttgctagc acaaagctga gcgaaagtgg tttttttgca gattggaata 
tcaaacctga
    51001 aaacaactta tgtactgctg gtggtgataa aagcaaagta aaagccttta 
aacgctttat
    51061 ggaaggtaca gatcaaattt tagtatgtac tcatgcaaca ctaagatttg 
cctttgaaga
    51121 gcttgaagat catgtatttg ataatacatt agtggcaatt gatgaatttc 
atcatgtttc
    51181 agccgatgct gacaatattc taggtactgt tcttaaatct ttaatggaca 
atacctcggc



    51241 tcatattgtt gcgatgacag gttcatactt ccgtggcgat agcgttcctg 
tacttacgcc
    51301 tgaagatgaa gcgaagtttg ataaagtttc gtttaactat tacgaacaac 
ttaatggcta
    51361 tacctattta aagtctttag gtattggcta tcacttctat aaaggacgtt 
actttgcaaa
    51421 agatgatgaa ggcgttattg caattgcaga agtactagat accgataaaa 
aaaccatcat
    51481 tcatattcca aacgtaaatt caggtgaatc aaccaaagat aaatatgatg 
aggtggatgc
    51541 gatcctcgaa atcattggtg aatttgttgc taaagatcct gatactggaa 
ttatcaccgt
    51601 caagcgtgca gatggtaaga tcttaaaagt agcagacctc gttgaagaag 
atggtcgtga
    51661 taaagttgtt gaatatctac gtaatattaa aaccgtagat gatcttgatc 
ttatcattgc
    51721 cctaggcatg gcgaaggaag gctttgactg gcaattctgt gaacatgctt 
taacgattgg
    51781 ttatcgtggc tctttaactg aaattgtgca aattgtggga cgttgtacac 
gagatagctc
    51841 gaacaaatca catgcgcaat ttaccaacct tattgctcaa cctgatgcac 
aggatactga
    51901 agttaaattt gcagtaaaca atatgcttaa agctattact gcatctttgt 
taatggaaca
    51961 aatacttgca ccaaacttca aatttaaaac caaacgtgat gatgaggata 
ttgttccatc
    52021 aggtacgctt acgatcaaag gttttaaaga accaagtaca gcaaaaacaa 
aggctattat
    52081 tgaaaatgat cttgtggacc taaaagcagc gattcttcaa gatgctaaag 
tgattgcagg
    52141 ttcagcaggt aaggttgagc ctgaagtggt gaataaagtc cttatcccta 
agattatcca
    52201 aacaaaatat cctgacttaa cgaaagctga acttgaagaa gtgagtcaat 
atttagtcgt
    52261 tgactcagtg attagcacag cagaagtcaa agaagttggt gataaaaaat 
ttattcgtat
    52321 ggcggataaa tttatcaata tcgaagacct gaatattgat ttaattcaat 
ctgtgaatcc
    52381 attccaaaaa gcgtttgaaa tcctatcaaa agaagtcaca gtcaatgtac 
taaaattgat
    52441 taaggaagca attgaagcaa ctaagattag tatgactcaa gaagaagcca 
ttgagctatg
    52501 gcctaagtta aaagctttta aagttcagtt tggtcgtgag cctagtctag 
aatcaaataa
    52561 cttaattgag aaacgattag ccgaatgcct gatctatatc cgtgagcaac 
gtagacgagc
    52621 tggagtgtaa aacgtggaag attttagctg gcttcaagag atgattgctg 
atgatgactt
    52681 aggtctttta aacgtaaaga aaaagacgtc tgctctaacg gctgatgaac 
aattagtctc
    52741 taagtttaat gaaattaata attttgtgac acagcatggg cgtgtacctg 
cgaaaaatat
    52801 ggcaaatatc actgaatata tgctcgctag ccgcctagaa gcgatgaaag 
ccaatccaga



    52861 gcaatacatg gctttagcag attatgatga acataatttg ctgccacaac 
atcaggatta
    52921 aagatatgtc agatattaaa tcacttgaag atatttttaa cgatgatgat 
ctaggattac
    52981 ttgatgatgg taaagatggg gacatcttta aaatcaagca tgtgcctgtc 
caacgtgcag
    53041 cagcagatga agttgctaaa cgtaaacgtt gtaaggattt tgatcaattt 
gagcacctat
    53101 ttaaaggtgt tcacagagag cttcgtgaag gtaagcgtaa gctattacca 
tttcatgata
    53161 aaagttatca gctcgaaaaa ggcagttact atgtattaaa tggtctatta 
atttatttag
    53221 cagactttac atttactagg gaggacaaga cagtaaataa tgtccgaact 
aggaaagatg
    53281 gtagaacacg cactatcttt gagaatggta ctgaatcaac tatgctgtac 
cgttcattag
    53341 ctaaagcatt atataaagat ggacgtattg tttcagaaac caatgagcaa 
gcaaattcca
    53401 atttctacac taattttggc ggtatcactg atgatgatac atcgacaggc 
tatatttata
    53461 ttttaaaatc taaaagtaca gatccacgta tccaatcata cgatcatctt 
tacaaaattg
    53521 gtttcgccac gacaactgtt gaaaaacgta ttgcgaatgc aaaaaaagag 
cctacttatt
    53581 tgatggctga tgttgaagtc attgctgaat atcaagcttt caatattaat 
cctcaaaaat
    53641 ttgaatatta cctacatgcc ttttttggtg aatcttgcct tgatatatta 
gtggcagata
    53701 aagatggtaa aaatcatcaa cctaaagagt ggtttattgc acctttagaa 
gtaattcagc
    53761 aagccgttga gttattagta aatgggcaga tcatgagtta tcaatacaat 
aagcttaaga
    53821 aagagattga gttgagataa ttaaatttaa gggggatata tatgattaat 
attataaaag
    53881 ttagggatga tcactcacct attcaattta aacaggattc tactgattct 
gcgaaatatt
    53941 ctttatgtga cggtgttgag tgtgcttggc tcaatcccaa tgaatcattt 
tcttataaag
    54001 aacttcgatc aagaattgag ccatggttaa cggctctatt tcaatcggag 
catctttctt
    54061 tgcttgcggg ttctggttta actcatgcaa ttcattattt agcagcagat 
aaagctgcta
    54121 cgggtatgaa tgctttaaca cttaataatt ttaacaatga agtaaatcag 
gcagcaaaaa
    54181 aatcctctga agcgactggt cgtaaaaagg gtaacttaga agatcaatta 
cgtgtagcaa
    54241 atgaattgct tcgtgggcta gaaattttga atgatgataa agctattgcc 
cttaaaaaag
    54301 aattagaaac agcaatgcaa ggctttgcta attcaatatt ggttagtgaa 
aatggtattg
    54361 ccacagcaaa ctttgaaaaa agagaaaatg ctttcaatat cttagttaca 
tttctaatga
    54421 gctttgctag tcgtactggt gtacgagata ggttaaatat ttttacaacg 
aactatgatc



    54481 gacttatcga agctggttca gaattagcag gtattcactt acttgataga 
tttttaggca
    54541 atttaatgcc tatttttagg tcatctcgtt tagatttaga catgcactat 
aatcctcctg
    54601 gtatccgtgg agaacctcgg tatcttgaag gggtggttcg atatacaaaa 
cttcatggct
    54661 ctgtagattg gcttcaagct ggaaaggata ttaggcgaat tggcttacca 
tttggagcaa
    54721 cgtcaataaa accatatctt gaagttgctg ggtacgaaga gattacacca 
cataaattaa
    54781 tgatttaccc aaactcagca aaagatcaag aaacggcaaa ctatccttat 
gttgagctat
    54841 ttcgtgatct agctgctgct atttgtcgtc ctaatagcac tctagttaca 
tatggctata
    54901 gttttggtga tgatcatatc aatagagtta ttcgagatat gttaacgatc 
ccatcgactc
    54961 atttggtcat tatttctcgt gatgacaata tgggaagaat catgaaattg 
tatgaagagt
    55021 tgggacgtca ttctcaaatt agtttactta taggtcctgc actagcagat 
ctaacaaact
    55081 taacacaata ttatttacct aaagccgcaa ttgataaaac cacttctcgg 
atgagtgaac
    55141 ttttaaaaca aagactacct tcaaatcaag aatcttctgt ttcagatgcc 
tcaagtaaaa
    55201 ttaatgggga tatttaatta tgagtatttc accattggct tatgtagatt 
cattaagaat
    55261 aggaactgtt gattttgttt cacctagcga aattaaagtt ttactcgata 
ttgaagcccc
    55321 cgaaggaact gcattaaata caggaacacc aagatctttc ccaagggtta 
atggatatgt
    55381 tcttattgct agtgatgctg gttatctagt tggacaagtt gaatggatta 
ctatagaacg
    55441 ctcacaatac ccaaaaagaa aaggaatgca ggattttggt ttagttgatt 
taccatatcc
    55501 tttgcgtaaa atgagcctaa atccattggg ctgtctggtt tatgataaag 
aagaaaatga
    55561 tagagtttat tataaatttc aaagaggtgt agaaagctac cccacagtgg 
gagcacctgt
    55621 cattttgcca actcaacatc aattacaaga tatagttgaa tctggtgata 
atcgaagagt
    55681 ttgtattggc accagtccat tggcaaatgg tgcaaaagtg atgattgatc 
cagatcgtct
    55741 ttttggtcgt catttagcag tattgggcaa tactggaagt ggtaaatctt 
gttctgtagc
    55801 tggtttgatt cgctggtcac ttgatgcagc agaaaaagtt agacatagtc 
agccaaatgc
    55861 ccgatttatc atattagatc caaatggcga atattcagaa acttttaaag 
acaaagtaaa
    55921 cgttcgaatc ttttctgtag aacccaaaga tgaggacata cagcaacttc 
aagttccttt
    55981 atggctttgg aatagttctg agtgggtttc ttttacacaa gcaagcctta 
agacccaacg
    56041 tcctacatta attcaagctt tacgttcggt tcgggaaggt gtttttaata 
ttgagcaatc



    56101 tgcccatcaa gaaatgaaac aatatttaag aacactcatt agcattaccc 
aaatcgaaat
    56161 taactcaggt tcaccttggg gaaactttcc caaagcgaag aatttttttg 
aaaagttaaa
    56221 aaaatggaga attggattaa ctgatcaaga tgtatttgat agtaatcaac 
aaacttgttt
    56281 aacagcaatt acagataaga taacccactt tgaacaagca cgttcagcac 
aatacgcaat
    56341 atttgacttt gatagaacag agattaatga cttcttacaa ttactaaaaa 
ctgcctatac
    56401 ctcatttggt ggcagtgcaa tggatgcatt gccaatagat gctgatattc 
caagaccatt
    56461 ttctggtgaa aatttattaa aaagtattga aggaaatgcc gaattgctag 
gtgtctcaga
    56521 atatattgat accatgcaaa tgagaattaa gactcttctc tcagatactc 
gaatgaaagt
    56581 cttaacaagt cagattgacg gtgcaaaaga aatgactttg gatggttggc 
tttctgatta
    56641 tatcggggat aacaatgctt caaatggaac agttacagtt atcgaccttt 
cattagttcc
    56701 agcagaaatt gcacatatca ttgcagctac tatagctcga atgacattgg 
aatccttaca
    56761 aagatatcgt cgaatgaatc aagggcaagt acttcctaca gtattagtta 
tggaggaggc
    56821 tcatactttt gtgaaacggt ataaggatga taccgaatat cacaattcat 
catctatatg
    56881 ttgtcaagtt tttgaaaaaa tagctcgtga agggcgaaag tttggattag 
gtatgatgct
    56941 ttcgtcacaa agacctagtg aactctcacc gactgttctt tctcagtgta 
atagtttctt
    57001 acttcatcgg attagcaatg aacgggatca agaactgata cacaaattgg 
tgcctgataa
    57061 tctccgtgga ttattgagag atttaccctc gttaccttcc aaaaatgcaa 
tactacttgg
    57121 ttgggcttcg gaattgcctg tattagtcca aatgaatcat ctttcggctg 
aacatagacc
    57181 aagatcagat gatcctgatt actggaatgt ttggactgga caagatcaga 
atgggaatcc
    57241 agttgctcgt gaagtaaatt ggaaagaggt agctgatgat tggcagcagg 
tttagattct
    57301 tgttgtccaa gtaaaataag aacaggtgtc caacttaaag taagaatgcc 
tgttcattta
    57361 aataagaata tgcacagtat ctcatcatcc tgcaatacaa actttaaata 
acggtgaaat
    57421 taataaagaa aacttaaagc gtattcattt agagtatcgc catgcaatcg 
tacaaacatt
    57481 tacagacgct ttataatggc tcaataccag acaaagcagt tagaacctag 
gttgcatgca
    57541 ggtgcaaaga tgtttccgcg ctgtcttttg agtcttaaca tatttgatga 
gtttgggttt
    57601 cggcctggga ccgacaaaga cggttattat caaggtaacc cagaatatgc 
acattatcct
    57661 ttatttgaag atgtccttga tgattttgga gtgacggagg aagagcgccg 
gagttatcaa



    57721 ccaacagaaa ttgcacatca ggtgagagag tttctagaaa attcctataa 
agactataaa
    57781 gccgtttctg ctttattagc tgtagctgaa gaagaagtta ttttgtacag 
tccaccttta
    57841 cgaaaagcaa ccagtgctgt aggtatagcg gtcgagggtg gtggctatta 
ccatgtgcat
    57901 ggagtatctg aagatgaaac tgctgaggca gcagatgacg atcatgaaga 
agatctatgg
    57961 tttattttaa tgcaagcttg tacagaagaa gactacactt atttagaaaa 
cctatgcctc
    58021 gaatattgtg atttatggga aaagttttgg gatgttcaaa tagaaagctc 
aaaatcaatc
    58081 ctgaaacaaa atttagctta agaacaggtc aaataatcaa ctcaaacata 
tataacagtc
    58141 ccaaaggttg aaaaagaaag ctcaacaata tggaaattgg aaaagacttt 
taacgtttaa
    58201 ttgaacaatt tttgaataat gaagtgatat ttggctatat tttaaaaata 
tctaaagtta
    58261 aaaaacccca aaaacttaaa gtttttgggg tttgtatttg gtgggcccac 
acagactcga
    58321 actgtggacc aacggattat gagtccgctg ctctaaccga ctgagctata 
ggccctataa
    58381 tcagaaaagc ttttaatctc aaggcttttc agtgcctgca atactaatca 
atttttttat
    58441 taaacacaag tatttttcaa aagtagcagc agtagacctg aaaaatattt 
tgctatattg
    58501 ttaattatca caagcgatag ggattctagc ttatgagcac ttcacgagta 
aagctaacta
    58561 agtcatttat cgatcaactt gaactcacac cggctattta tcgtgacagt 
gagattattg
    58621 gctttgctat tcgtgtaaat aactcttata aaacttacat tgtggaaaag 
aaagtaaaag
    58681 ggaaatcaat tcgttgtaaa ttaggggatt acgaaaaaat tactcttgaa 
gacgcccgta
    58741 tacttgcaca gcagaagtta aaagagttaa ctgactcaaa ctctttaagc 
attaaaaata
    58801 ataaaatatt aaaaaatagt ttaaatgaga aaattgacca gccttatctc 
aaagaagctt
    58861 tccaagtata tataaatcac cacgagttaa aagaaaggac attagccgac 
tatagagaag
    58921 ttatagaaaa atatttaata gacttaagtg aacttaaact gattgatatt 
actgaacaga
    58981 tgattgaaga aaagtatatt cagttatctc agtatagtta tgcaaaagct 
aatttatcta
    59041 tgcgtgtact tagagcggtc tatcgttttt caattatgta ttaccaaaat 
aaaaattgtg
    59101 aagtaattat accaaggata aacccggtta atttgttaaa gaagaaacag 
ctctgggaag
    59161 aaattccacc tcgaagaaac tatatcgatg tggataatct aaccaagtgg 
gtgcaagcaa
    59221 ttattgaata taaaggtagg ggacaggaaa atgaaacaaa taaggatttt 
ttattaacac
    59281 ttatattaac agggcttttt aggaatgagt gtgaatcttt acattggaaa 
aatatagatt



    59341 tagaggaagg aactctttct tttataaatc catataataa tgtgtgctat 
aaaatttata
    59401 tgggaaactt tctttggcat ctgatgaaaa aacgaagaat acaaaataaa 
ggagagtggg
    59461 tttttccatc tgtaaaatct gaatctggtc atattattaa tatttcgaaa 
tttagaaaaa
    59521 aaattaatga gcgatgtaat ctttctttta cttttcaaga tctacgtaga 
acattttatt
    59581 ttgtgttaaa tcatttaact aataaaccat tagcgagcaa aagaacagat 
cagtatgaag
    59641 aaaagctgga cgttaagaat attgctcatg ttcaggatat acgtaataga 
atgaacaagg
    59701 ttgagcaaat tattcttggt ccctatcgag atgaacttat taaatctatc 
aatattaacc
    59761 tataaaattt tgtcctttca aagctagaaa tagaacccgt acagggtcaa 
aaatagtata
    59821 aatttaaagt aagttttatg gataaaacct agaatgaaga ttgtttctca 
ttttctacaa
    59881 ccttttgtaa ttgatcaatt ttatacttga ctaaaacact tggaatttat 
acagtagtag
    59941 agtatttttg ataattatta ttattgctta gtcctgaaat acagtaagaa 
gcctattcat
    60001 catgaatagg ctttttgctt tctttaattt aatcatagag ttctcgtttt 
ttataaaatt
    60061 aatataataa aatcaataaa ataagtgttt ttaataaatt gaaaaagatt 
gtcacgtaat
    60121 ttttcattat gaacaaaact gatttaaata gtactcaaag tgaaacatgg 
ctaaatgcta
    60181 agtttaacgt tcaatcaata aggcatagga gtgtcatcat gtttaaagca 
atgtttttct
    60241 tcagtgcagg tgcgatgttt ggctattgtt ataagcatta tgatgaaaaa 
gttatagagt
    60301 ctaataaatc taaatagctc ctaaaaaaac cgtctaaatg gcggtttttt 
aatgacaatt
    60361 ttgagataag tttgcttgaa caatctggac aagctctctg gctgctttcg 
ataacggttt
    60421 atcttgaagc caaatgagat aaatagataa aggcaaatga tttttcgtat 
ttttaaaatc
    60481 taattgaact aagtggcctt gttcaatctt ttcttttacc aaagataagg 
gaaaatttcc
    60541 ccatcctaag ccagcttcga ccatattaat tgctgtttgt aagctattcg 
ttttccagta
    60601 cattgctcca atgattgaac gtgagtcttc catatccagc tcactacttg 
cgaccacaat
    60661 ttgccgaata ttaattaact cttcaatcgt gtttaactta ttctgttctt 
ttaaaaacgg
    60721 atgatgagca gagatcgtag caataactgt ttctgtcatt actaattgta 
agctttcacg
    60781 catttttata ttgaggtttg aacctgcaag gcaaaggcta atattttctg 
tataaagtaa
    60841 atttagaata tcatcttgag gagctgtaat aatttctagg ttaagaagag 
gaaacttctc
    60901 tgctagttgc tttatggctt taaaaagtaa ttcagtattc gcatctgaaa 
ccacacctat



    60961 ttttaattta ctttcaagac caagtgaaag ttcataagca tgcgtagcta 
atagcctaag
    61021 ctgttcagca ataatacggg cttgaggttc caatgctaaa gccgccgcga 
taggaataac
    61081 tttgcggtgt gtacgttcaa ataagtggta accaagttct gcttcaatat 
tggcaattgc
    61141 catactcact gctgatggca ctcgatttaa ctttcgtgcc gcggccgaga 
aagatccagt
    61201 atctaataca gttaagaaaa gttcgatatt ttcactatta aaattcattt 
tgatatcagt
    61261 agaactgaaa gctgttaact ttatatgtga ttttaactga aactaaaata 
aaaagaagtg
    61321 ataaaagttg aaagattatg caaggtttaa aacgtcgtat tgtttatgtt 
tcttcatatg
    61381 aaattattgg aatggtgatt tcatcagtag gtttggctct tttggccgga 
gatagtgtag
    61441 agcacactgg gccactttca gtgatgatta ctactattgc ggtaacgtgg 
aactttatct
    61501 acaacattct ttatgaaaaa tgggaggctc gccaagaaag taagtcgcgt 
acggttaaac
    61561 gaagaattgc gcatgcgatc ggatttcaaa ttactttagt aatgttctta 
attccgctta
    61621 ttgcgtggtg gatgaatatt tctcttgttg ccgcattttg gttagatgtt 
gcatttatta
    61681 ttatcattcc aatttataca ttcatattta attggacatt cgacaagtta 
tttggattac
    61741 ctgcctctgc acaaccaagt actgctcaac agtagaaaaa tattaatgag 
atatcaaagt
    61801 gttattttag actttgatat ctcgtcttaa cattatttta ctcgttcaag 
ttgaagagct
    61861 tttgaaattt ttatttgagc tcttttggca agtacataat ataaaactgc 
agtggataac
    61921 aatcccacta gccaagataa atcgactcca cccaacattt cggcaatttg 
tcctttatag
    61981 aatttactat caataaaggg caactgaagt aagataccaa tacaataaca 
agcgattcca
    62041 atagtgttcc agcggccata tttaccattt gggtcatata aggcatttac 
atcgcattct
    62101 tctttagaaa taaaatagta atcaactaaa ttaattgcac tccaaggaat 
gaaaaatgta
    62161 agaaggaaca aaataaaaga tttgaatgcg cttaaaaaag tatgttcacc 
tacaactgca
    62221 ataaatgttg agataattac cattgcaaga acaattgtaa gtcgcgttaa 
ttttgaaatt
    62281 tgagcacttg gcttaaaact gttccaaatg gtcgcaatac acataaaact 
gccataagca
    62341 ttaagtgtag ataaagtgac ctttccgaac gcaatactaa aatataaaaa 
agtaatcaca
    62401 agagcgattg gattcatgcc tacaacgtac tgaacttcat ttccaacaaa 
accaccattc
    62461 gagacttgag caatgaatac accgagcatc attgaaattt gggaacctat 
taaagaccca
    62521 aggccaactg cccaaaatac acgtgttgaa gaggtttttg taggaagata 
acgagaataa



    62581 tctgctacat aaggtccaaa tgaaatttgc caagaagcag aaagagaaac 
tgctaataaa
    62641 aatgatgacc agctaaaatg ccgtacagca agcaattctg aaatattaga 
gagagctaaa
    62701 atttgagtta aaataataac aaaagcaatt aaaccaataa cacttgcaac 
tttgcctacc
    62761 caatgaatta aacgatagcc aattgtcgca aatataataa taaaacaagc 
atagattaaa
    62821 atacctgttg tattactcac ctgtgctaga tgagcaattg ctttaccagc 
gagtacctca
    62881 ccagtggccg taaagccaat atacataaga caaacaagaa tgatggggat 
acaggcacca
    62941 tataccccaa attggactcg actcgaaatc atttgtggga ggccaagttt 
tggaccttga
    63001 gctgcgtgta aagccataac ggcagcacca aagcattgtc caataaagag 
gccaatgatt
    63061 gaccaaaata catcaccacc taatacgacg gctaatgcac ctgtaacaat 
agctgtaatc
    63121 tgtaaattgg ccccgaacca aagcgtaaat tgggcaaata tattgccatg 
cctttcattt
    63181 tcaggaataa agtcaatact tcggttttca acaaatccgc ttttcgattt 
cccagctgat
    63241 gagtccataa cactctcctt atcctttaag agctttttct attattagat 
ccatttatgt
    63301 ataaacaaat acaaacatgt atatacaagt tatttgagaa agaagcaaat 
ggttttttga
    63361 gccgatacct taaaattttt ttgtttttaa attaaaatga gttgagaaaa 
cgaaactgat
    63421 gttatggcta tttttataaa gatgagtctg tttgatccgt aaattcagtt 
tataaaaaag
    63481 ccctccattg agggcagata atcagacttc tgcatcaagg attgcttgaa 
aaaatacagg
    63541 taactccgaa aattgaacta attgtgtttt atcagcgtgt ttgtaatagt 
actgatagtg
    63601 gggtgtttca aaaccactat caagatattg ggttgcatca gaaaattggg 
cttttgcaac
    63661 gggcttatcc tttttaaatt taacaataat tggattaacg gaatttaatt 
taacaggaac
    63721 accgttctcg aatttggctg tttcaatgag tagagatatt ttaaaatcac 
caaatactac
    63781 acaaaactgt cctccatttt ctgttttaat ttctcgatca tgaaaaagtt 
ctttaaataa
    63841 attttttaat gattctctat gcttgtctaa agctaactga aaatcatgat 
cttgctgttc
    63901 tagtttctct tgctcttctt ttagcaattt ggcctgtttt tcgatagttg 
taaaatccaa
    63961 attcatctta attctccttg ttgtgtttta aaactatata tggcaaccat 
ttgttaagtt
    64021 ttaaagaaac atacattctt tgttacaacg caataattaa gatgaatttg 
tgtgatcatt
    64081 actttgtgca aggcttagct ataagtgcag gacgtttaat ctgaataaat 
cctccactac
    64141 tcatcacgcc aagcatgact aaagctgtgc ctataagttg ccagatatta 
agtgattgac



    64201 cagctaacaa ggcaactaac atactaaaaa ccggaacaaa gttaaaaaag 
attgatgctc
    64261 ggcctgcacc tagtttttga ataccattaa accaaaataa ataagcaatc 
atggtagaac
    64321 aaataatgac gtatcccata gctaagtgtg cagtgatagg cgctatagca 
attgcttgag
    64381 aagggtgctc aaaaattaca cttaatatga ttaaagtcaa agcaccgaac 
atcatagaaa
    64441 atgttgtggt ctctaaaggt gtagcatttt ttacataacg gcgtgatagc 
acattcgcta
    64501 aacaaaaact gacaccacct agtaagatga ataagtcacc gattgctatt 
tttaaatgta
    64561 gtagcgttga aatatggcca tgactaataa caaaaagtac accacttaag 
ccaaatacaa
    64621 caccaataga cttattaagt gttagttttt ctccatcaag taaaattgtt 
aacaataaag
    64681 taattaaagg tgttgtggcc atgattaaag cgccattgac tgctgaggtg 
gtttgtaaac
    64741 catagaaaca gcctaggtta aaaccggcaa tacctataat tccaataata 
agatagatag
    64801 ctaaattttg ccgtaatgcg gcccaacgta gctttcctat agctgcaaaa 
agaataaata
    64861 gaccaaggct tgcaattgta aaacgttcag ctgctgctga aagaggtggc 
atatattgaa
    64921 tcacataaga catcgcatta aatgccgagc cccaaaacag cattgtgatt 
acaacaccag
    64981 tataggcata caccattgat ttattcatga ttgggctccg aaaaagaatg 
tctttattct
    65041 gagtaatcac ataaaggtgt acaattccat attaattcat ctctgatgtg 
aaaatttgca
    65101 caatgattga ttgggaaaat ttacattact tttcagtttt ttctgaagag 
aagacacttt
    65161 cagctgctgc aagaaagtta ggtgttgacc atgctactgt tgcaagaaga 
attgcccagt
    65221 tagaagataa tttaaaacta aaattagtgg accgtagacc tcgtacttat 
attttaactt
    65281 cagagggaga gcgtctggcc aaaatcgtga cacgtatgat ggaagaaaca 
ttttctattg
    65341 aacgtctggc tcaggcagga caacaggaaa ttagtggagt agtttcggta 
agtctaccgc
    65401 cagctacggc tgcacatttg gtaatgcctc atcttggtaa gttttatcgt 
caatatcctg
    65461 agctacaatt gagaatactc ggtgatgttc attatgcctc cttacagcat 
cgtgaagcag
    65521 atatcgcagt tcgctttgga cgccctaaag atgattatct aattgcgcgt 
aaagctggtg
    65581 aagttccttt tggtatatat gcagcccaag aatatttgga tgctatacaa 
gaagaaaact
    65641 atggatggat tagcgttgaa gttggtggag ttcaaggaca aaaacagcaa 
aagctaaaac
    65701 aacggttaaa ttataaagag cctgttatgg ttacgaatca tcctgagctt 
caatggcggg
    65761 ctacttgtgg agcagttggc ttagctgtac tacctgattt tttaggccag 
caaggtcatt



    65821 tagtaaaatt acctgatgat gacccaatga gtgctgaaat ttggttagta 
attcatgaag
    65881 atctgcggag tagtcctgca gtaagggtag tgatggattt tcttttagat 
tgttttgaac
    65941 cttttcgtgt ttaatattgc ttaagccttg acttcaatta gcttaattaa 
tttttattca
    66001 tcaggaaaac ttcctgcatc ttctcttgct tgcttcaagg ctagaaaaaa 
acacagcagg
    66061 aaaagtaatc caataaaaaa taagaaaaaa tctaaataac taatacctaa 
accaactccg
    66121 aaagccccta aacttaataa taaaatacaa aatattttcc aaataatgag 
catgtggttt
    66181 tgtaataaaa acttgaagtt aggctgtaat tgaaaaatat ttccagatat 
gtgtttgttt
    66241 tttttcttat aggttgtgta aagctttata atttatcgaa ttacataata 
tttacttcta
    66301 actaaaccct cctaattaag cactttttaa ttttactata cattcgtata 
tataaaattt
    66361 atgttttttg aattaataga atgataattc tttagaaagc ctgtaaaata 
gaaattgcaa
    66421 actttatttt taatttattt ttatttaaaa ttaaggggtt aaataaattt 
atcaaacttt
    66481 tgttaaaaaa aagacttgat atttaagcta aattttgaaa ttatagtcat 
gcaaattgtg
    66541 atctatttcc cacaatttgt atttcaggtt aagtggttat cactaatgct 
cattagcttt
    66601 tttcgcttat gagcattttt ttaatttatt tattagtaaa atttaaaaaa 
taatgtgtgt
    66661 gatcatttga cttttttagt attaattaaa aattattcat tctataaagc 
cgactaatta
    66721 ctactaagct ctagcgctca gaagaaatac taatcatatt ggatcgttac 
tgttgcatta
    66781 gctttgactt caccggctgt tacattcgaa gcagtttgat aataacgcgc 
tgttaaagga
    66841 atatcgtact gtactgtctg gttagaactt actgtaccaa tatctagttt 
gtttcctttt
    66901 cgaataggat tgttcgcgcc attcatattc cataacaatt ccacaccaac 
tccgttcgct
    66961 ttagttgact cagcagcact gttattaata acctgactat ttgaagtgtc 
agaaatgtag
    67021 tcaaagctta aactcagagt attactcgtt ggtacacctg agttattttc 
cccaccatta
    67081 caaagaatcg ataaattaaa gtttttctca ccttgagttg atccaatagc 
tctaaaacct
    67141 gatttcatca cagtgggaag ctgaacaacc gtatctatgc cgttttgaat 
ttcacaagaa
    67201 gatgatgcaa taagaatagg ggagctgctc aatactgtag ttgttaagaa 
agggcgattt
    67261 tgttgtcctg ttacataata ggtactgtaa cgaccagcaa ctaatgcacc 
tgaacctgta
    67321 gttgcagcag ttttaatcac ttccataaca aaatatcctg gtgaaagcgt 
atatgttgta
    67381 ttaggagtca agctgcgttt ataagggtaa tatccagaaa aatctgtaga 
gtcgaatgcc



    67441 tctctataaa gtcgaatacc tatacccgga atattggttg catacacatt 
atttccaatc
    67501 gagctaacag gatagtttaa tggaagtgcc gctgtaattt ggtcactgac 
acggttgcaa
    67561 gttgcagtcg aattattggg tgaaatagta aaagtattct tttggagaac 
tgttccgatt
    67621 ggatcggtcg ggcgtactac aatagttcca atcgtcattg gaatatcgac 
tgtggtaaag
    67681 cccttgctta aagtacagtt ggcataggtt tggttataaa taaaaaaact 
agtgatgagt
    67741 aaaccgctct ttataagcat ttttttcatt tgcagactgc ctctgtcata 
ataattgatt
    67801 gtttttcctg taagattttt gattggatgt cataatcaag ttgacattct 
tcactattac
    67861 tttgtcccca tttcacataa agatgatctt gagttagggg agtacgtaaa 
taaatccggc
    67921 taccttgggc taccattccg actatttcat tgttttgatt aaaaacttgt 
gctgcaaatg
    67981 gcaaatggcc gccattaggt gtttgggtgc taataaaaac tgcatatccc 
gtttttgttg
    68041 aaaagttaac tttagtgatc gatcctgcat atggggcaat acgatgactt 
gtttccgtaa
    68101 gttcaacagt tgatggcatc ccttgagggt caaggctaat gtcatttaag 
cgataggggg
    68161 ttacataagg aatgacagca taaccttgtt tattaatgct tagaccagag 
gtattgccga
    68221 ctcgagcacc agtcgcttga ggcgcatata ccaataccat ggtctgtact 
tggtctgggc
    68281 caaataaaat accttgtgag tgagcgacca agcttccatt taaattgatc 
atttcttgtt
    68341 ggtatgtatc ggactgacca aaagaagcgc ctatagttgt atagttagta 
cggtaggtgc
    68401 cattgatatt taggcttgtt tgtccttgat cttgatatga aattgatgag 
ccataatcaa
    68461 agcggtttcc gatataacca ctcattccta aagttcggct atcttctgaa 
atagaactat
    68521 taaaattaac ggtatttttt ttaaattgaa gtggaaaaga taaagacaac 
aaatattgcg
    68581 tttcatgacc agaattttga ttttcttggt caagctcatg agtaattgca 
gaaatactgt
    68641 aagtcagatc tttaaattga ttgctatatc caaattggaa ttgttgatta 
cgattaggct
    68701 ggttccaata attaatccac gagcctacta aataaaaatt accccattga 
tttgggaggc
    68761 cttggtttaa tgtgatctga aattcacttt tttgtttccc cacggaaaag 
ctatcaatat
    68821 cttgttgttg caagtctcga attaaaattg aatcgcgtaa tttcaaataa 
ttttctgtgg
    68881 aatatttata cgtagctaaa gttaaattgg tgttggttgg agtaaatagt 
cggttataac
    68941 ttaaacgata acttcgtcct ttaagggtgg gcttttgttc gaactcagct 
gacgactgag
    69001 ttgcatcaaa tgaaattgca ccgattgggg ttgcaaatgc gctacctatt 
aaaaaagact



    69061 ggtagttttc agttgcctga aagcctgtat agcttgttaa atagttattg 
atacctcttt
    69121 gatatttacc ttgcactagc catggtttta gattgatatt ggcatctcta 
aaatgtccca
    69181 aagtaaaaga atatcggctc attttaggtc ttagcatctc aatgacagaa 
gcataaggaa
    69241 tagaaaactt ttgaatttct ccatttgttt catatataga gacttgtaat 
tcgccaccga
    69301 agcctgtggg ataaagatca ttaatttcaa aacttccggg tgtaacagtc 
gtttgataaa
    69361 ttaaatttcc ttgctgacgt acctctactt ttgcattggt tttagcataa 
cctcgaattt
    69421 ggggagcata tccgagcata ctgttaggaa gcatgcggtc atcacttgat 
atgttaatcc
    69481 cacgataagg tagggcatca aaaaaattat tattggtaaa ataatcacct 
aaggtaacaa
    69541 tactattgag cttgggaaaa gccttttggg catatgtatt atttgatgtg 
taggaagaaa
    69601 ccttttcttg tatttcatta tgatcttgcc atttccactg cccagtatgg 
cgtaattgcc
    69661 aatcatagag atttagacca acatttgtac ccataaacgc atgatttttt 
tcatggttat
    69721 tatttacaat acgataggca gaagcattgt atgcaaaaaa agctgcattt 
ataccgcggt
    69781 cccataaacg tgggtcgaca tacccttgag cattcttttg taaagcaact 
tgtggtattg
    69841 aaatatcaag tctcagacga gaagtatcaa attgataaaa agcatcgtta 
acccacttgt
    69901 ccaagtcatt acaggtaaag gtactactta cttcatgatg aagaatttct 
ggtttaactc
    69961 catattctaa aagcatatct ggggtaaaac aggtctttgc attctcattc 
gaacgagtac
    70021 ttttaaaaac aaactttcgt tttcctaacc actgcccatt aatatagacg 
tcaagactat
    70081 attcacccgg taaaatagga ttgccgtact taaatcgacc aatatcaatt 
ttctgtgcat
    70141 ttcccactaa aaaattagta tcaaaatcag cttttaaaat attttcccta 
ttcatattgt
    70201 ctgatgcata tacagttaaa gggatattaa ttgcgagact caatactaaa 
taatatgtag
    70261 tgcgcttttt aaagcatata ctggatatga accattctga catcgtcttt 
atgcctgttc
    70321 atgtgtaggt gtttaaatta aaaagtaggt aagcttagaa ccttattact 
tgttcaattc
    70381 ttccaccata atcatttata taaacaaagc tcatatttgt tatattgcta 
tttttaagtt
    70441 ttatttgatc ttctgaaaaa ggagaaagca ttaaaccctg ttttaataaa 
tctgtttttt
    70501 gatgatttat ttcttgaaaa attgagctta ttgtaatgta aaagggagta 
gggtttttaa
    70561 taagcaagtt ttcaccattt tttacccact gaattttttc acttaatgta 
ttaatatttt
    70621 cctttaaatt tactgggcga taaaagaact taattcgtga acgtatcgct 
aattgaagaa



    70681 aattattggt taatacatca ttattttctt gttttttacc ttccggcctt 
ggtggtatat
    70741 ctaatacatt aagccaaaat acactttctt tattttggtt taattgagaa 
gcattaggta
    70801 gtgcagtaat tcgtaaagtt tgccctttag agggttctac tcttgaaata 
ggtggtgtaa
    70861 tgataaaagg gacattcgct tcatcgggag ttgatttagc gtttccatca 
tcaatccaag
    70921 cttgaaccaa ggaaggcgct gtaccgttat tgctgagttg taagtttact 
tctcgagcat
    70981 ctgatagata gattacacgt gtaccatgaa gtactatttc ggcatgccct 
gtagtagcaa
    71041 ttaatgcttg aagacaagcc attccccaaa aaaatttacg accacgaaaa 
agcatgagtc
    71101 atattctcaa taataaataa tagatgagat atagcttcta tttaaaaata 
gaagctggtt
    71161 ttaatttatt gataaataat cgtgtatttc acttgtgacg ttacagtacc 
tgctgtagat
    71221 gctccagttg cataatattc agcataataa ttaagatcgg cattcccccc 
agcagaaaca
    71281 tttacccatt gtgagttatc ttgtgcacca gaagcacctt tcgcaattac 
aggaattact
    71341 gcattgttgc tacccaataa ttggatgttg acattagcag ctgcaccaga 
ggtagcttgg
    71401 ttcaatagtc gaccagtatt aaaatcaact gttgcgcctg gttcaaaata 
agtcgcgact
    71461 ttaccaactg aagcacaatt cgttaaattg atttgaaaag gtgtacgacc 
agcaacatcg
    71521 cccgcatttt tcaaagattg agatgatact gttggtaaat ttacagtgag 
atttttatca
    71581 ccagtatcaa tcgtacacgt attatcagtt actaaaccat taatagtgat 
cgtaccatca
    71641 gctgcttgtg ctgctgcaat attaaaaaga gaactagccg caataaaaat 
aaattttttc
    71701 ataaaatccc cagaatattc aataaatatc gctttattac tcttcagtgc 
ttttattctg
    71761 atcaagtaat gcggtggaaa tatagcacct ttcaagtaaa aaacaagaat 
aacattatat
    71821 ttttatgtat tttgattggt tattttttat tgataaatgc ggtttttatt 
ttaatttata
    71881 ccatatggta aaatatcatg aaattatttt atttaaatta atttgataat 
aattttcatt
    71941 taagtttttt aatttttaag aattgattct tttattgtaa ttttatataa 
attatatatt
    72001 ttttgataaa ttaactggtt gatttttatt attataatta atttttatat 
atcgtgtaaa
    72061 tatatttatt tttttaagaa aattttaagg tttaattcct agtgttttag 
ttgtaattca
    72121 ataaaagatc atctggagtt tggttccatg aacaacatga aatacacgta 
taaaccgaat
    72181 tattttttct ttgctcataa attagtcttg tttttaaaag actatttact 
caaacatcct
    72241 actgaacaga acacgacgtt taatttacaa acaatttatg atgtctttag 
ccacgatcta



    72301 gcctctagca caacaaatct agaaggtatt ctaaacattg cggatgagta 
tgttttagaa
    72361 acagaagagg gccttttacc attgattagt agccactcaa tcaatttaaa 
gaatcatgta
    72421 ctttctttag agttttcacc taaagcgtta acaagcttat tgtcggggcg 
ttcattagtg
    72481 aatccgaagg ctgcttagat tttcttttaa ggtagaatga actcatataa 
aattcataaa
    72541 atttattttt aagagttatt tatgagtaaa gactttaaag ccttaactta 
tattgcggat
    72601 gataatatag cagatacagt gacttggctc ttacaccatc aagatgtttt 
tgaaactttt
    72661 cactttgatg tattgagcca agagttatcg gttacacatg cggcaggtag 
ggatattatt
    72721 cgagttggaa cctttctgaa tgctacttat ggaatattag tcacttctgt 
ataaatgaaa
    72781 aaagccctga atgatcaggg cttttcaatt ttgatgaggt taagcactca 
tcgcatctac
    72841 tgataaatca gaaacagttg gttttggctt ttcagctgtt aaccctaatt 
tattaaataa
    72901 cgcttggtct ttaccttcac ctgtatttgg cgtcgtaagt aatttatcac 
cagagaacag
    72961 agaatttgca cccgccataa atgctaaagc ttgatctgag tcacttaaag 
attcacgacc
    73021 agcagataaa cgaatataac tatgcggcat aatgatacgt gctaccgcaa 
tagtacgaat
    73081 ccattcaata acatctagtt tttcaacatc agctaatggt gtaccttcaa 
ttggaacaag
    73141 catgttgatt ggcacagatt ctggatgaat aggcaaggtt gctaactcat 
gtaacaaacc
    73201 aatgcgatct tcacggcttt cacctaaacc aacaataccg ccactacata 
ctttcatacc
    73261 agcttgacgt acataatcta aagtattcaa acgatcatca aaagtacgtg 
tgctgatgat
    73321 gtgggaataa tactcgcgag aagtatcaag gttatggttg taatagtcta 
aaccagcatc
    73381 ttttaggcgt tctgcttgtg attgattaag catacctaaa gtcatacagg 
tttccatacc
    73441 taatgcttta acttcacgta ccatttctaa aacataaggc atatcgcgct 
catgagggtt
    73501 acgccaagca gcacccatac aaaaacgaga tgaacctgaa tcttttgcag 
cttttgcttc
    73561 gctaattact ttttcaacag caatacgttt ttctgcttct aattttgaat 
cgtaatgtgc
    73621 agattgagag caatatttgc aatcttcagg acatttaccc gttttaatag 
ataaaagggt
    73681 gctgacctga attgtattgg cagtgaagtg ctcacggtgt acttgttgag 
ccttaaaaac
    73741 taaatccaaa aaaggttgtt catatagagc ttggatttct tcacgagtcc 
aatcattacg
    73801 tagagtcatt gtcatatcca tgatgatggc attaattcac tgtacataat 
catacagaat
    73861 tcgtattaaa gctatagggc aaaaaacatc atttttttaa tttgatagct 
aaagttgatt



    73921 aagttgctgt tcaattgccc aatcaatatg cacattgacg atttcgtcat 
gtaaactttt
    73981 gcctttgttt agctgatcta caatttcttt tgagtacggt gcgttgccta 
aaccgatagc
    74041 aatattacgt ttgaaggatt gataacctgt acgtcgtatt gggctgcctt 
ctgtattggc
    74101 taaaaaagta gcttcgtccc actgccaaat atcaagcaga ctaatattat 
ctaaaccatg
    74161 tctaggattg aaatcgggaa tagacgctgt tttagcaaaa ctattccacg 
ggcaaattaa
    74221 ttggcagtca tcacaaccaa atatccggtt accaatgcct gcacgtaatt 
cttctgcaat
    74281 gattccttta tattcgatgg tgagataagc aatacagcgt ctagcatcta 
acatataagg
    74341 ttcgacaatc gcttgtgtcg ggcaaatatc aatacacgca ctacaagaac 
cgcagtgaga
    74401 agtagcaggt tcatcaaaag gtaagtcgag tgatgtaaat agttcaccta 
agacaaagaa
    74461 tgaacccgac tttttatgaa tgagtaaagt atgtttacct gtccagccca 
tcccagcact
    74521 ttcagctaat gatttctcaa aaataggtgc cgagtctgca aaagggcgag 
attcaaaatc
    74581 tcccactttt tcacggatac gtgtggctaa cgtttttaat ctgccacgca 
tcaccttatg
    74641 gtaatcacga ccacgagcat aacgggcaat aatcgcagag tttggttcaa 
aaggtacata
    74701 tcgcggtttt ggcgattcca ccaaataatt catacgtacg caaataatac 
tttttgttcc
    74761 tggcaccaat aaagttggat ctgctcgctt ttccagattt tcttctaaat 
aggtcatatc
    74821 tgcatgataa ccacgttcaa ggtaatctaa aaaacgtggc atttgctctt 
gagcatctgg
    74881 tttggcaatg acacaatcag caaaacccaa gtctaatgct tgagctttga 
tccatgcttt
    74941 taattcatgt ggatcaattt gttgcactgc aatgcgtgat gtgttggaag 
atgtcataaa
    75001 ccgaaaaatg caagaggata agaatatgca ggcggtagtt taccatagcc 
aagatatcca
    75061 ggcatgggag caacgttggt ttgctgcgca aaactcctca ttaggcctaa 
tgcaacaagc
    75121 agcttggtca atcactcaac aactcattgt actttttcaa aaacaaaatt 
ttaagaatat
    75181 tgctgtttgg tgcggacagg gtaataacgc tggtgatggc tattttatag 
caagctatct
    75241 caaacaagct gggtttcagg ttgaaatatt tgcggctgag ttgggcgagt 
cagctgattt
    75301 acaccacgct gtccattttg cgaaagaaaa tcatgttcaa atacaccaag 
gttttgagat
    75361 caacgggaca tttgattgtc atattgatgc attgtttggg attggtttaa 
accgtgaatt
    75421 aaacggttat tggcaacacg cgattcaaca atttaatggg caagcagggc 
taaaaatttc
    75481 gattgatata ccaagtggtt tacatgcaaa tactggctct actttacctt 
gcgcaatacg



    75541 ggctgatcat acatttactg ttttagggct taaagcagga ttgtttacag 
gccaaggtaa
    75601 agaatatgca ggacaaattc atttaattaa tttaatacca atagaccaag 
agctgaaacc
    75661 tcttgcttac ttgacgccaa cacatatcaa acttcctaaa cgtttggctt 
ttggacataa
    75721 aggaagttat gggcatgttt tggtgatagg tggacatgag caaatgggcg 
gggccgtcat
    75781 tatggctgct gaagctgctt ttcatgcagg ggcaggcaag gttacggtag 
tttgtcatcg
    75841 caaccatcat caggctattt tgtcgcgagc tcctaatatt atgctgcgtg 
atattaatga
    75901 tttcgatgaa aacggtatta aagaaatttt atctcaggtt gatgcagtat 
gttttggaat
    75961 ggggttaggt cgtgatgact gggcacacca aatctatcaa cagtggttta 
attatttaaa
    76021 tcagacttca catttagaag ttgtattaga tgcagatgcc ctatggtttc 
tcgcaaagca
    76081 gcctgaaaaa ttgagtttac atatttatgc aacacctcat ccgggggagg 
ccgctacatt
    76141 acttggttgt tctacttggc aaattgaaaa tgacagaatt actgcgattt 
atgcgttgca
    76201 gcaaaaatat gcaggccagt gggtgcttaa aggagcaggc agcttaattt 
tagaagataa
    76261 cttgtatatt tgtaagcaag gtaatgcagg tatgggaact ggtggaatgg 
gagatgtctt
    76321 agcaggaatg attgcaagct tgaaagccca gttccataaa gcagttaccc 
tacatgagat
    76381 cgtaaccctc catgctcagg caggtgacca acttgccaaa caaggcatgc 
gcggtttaca
    76441 agcttatgag atgaaccaag caattactca agtagtaaac cagtaaagct 
ttagcgtcta
    76501 cggctactag agcgacttcg tccacgagcc ataccaccta aggcattcaa 
aacagttagt
    76561 ttgctcatac ttcctgaagc gtgggcatga caaattgcag cagcaagagc 
atcggctgca
    76621 tcggcttgag gtttaatggt caggttaagt aaacgcatta ccatcatttg 
gacttgttct
    76681 ttatcggcag caccatatcc cactacagat tgtttaatct ggcgtgcagt 
atattctgca
    76741 acttgtaaat ctaaattcac taaagcggct atagcagctc cacgggcttg 
accaagtttt
    76801 aaggcagagt cggggttctg tgccataaag acttgctcaa ccgcagcttc 
agtaggacca
    76861 tgaaatttca caattcgctc aacaccagca aaaatacgct tcaagcgctc 
tggcatctct
    76921 tgagtttccg ttcggattgt accggcatca acaaaacgta gtttactacc 
atctttttca
    76981 atgattccgt aacctgttaa gcgtgaacct ggatcaattc caataatcaa 
tggcatgtga
    77041 agacttactt aaatagttta gagggtattg ttacatagcc aaatcggttc 
tgcatgagta
    77101 atttaaagaa tgctgctatg aatggttatt tttcggtttt taagcctaaa 
gatttatatt



    77161 gtccacccaa ttttccatat attcataatg aagagtttga aatcatttga 
tgtaattcta
    77221 ttttaatgga atacttatct ataatgatgg aattgagctt ctttaatgga 
tgatatcaat
    77281 ataaggattg cacatcgaat acgagagctg cgtttagcac gtggatatac 
tttagatgtg
    77341 ttagctgccc gttgccaagt tagccgttca gctatttctt taattgaaag 
aggagaaacg
    77401 agccctacgg cagttgttct tgaaaaacta gcgaatggtc ttgaagtacc 
tttaactcaa
    77461 atttttacga atgaagcggg gaattcatca tctcaaccgc ttattcgtcg 
gaatgaacaa
    77521 gctgagtggc gagatccgga aactggctat atacgccgta cagtttcacc 
tccgaactta
    77581 aaattaccct ttcagattgt tgaaattgaa tttccgcctc attctcgaat 
tacttatgaa
    77641 actaatgaaa gctctagagt ggtacagcag cagctttggg tcgttgaagg 
gaaaattgaa
    77701 attcaattag gtgaaacttc ttatgcatta ggtcaagggg attgcttggc 
aatgcaatta
    77761 gatcaacctg tcatatacag taatcattca gctcaagttg ctcgttatat 
tttagtcgtt
    77821 tctaatcaac tcgtgcccgc ttttaaggaa tctttatgaa ctattccctc 
gattctaatt
    77881 tccgtttaat tgattgtaat gaagcagagc atgcggcagc aatattagaa 
attctaaatg
    77941 atgcgattgt taactctacc gcattgtatg actatgttcc ccgttcactt 
gattcaatga
    78001 aaacatggtt ttcggtaaaa agagaaaatg gtttccctgt cattggggta 
gtagatgagt
    78061 caggtaagtt attaggattt gccagttggg gaacatttag agcttttcca 
gcttataaat
    78121 atacggttga gcatagtatc tatattcatc atgaacatcg tggctgtggt 
ctaagtaaag
    78181 ttttaatgca agcgttaatt caacgcgctc aacaggctca acttcatgtg 
ctcattggtt
    78241 gtattgatgc gacaaatcaa gccagtatag gccttcatga gaaaatgggc 
tttacccacg
    78301 ctggtacttt taaacaagtg ggctttaaat ttgggcaatg gcttgacgct 
gctttttacc
    78361 aactaatttt gaatactcca tttgaaccaa tggatggata gattatcagt 
ttttaaaata
    78421 gcaatggccc agatcaaaat ggtaaaagtg aactgggcta taaactaact 
ctataaaata
    78481 cctaattgtt ctaagctttt ataagtaatc tcttttcgaa cagagctagg 
tattcctttt
    78541 ttcatttcta agttaaggga gaacgctaca atattccctt gaggctgaac 
aacccatcca
    78601 gttaaccagc ctacttgtgg gtttacatcc catccccaac cactttttgc 
gtatatttta
    78661 tttccattct tttcttctat gaatagcatg gattgcactt catcttggac 
tttttggcta
    78721 aatggaagcg ttttattagc tagcttgtaa gcaaattgtg cctcttgctg 
aggagtaatt



    78781 tttaaaggac ccaccagcca aaaattatcg acttgggtac cgatatctgc 
attgccataa
    78841 ccaacacgct tcacttcatt agacatgagt tcaagtccaa tacgacgagc 
taaatcttga
    78901 taaaccggaa tagcggaagc tttcatagca tcgcctaggg tcatgttctt 
ttcccattct
    78961 gggaatagcc ttttttgccc gtcccactta aatacttctg tagtggttgc 
cttatggtgc
    79021 tcaaggccga tcaaagcatt aagcattttg aaggtcgaag caggtacata 
ctcggtcgaa
    79081 gcacgagcaa gatcattacc atagctttgt tgagtttggc cttgttggat 
aactaaaaca
    79141 cccgtagtgt gtgcttcgtt aaataaattt ttaattttct ctgctttttc 
atcagatttt
    79201 gaagcactgt gatttggatt agcagacact atataaggtg agcaggctga 
aataaaaata
    79261 gcgcttgtta taagtaagag tgctttaatg ttcataagac ttataagatt 
gaatttgaag
    79321 tttagctaat taatgtaact tgagtagatc aattattaga tatcaaaaat 
gtaagttaaa
    79381 ttttatagaa aagctgctaa tagataaaag catcggccaa ttcatgaaaa 
aattgcaatc
    79441 ttgtagaaaa aacacttgat aaagttgata tagcactcat taataataga 
gtatgactgt
    79501 tttattaagt tagaatcagt cttatttata gtattgcaga accttagttt 
agctatgatt
    79561 ttaggttaca acaaaaacat tgtctaagct tcgcaactaa atttaatcca 
tgatttcaaa
    79621 tgaaaaatgg ataagtttag ttaagtagta acaactgcaa tgaattttct 
ttttgagata
    79681 gataaagttt tacatgaatt tacttcttat tgtggttctg ggcgcgattg 
ttgaaattgc
    79741 cgtatggatt ggcgtagcac agttcatcag tggatggtat gtgtttttct 
ggttcattat
    79801 tgctttcttt attggtctaa cgcttattcg taatagtacg gctggtatta 
tgccgcaact
    79861 acaacaaatg cagatgactg gacaattggg taatgatccg actgtgacta 
aaaaattagc
    79921 ttatgctttt gctggttttt tattaatgtt gccaggtttg gtatcggatg 
tattagcgct
    79981 cttaattctt attccgggcg tgcaaactgc gtttcgtaat attgcaatga 
gaacactcgc
    80041 aaaacgtcag caagccatga tgaacaaaat gatgggcggc atgggtggtg 
caggtgctgg
    80101 tcaaaaccca tttgcagatt taatgcgtca aatgcaggat atgcagaatc 
aacaaggtgg
    80161 tggtagccaa tatcatgatt ctagtattat tgatggcgaa gcgagagaag 
ttactccaga
    80221 ccacaagaaa attgagcata aaaataaaga ttaattaatc tattatacaa 
aaagggtcta
    80281 aatctaaaag atttaggccc tttttaattt ataacaatta atcatctgaa 
gtttcagaaa
    80341 tatctgcttt tgcttgaatc atctcgtttt gattatcttg gagcttagtt 
tgaggttgat



    80401 acttgtttga aggcagagct acttgcttgt tttcagattg ttgatatttt 
cggcttctat
    80461 tggctctttc acgaaagcca cctttattaa tgagctgtgt cataaattcg 
cctagaaaat
    80521 aaaatatatt cctattttaa caaattcaac aaaatatcaa aataagaaaa 
atagtgctaa
    80581 aaaaataata tttagtctat ctctttgtat aaattaaata tttgaagttt 
gaacggattg
    80641 ttcattcaga ttgaattatc ttttcatttc acataggata aatataaagg 
atgtataaat
    80701 ttaaaaatgt agcaaaccta ttaaaacaac aacggttgaa gtgagggaag 
gagggttacc
    80761 tatgctatat caatatcatt gtgcttgttg cgacaaagtt gtggcatcaa 
ctgataaatc
    80821 atgtccatat tgcggttcac accatattcg tagtccatat ggcctatgga 
tgttttgtgt
    80881 gatggcttgt ctagcagttg ttgtcgtatt caaagttgtt catctttata 
tccagaatca
    80941 tcaagataca cctgtgcaat cgactctgtt agatgtatta aatgaaggtg 
ataagagcac
    81001 aaaacaataa tattgcttaa tactcactac atgcctttaa ataatgtatg 
ttgaaggggc
    81061 tgttgtttaa ttttaatcaa atacaaaaat aataaaaaag cccgctgaag 
agcgggcttt
    81121 taatataatc agcttaaagg cctgcggcat ctttaagtgc ttcaacttta 
tcagtttttt
    81181 cccatgtaaa tgcagtatct gaaccttcac gaccaaagtg gccgtaagca 
gctgtttgtt
    81241 tatacatagg ttgaattagg ttaagcatgc gagtaatacc aaacggacgt 
aaatcgaaat
    81301 gttcacgtac taactggata attaactcat cagaaacttt tgcagtacca 
aaagtattga
    81361 ttgaaataga agttggctct gcaacaccaa ttgcataact cacctgaatt 
tcacatttgt
    81421 ccgcaagacc agcagcaaca atatttttag ctacataacg accagcatac 
gcagctgaac
    81481 ggtctacttt agatggatct ttaccagaga atgcaccacc gccgtgacga 
gccataccgc
    81541 cataagtatc aacgatgatt ttacggccag ttaaaccaca gtcacccaca 
ggtccaccga
    81601 taacaaacat accagtcggg ttaatgtgga atttagttgc tgcatggaac 
atttcagcag
    81661 gaatgatcgg tttaatgatt tcttcaatta cagcttcttt aagctgagtt 
tgagtaattt
    81721 caggatcatg ctgtgtagaa agtactactg cgtctaaacg tacaggtttg 
ccattttcat
    81781 aagcaaaagt tacctgactt tttgcatctg gacgtaacca tggtaatgcg 
cctgaacgac
    81841 gaagttcagc ttggcgttcc attaaacggt gagcataaga aataggggct 
ggcataagca
    81901 cgtcggtttc acggcttgca taaccaaaca ttaaaccttg gtctccagca 
ccttggtctt
    81961 caggtttttg gcggtctaca ccttgtgcaa tctctggtga ttgtttacca 
atcatgttga



    82021 ttacagcaca agttgaacca tcaaagccta aatctgaatg gtgatagccg 
ataccgttaa
    82081 cagtttggcg aacaacagct tctacatcaa tattcgcagt tgttgtgatt 
tcacctgcaa
    82141 gtacaacagc gcctgttttt accagtgttt cacaagcaac acgtgcgtat 
gggtcttctt
    82201 ttaagattgc atccaaaata gcgtcgctaa tttggtcggc cattttatcg 
ggatgacctt
    82261 cgcttacaga ttccgaggta aaaacagcgt actcgcgcat gaaagtccta 
tcttggttat
    82321 ttcaaaaaga cataatatgt tacatcgact tgagcttgag gaccagttca 
tactgactaa
    82381 aaagcatgaa tttctttcat ttctactatg ttttaattga tatgtgtatc 
aggaaaattg
    82441 atatagatag atgaaaatta atcattttta tattagagtt ttaataaaat 
gtttaaattt
    82501 taaacatttg attttgttaa atattaatca agaagattta gactatgaag 
tgaaaagcta
    82561 taaataaaga aaataaatac aactctatat gttgattaag aggaagaagc 
ttacaatcgt
    82621 tgagcatgga aataagtata aatactattg ttttacacag cttaagaatc 
taaatgtttt
    82681 ttgagtaacc aagaaatagt taaaaataaa gaaatataca gtgttggggt 
ttacccctag
    82741 gcgttttttt aagacaatat agcggcattg aatggttatt catcttcttc 
ttttcatcaa
    82801 tctattaaaa ttggattctg atctatgacg acccctttaa acgaacgtcg 
tattgcaaac
    82861 gcaattcgtg tattggcaat ggatgctgtg caacaggcaa actcagggca 
tccgggtgct
    82921 ccaatgggga tggcagatat tgctgatgtc gtctggcgcg agtttttaaa 
tcacaaccca
    82981 aataatccac aatgggcaaa ccgtgaccgt tttgttttat caaatggcca 
tggttcaatg
    83041 ttgcaatatg ctttgcttca tttaacaggt tatgatcttt caattgaaga 
tttaaaacaa
    83101 ttccgtcaat tgcactcaaa aactcctggt catcctgaat atggttacgc 
tccaggaatt
    83161 gaaacaacga caggtccttt gggtcaaggt attgcgaacg ctgttggttt 
tgcattagca
    83221 gaaaaaactt tagctgctca gttcaataaa gatgacttaa aagtagttga 
tcacttcacc
    83281 tattgtttct taggtgatgg ctgtttaatg gaaggtattt ctcatgaagt 
atgttcttta
    83341 gcaggtactt tacagcttgg taaattgatt gcttattatg atgataacgg 
catttcgatt
    83401 gatggtgaag tagaaggctg gttcagtgat gacactgaag agcgtttcaa 
gtcttatggt
    83461 tggcaagttc ttcgtgtaga tggccacgat gctgatgcga ttcgtcaagc 
aacagttgaa
    83521 gctaaagcag aaactcaaaa accaacgatt attatttgta aaacaattat 
tggcttaggt
    83581 tctccaaaca agcaaggtaa agaagactgt cacggtgcac cactgggtaa 
agatgaaatt



    83641 accttaactc gtgaagcttt aggttggact gaagaagcat ttgttattcc 
tgctgatgta
    83701 tatgctgcat gggatgctaa agcaaaaggt aatgaagctg aagcagcttg 
gaatgaagta
    83761 tttgctcaat accaagcaaa atatccaacg gaagcggctg agttacttcg 
tcgtattagc
    83821 ggtgacttac cagcagaatt ttcagctcaa gcagatgcat ttattcgtga 
aacaaatgct
    83881 aaagctgaga ctgtagcaac tcgtaaagcg agccaaaaca cattacaagc 
atttggtcct
    83941 ttattacctg aattattagg tggttctgcg gacttggcag gttctaactt 
aacactttgg
    84001 aaaggttgcc aaggcgttca agaaaacccg gctggtaact acgtatatta 
tggtgtacgt
    84061 gagttcggta tgactgcaat cgctaacggt gttgcattgc atggcggctt 
cattccttac
    84121 gttgcaacgt tcttaatgtt tatggaatat gcacgtaatg cggtacgtat 
gtctgcatta
    84181 atgaaacagc gcgtgattca tgtgtacaca catgactcaa tcggtttagg 
tgaagatggt
    84241 ccaacacacc aaccaattga acaaattgct tctttacgtg gcacaccaaa 
cttaaatact
    84301 tggcgtcctg ctgatactgt agaaacagca attgcgtgga aatctgcttt 
agagcgtaaa
    84361 gatggcccta cagcacttat tttctctcgt caaaacttac cattccaaac 
gcgtactgaa
    84421 gagcaaatcc aaaatgcggc aaaaggtggt tatgttcttg ctcaagagaa 
aggtgagttg
    84481 aaagcaatta ttattgctac tggttcagaa gtttctttgg caatggaagc 
ttatgctcaa
    84541 cttgaaggtg ttcgtgttgt ttctatgcca tgtgcagaag agttcatgaa 
acaagatgct
    84601 gcatatcgtg aagcagtatt accagctcat attcgtgcac gtgttgctgt 
agaagctgct
    84661 cacgttgact actggtggaa gtttgttggt ctggatggca aagtaatcgg 
tatgacaact
    84721 tatggtgagt cagcaccagc aaaagacttg ttccaattct tcggtattac 
aactgaggct
    84781 gtagttgctg cggtgaaaga gttaactgct taatcttttg agcagaataa 
aaagcgtccc
    84841 gattggggcg ctttttttat gggctattta aatgttaagt tcagtttgga 
tcgtaatatt
    84901 agaagttaaa agcttatgaa tagggcagtt tccagcaact tttaataatc 
ttttatgctg
    84961 atcctcagta aattcacctt ttagagtaat tttacgctca atattatttt 
gacctgcttc
    85021 tggatcacca tttggattta atgctaaatc aacttgtaca tgctcaattt 
tgatgccttt
    85081 gtgatttgca tacatctcta gtgtaattgt agtgcaagct cctaaagccg 
ataataaaag
    85141 ctgaaccgga tttggagctg tatcttgtcc acctttatcg gtgggttcat 
ctgcaaacca
    85201 ttgatgaccc gaaggatcgg taagtgttac tcgataagga gttgaagtac 
tttgtgcttg



    85261 ggcagtgtta accatgtttt accttgttat ttatcaataa aatcgtagta 
aaaattaata
    85321 aatctgaaag cttcgaatag aagaatacct atactttata atatggtttt 
tgaataacaa
    85381 ctgtaacgct tttattgttg catggatgaa acatatcgtt ttataaagaa 
tagtgaatta
    85441 aattacttga tgtatacact aacgactata tcaataaagg atacgaaaaa 
tgcatcttaa
    85501 aacattaagc ttcggtttag cagtagcatt ggcaagtaca gttacattag 
ctgcaccagt
    85561 ggactataaa attgatccaa cacacacagc tactgttttc tcgtggaatc 
acttcggctt
    85621 ttcaactcca agtgctaact tctcagacat ccaaggtgta attaaagttg 
ataatgctaa
    85681 accagcaaac tcatctgtaa atgtgaccat tcctttaagc agtgtgaata 
caaacgtacc
    85741 tgctttagat aaagagttcc aagaagaagc ttggtttaat gcggctaaat 
acccaaacat
    85801 tactttcaaa agtacgaaag tagaaacgaa agacaaaaag catttcaaaa 
ttactggtga
    85861 tttgactgtt aaaggtatta ctaagccagt tgtacttgat gctgtcttaa 
ataagcaagg
    85921 cgagcaccca atggcaaaag ttccagcgat tggttttaac gcgacaactt 
cgttcaaccg
    85981 ctctgacttt ggtttaggta actatgtgcc gaatgtaggt gataagatca 
ctgtaaacat
    86041 tacaactgaa gcaactgcgg ctagtgcagc taaaaaataa gttgtaagtt 
ttctaaaaaa
    86101 gtcctcaact tgaggacttt tttaattaga tagtttcttt tttatctggt 
tctataaaga
    86161 ctaaaggtga ggttgggtct atatttcttt tttcggcttt ttctcttaga 
aattgataag
    86221 tcggaatatt catttttgcc tgatcacgta atttcttttt tatataaaga 
acaagagcaa
    86281 agcaggtggt tgctacggtt agcatcatgc cattcatata gctcatgatt 
gagctcacgt
    86341 aaccaatggt ggttaaacga tgcatcattc gctcaacttg agtactactt 
tctataccag
    86401 taatcgccca actgcataaa tgctcacaat tattaataat caaatgataa 
tggttttcat
    86461 gcatacgtga acgcatacgt cgtacaacaa cttttcctct gtagcgtggt 
gcatcataag
    86521 aacgtacatg aatttttttg ccatgagaaa aggcatctag ggaagtgatt 
tcaatgggcc
    86581 gttttttgat gaaatgtgcg aggcctgaat aatgaataac tcgacctctc 
ccagcataga
    86641 taccatgatg gctatagccg agatgtttta caataagatg agcccctaaa 
gggtagcgtt
    86701 tatttgtttg ttgcatattc acgctgatcc aataaagttt aatcactttt 
atacaaagct
    86761 gtgactatta taacgaatat agttgtgttc tagtgtattg attaggtgga 
ataagcgact
    86821 ttcgggtata tatcacttca aacattttta tttaataaag tgtctttatg 
aaaataaaat



    86881 gacatctaag gtttggcatt aatgaaaata ctagtactgt gtatcgtgaa 
cttcataatc
    86941 tttacacaat ccgctttagc actagagtat cggcagatta gaaatactac 
tgatgatcag
    87001 tttgaagtaa ttgaaatttc taatttagaa caattacgct tatttctgaa 
aaatccgcaa
    87061 actgatcaat attataaaag tttcgacaat attcaatatc aacttaaagc 
atgtgaacag
    87121 cttacttttg cgatgaatgg aggcatgttc cattccggtt tttctccagt 
aggactatat
    87181 attgaaaacg gacgagagag ccaaccttta aatgaagata aaggctgggg 
aaacttcttt
    87241 ttgcagccta atggagttct agcatggaat gacaaacaag ctgttatatt 
gacaactgaa
    87301 caatacaaag caaaagtttt tcaacccgat tatgctacgc agtccggccc 
tatgttagtg
    87361 attaatggca aaataagtcc cttattcttg gcaaatagcg attcaaagaa 
aatacgtaat
    87421 ggggtaggta taaaaaataa taaattgtat tttgtgatat ctaaaaatag 
agtgaatttc
    87481 tatagttttg ctcagttctt ccaaaaaaat cttgaagtcg agcaagctct 
ataccttgac
    87541 ggttctatct ctagtttata tttgcataag aataatcgaa atgacaaaaa 
atttaatatg
    87601 gggcctatta ttggatgggt ggatcaggca gattgtagac ccaagtaaaa 
tataaaaaag
    87661 ccagtacaag actggcttct taattaatga atagatggtt tttgagtgag 
ttcatttaac
    87721 tcttttcggc tataaccacg ggaaataaga actttcttga ttcccttaat 
gacatcttca
    87781 tcagtcgctt gcgcaagcgc acttagaagt tgttcattag ttttacatga 
gcagtcattt
    87841 tcaacacaag cagtttggtt tttatgctcg ttatgctgtt gatctgccaa 
gaacagcttt
    87901 tgccaaaaac tcatagagcc ttcatataca acctaacata gctcgaaata 
tagccaatat
    87961 aaattaaaat acaagactct atatgtgata aatccaccag ttgaactaga 
gaattttcga
    88021 tagtaatggt cgagttaaac gaaattatga cgaatagatg acttgatatt 
ttttttaaat
    88081 ttaaatactt aattaaaaca ccttgaaaaa taaggagata tttaatctcc 
ttataaaata
    88141 gggttacatt gaaaaatttt gtttaaatct tctcaagtaa gacaccagac 
tctacatgat
    88201 gcgtataagg gaactgatca aataaagcaa acttagtaac gcgatgagtt 
tgagtgagcg
    88261 tttttaaatt ttcatataaa gtgtcggggt tgcatgaaat gtagataata 
cgttcaaagc
    88321 tctgcaatag ttttaaagtt tcatcgtcaa ttcctgcgcg tggaggatca 
acgaatactg
    88381 tatcgaagtc gtagctttga atatcaatat ctgcttcttg tagacggcgg 
aattcacgtt
    88441 caccttgata ggcttgagtg aactcttcag ccgagaggcg agctacttga 
atattatcaa



    88501 tttggttctg ttcgatattc cactgcgccg cataaactga tgattttgca 
agttcagttg
    88561 caagcactct ttcaaatttt aaagagagtg gaagtgtgaa attaccatta 
ccacaataaa
    88621 gttctaacag gtgttttttt gatccttcag ctgcatcaca tgcccattgc 
agcatttttt
    88681 tgcaaacttg tgcattaggc tgcgtaaagc tactttcgat ttgtttgtat 
ttaaatgaac
    88741 ggtttaaaag ttcaaattct tctaccacaa agtcatcacc aataacaatt 
ttctggcctc
    88801 ggctacgacc cataatttta atatttaatt tttcagcaag tgctttagct 
tcttgttccc
    88861 attcctgatt aagcttgcgg tgataaatca aggtaactaa catttctccg 
cttagagttg
    88921 cgagaaagtc aacttcaaat aaacgctgag aaagtaaaga gttggcttta 
agttctgcta
    88981 aaagaagtgg cattaagtca ttaatgcttt tatctgcaat aggaaactca 
tctatgcgta
    89041 caacggtttt ttgcttgcca tcgtcattac gttcaaacat ggcataaaac 
atatcatttt
    89101 ctgtatgcca gatacgaaat tcagcacgca tacggaaatg ttgttcaggc 
gattcaaaca
    89161 cttctaatgt aggcggtgta aattcagaaa attgagtagt aatgcgatca 
attttagctt
    89221 gaagttgttg acgataagaa gaagtcatag acaaagaaaa tttagacaga 
atcaaatggt
    89281 gaatggtacc aaaaaattga gcttaaagga gccaatttta gttagttatt 
cataaagaaa
    89341 aaatacttac actaggagtg acttaaaacg cgttcaataa aattagattt 
tactgctcta
    89401 tattggtcat gatctaagta ggtggactgt aactttaatt gattatattc 
attaactaat
    89461 gttggagaag ctataagctt atctctaaag gttaagaaaa atgtgaatat 
tgaaccggtt
    89521 actacaactt gaaaggcaac attatcgttg ttgagtgact cgagcatgca 
aagctcattt
    89581 gttcttaatg tattttgctt ttctataaaa ttaagcgttt ttaactgttc 
tattgcaaac
    89641 tcaaattgat cgggtagaac ctcaatataa atgtctaaat caccttttga 
gaatgcatta
    89701 ggtattgcag atgaacctat atgctcaatt tgggcagatg gtagcagagc 
ggaaatttgt
    89761 tttcggtata agttaaaaag ctgagtgtat cttttttggt attgttctgg 
ttcaaaaaaa
    89821 atcattatta aaaactcaaa ttgataaaat ttatatattt aagaatagat 
tattttatta
    89881 aacaaaaaag cccaaatatc gtaatttggg ctttttagaa aattacttaa 
ttattcagac
    89941 attgtcatta agcttgcatt accgccagcc gcagctgtat ttacgctaat 
tgcacgttca
    90001 attaccaaac gttcaagtgg aatcgactca tttggttcaa catgagtaat 
accaacaatt
    90061 gcgccagaac ggctagcaat ttcttgctgt aatgagaaga tctcttcacg 
gttgccgtga



    90121 tgtaaaactg catcaaaatc atctgtagtg atgtttttaa tggtagtaat 
cgcatcaagt
    90181 acatcttttg gcaacgtttg tttatgtttt gccaataatg gactatttgg 
cattacagca
    90241 gcttggctgc caactgcaaa gattgcaagt aactgatgca attgatcttg 
ttctgtatca
    90301 gcaattgaaa gaacacgatg acgcggcaaa ataatatatt ggttactttc 
cccagtaggg
    90361 ccttgtaact cataaaactt accaacacca aaaggttcaa tttcacggtt 
tgcttgtggt
    90421 aaatgttgtt tcgcccagtt ttgtaagctt tgataaacct cacggttaaa 
gccttcaaaa
    90481 atggtttgct cattttttac cgcaaatgga gttgctaata ctttgttaga 
acaatgctgc
    90541 attaagcgat acatataaag agggccaccc gctttagggc ctgtaccaga 
taaaccttca
    90601 ccaccgaatg gttgtacgcc aacaacagca ccaacaatat tacggttgat 
ataaaggtta
    90661 cccacttcag catgttgaat tacggtttgg atggtttcat caatacgggt 
atgcagaccc
    90721 atggttaaac cataaccttt cgcattaatt cttgagatga gttgctcaag 
ttcaccatac
    90781 ttataggtaa tgatgtgtaa aaccggacca aaaacttcac gttgtaagtc 
atcaagattg
    90841 ggaagttcaa ttgctgttgg cacaacaaaa gttcctttat ctaattctgt 
ttggcttgtt
    90901 gcaccaaaca tcagttgatg taccggataa cccttcgatt tcattttctg 
gatgtgctgg
    90961 tcaatcgtct gttttgcttc attatcaata acaggaccaa tgtcagtttt 
taaaattgca
    91021 gggttaccta cgatcaactg ttgcattgca cctttaagca ttttaataac 
ggttgcagcg
    91081 ctgtcttctt gtacacataa aatacgtaaa gcagagcagc gttgacctgc 
gctatcaaaa
    91141 gcagaactta caacatctaa tacaacttgt tcagttaaag cagatgagtc 
aacaatcatt
    91201 gcattttgac cgccagtctc tgcaatgagc ggaatagatt gaccattttc 
agataaacgt
    91261 tttgcaacgg tcttctgtaa aatttttgca acttcagtcg agccagtaaa 
catgatgcca
    91321 tcgatacggc tatcttggct gagctgggca cctactgttt caccgcggcc 
aggaagtagc
    91381 tgtacagcac catgtggaat accagcttcc cataaaatct gaactgcttg 
ggctgcgatc
    91441 aatggagttt gttcagctgg tttagcaata acacagttac cactgactaa 
tgccgcagca
    91501 atttgacctg agaaaattgc aagagggaag ttccatgggc taatacaaag 
tacagtacct
    91561 aaaggctgaa taactgtatt tgcaggaaga ttttcaactt gagttgcata 
gtaacgtagg
    91621 aaatctacag cctcacgaac ttctgcaatc gcattggcat aagttttacc 
actttcacgg
    91681 caaagtaata ccatcaactc ttgaatacgg ctttccatga ggtcagctgc 
gcgttttaag



    91741 tattgagcgc gttgatcctt aggcgtattt gaccattctg attgggtttg 
ttcagctgca
    91801 gtaagagcga tttcgacatg cttaagatca gcttcttgta cataaccaac 
aatttcatca
    91861 ttttgtgctg ggtttgtaat tgcaacagaa tgaccttgtt ctaaagaatc 
agtattagcc
    91921 aacaacggat ggctttgcca aatacgatta cgtaattctt gagctgtgct 
atctaaagct
    91981 gcaagtgggg tgtcatttgc taagtcataa cctttagagt ttttacgaag 
cgttccgtac
    92041 atatctaaag gtagtggaat tgatggatgt tttaaaccaa ctgaaccttc 
aagcttagct
    92101 gcattacgaa tatcataaat tggagactgg ataagatctt caactttaag 
tgttttatcg
    92161 gcaatacggt taacaaatga agtattcgcg ccattttcaa gtaaacgacg 
gactaaataa
    92221 gctaacaatg tttcgtggtt accaaccgga gcataaatac ggcatggcac 
gcctaattta
    92281 ttttgctcac gtggaccaac aacttgttca taaagcggct cgcccatacc 
atgtaagcat
    92341 tggaactcat attgaccagc gtaatatttg cttgggtctg ctaaatgata 
gatcgttgct
    92401 aaagtttgag cattatgcgt cgcaaattgc ggataaataa attctggtgc 
tgcaagtaat
    92461 tttttagcac aagcgatata agacaagtca gtatgaactt tacgtgtaaa 
gacagggtag
    92521 tcatccatac cttcgatttg tgctttctta atttcgctat cccaatatgc 
gccttttaca
    92581 agacggatca tcagacgctt ttggctacgc ttagcaaggt caataatata 
atcaaccaca
    92641 aagaagcaac gtttttgata agcttgaatt acgaaaccaa tgcctttcca 
gttagcaagt
    92701 tctggctcaa aacaaagacg ctcaagtaac tcaagagaaa tttctaaacg 
ctctgattct
    92761 tctgcatcga tatttaaacc aatattgtac tgtttagcta aacgagcgag 
ttcaaatact
    92821 ttgccgtaga gttctttgtg aacacgttca atttgcgcac gttggtaacg 
tggatgtaaa
    92881 gctgaaagct taattgagat accagggcca tcatatacgc ctttaccatt 
agacgcttta
    92941 ccaattgcat gaatggcttg tgtgtaatca ttaaagtaac gttcagcatc 
atggtcggtt
    93001 aaggcagctt cacctaacat gtcataagaa tagcggaaac ctttatcctc 
aagtactttt
    93061 gcatggtcga cagcttcttc gatggtttca ccagtcacaa actgttcacc 
catcatacgc
    93121 attgcaacgt caactgcttt acgaataatg ccacggccac tacgtgctaa 
aagtccagta
    93181 agtacacttg aaagactggt ttgctttggt gtttccataa gcttaccagt 
taacatgaga
    93241 ccccatgcag cagcattcac aaacattaag ctgctttggc caacatgttc 
tttccagtta
    93301 ccttgattga ttttatcgcg aatgagcaaa tcacgtgttg ctgtgtctgg 
aatacgaagc



    93361 aaagcttcag caagacacat gagcgccacg ccttcttgtg aagaaagaga 
aaattcttgt
    93421 aataaccctt gaacaatacc tgctttacct gaagaagtct tacgttcacg 
taaattatgg
    93481 gcaaggttaa atgcaaggtc ataaatttta tgatctaaat catcagatac 
cgcagcagct
    93541 tgtaatagct cttctacagc ttcaggttcg gcacgtcgcc aagctgtatt 
aatgcgttgt
    93601 tcaaactcac ttttatcgtt gaattcggtg atatagcctt ggtgagattt 
atccatttga
    93661 tgaaaagtat ccattgtgtt catatctatt tccgccaacc agctctcgta 
aactcatctt
    93721 gagtagagag gtttagataa tttatcatta cagaagaaac accgaataac 
tcactatatt
    93781 ttgcccattt tttagaggaa aattcagatg aatggcccat tattaagcct 
tgatcgtact
    93841 gatttaaaaa ttttggatat tcttcaaaca gatgggcgta tttccaacag 
caaattagct
    93901 gaactcgtca atttgtctcc aacagcagtt atggcacgag tgcagaagct 
caccaaagat
    93961 gaattcatct taggttatga agctaaatta aatccggtta agttaaatgc 
aaattttttg
    94021 gtttttgtcg aagtcttact tgataaaacc acacccaatg ttttagatga 
gtttattgat
    94081 gcagtcgtgc actatccaga aatcgttgaa tgccatatgg tcagtggggg 
atttgatttt
    94141 ttaattaaat tacgcagtgg aagtatggag gagtttcgac gtatcgcagg 
gcaagtgcta
    94201 tggcaattac ccggtgtaaa agagactcgt agttatcccg tgatgcaagt 
tgtgaaagat
    94261 agttcaaaaa ttaaaatcaa aactaaaaat aaataaagga gccgaagccc 
ctttatttat
    94321 ttcaatgagt tatgtacttt ctttatagag tttatctgct tgctcaaagc 
gaccagtcac
    94381 atcagagttt ggcgctttgc tgatcaagct tactacgatg atactgataa 
atgcacagat
    94441 aaagcctgga ataatttcgt aaaccccagt gcttgcgaaa aggtttttcc 
aaccgattac
    94501 aacaacagca cctacgatca tacctgctaa agcgccttct aaagtcatac 
gtttccagaa
    94561 caatgacaag atgattaatg gtccaaatgc agcaccaaaa ccagcccaag 
cataagcaac
    94621 aaggccaaga actttactgt cagggttacc cgcaagcaca attgctagaa 
cggcaattgc
    94681 aagaaccatg atacgcccaa cccatacaag ctctttttga gatgcatttt 
tacgaatgaa
    94741 gcctttgtac aaatcttcag ttagtgcact tgaacatacc aaaagctgac 
agcttaatgt
    94801 actcataacc gcagctaaaa tagcagctag aatgataccg acaatccacg 
gattgaataa
    94861 aattttagtc aattccataa atacagtttc agggtttttg cttactacac 
ctgcaagttc
    94921 agggtgttgc tggaagtaag caataccaaa gaaaccggca ccgacggcac 
ccactaaaca



    94981 taaaatcatc caggtcatgc caatacggcg agcagcagga attgatttta 
cagagtcagc
    95041 agccatgaaa cgtacaagga tatgcggttg gccaaaatag cctaagcccc 
aagccatgga
    95101 agataaaacg gccaccacac ttaaatcaga aatgatgtta aatgcatgtg 
gacgagcagt
    95161 ttcaataagc gtcacaaact gagttgtgtc accaattgca aggtaagtca 
cgattggggt
    95221 gagcaagagg gcaaaaatca ttaagcccgc ttggaaagta tcagtccagc 
taattgctaa
    95281 gaaaccacca atacaaacat aactgattgt tgcaatagca cttaaccaga 
ttgcggtggt
    95341 atatgacata ccgaataaat tttcaaataa acgggcacca gctaccatgc 
ctgaagcaca
    95401 gtaaatagcg aagaaaacca agataataac agcagagaaa atacgaagta 
tctttttctg
    95461 gtcatcaaat cgacttgtaa aatagtctgg cagagtgagt gcattatttt 
ggatttcagt
    95521 atgaacgcgt aatcgaccag caaccagtaa ccagttaagc caagcaccga 
taattagacc
    95581 aattgcaatc cacgcttcag ataaaccaga aagataaatc gctcctggta 
agcccatgag
    95641 taaccaacca ctcatgtccg atgcgcctgc ggataatgca gtaacgaaac 
tgcctaaact
    95701 acgaccacca agaatataat cagagaagtc gcttgtagca cggtaggcaa 
ataagccgat
    95761 aagtaccatt gctacgatgt acaccataaa catgatgagg gtgggatcaa 
aataactcat
    95821 aatggatgtg tgtccttata tccataatcc gtgattgtaa cctaatccag 
gtcgctgttt
    95881 tcttgtacgg catttcaaga ggttgagatt caaccataaa agaatttttt 
gctctgttat
    95941 ctttgtgatg tattttatgt atctttgtgt aaacaagtgt aactttgatt 
acatgttata
    96001 tttagtttaa taaaatcaat taattatcaa tttaaaaata atatcaaaac 
ttattaaaaa
    96061 actaataata taaaaaacta agagctaaat tcagtttttt agttacaaaa 
atagtaatga
    96121 cagggtgcct tttaagaaaa gttattattt agatgaataa tttctcatca 
attttacgca
    96181 aaaaaatggt tttaataaga aaaaaagaat atcaaaagag gaaatattaa 
ctcgtcaatt
    96241 gatgaaataa ctcgtgcata ccttctgtcg ccgtcatatt taataattta 
tattgaggtg
    96301 gaacacgaga atgatctgct tggggatcta tataatacgc tttggtataa 
tgaggaatct
    96361 catggaccaa ggcggcaact ggatatacgc ttaatgtcga cccgattaca 
ataaaaatat
    96421 cagcactttg tactaaatga attgcttctt cataagcagg tacagcttca 
ccaaaccaaa
    96481 cgacatgagg tcgaagcggg tagccatttg gacaaaagtc ctgttctaaa 
tcgagcttcc
    96541 aaccattaac ttcataaaat tgagttgtat attgtgcatc tggcccagaa 
cttttcgcta



    96601 gtcgaatatt gccatgtaga tgtaagacgt tttggcttcc agcacgctca 
tgtaaatcat
    96661 caatattttg tgtaatgact tgtacatcat aatagtcttg tagtttagca 
atatattgat
    96721 gagcttcgtt cggctgggct tctaaaatat ttttacgacg ttcgttgtaa 
aagcgttgaa
    96781 ctaaagctgg atttctttcc cacgcttcgg gagtggcaac ttgttgtata 
tcataatttt
    96841 cccagagacc attactatcg cggaaagtac taattccact ttctgcactc 
ataccggcgc
    96901 cggaaaatac cacaagtttt gtcatatgaa tgatccattc atgaatttgg 
tttttaaatc
    96961 tgatctatac atatataaaa aaaccagtta aatctaaact ggttttttta 
ttaaaactat
    97021 atctatatta tagaccagct tcatactctg catttgttaa aagtttttca 
acatctgcaa
    97081 tattgtctgg tttgatttta taaatccagc ctttgccata tggatcttca 
tttacaaaat
    97141 ccggatcatc ttcaagatca gtattaactt ctactactgt accagagaca 
ggggcatgaa
    97201 tatcagaagc agttttaact gattcaacaa ctccggcttg ttcgccagct 
gttacttggc
    97261 tacccacttc aggagtttca acatagacca aatctccaag ctcatcttgt 
gcatggtcgg
    97321 taatccctgt aataacaagg tctccttcaa tttttaccca ctcatgtgta 
cgtgcatact
    97381 tcaattctga aggatggttc atgacaactc cttaagcttg tgtccaatat 
tttaataaca
    97441 ttataaatag ggggctttgc gccagttgct cggactgcga ccgctccagc 
gtttaaaagc
    97501 gcgactgaaa tttgcgacat ccgagtaacc aagttcatct gcaatttgtt 
caagactata
    97561 atctgtacgc gaaagcagag aggtcgcatg acgatatcga acttcatcta 
ctaaagtaga
    97621 aaatgaagta ccttcggctg ccaattgtcg ctttaaggta cgatctgaca 
tatgtaaata
    97681 ttctgctaca ttttctatgc ttaagtaatg ttgttcagaa ttacttaaaa 
tatcacgtac
    97741 acgcatggct agacggcggc gttcgcctaa agcagatagt tccgcttcac 
attggttaat
    97801 agcgatttga cttgcgattg gatcggcatt aactaactta aaacctaaat 
attttttatc
    97861 aaaactagag attagatgag gctggttaaa gcggatggtg ctgcttagct 
tgcttctata
    97921 cttatcaaaa ccttctggtt ctggaaagtc taaatcaaca tcgcctgcta 
aatcttcaat
    97981 acccgtaatc gctttagcca tggtcataat accaatagtt aaacctaaaa 
cgatctcagt
    98041 acgaagaggc tctaactcaa tatcacattg caattgtaat gtggcttttg 
gtccgaaagt
    98101 agaaaaatat aattgtaaaa aaggtaagcg taattggata aagcgggcag 
cgagagcaat
    98161 cgcttctgta atatctttgg ctgtcattat cgcgtagcca ataaatccgt 
gaatggaaat



    98221 acgcatttga gtgccaatgt ggtaacccag tgtactttca ccggtaagat 
ttaaggcatg
    98281 tttaaccagc tcatttgcta cgggtgttga aatacgatat tcaggatcag 
ccaattgctc
    98341 actagtaaga tgaaaaggag caaataatgt ttcatcgttg tatccccaac 
gtgaaactac
    98401 atctaatagc aataagccat agactcctgg aataccttga tcttgacgag 
ctgaggtaat
    98461 tttcatatgc gttccgttgc tctcatcaat tttctacgtg catttcttac 
acatcttgtc
    98521 atgaaatata atttgagttt ataaaaactg ttagacaatc atatcaacga 
ttcattaaac
    98581 attcttttta aagacaacga tttttgtcgt tgaaataagt aaaacatccc 
catgctgatt
    98641 taaggcttgc gtaacgtagc ttacaatacc acgatccaat tttgttttgg 
atggcgtaat
    98701 ggcggaaatt tcagcttcaa catgaatacg gtcaccaggc cgagtagggc 
gtggccaacg
    98761 tagactagat tctgagccta ctagtccacc atgaatcggc atgcattcag 
tccataagcg
    98821 catagtaatt gccgaggtat gccatccgct agcggcaata cctttaaaga 
ttggatcttc
    98881 tttggctaac tcttcatctg tatggaaagg ttgagggtca tagtggcttg 
caaattgttt
    98941 aatttcatca agtgtaattt catactcacg actgataaaa cgatcaccaa 
tttttaaatc
    99001 ttctaaataa agcattaatc ttgaccctgt actacttttt gctcaataag 
aaaaccgccc
    99061 gtttgacgtt tccataattg tgcatatata ccatttttag caattaattc 
ttcatgagta
    99121 ccttgctctg caattttacc ttcatcaaga acaattaaac ggtccatttg 
agcaatggta
    99181 gacaaacggt gagcaattgc aataactgtt ttatctacca ttaggtcatt 
taaactagac
    99241 tgaatagctg attcaacttc tgagtctaaa gcgctagttg cttcatctaa 
gattaaaatt
    99301 ggtgcatctt ttaagaaaac acgcgcaata gcgatacgtt gtctttgacc 
acctgacagt
    99361 ttgacaccac gttcacccac ttgtgcttca taacctgaac gtccttttaa 
gtcgacaagt
    99421 tgaggaataa attcagctgc ttttgccttt tgcacggcac tttgcatatc 
ttgatcagtt
    99481 gcatctggac ggccatattt aatattttcg gcaactgagc gatgtagtag 
agaagtgtct
    99541 tgagtaacta aagcaatatt tgctctcaaa ctatcttgtg taacatcttc 
aatattctgc
    99601 ccatcaatta aaattgcacc ttctttaaga tggtaaaagt gtagaagtaa 
ttggatgagg
    99661 gtagatttac ccgcacctga acggccaacg ataccaatct tttcacctgc 
tttaatgtgt
    99721 aagttaaagt gatcgatgac atttttattg ttataagcaa aggtcacatc 
tttaaataca
    99781 atctcacctt gtgtgactgc aagtggtttt gcatctggct tgtcttgaat 
attgattttc



    99841 ttaccaagtg tttgcatgcc atcttgaatg gtaccaacat tttcaaataa 
tgctgacata
    99901 tgccacatca taaactcagc catgctatta agttttaaaa tcatggcagt 
agtggctgca
    99961 attacaccta acgctgctaa gccttgagtc cataaccaaa ctgcggtacc 
aattactcca
   100021 acaaataaaa cagcagacag taaattaatg ctaacttcaa aaagagtgcc 
tagacgcatt
   100081 tgcgcataga ctgtggtcat aaactctttc attgacgctt ttgcatattg 
gctttcacgc
   100141 ccagcatgcg caaagagttt tacagtttga atattagtgt aggcgtcagt 
tacacgacca
   100201 gtcattacag cgcgtgcatc ggcttgttgt tgtgatactt tgcttaaacg 
tggaataaag
   100261 aaccatgcgc ttaataaaaa taaccctaac caaaccataa gtggaataag 
taatgtgggt
   100321 gagattgcac caagaacaat acttacggta ataaagtaaa tgctgacgta 
agccaacatg
   100381 tcgcctaaaa taatccagaa ttcacggact gctaaagctg tttgcatgac 
ctttgcagaa
   100441 agtcgaccag caaaatcatt atggaaaaag tctaggcttt gttttaataa 
aaggttatgg
   100501 aagcgccaac gcaagcgcat tggaaaagta ctatataaaa tttgatgttt 
tataatagat
   100561 tgaatattaa caaataaaat attagcaaat aacacgctaa tgagaataag 
gatgtttgaa
   100621 gcatgttggc tcaagaaact ttcaggctga ctattactaa gccaatctac 
aagttgccca
   100681 atttttgaaa agagcagggc ttcaaagcta gctgcaccag ctgtacatat 
aataagtagc
   100741 aataaatatg ggcgcacacc ttcagtagct tgccaaacaa atgggaaaaa 
gcgtgttggt
   100801 aagggctcat ccaagccttt ggttggataa ggatctacaa gtttttcaaa 
ccacttcagc
   100861 atgaatgact acctttatac atcagctact ttagtaaaat ttcgcaattt 
aatttgcaat
   100921 aaagtcagtt agatcaaact taattaaggt attgatctgt tgggtgtgtg 
gatacacgtc
   100981 aaagtttatg ttgtatatct ttggctaaaa ctgacatgat ttagtcaaga 
cataaatttg
   101041 gaatcgggaa gaagcctaaa aggcatcgta aagacaaaaa atgttttatt 
cattatatcg
   101101 ataataatag atgaagtggt gaatgaattt ggcttgaatg taatttttat 
aaattttttt
   101161 aataaatgat aaaatattaa tatttatttt aagcagtatg agcctttatc 
cgaatattga
   101221 taaaggctca taacagttac cacattaagt catccggaat tacatatgct 
gcatatggat
   101281 cttcttcatc agtagtttgt tcatttttct cagcattatt gatcaaaata 
aatcctttca
   101341 ttttttgatc aattttttca gctaaggctt taggaaggta agcatattga 
tcttgatctt
   101401 tagcaatcac taaactgcct gtaacaagtg cattataaac ttgctgagat 
aggtaaacct



   101461 ttttaatctt attctcgtca ataaattgat aagccacatc tccggcaaaa 
tctacaattt
   101521 tgtgttgctt gatcatttga atgattgaag cctttaatgc tttttcttcg 
agttgctgct
   101581 gcttttctag attcaaagct tgatcttttg cttgtttctc tttttgagct 
ttttcaatat
   101641 tagctttaat ttctgcttca ttgctttgac cagtacgctg ctcatgctga 
gcttgtttgg
   101701 taagtttttt cgctttttta ttgtcaacta aaccagcttt gagtaactga 
gcttgtaagg
   101761 catttttaac catgacttaa tccgaatttg aagaggaaga actatgaaag 
taaactgccc
   101821 aatacgaaat actgagagtt aagcttaaaa ttgctggaag caaaaatgat 
tgcaatttta
   101881 aataagggtg aactaaagca gcaattatac cgccagatag aaaacctata 
aaaataagta
   101941 gatgcaaaat aatgcggcga ttctctactt ttaaacctcg tgctatataa 
ccaagtgcaa
   102001 gcccaagatc tgttaagaca cccgataagt gagtagtcct aataatggtt 
cctttatagt
   102061 gacttaccat tgcattttgt agccccatgg cgacacaagc ccataatagt 
ccatattttg
   102121 gaaaataagg cagcagtaac caacagagaa aaataaatag tgaaactaga 
cttaaaggaa
   102181 ggccataccg gcggcctaat ttgaaatggc tattgcctag aataaaacca 
ctgtaaaatg
   102241 acccgcatac ataacatagt ataactagta ctaaatatat gatgtgttca 
aactgccagt
   102301 ttaccaaact catggctagc atactgacat taccagtcat atgcgacacc 
gattgatgta
   102361 aaagggtgat aagccctaat acattaatca ttccggcatt tattgccagt 
aaaaaggcgc
   102421 caagttggaa ccagtttggt aaactttgaa atggcatgtt ctctatgagt 
tttgtcttga
   102481 gcgaatatca actgcggctg taaataaaac atcggtagat gagttaagcg 
ccgtttctgt
   102541 tgaatcttgt aatacactaa taatcatacc cactgcaaca acttgcattg 
caatttctga
   102601 tgaaatacca aataagctac atgcgactgg aattagaagt agggaaccac 
ctgcaacacc
   102661 agatgcacca catgctgaaa ttgtagctac aacagataaa ataatcattg 
ttgccaaatc
   102721 aacatgaatt cctaacgtat gcacagttgc taaagtaagt acagtaatcg 
taactgctgc
   102781 accagccatg ttaacagtag cacctaaagg aattgaaacg ctcgcagttg 
aaggatttac
   102841 gcctaaacgt tcagctaaat caaggtttac aggaatatta gctgctgagc 
tgcgtgtaaa
   102901 gaacgctgtg ataccacttt cttttaagca tttaaatact aatgggtagg 
gattaccgcg
   102961 aattgttaaa cctaccagaa ttgggttaat cactagagca acaaacagca 
ttgttcctaa
   103021 tagaacagca agtaattgtg cataactttc aagtgttgct agtccagcat 
ctgcaaaagt



   103081 tactgcaact agaccgaaaa taccaacagg tgcaaacgca atgactttat 
gaataatagc
   103141 gcttacagca tgtgaaacat cctgcattac ttgtttggtc gtatccgagc 
tatggcgcat
   103201 tgctaagccg agaccaattg cccacgcaag aataccaata aagttcgctt 
cactgattgc
   103261 ttgaacaggg tttgcaataa aacttaaaag cagatttttt aatatatcag 
cgagactacc
   103321 aggcgcttgc aaattattat gagaaacagt gttgagataa agggtgctag 
gaaaagataa
   103381 gctagcgatc acagcactaa aagcagctaa taacatacct actacataga 
gtagtaatac
   103441 tgggcgtaaa tttgcactat gaccgacttg gaagttggca atagatgaga 
gaaccagtac
   103501 aaagactaaa ataggagcaa ccgattttaa tgctttaata aatagttcac 
caaacaagct
   103561 taagtacggc gtaacggttg gaaataatag tgcgacgcct atccctaaaa 
taatggcgat
   103621 aataatttta gtgactaagc ttaatcgaga aaagaattca agcatataaa 
ggccttatta
   103681 acctattcat ggctaaaggt tgaacaagct gagtatttta tacgtaagtg 
atgtgaatct
   103741 taagcttttt tatatcaagt catcagtttt ataaagtttg gtaatattaa 
gtttttgttt
   103801 ttaaataaat aaaattgatt ttttaaagtg gagtatctaa tgttttgctt 
atattacagc
   103861 cagtaacgct taagttctta ttatttgcca taaaaattag tgaagaggga 
gaaaagatat
   103921 aaaagaaata ggagaggtta tttttgtttt ttaatagatt ggaatgctag 
aaaaactacg
   103981 cgaattttca atcctctttg ctcggataat taccagctac caagttgaaa 
aatcgcatat
   104041 ttcaggaata cattaatatt attataattt tataagttta gagcagttat 
tctatgcagt
   104101 ataactggta aagcatattt aaaattgaat gcatcttatc atccttgatc 
gaatagaaga
   104161 tttgcttgcc atcacgacgt gttgaaacga catcactttt acgtagcatc 
atcaattgtt
   104221 gtgaaagggt gggttgggtg atttgtgttt tctcttcaat ttgagagaca 
tttaactcct
   104281 catgggctaa gtgacataaa attaataaac ggtcagtgtt agctaaagat 
tttaatgttc
   104341 ctacgactga atccgccgca tttttcattt cttcaatttg gagtccatct 
ttcatacttt
   104401 atacctatat caatatggcc ggcatagtat agattgatct taagaaaatg 
aatgtagcaa
   104461 aactaatcaa tccaattgtt tttgttgaaa aggtttataa gtgtaattga 
taaatatata
   104521 acattattaa ggtaaaacaa gaatttgtat ttgttttgtg tcaaaagtgt 
tgctttgtgt
   104581 gagaagcgta attgttaagt ataaatgaaa caaagtcaaa gaaaataaat 
tctatttttc
   104641 tctctatcaa tagttaaatc tgatttatat ataaaagggc aagaaaaaaa 
gattgtgttt



   104701 ttattttcta aagttataat cgaccatgta cagacaggtc tgtatattct 
ggtttgggat
   104761 gataatttaa aaaaaatgtc aaactctaag ctagaatgac tttcagacgc 
agcgtgatga
   104821 ataagaagaa gattcaacaa gataagaaga ataatatcac gctttatttt 
ttaatgtgca
   104881 attttttcaa attcaatgag tttctctaca cgcttccaat agtcatcaat 
ttttactgaa
   104941 ccatgctcaa cttgagcttg aatggtcata ccctctaaaa tattgactaa 
aagcaatgcc
   105001 aaaggtcgag actcttcaat ttcatattga ataagaagat cttgcattaa 
ttgtgttaac
   105061 cagattttgt ataaagttgc tggttgatgt gttgacgggt attgttttaa 
tacttcttct
   105121 aaggcttttt ggaacatgca accattaaag tcttcactat taaaccaatc 
tgaataccat
   105181 aaaaagatgg ctttaatacg agctagtggg ttggtttcgt cttctttaga 
gattgccgca
   105241 gtaagagaat tttgtaaaag tgagtttctt aataataaac actcttcaat 
aagtttctct
   105301 tttgaaggaa agtatttata aaatgtcatt ttcgctacac cagattcact 
gatgatacga
   105361 tctaccccta tagaattata actatatgaa ttaaaaagtc ttaaagcagt 
ggtaataatg
   105421 tcatcttttt ttgacatatt ttagtagcct cacacaaata ttttgctatt 
agcctaaagg
   105481 tcgagtgtac aaataaaaag cacgaacgcg aaattttaca ttgtattgag 
tgttattgat
   105541 agaaaaaaat aggtttttta aaaataataa aagaacaaaa ctcaatgcta 
agcattaatt
   105601 tttttataat tgaatagcta tgtttagtag ttaatttttt gatttggtaa 
ggtggttttt
   105661 actataagtg ggcctttata actttgattt aaagattggt atatttaaac 
atgtatttat
   105721 aaaagaaaaa aggagaaatt ttataatttc tcctttttat atatttagtt 
agtattactc
   105781 tgcaggaggt aacaacataa gaattgaatt attcaataat tgaacaatgt 
tttctaaaat
   105841 atctatattg ttaagctcac tattgaaagg aatgcttttc ccatcggcaa 
tcgatttgag
   105901 ttgggtggca aaagattcca caatcggtaa ttcttctcca ttaccccaaa 
actttaaaac
   105961 gccattttgt tctgtataaa gtagacgcga agcaggttcg agtagcagct 
catagccatc
   106021 tgacaaaata gcatttaggt cttcaacttc tatttcatct ggttctggaa 
tattgtctgg
   106081 atatttaggc tcgctcatgt acgacatgag ggcagcatca agtactgttg 
aatttttcaa
   106141 ttgagctagc actaaatctc ttaaataagc caactcttcc gtgtttattt 
ccccaatttg
   106201 aggaggattc ttacgggtaa tatcgacaac aggattttga agtaattcat 
cagtagcaaa
   106261 ttgatcgcta attctatcga tcatgcctga aatattaggc atacggaaac 
cgaaggagaa



   106321 agttaaacaa tcatcttcgg caacgccata atgtgataat ccaggtggaa 
catataataa
   106381 gtcgccagga gctaatactt catcaaaatg aacatctatt tctggtagca 
actttaaagg
   106441 ttgattaggt acaaattcag tgcttgcatc acacatttgg ccgagttgcc 
agtgacgatg
   106501 accatatcct tgaacaagaa aaacatcata aaagtcaaaa tgttttccta 
ctgaaccacc
   106561 ttttggggca taagagacca taatgtcatc acggcgccat tgcggaataa 
aaggaaattt
   106621 cttccacaat tcagctatat caaatgaata atggtctact gcttgaacca 
aaagtgtcca
   106681 taactttggt agtttttgaa aatcaccttt agttaaggga gacgatttta 
catgccattc
   106741 atttggattt ttatcttttt gacggataag acgagcagtt acatggtctt 
ctaaagcgag
   106801 ttcttttaca tcattcggct ctaacatacc cacaatttca ggcatagcat 
tacgtacaag
   106861 taatggtttt ttctgccaat actctgttaa aaactgttca gcagtaatac 
cgcctaaaac
   106921 ggttaaagct tctgtcatgg aaataaccta taaataagct aataaatatt 
aaggaatttg
   106981 gagattgagt tgtcttaaaa tctgacaaag ctgaatcatg ggtaaaccca 
tcagcgtggt
   107041 ttggtcttgg cctatcattt tttcaaataa actaatgccg agactttcac 
acttaaaact
   107101 tcctgcgcat tgtaagggca gatctaagtc gacgtatctt tcgatttcag 
gtgcgcttaa
   107161 attgcgaaac ttaacttgat aatgctcaac aagcgtatgt tcaaaacttt 
tttcaaggca
   107221 ctgcacactt aaagcagtac taaaaaagac tgttcggcca gagtttgctg 
ctaattgagc
   107281 tttggcattt tcaattgtta agggtttgcc aataaaatca tgaggagcat 
gctctcgcca
   107341 tgcaacctga tctgatccaa ttacaattgc ttcacgattt ttttgtgcaa 
ttacttgtgc
   107401 tttagtaaat gccagtcttt ttgctaaatc atcggcatgc atttcaccac 
aaggactctc
   107461 gtcaatatct ggactaatgc agatatattc gattcctaaa cgattcatta 
aatctttacg
   107521 tgtctgactg cttgatgcca aaataatttt gggttgtttc attacactgc 
aaattccatt
   107581 aatacatcta atggaacata gctcaataca gcttgatgac aagcatgaag 
tttaacaggg
   107641 ggtgcttgac cagcttgata agcttctacc caacgagtta cacaaatgca 
ccagaagtct
   107701 cccggttgta ggccagggaa gcctgcttca ggtagaggag tgatcagatc 
gtttccgact
   107761 ttttgtgaaa aatttaaaaa ctcagaagtc atttgggcgc acaccgtatg 
ttgaccaaga
   107821 tctgttacgg ctgtatggca aaaaccattc cggaagtagc cagtaatagg 
gtcaaaacaa
   107881 cagcttgcta agggttcacc taaaacattt aaacgattga tttgtggatc 
tggatgaata



   107941 gacataatgg atgaaatatt agatgactac ctctatcata atcaaaactt 
tggctttcta
   108001 cagcttttat gcaaaaaaac taaccttttt tgatgtaatc atttaaaatt 
agcgcgtttt
   108061 taaaatcata aagagagctt tacatgaatt ttcagcgcat gactgacctt 
aatttagcag
   108121 gtaaacgtgt ccttattcgt gaagatttaa acgttcctgt taaaaatggt 
gtgattacca
   108181 gcgatgctcg tttacgtgcc gcacttccaa caataaaagc tgctttagaa 
aaaggcgctg
   108241 ctgtaatggt attttcacat ttaggtcgtc ctgtggaagg tgagccaaag 
cctgaacaat
   108301 cacttgcacc agtggctgca tatttaaccg aagcattagg tcaagaagtt 
aaattattta
   108361 ctgattattt agatggtgtt gaagttgaag caggacaagt tgttttgctt 
gaaaatgttc
   108421 gttttaatcc gggtgaaaag aaaaataatc ctgaacttgc acaaaaatat 
gcagctctat
   108481 gtgatgtgtt tgtaatggat gcttttggta ctgctcaccg tgcagaagct 
tctacagaag
   108541 gtgtagcacg ttttgcacct gttgcagcgg caggcccatt attggctgct 
gaattagatg
   108601 cacttggccg tgcaatgcaa acacctgaaa aaccaatggt ggcaattgtc 
gctggttcta
   108661 aagtttcaac aaaacttgat gtattaaatt cattatctgg tatttgtgac 
caactgattg
   108721 tgggcggtgg tattgcaaat actttcttgg ccgctgctgg ttacaatgtt 
ggtaaatctt
   108781 tatatgaagc tgacttggtt gaaactgcaa aacaaattgc tgctaaagta 
agtgttccac
   108841 ttcctacaga tgtagttgta gctgatgctt cacaaattaa cttcgaagat 
ttcttaggtt
   108901 ctttggcagc agcgcaagca gtaattaaga aagttgaaga tgtaacagca 
aatgatatga
   108961 ttttggatgt tggccctgaa acagctaaag catttgcaaa tattttaaca 
acttcaaaaa
   109021 cgattctttg gaatggtcct gttggtgtat ttgaagttga tcaatttggt 
gagggtacta
   109081 aagcactttc tcttgcagtt gcacaatctg atgcattctc aattgctggt 
ggtggtgata
   109141 ctttagctgc gatcgataaa tataatgtag ctgatcaaat tggttatatt 
tcaacaggtg
   109201 gtggtgcatt ccttgaattt gttgaaggaa aaacattgcc agcagttgcc 
gttttacttg
   109261 aacgtgctta aaaactgtta tattgaaata agaagggatt gagttatcaa 
tccctttttc
   109321 attgataagt cattaaattg tcatattcct gaaataatat aatgagtact 
aaatcaccaa
   109381 ttgtggaaaa tagtgatgaa tttaaaactt acctttgctg ctttgttaat 
tgtcccaatg
   109441 atgttgactg cttgtgcgaa aaaagaagag gcggctcaag caggccagga 
tgcggcatct
   109501 acagctgttg ctgacaaagt aactccggaa caacaagctg caatcgatgc 
gcttgataag



   109561 ccagttttag atgaaaagaa tacagatgtg gttgaaggta gtgcatctag 
cgagacggct
   109621 acttcagaaa cgcattaatt tgttgttttt tgttaaaaat tccctgcaaa 
tgcagggatt
   109681 ttttttgaaa tactgtgatt tgttgctgaa ttgaaataaa tgacaaggta 
gaataagccg
   109741 cactacctgg gaggatatta tggcactcat ttcaatgcgc cagctcttgg 
atcacgctgc
   109801 ggaacataac tacggcgtac cagcatttaa cgtaaataac ttagaacaaa 
tgcgtgcaat
   109861 tatgcttgcc gcagatgcta ccaattcacc tgtaattgtt caggcatctg 
ctggagctcg
   109921 caaatatgca ggcgctccat tcttacgcca tcttattttg gctgcaattg 
aagaatggcc
   109981 acacattcca gtggtaatgc accaagacca tggtacaagc cctgatgtat 
gccaacgttc
   110041 tattcaactt ggttttagct cagtgatgat ggacggttca ttaggcgctg 
atggtaaaac
   110101 tcctacaact tacgattaca acgtagatgt aactcgtcaa gtggtagcaa 
tggctcatgc
   110161 ttgtggtgta tctgttgaag gtgagatcgg ttgcttaggt agccttgaaa 
caggtatggc
   110221 tggagaagaa gacggtgtgg gtgcagaagg tgtacttgac cattctcagc 
ttttaacctc
   110281 tgttgaagaa gcaaaacaat tcgttgctga tacaaatgtt gatgctttag 
caattgctgt
   110341 aggtacttca cacggtgctt ataaatttac acgtccacct acaggggata 
ttttagcaat
   110401 tgaccgtatt aaagaaattc atgcggcctt gccaaatact caccttgtaa 
tgcacggttc
   110461 aagctctgta ccacaagaat ggttaaaagt aattaacgag tttggtggta 
atattggtga
   110521 gacttatggt gtaccagttg agcagcttgt agaagcgatt aaacatggtg 
tacgtaaaat
   110581 caatatcgat actgacttgc gtttagcttc aacaggtgca attcgtcgtt 
tcatggcgga
   110641 aaacccagct gaatttgacc cacgtaagta tttcgctaaa actgtcgatt 
caatgaaaca
   110701 aatttgtatc gatcgttatg aagctttcgg tacagctggc aatgctgaca 
agattcgtcc
   110761 aatttcttta gagaaaatgg ttgatcgtta taaataattc ccgttagggt 
ctgatttata
   110821 gaaaccggtt attcatataa ccggtttttt aatggctggg ttttgtttac 
aaaaaaacct
   110881 gtgatcaaca caggttttaa cgacaaaaga ttaacttatt tttgtaagtt 
ctttttgtcg
   110941 aggcttggat ctttaatttc tacataagca tttgcacgga cttcacgtaa 
ccagctatca
   111001 atttcagtgt taaattgacg ctcacctaaa atttgacgtg ccatacgctc 
ttgatattca
   111061 tgcgtcatat ctttttcgcg tttgtctgtc acttgtaaga tgtgccagcc 
gaattgagtt
   111121 tggaaaggtt cactaatttc acctacagga atttcctgca tttttttatc 
aaactcagga



   111181 accatcatgc caggcgtaac ccaacctagg ctgccgccat cacgtgctga 
acctgtatca
   111241 tttgaataag ttgcagcaag agtagcgaaa tcttcacccg cttttaatcg 
cttgtaaatg
   111301 ctatcaataa tttgtttcgc attttcaggg cttaccactt cggaaggttg 
aataagaata
   111361 tggcgtgttt gatattgcgg tactaatgct ttctgttcat tttgcttacg 
ttctaaaagt
   111421 tttagaacat gtacgccatc gcgtacagag attaagtcag ttgtttgacc 
atcttgcagt
   111481 ggagtaatac gagcagcaag ttcagccggt atatcagaaa gagggcggaa 
tcccatatct
   111541 gcaccttcaa cttttacagt cgcggttgaa agctttttaa gagcgtttaa 
atcattgctt
   111601 tgagcaagtt gtgaacgaac ttcttttgct acattttgaa cttcttgagg 
gttgtctccg
   111661 gaaattcgca tatgaatcac atgagcttga ttacctaaag cagcttgccc 
ttgtggtgac
   111721 tttaagaagt tgtctacatc ttgatcactg attttaatgc gagacataac 
ttgctgttga
   111781 cgcagacgat taattgctaa atcttcagca atacggctac gtaagttttc 
ataagttcca
   111841 ggtgcaatcg catctaattt ttgttgaaag gcttctaggc ttttgctacc 
cgattgactt
   111901 gcaactttaa gtacagcctc atttagactt ttctcatcag gtttgatgcc 
atatttttta
   111961 acttgttcaa gttgtgcttg acgtaagatg agttggtcta atacttgaaa 
ttgtaagtat
   112021 tgttgaggtg gaacttcttt tttttgtgct tgcaattcgt gagctgcttc 
agccattcct
   112081 tgttcaaggt cactttttaa aattacgcta ttgtccacaa ttgccacaac 
ttcatcagta
   112141 ggttgggcaa aactatgcat tgatgaagat attaatacag caagggttgt 
cgctttaaaa
   112201 aactgtttaa gatgttttgt cttcattaac gttgtgtcca agattgatta 
attttgttaa
   112261 aacctaaaac gcgattttca agtaaagacg cgagtttatt gtttaaacca 
cctaaacctt
   112321 tgagtgtaat ttcggccatg atcgcgcgct tttcactaac atctggagat 
tttggatcgt
   112381 ctagatcgtt atagtatgaa cggccataga cagaaatgcc ccagcaacac 
gattcataat
   112441 taacacctag taataattca cgggcaacat cattgtccat gtcatattgt 
acgtgcccca
   112501 taatacgcca attgtcttta attggttgta taaacgatgc aacaacttgg 
tcgtatgtat
   112561 cttggcgtcc tggaatatct ttacgataga aatagcctaa gttatataga 
tttcctttat
   112621 cgcctgtata gtaaagttga aaatcacgct gtgcattatc accatttgac 
atccatgccg
   112681 agttggcagc aatggtaaag ttttgattaa gttgacttga taagctaaca 
acaggacctg
   112741 tattacgttc agtatcaatt tcatcttgtt gtttcaaggt gacgcggcga 
tcttcaaaat



   112801 aatagctttg gcccacactt gcgcgtaaac gctctaagcc tactgtgtca 
aaaagactat
   112861 agcttacacc taacgataaa aagttattgt cttcaaggcg gtcatgtcca 
tagaagcggt
   112921 aagggttaaa taactgatcg taactaattg acgcagtggt tgagtcaaag 
tttgggtagc
   112981 catcttgatt tttgtatggc gcataggcat agaaggcgcg tggtgtaagt 
gtttgtaaat
   113041 atttgccctc acgttcaaaa ttcaatccag tgtccaatgt aaattgtggc 
acaacgactg
   113101 atttgttttc agaaccgccg tctaaacctt gagaggcgat actgtccttg 
tcatagaagg
   113161 tttgaataga acgtacggaa agctcaggaa ttacaaaggc tgctggtgtt 
cgatagttat
   113221 aacgtgttgc aaactggtta taaatacgcg taccgctact ttcttgtgca 
gaatcatcgt
   113281 taattgattt cttaaaataa gcagtatcgt tattaaattc gtattgtagt 
cctagtggat
   113341 taccagtgac ataatttaat aaaaattgag gtaagcgggc gtatggttta 
ttgacgtctt
   113401 ttacttctgg gtcaagggtc tggaaatctt cgactttaag ctgtgctttt 
aaacccggaa
   113461 taccatgttg atagttaagt tcccaagctc tacgtaagtt aagatctgtt 
ttagagatag
   113521 ggctactatc taaatcagag aagtagtctt tatctgatgc gtagttatat 
tcaaggttgg
   113581 tagaccattg gtcgttgata tcccaattat gtaaaaaatg gaaatcttta 
cggtctttat
   113641 catcatattc tttatcagat ggcaaaatgc cgccccaaat ctgtccggca 
ccaaacccat
   113701 ccgtcaaata tcggaattca ccttgtaaca ttgccccacg atctgctaag 
taacgtggcg
   113761 taattgttgc atcgtaatta ggcgcaaggt ttaaataaac aggaaccgaa 
agttcaatac
   113821 caccatcgtt tgagaaacca aattgtgggt tgaggatacc tgtagtacgg 
cggtcatcga
   113881 tcgggaagtt aaagtaggga actgctagaa ctggaacatc ttttacatat 
agttttgttc
   113941 cgcgcgtaac accgcgccca gtttcttggt tcaactcaat tttgttggct 
tgaattttcc
   114001 aacctggttt ctggcctggc ggacaggttg tgtaagtcgc atcattgaga 
accattacat
   114061 tcggagaggt tctctcgatc ttcccagcat gaccatgggc atgttgttgt 
tcagaaatat
   114121 aaaaactatt atctaaattt ccggtttgag tctttagatt gtaatcaatt 
tcatcacttt
   114181 gagagagtaa gccgccttga gctaactgta ctcggccttg tgcatgtgca 
aatgtttgag
   114241 ttttatcaat ggtgacttta tcggcacgaa ctgtacggcc ttcttgatct 
atcaccacgt
   114301 ttccttccaa cacagagtcg ccggcagggt tgtagtgccc ataatcagcc 
gttacaactg
   114361 aagtagcctt atctgcatct aacgctttag tttcaggatt aattggtgta 
atccaagttc



   114421 cttggcagaa tgctgaactc aaatatttat tattgcgcaa ttgcgcctca 
ggggcagatt
   114481 tatcaacata atattgttga aagaattcct gccctggata ggcttcctta 
atactcgcct
   114541 taagttgatt attgtctatg ttggagacaa caccagctga ctcagcataa 
cttgattgta
   114601 tggagccact acataagagc gtaaaaatag cggtcgctaa aggattaaat 
ttaaactgat
   114661 gcttcattgt ctcattaacc aagtatgcta attcacaatt aattattgtc 
gcatcataga
   114721 gaaaaagttt ataagtggct acacttaacc cttcaaaaat ctcagcttgt 
tttagatttt
   114781 attgcaaatg aatacacaac gtgaacaatt gatacataca tggcttacat 
ctgttcttga
   114841 aaatgatcaa tttcagatcg cttatttagc aggggatgca agctttcgac 
gttatgctcg
   114901 catccagtta caaaataaaa cgtatatgct tatggatgca cctcctgaaa 
aagaagactg
   114961 tgttccgttt gtgaccattg acgagttttt tgcagggcat ggggttcggg 
tacctcagat
   115021 cgttgcaaaa gatttaaatc aaggtttttt attgttagaa gactttggtg 
atgtgctgct
   115081 gtctacattg ttaaacgatg aaacagttga tcaatattat gaacagagtt 
ttaaacagct
   115141 tattcatttg caatcgatta atggggctga acatttcccg gcttattctt 
atgaaaagct
   115201 tttatcggaa atgcagttgt taacagattg gatgttaccg tcactcgata 
tccatccaac
   115261 agctgagcaa aagaaaacta ttgatgatac atttgatttc ttggctcagg 
cagcattagc
   115321 tcaaccgcaa gttattgtac atcgtgattt tcatagccgt aatttaatga 
aaattgctaa
   115381 tgaagaagaa ttgggagtaa ttgacttcca agacgcggtt attggtgctg 
atacatatga
   115441 tttaatctcg attacacgtg atgcatacgt gcagtggaat gctgagcgtg 
tttatcaatg
   115501 gtttaaagtg ttctatgagc ttttaccagc atctgctaaa caaaaccgaa 
gctttgacca
   115561 atttaaacgt gatgctgatt taatggcaat tcaacgccat atcaaaattt 
taggtatttt
   115621 tgtccgtttg tttgagcgag atggtaagtc tggttatttg aaggatttac 
cacgagtcat
   115681 gtggtattta cttgaagaga gccgtgacta tcatgagctt gatgacttca 
tggcgtttat
   115741 tcacagttcg gtaatgccta aatttattga aaaatatggc ccttatgagg 
ttgcagcata
   115801 atgaaagcaa tgattttagc tgctggcttg ggcaatcgta tgcgtccact 
cacgctatat
   115861 acaccaaagc ctctgcttga ggtaggtggt aagccactta ttgtgtggca 
tattgaaaaa
   115921 cttaagaaaa ttggtgtgac cgaaatagtc atcaattctg cgtggttagc 
cgacaaactc
   115981 atcagtagct tgggagatgg ttctcaattt ggtgtggata tccgttggac 
acgagaagaa



   116041 gaagggctgg aaaccgctgg tggaattatt aatgctttgc cactgcttgg 
aaccgatcct
   116101 ttcattctgg tgaatggaga tgtatggact acaatggatt ttgaagctct 
acgccatatt
   116161 aagttaaatg atgatttggc acatcttgta ttagttgata atcctaaaca 
gcatcctgat
   116221 ggcgacttta cattattaaa tggacgcgct tttacatttg atcaagatgt 
gaagggcgag
   116281 aacctcactt ttagtggtgt atctgttatc catcctaagc tttttgatgg 
attggaagct
   116341 ggtaaacgtc cgttagcccc attgttgaag caagcgatgc acaatcaaaa 
aatatctggt
   116401 gaaaagctta aaggtgcatg ggtagatgtg ggaacgcctg agcgtttaat 
ggagctagat
   116461 ttgcaaattc gtgaaggctt ctacgattaa ctgcgtaatc gctaatcgtt 
aactagtgtt
   116521 ccacgatgca taaatgggta tactttgttt taaattttac ttagatgtta 
tctgtttatg
   116581 catccgtttt ttcaagagtt acaacagggt agtcaaaaat taggtttatc 
gcttagcgat
   116641 gaagctttga cattattgtt gaagtatcaa gatgctttgg tactttggaa 
caaagcttat
   116701 aatctaacag cgattcgtga tcctaaagaa atgttagtaa agcatttgtt 
ggatagccta
   116761 agtattttga aagatttgcc agcaggtcgt ttgctcgatg taggtacagg 
tggtggcatg
   116821 ccgggcatga tcattgcttt atgtcagcca gaacgctctt gtgtattgct 
tgattcaaat
   116881 ggtaagaaaa ttcgtttttt gaaacagttt attgctgacc ttaagcttaa 
aaacgtaata
   116941 gctgtgcaaa cgcgtgttga aaatcaagat acaattgatg aacttggcca 
atttgatgta
   117001 ataacaagtc gtgcatttgc atcattaaca gattttgttg aggctgcacg 
tccatattta
   117061 catgagcaga gtataattgc cgcgatgaaa ggactgattc cagttgaaga 
aatggaagag
   117121 cttaagcagg aattttcatg taaagtgatt gaactgcatg taccgagact 
tgatgaacaa
   117181 cgtcatttac ttttacttca acgaatttaa ataaaaagta ttagggttac 
catggctcaa
   117241 attattgcga ttgcaaacca aaagggtggt gttggtaaaa caacgactgc 
agtaaatctt
   117301 gcagcgtcac tagctgtatt gaaaaaacgt gtgctacttg tcgatataga 
ttcgcaaggt
   117361 aatgctacga tggggtctgg tattcaaaag aatgatctac tttactcagt 
tacggatgtg
   117421 ttattgggtg aagtgccaat cgaaacggca attcaaaaag ctgaggttgg 
atataaagtt
   117481 ttgggttcaa accgtgaact ttctggtgtc gagcttgcca ttgccgagca 
agaaggtcgt
   117541 gagttcattt taaagaatgc tttgaatgaa attcgggact cattcgatta 
cattattgtt
   117601 gattgtgcac ctagcttaag tttaattaca gtgaatgctt tagctgcagt 
agatggcgta



   117661 attattccga tgcaatgcga gtactatgca ttagaaggtt tggctgattt 
aacccaaact
   117721 atcgatcgta ttcaaaaagc attaaatcct gatttagaaa ttattggtgt 
tttacgcacc
   117781 atgtatgatg cgcgtaatgc cttaactcgt gatgtatctg ctgagttaga 
gcaatatttt
   117841 ggtaagaaac tctacgatac tgtgattcca cgtaatgttc gtttggctga 
agctccagcg
   117901 catggtttgc cagtgattta ttttgaaaaa agttcgaaag gtgcagttgc 
atacttaaat
   117961 cttgcggctg agatgttaaa gaaaagtaaa gtgaagaaag gaagtaaagt 
atgagcatca
   118021 aaaaacgcgg attggcgaaa ggtcgtggtt tagatgcatt acttggttca 
attcaaaaag
   118081 aaaaattaca actagaagct caagcgcttg atcatggtca gttaaagcaa 
attgacgtga
   118141 agttgttgaa acgaggtgaa tatcaaccac gtcgttttat ccatgagcat 
gatttgcaag
   118201 agttggcatc ctctattgaa aaacatgggg taatgcagcc aattgttatt 
cgtcctgtag
   118261 atgatgaagc tcatccttac gaaattattg caggtgagcg tcgttggcgc 
gcagctcaaa
   118321 ttgctggctt aacggaaatc cctgcaattg ttcgtgattt aaatgatcag 
gttgctattg
   118381 ctttagcact tattgaaaat attcaacgtc aagatttaaa cccgattgat 
caagcgttgg
   118441 cgctacaacg attccatgat gaattcggtt taagccatca agaaattgct 
gatacagtcg
   118501 gtaaagcaag aacaactgta agtaatttat tacgtctgtt gagcttggct 
gatgacatta
   118561 aagaatttat gcagcaaggc cagcttgata tggggcatgc tcgtgccatc 
ttaactttaa
   118621 agggcaaaga acaacttgaa gttgcaaaaa ttgtaattga gaaaggatta 
tctgttcgtc
   118681 agactgagca gttagtacgc gattggaacg agcctaaaca ggaaaaggaa 
aaagctcctg
   118741 ttgcaccaga cattgagcaa ctaactcaga aattatcaga acgttttggt 
gccaatgtta
   118801 aaattgatca taaccagaaa ggtaaaggta agcttgttat tcactatcat 
tcactcgatg
   118861 agttagatgg tattttgaat atttgtttac cagattaatt ctaagttagg 
tcatatattt
   118921 ctaatttata ttcttgggga agaaaatatg tgggaacttg tgaaagcggg 
cggctggtta
   118981 atgctgcctt taattttgtg ttcaatttta accgtcgcaa ttagtattga 
gcgttttgta
   119041 cgtttaagac gttcacaagt tttacctaaa gtactaatga atgatggcag 
tgcagatatt
   119101 tctgttgtca taacaaattt ggagcaggat actaatgcgc aaagcacggc 
attgggcaat
   119161 attctaaaag ctggttttga gcatcaggaa catggcgaac aatttgcgcg 
agcacaaatg
   119221 gaagctatgg cttctcaaga aatttcttat ttagaaaaaa atattaactt 
cttagggacc



   119281 ttaagtgcta tagcgcctct actagggctg cttggaacag ttgtgggaat 
tattgagtct
   119341 tttttggtta ttgattttgg ttcggcaggt agtcctagtt taatgattcc 
cggtatttcc
   119401 aaggctttga tcacaacagc agttggtatg ctcattgcaa ttcctgcact 
tatttcctat
   119461 cgatattttc aaagagtagt gcaagattat attgctgagt tagagcaaca 
atctacgcta
   119521 tttcatgcct cattgtttta caaacgttct tcagtcatgc aagaacatcg 
ccgcgttggt
   119581 tgatgggtag atcgcaatat gaagtttaaa cgttctcaag ttgaagacat 
tcatatcaat
   119641 ttaacaccta tgattgactg tttattgttc attctagtgt ttttattgtt 
atctaccact
   119701 tttaatcagc caagtcgcat caatttaact ttaccagatg cacaaggtgt 
tccaccaaaa
   119761 cagtacgatc ataaaattga agtcgtggta gactctagcg gacattacgc 
cgtgaatggt
   119821 caggcgctat ctaccaaaga tatggctgat ttgagcactg caattaagca 
aattgctcaa
   119881 gagcgacgtg actttatgtt tatcattgct gctgatgcaa aagcgtccca 
ccaggatgtt
   119941 attcgtgtta tggatgtagc aggacaactc ggttttgtta acatcaatat 
tagtaccaaa
   120001 gttccttcta gaggtttttc tgagtgaatc aagattttaa ggtttatttg 
cgtctcatat
   120061 cctatttaaa accttattgg ggcgtggcct tattagttct tatcgggttc 
ggtatgaact
   120121 cagcaacgga ggtttctgtt gctaagctca ttaaatttat tattgatgca 
attcaaaatg
   120181 cgagtagagc ggatctggat tggttccctt tattaatcat tttattggta 
ttcttccgtg
   120241 gccttggcct atttatgggg gggtactata cggctgtgat ctcgcgtagt 
ttggttttta
   120301 gtattcgcca agaagtttat gcaaaacttc taagactgcc ggctcaatat 
tatctcgata
   120361 actcttcggg tcatattact gccaaaatta tgtataacgt cgagcaactt 
acagctgctt
   120421 catctgaatc attaaaaacc attgttcgag atggcatgat tacgttgggg 
ttgttaggtt
   120481 atttgttcta taccaattgg cgtttaacaa tttgtattat ggtgttctta 
cctgtaattg
   120541 ggattttggt gcgtaaagct tcaaaaagaa tgcgcaaact ctcgatgcaa 
gttcaagaca
   120601 ctatgggtga tgttaaccat gtagtgcaag aaagtattaa tggtaatgca 
gttgttaaaa
   120661 gtttcgctgg tgaagagtca gaacaagagc gtttctataa gtcatcggaa 
gaaaacttaa
   120721 aacgtggttt aaaaatggtg attgtgcaaa acctaaatag tcctgttgtt 
caagtggtaa
   120781 tggcttgtgc aatggctcta attgtatggt tagcattaag accacaaatt 
ttaggaaata
   120841 caactgctgg tgagtttgtt gcatatatta cggcagcagg gttactttca 
aagcctgtta



   120901 aaaacttgac agatgtgaat gaaaagttac agcggggttt agcagctgca 
cactcagttt
   120961 ttgaattatt agatttacct gaagagcaaa atagtggtga acttaaaccg 
cagttgcaag
   121021 gtgcaattcg ttttgaccat gttgtactta actatgctga cggtacgcaa 
gcgattaaag
   121081 acttttcttt agatattcgt ccaggcgaaa ctgttgcatt ggtagggcgc 
tctggtgctg
   121141 gtaaaacttc tttagtgaac atgttggtac gtttccaaga agtctcaagt 
ggtcaaattt
   121201 atttagatga tttgccaata cgtgatattg agctttcaag tttgcgtaca 
caaattgcaa
   121261 tggtaaatca gcaagttgtt ttgtttaacc gaactgtacg tgagaacatt 
gcttatggtc
   121321 agttacataa tgcaagtgat gaagacgtaa tagctgcagc aaaggctgct 
tatgcccacg
   121381 actttattat gaacttacca aatggctacg atactgtttt gggtgctcaa 
ggtctaaatt
   121441 tatcgggtgg tcaacgtcaa cgtattgcaa ttgctcgtgc aattttgaaa 
aatgccccaa
   121501 ttctgatttt ggatgaggcg acaagtgcgc ttgataatga atctgaacac 
tttattcaac
   121561 aagcatttga tgaagctatg caagatcgta caacgattgt gattgctcac 
cgtctatcaa
   121621 ccattgaaaa tgcggatcgt attgttgtga tggaccgcgg acaaattgtt 
gaacaaggta
   121681 ctcatcaaga attacttgct aagcacggtg cttattatca attacatcag 
cgtaattttg
   121741 aggaccaata agtatgtctt tagcccagct gatccaaaat gcatggaata 
agcaatcaag
   121801 ttggttgatt gttttacgtc ctttgtcttg cttgtatcgt gctgggtttt 
tactaaatcg
   121861 tggtttttat agttcaggct ttaaaaaagt ttataccgca cctgtgccag 
tcatggtaat
   121921 tggcaatatt acggtggggg gaagtggaaa aacgccatta ttaatagagc 
tcgtcaatta
   121981 tctaaagcag cataatgtaa aggtaggggt aattagtaga ggctatggtg 
gatctggccc
   122041 ttttcctatg ttggtaacat cggccagtca agcagctgaa gcaggagatg 
aacctgcttt
   122101 gattgttcag tcaactggcg tacctatggc agtaggaccc aatagacaag 
ctgcaatcga
   122161 gttattatta gcatcgacta aactagattt aattattagt gatgatgggt 
tgcaacattg
   122221 ggcattaggt cgccaaatag aatggatcgt acttgatcaa aatcgtggcc 
ttggaaatag
   122281 aaagttatta ccagagggat atttacgtga acctgtggaa cgtttaaaaa 
ctagtacggt
   122341 aattgagcat actttcacac caacaactac attgcatatg catcttgatg 
cagggcagcc
   122401 ttacttattg aatccttctt cggcaactga attatcattc aatattcaaa 
ataattacca
   122461 tgcagtagtc ggtattggtt ttcctcagcg cttttaccaa acacttaaag 
gtttaggggt



   122521 gaaacaattt caagagcatg cttttcgtga tcatcatgat tacagtattg 
atgaccttct
   122581 atttaatgat gaccaaccta tcattacaac tgaaaaagat gcagttaagt 
tgttaccatt
   122641 acttgaaaag catccagaat ttaaacgacc tatttgggtc gtgccagtta 
aagctgtttt
   122701 gtctacagag tgctatcagg ttttaaatca acaattgcaa aagcttgata 
ttcagatatc
   122761 ttaggaagaa aaaatgaaac atatcgtcat tccagcacgc ttctcaagtt 
cgcgtttgcc
   122821 aggtaagcca ttgttactta ttcatgatcg ccctatgatt ttacgagtgg 
tggatcaagc
   122881 aaaaaaagtt gaaggtttcg atgacctatg tgtagcaacc gacgatgaac 
gtatcgctga
   122941 aatatgtcgt gcagagggcg ttgatgttgt tttaacaagt gcagaccatc 
catcaggaac
   123001 agatcgttta agtgaagttg ctcgtattaa aggatgggat gctgatgaca 
ttattgtaaa
   123061 tgtacaaggc gatgagccat tactgccagc ccagcttgtt cagcaagttg 
caaagctttt
   123121 ggttgataag ccaaactgtt caatgtctac attatgtgag cctattcatg 
cgttggatga
   123181 atttcagcgt gatagtatcg taaaagtagt catgtctaaa caaaatgaag 
cattatattt
   123241 tagtcgtgca actattcctt atgatcgaga tagtgctaaa caagctgaac 
caactttaca
   123301 tagccaagca tttcgtcatt taggtttata tgcttatcgt gtgagcttat 
tacaagaata
   123361 tgttacatgg gaaatgggta aacttgaaaa gctcgagagt cttgagcaat 
tgcgtgtttt
   123421 agaaaatgga caccgtattg ctattgctgt agcagaagcg aatttaccac 
caggtgttga
   123481 cactcaagta gatcttgatc gtttaaataa tatgcctgtt gagtcttttg 
agtaagcgtt
   123541 aatttaatga atcagaatgt gacttctaag gtttatccgt ggcaacagac 
aatgtgggaa
   123601 acgttaacaa cacgttttcc taatattggg catggcttat tattttatgg 
taaacaaggt
   123661 tgtggtaaac atgcttttgc taagcatttc ttagcgtggg tactttgttt 
aaataaacaa
   123721 cctcaaggtg cttgtggtga atgtagtagc tgtcaatggt taaaatcaga 
tacgcatcca
   123781 aactatgttc atatcacgac agatgaagaa aataaaaaac agaatgcaaa 
aattaaaata
   123841 gaaaaaattc gagatttatt gccatttgta caacaaactg gtgagggatg 
gcgtgttgtt
   123901 gttattgagc cagctgaagc tttaaatctt gcgtcatcaa atgcgctgct 
aaaaacctta
   123961 gaagagccag gtgaacgcgt cgttttaatc ttgttggccg atcattattt 
gaaattaccg
   124021 gcaaccattc gaagtcgctt acagcatttt gctttagacc gtatttcata 
tacagaagcc
   124081 acatcttatc taaatgaaca tttagcggaa acagcatctg taccacctga 
attattgcta



   124141 ggcctttcta atgatatgcc tttgcaagca gttgaaattg cgactagtga 
ttggtttgct
   124201 aaaagacagt cttttttaga agattggact aaagttgtaa atcaaaaaaa 
tatgccttta
   124261 ttttattcgg ctaaatggca aaaagaactc aactttagtg attttatgat 
gcttctcgaa
   124321 tacttgttag gggatttaat ttgtgtcaag ctcaatcaac cacagaaaaa 
tatagattta
   124381 cagttcgatc aattggcgca aaactataat ttagaaagtt tattcagtct 
ttatgaggaa
   124441 ttacagcaat ctaaaagatt ggttgaacag aatgtacaaa cacaactcat 
catagatcaa
   124501 ctttttataa aattaatgaa cgtttaaggg gaaaactaat gcaaccacaa 
atgggtggaa
   124561 ttattcaggt caatattcca gatagagcaa cattacaagc aagttatatg 
ggatatgtac
   124621 aaggtggggg cttgtttgta ccatcgaagc aaaaagtgaa gatgggtcag 
gaaattttta
   124681 ttttagctac gttaccagaa caatcacaaa aaattccttt aactggtaaa 
gtagtttgga
   124741 tttcacataa gcaaagtgga tttaaaccgc aaggtttcgc aattcaattg 
agtggtgata
   124801 aaggaattta ctataaagct gaagctgagc ggattttagc tggtagtatg 
tctttagatc
   124861 gcccaagtta taccatgtaa gcagatagga aagaacagtg tttgttgata 
cccattgcca
   124921 tttaacaatg ttagatttaa cgccttataa cggtgattta gatctcgcac 
ttgctgctgc
   124981 gcgagcagaa ggtgtttcta agtttatggc aatttcagtt gaccttgatg 
atcatattgc
   125041 tttagctgaa atcgcaaagc gtcatgaaga tgtggggtat acggtaggcg 
tacatccgtg
   125101 tgaggatgtt gatactatgg ctcgagcaac gactgagtat ttgactgaat 
tggctcaatc
   125161 agaaaaggta tgggctttag gtgaaacagg tttagactat taccacagca 
ctgactttat
   125221 taacgagcaa aaagattgtt ttgctcgtca tattcaagcc tctaaaaatg 
ttaaaaaacc
   125281 agtagttgtt catacacgtt cagcaaaaca tgatacggtg gatattattc 
gagctgaaca
   125341 atctacacat ggtattttgc actgttttac tgaggactgg gaaacagcaa 
aagctgtatt
   125401 ggactgtggt tactatattt ccttttcagg aattgtttca tttaaaaatg 
ctcaagatct
   125461 acgagatgta gccaagcaag ttcctttaga tcggcttttg attgagacag 
atagccctta
   125521 tttggctcca gtaccatatc gtggtaaaac gaatgaacca aaatatgtac 
cttatgtagc
   125581 gaaagcacta agtgaggtat atgataagcc ggttgaggaa attgcaagaa 
tcacctcgca
   125641 gaattttgaa aatttactta aagcgattta acttatagaa actatataaa 
gagagtaatt
   125701 gcgtgaagat ggaccgtcaa gctcagttcc gagcaagaga agcattaata 
tttcaagttg



   125761 cggaacagtt gttgttagaa aatggcgaag ccggaatgac acttgatgtg 
ctggctgctg
   125821 agcttgattt ggcaaaaggt actttgtaca agcactttca aagtaaagat 
gaattgtaca
   125881 tgctgttaat tattcgtaat gagcgcatgt tactggaaat ggttcaagat 
actgaaaagg
   125941 ctttcccaga acatttagct ttctttatgt tgcatcattt gcaccatcca 
gaaagaacag
   126001 tgctgtttca ccaaattgaa gaaaagcttt caattactgc ccaaggtgtg 
caccatcttt
   126061 ttaatgaact ttaccaagtg agaaagcagc gcttacgtat tattattcgt 
atgactgatc
   126121 attatttaga gtcaatccag agtcatatga ctacacgaga ttacttagct 
tcaatctggt
   126181 cactcactca tggagctgct gcaattctga attcaagctt ttatcaacgt 
tatttgggtt
   126241 caagagatac tttacgagta gcctatattg accaggcatt agccttaccc 
aaacaagcag
   126301 ttgagcagta cgcttaatag gtcgatatga aatcgaatct accatttcaa 
tcacaaaaag
   126361 gctttaccct catagaagtg atggtagtca ttgtgattat gacaattatg 
acttctctgg
   126421 ttgtattaaa tataggtggt gtcgaccaaa aaaaagcaat gcaggcgaga 
gagttatttt
   126481 tactcgattt gcagaaaatt aataaagaat cgctcgatca atcacgtgta 
ttggctttag
   126541 aaactcatgg tgagagagat gtctcaccat tttcttatga actttatgaa 
tatcacgatc
   126601 aaagcacttt acaagtacaa gatataaaaa accgttggca gaaatatact 
gagtttaaaa
   126661 cacggcaact tcctgcccat gtttcttttt cagtacaacc cttggatgac 
cagaattatt
   126721 ctaaagctaa aaatacagat ttgattggag gacaaacgcc tcaactcatc 
tggtttggca
   126781 atggagaagc taaaaccgtt aaaatacaat tttatttaga acaaaaaccg 
attggttcgg
   126841 aaatacaaat agatcacttg ggtaaaataa atgaaatcta aaggctttac 
cctcttagaa
   126901 gttatggttg ctttggcaat ctttgcagtc gcagctgtcg ctttaactaa 
agtggcaatg
   126961 cagtacacgc agtccacttc aaatgcaatt ttgcgaacca aagctcaatt 
tgtagcaatg
   127021 aatgaagttg ctatgatgga gattaatcaa gaatggttgc aaggaaccca 
gagtaagcaa
   127081 gtaacttccc aaggtgaaac ttggcaaatt gataagtcag ctcaatctac 
tattagcccg
   127141 aatgttcaaa aaattgattt acaagtgagt ttgtatgatc cggataaggg 
aaaagtacaa
   127201 aatggcatta cacatatggt cttttttaat tatccagtga aagcaaaata 
atgataaaaa
   127261 ataaatatat tcacatccga agctttgctg ctcgccttgc agcacgatcg 
agcagtgctc
   127321 gattaactcg tgcctcagga tttactttgg ttgaattgtt agtcgcgatc 
gctatctttg



   127381 cggttttatc tttattgggg tggaaaattt tcgattactt gctcaaagtt 
cgtgatcgta
   127441 atgccgaaca tgaagtgcat ttatttgaat tacaagatgc ttatcaacaa 
attcttcgtg
   127501 atactttgca gattatccct ttatccgcaa accaaggtgg gcaacttcat 
ccagctttag
   127561 aaatcgataa tcaaatttta cgttttagta aagcaggcgt aacggatcct 
ttaaaacaag
   127621 gcttatcacc atttgaacga attgaatatc gttatgatgc agatcaaaaa 
aaactatatc
   127681 gtcttaaata tacaaattta aatacttcga acagagagca acctttatcg 
agtactttgt
   127741 taagtcaagt cgaccaatat cagattatgg ttttgactcc gcaagaagtc 
acaaaatggc
   127801 ccgaggttaa tattgatcca acgaaaccta atgagttaaa aaaactaccg 
aaagggataa
   127861 aaatccaact tacagtcgct ggtgtaaatt atgaatggat ttatagctta 
aatcagggtg
   127921 acttatcgct ttcacaggaa ggtaattcat aatggccgtt agttacaaac 
accaacaggg
   127981 tgtcgcttta ctgacaatac ttattatggt tgccttggct acaattttag 
cggcttctat
   128041 tgccaagcat caaaataata ctatggaaaa tacagcctac ttaatacgcc 
aaaatcaatc
   128101 tttgctttat gcaaaaagtg cagaagcctt tttttcagaa ttattaattc 
aagatgcaaa
   128161 taatgcaggt ggagtagatc atttaaaaga gacatgggca caacctatgc 
ctccgtttcc
   128221 tattgaagat ggtttggtat ccggacgttt gcttgatgag tctggtaaat 
ttaatttaaa
   128281 taatctaact aatggggaag gcattgtaaa tgaagatgct aaaagttggt 
ttgaacgttt
   128341 attggtacgt gtgggattac cagccgaatt aagccaagct gtgattgatt 
ggcaagatcg
   128401 aaatgatgag ccaactgggc caatgggggc agaaagtagt tattatgaag 
gtttggatct
   128461 aggttacatg gctgcgaata ctaaattcca ccgtattgaa gagttaaagc 
tagtgagagg
   128521 ctttgatgga aaaaaatttg atctaattgc tccatatatt tctgctttac 
cagaaaattc
   128581 gaagttaaat attaatactg cttcgccatt ggttttagca agtatggatg 
aaaaattaga
   128641 tataggagct attgaaaaag aattgcaaac acgtcaacaa aatttaaagt 
tcttccaaaa
   128701 tatagatgaa ttatggcaat tgaatgcttt ttcagcggtt gatagtcaaa 
agaaaaatca
   128761 agtaaatagc cttattgatg ttaaatccag cttctttcaa gctcagattg 
aagttgttct
   128821 aaataatagg aagcgacagt ttactagtgc tttaatgaga aaagataaac 
aagtatatgt
   128881 ttattcaaga agcatggctc catttaacta aataaattta ttgatatttt 
ttctgagtct
   128941 gtaatacttg aaacttatta ataaaaggga tgaggtcata cttctgtata 
gacagtattt



   129001 aaagtaaaaa tcaatatctt caaaatttct tcacatctct tatcatactt 
tttgctaatt
   129061 gtttctattt gaaaagtggt gcgaagtttt tatcttttgc tttataataa 
tgttcttaga
   129121 aggaatgatc gatttggcac atgttaattc gtaagttatt taagtttgaa 
aatgcacacg
   129181 tcgtacgtaa ctgtacatcg gatcgttgta agcgatctat tcatgggcat 
agttataaag
   129241 tcgagttatt acttaaagct tcgaaattag atcatggaca aatggtatat 
gattttgggc
   129301 tgttaaaagg cgtaattaag gaccttttcg atagctttga tcatgcgatt 
tgtttctggg
   129361 aaaaagatga tcctcaatat attgatgctt gtaagacttt tagcgcgcgt 
tggatctctt
   129421 taccagtttc gccatctgct gagcaatttt ctcgaatctt cttctattta 
gctcagcaag
   129481 tattacaatc tactgttacc caaaatgggg aaggtgatgt tgaagtctat 
tcagtgattg
   129541 ttcatgaaac cgatacaggt tatgcccaaa gttttcttga agatattcaa 
aatgaacaaa
   129601 tggggctgtt aaaccttgag ggaattattt tttcagaaca agtccaatcc 
gaatgggctg
   129661 atccaaatat gtatgaaaat ttaaaacaag ggattaagtt tcataatccg 
catgttaact
   129721 tacaagtaga agtgtaagtt aacttccttt tgtttgtaga aatgaaaatt 
catctaggat
   129781 gacattaatg caattaactg agcaacagca agacaaactc agtaaagttc 
aattagaaga
   129841 aagctggaaa agatcattaa ttccattttt actgagtcct tatatggata 
gtttaagaga
   129901 ctttttgttt caacaaaaac aggctcaaaa aataatatat ccaccaagta 
aacaaatatt
   129961 taatgcttta aatattacgc cgttagacca tgtgaaagtc gttatattag 
gacaagatcc
   130021 atatcatggt ccaaatcagg caaatggctt aagtttctcc gttcaaagag 
gggttgcatt
   130081 gccaccatct ttacgtaata tttttcatga actacataca gatttgggtg 
tgccggtttc
   130141 tcgtcatggt gatttaacca aatgggctga gcaaggcgta cttttattaa 
acagtgtact
   130201 tactgtagaa gcagggcaac ccacatcaca tcaaaaacaa ggttgggaag 
agtttactga
   130261 cgcagtaatt gatgttttaa atgaacaacg tgaacacatt gtttttattt 
tatggggtgc
   130321 ttatgcacaa cgtaaaggac aacgtataaa tagagaaaaa cacttggttt 
taactgctgc
   130381 acatccatcg ccacttgcgg ctaatcgtgg tggtttcttt ggatgtaaag 
tgttttccaa
   130441 aacaaatcaa tatttgaaac aacatggcat tgagcccata gactggcaat 
tggacgcatg
   130501 atgaactctc ccaatgtaaa tagctatcat ccggatttgg tagttgaaga 
agcgaaaaat
   130561 ggttggcgta ttgtacgttt gaatcgacct aaatcattac acgctttaga 
tgaatcaatc



   130621 gtaacagctc tattacgagt atttgaagac ttccgtgatg atgagcaagt 
aaaagcaatt
   130681 tggttggact cgactacacc aaaagcattt tgtgcgggtg gagatgtacg 
caaattacgt
   130741 cagctggtaa ttaatcagga agtagaaacc gcaaataaat ttttccagca 
agaatatgct
   130801 ttggatttat tgttacataa ctatgctaaa ccggttgttg tttggggcga 
aggctatgta
   130861 atgggtggtg gtttaggctt gtttatggct gcacctttcc gtttggttac 
accatattca
   130921 cgtttggcta tgcctgaaat taatattggt ttataccctg atgttggagc 
aagccgtttc
   130981 cttgctgacc gtgggcaaat tggtttattt actggtttga caggttctat 
tatgacggct
   131041 gctggggcat atagcattgg ttgggcgacg catatttgtg aagcacaacg 
tgataatgtt
   131101 ctacagaaag tactcaatat taattgggct cactatccgg caggtgattt 
ccgtgcgatc
   131161 gatgatactt taaatagttt acatcgcccg gttgccgcag ggccattaca 
aaattcgtta
   131221 gacgttatac atagtgtttg ccgtggttca agctttgaac aagactatca 
agcgatcgtc
   131281 agcttgcgag atgcaagcag tgactggttg cgtcaagcga gtgaaaactt 
acaaaagggc
   131341 tcacctagta cagcagcaat tacttggttg ttatggcaat ggggtaaaca 
agttcattct
   131401 tgggatgaag tttttgattt agaagcgcaa atctctgaat ggaaaattcg 
ccatcctgac
   131461 tttgtggaag gtgttcgcgc acgcttagtt gataaagatt tatcacctga 
atggaaagca
   131521 tgtgaagacc ttacattacg aggtattttg gccgatgatc caccgatcac 
gacgattgat
   131581 agctggaatg cattacttag acaatatggt gtagtgtcat aatcaataat 
gtctaaattt
   131641 agtgatgagt attggatgca gcttgcttac gagcaagctg aattagcagc 
cgagcagggg
   131701 gaaattcctg taggagctgt aatcgtgagt caaaataagt taattggagc 
tggttttaat
   131761 gctccaattg gtttatctga tcctacagct catgcagaaa ttcaagctat 
tcgtgcggct
   131821 tgtgagtcat tgaaaaatta tcgtttacct gaagatgcga ctttgtatgt 
tacgcttgag
   131881 ccgtgcacaa tgtgtgtggg agcattagta catgcaagaa ttaaacatgt 
cgtatttgga
   131941 acaacagaac ctaaagctgg ctcactcgtg agtgcacgtc aattattaga 
aaatggttat
   132001 tacaaccata aatttacttt tgagcatgga tgtttacatg aaaaatgtgc 
tcaacagtta
   132061 agtctttttt ttaagcaaag acgtgaacaa aagaaacaag agaaacaaca 
aaaaacgtcc
   132121 ttaaatgatt aaaaaatgtc atgaggttat ggcacactaa cgccgtttca 
ttgacatgat
   132181 ttatttaaat aaggaacttt catgcgtaat gtaattacta tacaaaaaga 
atttaatgct



   132241 cctcttagtg atgtctttaa cctgctttct aaacatgcag cttacaacac 
tgcatttgct
   132301 ccactacaag ttgtgcgtgt taaagattcg gcagatcctg aaagacctga 
tggagtgggt
   132361 tctgttcgtc gtatggggtt tggcgtgatt aaaccactta aagaagaaat 
cacgcatctc
   132421 gaagaaaaca aacgtattga atataaactg attgataatc ctctagtgaa 
acaccattta
   132481 ggtcgaatcg agttctcaga aattacccct tatattactt tggttacgta 
tcgtatcgaa
   132541 ttaaccgcaa aagctcctgt tgtaagtaaa ttaattcttg cacagctaaa 
actagcgatt
   132601 acactaggct tttcgagatt agctaaagca tttgcttctt cgtgagagtt 
caatgacagt
   132661 tcaaattatt actattgatg gtccgagtgg ttcgggtaaa ggaacattag 
cggcgaaact
   132721 tgctgcgtat tatcaatttc atttacttga ttcgggtgcc ttatatcgtt 
tgttagggtt
   132781 gtcattacat aaacatgatt tattggaaaa attagatagc catttagatg 
agtgtgttaa
   132841 ctatgctcgt cagcttaata ttaagtttga aacctcggca gagggaacat 
tagttttcct
   132901 cgatggggaa gatgtaaccc aaactatccg tacagagcgt gttggagaat 
acgcatctaa
   132961 agttgcagca ataccagagc tcagacaagc actttttgag cgccaaagag 
catttgcaca
   133021 aactccggga ttagttgcag atggtcgaga tatggcaaca tcaattttcc 
cggaagctaa
   133081 tgctaaaatt tatttgactg cttcagctga gtcgcgtgct gagcgaagag 
taaaacagtt
   133141 gcagggtatg gggctagatg ctaaaataaa cgacatttta gctaatatac 
aagcgcgtga
   133201 caaaagagat atggagcgag aagtagctcc tctcaagcca gccgcagacg 
cttatattat
   133261 tgatagttcg gaattaacga tcgatcaagt atttaagttg atggttgatt 
acgtcaatag
   133321 ccgtactgtt agcaactaag attatcagtt gacgcatagc ttgatcagtc 
tataaagact
   133381 atgttgatac ttaactaaac cggccttgtc tgatccaaga ccgctgactt 
tatcaggtat
   133441 atcatgaccg aatcttttgc agccctcttt gaagaaagtg aattaaacct 
caacgttgaa
   133501 aagggtgcag tcatccaagg tgttgttgta aacatcgata gtgactgggt 
tactgttgac
   133561 actggcctta aatctgaagg cattgttgac cgtgctgaat ttttaaatga 
acaacgtgaa
   133621 cttgaagttc aggttggcga tactgttgac gtagttgttg aagctcttga 
caacggtatg
   133681 ggtcaaacag ttttatcacg tgaaaaagct aaacgtgctg aaacttggac 
taaacttgaa
   133741 aaaatctttg aagatggcga aatcgttact ggtgttatct ctggtaaagt 
taaaggcggt
   133801 ttcactgttg acatcggtcc tgttcgtgcg ttcttacctg gctcattagt 
tgacactcgt



   133861 cctatccgtg acacaactca ccttgaaggt aaagagttag agtttaaagt 
aatcaagctt
   133921 gatgctaaac gtaacaacgt tgttgtatct cgtcgtgctg ttatggaagc 
tgaatcttct
   133981 gctgaccgtg aagcattact tgctcaactt gaagaaggtc aaacagttac 
aggtactatc
   134041 aaaaacctta ctgattacgg tgcattcgtt gatcttggcg gtattgatgg 
tcttcttcat
   134101 atcacagata tggcttggaa gcgtatcaag cacccttcag aagttgttga 
agttggtcaa
   134161 gaagttactg ttaaagtact taagtttgac cgtgaacgta accgcgtatc 
tttaggcctt
   134221 aaacaattag gcgaagatcc atggttagcg atcatgagcc gttaccctaa 
aggttctatc
   134281 gttaaagcac gtgttactaa cttaactgac tacggttgtt tcgctgaaat 
cgctgaaggc
   134341 gttgaaggtt tagtacacgt ttctgaaatg gaccacacta acaaaaacat 
ccacccatct
   134401 aaagttgttc agatcggtga cgaagttgat gttatggttc ttgaagttga 
cgaagaacgt
   134461 cgtcgtatca gccttggtat caaacaaact cgtgctaacc catgggaaga 
gtttgctaag
   134521 tctcatgaga aaggcgaaaa agtttcaggt acaatcaagt ctatcactga 
ctttggtatc
   134581 ttcattggtt taaatggcgg tattgacggt ctagttcact tgtctgatat 
ttcttggaac
   134641 gaacaaggcg aagaagctat ccgtcgttac aagaaaggtg acactgttga 
agcagttatc
   134701 ttgtctgtag acgctgaagg taaccgtatc agccttggta tcaagcaatt 
gaatagcgat
   134761 ccgttcaatg atttcttagc tgctaacgaa cgtggtgctt tagttaaagg 
tactgtaact
   134821 gcagttgatg ctcgtggtgc aactgttaag ttagctgacg aagtagaagc 
tactcttaaa
   134881 gcttctgaaa tcaaccgtga ccgcgttgaa gatgcaacta aattcttgga 
agttggtcaa
   134941 gaagttgaag cgaaaatcat caacgttgac cgtaaatctc gttctatcaa 
cttgtctatc
   135001 aaagcgaaag acgaagctga agagaaagaa gcagttgcta acttgcgtac 
agcatcagct
   135061 tctcaagaca atggtcctaa gactattggt gacttgatca aagcacaaat 
gaagtaataa
   135121 gttaacaaag tacagtttca tgtaacgaaa ttgtactttt tatacaaatt 
actgtaaacg
   135181 gtagcgtagt attcaacata ctgcgctacc gttttgtatt taaacaggtt 
attatcaaac
   135241 gacttagagt agtaataaat aacgaggtcg tagatgacta ctgaagctct 
taataagtct
   135301 gatttgattg aacgcattgc gctaaaaaat ccacacttgg ctgaaccatt 
ggtggaagaa
   135361 gcggttaaga ttatgattga ccaaatgatc gaagctcttt cgtctgacaa 
tcgtattgaa
   135421 atccgtggtt ttggtagctt tgcattacac caccgtgaac ctagagttgg 
tcgtaaccct



   135481 aaaacaggta agtcagtaga tgttgcagcg aaggctgttc cacattttaa 
accaggtaaa
   135541 gcactccgtg atgcagtgaa tgaatctgga aaataaataa aactcataag 
tggggtgcct
   135601 atgcgttata ttctaattgc attactcatt attgtatttg gctattcttt 
agcacttgtt
   135661 ttgcagaacc caacagaact tcctgttgat ttattattta ctcaagttcc 
tgcaatgcgt
   135721 ttaggtttat tattgttgct taccttagcg cttggaattg tggttgggct 
tttattaggt
   135781 gtacaagttt tccgagtttt ccaaaaaagc tgggaaatta aacgtctccg 
caaagatatt
   135841 gatcatttga gaaaagaaca aattcaaagt gctcaattgg cggcagcaga 
agcagctgca
   135901 aatgtaagac atgaaaaaac tgttgtagat atttatcccc aagataaaaa 
ctctactcct
   135961 ttataatttt tggtactact ctttatctcg tcataaagag tagtattttc 
ccttctatat
   136021 tcctcattat ccttctagtt taaaatcact atttcctcat ttaagaactt 
ggttcaatag
   136081 atttctttat tactggctga cttgtctatt ataatagcgc tgattttatg 
tgatggaaga
   136141 aagtctcttg agtatcattg ttgcgttgga cgctaaaagc caatatgacg 
ctttaaaaat
   136201 tgttgaacaa cttgatccta ctttatgtcg cgtaaaagta ggtaaagagc 
tttttactca
   136261 tgaaggccca tctgttgtaa aaaaacttca agaagaaagt ttcgaagttt 
tcctagattt
   136321 aaaattccat gatattccaa atacgacggc tcaagctgta tgtgctgccg 
cagacttagg
   136381 tgtatggatg gttaacgtac atgcatcagg tggccgtaaa atgatggaaa 
cctgtgtgga
   136441 gcgtttaaaa gcaggtaatt atcaaacaca attaattgcg gtaacagttt 
taacttcaat
   136501 gggccgtgaa gatttaaaag atatcgggtt agatattgaa cctgtagaac 
aagttaaaag
   136561 attggcgaaa cttactaaag aaagtggttt agatggtgta gtttgttctg 
ctcaagaagc
   136621 taaaattctt cgtgagttaa tcggacaaga tttctcttta gttactccgg 
gaatacgtcc
   136681 tgagggtagt aatgcagatg accaaaaacg tattgtaact ccgaaacagg 
caatgcttga
   136741 tgggtctaca catttagtta ttggtcgtcc gattactaaa gcagaaaatc 
caactgaaat
   136801 gttgaagtca attcttgctt caattgctta aaagtttaaa aacacagtaa 
ttaaaagtgg
   136861 agcgagtaga cttaagagta agccgctcat catggcatgt ggtacataat 
gtgtaccaca
   136921 tgactgtttt accattgcta atgttacatc cattgaggta gcgccagcac 
ttgaaattgc
   136981 tggacgtgga aaccgccaac ccatggtata catgagtaaa attgcaacta 
tctctctaaa
   137041 tagatctgtg agcaaggcaa tcccacctaa ctcagctgaa tgtagttgtg 
taaataaaat



   137101 acctgacatt gaataccaac catagccttg gcccaaagct aatatttcat 
taagtgtaaa
   137161 ctcatgacca agtaaggaat agttgagaaa cccagctaag cacgagccta 
taaaggcggc
   137221 caaaggtaca ataagaattt tccagcttaa ccatgtgcga ttaaaatgag 
taaaagcaag
   137281 ttcgattccg attaaaaaaa taaaaagtaa tagtaaatac caactattaa 
agggaatatg
   137341 tgtatgtaat tgggtaagaa gaattcctaa aatcacgcct attgttaaag 
ctagaaatgc
   137401 cttggcaata ttttttaatg cattcataaa cagttgaagt gaaattttcc 
ctttaacact
   137461 ttctttatca aaaattgtat aggcgaataa gcaagtaaaa aaagaaccaa 
gagaagtggt
   137521 taatgcaatt aatagagcag gtggaagtat agtagaagga ttatcaattt 
ggtcaagggc
   137581 gagtgttagt tctaaagcta cactggttag taaaatataa gaaaaataag 
gcaggatttt
   137641 aaaaataaaa tgccgaatat ttagtgagag tttaggacct agaaaataac 
caaatgctaa
   137701 tacaagaaaa atttgaataa tgagactaac ggactgcata taataataga 
tagattgtta
   137761 tcaacctatc tattatgtat tgaacatatt atgctgcata gctctgtgag 
catttattta
   137821 ataacaaata atctttagga ttaactttac gagtgtctag ccaatatttc 
catgtataag
   137881 ttggccataa agaaaagttc tttccatcgg cagcttgata ccagctgcta 
catccgccag
   137941 cttgccatac agtaccttga agttgtgttt gtattctttc attgaaggaa 
tcctgaactt
   138001 ccggtttaac ttctatagcg tgctgtccag atttttcaac tagatcaata 
agctgtaaaa
   138061 tataattaac ttgtgactca atcataaata taatcgaatt atgacctaaa 
acggtatttg
   138121 gcccgaccag ttgaaatagg ttaggaaaat tcttggtcat aattccataa 
taactttctg
   138181 caccgttttt ccaagcctgt ttcaattcaa tttgattgcg accaatacat 
gtaaaatgtt
   138241 ttaaataaat acgtggatcg gtaacaaaac cagttccata gattaaacag 
tcaattggtc
   138301 tttcttttcc atcctttgta ataatactgt tctctttaat ttcttgaata 
ccctcggtca
   138361 ctaattcaac atttttacgg ttaaaagtag ggaagtattt atttgaaata 
agaatgcgtt
   138421 tacagcccat cacaaagtct ggtgtaagtt tcttggctaa acctttatct 
ttaacttgga
   138481 aacgtataaa tgcctcagct aatttttgcc catatttcat gatttgcggc 
tgaactatag
   138541 gaacaacgcg agattcatta ctccaataaa ggcgactacg atgaatttgt 
cggtagaggt
   138601 ttgatttttt aaatagagct ttgctcaaat tagagtattt acgctcatct 
cgtgggataa
   138661 cccaagctgc tgtacgttgg aatacatata attgcttaac gtcttttgcg 
atttctggaa



   138721 tatattgaat tgcactacca ccagtaccaa tggaagcaac tgatttacct 
tctagactgt
   138781 agtcatgttc ccatcgggaa gagtgaaaaa ctttaccctt gaacttttca 
ataccttgaa
   138841 tatgagggat ttgtggaata tgtagcggac ctgatgcaaa aactacaaat 
tgtgcttcga
   138901 gagaaggttg gtttgcaaaa tctagtgtcc atatatggcg cacttcatca 
tactgtacat
   138961 gagtaacctc atggttaaac ttacagtagt ttttaatttg atattgattg 
gttatatctt
   139021 ggatataatc gaaaatttca ggagcttctg cataacgttt tgaccagtca 
gttttaggtg
   139081 caaaagacaa agagtacata tgtgattgaa catcacacgc agctcctgga 
tagcggtttt
   139141 cacgccaagt tccaccgaca tcattagatt tttctaaaat aaaaaaatct 
gattgttggc
   139201 tttgtaacag acgaatagcc atggcaaggc caccgaatcc agcaccaata 
attgcgattt
   139261 tagttttttg aatagcatgt tgttttgcgt ttagcattgg aaaccctgca 
tatgcggtaa
   139321 agaggattgc aggcaagact aacgtttttt aaacagttta aacatgattg 
tatcgacgtg
   139381 aaaattgata gattcggcaa ttaattttat cacttcttta tagtaaaaca 
tttcagtcta
   139441 gggaaattga taaaagaatg aaacgatcgg cacttggttt aatctattta 
attcaaggaa
   139501 tgcgcaatgc gggcattgat gtcgactcac gtttggcaga tataggtatt 
aaagtagatt
   139561 ccttggaccc aagctcaaca attcatgaca gtttggaatg ggatatacag 
caaattatta
   139621 gtgagaatgt tgacccagag aaaggattat ttattggaca acattacgca 
ttggcaggtt
   139681 atggtccttt actcatgtta cttgtgacca gtcatgacat acaaacggcg 
ttagaaaaag
   139741 gcatacagta tcaaaagctt actcatttat ttggtacttt gagcttacaa 
gaaactgaaa
   139801 aacacatcat tttgaactat ttaccggtcg atttaaaaac agaaatcggt 
ttactccgtg
   139861 cccaatgcga aatttcgggt acttataagt ttattcagga tatttatacc 
atgatgggct
   139921 taaaaatgcc tgatatgcgt atagatttac catttccgaa accctctgat 
ccagataccg
   139981 ttgctcaata ttacgcatat tatggagatg atctacattt taattctaca 
catgcagcat
   140041 ttagcctaag taagaatgtg ctggaaataa aaattccttc agcagatatt 
attactcatc
   140101 gtatctatga ggctaaatgt attaaagaaa tagaaagatt aaatgaacaa 
gatcatcaaa
   140161 taccgcctat tattcaatat gtgcaagatt atttagagct acaacaagga 
attatcccga
   140221 gcatggcgga aaccgctttt gctttgaaaa tgcctgaaag gacattaagg 
catcaattgc
   140281 agcagcttaa tacgagttat aaacaaattc gtgaacagat tattaagaat 
aaggcgctta



   140341 aacttatgga atataaagag tattcaatag aagttattgc agaagcactt 
ggttattctg
   140401 aacctgccgc ttttaatcat gcatttaaaa gatggtttgg acagagtcct 
cggcaatatg
   140461 gaaaagagtt ttactgagtg taactcttga tgctaaaagc taatgtggtc 
ggacaaaatg
   140521 ttcgctatac tctcttcagt taaaattgaa ataaaatgat atgttaaatt 
taaaatcttc
   140581 tcatagtact gcatttactc cgtcttcccc agcagagcgc tatgctgagg 
cattggcttc
   140641 aggccagttt atggcagatg aggcacaagc acaggcagtg caagaattag 
atcgtgtatg
   140701 gaaagaactt ttaaatcgtt ataaggcttc taaaaaagct ttccgtcgtt 
tccgccgcca
   140761 aacttctcca aaaggtgtat atatgtgggg cggtgtagga cgtggcaaaa 
cttggcttat
   140821 ggaccaattt tatgagtctg taccatttcg ccgtaaaaca cgtatgcatt 
ttcatcactt
   140881 tatgcaacat gttcataaag agttaaataa actttcgggt caacgtaatc 
cactcgatat
   140941 cgtagctgat caaatttata aagatgctgt cgttatttgt ttcgatgagt 
tttttgtctc
   141001 gaacgtaact gatgcaatga ttttgagtga cttattccaa aagttatttg 
ttcgtggtgt
   141061 aacgctcatt gcaacttcaa acattgcacc agacggttta tataaaaacg 
ggattcaccg
   141121 tgatcgtttt attcctacaa ttgaaatggt taaaaagaac tgtgtcgttt 
taaatgtaga
   141181 tgcaggggtg gattaccgtt tacgtgtttt aaaacaggct caattgttta 
aatcaccatt
   141241 aggtaatgaa gctcaaagct ggatatcaga gcgttatact gctttaactc 
atactcaaac
   141301 aaattctcat gaaccgattg tgatcaataa ccgtgttgtt gaaaccctag 
ggcatacgga
   141361 agatgtttta tggtgtgagt tttctgaact ttgcttaaag ccccgtagtc 
cagcagactt
   141421 tattgaaatt gccaatattt ataatacggt tttagttagt aatgttcctc 
acttaacaga
   141481 cttcttgtct gaaggcacac gtcgttttat ttatctagtc gatgaatttt 
atgatcgtgg
   141541 agtcaaacta cttttaacct ctcaagatag tattattgat atctatcaag 
gcgagaaatt
   141601 ggcttttgaa attgagcgta ctcgttcacg tttattagaa atgcagtcag 
atgagtattt
   141661 gcattctgaa catcgacata ttgatgcgac taaaacttct taagaagtca 
gatatgaaga
   141721 gcgctctaaa ttgagcgctt tttttacaac aaaaaaaggt aaatttagcg 
aaatagtact
   141781 ttttcattgt gcaaagtttg atataactaa atacgcttta gaaaaaacaa 
gatagtgaaa
   141841 tttttttgtt tgttaacaaa aagtctagtt tcagtatctt taaatattga 
ataaattgtt
   141901 gggaatccta gttggaattt taatattttc ctatatagaa aaatttatct 
ttgtcaatag



   141961 ttatgcaagg gaaaatgctt actatttagg aatgtgatat tagtattcag 
cttaatttaa
   142021 atcggtatac taggattctc ttggtataaa aagtagcaac ttcaggaaag 
acaatgactg
   142081 cacgtattca aaaaggcaag ttagcgattg ctaaagaact ttacgatttt 
atcgaaaatg
   142141 aagctttacc aggttctggt ttagatagtg aaacttactg gaagaacttt 
gagcaagttg
   142201 ttgtcgacct tagtccaaag aataaagcat tattggctaa gcgtgatgaa 
ttacaagcaa
   142261 aaattgatga atggcaccgc aacaataaat ttgaattagg tgcttacaaa 
gcatttttaa
   142321 ctgaaattgg ttatttatta ccagaagttg aagacttcca aattactact 
gaaaacgtag
   142381 atgaagaaat tgcattgtta gcaggtccac aattagtagt acctgtacgt 
aatgcacgtt
   142441 attgcttaaa tgcagcaaat gcgcgttggg gttctttata tgatgcactt 
tacggcttcg
   142501 atgtaatttc agaagaaggc ggtgcagaaa aaggaaaagg atataaccct 
gtacgtggtg
   142561 cgaaagttat tgagtttgct aaaaacttct taaatgaaat tttcccgctt 
gcgcaaggct
   142621 cacatgctga tgcaactaaa tatgcaatcg agcagaataa actcgttgtg 
actttaaaag
   142681 atggtactaa aactggctta gctcatgaag ctcagtttgt gggtttcaat 
ggtgaagaag
   142741 cgaacccttc agaagttgtt cttttgagta atggcctaca tgtcattatt 
gaaattgatg
   142801 cgaatagccc aattggccaa actgatttag ctggtgttaa agatctaaca 
cttgaagctg
   142861 cggttacaac aattcaggat cttgaagact ctgtagcagc tgttgatgca 
gaagaaaaag
   142921 ttgaaggtta tcgtaactgg ttaggtttga tgaagggcac tcttcaagaa 
tctatcgaaa
   142981 aaaatggtaa aacaattgtt cgcgctttga ataaagaccg tgaaattaaa 
aatttgatcg
   143041 gcggcacaac aaaactacat ggtcgttcac ttatgttact tcgtaacgta 
ggccatttaa
   143101 tgacgaatcc agcgatttta gttgatggtg aagaaatttt cgaaggtatt 
atggatgcgt
   143161 tggtaacacc attgttatca attgctgaca tccgtagtga aaacgaaaat 
aaaaactctc
   143221 gtaaagggtc tatgtatatt gttaaaccaa aaatgcatgg tcctgaagaa 
gttgcttttg
   143281 ctgttgagtt atttgagcgt gctgagcaag ccctaggatt accagcgaag 
tctttaaaaa
   143341 tcggtattat ggatgaagaa cgccgtacat ctgtaaacct gaaaaactgt 
attgctgctg
   143401 ctaaagatcg cacaatcttt attaacactg ggttcatgga tcgtactggt 
gatgaaatcc
   143461 atacttctat ggaagctgct ccagttgttc gtaaagaagc ggttaaaaca 
caaaaatgga
   143521 ttgctgcata cgaaaaccgt aacgttgcaa ttggtttgaa atgtggttta 
caaggtaaag



   143581 ctcaaattgg taaaggcatg tggccaaaac cagatagcat gaaagatatg 
ttggcaacta
   143641 aagctgctca tccaaatgct ggtgcttcat gtgcttgggt tccatcacca 
actggtgctg
   143701 tacttcatgc gatgcattac catcaagtaa atgtaaaagc acgtcaagat 
cagttaaaag
   143761 ctgaagaaat gttgtcatta gatgacttgt taactcctcc atttgcaact 
gatacaaact
   143821 ggtcagcaga agaaattaat aacgaacttg aaaataactg ccaaggtatt 
ttaggttacg
   143881 ttgttcgttg ggtggactta ggtgtaggtt gttcaaaagt tccggatatt 
aacaatgtgg
   143941 gcttaatgga agaccgtgca acattacgta tttcttctca acatgttgcc 
aactggttac
   144001 gtcacggtat cgtgactcgt gaacaagttg aagaagtgct taaacgcatg 
gcaaaaattg
   144061 ttgatgaaca aaatgcgaat gatccattgt ataaaccaat ggcagctaac 
tttgaaacta
   144121 atattgcttt ccaagcagct tcagatctta tctttaaagg ttgtgaacag 
ccttctggtt
   144181 atactgagcc attactacat gcggctcgtt taaaattaaa aggttataca 
ggtgactaat
   144241 tttaacctgt tataaaaaaa gcctcttcgg aggctttttt attttcggta 
tattttgtgc
   144301 ttatagataa ggcgtgaatt tataaataaa ggatttcaag tttgattaac 
ttaaaaaatc
   144361 ttgatcgtga gaattggctt ctatgcgcaa aattattatt agatgaatct 
caaaaggact
   144421 atgtcgcacc aaatgtatat tctattgctg agtctaaagt cgaggaacac 
tttaaaaaaa
   144481 cgctaactga gaattcaagt tagcgttgaa ggaaatggaa ttaactaaag 
ttaaaagcga
   144541 tattaattgc tactcacaat cccaatttta gttacaccta aacgctgcgc 
cgtagccatg
   144601 accatcgcta catttttata ttcagccatt tggtctggtt taagtttgat 
ttggtcttga
   144661 tcttttttgg cgacaacacc ttgaaataaa gtctctagtg ccttgcggtc 
agaaacctgt
   144721 tggttattcc aaaatacttt gcctgctgca tcaattctta catcaatgat 
ttcagatggc
   144781 ttttcatttg ttggtggcgg tgtgccattt ggcaaattaa tattaatcgc 
attgtttggt
   144841 gcaggtatag taataataaa cataataatg agtaccagca tgacatcaat 
aagcggtgtc
   144901 atgttcacct ctagcattac atcgtcatca ttatttgagc caacattcat 
acccataaaa
   144961 ttctccttaa aatcattacg gggaagctgg aggggtagta acaaaggcaa 
ttttgccaat
   145021 accagcttgt ttggtcgtac taatgacctg atctatcgct tcaaaatggg 
taagctgatc
   145081 tcctcgaata tgtacctccg gctgcggtct tttttgtgcc acagcttgta 
attttgctaa
   145141 caatatttct ttattcggta cataactctc gttccagaaa atatcgcctt 
tcttattaac



   145201 tgaaagttga atattttcag gcgtggtcgc gtacggagta tttttttctt 
ctggtagttt
   145261 caccggaact gtatgtgtaa ctaccggaat agtaataaga aaaataataa 
gtaaaactaa
   145321 catgacatct acgagaggtg tcgtgttaat cgttccaatc atttcgtcat 
catcttcaga
   145381 accaacactc atacccataa tgtctgctcc taattattta atgctgcgat 
taattgaatt
   145441 gttggtatta atttctccgc ttaataaaac tgcatgtaga tctgaaccaa 
atgaacgaac
   145501 attttccatc actgctttat tacgacgagt caaccagttg taacccagta 
cagcaggtac
   145561 tgcgaccgca agaccaatag ctgtcataat gagagcttca ccaactgggc 
ctgcaacttt
   145621 atcaatagat gcctgacctg aaatcccgat tgcagttaaa gcgtgataga 
ttccccatac
   145681 tgttccgaaa agacctacga aaggtgctgt agagccaact gttgctaaaa 
aagcgagacc
   145741 gccgcctaaa tggttttgta ctttttcgat ggcacgttgt attgaaatgc 
tcacccaagt
   145801 attaaagtca atgcgttcaa gtagagagcc gccgtgtgat ttagtcgagt 
taatgccttt
   145861 ttctgcaata aaacggtacg cgctactttg ttctaaacct tctgcagcat 
tatcaagcga
   145921 agttgcctcc cagaaatgtt tttcagcttc tttaccttgg cgtttgactt 
taccttgttg
   145981 taataattta gagatgatga tgtaccaagt accaatcgac atgagtacta 
aaataaataa
   146041 ggtagactta gcgactaagt caccttcacg ccaaagggct tctagaccat 
atggattttt
   146101 aacagtttca cttgttgctg gctttggtgg tggagttgga gtacttgtat 
ttgaagtagc
   146161 ttcagtagtt gctgttgcca caggagcatt gttcgtttct tctgcgaaaa 
ctgagcttaa
   146221 tggaagtaac gagcaagctg cgattaaact tgcagaagcg aaatgtacta 
gtggttgagt
   146281 tgattttttc atcatatatc tccaatattt tttaatttct tgctaattca 
attgtttatt
   146341 caattacgaa tggatattca atttcatacc agtcttgctg aggcacgcca 
tctttcattg
   146401 ctggtttgaa cgtacataag ctgtaggctt tagttgctgc tttatctaaa 
attttgctgc
   146461 cactcgattt ttttactttg gcatcaatga ctttgccgga tgtatcaacc 
aaaacacgta
   146521 tacgcaccgt tccttgctct tcgttcatga gtgcttcgcg tggatattcc 
ggtttttcac
   146581 agcccgcaga gccttcagaa acaccacgtg ttacaccagc gggtttaggt 
gctggtgcag
   146641 cagctgccac tggagctggt gcagcaacag ggctcggaga aggagtacta 
ggtgcagcag
   146701 gagccggagt agcgacttta gtcggttgag ctactggcgt cgttttttgt 
actggtgttg
   146761 ctactttctc tacttctttt ggtggctcag gaaccttggc aactttttct 
accatttttg



   146821 gtggctcagg tggtttttcc tttggtttcg gctcttccgg ctttggtgga 
ggaggtggct
   146881 taatatcctg aataatttgt aattccacag gtttttctgc tggtttttga 
atattgtttg
   146941 ctaaacctga catcagaata taggcaacaa gaagatgcag aaaaatgact 
gcagcaatac
   147001 caattaggcg tttggcagat ttattttcta tgtctgtaaa agtcatgccc 
atagttactc
   147061 ctgaaactgt agacaaacaa tttttaaaat gactgtttgg ctaagaatga 
gtatttgttc
   147121 tgcaaactaa ctgttgtgag ctacatttgc agaacaacca tttagaactt 
atatgtacct
   147181 cgtacaaagt aagtacgtcc taaaggatct gcgtaacgtg ggtcataccc 
catttggaag
   147241 ttatcaatta cattagaagc aggagggtct tcatcaaaga tattcttaat 
acctgctgta
   147301 acttctagat ttttaaagcc tttataagtg cctgaaatat tgtatgttgt 
atagtcgctg
   147361 actctatggt tttggccgtt agagttttga tcttggtacc cacgagagaa 
gttttgttgt
   147421 aggtttaaag cccagttttc ataattccaa tttaggtttg cagtatgttt 
ccaccgcaga
   147481 ataatggatt gatagtctaa gccgctatat gaccctgcaa cacctatcca 
ttctccatct
   147541 ggttcggctt gatatttgta atctgttata tatgtaccat caatattgaa 
accgaatcga
   147601 cctgtaacag tcattggaga aacccaactt aagccgacgt caaaaccaga 
agttttaatt
   147661 ccacctaaat tttgttgggt tgtaataata taatctaatg agccatcagg 
attacgtaca
   147721 aatttgtctg catatttcac tgggtcatta aaaatagcag tttctgaaag 
tgtagcaatt
   147781 tgcttgtcga cttcgatatt gaagtaatcg agagtaaaag ctaaattttt 
aattggttca
   147841 aacactaagc cagcggtaaa agattttgat tcttctggat ctagagtttt 
attacctcca
   147901 ttttgtctgt cgaattgcat attacaatcg cgttcttttt ttcctcctgg 
ttgtacaact
   147961 ccaccagggc aaagcacagg atcattatat gatgcacctg tattagttat 
cgaatttgca
   148021 ccattaactt cccaaagtgt tggtgctctg aaacctgtgc tataagttgt 
acggaacatt
   148081 aactgtttaa taggttccca acgaagtgca aatttcggat taaaagtatc 
accaaaatcg
   148141 ttgtagtcat cataacgagc agcgatttga gcttctaaag ttttatgaag 
ggggatatga
   148201 aattcggtaa ataccgattt aatattacga tcgccagtat ttactggctc 
atcaggatcg
   148261 acacctgtgc taggtgccac tcgggcaaca tcagtaacga cttttgaagt 
ccaatcttca
   148321 taacgatagc ttgctccaac tgcaaaagcc acgtctccag ctggtaattt 
aaatataggt
   148381 cggcttgccg tgaaatcgac agtagttgta tctaggttag cttttaagta 
tttgccttca



   148441 actcctaact cattccatac attggcatct tcagggtttt gtggtccgaa 
tgggtttaaa
   148501 ataccattgt ttaaagcttc ttgtgtttta tcaaaattta aatagccact 
tacgatagca
   148561 tccgatgcac tactatgagc ataggtaacc ccggagttaa tatcccaacc 
atgagtttca
   148621 ccctcgatac ccgcaaataa tctatgtgat tggttaatac tattacttac 
acgattaccc
   148681 gattgtgaac gtagatacag agggatagtt cccgtagcgc cagctaaagc 
tggagtgata
   148741 cctttacctg gataatattt actactagga tcaagcgtca gatcaaaaaa 
aacatctggt
   148801 gcaactgaag tagtgacttc acttcttgca tataaatatt ctgcaatcgc 
gttaaaatta
   148861 tcatttaatt taaaagttgc tcggcccata gctgagatgt cttctgtttt 
aggaacaatt
   148921 ccaatcacgg cttggctgtt gtatcgacaa gttccatcat cgttactatt 
aagaggatta
   148981 ttaccacaac cagtggatgc gtaagggtta cctaaacctg ggacattggc 
agggaatgaa
   149041 ccactactgg ttctattgac atctaattcg ggtaatattc ctccacgccg 
actaacttta
   149101 cggtctttgg ccatgacatc atcgcctttg cgatagtcta caacaccaaa 
aaagttatag
   149161 ccattttcgt ctaaatcacc aaaaccccca aaaatgctgt agtcttgctg 
ctcgccgcct
   149221 ttttgttctg gtttttgata gccggcagtc agattaagtc ctgtaaactg 
ctttttagta
   149281 atgaagttaa ttaccccgcc aattgcatcg gtaccataaa tggaagaggc 
gccatctcgt
   149341 aaaacctcaa tacggtctaa cattgcgagt ggaataatat ttaaattggt 
aacgccactg
   149401 tcatatgcat ttgcagctaa tcgacggcca ttaagtaaaa caagtgtctt 
attggcaccc
   149461 aaggctctaa ggtttgctgc cgagccagct gttttacttg tacctacgtt 
gctggcagta
   149521 acaaaattag actggtttgc gctgatcttt gccaaagcct cttcagttgt 
tgttacccct
   149581 tgttttaaga tttcatcaac tttcaccacg gtaattggcg aagcactttg 
tgccgcaacc
   149641 cctttaattg aagaacctgt aacggcaact tttacgactt ttgttggttt 
ttcatcggta
   149701 cttgattgtt ccgtttctgc tgcttgtgcc atggtaagac acatcatgct 
taaactaagg
   149761 gtgcttaatt taagaattgt tttgccaatc ttgggggttg cctgagatcg 
aacattgtat
   149821 ttttttttca tcgtggactt gatccctttt tgttgtcgtt agcgatattg 
ctggaaagtt
   149881 tttaagcaaa gcaagtgcca actatatatt tttctttttt tagtttatgc 
aaaatattga
   149941 taaatattga ttttattatg cttgagtatg atgctttagc ttttttgata 
taaaaataaa
   150001 ttttccattt ggaaaatttt ttgatgttgg cgaaaagttt caaatttatt 
tgtataaaaa



   150061 atatacatca ctggactctt cacatgctta ttaaataaaa atgtatcgtt 
ttagagcctt
   150121 ttaatatgta atgttataat atttattact acatagttaa attatatttt 
tattattaat
   150181 caatagattg ttttaaaagt atctgtaagt tagacatgat ctaatgtgga 
tcataattaa
   150241 tttttaatgt attttatttg tgcatttaag atgttatatg attaacttat 
atgaatataa
   150301 tatttggcag aaagttactt ttatttatat agttcaaacg tttttaagta 
tctaataaaa
   150361 atatgaattt ttaatatttt taaatatttt aagatggata ttaataaatg 
gcatgaaatt
   150421 cgctttatat tcaatggtta caaaacacta ggtatttgag tttatttttc 
catttgatca
   150481 aatcgaaaga gcataaagga aagcaaattt taaatcctaa ataggcctat 
ctgttgaaaa
   150541 agaacttttc ttatgcagat ttagatgtta ctcaaaagga taatatcttt 
taaaaaaact
   150601 aattacgtgg gtatgaactt gaaattaaaa ttttttaagc tcgccatttt 
aagtctggct
   150661 attacatcag ttccttgtgc ttacgcaatt acgccagcgc aaccaaacaa 
aattttgcat
   150721 gttgcctatg aggccccaga tgatggcttc gatatggtta aaaccaccaa 
tttctatagc
   150781 gctaatattg ctgaggcaat ttttgagcct ttactcaaat atgactattt 
agcacgtcca
   150841 ttacagttag ttcccaatac tgtagaaagc ctgcccaaag tggaacaaga 
cggtaaagtt
   150901 tatatattta aaattaagcc gggtatctat tttaccaatg atccagcttt 
taaaggtaaa
   150961 cgccgtgagt tagtggctga agactacgtc tatacaatta aacgtatttt 
agaccctaaa
   151021 aatagagcgc cttctgtttc ttttattgat ggtaagttac aaggtgccga 
tgtggttgta
   151081 gctcaagcaa agaaaactgg aaaatttgat tatgctgctc caattgcagg 
gcttaaagcg
   151141 attgatcgat atactctaca atttactctg actcgccaag actttaattt 
tccttatatt
   151201 cttgcctata ttgcatttgg tggtgttgct aaagaggttg ttgattatta 
cggtgatcgt
   151261 attggcatgc atccagtagg tactggtcct tatatgttaa gtaaatatgt 
accgagaagt
   151321 aaggtcgagt tagttgctaa tcctgattat cgtggttttg tctggaattt 
taagtcaaca
   151381 ggaacacctt gggataacca acttgttaag gaaatgtctg gaaagaaaat 
gccacaagtt
   151441 ggcaaggtgg tggtcagtat tattgaagaa gagcagtcac gatggttagc 
ttttcagtct
   151501 ggacaactag actttgataa actcacagcg aatgctgttc ctcaagcttt 
agatggaaat
   151561 cagcttaaag cttcttttaa gaagagagga attaagcact atccaaataa 
ggatcctgag
   151621 attacctata ctatgatgaa tatgcgtgat ccggtgattg gtggttttag 
cctagaaaaa



   151681 atagcgcttc gtagagcaat tactctgtca tacaatcaaa aagaaagcat 
acaacaagct
   151741 tataaaagtc aggctgttag atcacaaatg tttatacctg aaggtgtaaa 
cggatataac
   151801 cctaaatata aaagtagcgt aggatataat ccgctgttag caaataaact 
acttgattat
   151861 tatggttata aaaaagcggc tgatggctac cggaccttac caaatggcaa 
acctttaatt
   151921 ttaaaaatca atacagaaaa tagctcagca tcggttattc attcagaact 
ctggaaaaaa
   151981 aatctagatg cgattggcat tcgagctgac tttaaggtaa gtaactttgc 
agataactta
   152041 aaagccgcta ctcaatgtaa atatatgatc tggagcggtg catggattgc 
tgactatcct
   152101 gaaggagata attttgcaca attactatat ggaccaaatg ctgggcaggg 
aaaccatgct
   152161 tgttatcagt ctaaaaccta tgatgctctt tatactcagg ccattcattt 
accacctcaa
   152221 caacggctcc catattacga aaaacttaac cgtcagatag aagctgataa 
cccttggatt
   152281 attcatgtaa cacgaattcg taattggttg atacagcctc aagttcaggg 
gtttaaagct
   152341 cacccaatga tgaatacaaa ctggcaatat cttgatatta cccctattaa 
aaaataattt
   152401 tagataaaga tcatcatgac cgaaaattta aaacaaaagc ttaagcactg 
tagtgtcggc
   152461 ctattctttg ccggaatggc tttaacgggt tctatatcta tttttgcgaa 
aagcccagcc
   152521 gatccaaata aagttttgcg ttatgtattc ccaacagctg aaacaggctt 
cgacccagct
   152581 tatgtacatg acttatattc agcgcatgta ctcacatcta tatttgaaac 
tttatatacc
   152641 tatgactatt tggcaagacc agcaaaatta atcccacacg tggctacggc 
tatgccagaa
   152701 gtgagtgcag atggactgac ttataccatt catattaaga agggtattta 
ctttacagcc
   152761 gacccagcgt ttaaaggtaa acctagagag ttaacagctt acgattatgc 
atattctttt
   152821 aagcggttat tagacccgaa tttacgctca cccaatagtt ggttattgga 
agataaaatt
   152881 gaaggtatga atgctttagt caaagcagcc aataaatccg gaaaatttaa 
ttacgatcaa
   152941 aatgtaagtg gtttacaaac acctgataag tacactttgg tgattcggtt 
agtaaaacca
   153001 gactataact ttcctttatt actggcccat gatccgacag gtgcggtggc 
acgcgaagtc
   153061 atcgagaaat ataaagataa agctggtttt gttatggggc atccggtagg 
aaccggacct
   153121 tatatgctca gtaagtggat acctgcctca cgtatagttt taaaagcaaa 
tcctgaatat
   153181 cgaggtttta cctggaactt taatgccagt agccccgggg atgaagcaat 
tgtaaagcgc
   153241 cttaaaggta aacaaatgcc tcaaatcggc acaattgata ttcaggtcat 
ggaagaaaac



   153301 cagtcacgat ggttagcatt ccagcgtggt gaggtagata tcattcagct 
tgaagggcaa
   153361 ttagtttcaa aagcgattaa agacggtaaa ttaagacccg agcttgcaaa 
agaaggtgtg
   153421 caattatctc gtattgttga tccagaaatt agttatatct attggaatct 
caaagatccc
   153481 gttgttggag gaatgagtaa agaaaaaatt gccttacgcc gtgctattgc 
gatgtcccgt
   153541 tcaatagatc aagagattaa attggtaagg aatagtgatg cagaacgtct 
tcatttccca
   153601 gttccacctg gtgtagtggg atatgaccca cagtatagaa gtagtacacc 
atattcagta
   153661 aaagcagcca atctgctgtt ggatcgatat cactacaaaa aagatgcttc 
tggttggcgt
   153721 acacaaccaa acggcaagcc gctcgtggtc gaatataaag cgcgcaatga 
cagtattggc
   153781 caacaaagtg ctgaactttg gaagaaaaac ttcgatagcc tacatattcg 
catggtgtat
   153841 aagccaatgc ttttttcaga cttacttcga tcacaaaaac aatgtgaggg 
aatgtttggt
   153901 tcttctgcat ggatagctga ttatccggat ggggataatt ttatgcagaa 
tttttatggc
   153961 ccaaatactc atatgactaa ctggtcttgt ggttcgatac cagagtttga 
tgagttgtac
   154021 cgccagtctc aacaagtgaa gccaggccca gaaagagatg cgttatatcg 
aaaaatgacg
   154081 cgcttgttag aggtttatat gcctgtgcaa atgtcttatg cacgctatcg 
caatatgttg
   154141 gcccaaccac gaattattgg atataagaag catccgattt tacatgctga 
atggatgtac
   154201 ttcgatattg atacaaatac gaaatctaat cattaaatga aaaaaattgg 
agatacgatg
   154261 aaaaataata cactgaaaat gactacatta tgtatgttga ccataggtat 
aagtcaattt
   154321 gcatcggctg aagcgacgcg tgcgacatta ccattactca aagcagagca 
actcccaaca
   154381 tggtgtgatt ctaatttaaa aaaaattcag caagagattt ctagttttga 
aaaaacgtct
   154441 gttaaaaatg atgctgccgc tgctccgata ttagccaagt gggataaaat 
ttttgctcat
   154501 cttgaagatt tttcggggcc cataggtcta tatagtaacg tcgacccaga 
tgcgaaatta
   154561 cgtaaggcag cagaagactg cgaaatcaaa attaatcagt ttcatacgga 
tatattccaa
   154621 aactctaaac tgtataacgt aattaaaaat acaaaagcga ctgatccaat 
tgaccagaaa
   154681 taccgtcaag atattctgga tcaatttgaa gacacagggg ttcagttaga 
accagcaaaa
   154741 cgcgcaagaa tgaaggctat tctggatgag ttgactaaac ttgaacaaga 
atataaccgt
   154801 aatattcgtg ataacccgga aaaacttgaa tttactcctg aagagatgaa 
aggcttaccg
   154861 gaaagttata tttcggggtt aaagaaaaat acgaaaggaa attatctatt 
aggttttgag



   154921 tatccggagt atcgcccctt catggagcta gcggataatg atgatgccag 
aaaaaaatac
   154981 cagattgcct ttacacgacg tgggactgaa caaaatttaa aactactcaa 
acaggcaata
   155041 gatttacgtt atgaacttgc acagttattt ggaaaagcaa gttatgcaga 
ttgggcttta
   155101 aaagaccgaa tggcaaaaac accagaagct gtaaacaagt ttttggcaga 
agtacaaaaa
   155161 actgtagcac cacttgaacg taaagaagta gaagagcttc gtgcctttaa 
agcacaaact
   155221 ttaaaaacac cactagataa aaccgagata acgcgctgga gtgaagctta 
ctggagtgaa
   155281 aaacttcgta agagtaaata tcaaattgat caggaaaagc ttcgtgatta 
ttttccaact
   155341 ttagctgctc aaaaatggtt atttgccatt tcatctgatc tttacggtat 
tgattttaaa
   155401 cctgtcaaag ttaaagcatg gcaggatgaa gttgaatatt acgatgtagt 
tgataaaaag
   155461 acaggaaaac tccttggtgg cttatatatg gataaattcc ctcgtgaagg 
gaaatatggc
   155521 catgcagcag tttggggagt atatggtgga agcactttaa ccaaccgatt 
accgatttca
   155581 gtattggtga ccaactttaa ccgtaaaggt ttaaatagtg atgagcttga 
aacttttgta
   155641 catgagttcg gtcatgcttt acatggcatc ttatcaaata cccgctatac 
cagtcagtcc
   155701 ggaacttctg tagagcgtga ttttgtagaa gcaccttctc aaatgtatga 
agagtgggca
   155761 cgccgtaaag aaaccttatc taaagtggcc gattattgtg atccagcttg 
tccacgtgtt
   155821 gacgatgaat taattgcccg tttaaaagca gtacataatt atggccgtgg 
cttgcgttat
   155881 gcccgtcaga cgctttatgc acaatatgac atggcacttc atacggcaga 
tgccttaaaa
   155941 gtaaaacctt tagaaacttg gcaaaaaatg gaagctgcta cagccttagg 
atatgtgcca
   156001 acaactgaat tccccgggca attcgggcat ttaatgggtg gttatcaggc 
aggttattac
   156061 ggttatatgt ggtctgaggt tttagcgcta gacatgcttt ctgcttatgg 
tgacaacctg
   156121 aacaacccac aagtgggaca acgttatcgt cagacgattt tatcgcaggg 
tagccaaaaa
   156181 ccggcagctg aattggttaa agatttcctt ggtcgtgatc ctgacaataa 
agcattcttt
   156241 aacgaaatta ccggacaacg ggttaaataa ggaattatca ctatgctggc 
atatgttatt
   156301 cggcgtttat ggcagatgat tccgaccatg ttgggagtag tgctgcttat 
ttttatctta
   156361 tttaattggg tcggtggaga tcctgcctat attttggcag gtaagatgtc 
taaccctgag
   156421 cagattgaaa atatccgtaa acagttaggt gttgatcaac cttattatgt 
tcaactttgg
   156481 atttttatta agcaaattct tacttttgac tatggcgcaa gttggagcac 
aggtgaatcc



   156541 gtttcacaaa ttatcttaac ccgattagga ccgtcgctca cacttttaat 
tccactcacc
   156601 attttacaaa cagttatttc aattatttta gcattggctg tagcggcagt 
acgtggctct
   156661 ctaactgatc gtatggtcat gatgctatgt accatcggta tgtcgattag 
tattttggtt
   156721 tacattattg tttttcaata tgttctggct tatcaactga gctggttccc 
agtacaggga
   156781 tggagcgata gttttaccga caatttattt aagttttcct tactaccaat 
tctaatcatg
   156841 ctggtggtga gtattgcacc tactttacgt ttatatcgta gctttgtgct 
tgatgaagta
   156901 aatcaggatt atgtgagaac cgcacgtgct aaaggtgtag gggaaagccg 
aattttaagt
   156961 gtgcatgttc tacgtaatgc ctcaattccg attattactg atgtgatgtc 
aaatttaccg
   157021 gcattattga taggtgcatt tttaattgaa cgcttttttg gtattcccgg 
tattggtcgt
   157081 gaagtgatta ttgctgtaga gcgtagtgat tttcctgtca tcaaagccat 
tactgtatat
   157141 attgcagctg caaccatgat ttttaatttg attgcggact tggtctacaa 
agtggttgat
   157201 ccacgtgtac agttgaagta ggtgggttat gctgagtgtt ttatcaaaaa 
gaaagttaga
   157261 aacccagacc gctcctgctt cagcggggct atggcgactt gccatgcgtc 
gccttcgggc
   157321 cgataaaatt gcaatggcat cgctcattgt tgtgttgttc tatttgatcg 
tattaatact
   157381 atctctaacg ggtgtgattg catctgattg gaataaagaa gttgctgtca 
gttatgcgcc
   157441 tccaacattt ataggtgcag ataagacaac tgaagctttg aaaagtacag 
ccgctgtaga
   157501 tgaggaattg ccggaaaatc cagtcgatcc cttaaaagat gtaattcacc 
aactcaaggc
   157561 tgaaatcaaa caagaaaaga gctctggaag tgcaattgat tattatggtg 
tagttgatcc
   157621 attagctgat gatatgaaag caattgatca gcaactcggt ggacatttac 
ttgatcagca
   157681 aagtgaacta aaaagtaccc taatttttgg tgctgacaaa tggggacaag 
acgtccttaa
   157741 aaaaaccatt aaaggcgctg aaacttcaat tatcgtaggg cttgtctctg 
ccttattggc
   157801 agtcacatta ggaacgcttt taggggcagt ttcaggttat tttggtggtt 
gggtcgatga
   157861 tattctcaac tggttttata atatttttac ttccattcca tatttattat 
tagttcttgc
   157921 gattgctgct gtactacaac aaaagggtat tttatctatt gttctgattt 
taggcttaac
   157981 gggctggaca ggtgtctatc ggttaattcg tgctgaatat atgaaacata 
ccgcacgcga
   158041 atatgtactt gcagctaaag cgattggtgt cggtcatttt cgccgtatgt 
ttattcatat
   158101 ttttcctaac gtcagccata ttgcattggt ccaaatgtct attttggtgg 
tttcttttat



   158161 taaatcggaa gtgattttga gtttcttagg gttcggtgtg ccagtaggtg 
tagtgtcttg
   158221 gggcagtatg ttaaatgaag cacaaagtga acttctttta ggtaagtggt 
ggcagcttgt
   158281 cgcagcctct gtcgcaatgg cggttttggt tacggcattt tcaatgttta 
ctgatgcgct
   158341 acgcgatgca ttagacccga aactaaaata agaggaaatc caaatgacag 
aacaagaaaa
   158401 aaagacccca ttactccaca ttgaaaactt acgtgtaagc tttaaaggtg 
aagataaaca
   158461 atatatcgaa actgtgaaag gaatttcctt tgatattccg accaatacga 
ctgtagcttt
   158521 ggttggtgaa tcaggtagtg gtaagtctgt tacttcttta gcaactatgg 
gtttattacc
   158581 tgtaggtcaa agcaagattg atgaaaaaag taagattatt tttgaaggta 
aagacttgct
   158641 tggcttatcg cgtacagaga tgcgaaaaat ctgtggtaaa gatatcgcca 
tgatttttca
   158701 ggaaccgatg tcatcattaa atccggtttt tacggttggc aatcaaattg 
cagaagtgtt
   158761 gtgtttacat atgggtatga gccgaaaaca ggctcggcaa cgtgttttag 
agttgcttaa
   158821 agaggtcggt ataccttcac cagaaacgaa aattgatgct tatcctaacc 
agctttcggg
   158881 tggacagcag caacgtgtca tgattgcaat ggcaattgct tgtgagccca 
aactactgat
   158941 tgccgatgaa ccgactacgg cacttgatgt caccattcaa aagcaaatta 
ttgatttact
   159001 tgaatcacta cgtcagcgcc gtcaaatgtc gatgcttttt attactcacg 
atttggcttt
   159061 ggttggtgaa attgcagatc aagtgattgt gatgcgacat ggtgaaatta 
gagagcaagg
   159121 taccgctgaa caagttttgg aacagcctaa agatgtatat acccgagcct 
tactttactg
   159181 tcgtcctcaa atgtcacaaa gaccttatcg tttgcctgta accagtgatt 
ttatgcgaca
   159241 agaaaacaat atattggttg agcaaagctt tgatgtttca gaaattcctg 
aacgtaaacg
   159301 tggtttaaat ggcgatgagc aaattatttt agaagtaaaa gatctgaaaa 
aaagttttta
   159361 tagtcgtaaa ggattgtttg gcaaagaaga atttcaggcg gtaaaaggtg 
tttcttttaa
   159421 actggctaaa ggaaaaacgc ttggtttggt aggagagtcg ggctccggta 
aaacgactgt
   159481 cgggctatta ctcatgcgct tacatcaagc ctctgggggg caggctttaa 
ttgaaggtaa
   159541 agatattctt tctttaactg aaaaagagtt tgccaaatat caaaggaaga 
tccaaatcat
   159601 ctttcaaaat ccatatgctt cactaaatcc acgctttacg attgggcaga 
ttttattaga
   159661 acctatgcaa attcatggaa ttggtaaaga tgatgcggaa cgtaagcaaa 
ttgcgcttgg
   159721 tttacttgag agagtgaatc tgcctgaaca agcttattat cgatatccgc 
atgagttctc



   159781 gggcggtcaa cgccaacgta ttgcgattgc gcgctgctta acgctaaagc 
ctgaaattct
   159841 aatttgtgat gaatctgttt cggcgttaga tgtttcagtt caggcacaag 
tacttaattt
   159901 attacaagac ttacaagatg agtttgggct tagttatatt tttatttcac 
atgacttgtc
   159961 agttgtgaaa tatatctctg atcaggttat ggtcatgaat catggtgaag 
ttgttgaaat
   160021 cgccaactcg gatgagctct atgcacatcc gcaacatgac tacaccaaac 
gactattgca
   160081 ggccattcca caaggaattc agcacgtttc gtaagcgtaa agttatgtcg 
ttaaaggcac
   160141 tttcgagtgc ctttttattt ggtttataga ataaatactt ataaaataag 
agatgtaaaa
   160201 gtacagtatt ttattcctgc tatgtgtgcc aactttaagc ctttaactct 
tgcccaattg
   160261 cagcaacttc agttgcctgt ggtcggcttt agctatgccg atgaggtcta 
tccgggtggg
   160321 acaatgccat tattattcaa atcaccgcaa ggttttgaat ggcgtgaagt 
catgttcggt
   160381 ttggttccta aatgggcaga agatacgaat atagcaaaac atacttataa 
cgcccgtcat
   160441 gaaacgattt tccaaaaacc gagttttcaa gaagctgctc ttaaatgtaa 
gttcggtgtg
   160501 atacccgtca cggagtttta tgagagtaaa tatataaatg ataaacctga 
gcggtggggc
   160561 gtacgccgta aagatgggca ggcttttttt atcgcagcaa tctatgaaat 
ttgcaaaatg
   160621 aatgaaacga ttgtccgttc tgcgagtatg ttaaccatgg atgcgattga 
tcatcccatg
   160681 atgaaagact tccatgaacc gggtgatgtt aaaagatcag tcattgtgat 
tccacatgac
   160741 cgcttagatg aatggttaag tttagaaaca ccagatattt caagctttat 
tgaaggtttt
   160801 cctgttgagg aatttgaatg tttacatgtt cctaaagaga agattataaa 
acctacacct
   160861 caattaagta tgtttgaata actgcattgg agttaggtta ttggcttaat 
ttttaagtca
   160921 ataacctttg atatttaatc aatattctta cttaaagttt gtacctgctc 
atcttgcgcc
   160981 agataagcca attcaattgg tgagattaca aaagttgagt tatctgaggt 
ttgtttaaaa
   161041 acaaatccat attcaaaaga ttgcgtattt ttacttggta accaaaataa 
ataaggacag
   161101 cctgtatagc taccatccca acccatttct ttagctaagg ccaaagctgt 
atcggattta
   161161 gcaataattt ctttaagcga ttctttatct ctttgggaga catcaccatc 
atcatctgca
   161221 aatgtttgta aaaactcatt taatggagtt aagtcttccc agttattttc 
aattgttgag
   161281 aagtgatatc catatagcat catatttagt cttccatttt gttattgtgc 
tattgaacat
   161341 agcaagaaat gcgtgaaaaa gaaatggttg aatttacttt aagttgttta 
tttttcataa



   161401 gttatagcat attttctata caaaaattaa ctgagctttc tcttgagtaa 
taagcgtcta
   161461 atcaagttaa aatataaaga ttcagctgtt gaaggaataa tagtgttttt 
aataaaaagt
   161521 taagtctttt tgtaaggata ctagactgtt ggtgaatatt gaatttgtca 
taattcactt
   161581 ataatgaaaa ggaaagtaaa tagagcttat ttatgtttat aacaacaact 
cgccccaatg
   161641 atgctttaat tgaacagtta ctaccaatct tggaagaagc tagccaaatc 
ttattacaag
   161701 aatatcaaaa ttattcggct ggatatgaat ttacgattga agaaaaacat 
gatgattcac
   161761 ctgtaacgca agcagattta aaggtaaatc gttttttatt aaagcatctt 
gcagaaatta
   161821 cacctgagtt accggtttta tcggaagaaa gtgactatag cgctcgccat 
gcttggtctt
   161881 cttgctggat gctagatcca cttgatggta cgaaagagtt tatacatgag 
cgagatgagt
   161941 tcacgataaa cttgagtttg attgaagggc gtgaaacgat tttttcggtg 
attgttgtgc
   162001 catgtgagca agttgtttat ttaggttatt taaaagattt accttttaaa 
tatagcttta
   162061 gccaacaaca atggtatcaa tatcaaaaaa caccttattc aacacaagca 
cctgtacaaa
   162121 tcggtttaag tcatagtagt aaaaatccaa aatatcagaa attcattgaa 
cctattgaaa
   162181 agattcgtac cgtaattcga cgtgaagcag gtagcgctta taagttttgt 
atgatgttag
   162241 aaggagaaat cgatatttat cctagatttc atccgacatc agaatgggat 
accagctcag
   162301 gtcaaggatt attagaaagt ataggtggag gtttactcac tctaacaggt 
aagccctttg
   162361 aatataacca gcgtgatacc gtattaaatg ggggctttat cgcatttcgt 
gatcaggaaa
   162421 gcaaaaaaat agcatttgaa gctttagctc aatcaggtat tttggattga 
gagttattgt
   162481 agacatgcta tagtggcaaa atattgagaa aagatgacaa gataaaaatg 
gcactcgatt
   162541 tattgcctaa aagcatgttt gaagcaattg atttattgcc tgatgcttcg 
acccctgtaa
   162601 ccctttttac acgtcactcc ttaagagagt tggtagatgg gcaaggcttg 
gcaggatatg
   162661 accttcagct tacaccgcaa ggacgtgagc ttgctcagga atggggtagc 
tatttaatta
   162721 aaaatacgga tcgtgtaatt caacattgca tttctagccc aattcaacgt 
tgtgtagaca
   162781 ctgctgcact tatgattgaa ggagcagatg gagtgagccc tgagccgaat 
acacatacaa
   162841 ttgaaatagt tgaacaaggt ttgttggttg aacctggtag ctttgtactg 
gatattcaac
   162901 aggcggcgcc ttatttccgt aaacaagggg cacttggttt tattaatagc 
tttgtgaaca
   162961 atgccttacc gggtatgaaa catccaatta ctggcgtatt agatgtgtta 
gagctgattt



   163021 atcaaactca tcctaaaaca aaaagtggtc taagtttggc tgtaagtcac 
gacacaatta
   163081 ttgcagcgat tgttgcggta atttcaggca ataaccaaat acaaaaagca 
gattggcctg
   163141 ccatgatgga agggctgttt gtatggtttg aaggtgatga atttccaaat 
tgtaaattaa
   163201 agtggatttg gagaggaaaa acttacgagt tagatgtttc tgagttccat 
aaagtacagt
   163261 aaacacaaaa acatagacaa taaaaaaagc cctgttgggc tttttttaca 
tgcttcaatt
   163321 agttagctaa agctttaact tgagcattta aacggctctt atgacgagca 
gctttatttt
   163381 tgtggatgat gcctttatca gccatgcggt cgattacagg aacagctttt 
ttgtaagctt
   163441 ctgtagcaac agcataatca ccaccagcga ttgcacttaa agtacgtttg 
atgtaagtac
   163501 gaaccataga acgcaagctt gcgttgtgtt tacgcgcttt aacgttttgg 
cgcgcacgtt
   163561 ttttagcttg agcagagttt gccactcttg cactccttga aaataagttg 
gtctgggcgg
   163621 gctgtggtca atccagtaaa ctggtgcaac catcaccagc ccgtaaacaa 
gtgccatatt
   163681 gtgatgaatc aataccgtga agtcaagcct tgagagcatt ttaagcggtt 
ttaggggctg
   163741 ctaaaaccgt aagaaaaggt taaatttgat acaaacttaa agagggttgg 
ataaaaaatg
   163801 actataagta cgaaaaaagc aattgtagta ggtgctacag gactcgttgg 
tttagcgctt
   163861 gttgaacaac ttgagcacac accagaattt gaggccatta ccgttgtagt 
aagaaaagaa
   163921 tcacaactac ttaatacata taagaaagtt actcagctcg ttatagacga 
ttttttattg
   163981 ctcaatgatg aagatgtgaa tggtcatact catgcattta gttgcttagg 
tacaacttta
   164041 aaaatagcag gctcaaaaca acgcttttat gcagttgatt atgagataaa 
tgctcacttt
   164101 gcagatttaa tccaagataa acatattcat tttttaattg ttagtgcact 
tggggcaaat
   164161 gctaattcgc caatttttta caataaagta aaaggagaat tagaaaatta 
tattcaaagt
   164221 ttaggaatcg aaaaattatc tatttttaga ccttctctat tgattggtaa 
gcgtagcgat
   164281 gtgcgtttta ttgaagattt aggacaaagt ctatttaaac ttattgaaaa 
taaatggact
   164341 aagcctttca aatataaacc tgttacagct gagcaattgg ctcatacgat 
ggtcgtagcg
   164401 gcgctaacgc aaattgaagc atttaaacga tatgataatc tcagcataca 
acaaactcga
   164461 taagggagaa taaaagtgtc gacagtacca tttgtgacat gtgatttatt 
agatgacaat
   164521 ccggaaaaag atttgcaagt ggtcacgcca tcaatggacg gtaagttctt 
taaaagctat
   164581 ggcgcacgtc aaacttttgg cggacaagtt gtgactgtaa agtgttttga 
agataactcg



   164641 cgtgtaaaag agttattggc tacagatggt acagggaagg tattggttgt 
ggatggtggt
   164701 gcttcaatgc gctgtgcact tatgggagat atgattgcgg aatcggcagt 
taaaaataac
   164761 tggaatggtg tggttattta tggctgtgta cgtgatgttg atgcacttgc 
aacattagat
   164821 ttaggtgtac atgcattggc tgcaattccg caaaaaagta accgtaaggg 
cattggtgaa
   164881 gtagatattc ctttgtattt tggtggagtc acaattcaat ctggtaattt 
tatctatgca
   164941 gataataatg gaattgtgat tgctaaagaa aaactagtct agctccacaa 
ttaaataaag
   165001 gaatgcataa tggtgaatca tcaaattaaa gtactgcaag cattagcgtc 
tgcaattgct
   165061 gaaggtggta gaggtgttac aggtacagca tttcctaaac agcctgttag 
agctcttaaa
   165121 ctttatgaat ttgagggttc accattttgt cgccgcgttc gtgaagtgat 
tacactttta
   165181 aatttggatg tcgaaattta tccatgcccg aaaggtggat tgaaatatcg 
tcccatcgtt
   165241 aaagaaattg gcggtaaatt acagtttcct ttttttattg atgaaaatac 
aggtgacaaa
   165301 ttatacgaat cacaagatat tattcatcat ttatttaaat actatggtaa 
gacaggccaa
   165361 actcctgata agttttcaaa ttatccaaaa atgccatatc tggcgtttgc 
cggaacatta
   165421 ttaaatggtg ctcgtggggt ctggattaat aaaaaaatag taaatagagc 
tgcgcctgag
   165481 cataaacttg aactatggag ctttgaagca agtccgtatt caagagtagt 
acgaagtgta
   165541 ttaagtgagc ttgagctacc ttacatttta catagtgttg ccaaagaaag 
atggcaagat
   165601 atggggcctg cgattcttcg gttaaaaccg ggcaaatatg aacctttaaa 
agagggaaag
   165661 cgagaaaaat tgttgccggt catgcaaggt aaaatgcaag tgccttattt 
agtggaccca
   165721 aatacaggtg ttaaaatgtt tgaatctgcg gaaattgtaa agtacctaaa 
aaaacaatat
   165781 ggcagttaaa atataaatga gaaaaacacg ctagagcgct agagattgag 
ataactcagt
   165841 ctcttttaag aagcgataac aataagaaat catacgataa aaacatgaat 
atgctaaatt
   165901 actaccttaa attaccaaaa taaggcctgt tttatggaat gtatgagaat 
tcagcctgta
   165961 acgagtcatc ctggagaaaa tgctttattt attgtattag gattagctca 
aggtgattct
   166021 gttgtagaaa aagtaaaaga ttttgctggt aaattctctg cgttaaccag 
aagtttgtct
   166081 aaccgttatc ctgaaactaa atttaatgcc atattaggtt ttagctcaaa 
cgcgtgggat
   166141 attttatttc cacagcaagc aaagcctcaa gaattagaaa catttcaaga 
aatcaaaggc
   166201 ccaaaataca cagccgtttc aacacccggg gatttattct ttcatattcg 
tgctgatcga



   166261 caagctttat gttatgagtt aggaagtatc atcaatgaac agttaggtaa 
agtaacttac
   166321 ccaattgatg aagtgcatgg ttttcgttat ttcgatgggc gtgcgattat 
tggctttgta
   166381 gatggaacag aaaatcctga acctgtaatt gctgcacaat gggcattagt 
gggtaacgaa
   166441 gatcctgact ttactggggg aagttatgca tttatccaaa aatataccca 
tgatatggaa
   166501 aaatggcgtg cattaagcga tgaggaacaa gaaaaagtta tcgggcgtaa 
aaagttcaac
   166561 gatattgagc ttgatgatga cgagaagcct ttaacagcac ataatgtagt 
aagtaaagcg
   166621 catgatgcag aaggcaatga actaaaaatt atgcgtgcaa atatgccttt 
ttcgaatcca
   166681 tccaaaaatg aatatggtac tttttttatt ggttactcac gtaaatttag 
tacgacacgt
   166741 caaatgcttg aaaatatgtt cttaggaaat gagcaaggta atcttgaccg 
attacttgac
   166801 tttagtactg cccaaacagg aactctattt ttcgtaccga cagtagattt 
tctagatggc
   166861 ttgggtgacg agtaggcatt aaaaataaac ttagatggta gaggtgagta 
gattacctct
   166921 actatataaa ttgaaattaa tatgatgtga tgagatgttt aaaaaattaa 
cccaactttt
   166981 tcaaggttcg aaagagacac cagaacaaat ttatttacaa gagaatcagc 
tcagttttga
   167041 ttcagagcgt ggtccagtta ttaaagatgt cgtgattaat gaaaagtggt 
cagagcacct
   167101 tgagtatttt tcaaatcgta aattacagaa ttttgataac ttacctaagc 
tatttcaaat
   167161 tacaccacaa attaatgaaa agattgattt agagattgca acacaacgat 
atgtggaaag
   167221 gttaggtaat acacaagaaa agttacttga gcttaaagca atcatacagg 
tattaaacca
   167281 atattatgtg atgtttttac gagacaaata acttcaaatg attgtttaag 
aactataaaa
   167341 aagtatcaca aagtagtagc ttgattgcag aaaaataact caattcacta 
aaaacatcat
   167401 gctactatta acctcatatc tttttagctc ataaaagcca tatacatgtt 
tcaacaagaa
   167461 atctctcaat tgaatttgca acagctcaag gccggtgaaa agcgttgggt 
ggggtcatta
   167521 ttaggttcat cagcagcttt attgcttaaa gaaattgcca ctcagcattc 
ttctttattg
   167581 gtattagttg ctagaaacaa ccaacatgtt gctcaattag aaagtgaact 
tgagttttat
   167641 ggagttaagc cgacaatttt tccggattgg gaaattttgc cttatgaccg 
tttatctccc
   167701 catcaagata ttgtgtcaga acgtcttgct attttatcta atatgcccca 
gcaaggcgta
   167761 ttactgattt cagcaagtac cttggctcaa cgggttgcgc cttactcatg 
ggtattagga
   167821 gaacactttg atataaaagt gggtcaaaaa tttgatttag aacaacaaaa 
attaaggtta



   167881 gttcaggcgg gctaccactt agtagataca gtttatgacc atggtgagtt 
tgctgtacgc
   167941 ggtagtatta tggatatttt tgcatctggg caagaatctc cgatccgcat 
agatttattt
   168001 gacgatgaaa ttgattcttt aaaattcttt gaccctgaaa ctcaaagaac 
aacaaccaca
   168061 ctaaaaagtt ttacggtttt acccgcgaaa gaattccctt taaaagaagg 
acgttcagtt
   168121 tttagagacc gttattctga gttttttcct actgccaatc ctaagaaaaa 
tccaatttat
   168181 caggacgttt tagatggtat agcatcgcct ggcattgaat tttatttacc 
gctatttttt
   168241 gataaagaac aaatgcagtc acaaagtatg tttacaacat acttaccaaa 
gaattgcatt
   168301 gtaattacaa ctaatgatat tgacattgat ttaacgaact tctggaaaga 
agttatgcgt
   168361 cgttatgaag accggcgcca taatatggat caacctattc ttgctccaga 
agaactattt
   168421 atttctccaa atcatttgtt aagtgcttta aaccagtttc cacgaatgct 
tgtaagcgca
   168481 gaaactattg aagaaaaagc tggtgcactt aatcttaaaa ctgaacaacc 
acccaagttg
   168541 ccagtcgatc cgaaaaaaga aaaaccattt agtgccgtaa aaaaatatat 
tgatgaagca
   168601 aatcatcctg ttctattggt tgcggaaagt gcaggacgtc gcgaaagctt 
aaaagatgcg
   168661 ttgcgttcaa gtttaggtga gattccgaat gtagagaatt ttgagcaatt 
ccaaattagt
   168721 cagttcgcaa ttgctattac taatgcgcct ttagatcgtg gtttactttt 
aactgatcaa
   168781 ttaacggtta tttcagaaaa tcagctttac gagcaccgag ttgtacagcg 
tcgtcgcaag
   168841 cgtcaacagg aagtttcaga agagtttttg attcgaagct taactgagct 
aagcattggt
   168901 gctcctgttg tacatatcga tcatggtgtg gggcgttatg ctggtttaat 
tacactcgcg
   168961 attgaaggac aagactatga gttcttacaa ctagattatg ccgaagatgc 
aaaagtctat
   169021 gttccagtaa cgaacttgca tctaattagc cgttatagtg gtggcgaccc 
ggatttagca
   169081 ccgttacata aaatcggaac tgatgcttgg agtaaagcta agcgtaaagc 
attagagcaa
   169141 attcatgacg ttgcagctga gcttttacat attcaggcac gtcgtcagtc 
aaaacctggc
   169201 ttcgcttttg aactggatca gtcgctctat atgcaatttg caagcggttt 
tgcgtatgaa
   169261 gaaacccttg atcaggctaa tgcaattgaa gccacactct atgatatgca 
gcaagcaaaa
   169321 ccaatggata ggttggtgtg tggtgacgta ggttttggta aaaccgaagt 
ggccatgcgt
   169381 gcagcatttg tagcggtaca aaatggcaaa caggtcgctg ttttagttcc 
tacgacttta
   169441 ctagctcaac aacattatga gtcttttaaa gaccgttttg ctgattggcc 
agtacgtatt



   169501 gaagtgctct cacgttttgg ttcaaacaaa acacatttga aaaatattga 
agacttggca
   169561 aatggtaaag tcgatattgt ggtaggtaca cataagcttc tacaagagaa 
tgttcagttt
   169621 aaagatttag gcttaatggt tgtagacgag gagcatcgct ttggtgtgcg 
tgataaggag
   169681 cgtatcaaag ctttacgtgc cgatgttgat atgttgacac ttacagcaac 
gccaattcct
   169741 cgtacgctta atatggcttt ttcgggtatg cgtgatttgt cgattattgc 
gactccgcca
   169801 gcccgtcgat tagcagtaaa aacctttgtg caagagcata cagatgcttc 
aatcaaggaa
   169861 gcgattttgc gtgagttact tcgtggtgga caagtttatt tcttacataa 
tgaagtagag
   169921 accattgagc gagctgccga aaatattcgt gtgcttgtac ccgaagcacg 
tgtagcggta
   169981 gcacatggac aaatgcgtga acgcgaactt gagcaagtta tgcagcagtt 
ctatcacaaa
   170041 gaatataatg tgctggtgtg ctcaaccatt attgagacag gtatcgatgt 
tccaaatgca
   170101 aatacaattt taattgaacg tgcggataaa cttgggttag cgcaattaca 
ccagttacgt
   170161 ggccgtgtag gtcgttcgca tcaccaagca tatgcgtatt tattagtacc 
ttcgattaaa
   170221 cacttaaaag gtgatgccga aaaacgcctt gatgcgattc aacgtgcttc 
gacattaggt
   170281 gcaggcttta tgctcgctac ggaagatttg gaaattcgtg gagcaggcga 
attgttaggc
   170341 gaacaacaaa gtggctcaat gcaggcgata ggatatagct tgtatatgga 
aatgcttgag
   170401 aaagcgacta aagcaattca acaaggtaaa accccgaatt ttgatgctcc 
attgtcgtta
   170461 actgccgaaa ttaacttaca tattcctgca cttattccag atgattatct 
gggggatgtt
   170521 catcaacgtc tattattcta taaacgtatt agtaataccg atacacagga 
aaaactagat
   170581 aacatccgta tggagcttat tgaccgtttc ggtattccac cgcagtcggt 
taagcacttg
   170641 tttagcgtgc atcaaatccg tttgaaagca gaacatttag gtattacgaa 
aattgatatt
   170701 aatactcaag gtggaaatat tgagttttca ccagatacgc cagttcaggc 
cattagtatt
   170761 attcagttaa tgcaaaaaaa tccgacctat taccgtatgg aaggcggaca 
acgtttgaag
   170821 gtgatggtgc agcttgaaga gtatgaaaaa cgaattcaat ttatcaatga 
tttattgcaa
   170881 aaattgatga gtgaactaca tgcctgagac ctgtttttct aaccagcgct 
agctaattag
   170941 gacatttgtt ttgatgtaat cggattttat gcactattta taccttgaga 
tatgaataag
   171001 tgcataaaat cattgttatt tgtaagcaaa cgggctacta ataatattca 
catcaaaact
   171061 gatgtgatag tattagccat tattgtttat tgtcatttat aaaagatatg 
tttagtttgc



   171121 atccacaact tgctcaagat actttttttg taggcgattt cccgctttca 
acatgtcgtt
   171181 taatgaatga tatgcaattt ccttggttga ttttagtacc acgcgtacca 
ggaatcacgg
   171241 aactatacga attgagtcaa gctgaccaag aacagtttct acgtgagtca 
agctggttat
   171301 ctagccagtt atctcgcgtt ttccgtgctg ataaaatgaa tgtagcagct 
ttaggtaata
   171361 tggtgcctca attgcatttc catcatgttg tccgctatca aaatgatgta 
gcttggccga
   171421 aacctgtatg gggtacacca gcggtgccat atacaagtga tgttttagct 
catatgcgtc
   171481 agactcttat gcttgctcta cgtggccaag gtgatatgcc ttttgattgg 
cgcatggatt
   171541 aaatcaatgt aatgccacat atcaatgtgg caacattgaa atgtggagga 
tagggtgcaa
   171601 ttagagaggt ttatagatcg ggaacctaag cagtttgcat attttcatcg 
tttgatggga
   171661 tattcaattc tgtcattaat tttagtgatc tatgccttta cctcaccgaa 
tactaattat
   171721 caaatctata ttcctccttt ttttcttttt ttactttttg tcagttctaa 
actagaacac
   171781 tggttgcagt accagtttga taagaaaact caaaaaagtg ttttttttgc 
aatagatgcg
   171841 attgtagtgg ctgttactct agcaggagtg caccttaatc tcgttccaac 
atttattgca
   171901 ctttttgcat tgttttactc agcaattaat agtcgtattt cctttgcagt 
tatttgttta
   171961 acgagtctgc ttggggcgat tattttttat ttaagtacat ttttcctatt 
tggttttcat
   172021 ccatatttcg aaggcacaag ccaagaatta acagtaatta ccttacttgg 
tttggtaatg
   172081 tttatcacta tcggaaatta ttaccaacac cgctgggtta aaaaaattag 
tcagcaacgt
   172141 cagcattatt atgaccagat gacacgttat attgcttttg ctaatcagtt 
aagtcgctat
   172201 gctccattac aattatggca gtcgattatg cgaggggaag ccgaagcaaa 
aattgaatat
   172261 aaacgtaaaa aaatgaccgt attcttttct gatattcagg gatttactga 
actatcagaa
   172321 actttaattc ctgatgactt agctttcttg ctgaacgatt atttaagtca 
tatgactgaa
   172381 attgcaaagc aatatgaagc gacggtcgat aaatttatgg gagatgcgat 
tctcatattt
   172441 tttggagatg cgaattcaca aggggttgag caagatgcca aatcgtgtgt 
agaaatggca
   172501 attgctatgc gtcagcaaat gaagctgctg cgcgaacgat ggaagaaaat 
gggatattcg
   172561 gccttacata tccgtatggg tattagtaca ggttattgcc acgtagggaa 
ttatggtgca
   172621 acccatcgta tggcttatac gattgtaggt cgcgacgtaa atttagcggc 
acgtttacag
   172681 tatgctgctg aaattgataa aatactcatt tctgatgata cttatcaatt 
gatcaaaagt



   172741 gattttctat gtgcgcctaa gaccccaatt tatttaaagg gtattcaagg 
ggcagtaaaa
   172801 acatggcaag tcatggaaaa atacacagga aataaatcag atcatcaaca 
atggtttgat
   172861 tatgaatata aaggtttcca tttagtttta aatttagaag aagtacaaaa 
ctacgaatac
   172921 cctgagttgg ttgaagtgct tgaaaaaatg attcagcgca ttaaagttca 
acaaactttg
   172981 gttaatactc aaggtgttgc tcagcttaga cttgaggatg aagttaagcc 
tataaatatc
   173041 gatgaagaac aagatcaggt ataaatttat ataaataaaa aaagctgcct 
aagcagcttt
   173101 ttttattatt tattagtgat tttccgaagc gtggttaatt gtgtatttcg 
gaatctcaat
   173161 ttcaagatct tcatctacaa ctttcacctg acatgaaaga cgtgagtcag 
gttccaaccc
   173221 ccaagcacgg tctaaaagat cggcttcaac atcattcatt tcttctaagc 
tatcaaagcc
   173281 tttacgaacg atcacatgac aagttgtgca tgcgcaagac atatcacaag 
catgttcaat
   173341 tttgattcct ttgttgagca aactttggca aagatttgca ttttgttcaa 
cctcaaattc
   173401 tgctccttct gggcaaaatt gagcgtgagg aagtacttta atacgtggca 
tattgatcac
   173461 ctataccttt taatttgatt ttgaccaatc atcgagcttc gtgcctttta 
aggcatggtc
   173521 aatatgtcga ttcatccgta gtgctgcaaa agcatcacta tgtactttaa 
gttgttgaac
   173581 tgcttgctca attgcttgaa tatcactgcc ttcaagctga gcttttaatg 
attccttagc
   173641 agagttgagt gcttcaagtt gcttttcatc aagtaaatct gcatctactt 
ttaatgcttg
   173701 ctcaagagcc tcaagctcac gttctgcttc aactttagtt tcttttaaat 
gacgaagatt
   173761 tttgtcctct tcggcatgtt ggaaaccttc aattaataag cgttccgtat 
ctgcctcaga
   173821 taaaccataa gatggtttga tatcgatatg agcttgcacg ccagaagttg 
cttcacgagc
   173881 agaaacggtg agtaagccat ctgcatcaac ttggaaagtg acttcaatac 
gagcttggcc
   173941 tgcagtcatt ggtggaatgc catgaagtac aaatctacct aatgaacggc 
aatgttcaac
   174001 taaatcacgt tcgccctgaa ctacatgaat taacatagca gtttgaccat 
cttgataagt
   174061 ggtgaactct tgacgacgtg caacaggaat agctgtatta cgagatatca 
ggcgctcaac
   174121 gagtcctccc attgtctcta gacccagaga aagaggggtt acatctaaaa 
gaagagaacc
   174181 atcttggcta ttaccgatta actggttggc tgtaatagaa gcgccaattg 
ccaccacttc
   174241 atctgggttg atcgtgcaaa gaggttcttg ggcaaaaact tcccgtactg 
ctttttggac
   174301 agcataagag cgagtagaac cacctaccaa aacaacattt tgaatatcgg 
ttaactcgag



   174361 ttttgcatca cgcagtacac gtttacaaac actaatcgtt ttgtctaatg 
ctacttgaat
   174421 aatgctttca aatgtagggc gatctagtgt gagagttgct tcgagtaact 
ttaattcaac
   174481 tgaatcttga gttgataatt gttctttagc ttgacgtgct gccacaataa 
atacggcata
   174541 atcttcatcg cttaatacat caatattaag ctgtttttta gcccatttta 
cgattagacg
   174601 gtctaagtca tcaccaccta aagcagtgtg accaccagtc gctaaaactt 
cgaatacgcc
   174661 ttgtgaaaaa cgtaagatag atacgtcaaa agtaccgcca cccaagtcat 
aaattacata
   174721 attacggtcg gtcgctaaat tactttcttg atctaatcca taagctacag 
cggcagctgt
   174781 aggctcattt aataaacgta atacatttaa acctgcaagt tgagctgcat 
cgcgagttgc
   174841 ttgacgctga gcttcatcga aatatgcagg aacggtaatt actgctccat 
taacaggatt
   174901 ttgtaagctg tcttcagcgc gagcttttaa ttgttttaaa atttcagctg 
agatttctac
   174961 tggtgttttg cgtccagcac gagtttcaaa agcaggcatt tcattttctg 
agcctactaa
   175021 ctcataaggg tgttgaaatt taatatctgc ctttgaacgg cccataaatc 
gtttaacaga
   175081 aacaattgta ttttttggat ctgcaatgat aaacggttta gcttcttcac 
cataatgagt
   175141 tgtattgtcc ccataatgaa cgatagaagg aagtaatctt ctattttgaa 
catcattgag
   175201 tactttaggt ttgcctgata acactgtcgc aactaatgag tgtgttgttc 
ctaggtcaat
   175261 accaatcgca atgcgatgtt ggtgtggggc actggattga cccggttcag 
caatttgcaa
   175321 aagtgccatg agttaaatcc cttgaaaata aagtagagaa agcaaaatta 
aaaatcgtcg
   175381 tctaaatcaa aactgtcttc atcatctaac agttgatctt ctgctttatc 
aatatcgttt
   175441 aaaacacgtt gaaagaaacg taacttacgt acggtatcgc gtgcttctgc 
ccaatcttct
   175501 tcactgtaat caattttgaa ttcacggacc aaaccatcaa tccattgttg 
tacttctaat
   175561 cttaaagtac gtaaatgttc agatgatgtc gcttcatcaa gttgttcacg 
aagttctaaa
   175621 gcggattgta gaaattcgaa atcactaata gattgatcaa gatgatgatc 
ttgcttttta
   175681 agagctaaaa gataagcagc gcggctatca acttgagaaa gcgttttaaa 
agcttgattg
   175741 atttcacttg atttgatcaa tgcttgatct ttatctgcgg ctttatctgg 
atgatattgt
   175801 tgttgcaaac ttaagaaatt tgatttcaag cttgccaaat cgatatcgag 
tgccacaggt
   175861 aaattgaaca actcaaaatg attcattaga aatgaggtcc acattaatta 
aatacattaa
   175921 aacagtgctg ttaaaaggca ctgttttaat gagaaaaagg aaaggagaga 
attaaacagt



   175981 gaatgactca ccacaaccac attcaccctt tttattagga ttgttaaatt 
cgaacccttc
   176041 attaaggcca tttttaacat agtccatttc taagccgtct aagtaaacta 
agcttttagg
   176101 atctacaaaa accttaacgc cgaattgttc gaaaatttga tcatgttcat 
cgatatcatc
   176161 tacaaattcg agaacataag ccaacccaga acaaccagaa gttttcacac 
caacgcgaat
   176221 gccttcaccc ttacctcggt ttttaaggta attgctaata tgagtcgcag 
cattttcagt
   176281 taaatgaatc atgaaaactc caacgtttat aatggtaaca aattaagctt 
ttgatttttt
   176341 actacgataa tcttcaatcg cagctttaat tgcatcttca gctaatacag 
aacagtgaac
   176401 ttttactggc ggaagagcta gctcagttgc aatatcaata tttttgattg 
cttgagcttc
   176461 atcaagagtc ttgcctttta accattctgt tacaagtgaa cttgatgcaa 
ttgcagaacc
   176521 gcaaccataa gtcttgaaac gtgcttcttc gattacaccg ttgtcattta 
cttgaatctg
   176581 taaacgcatt acgtcgccac atgcaggtgc acccaccata cctgtaccaa 
cattttcaga
   176641 gtttttgtct aaaacaccaa cattacgtgg gttttcgtaa tgatcaatta 
ccttttcgct
   176701 ataagccatt tcgcttctcc aaacctcggg gtcagcctaa tattaatatg 
agggttaaaa
   176761 cactaatttc aataattagt gttctgccca ttcaactgta gaaagatcga 
taccttcttt
   176821 gtacatatcc caaagcggag aaagttcacg taatttctca acagcggctt 
tggtaattgt
   176881 aagcacgtgg tcaatatctt cttcagtcgt gtatttacca aaactaaagc 
gaattgagct
   176941 gtgtgctagc tcatcagata aacctaatgc gcgaagaaca tatgaaggct 
ctaaagtagc
   177001 agaagtacaa gcagaaccac ttgatacagc agcgtcttta agcgacatca 
ttaaagattc
   177061 accttcaaca aagttgaagc tgacgtttaa atagttagca acgttttgag 
ttgggtggcc
   177121 atttaagaat acttgttcaa ggtcttgtaa accgttccaa agtttgtcac 
gaagtttacg
   177181 aatacgttct tgttctgcat gcattgtttt gcctgcaagt tcaaaagctt 
cacccatacc
   177241 aacaatttgg tgagtcgcta aagtaccaga acgcatacca cgttcatgtc 
caccgccatg
   177301 aatttgtgct tttagacgaa cacgtgggct acgacgtaca tataatgcgc 
cgatgccttt
   177361 tggaccataa attttatgag cagagaaact cattaggtca attttcatag 
tagataagtc
   177421 gatatcgact ttaccagctg cttgtgctgc atctacatgg aaaaacgttt 
tatttgcacg
   177481 tgttaattca ccgatcgctg ctacatctgt aactgtacca atttcattgt 
ttaccatcat
   177541 aagagaaaca agaatagtat ctgggcgaag ggcagcctta accatttcag 
gagtaattaa



   177601 acctgtttgt ggttctggct ctaaataagt gatttcaaaa ccttgttctt 
ccaattcacg
   177661 gcaaggatct agaacagctt tatgttcaat tttacttgta atgatatgtt 
tgcctttaga
   177721 tgcatagaat tgagcaacac cttttagagc aaggttgtct gattcagttg 
caccagaagt
   177781 ccaaacgatt tcacgtgggt cagctttaat taagtttgcg acttgctcac 
gtgcatattc
   177841 aactttttct tctgcctgcc agccataagc gtgggaacga gatgcagcat 
taccaaaggt
   177901 accgtcgaaa gttaaacact ccatcatacg ttctgcaact tgcggatcta 
ctggagtggt
   177961 tgctgcgtaa tcaagataaa ttggacgttt catatcaaat acctgtaccc 
gataaaagag
   178021 ctgaatctgt gccagttaca ttttggcgta atgcaacagt ttgaacgttg 
tctcggctaa
   178081 tgaggttggc aagagtgatt ttagctaaat agtcggcaat atgatgagag 
agttcttgcc
   178141 ataaatcgtg agtaagacac attgcaccat tttggcagtt gcctttatgg 
tcacaacgcg
   178201 ttgcatcaac ggtttcattt acggcttcaa tgatttctaa cacagtaatt 
tcatcagcgt
   178261 ttcgagccaa atggtaacca ccatttgcac cgcgaacact agaaactaac 
ccatgacgct
   178321 taagttttgc gaacaactgc tctaaataag caactgaaat agattgacgt 
gcggcaattt
   178381 cggcgagcgt gatcgtttgt tcagttggct gcaaagctaa atcaagtaga 
gcagtcactg
   178441 cgtagcgacc gcgagttgta aggcgcatga ttcgatacac atgttaagac 
tagataatag
   178501 gattttatga atcccgacta aaatagtcaa gtttttttat ttttaattca 
agtgcaggat
   178561 caaattagaa aaaataagtt aagctaccca caaattatat atgaaataaa 
caataaatat
   178621 taggctaatt ataccaaagc acaagttaat gttccgttgg cgctgttgta 
aacgtgcaat
   178681 tcggttttga tactgtttaa tttcgacatg caacgaattt atttctgagc 
gttgttggtc
   178741 gattttttca agtaatggag caattttttt gcgagaggct agggcttcgg 
cttcatcatc
   178801 tggtgcgttg aaccactgtt tccagtctgc tagaagctta ggtaaagtga 
gatgcgaaat
   178861 taaatcgata agttcttttt tagtctctgc atccccatca attcgcatgt 
tattcaggct
   178921 acgttgattt gaaaaaacaa aaattttgat aaggtcaacg agagtactat 
taatttctaa
   178981 atcaatccga cggtcatatg agtgaatatc aaatagcaat cctttttccg 
taaactgcac
   179041 atagaaatcg aaaaatggca aatagctatt aatacggatt gttattttat 
tggcgataaa
   179101 ctttttcgct tgtaagcgaa gaacaccatc gtgggtgaga ataaatgaga 
aaaaagtttc
   179161 taaaataatt agaacaatat tcagcaacag acgtggatgt ttttgtcttt 
gttgcgtttc



   179221 actcataaaa gtttatcctt aaatattaga gattaattga gagaatgaga 
catcctatct
   179281 caaacttaac acaatgtcct gttaaatata tttacatgac atgattgttt 
tgtagaacag
   179341 tttcataaat gtatcaagtc ttgactttgt tattataaga atattttgtg 
gttaaataac
   179401 acttcgtctc tctcatccga tcaggagctt agatcaatgg ataatgcaaa 
catagaaaca
   179461 caagcagaag agcaaggaga aaaaaataaa tcaaaatcaa aaagttctag 
aaaatctgca
   179521 ttagatttta gaaagtatac gaaacaaatc tggttggcag gtttgggtgc 
tttttcacgt
   179581 gccgaagaag aagggaacaa actatttgac tcattagtca aagtagggga 
agagttagaa
   179641 tccaaaacag gtgatttagc agatacaact gttggtaaag taaccgaaaa 
agcaaaagag
   179701 tcggtttctg atacaaaaga caaggtcgag aaaattttag atacgagtgt 
aaaccactct
   179761 ttaaatagaa ttggcttggt cactccgaag gatttacagc acattgaaca 
actcctagtt
   179821 caactgcata taaaggtaga tgctttaatt gaagaaaatc agaaattgaa 
ggcaaaattg
   179881 aatgaaaagt aaaaaaatgt agggatttag caaatatata acagtttttt 
agcatttatt
   179941 tttgctaaaa gctctgctct agtattgcgt tttcccccaa agcattgcta 
taaaggcgtc
   180001 atggcctttt aaactatagc cttggacctt aaacaaacga tattaagagg 
atgttttatt
   180061 catgaataaa tcagaattaa tcgatgcaat tgctgaaaaa gggggagtat 
ctaagactga
   180121 tgcaggcaag gcactcgatg cgacaattgc gtcaattact gaagcactta 
aaaaaggtga
   180181 cacagtaact ttagttggtt ttggtacttt cagtgttaaa gaacgtgctg 
cacgtactgg
   180241 tcgtaaccct aaaactggtg aagagcttca aattaaagca acaaaagtac 
ctagctttaa
   180301 agctggtaaa ggtcttaaag attcagttgc ttaatctttt aagatgatta 
aacgcgccaa
   180361 tataggcgcg ttttttatta aaaatctgaa ttgaccaata ttgctcattc 
attcattgtg
   180421 gtttttcagt taaaattctc ctcgaaataa aatattggaa tacttatgga 
atcgtttcgt
   180481 acagtcatta agggttggct cggcaaagtc cttttagttt tgtttttgac 
ccctttagcg
   180541 cttgtaggta ttgaaggata ttttaatagg ggaaacaagg cagatgtcgc 
aaaaactgta
   180601 aatggacagg acatatcaaa aaaagacctt gaaactttaa cgcaaaggta 
taaagaacaa
   180661 tatttagctg ctgtaaaggg tgatgaaagt ttacttaatt taccggtaat 
tcaagccaaa
   180721 gctcttgata tattggtatc ccgtaatttg ctcattcaac aagctgaaaa 
attaggtatt
   180781 tctttaagcg atgctcaaat cgagcaaatg ttagctcagc agccaagttt 
gcaagaaaat



   180841 ggccagtttt cacaaaaatt atatgaaaat tatttgcgtt cgattggtat 
gacaagcgaa
   180901 ggcttaatcg ctagcttacg tcaagatcac gctttaaaaa tgttgacttc 
aacttttgca
   180961 gattattctt tagtgagtaa agttgattta atgcaaattg cgaatttgca 
aactgaacag
   181021 cgtacattgc atttggctag tattaagtta gacccttata aagctggttt 
aactgcatcg
   181081 aaccaagagg ctactgatta ctacaacaaa catcagaatg agtttaaaca 
gcctgcttct
   181141 gttgatgtag attatgttgt tttatctccg tctttaatgg ctaagccagc 
tccagccaca
   181201 gatgccgagc ttaaacaagc ttatgcaaag ttcgtagaaa ctcagcaaaa 
agatgctaaa
   181261 cgcatagtga aacatatcct tattacgaca gacgctcgtg atgatgcggc 
agctcaaaaa
   181321 cttgctaaag atgtatatgc aaaaattcag ggtggacttt catttgctca 
agcagcagct
   181381 cagttctctg aagatccaac ttctaagacg aaaggtggat tagttgaagc 
atatgcacct
   181441 ggtgttttct ctgatgcatt tgataaaact gttttaagct tgaaaaatgg 
tcaaatttct
   181501 cagccagtaa aaacacaata tggctatcat attattgaag cggagactca 
ggccaaccaa
   181561 attccttcat ttgaagctga gaaatcacgt ttaattgcag aagttgaaaa 
gaataaagtt
   181621 gcatctgttt attcagatac cgtaaatagt ttgaatgaaa cgattgttgg 
taatgattct
   181681 ttagatgctg ttgtacagca ggttaaaggt acaaaaatcg aatcattaaa 
tggtgtaact
   181741 ttagctactc aaaatccata tttaagtgat cctaacgtaa aaattaaatt 
gtttaatgat
   181801 gatgtgaaaa atggcgatcg taatgcttca tctaatattc aattagcgaa 
cggagatact
   181861 gtttgggtta aagtacgtga ctatcatgcg gctggtgtta aaccacttgc 
ccaagcaatg
   181921 aatgaagtaa aagctaaagt aattgatgag aaagcacgta aagcagctca 
agcgaaaatc
   181981 gctacaatgc tgacagaatt caaaactcag ccagctgaac aagttgtcgc 
gaaaaataaa
   182041 gttgcttttg aatcagcggg tgtatttact cgttcacaag gtttaaaacg 
tgcaattgag
   182101 cgtgcagcat ttagtgttcc tgagccaaaa ccaggtatgt ggtctgtaac 
taccgcgaac
   182161 ttaccaaatg agttagtggt tgtggctgtt tctaatgtaa attcagctgc 
tgttaacgct
   182221 atgcctgctg atcagttgca acaattaaaa cagctttacc gccaatctcg 
tggtcaacag
   182281 atacttgaag attacagcga atacttaaag tcacacgcta aaatcaaata 
aaatctatgt
   182341 aataaaaaaa gcgcttcggc gcttttttta ttattcctcg agattagtac 
caatataatt
   182401 ttgtctatat tgtttaggtg ataaatcaaa tactctttta aatgcctgac 
taaatgcggt



   182461 ttcggaagaa tagcccactt tatttgaaat ttgttgtatt gataaattac 
ttgtgcgtag
   182521 atattggcta gctaagcgga agcgataatg ctgtaaataa gtaagaggtg 
gttcaccaat
   182581 aatactatta aaaagattgg caaacttaga tcgtgacatg cagcattgtt 
cagctaatgt
   182641 ttcaacagtc cagcttattt caggttgact atgaattgcg gataaagcat 
tacttaattc
   182701 aggatgtgtg agggcaccta accaattttg ttgatctgac atttgttgaa 
tatgatcacg
   182761 aatacattca attaaaagaa tactgactaa gtgatcaata attttgtcat 
gacctggttg
   182821 gattttttgt gtttcgaccg ctaaaaagta gagacctatt tgcaaccatt 
caggaggagt
   182881 ggcctgattc tcatgttgaa tatgcataat agagggtaat gcattaataa 
gtggccctgc
   182941 catataagta tcgacttgac agcgcaagca gagtaatagg gtattttcag 
atgttgatga
   183001 gcctaattca attggatcgt ggcgatgtcc attaaataat ggagtaatat 
cgactggatc
   183061 tacaagttta cttgcagtag cttttgagtc tgtagcatga tgcgcttttc 
cagaaggaat
   183121 taaaataata tctccagctc ttgctgttat tttctctgac acatttaatt 
ggatatatac
   183181 agaacccgtt aaaacgatat aagccagtaa agcagattga tcttgtgttt 
taaaagccca
   183241 ttcaccttgt gcttttatat aaatatattc agacttattt aagtggatat 
catcaaaaaa
   183301 tttacttagt gcatccatgt ttacgtgatc aatcattatt ttaataaaat 
tatagtgagc
   183361 tataagaata gatcaacatg tgtttttagg acaaaaaagt ggaagaaaat 
gccaaagact
   183421 ttgaaatagg ttttttggac ggttacaact gttaagaaaa tagtatttct 
ttaactatat
   183481 agatatatag aaaaaggaaa tatgactatg aatgcaccag taaatgttca 
gcaagaactt
   183541 atgccagtgc cagcgtctat gcgtgagata gatcgtaagc gctatttatg 
gatgattagt
   183601 ccggctctac ctgtaattgg tttaggtatt ttagctggat accattttgg 
tccacgccca
   183661 ttaaagaaag tatttgcttt aggtggccca cttttattac acgttgtgat 
tcctgcaatt
   183721 gatacaatta ttggtaaaga tgcgcgtaat ccaaccgatg aagaaattaa 
acttcttgag
   183781 aaagatccat attattcgcg tttggtaaaa agttttattc cattgcagta 
tgcggcaaat
   183841 atttatgcat gttatttaac aagccgtaaa gatacttcat ttattgacaa 
aattttgctt
   183901 ggtatttcga tgggtgccat taatggtatt gcaattaata cagcccatga 
attaagccat
   183961 aaacatgatc gtatagacca tattttatct catcttgctt tagtgcctac 
aggttacaac
   184021 catttccgta ttgagcatcc atatggccat cataagcgtg cagctactcc 
tgaagatccg



   184081 gcatcttcac gtatgggtga aacattctat gaattttggc cacgtactct 
tatcggttct
   184141 tttaaatcag caattgaaat tgagaaaaat cgtttaaaac gtaaaggtaa 
agagttttgg
   184201 tcactcgata atgaattgct gcaaggctgg ggtatgagtg ctgctttcca 
tgcttctatg
   184261 gtaggaattt ttggtaaacg tacaattcct tatttagcaa cacaagcatt 
ttacgggatt
   184321 agcctattcg aaattattaa ctatattgaa cattatggct tattgcgtca 
gaaaaaagaa
   184381 aatggccaat atgaacgtac aatgccagag catagctgga ataataacaa 
tgtagtgacc
   184441 aacttattct tatatcagtt acagcgtcac tcagatcatc atgcttatcc 
aactcgtcca
   184501 ttccaagcgt tacgtcattt tgatgaagca ccagagttgc caagtggcta 
tgcaagtatg
   184561 ctgctaccag ccatgattcc ttcatggtgg tttaaaatga tggataagcg 
tgtatttgat
   184621 cactacaaag gggatttaaa taaagcaaat atttcaccaa aacgtcgtgc 
aaaaatcttc
   184681 aaaaaatttg gtgtagtcga taagtcctta gaagctacac aggctgaata 
attaaaaaat
   184741 atattcctga aataccgaac cctctaatca tgtgattaga gggttttatt 
tttgccgata
   184801 aatcatggtg ctaaaaagca aggaagttaa aaaactccct tgcaatattt 
ctattttagt
   184861 tcacttgaag attttccaag ctcacgtcgc gcaataataa gttgctggat 
ttgttgagta
   184921 ccttcaaaaa tatcaagaat ttttgaatca cgtgcccact tctcaagtag 
ttcatcttcg
   184981 ttatagccaa cacttgctgc taactcgaca cacttcaaag tgatttcatt 
gcctacacga
   185041 cctgcttttg ctttagcgat ggaagcttct tttgagtttg gttttttgtt 
gtctgccatc
   185101 caggtggctt tcagcataag taaccgtgca gcttcccatt cggcttccat 
tcggtaaatt
   185161 tgtgcagcaa ggttggaagt ttgcaaatat ggagtcgagt agtcaggatc 
aagctgatct
   185221 ttaaaaattt ctttaatacg ctctagtgat gctttcgcac aaccgattgc 
cattgctgca
   185281 actaacgggc gagtattgtc aaaagtttcc attactccgg caaaaccttt 
tgcaacatcg
   185341 acttcggcat tacctaaaag attttcagct ggaacacgac agtcagtaaa 
actaataacg
   185401 gctgtatcag aagctttgat acctaactta tgttcaagtc gttcaacctt 
cattccgggt
   185461 gtacccttag gcactacgaa tgacttgatt gctgctcgtc caagttttcg 
gtcaagtgta
   185521 gcccatacaa ctaccgagtc cgcacgttca ccagaagtta cgaaaatctt 
ttcaccattt
   185581 aaaatatagt cattgccatc tttagttgcc gtagtacgga tcgcagcaga 
gtcagaacca
   185641 cagcctggtt cagtaatcgc catagccgcc caagtacctt taaaacgttc 
tagttgctca



   185701 tcatttgcga ccgcggcaat tgcagagttt cctaaacctt gacgtggcat 
gctgagtaat
   185761 agcccagtat cgccataaca catttcaatg atgcctaacg ctgttgacat 
gttggttcca
   185821 ttacggactc cttcattatc agtttcacca cgttttcctg caccggcagc 
ccctgcatta
   185881 attccttcac caccttcatt catgccatca atgagtgaag cgagcatatc 
gagttctttc
   185941 ggataagcat gttctgcttt atcgtattta cgggaaatag ggcgtaatac 
attgatcgca
   186001 acatcatgtg cctgatcaat catcattttg aatttttttg gattttgtaa 
attcatgaaa
   186061 atatcctctg attgatctta agcatgtagg ccagaatgta aaattgcggt 
tgcgcgtaaa
   186121 tcacgatacc aacgttcaac agggtgttct tttgtaaacc catgaccacc 
taaaatttgt
   186181 acgccatctg ttcctatttt catggatttt tctgcgcaaa gaagacgagc 
taaatatgct
   186241 tcacgatgga aaggtttacc tgcttcggca agacttgcgg catttagaat 
tagcatgcgc
   186301 atagcatcaa tttcaattgc catatctgca atcatgaatg cgacactttg 
acgatgtgaa
   186361 attggttctc cgaaagcagt tcgctcattg gcatatttaa tacagtaggc 
ttttactgct
   186421 tcacaggttc ctacagccat tgcacaccac attaagttgc ctaaatctaa 
aaaggcggtg
   186481 taatcaaaat ctgttgcacc tagtcgtaga gcaggtgtat gactgaattt 
taatgtagct
   186541 gtctctgctg ctttgagacc catagcagga gtacttttaa tagaaatggt 
atcgccagct
   186601 tgtactacaa atacatccgg cttgccatta aagtctgcac tcaccaagaa 
cacatcagcc
   186661 aaatctccta aaatgaccaa tgttttttcg ccctctataa aatattgatc 
attttcaaga
   186721 gaagcttttg tttttaaaac ataagggtta aatgctggag tagcttcttg 
tacagcgaaa
   186781 gtggcggtaa tgtcggagtc ttctgcaaag caaggtaaat acattgactg 
aacttcagta
   186841 gaaccccaac gtgtaatggc attaataaca ctaaacgtac ttaagagccc 
tgctgtaaga
   186901 ctaaaatcac cttcagctag tttttcagca atcaataagt tacttacaat 
attttgttca
   186961 gcggcgacac cacctagtgc ttctggaaga gcgtaatagt ttaatcctaa 
atcttctaca
   187021 tattgccaaa ggctttctgg aaattgagct gtctgatcag catcatgagc 
taatcccaat
   187081 aaaacttctt gagcaaattg agacattgcc tctgaagtca tttgttgttc 
ttcagttagg
   187141 cttaaatcaa ataggttttt cttctgttga ggcaggcgtt gttggggaat 
ttgcttaggt
   187201 ttaaatgctt tctgagtctg acttaatgct ctaaaaccag cttttgaacc 
ttggtaaaga
   187261 gacctttcaa gaaatttacg tagtttgagt tgatcaagta catcgcttcc 
agctagtttt



   187321 gtgatcagcg ataaacccaa cccttgggct ttattgatca tatttgtcat 
gattatggtg
   187381 tcctaacaca ttgttattgt tttatgctga cacgctgtat aagaaaaaac 
tatgtcgttg
   187441 ctgacattca aaaaatgagt agataaatgg taaaagcaaa aaaggtttta 
ttctatattt
   187501 ttgattttat aaaataaaat aagtttttaa aaagaactat tttgtttgga 
ttgactagaa
   187561 tgacacggaa tcattctagt cttaataata ttaagcaaag ttacgaatca 
tacgtcgtac
   187621 atttgttttg gcatcaataa cagtcataaa tgtatatgcg ccaataaact 
tacggctaat
   187681 aaacataaat tcttttggag gaaccgagaa atatcgagac gccattgatt 
tgcttgcttg
   187741 ctgcataaca cgactatgta actggctctt tttccagtca taacgttcat 
gttcatccat
   187801 caggccagct ggcatatctg gattatttgc aggcgtactg aatgcttctg 
tcgcaagtaa
   187861 aaacacatcg gccatgccgg gtttaatact ttcaggcatt gcatcgaaaa 
actcatatcc
   187921 agtcattgct tggaccatcg catgtttatc atgctgataa cccgcttgta 
taagattacg
   187981 cgcaactgag agtaaatgtt catcgaactg acggatcgca ccaaagtcta 
atagtacaat
   188041 tttatcctga atgtcttggc cattacctaa acgaacaagg tagttaccaa 
agttagggtc
   188101 agtttgcatt tcaccccatt caaaaatctc acgaactgca atctctagtg 
aagcttcacc
   188161 gagttgattg cgacgttctt gaggaaggga aagcatgact ggactattaa 
ttggcacgcc
   188221 acgttcaaag gtcatacata agacttgatc ggtacagtat tcatctacaa 
ttgtagggac
   188281 gatatagcgc tcatcatctt ttaaacgctc agcaaagcga cgtgttgtgg 
ctgcctctac
   188341 gtgataattg acttcacgat gcatcatttc acgtacttca tcaaaccact 
gatcaaactc
   188401 acgagtttga ggaaccatac gtgtaagctt aagcatgttt ttaaacagac 
tcatatcgga
   188461 gtcaattgca ttcgcaacac cagggtattg aatttttaaa actaactcta 
aaccgtctga
   188521 cttacgtgtt gcgcgatgaa cttgtgccag agaagccgta ccgataggct 
catggtcaat
   188581 tgttagatca tttaacttag aacctagttg ttcttgtaaa tgaggtttaa 
ttgctggcca
   188641 gtctaaagca acagtttggt tatttaaggt atttaaagct tgagtaattt 
cttcaggtaa
   188701 aaaatgttca ccataaagcg ccatcatttg gccaatcttg acaatagaac 
ctttaagttt
   188761 gccaatttca gaaacaagat aattagcttg ctcgctcatt gcctttttac 
gcttcttctc
   188821 tttttcttct tcactagaaa agagggaaga ggcacttgca gtagcccaac 
gtgttcctgc
   188881 cagtaaagaa gctttcgcga ttgataagcg tcgatccatg gaagaagttt 
ttaaactctt



   188941 aagcttatcg ttctgatttg acatgaaaat agaatcctat gcgcatcatg 
cagccaaacg
   189001 ctggtgatct aaaattgtaa cgaatattac atgttttgaa cgtattaaaa 
tagttccctc
   189061 agactgaatg gtgagttgaa agtctcattt tagattttaa ttttctaaaa 
atagcctaag
   189121 cgttagagag aaaattaaaa tatccaccac tcagaaaaat aaaccactac 
aaaacgtcgt
   189181 attagatgct aaccgtaaaa ttacatttta aattgaattt tcaattcagc 
cttttgcatt
   189241 aaatgtatac gattagcttg aatatgttga ataaccattt gcttgacgga 
atcatgcata
   189301 aaaccaagcg catgagcctt tacaataatg atgctaggca gtgtatagaa 
aaagtactta
   189361 acatcatcaa aagtcgcatt attaaaaatg ccttgttcga ttaaggtctg 
ctgtaaaaat
   189421 tgcttttcat ttaatacatg atctgaagac tcatcccaaa aacggtgacg 
cattgccatc
   189481 agattattgt gtttgtaact cataaattcg ccagttcaga ctttaaatct 
caactaaata
   189541 tattggagtc atctactcaa tatcaagttt agattgtttt ttgttcggtg 
ttcgtttgat
   189601 ttttcatgta aatgatgtaa atagcctaag taaattttaa actttcctta 
aaataaatat
   189661 aatcaatatc atttcactaa attttaaact cctatgactc ctgcatgtag 
actgttaaaa
   189721 agtaacaaaa tcgaattttc tacccatgaa tatgaacatg acgcaaatgc 
taaaagtttt
   189781 ggcttagagg ctgctgaaaa attaaacctt aatgtaaatg aggtgtttaa 
aacacttctg
   189841 gttaccgatg agaaaaatta ttttgttgcg gttataccag ttaactatca 
actcaattta
   189901 aaaaaagtag ctacggcagt ggggtgtaaa aaactacaga tggcaaatcc 
taaagatgcc
   189961 gaacgtttaa cagggtactt agtgggtgga attagtcctt taggccaaaa 
gaaacgtttg
   190021 aagacagtaa ttgatgcctc tgcacaagag ctcagcaaaa tttatgtaag 
tggcggtaag
   190081 agagggttag atattggtgt aaatcctaaa gatttagcac aaatattaac 
ggcgcaattt
   190141 gtagacctac ttgattaaat ttatgaaaag gtgactactt attaatttaa 
gcaggagtgg
   190201 gttggctcaa atcgggtttt ataatgaaaa cctattgtaa atgagaatat 
tatcatttaa
   190261 tactattgtt aaatttagtg aagaaattta cattaagtag tcactcttag 
aataaacata
   190321 tttaatttca aaaagttatt aaaaaaagaa aaattattca gcatgttgaa 
taatgaaatg
   190381 ataataatta tcattaatat tattcttagc cttacattga ctgagtagaa 
aaatcataaa
   190441 ctaaatatga ttaagcagtt gtttttaaca aattgttaaa aagaaatttt 
tttaaaacaa
   190501 aagcttaaga ttctgaatag gatgtagtca gatgcaagaa cttgccaacc 
gattggcgat



   190561 acaaaatttc gtcaacgctt atatgcaaga gactggcaaa ggatatttac 
tttcttttga
   190621 ccaacaaagt tcaactcaac aagcgtttag ctctggtttg acgctgttaa 
ctcttcctct
   190681 tccttctata caagcagaat gttctgtacc tttatcttat gtaagtcgtg 
taggacgcca
   190741 tcgtctcgct gctttaccga aaatgtgtat tgatggtcaa tggcaaaaaa 
tcagtgcagg
   190801 aaccattgtt agtcttttac ttgaagagtt ggttattgaa tctcaattca 
aattagatgc
   190861 tgcttcattg ttagagaaat ggatacaaag ccgggacgcg ctactacaat 
tcttaaaaca
   190921 acgccacaat gatttcgatg atttagtaaa ggctgggcag aattttattg 
aaagtgaaca
   190981 ggcattaatt ttgggtcata gtatgcaccc agcgcctaaa agccggaatg 
gttttgttca
   191041 tgaagattgg ttgaagtttt cacctgaaca tgctggaaaa acccagttac 
attattggct
   191101 tgttcatcag aattatattg ctgaaggttg tgcaactgag cagccaattt 
cagatcaagt
   191161 taaagacgca atccgttggt atttgtccga aagcgattta aacctgttaa 
agactcatgt
   191221 tgaatttaaa ttattgccac tacatccttg gcaagctcgt tatttacaag 
gtaaaccttg
   191281 gtttgagcaa ttaaaacaaa caggacagtt aattgatatt ggtttacgtg 
gatggcaatc
   191341 ttcaccgact acatcaattc ggaccttagc aagttttaac gccccttgga 
tggttaaaac
   191401 ttcactatca gtcatgatca ctaattcaat tcgagtgaat ttggcaaaag 
agtgtcatcg
   191461 tggcgaaatt tcttatcgtt tatggcacag tgatttaggt aaaaaaatat 
taaaacagtg
   191521 cccaacattg aaagcagtta atgatccagc ctggatagct ctgcaaatag 
acggcgagat
   191581 tattaacgag acaatttgta ttttccgtga tcaaccattt gcagtacagc 
aacaagtcac
   191641 ttgtattgca tctttatgtc aagaccatcc aaataaagag ttaaatcgtt 
ttaatgcttt
   191701 atttgaccaa attgctcaga aaaatcaaca aacgaatttt aaagaaattg 
ctttggattg
   191761 gtttgatcat ttcttgaaga ttggcttggc tccgttaatg tatgtttatc 
ataaatacgg
   191821 tatggctttt gaatcgcatc aacaaaatgt attgcttgag ctagaagatg 
gtttaccgaa
   191881 aaatctctgg ttacgtgaca accaaggctt ttattatatt gaagagtttg 
caactgaaat
   191941 tgtagaagca ttaccagatt tactagaaaa agctcatgcg gttggtccta 
aagattttgt
   192001 ggatgaacgc tttagttatt atttctttgg caacacttta tttggtttga 
ttaatgcaat
   192061 tggagcaact ggctatatct ctgaagatga actgttaatc catttgcaac 
aaaatttact
   192121 tcaattatta gagcaatacc cagatagtac attattacag ggtttattgt 
ttaacgattc



   192181 tttaccgtat aaaggcaatt tacttacacg tttacatgaa ttagatgagc 
ttattgctcc
   192241 attagaacat cagtctgtgt atgtgcagct accaaatcca ctgtacgttg 
aacagaagga
   192301 tgtgagttat gcttgatttt attggaattg gactggggcc gtttaattta 
agtctggcta
   192361 gtctgttaca tgataaaagc gagctgcaat atcgcttttt tgatcagcgt 
gagaaatttg
   192421 actggcatgc tggtatgcaa ttgcccaatg cgatgttaca agttcctttt 
atggctgatt
   192481 tggttagtat ggttgagcca accagccctt ttagtttttt aaattattta 
aaacaccatc
   192541 aacgtttata taaattctat tttagagaaa atctgtatat accgcgtcag 
gaatataatc
   192601 attattgtca atgggttgta gaacaactta accatattga gtttagtagc 
catgtgctgg
   192661 atattaaacc gattaaaggt ggatttgatg tggaggtagt gtgtaatggg 
caccaccaac
   192721 attatcgtac tcgacaattg gtattgggag tgggtacaac tccacattta 
ccagaaagct
   192781 tacaacagat ttactcaaaa tcaggaacct gcctgcattc atcagaatat 
ttacagtaca
   192841 gctcccagaa gttatcagga aatgtagttt taattggttc tggacagtct 
gcagcagaaa
   192901 tttttttaga tctatttgat cgtcagtata tgaatggtcg aactacacca 
gactttcatc
   192961 tttattggtt aacccgttct gctggtttct ttccaatgga aaatacacca 
ttcggtttag
   193021 aacattttag tccggattac atgcattatt tttaccattt accttcaggt 
ttaaaggcag
   193081 agttaccagc gcaacaagca aatttatata aaggtattag cagtaaaacg 
atacgtgata
   193141 tttatgagcg tttatatcat cgtagtatcg gtggaatgcc tacagatgtt 
acgttggctg
   193201 gacatcatca actgcaatat gcagagctct tagaaaacca gaaaacaaag 
ttgtgttttg
   193261 aacaccgtca gcaaaataag aattatattc tggaggctga ttgtgttatt 
gcagcaacgg
   193321 gttatcgtta tccaaaccct aagtttctac aaaatttaca atctttaatc 
atacgagatc
   193381 aggccgacca ttggcaggtg ggttcaaact ttaaagtcaa ttatcaaggt 
gagggatcta
   193441 tatttattca aaatatggaa gtttatcacc acggcgtagg tacgcctgat 
ttaggcttag
   193501 gagcatatag ggcagccaca attgcaaatc aattggttgg tgaagagcta 
ttcaaacttg
   193561 atcattctca gtcattccaa caatttggag tgaatgcatc agcgcaagaa 
gaagtttctg
   193621 ttcgcaatat tgcagcctca aaaataactg agttttcaag acccttaaat 
aaatcagggc
   193681 caatgcatca ttctgctttg ggagcgtatg cacgaagtaa attatctgag 
catattgaat
   193741 aagctaaaca gaggatatgt gtatggaacg ttcttctgtg tccgcggctc 
aacctcatga



   193801 gcaaagttta caacgctacg tacttctgac ggttatgctt ggtacaggta 
cggttagttt
   193861 aaataacagt agtttcaacc ctgcaatacc tcatttaatg tcctattttc 
aggtaggtga
   193921 ggtatgggca agttgggtcg ttgttgcctt tttattagca atgagtatca 
gtttgccttt
   193981 agctggtttc ctaagccagc gttttggtaa gcggtcaatt tatttaattg 
ccttattggg
   194041 gtttgctttg gcttctacag caggtggttt atttaatcag tttgaatcgg 
tgttgattgc
   194101 tagagctctg caaggctttt gtagcggatt aatgattcca ttatctcttg 
gactaatttt
   194161 ttcagttacg ccaagtgaac aacggggaag tacgacagga ttatggggtg 
ccatgatcat
   194221 gctaacctta gcagttgggc ctatgctcgg agcactggtt ttggtatggc 
ttaattggaa
   194281 ggccttattt tttatcaatt tacctgttgc ttgtctggca ttaattttag 
gctatgtttt
   194341 tctacctaaa gagcaagggg acaataagca agagtttgac tgggcaggat 
tcttttttct
   194401 cggttcaagc atagttttat tacttgggac actgagccaa atccatcaaa 
ttcaggactt
   194461 acttcaacct ctatatggtg tgcttttagt tctaagtgtg ctgcttttta 
taagatttat
   194521 ttttgtacaa aagaataagt ctatgccatt aatcgagcta gctttgtttg 
ctacgaaggg
   194581 tttccgctac agcttagtca tttgtgtggc acaaacagta ggcttattta 
ttggcatgtt
   194641 gctcattcca ctatggatac agcaccttct aaagttaagc ccgctttgga 
ctggttttgc
   194701 gctaatgagc agtgcagtag ttaccggtat ttgtagtcaa cctgccggaa 
aatatctaga
   194761 tcgttacggt gctgcaaaaa tcatgtctct tggactaatg attactgtgg 
cttcttttct
   194821 tttgcttgct tgggcacctg tacaaaatgt ctggtttatt gtgttttgta 
tgatattaca
   194881 tggcttagga atgggacttt cttatatgcc atcgactacg gcaggcttga 
acagcttacg
   194941 ccagcagcaa cagcatctag ttactcaagc ggccgctcta aataatttat 
tccgacgtat
   195001 ttttgctgca gtggcagtcg ttattgccgc gttatatctt cagctaagac 
aacaatcatt
   195061 gccgttaaat actcaagcaa tatttacatc atttcacact atgcaggaaa 
tctttgtgtg
   195121 ttgtgcaatt cttatacttt gcactttgcc tttcgcatgg cgttttcctg 
aacagtacag
   195181 aatcgaccaa ttaaagaaat aggattaata aaaatgggac aattacatcc 
agttttatca
   195241 aatacacatg tgattcaaaa tgctttacag gcttggcagc atccaaattc 
ggatcaggca
   195301 aaatatgttg agcaacgtgt tattaaacaa ttacttcaag ctttaatttt 
tgaagatatt
   195361 attcattcag aatatgatgg aaaaaatttt attatagaag tacaaaatag 
tcagggccaa



   195421 accattcgtt atgtcgctgc agggcaaaga caatatagtt acaagctggt 
acgtctcgtc
   195481 cgcaatcagg atgtatttcg tcaagatgaa aacggtcatt atcagattgc 
tactttaaat
   195541 ttagttattg atgaaattct tagaaccata accgatgcag caaaagttga 
agattttatt
   195601 tttgaattaa aacgaacatt tattcatgat ttacagtctc aagcatgttt 
tgatcactat
   195661 gctttgccgg caattcaata tccatatgat attttagaat catatttaat 
ggatggtcat
   195721 ccatatcatc cgtgttacaa gtcacgtgta ggttttagtt tacaagacaa 
tgtacgctat
   195781 ggggtagagt tcgcccaacc aatcgccttg gtctggttgg ctgtgcatca 
ggacattgtt
   195841 gcaaaaaaac attcagaaga tatagagcca gatttatttt ttaaggagca 
attgaattca
   195901 caagaccaag agctattcct gcaacatctc tcagatcgtg atttgaaggc 
tgaagaatat
   195961 atttggattc cggttcatcc ttggcaatgg gaaaaccatt taatttctat 
ttttgctgaa
   196021 gaaattctaa atggcaaaat tgtttattta gggcaaagtc aggatcgcta 
tttagcccaa
   196081 caatctctac gcactatgac taacttgcag catccggaaa agccttatat 
caaactgtcc
   196141 atgagtctaa ctaacacatc aagctcacgt gttctggcaa aacatacagt 
aatgaatggg
   196201 ccaattatta cagactggtt gcaacgttta attaaacaga gcaaaaccgc 
ccaagagctt
   196261 gattttgctg tattacatga agtgtatggt ttaagcgtgg attttactaa 
attgccaaaa
   196321 tcacatgctc aacaggccta tggcacaatt ggatgtctat ggcgtgagag 
tgtgcatcaa
   196381 tatttacgtg aaggtgaaga tgcaataccg ttaaatggcg tgagtcatat 
ccaaaaagat
   196441 gggcaagcat taattgcgcc atggttacag caatatggtg ttgaatcatg 
gacacgtcaa
   196501 cttttgaaag ttgtgattac tcctttgatt catttacttt ttgcggaggg 
aattgcaact
   196561 gaatcacatg gccaaaatat tattcttgta cataaacaag gttggccaac 
gcgagttctt
   196621 ttaaaggact tccatgatgg tgtgcgctat agtccagcac atttagcaca 
ccctgaattg
   196681 gctcctgaac tcgatcagtt gccgcctgag catgcaaaaa ccaacagtat 
gtcatttatt
   196741 ttgacagatg atttaaatgg tattcgtgat tttagctgtg cctgtctgtt 
ttttgtcgct
   196801 ttaaccgata ttgcaatatt tttaaatcaa aactttgatc ttccagaaaa 
aagtttctgg
   196861 caatgggctg cggaagtcat ccaaaattac cagcagcaac atccagagca 
tgcttcacgt
   196921 taccaattat ttgatgtttt tgccgaaaaa ttacgcattg agtcattaac 
taaacggcgt
   196981 ttatttggcg atcgtagtat acaaattaaa tttgtcgata acccgttagc 
tccttttaaa



   197041 ttgcaggtga agtgagattt atctatgaat gcacttcagc ccgtttatca 
agtaatggac
   197101 caaggaatct tacaggattt tatcaatagt cttctggttg aaacgattat 
ccctgaacag
   197161 tttatttttg attttgcgac tgcccaaact gcgctaaatc aacatggcaa 
aaatcttcaa
   197221 gaagtattta aaaacacgtc tgaacaattt tcttttgtgc tattacacga 
agagagtcgg
   197281 caaggcttgg tcatgtttgc ggtacaaaaa ggtattactc aagcctggaa 
gcttgctaat
   197341 gaaacagaag tttttctatt ggaacgcaca aatgatcatg ttcagatcaa 
tgtgattggg
   197401 ataatagaac tttttgagtt tattcaagcg ataggtcttt ttaatcattg 
tagtgctgat
   197461 aaagttcaag ccttttatga gcagctgcaa aaatgtttaa agcaatatca 
tttattacaa
   197521 cagcatcggg taaatgcaca tgatttattg aatcaaagct tggcacatag 
attccgcatt
   197581 ttagagcaat atgcaggtta tcgggaccgc ccatatcatc ctttagccaa 
attaaaagaa
   197641 ggtctcagtc agcaagagta tatgcaatat tgtccggaat ttgctcaaga 
attatctatt
   197701 cattgggtgg ctgtacataa ggataaaatg atgtttggtg atggggtaga 
aaatattttc
   197761 aaacaacagc caagcgaaat ttttattcct cgtgctgagc gatatcaatt 
aaaacaggaa
   197821 atgtttcaac gtgggttaaa tgaaacccac attgcaatgc caattcatcc 
ttggcaattt
   197881 gagcatttat ttcccaagtt ctatgcggat gatattgccg acggcatttg 
tcatcctttg
   197941 aattttatct ctaaaggaat gtatgccagc gcgtctatgc gtagcctctt 
atcaaaaaat
   198001 gttttagaag aaagtctaaa attaccgata ggaattaaag ctcttggttc 
attaagattt
   198061 ttgcctattg tgaaaatgat taatggtgaa aaaaatcaga aattattaca 
gcaagccaag
   198121 gcaaaagatg ctgtcttaaa acaaaaatta tggctttgtg aagaaacaca 
atggtggtca
   198181 tatttacccg agaagcaaaa tgatcggaca gcagacaatg agtggttatt 
tgtagagaaa
   198241 cctacccatt tggcagctca gcgccgtcat attccagctg aattattgca 
agaaccttat
   198301 caacttatac caatggcaag tcttggacat acaattatgg gtgagcctgc 
catttttgat
   198361 tatattttgc agcttcaaca caaggacata aactccaagc agatacttat 
cgagtttgag
   198421 aaactgtgta catgtttctt tgatgtaaat ttgcgattat tccgcttagg 
gcttatgggt
   198481 gaaattcatg ggcaaaacat atgtcttgtg ttgaaaaatg gcgaatttga 
tggattgatg
   198541 ttccgtgatc atgattcatt acgtatttat ttaccttggg tagagcaaag 
cggattgaaa
   198601 gatcctaatt atttgagtcc ccatgatttt agaaatacgc tttatcatga 
atcggtagag



   198661 gctctgttat tttatattca aactttaggt attcaggtta atctagggtg 
tattgttgat
   198721 aatttagcga gtcattatca aattgaagtt aaggatctat ggtctgtact 
tgctcatgcg
   198781 ttacagcaag ttattcaaaa tctaaacttc cagccagaga ttttgactca 
gctccaacat
   198841 ttactatttg aagtgcctga atggccatat aagcagttac ttcgaccttt 
gctagaacaa
   198901 gatacacgga ttggtagtat gccatcggga attgggaaaa cccgaaaccc 
cctttggtat
   198961 gccttaaatt gttagtgata tctgacgatg aatatgtctt ttaaaataca 
ggcagagaag
   199021 tgcgcaactc tgcctatatt gcaacagcgt ctgaaattaa atgttcaaat 
actacctgaa
   199081 agttcaacga ccttagattg tctgttgaat gatgatgtat gtcgacaggt 
gttacaggat
   199141 tttgcaacac gtattcatgc taaaaatcta acttgtgcga cctcattgtt 
tgtcaaatat
   199201 tggtgtacaa gttggatctt acctttttta tattgccatg cggctgtttt 
gccatttgta
   199261 aaatgggata gttcagcatt agttatagac ttgccggaac aatggtattg 
ggataggact
   199321 ttacagttaa accaaacaag tttttattct tttcagatta tacatttgca 
agagtttaat
   199381 gacttgatag aacaactgaa tgtgctattt aagcagttag cgaaaatagg 
tcgcgtacct
   199441 tatgtattac tctgggaaaa tgtagctgtt cgagtagtac agttttatca 
ttcttttaca
   199501 aatcaaaatc taaatccgga tatacagtct cggttagaac agcaaaaaca 
attctttaag
   199561 tcaaaagctg ccgaaagttt ttatttaact gaaaatccat ttgtgcgttt 
atggaatgga
   199621 tggcatccag aatttaatac ttttatgaga caaaaatgct gtttctattt 
tcagctcgaa
   199681 gaggctgagc agaccttatg ccgtaattgt cccttacgtt taaaagaaat 
cggaaaattt
   199741 aaagatgaat caaattgata cttctaaagc acttgttaca gcatataaag 
aaatagcaac
   199801 ctctactatt ggtcatgtac ttgatcaggg atatattcca caggtatttc 
ccttaagacc
   199861 tgaagataag gtggtaggga ttgtacgtac ggttcggatt gagtcgatca 
atgcgagtgg
   199921 tttaagacaa gtcttgatga gttgtcaacc aaatgaagtt ctcgttattg 
atgcaagata
   199981 tgatctacaa cgtgcttgct ggggagagca aaggagcgta gccgctatac 
actgtggtct
   200041 ggctggcgtt gtggtcttag gtgctattac agatcggcag gctttactta 
aactcaaact
   200101 tcctatattt gctcatacaa ccagttgttt aaccactcgc aatgaagggg 
aaagtctcgt
   200161 tgaaatagat gccaagattc atattaatca taccattgta caaactggag 
atctgattgt
   200221 aggggatgca gatggaatat ttataataaa aatggatgtg gcacagcaat 
atttagaaga



   200281 atttcaaatg cttgagcaaa atgaacaaaa taagaaaaat gaattctttt 
taaaaaataa
   200341 catagatgac tattattttt aataaaaatc attctcatta atgttcgtat 
ttagtatgat
   200401 gtcgtgcctc ttgaaaaatc gttgagtaac atttgggcta gggagaaatg 
gaaaaaatga
   200461 atgtaaacaa taagattggg gttaaatcac gtaatcacat acgttcaaaa 
caagtacttt
   200521 ttaagatgac accttgttgt cttgccatat cggctatttt tgcacagcag 
gcttatgcag
   200581 aaaccgtaac tcaaacggct gaggtaagtg aaaatgcaac acaaaaacca 
gtaacccaat
   200641 tgcaaaagat tgtagtaact gcgactcgta caccaaaaaa tattgcagag 
attgcgggta
   200701 cagttcaatc tattgatcag aaacaaatta tccagcaagc tacggcaggt 
cgtaaagttg
   200761 ctgatattct tgctcaactt gtaccatctc ttgcatcaag tagtggaaca 
acaagtaatt
   200821 atggccagac aatgcgtgga cgaaacgtat tagtcatgat cgacggtgtt 
tcgcaaacag
   200881 gttctcgcga tgtttctcgt caattaaata gtattagtcc tggtatgatt 
gaacgcattg
   200941 aagtaatttc gggtgcgact agtatttatg ggtcaggtgc tactggcggt 
attattaata
   201001 ttattactaa aagagcagat acatctaaac cacttagctt tgaaacaaaa 
gtaggcatta
   201061 catcttcgga tacattccgt agtgacggct tagcttatga agtcggacaa 
tctgtctcat
   201121 ttaataaagg caatatggat ggtttcttag gggctaattt tacaagtaga 
gggtctcaat
   201181 ttgatggaaa tggcgataga atttccttaa gcccttggca aggtagtacg 
atggacactg
   201241 atactatcga tgtaaatggg cgtttaaatt tcaatttaaa tgatactcag 
acattgagct
   201301 ttggtgccca gtactataaa gataagcagg atactgacta cggacctgat 
tactcttatt
   201361 taccgacaac ctctaagagt aatgatgcta caacgccaac ttataaggca 
attaaaggtt
   201421 taaagcttag taatccatta tttaccgagc gttatgttgt taattcacag 
tatcaaaatc
   201481 aagacttttt gggccaaata ctaaatgttg aagcatatta tagaaatgaa 
aaatcacgtt
   201541 tcttcccata tggcctatca aataaatccg tgacttctgt aaaccagtct 
caatcagaaa
   201601 ttgaagtagc tggattacgt tcaactatgc aaaccgatct taatatcgcc 
aatcgggata
   201661 tgaaaataac ctatggcctt gattatgatt gggaaaaaga taagcaattt 
gttgatattt
   201721 tggcaactca atatccttat ttagtgtata cgccaacagg ccaacgtaaa 
ggttatggac
   201781 caaacactga aattcaaaat attggagcat ttgttcaaag cgattatgca 
gttacggata
   201841 aattgaactt gcaagcaggt attcgttatc aatatattca agcggatact 
gatgcttata



   201901 ttcctagccg agagacaaca atggttccgg caggatcaac acatgatgat 
aagccgttat
   201961 ttaatttagg tgcagtttat aaacttacag atgcacaaca gctatatgct 
aatttctctc
   202021 agggcttcag tttccccgac gtacaacgta tgttgcgcga cgtttctact 
tataccgttt
   202081 caacagcaaa tctacagcca attacagtaa atagttatga actaggttgg 
cgtttgaatc
   202141 aggatgatgg cttaaatctg ggattgactg gtttttacaa tacttcggat 
aaaactgtcc
   202201 aattcaacaa tcgtgcagca aaggttgtag atacagatca aagagtatac 
ggggcggaag
   202261 caactattag ttatccattt atggaaaatt ataaggtcgg tggcacttta 
ggatataccc
   202321 gtggtcagta taaagacgtg gcgaataaat ggcatgaatt aaactcattt 
acggttgctc
   202381 cagtgaaagg aacccttttt gctgaatggg ataataatga agggtatggt 
gttcgtgttc
   202441 agatgcaagc tattaaagga acaaataaag cttataaaga tgaccgtgaa 
ttagccgcat
   202501 ttgcaacaac tcaagatgaa gctttccaaa acgctgtaaa gaatgatgcg 
aatagtgctg
   202561 cgcaaatcaa aggttatacc actatggatg tattagcaca tttcccggct 
tggaaaggtc
   202621 gtgtagattt tggtgtttat aacgtgtgga accgtcagta tcgaacagta 
tttgctcagc
   202681 aagcagccgt ctctaatgct aatccgttgt tagcaatccc tgcagaaggc 
cgtacttatg
   202741 gtttaagtta tacttttaac tattaatgca actaacgaaa gagatgcctg 
tatagagcag
   202801 gtatttcttt caatcaaatc tggcatattt aaatttttaa ggccatttaa 
atgagtcatc
   202861 taaaaaaaca agaaaatttt aattttacct atagcaggat cttttttatc 
tgtttagccg
   202921 cttattgcta cagttcatgg ctcagccttg ttttggccaa atggttacct 
tttgctaaag
   202981 cagagaatgt ttatttttcg gtatttatca gttttatctt ttttattttt 
tatattgtct
   203041 ttacgagttc cattttatca aaactatggt tttggatgat caatagctta 
ggcgtagtgt
   203101 tattagtgag ctattggcta ttagctaaat ggggagtggc ttaaatgaat 
tttcgtcaaa
   203161 ttcaggcaat actacacagt tggtttggaa ttattgttct ttgggttatc 
tttttcattt
   203221 tttttacggg ctctattgct tattttcgga cggaaattaa tgtttgggca 
cagccagaag
   203281 caatcagcca tattcaaaca atcccttctg cacaacattc tgcgcaaatt 
gcgtttaact
   203341 atctcaacca acatgcacca aatgccaaaa gatggcgagt cacagtagcc 
aatgagcgga
   203401 tgcctgtgaa cctacttcaa tggcaggata aaaaggggaa acatcaagag 
ctacaaaacc
   203461 ctaataccgg agagctattg gggcctgtaa ggaagacttt gggtggagat 
ttctttttca



   203521 aactacatta cacgctttat cctttgccaa gcacgttcgg tagcttagtt 
gtagcagttg
   203581 ttgccttaat tctattaatt agtttaatca caggtgtgat tacgcataag 
aaaattatta
   203641 aagagttttt tacatttagg gcttttaaag gacagcgttc tttattagat 
cttcatcaca
   203701 taacaggagt tatcactttt cctttttatt tggtgatggc ctttactgga 
ctgttgattt
   203761 tattttatct agttttacca tgggggttat cggaacaata tggtaaagct 
ggtataccta
   203821 agttctataa tgaaatgcag tttaccgagg tggcaaaacc tcgagaacct 
tccttaacag
   203881 aagcgatgca accttttaat caattcatgg cacaaatgcc taagcgaaca 
gaatctggag
   203941 ctattttaga taaatttgaa gttcaaaagc ctaatacagc cgatggcgtg 
attacatttg
   204001 actataacta taaaaatatt attaccttaa atactcctca atatattttt 
gcaacaaata
   204061 cggctgaacg actcaatcag ccacgaaatt taagtgcaat agcacaatta 
ggttcatcaa
   204121 gttatgggat tcatttaggt tactttgctt ctatctggat gcgttttatt 
tttgcttgtt
   204181 taggaataat cggatgtgtc atgttggttg caggcgcatt actatggcaa 
aaaaagcgca
   204241 tcaaagaaca aaagaaattt ggatatagat tagtaagaca tttgaacttt 
tttactttct
   204301 tagggctgcc ttttgcctca gccttttatt taatggttag tcggattata 
cctgcttcat
   204361 ttgagccgag ggaactatac gaggtttcag cattttatat agcatggcta 
ttaagcttat
   204421 tgattagctt tagctgctca ataaggaagg gaataatcat catgctatat 
attacggctg
   204481 ctgttttatt ccttattcca gttattagtg tcgttctggt gccagaagcc 
tctttattaa
   204541 atagtctaaa gtctgtgcat tggtctcttg tcggtgttga tctggcgctc 
atactgctcg
   204601 ggctattcta tttagtagta ctacgcttct accaaaccaa atttattacg 
ttaggagagg
   204661 ccaaatgagc tttgcatcat tattttgggc tattgctgcc ataatgcaag 
catgtatgct
   204721 cagccaattt ggtcagaaaa agcttcaata tagctggctt aaaagtacat 
ctagacgaat
   204781 tttatatgga acaaccatat tatttttgct tagttcattg tttttgaatt 
gctcctttga
   204841 aggaagctca gtaggagtct tatcatggtt ttttgccatc atcacaaccg 
ctttcttttt
   204901 gcaaattatt gttttttatt tttttagaaa atattttatt cctatttggt 
taatggtaat
   204961 cgtcgttgca attattttct cgattgttga gttggtacct taaatattag 
caggggaaag
   205021 ctgaattttt tgtccataat ttatgcaata aaaaaaatag taaaaataag 
cttgcatctt
   205081 aaataaaaat gattatcatt atcaattata ggttatgtca tagcaaggac 
cgttataatg



   205141 cttacgcttt cacaaaagct cccagattat tttgaatata ttgaaaatga 
tgttagctac
   205201 tcattacgtc aggttcagta tcctcaagat ataccactat tacaccgctg 
gatgcatgag
   205261 ccacacgtta ttcctcagtg gcaattaaat aaaagcgaaa tagaactcaa 
agtttatttt
   205321 gaaaaaatgc tagctgatga tcatcaacgt ttaatgattg taggaatcaa 
tggtcaagac
   205381 gtgggttatg ccgaaattta tgaagggaag cgtgatcgcc tagctcgtta 
ttataaaggt
   205441 gaagacaatg atttaggttg gcatttacta tttggggaga aatctgcttt 
tggtcgaggc
   205501 tttttgcgcc caacaattcg tttattgaat ttctatattt ttgaaaattc 
cccaacaaat
   205561 agaattgtag gagaacctga tcatacagtg aagccttatg cggctgtagt 
agaagacatg
   205621 tgctatgaag agcagggctt aattccaatg ccggaaaaaa cggcaatgtt 
gtattactgt
   205681 ttccgtgaaa agttctatga cagatttttt gagttatacc aggcatcgca 
acaaaaatta
   205741 cagcaaaaag cgagttaatt tctggtatgg gtagacctgc aagacataat 
aaaaacaatg
   205801 caggtctgtt tagcagtaaa tggacctaag aaaaataaac atgatcagcg 
cataaaaaga
   205861 agaagcaaaa gtagcacgcg aggaaggctt gctacttttg tgcttaaaac 
tcagtttcag
   205921 aattatctat attgttcaac ctttttgagt ttttaactct tctcagtaac 
agattgctta
   205981 tatttttgat taaaaaataa ccactaatgt ttcatttatt atcatcctgc 
cttttttagc
   206041 aattttttgt ataccctgaa taaaacatga tcaaaaaaga ggtaaaaacg 
tgcttatttt
   206101 tcatggaaaa cctgttcatg gagctatctt cgatatggat gggacaatgt 
ttgatactga
   206161 acggttgcgg tttcaaacat tgcaacaggc atctcaagaa ctcattgggc 
aggagttttc
   206221 acacgaatat ttaatgcaat gtttggggtt aagtgcgact acagcggaaa 
agcttgcaca
   206281 acgtttatac ggagtagatg ttccatataa ggaaattcga aaacgtgccg 
atgagatgga
   206341 actagaacat attcgaaaac acggcgtgcc tattaaaaaa ggtttggttc 
aagttctaga
   206401 gcgtttaaga aaatctggtt taagaatggc tgtggctact tcaagccgta 
gagcaattgc
   206461 cgaagaatat ttaattaatg caaatgttta taaatttttt gatgtcatta 
cttgtgggga
   206521 tgaagtagaa caagggaagc cacatccaga aatcttttta aaagcggcta 
gtcaacttca
   206581 tttagacgct aaccagtgtc ttatgtttga agattcggaa aatggtttaa 
cttcagcaca
   206641 tacatcaaaa ggtttaacga ttttattaaa agatattaaa gaaccaaatg 
atgaaatgct
   206701 ggaaaaagcg catttttatt atgatcagat gtatgacttt ttaaccgatc 
ttgatcaatt



   206761 tatccctgtt atggacatgc cagaaatgca ggaacctttt ccgcaaagtc 
tgaatcagct
   206821 tactgttgga atacatggtt tcggtgctat tggcggtggt tatatagcgc 
agatcttgtc
   206881 acattgggat ggttatacga aaccaaaacg tataattgcg tcaacacgaa 
atagtctttt
   206941 ccgcgaagct gtaaatgcgt ttggaaccta tagtattcgc tatgggcaat 
tttcttatga
   207001 tgaacgtatt gagaatatga gcattgtgga ttctgacaat gaacaacaaa 
tgttagagat
   207061 gtatactcat tcaagtttga ttgcattatg tttgcctgag caagcgatcg 
aatctgaatc
   207121 aaagataatt gcaaaagggt tatatgcgcg ttttaattcg caacttgaaa 
catgtataga
   207181 acctttaacc tttctaatta ttttaaataa ggttggtgcg aaatatttgg 
ttatgaagca
   207241 tcttaaagaa gctctactag agttaaccaa cgatgaagat gtaaccgagc 
atattttaaa
   207301 agagcattac ttttgcgaca ccgtagttaa tcgcatggtt tcaaaacttt 
ctaatcagaa
   207361 tttatatcgt caacttcgta ttaaacataa ttttcttgaa cagcatttag 
aagatgtgga
   207421 gcaagaagac caaatcgaaa ttgaagactg taataaacta actccagatc 
aactaaatca
   207481 ggcttctatc tatgttgata acatgcgccg taatttccag ccgggacata 
tcttacaaag
   207541 catggattta atcttgttcc atagcgaaac tgatatgcca atctatgtag 
agaaaggcag
   207601 tcctttactt gaaaagttgc gtcaggtggt attggttgac caaattactg 
acattcaact
   207661 cattaaaaat cgtttatgga atggtgtaca tgcaatgctt gcttggtatg 
catctttaat
   207721 gggttatgaa tctattggtg ttgccatggg tgatcattta gttaaagcat 
ttgcagagaa
   207781 cttaattgca gaagtgaagc agggacttgc tattgtatta cctaactatg 
caaaagatct
   207841 agatcgaatg tcacaaagtt ttctagactc atgtgaatat gcatttaaag 
atccttgtca
   207901 acgcgtagct agagatccac tacgcaaact caatcataat gaacgtgtca 
tggcatcaat
   207961 tgctgtgaat attcgtcatg atttgcctta taaaaactta ttaaaaggtg 
ctgctttagg
   208021 ttatgcctat gcgattcaat ttttagaaat tgaagagact aaagctgttg 
aacatctgca
   208081 gcaacaaatt cagaacctag acttgagtac agctcaaaga agacagcttg 
aggctgagtt
   208141 ggttcaactt atccaatatt tgttttctga acaaggtaaa caacctttgg 
acattaagtc
   208201 gaacaatacc aaaactacat caactcaata tgtttgagct tgcttattga 
attaacctca
   208261 acaattgaaa ggcaaacatg ttttaataca aaacttgaat gattttgaat 
taaaactgtg
   208321 ctgttaaaac cctccacact catggtgcca acacctatac gggattatcc 
cgaatggcac



   208381 cttgggcgtc aaaattacac attgtggtat ctagaaatta atgatcagaa 
attagttcat
   208441 tatctagatc aattgcgtgc gtatttttca gaatttctag tagaacctaa 
tcaccgtcaa
   208501 tatcatgtca ctctgtttat atgtggattc ttgacccatg aaaataaagt 
tcatggtgat
   208561 gattttagtt ttactgaatt tgagcagcat aagaaagttc taaaacaaga 
aaattttgca
   208621 ccattccaat taaaaattgg ttcagttgat agctttagta gtgctttatt 
tgtagaagtc
   208681 caagacaccg aaaatatctt atctcacata cggcaaaaat taggcacagt 
ttctaatgaa
   208741 attgccgctt tagattactg tccgcacatt acattgggtt tgtataagaa 
agactatagt
   208801 agtaatttga ttttacaaaa aatttctcaa ttacctgtac aatacacaca 
ggctgaattt
   208861 gatcttaaag ttgagcattt aatctttggc tattatcaag cccaaacttt 
acaaggtcag
   208921 ctgtatccgt atgagcattt gtttttaggt gattcatgtt gcaattgatt 
ttaggtggtg
   208981 cccgttctgg taaaagccga ttggctgaac aaacggccat atctatgcaa 
ttagctgtca
   209041 cttatgtggc tacggcacaa gcgcttgatc cagaaatgca aagccggatt 
gtccatcatc
   209101 aaaatcagcg tcctgctcac tggtctttag ttgaagaacc attattttta 
gcaaaaactc
   209161 tgcaagaaat tgatcgaccg aaccaaatta ttctggtgga ttgtttaaca 
ctttggctaa
   209221 ccaatttgtt acttttagaa gatcaaaaca ttcaacaatt tgagtgtgag 
cagctgttaa
   209281 gagttttacc cacacttcag tcagaaatta ttttagtaag taatgaaacg 
ggtttaggcg
   209341 ttgtgccact aggtgaaatt agccgccgtt ttgtcgatga agcaggaagg 
ctacatcagg
   209401 ctttaggaca aattgcagat aaagttgtgt tttgtgtggc tggttttcca 
atgattttaa
   209461 aaggtgagaa ataaaaatga actggtggtt acaatctgtg cagcaaccta 
atttagatac
   209521 aaaacaacaa gctgagcaac atcaactcca acttaccaaa cctacaggtg 
ctttagggga
   209581 tctagagcag attgcaatca cacttgccag tttacagtca aatacgcatc 
cacaagttaa
   209641 ccatccatgg attacaattt ttgcaggtga tcatggcgta gttgaagaaa 
atatctctgc
   209701 atatcctcaa gctgttactc gtcaaatgtt gcaaaacttc acaactggcg 
gtgcggcaat
   209761 tagtgtcatt gctaaatatc atcaagctca tttgcaagtg attgactgcg 
gtacagcagg
   209821 cgaagcatac gaatatgcag gtgttgaacg tcattgtatt cgtgccggca 
cagcaaattt
   209881 tgccaaacaa gctgcaatga atgctgacga gtgccgtgct gccttagagt 
tagggaaaaa
   209941 aagtgtagat actgctaaag cgaatggagc agatatttat attgcgggtg 
aaatggggat



   210001 tggaaatacc tgttctgcct ctgctttagc atgcctttta ttaaatgata 
ctgccgagca
   210061 attgactgga gtaggtacag gaattggtgc tgatcagtta agacataaaa 
ttgaagtaat
   210121 tgaaaaagca attgaacttc atcataaaca tgtcattggt gatgtcttca 
aaacactatg
   210181 tgctgtaggt ggtttggaaa ttgcggcaat tacaggtgct tatatccgct 
gtgcgcaagt
   210241 gggtttacct gtgattgtag acggttttat tagttctgta gccgctttat 
gtgctgtgcg
   210301 gatgaatcct caagtgcgtg actggatgct ttttggtcat caatcggctg 
aatatggaca
   210361 tcgccgtatt ttacaagaac tcaatgctga gccgatttta aatatgaatt 
tgcgtttggg
   210421 tgaaggtagt ggtgctggcg ctgctttggc attggttaaa atggcttgcg 
ctttacataa
   210481 ccaaatggct accttcgctc aagcggctgt aagcggaaat aaaattggct 
aaatttagga
   210541 ttgatttgct cagacatgga gaaagccagt atagccatac cttacgtggc 
catttagatg
   210601 ataagttaac agcaaaaggt tggcagcaaa tgcaggcaac cattgagcaa 
gttacagacc
   210661 agacatggga tgtcattgta agctcttcat taaaacgttg tgcttgtttt 
gctgagcaac
   210721 tggccaaaac agcagaactc cctttacttg taaatcatga cttaaaagaa 
atgtattttg
   210781 gtgaatggga aggcgtctca actcagcaaa tttatgaaac ctcacccgaa 
ttattggcaa
   210841 acttttggca aaaaccaagt caatattgtc cacctcgcgc agaaacatta 
aaccagtttc
   210901 aaacaagggt tcttaaaggt tttcagaatt tgctggagca gatgcaaaag 
caaaacttac
   210961 agcatgcttt agttattact catggaggtg tcattaagct attggcttgt 
ttagccagac
   211021 aacagcctct agatgactta cttaaaatgc cggcagagct tggaaaatta 
tattcactcg
   211081 aattttttga aacagatggt caattaactt ttaagttaag atagtagttt 
tatattttta
   211141 tacacttgta agttattatt tttaaaatgt tattttagcc tgtgtaatat 
aactgtcatt
   211201 gctagtatct aagctattgg catttcttat taatcacaca tctggcttat 
gaatatttta
   211261 tttaaaacaa ctgtgcttgc agcatcatta ttgctcgcgg cttgtaataa 
caatgatgat
   211321 caagaagctc aaactgcacc atctacaaac ccatcaaaat attatcaaac 
gaaaacgcct
   211381 taccaacctc aacaagactt aaaaagctat gaacaagcgc cgactgggtt 
ccagccagtt
   211441 tttacagagt tagtggcacg tcacggttcg agaggtttat caagtctgaa 
atatgattta
   211501 gcactttata atttatggaa acaggcgaaa gctgaaaatg ccttaacgcc 
actaggtgag
   211561 caattaggtg ctgatttaga agcaatgatg aaagcgaata ttttgttagg 
ttatggtgtt



   211621 gaagggatcc gtcagtacgg ttatggaaat gaaaccatga caggtatttt 
agaacaccgc
   211681 ggtattgccg atcgattatt acagcgcttg ccaactcttt taaatgcgca 
ggcgtctata
   211741 ttggtacaaa gttctggagt agaccgtgcg gtagatagtg ctaaattttt 
cactgctgaa
   211801 ctcattaaac aacaacccca actgaaagat aaaattgttc cattgtctta 
taccaattta
   211861 tcaagtgaaa acgtgccgag tgttgaagat ggcggcgttg atcgttttaa 
actttatttt
   211921 catagcttga atgcagacga agacttagct caaccattga gtgttagcca 
acaaaaaatt
   211981 tatgatgcaa gtcaggctta tcaagatttt gaagaaaata ataaagattt 
agctcaaaag
   212041 ttagatgagt taacaaaaaa tactcaggct gaaaaaactg cccaactggt 
actcagccca
   212101 atttttaaag ctgacttcat taaaaagctc gataccactg gttatagctt 
tagcaatgcc
   212161 ggatcattta cagtaacttc gccgaaaggt gagcaaatta cagaaaaagg 
taaggggaaa
   212221 aatacaattg ccagcgcagt tgatgcagcg gcttatattt atgaactcta 
ttcaatttct
   212281 ggtggtatga aagatgagtt aaaaggtatt gattttgata aatatatgcc 
tttggaagcc
   212341 gcaaaatttt atgctgaatt taatgacgcc aatgattttt acgaaaaagg 
cccaagcttt
   212401 acagaatcaa atcaagtcac cagtgaaatc gcccaaggac ttaaacaaga 
tctgttccaa
   212461 caagttgatg ctgtggtgaa taaagcccaa ccttataaag cagttttacg 
gtttgcccat
   212521 gctgaaatta ttattccttt agcaaccagc ctagatttgc ataatatgat 
gcagccgtta
   212581 ccactacgcc agacttataa ttactcgaca agtgcatggc gtggtgaagt 
agtttcacct
   212641 atggcggcaa atgtacagtg ggatatttac caaaatagcc aaggcaatac 
tttggtaaaa
   212701 atgctttata acgaaaaaga aactttgttc aaatctgcat gtaactatgc 
acgttataca
   212761 ccaaccagtt tttactacga ctacatcaaa ttgaaacagt gctatcaaat 
gcaatagatt
   212821 ttcagttttt gaagtcttta atgggaatag ggattgctat tcccattttt 
atttcttcat
   212881 aattcaattt gtttttaaat atagaccagt tagagacttg gatatgacac 
ctttttggat
   212941 agcattgcaa tttttaactg ttctgcctat tgagctaaaa acaataccaa 
cggcgcaaca
   213001 aaatagtcga gctattctgt tttatcctct agttggtctg attattgggg 
gcatactttt
   213061 tcttgttacc tgtatttttg ttaaattacc cgctctttta cttgctgcaa 
tcgtactcgc
   213121 tttatggatc tggctaacgg gcggattgca tttagatggg ctagcagata 
ctgccgatgc
   213181 gtgggtaggt ggttttggag ataaactacg tactttacaa atcatgaagg 
atccaagttg



   213241 tggtccaatt ggagtcctca gcttagttat catatgtttg ctcaaatttt 
cactgattta
   213301 tgtgttgatt gaacagcatc aatctttatt tttaatatgc attcctatcc 
ttgggcgtgt
   213361 ggtgccatct attatgtttt taactacacc atatgtccgc gaaaaaggct 
taggccgttc
   213421 tttgacagac catttaccca aaactgcttc atggataata actgggttcg 
ttctgttatt
   213481 acctttgtat tgggagtggc aagggcttat tgccatcatt ggttttttaa 
tcagtcttgt
   213541 ttatttaaga catgtgttta taaaaaggat tggcggtatt acaggggata 
ccgtcggtgc
   213601 agcgattgaa ataggagaaa ctgtactgat gtttactttt gtcgtaagtt 
atttttattt
   213661 agtttgatgt taaattccac ctcaataaaa taaaaaaagc cctcaaaaaa 
tgaggactta
   213721 attttcaatc ttaaaaagat gaattagcgt tttggtaaaa cttcttttaa 
agcttcatgc
   213781 atttcaagca atgtcttttc agtagtttcc cagtcaatac aaccatccgt 
tactgattta
   213841 ccatattcaa ggtcacaaag attgtcagga atatcttggc gaccaccttt 
tagatgactt
   213901 tcaaccataa tacctacaat tgacttattg ccgtctaaaa tctgttcagt 
aatgttttta
   213961 agaacaagcg gctgtaagta cgggtcttta ttcgagttag cgtggcttgc 
atcaatcata
   214021 attttgttgc tcacttttgc tttcgctaaa gcgttttccg cttctgcaac 
agaaccagca
   214081 tcgtagtttg gtttaccgtt accgccacgt aataccacgt gtgcataagg 
gttacctttt
   214141 gtattaatga ttgaaacctg accgtcttcg ttaagaccta agaagctatg 
accatattta
   214201 acagactgca tggcattggt tgcgacagtt aaaccgccgt ctgtaccatt 
tttaaaacct
   214261 actggtgatg atagaccaga agacatttcg cggtgagttt ggctttcggt 
tgtacgtgca
   214321 ccaatcgcag accaagaaat taagtcttga tagtactgtg gagagttagg 
atcaagtgct
   214381 tcagttgcac aaggtaaacc tttttcattt aactcaagca aaagtttacg 
gccaatacgt
   214441 aaaccttttt cgatgttaaa tgagtcattc atatccggat cattaattaa 
gcctttccag
   214501 ccaattgtag tacgtggttt ttcaaaataa acacgcataa ctagatataa 
agtatcttta
   214561 accttttcgc ttagcgcttt taggcgatca gcatattcgt gagcagcttt 
tggatcatga
   214621 atagagcaag gaccaataac gacaaataaa cgtttatctg aaccatctaa 
aatattacga
   214681 atagtttcgc ggccttttag aacagtttgt gaagcaacat cagataacgg 
aagttctgat
   214741 ttaagctcag ctggtgttac aagagtttgg atgcttttaa tgttaacgtc 
gtcgatatct
   214801 ggcttggaaa cggaatttga atgtgtagtc attgctgtca ctggttcgat 
catactaaag



   214861 gttgttttgt gtactgaata taccatgaaa taattatgaa aatactacat 
ctcatggcaa
   214921 ttcagtttgg aaaaatccca ttgattttac tatctttcgg tcgagttgcc 
tgttttttca
   214981 gcaactactg cttgttgttg taccacagct gcttttggtt tggctttgac 
tgggtggacc
   215041 ataaagttaa caccaagagc aaatagtgta atacccaaaa ttttacgaat 
taaacgttcc
   215101 ggcatacgtg agctaattaa tgttccaata ataattgccg gaattgaacc 
tactaataac
   215161 cacataagca gcacaaagtc gacattaccg gcactcatat gcccaagacc 
tgcgactagg
   215221 gttaagagta cagcgtgtac gacatcggaa ccaataatac gaatcattgg 
taagttaggg
   215281 aacatgatta caagtgccat aattccaaag gcaccagcgc cgactgatga 
tagtgttacg
   215341 aatacaccca aaataatacc cataatcaca atataggtac gtttattttg 
aacagctaat
   215401 tgctcatttt cagtttgagt attctcttta tttcggaatt tattaaagaa 
cttttcaatc
   215461 cgagtacgga aaatgataga aacaccagtt aaggtcaaca taaagcctaa 
taccatggtt
   215521 aatacagctt tataatgagt tgactgactt aaataatgct caagtaccca 
cgcagtacca
   215581 aaagatgccg gaatactacc gaccgctaac cataaaacaa tcggccacac 
gatattaagt
   215641 ttttttgcgt gaaccatcga tccacagaac ttagagatcg cggcgtaaag 
tagatcagta
   215701 ccaattgcga tatgcggttc aatcctaaaa agaccaatta aaattggtgt 
cattaatgat
   215761 ccaccaccaa ctcctgtaat acctacacag aagccaacta acatacctgc 
caagataaat
   215821 tcaaaagcac cagacatctt tatcgccact tatcacgaaa cgcagatatc 
ttattccttt
   215881 tagagataaa cagttgtcat gaataatgat ttacttatgc aaaaaaacgc 
taagcaatca
   215941 aaaaaaagcc tattttgatg aaattttatt caaattcatg acttggatga 
tgattttaaa
   216001 gctctcaatg gattaagcca aagtatcagt aaaaaggtaa ggggggttgc 
aaagatccac
   216061 cagctgacaa aaccaattga aaaaccatat tttttgatga gaataaatcc 
gctcaacgca
   216121 aatagtaaaa aggccaatat cctcaacaat gaataatatt tttgagctaa 
aggtttgaaa
   216181 tgaccagttg atttcggtga gcgatatttt tcagtcgata tgaatagtaa 
atacatgcct
   216241 agtaaagtca ggacaaacac aaagaacatc atgaattcac ctcaatattt 
aacttactca
   216301 ggtttttttg aattttatct gaagctttat gttgaatagg cttaatttta 
agaaatataa
   216361 aaagggctag agctgcaaat aaccagaaaa atatatctat acgtgcaaaa 
tcccaataac
   216421 tactaaagtt ttgaatataa ttgtttttta gtaaataact tatattcaag 
acagggagtg



   216481 caatactaag cagaataaaa atacctagct gagtttgcca taaatattgt 
tttttagtga
   216541 tgagcgcaat aataaagctc atgagccaca cgaagaagaa actataaatt 
tcataattaa
   216601 cagtgggggc cgtgacagta aacaatcgat tcgcatacaa ataagcaaga 
gttgcacaag
   216661 gcaaacctac aaaggtagca acatttaaac ggtcaactaa atagtgcccg 
aaatgaaact
   216721 tactattttt attttgaagt tggcgtttaa ggctccaaag caacaagcca 
gaggcaatca
   216781 ttacacagcc taaaatgcca gagaaaaaca atcctaaacg aagtagaggc 
tgagcaaaag
   216841 ttgccatatg tagaccatat actcctgcat aaagtgtggc aataggacta 
tgattacgtg
   216901 tatcacccaa gactttagcg gttgtagcat ctaatgtgat ttgtgcttga 
ttacgggtaa
   216961 tagaatggtc ttcttgctga ataaacgtaa tttgagcctg attcgtattt 
gggtttttaa
   217021 cactcatggt tgctaaagtt tgatttcccc aacgctgttt aagttgggct 
aatagctttt
   217081 caactggtaa attctgtgca ggatgcggtg ttgtactttc tgtgactgtt 
tttgtacgta
   217141 tatcattgaa atattgatat ggattctctg gatagagttt ttgcattccc 
caaggtaaat
   217201 ataaatagaa gaaaatagcc aagccagtaa aagtaactgt taaaaagaag 
ggcagtgcaa
   217261 taacagatga aacattatga aaatctaacc atgagcgctg cgacttaaag 
gtgcgcaagg
   217321 taaaaaaatc ggtgaagatt tttttatgag taataatgcc tgagattaac 
gcaatcaaca
   217381 taataaaagc tgctaaagat acgaccaacc gcccaattaa tatcgggaca 
ccaaaaagtt
   217441 gataatggaa acggtagaaa aagtcaccgc cttcagtcgc agaaagtttt 
aattcttgac
   217501 cagtgtttgc atcgagggtt gcatttccat aactaccatc tggtttttcc 
caatacatcg
   217561 tattcaccgg actttcaggt gtagcaacag ttaaatacca agatttagca 
tctgaagcgt
   217621 gttcttgtaa gtattgatat gccgttttaa ttgccacatc ttgttttatt 
tcaaattgtg
   217681 caaggggtgg ttgcatccac aaattaattt catggcggta ataagacaaa 
cttcccatta
   217741 aaaaaatagc aaatacgagc catccaaaaa ttaaaccagt ccacgagtgg 
agccatgcca
   217801 tagattgacg tataccttta tgcataactt accgtccgtg tcacaataaa 
gaaaagggca
   217861 aataatgcga ttgataaaat ggtcagtcgc aataatgatt ggatgcagaa 
accaacaatc
   217921 gcgaaaaata cataaaacaa aatagaaatg aaggccgcca aatagatagc 
ttctggcttg
   217981 tctaagttca aatggaaaat ttcagttagt ccaagactta agtacgccat 
acaggcataa
   218041 cccataccga aaacaattaa gaatcgatag aaaactttta tgcgatataa 
catgggaaga



   218101 tttaaagttt tggacatatt tactgacaca taaaaaaata aaaaagaaag 
ccaaccccaa
   218161 attgggattg gctacgctat taatatttaa actttacagc aactgtatag 
ttggctgggg
   218221 caccataaaa agcctgccca tctgggaaac tatttaaata tttcttgtca 
aaaatattat
   218281 taccatttgc ttgaagcgta atatgatcat tgacttcata gcttgccatt 
aaattgacta
   218341 aagcatatgc atcttgtttg atcgtaccgt ttacatttga gtcatataac 
tttatcccat
   218401 cttgccactg taaacctgca ccaactttaa gcttaggtaa aactggcgga 
gtataggtag
   218461 ttagcaagtt aagtgtctgg tttggattgt atgttcttgc ttcgccacca 
tttttagtat
   218521 ctttaatact aaattgagca tagccgagag aaagatttac gttatcagta 
atttgacctg
   218581 atagaccgac ttctacacct tgcgattcta gatcactcgt tggtactttt 
cggttaagtg
   218641 ggtttccatc cgagttacgt aaagggtaat tgttttgttc agttttaaat 
actgaaagtg
   218701 tgcctgttaa acggtcatct agccatgagc tttttacacc catttcatag 
cttttaccct
   218761 caataggttt taaagcttga ttggtatctt tatcaatacc agtttgtgga 
cggaaaatag
   218821 aggtataact catgtaaccc gtatattcag gtgtaaaatt ataggttagt 
ccgacatatg
   218881 gagaaacttt actttcacta tatgacattg gtgagccata actttcgcct 
ttactctcag
   218941 cttgaacata gtttgcacca agtaaaagtt ttaaatcttc attaagatgt 
aaacgtgtcg
   219001 cggcataaat tgagttaata ttttgtttat agttggccgc ttctgtgaaa 
tctgaccaag
   219061 ttatagattg cggtgtccaa cttgcccaat cggtagtagt tgactttata 
acgttactat
   219121 cgttaatcgt tcctgtagat tgtttatctt gttgatgatt acgtacatag 
ctgtagccta
   219181 gagttgcttc atgttctcgg ttaaatagct tataggtccc ttcgagatta 
aaatctacag
   219241 catgtttttc ttgatgttct tgtccacccc aaggcgttag agaaacaccg 
gacccatcag
   219301 attttggata accatagtaa tagagaagac ggctattatg cttcgtatca 
agatagttgt
   219361 aagtcagttt agcattccat tggtcattaa gtttttgctt taattcaaca 
aaagcatttt
   219421 gtgtctcatt atcccaatgt gcccaatcag ggtttggatt atatgagcgg 
tcataggaaa
   219481 tttgtttacc gttggcatct aataaaggta gtgcacccca gttgtttgca 
ttaggtttat
   219541 tttgttcttg gctataacct gcggtaagta aagtgctatc tgttaaatcg 
gcttcaacaa
   219601 taccagcaaa gccgtttttt tccgcagaat atcggtctag gtaagaatca 
ccagtttgtt
   219661 catagcccat aatacggcca cgtacttttc cacttggtag aattgagcca 
gatacgtcag



   219721 cttcatagcg ctgcgtatcc catgaaccgt aacttacacc accgcttgct 
tgaaattctt
   219781 gtgttggacg ttttcgaata ttattgatgg ttgcactcgg atcgccaaag 
gcattagtta
   219841 acgagtcagc tcctttaact acttctacac gatcatagaa ataagtatca 
ggattcgtat
   219901 tgttatagtt ataacctgag aggggaaaac ccacgccgtc agttaatata 
tttgaaatct
   219961 caaagccacg agccatatag gtagttcgct cagtttcttg attagatact 
gttacaccag
   220021 gggtgttttt taaaacatcg cgagtactag taagaccaaa atcttctatt 
tgctgacgag
   220081 taacgacgtt aatggtttga ggagtttctt tagcctcaat attaagcttg 
gttgcactac
   220141 tcgaattttt aacattatat gctttagttt gttcagaaga ctgttcagca 
tttgatgctt
   220201 taacttgaat tgtctgtaaa gcttgtacct gtgcatcttg ggcataggtg 
aggtttgcat
   220261 aacaaatcgc gcaggcgatt acggtaagct taaatgatcg aggtgggata 
ttcataagat
   220321 taaagataat gtaaataatt ctcatttatt ttattgtttg taaatgtaag 
ctacaattca
   220381 aattgcattg ttaatttaga ttaaaagatg gtgaatgagt gtaattttag 
atagcttgtg
   220441 ctgtggccgc tcttggtaag tacatataga tcaagttcaa gattgataaa 
cctctatgct
   220501 agaatgcatt atttcaaatt cttgggtaaa tcgccttggc aaaccgaaaa 
cttaaaatag
   220561 gtattgtagt tggggaagtt tctggagata cgcttggtgt gaaacttatg 
cgtagttttc
   220621 gagaacaagg aatcgatgcc gaatttgagg gaatcggtgg tcctcaaatg 
attgctgaag
   220681 gttttaatag ttattaccca atggaaactc tgtctgtgat ggggattgtt 
gaggtattaa
   220741 aagacttaaa aaaattattc gccgtgcggg atggtttaat taaccaatgg 
actcaaaatc
   220801 cagttgatat ttttattggt attgatgcac cagactttaa cctcagactt 
tcgaaaagta
   220861 tcaaagaaaa gaatcttcca ataaaaacag ttcaatatgt gagtccatca 
gtttgggcat
   220921 ggcgtcaagg gcgagtacat ggcatcaaac aaagtataga tttagtactt 
tgcttatttc
   220981 cttttgaaaa agttttttat gaacaatatg aagttccagc ggcatttgta 
ggccatccat
   221041 tagctaaaca attaccgctt gagaacccta ttcaaattgc taaacaagaa 
ttgggtgttg
   221101 atgaaaatca aaaacatatt gctttgttgc ctggtagccg caaaggtgaa 
gtagaaaggc
   221161 ttcttcctat gctattgggg gcagccaata ttttgcatac aaaatatcca 
gatattcagt
   221221 ttttaattcc ggcaattaat gatgcgcgca aacagcagat tgagcagggg 
gttgaacaat
   221281 tagcaccgca gttaaaagca aaaattcata ttttagaaaa tacggatagc 
gaatcgaaaa



   221341 ttggtcgtat ggtcatgaac gcgagtgaca ttattgcctt agcatctgga 
acggcgacat
   221401 tagaagccat gctcatgcat agaccaatgg tcactttcta taaactgcat 
tggttaactt
   221461 atttaattgc taaattcttg gtgaaaatac cttattactc tttgccaaat 
atcatcgcgg
   221521 gtaaaaaagt aattgaagag ctgattcagg ctgatgcaac acctgaaaat 
ttagcggctg
   221581 aaatagaaaa actaatgaat gttgaaaccg ctcaaattca agtaatgcaa 
catttaacta
   221641 tgcataaaca gcttatttct ggaaatacag aagatccggt tcaagccatt 
ttgcaatgtt
   221701 tgaatagcta atttttaaga tttgattggc taattgcttt taatccagct 
aatgaaaatt
   221761 ttttaaaatg ttcaactaaa tcatgtaagg gcatctgagc aatattttta 
agtggctcag
   221821 gtgcttgagc attaggcccg gcaataataa gcatcatgca aggggtcatc 
acgcttaaaa
   221881 tacaaggtaa aacggccgga tcattttcat ctaagttcgc cacttgacta 
atcaactttc
   221941 gaataagaaa aaattttctc attccagtta attcaataaa acttaataaa 
tgctcagacg
   222001 gtgaaaacag ttcgcgaata aaaactttgc catgccaaac atctttttcc 
gtcaacttat
   222061 gtaataaagt ttcaagtaat aaactcaatt tttcttcggg agagtaagta 
ctttcaacaa
   222121 gttctagtaa gtattgttca tctaggtaat gggcatgagc ttccattaac 
actgcttgat
   222181 atagcccatc tcgaccatca aagtgataat taattgccgc taaatcgaca 
tttgctactt
   222241 tggcaattgt tttgtttgct gtttttgcaa aaccatattg ggcgattaag 
ggtcctgctg
   222301 cctcaataat tttagtcttt gtcaaatcac catcacttcg tctagatctg 
gacatgttta
   222361 aacctaattt tatttcatca taaaagtata tcttttattc aaagattaag 
gtaatttaaa
   222421 tttaaattga atttaaacta tgtaaatttg aatttaataa gaaggccaaa 
aagatgaata
   222481 aaaaagtgat tgccggcatt ttagttgtta tagctgtagt tgccatcggc 
ttttgggtat
   222541 ggggatataa tcataaaaaa caattagata atgatgtatt aactttatat 
ggaaatgtgg
   222601 atatccgcca agtttcactt gcatttgaac agtctggccg tattcagaaa 
cttttagttc
   222661 aagagggcga taaagttcaa gcaggtcaag tactggcgac tcttaatacc 
aatgcattac
   222721 aaattcaggc aaagcaagct caagcacaac ttaaagctca acaagaggca 
attattaaac
   222781 aagagattgg agcccgccct gaagaaatca cccaagcaaa agctcaactt 
gcgtctgccc
   222841 aagctgagct tgataaaacc aataaaaact tgcaacgctt acaaattttg 
gtaagtagta
   222901 ccgatggtcg agcaattagc caacaagaac tcgactatgc caaaagtaat 
caacatagtg



   222961 ctgaggcagc ggtccgtgaa agacaagcca atttagaatt attaattaaa 
ggtgcacgaa
   223021 aagaagaccg tgaagcgacc agagcacaat atgaagtgac taaggctaat 
ttagatttaa
   223081 ttaagtataa ccttactcaa gcagaactaa ggtctcctgt aaatgcagtg 
gtacgagctc
   223141 ggttgcaaga agttggcgac atgacaactg ctcaaaaggc cgtttataca 
ttagccttga
   223201 ccaatccaaa atggattcgt gtgtatgtaa atgaacaaga tttaagttca 
attaaaatgg
   223261 ggggcacggc tcaaatcatt catgatgctt atccgaatca gcctatgaat 
ggaaaaattg
   223321 gctatatatc ttcagtggct gagttcacac ctaaaacagt acagacagaa 
gagattagaa
   223381 caacacttgt ttacgaagtt cgggtgtatg tacatgatcc gaatgatcaa 
ttaaaaatgg
   223441 gtcaacctgt gacagtaaaa gtcccacttg ctttaagtga gaaagcccat 
gattgatagt
   223501 aaagcagtgg ttcaagcccg taatttattc atgactttta aagccgaaaa 
taaaaattca
   223561 gcagatatta gcgcaattgt tgatttgaat atgcaaatca aaaaaggaga 
acttaccgtt
   223621 ttagtcggtc cagatggtgc gggtaaaaca actttattaa ggttaattgc 
aggactatat
   223681 aaagcgagtt caggttctct tcatgtgctc gggtttgata ttgaaaaaca 
tcctcaagtt
   223741 gtccaagacc gtattagtta tatgccacaa cgttttggac tctatgaaga 
cttaagtgta
   223801 caagagaatc taaatttata tgccgactta cacggcgttc caaaaaatgt 
acgtaaccaa
   223861 agatttaaac gtttattgga aataacggat cttactcagt ttactcaacg 
tctagcaggg
   223921 caactttctg gtggaatgaa gcaaaaacta ggattggcat gtactctagt 
tcgttcccca
   223981 gagttactgt tgctcgatga acctagtgtt ggagtagatc ctttatcaag 
acgggattta
   224041 tggatcatta ttgaacaact tgttcaggaa gaaaatttaa gcgtaattat 
aagtaccgct
   224101 tatatggatg aagcagaaaa gtgcgcttac gtatatatca tgcatgaagg 
caaaatttta
   224161 agacaaggtt cacctgagca attaaaagcg ttagtacatg agcaaacatg 
gcaaataaag
   224221 ccttcagagc agattaagac tcggattgta caagcccagt tgcttggaaa 
ttctggaaag
   224281 attattgatg cagtgccaag aggagagcaa gtaaacttta ttagtcgcca 
aaaagaagta
   224341 tcaatagata ttttacctct ggggctagtg gcaaataggc gaccacctga 
actcgaagat
   224401 gcttttatga tgttgttaca acaaaatcaa aaacaacaaa tctctatttc 
tcagcaaact
   224461 tttcgatcag aacaaaacaa taattcgcaa tccgaccaag cggtcattgt 
agttaaagat
   224521 ttagtcagaa cttttggaaa ttttactgct gttgccaata cgtcatttac 
tgtacagcgt



   224581 ggagagatct ttgggttact cgggccaaat ggagctggta aaaccacgac 
atttcgcatg
   224641 ttatgtgggt tactaccggc aagtagcggt tacctagaag ttgcaggtaa 
aaacttacgg
   224701 acggcccgtg ctgaagcaag agctaaagta ggctacgtct ctcaaaaatt 
tgcactgtat
   224761 agcaatttaa ctgtgttgga aaacttaaag ttttttggtg gagcctatgg 
cttatcgggc
   224821 aaaaaactag atcaacaaat tgataaagct ttacagcaat atgatttaaa 
cccgcaaatt
   224881 aaaagcggtg atttacctgg tggttataaa cagcgcttat ctatggcggc 
tgcattatta
   224941 catgaaccag aaattttatt tttagacgaa cctacgagtg gaatagaccc 
gcttgcacgg
   225001 cgttcatttt ggtacaacat tggtaaacta gcaaatcaag gcattaccat 
cattattacc
   225061 acccatttta tggaggaagc agaatattgt gaccgcattg ccatacaaga 
tgcaggaaag
   225121 ttactagccc taggttctcc tcagcaggtc cgcgaattgg caagtaaaga 
taaacatatt
   225181 gttgatatga atgaggcttt tattgcaatt gtggaacaag cacgtgcatt 
aaggcatgcg
   225241 ggttaggaga cctacaatga gctttgcatt ttggagtcgc ttgaaagcct 
tagttcggaa
   225301 agaaactaaa cagcttcttc gtgacaaaag cagtctcgga attggcctag 
ttttgcctgt
   225361 tatcttaatt ttactgtttg gttatggact ttcttttgac ttgaaccaag 
cacaagttgg
   225421 tgttgtagtt gatcagtcct cgccgcaggt caatcaggtc ttagctggct 
taaatggatc
   225481 gcgatattta accagtctag aatttcataa tttgcctgaa gcaaaacagg 
ctattcgaaa
   225541 tggcaaaatt gatgcgattt tgcatttgcc ttcagatttt gcaagtcagg 
cccaacaagg
   225601 taacgcaaag gttcaattgc tattaaatgg tagatcgacc accatagcaa 
ctgctttaga
   225661 ggggtatgtc gcgggtgctt tggctaccgc gccatcaata caaattgatc 
gtagcccaat
   225721 attagcatct gcaagcgccg ttaaaattga acaaagaata tggtttaacg 
aatctggtaa
   225781 cagtacttgg tttttagtac cgggtttaat ggtactcatt ttaactttaa 
ttggcgcctt
   225841 tttaacgggt ctgcttattg cccgtgaaag ggaacgggga acattagaag 
ccttatttgt
   225901 cacaccagta cggccatttg aaattgtgtt ggcaaaactc attccgtacg 
ttgttgtcgg
   225961 catgattgat atcgttattt gtattgttgc tgcacatttt atttttgaag 
tacccatgcg
   226021 cggttcatta ttctcaattt tatctgcttc atttctatat ttaatcgttt 
cattattact
   226081 tggtttaact atatctggct ttgctcaaag tcagtttcag gcgagtcaaa 
ttgctttgtt
   226141 ggcaagtttt atgccagcac tgatgctttc cggatttgtt tttgatacac 
gcaacttgcc



   226201 tttggttgta caaattatta gccagttact tccagcgacg cattttatgg 
ttttaattaa
   226261 aactttattt atgggaggtg atgattggag gctatggttt aaagagtgcg 
gtattttatt
   226321 gggatatatc gttgttttga tatgtgctgt gaacttttca ctaaaaaaac 
ggttgagata
   226381 aagttatgtg gcagcaatta atcacgtggc tgaaacactt aagtttttta 
gtcaaaaaag
   226441 aattcttaac catttttagt gatcctgcaa atagggctat tctatttgta 
cctgccctga
   226501 tgcaagcact tttatttggc tatgcggcta cttatgatgt taaccatgta 
gattatgcaa
   226561 ttttagatca gagtagcgga cagatttcac atgagctgat ctcaaagctc 
gatggctctg
   226621 gtatttttaa gcgtgttgca acactggaat ataccgaaca aatcaaacag 
gtcattgata
   226681 accgtcaggc attgctcgca attacgatcc ccaatgattt cgagagtaaa 
ttaaacaata
   226741 accaaagcgc tcctatacag gtcattgttg atggcaggaa ttcatctaca 
gctatggtcg
   226801 cagggtcata tctaaataaa attattggtc aattcaatca gcaaaagttt 
aattcagctt
   226861 taccgattag ccttgaaaca agaacatggt acaacccaaa tcaggaatct 
cgttggagct
   226921 taatgcctgc attaattgca gcattaagta tgatgcagac attactttta 
tctgctttat
   226981 cagttgcgcg tgaacgtgag cagggtacgt ttgatcaatt attagtgaca 
ccgtatacac
   227041 cattacaaat tatgattggt aaggctttgc cgccgatttt tgtaggtttg 
atgcaatcga
   227101 ccattatttt attgattatt ttgttctggt ttaaaattcc aatgaatggc 
tctattggac
   227161 tgctttattt tggattatta agctttaacg tggctgtagt tggtgtgggt 
ttatcaattt
   227221 cagctttatc attaaatatg caacaagcca tgctttttac atttttattg 
attatgcctt
   227281 tgatgttact ttcaggctta ctgacacctg tagaaaacat gccaaaagca 
ttacaagtag
   227341 caacttatgc aaatccatta agatttggaa ttaacttagt acagcgggtt 
tatttggaag
   227401 gtgcaagctt tgcacaagtc aaattgaact ttttaccaat gattgtgctg 
gggatagtaa
   227461 ctttaccttt agcagcttgg ttatttagaa atagattatc ttaattatat 
tgattaaaaa
   227521 gccccatttt tatggggctt ttttaaatcg acttttatgc acgtacaatc 
agctcgtaac
   227581 ctgtatattt acggatatta ataacaccaa tatcaaaaat taaatattgg 
cccttaatac
   227641 cttgcaatac tccacgaatt tttggtgttt tatctaagtt taaagactta 
attttttcag
   227701 gatattgttc aactgggtaa acaaactcac gtggcaattc attttctagt 
aattcaaccg
   227761 tttcgttaaa ttcaagatct tggctaaatt cttcacgaat agtttgaatt 
ttaggagcga



   227821 attcttcaat taactgatca cgttgttcaa tcaaatttag aggctcagct 
tcgcctttga
   227881 gaagtttacg ccaatctgtc ttatccgcaa ttaaggaacc aaacatggtt 
tcaagctgac
   227941 cagataaacg acgtgaacca acttttaaaa taggtaaggc ttgagttgcc 
ccttgatcta
   228001 accaacgacc aggcatatgg ctaacacgag taatacctac ttttaaagca 
cttgaatttg
   228061 ccaaatacac aatatgaggc tgaaaacata cgctgtgcgc aaagtcatct 
tcacggcatg
   228121 tacccaaatg gtagtggcat gtttcaggtt tcataatgca aaggtcacat 
tccgcttttg
   228181 ttttaaagca tttaaagcag tggccttgcg agtaagactt tggtgtttta 
gcaccacaag
   228241 aggtgcaata aatattacct gtccattcga tttctagttc ttgtcctaaa 
ttaaaaggaa
   228301 gatcaatttc tgaacggtct aatacaaatt tgtattcaac atttgccttg 
gttgtctgtt
   228361 gatcagttac actagcatct tttaggcctg catgcatttt atggcaaatg 
ccttgtagtt
   228421 ccataaagtt taaactcaca tctttcaatt aagggttgca gttatggctg 
aacaaaatgt
   228481 catcacttct atgctagacg atttatcaaa cgaacagcct attcatactg 
cactttgtat
   228541 tggccagaaa attgaccaga ataacgcaat tcaatggcac tattttaccg 
taactgagct
   228601 gttaagtctg ccttttactc agcgttatga tttgggtttt gtattgtttg 
atactgacga
   228661 aatgcaggac atcagcgatg tgcaaaaatc acaattatta gtaaagctaa 
gagatttatt
   228721 agcaaaacga attgttgtcg tgagcaaacg cagtgatgaa caacttctgc 
gttctttagg
   228781 ttttacccaa cttattgata agactttaca tgatagtgat tttgctttat 
ggcaatttaa
   228841 tattttgacc tataagcatg tcccagactg gtttaattca aaattttggg 
caaatccgga
   228901 aaattggaat aaattccgtt ggtaaaagac cttgcaatct ctttcaaaat 
ttaacaattt
   228961 gatttttgct gtcttaacaa aaaaacgcgt atgctcatgt ataaaccata 
cataagagtt
   229021 actcatgaca aatttaagca acattgtaga agttttggct aagcaagctt 
taggtgggaa
   229081 tcagcaagcg tcaggtcaag gtggtttagg tggaatttta ggttctgtat 
taggacaaat
   229141 gggtggtaat acttcatctg gtgcccaagg tggtcttggt ggagtattgg 
gttctgtatt
   229201 aggacaagtc actggtaata acaacacacc tcaagctggt ggtggtgtgc 
aaagtttatt
   229261 aattgcagtg gtacctttaa tcttaggttg ggttcagcaa caaggtggct 
tacaagctgc
   229321 tcttgagaaa ttaaaaggcg ctggcttagg tagccaagtt caaagttggg 
ttgatccaaa
   229381 tcaaagtaat agtgaagttc cgacccagca attacaaagt ctgtttaatc 
cagcagacat



   229441 tgaacaagtt gctcagcaag ctcaagcacc aaaagagcaa gtttatggtg 
caatcgcttc
   229501 tgtcttacct caggtcattg attctttaac acctcaaggt gagagtacag 
atcatcaaga
   229561 agctaaccaa gatattcaaa atgtgatgaa tcttgtaagt ggtttcttaa 
aataaaatat
   229621 aaatttttta aaagccgata tttttgtatc ggcttttttt gttggcataa 
caaaataaaa
   229681 gggcataagc ccttttattt tagatctgaa tcgaacataa ctgattagaa 
gttatattca
   229741 ataccagtac ctacaacagt ttgtttgtcg tcgtcgttca accagtcacg 
tttttgttga
   229801 gcaacgatac cgtagaagcg agcttgttta ttgatttgat aatcaagacc 
taaaccatac
   229861 aagtcaattt tacgatctgc ctgaccactt acttgtgttt cagcagaagc 
atattctgct
   229921 tttactttaa gtttagtgtt aggaatttta taagcagcag ttaccgcgta 
tgcttcttct
   229981 tctaaaccac ggtaagcttt accagcttta tcgattgaac catctgattt 
atatgtttga
   230041 ccatatgcag tcaaatcatc agtaggttca gcatgttgcc ataaagcacc 
tactacaaaa
   230101 ccagatttag caatgtcata agaaccagtt acacggtaag cgtctgtata 
aacatctttc
   230161 aaaccgtaag cagcatattt acctttgata ccgaaatcac cagcagcagc 
gattgctaaa
   230221 cctaagtctt tattttcata acctagagaa gttgaaactg aatcgaagct 
atcatttttg
   230281 ctgtctttac cagtttcgcc ttttttgcta tcagaagtgc tttcaccagt 
ttgagccatg
   230341 atattgaatg ttaaaccagc taataattta gggtctaatt caaaaccaac 
tacgttatct
   230401 aaacggtttt caccgtacat aatatttgta atatctaaac gtgtgtcatc 
gttaaagatg
   230461 tcttggttgc taccagcaga ggttttgaag taagagtcat atttacctac 
ttttaacgta
   230521 ccgacgcctt cagtttttaa accaataaaa cggttacggg cgctaaggtc 
agtatctgaa
   230581 ccagaaccgt cagtagaaat tgcccattca gctaaataaa cagcagatag 
cttatcagtc
   230641 aacttctctt caccttttac cccaatacga gaagagtttg agttaacttc 
ggtaacgtca
   230701 cttttaccat cgaaattttt gttgtcaact tggttaatgg aaacgtttag 
tttgccgtac
   230761 aaagttggcg ctgcttgcac cgcgtttacg ctcaaagttg caactgcggc 
agcgagaagc
   230821 aatttcttca ttgagatttc tccaaaaggt attttttaaa tggcgtatgc 
ctagctaact
   230881 tttatttttt agttggctta tgtacaaaaa gttacagaag ctcaccaact 
tgctaagaag
   230941 tatctgtaaa ctttgtgaca atggagtgaa gaagaaatga cagttttatg 
acaattaaaa
   231001 attggaaata ctttattttc ttttgatttt attacacttt ttaaataaaa 
aaagcggagt



   231061 ttaaactccg cttttatctc ttaaaatcaa agtgctgctt taattttctc 
agccaaatct
   231121 ttgattttat cttggtctcc taattgcgcc gcatgtttgc caagttggtg 
aacatttgtc
   231181 ggaattagat gaaaatgaac atgagggaca gtttgtccag cagctgctcc 
tgataactgc
   231241 atgagcacaa ttccatccaa atttaatgca gtttccattg ccttagcaat 
tttttgcacg
   231301 atctggatgg tataagctgc cgcttcagga ggtaaatcaa gtaaagttac 
tgcaggagtt
   231361 tttggaataa ctaatgcatg accatcggct tggggcataa tatccataaa 
agctagaact
   231421 tgatcatctt catagagttt tatcgctgga agttcaccac gtaaaatttt 
tgcgaagata
   231481 ttttgatcat catatgccat gtattattcc tttaaatact atttacattt 
caattctttt
   231541 tgacgttctt taattgcgtc tagacgttgc tgctctttat cagagaattt 
tggcttagtc
   231601 gtatgacagt tttcattacc atatttttct ttagcatctt ggtctttaaa 
acaaaagcct
   231661 tttgacgcat aaatcaaatt gtaatcatct tgcaattttt gacattcttg 
ctcaggtgtt
   231721 gcagcttggg cactgaaacc ggcaagggtc accattccag cgaataccgc 
aaccattaat
   231781 ttattcatga gcttttcctc agttaaaggt atgaacctgt actcaatata 
aggtttattc
   231841 ccaatatttc aatgactatt aattactcaa gtgttattta aagtcacatt 
tcaccttata
   231901 atataaaaaa gctttatata tcaagatctt ttttataatc tgttttaaat 
caaaagatta
   231961 gatatatttt atattaaaca attaaaatat atacttaacc aatatttaaa 
gtcatgatta
   232021 aaatttttat agtaatgaaa taagtacgtt atatgattaa catcggttct 
tgtttatgcc
   232081 ataaagtaaa attctctgta ccttgtgaaa tcaaaacggt ttatcactgc 
cattgcagct
   232141 tatgccgaaa acaaacaggt actggagcga atgccgctac tttagtaaaa 
gaaaatcagt
   232201 ttaattggtt gatgggtaag gaatatgtgg ctacctataa aaaagaaact 
ggttttactt
   232261 catcattttg taatagatgt ggttcgcctg tccctaataa aattaatggt 
acaaactata
   232321 tgtggatacc gttggggctt ctcgaacaac cgtttaaacc agatttaaaa 
cttaattttt
   232381 gtatagagtc aaaacatgat tgggttgtgt taggggatgc tcataaaaac 
tttgcacatt
   232441 tacctgagtt agaagagttt ttaaaatatt ttgaataaca ctatttaact 
ttttatatat
   232501 tttaataatt tttaagtatt ctttacataa atgatgtgtg ttcactgttg 
aatatatccg
   232561 atatttattt gagcatgaaa tcacatagct taaaaaagga tggttcacat 
gatagatgaa
   232621 gaaaagcctt taaattttga agatgatgac gagcctcttg attttgaaga 
tgaagaattc



   232681 atagacgata aaaaagagga cgaaatgtat aactcgatta ctaaggatgg 
ctctagtgtc
   232741 gatcctgctg atgatgggac acgacatatt cgtcctgaag acggcgatcc 
gattgaaatt
   232801 gatgagtaaa tgcatcagtt taaaaaagat tagtcttttt aatctttaag 
tataagtgta
   232861 atatccgagc gctgtcacaa acagcaaaaa gtcctgaatg atcagcgcaa 
aaaatcaaaa
   232921 agggtaaagc ctgcttacaa agcgggcttt ttttgtattt ataaaaatcc 
agactaaaga
   232981 aagtaagtaa acgcttttaa gaaaataatt aatttttcaa aaaatattta 
gcagatgaga
   233041 agaacagata caaataccta gtgtttgtaa tgtgcattta agaggagtac 
aaaggtaaat
   233101 aacaaaaata agaaaagtaa aaagatcata agttaaacat atcattaaat 
tatttaggta
   233161 ttttacacaa tttaacactt tatgcaaatt actttacatt tcattgagtt 
tttgtaaaga
   233221 attggcttag tctcaatcgt tttaaaaatg tgacaatcag tggataattt 
gttagattgt
   233281 ttgattttta taataacagg tgagacagat gaagagattg ttacttgtat 
tggctacagg
   233341 atttggttta gatgggtgtg catcgttaac acaaaaagca gatgaaaatt 
atattactaa
   233401 atcacctgtt actccggtca atactgcctt taatggcact aaagtacttg 
aacatggaat
   233461 ttttactgag caggatattg ctgatatgcc tgaacactca agtataaatt 
cacgttataa
   233521 aatatctttt taaaacgatg ctgaaaatta taattaaata gttaaactaa 
ataatcctcg
   233581 taaattagct aaaatctaga atttgctaag aatatattta gtagtagcta 
tttagcataa
   233641 aaccaccatt taggtggttt ttaaaaagat aaaatgttaa attttaatcg 
ttgaaaaaat
   233701 tggttttata aatgaaaaac gtcattattt taacttctat attgttatta 
agtgggtgca
   233761 caattaattc taagttatta tcaccagcaa aaagtgatga tgacaaaatt 
attgtagaag
   233821 cagaaaagta caagcaacaa tatcaaaaaa agatctttaa aatttggaat 
gttccgcctt
   233881 cttcagtggg aatgagtgct agcgttaaag tctttttaag tgatactggt 
gagattgagc
   233941 aaattatttt tctagataaa gaagaccaaa agtttaagtc gagtattgaa 
aaggcgatat
   234001 ggcgtgcaag tccctttgtt ttaccttcta atccggaagt tagaaaacaa 
gtaagaaagt
   234061 ttaatattaa atttactgca aagtaatttt aaatatgaac ttagccttac 
attaaaaaac
   234121 caccatatgg tggtttttta ttaagaattg atagagatac aaattataac 
tttattttat
   234181 taattattga aaaactaatc attatttttt atctactttt tcttttatgg 
ttaactcatc
   234241 aaagaagagg aataagccat gttgaatcaa catgagataa atttaaaaca 
gtatcaaaat



   234301 aaatctttaa gttatttgaa tagcacagct cattctgaag gggtcgagtt 
tgataaattg
   234361 attaaagaaa ttgatgaata tccaaatgcc gttgttttag atttaggttg 
cggtggtggt
   234421 catgtagctt ataacgttgc tcgccatgca gatctggttt ttgcttatga 
tttatctcat
   234481 gaaatgctcg atacagtgtc aaaagctgcc aatgctcgaa aaataaaaaa 
tatttttgta
   234541 caacaaggca ttgctgaaga tatgcctttt actgatgaac aatttgatgt 
aatcattagt
   234601 cgatattctg cccatcattg gcagcatgtc ccaacagcaa tgaaagaaat 
aaatcgtgta
   234661 ttaaagccaa atggcactgt tatttttgtt gatattatta gctcaagttt 
ccctatttta
   234721 gatacatttt tacagactat agaagtgatt cgagacccta gtcatgtaag 
aaattacagt
   234781 attaaagact gggttcactt tattgaagat gctggttttg aattaacaat 
tttagaaaaa
   234841 caaaccctca aactagattt tgatagttgg gtacagcgca tgaagacacc 
tgaagatcaa
   234901 ataaaaacgc ttaagtatct ccaagaaaat gcagcagatg ttgttaaaaa 
gtattttaat
   234961 attcaaaaag atggaagttt tgaaagtaag gtcgggtact ttgtatttaa 
aaaactatcc
   235021 ttctagtgag tctaagcttg ggtttgtttt catagagaaa gcgttagata 
aaagccctca
   235081 tatagagggc ttttttatgc ctaaatttag atttttgttg aacgctcact 
cagccatgtt
   235141 gctagctttg gccagaattc ctgcgcactt gcttggcttg acattagacc 
taaatgacca
   235201 ccaggaataa gagtaaatgt aacatcttgg ctactggtta actgacttaa 
tggctgagct
   235261 gcatctgccg tcactaattg atcactacga ccagctccaa ctaagagtga 
acagtcgata
   235321 ttttttaatt cgattttttt atcttttaac tgaatagaac cttgtcttaa 
tggattttgc
   235381 agccaaacat taaataacat gtcctgatta atacctcccg gataatcaat 
catattgttt
   235441 aaaaaactac ttaatgtggc atgttcttgt acgaactgaa ggtcattaag 
gttcttaagt
   235501 aattgaatat gaccatcgaa ccagccttta gggtcaagaa ttttaaagcc 
taaagaattt
   235561 aaaatgcccg gagtatgaat caaacgcttc ggtaaacctg agtaaatacg 
ttcctgaagc
   235621 tttttattgc gggcaatagt gttgtttatg gttcggtaga gttttccaat 
ataaccagaa
   235681 gcatagctat cgattgggct acctaaaact ataaggttct tgacataatt 
tggatgatta
   235741 tgcgctgtat ataaagtaac gaatatgcca gccatactcc atccgtgtag 
agaaatttga
   235801 tcactgcctg aatgtgtgcg aacaagctct atagctttag gaataaaatc 
ttcaataaac
   235861 gataaaaagt taagatgtct atctttaaag cctaaacgcc cccaatcgac 
aaggtatacg



   235921 tcaaaacctg cattttggaa gtatttgata agagaacgat atggatataa 
atcataaatc
   235981 gccatattaa tagctaaagg tgccacaaat actaatggtt ctctaaagct 
cttttctgta
   236041 gctgcataat aacgaacgcg ggtttgattg aattcaccaa tcacttcaaa 
cggagtgctt
   236101 tgtgacaata ctaatgtttg aggacgaaat agtcgggtag agaggtgctt 
gatttgactt
   236161 tgttctgaga caagggactt taagcgtttc atcttgtttt accaactata 
ctaaagattg
   236221 attgaagtct aagcgataat tttcaggttt accttgacct taaatacctt 
aggcactcaa
   236281 aatgatgata gtttttagta catgaccagt aaaggcgaac atttaatgaa 
ccagtctgat
   236341 gatttagaat accaacttga tactttagcc attcgtaccg gacacactcg 
tagttttgaa
   236401 ggtgaacatg gcgaaccaat ttttttgact tcatcttttg tatatgaaaa 
cgctgctgaa
   236461 gcagctgcaa aattttctgg tcaggttcaa ggaaatatct attctcgttt 
tactaatccg
   236521 actgtatcga tgttcgaaaa acgtttagcg gctttagatg gggctgaacg 
tgccgtggct
   236581 acaagctcag gtatgggagc aattctatcg attgctatgg cgtatctaaa 
agcaggtgat
   236641 catgttattt gctcaagagc agttttcggt tctattgtcg ctttatttga 
aaaatatatt
   236701 gccaaatttg gtgtagatat cacatttgtg gatctacgcg atttagatgc 
atggaaaaat
   236761 gcagtacgtc cagaaactaa actattattt gttgagtcac cgtctaatcc 
attagctgaa
   236821 atcgcagata ttcaagcact tgcagatatt gcgcatgcaa atggcgcatt 
acttgctgtt
   236881 gacaatagtt tctgtacacc tgttttacag caaccgttaa agttgggtgc 
agatctcgtg
   236941 atttactctg cgactaaata tttagatggc caaggccgtg cgttaggtgg 
tgcagtggta
   237001 ggtaaccatc aactcctaga agaagttttt agcgtagtgc gtactttagg 
gccatctatg
   237061 agtccgttta atgcatggat tttcttaaaa ggattagaaa ctttacgttt 
acgtatgaaa
   237121 gcgcactgtg aaaatgctca aaaacttgcc gagtggttgt ctacccatga 
aaaagtagaa
   237181 aaggtctatt atggcgggct tccaactcat gaaggtcatg aacttgcagc 
aaaacagcaa
   237241 aatggctttg gcgggattgt ttcttttgta gttaaaggtg agcgtgaagg 
cgcatggaag
   237301 gttattgata acaccaaatt tatttctatc acgggtaatt taggtgatgt 
gaaatcaaca
   237361 attacgcatc ctgctacaac cacacacggc aaactttctg ctgaagcaaa 
acaagctgct
   237421 ggtattgaag aaggcttaat ccgcgtttcg gttggcttag aagatattaa 
cgatattatt
   237481 ggtgatatct cacgtggatt agatttgatc taataaaatt tatatattta 
agaattaagc



   237541 cacactcatt ttagtgtggc tttactttaa ggtaagttac tcacaaacaa 
cgattgaaat
   237601 aaaaaagcta cattttgttg taaatgaatt aaaaatcaca acgtataaaa 
gttctaaatt
   237661 taataaaaat aacaaagtga gtttttaacc atgcttaagc ctataattat 
tttagttgct
   237721 ataggggcaa ttggtttggt tggatacaaa gtatttgccc aaaaggatga 
accgactcaa
   237781 attaatgaaa ctgttctatt gattaatgac gcaaacaaat cagttgaaga 
agctgatcat
   237841 acaatagaaa aagcgaatgc ctcttttcag aaaattcctt taaatgaata 
taaacccgac
   237901 aatagcaccc tccaagcctc gcagtagctt aacttacatt ttagaactgg 
ccttcgcagt
   237961 aaaaagtttc gtatagaaag ctttaaatgg atgagttacc taaaagagtt 
tcatagatac
   238021 caatagaaaa cattaattta ttgtgtcaga attgcggatt aattttgatt 
taaacgtact
   238081 gacctcaatg atcttactga tcgatagggg cgttcaaaga gtttaagttc 
cgaagtgtta
   238141 tatgactatc aataatactt gaaatatttg atagagatac ggagttaggt 
ttatgaatat
   238201 caatatgctc atgcagcaag cgcagcgcat gcaaaaagat atggaatcaa 
atataaaaaa
   238261 ggctaaagaa gagcttgctc aaactgaagt acacgctgaa gcgggtggtg 
gtttagttaa
   238321 agtaacaatg actggccgtt atatcgtaaa acgtatcgaa attaatccag 
aattacttca
   238381 agacgaacca gacatgattg aagacttaat cgcagctgcg gtgaatgatg 
ctgtgcgtca
   238441 agctgaagta gtttctgaag aaaaaatgca aaaagctaac tcaggtatgg 
gtttacctcc
   238501 tggtttagca ggcatgttct aaggaaaatc agtgtttagc gatagatttg 
aacaactcgt
   238561 tcaagcttta cgtattttgc ctagcgttgg accgaagtcg gcccaacgta 
tggctttaca
   238621 tctcttgatg aaaaatcgtg aaggtgcatt tgctttagca catgctctac 
atgaagcatc
   238681 aagttatatt catgaatgta gtgtttgcca ctctttaaca gagcatgaaa 
tttgtgatat
   238741 ttgcgcttca acagaaagag atgatcaatt gctttgtgta gttgagtctc 
cggcagatgt
   238801 tatggcaatc gagcaaagtg gtagttttcg tggcaaatac catgtgttgg 
gtggacacct
   238861 ttctccatta gatggaatcg ggccagaaga aataggcatt ccttatctaa 
tccaacgttt
   238921 aagccaaggt acgatcgaag aagtcatttt ggcaactaat gctactgtgg 
aaggtcaggc
   238981 gacagcgcat tatttggttg aagcgacgaa gcatttacct attcacatga 
cacgtattgc
   239041 tcaaggcgta ccacaaggtg gcgagcttga atatgtggat agtcatacct 
taagtcaggc
   239101 tgttcataac cgtatgcgta tgaaataagt acctcggtgc ttatttcaaa 
gattttttga



   239161 ataatatcgt attatcaaaa aatcttttta aaagacaaaa acatattttt 
aaaaacgact
   239221 caatgaatat ataaattaaa aaaagctttt gtaaaaaata aatatttaga 
aggacattaa
   239281 atttgaaaaa tttaaaataa tgatcaaaaa attatctctt ttttggaaaa 
ttgttcaaaa
   239341 atagattatt catcaaggat tcagtagcat ttttctaatc ctatgttata 
tataccagag
   239401 tttaaagcac tctttgcatt tacttgagaa agcatgtttc agtttatcca 
acagcaaacc
   239461 gaattggttg atgttcttca acaaatggat caatgttcaa cttatgggct 
tgatacagaa
   239521 tttattaagg ttgataccct ttggcctaaa cttggagtat gtcaagtcaa 
tgtcaacgga
   239581 aatgtatatt tgctggatgg agtgtcttta gatttaagcg agttttggaa 
aaaaatcttt
   239641 cttgctcaac aaaatatttt tcatgcatgt ggtgaagata ttgatttaat 
ctatcactat
   239701 gccgatgaac aaaacctatt aaatgttttt gatactcaag ttggattatc 
ctttttggga
   239761 catggtttac aagtaagtta tcaaggtgca ttaaagcttt gtttagagat 
tgatattgaa
   239821 aaggaccaga ctcgatcaga ctggttagca cgtcctctat ctccgcaaca 
gctatgctat
   239881 gcggcaaatg atgttttata ccttatgcaa ttggctaacc atattaaaga 
tcagctcaaa
   239941 caaaaagggc tttatgagta tgttcttgag gattgtagta gtttaaccaa 
agaaattatt
   240001 agtgaaacac caaccccgtt gttatataca gatgtgggca attatcgtca 
ttcacgtcgt
   240061 caattaatgc aattgcaaaa tttaagtgag tggcgtgaag aggtggttag 
agcaacaaac
   240121 cagccacgta gttttatcct ttggagacgc ctaagtggag cgaccgacga 
ttagccctga
   240181 acatttacag gaagctgctg aaaatttatc aacaattcga gattttattc 
gttttggggt
   240241 gtcagcatta cgtcaatatg atgcacattt aggacaaggt actgaagatt 
atttcgcaga
   240301 aagctctgca ttagttttac aaaccttatc tcttgaatgg tcagcagatt 
cagagatttt
   240361 agatgcgaag cttttaccaa gtgaaaaagc agaattctta agcttgttgg 
aacgccgtat
   240421 taatgagcgt attccgactt cttatttatt aaatttagct tatttcttta 
ataagccatt
   240481 ttatgtggat gagcgcgtac ttatccctcg ctcaccaatt gcagagttaa 
ttgagcaacg
   240541 ttttgcgcca tattgtttag atgaaaatgg ccaaatgcgt gaagcgctta 
ataacttacc
   240601 agaaaatacc aagcctaaaa ctccacaacg tattttagat atgtgtacag 
gttctggctg
   240661 tattgcggta gctttagctt atgcttatcc agatgcagaa gtagatgcaa 
cagacatctc
   240721 taaagaagct ttagaagtag catcaattaa cgttgaacat cacaataaac 
aataccaagt



   240781 tgcattactt gagtcggatt tatttgaaaa aattccagct gaaaaccagt 
acgatttaat
   240841 tgtaagtaac cctccgtatg ttgatgccga agatatggct gacttaccgg 
aagagttttt
   240901 acacgaacct gagcttgcat tggcagcagg ccaagatggt ttagacctcg 
tgcgtaaaat
   240961 gcttgctcaa gcggcagatt atttaactga agatggttta attgtcattg 
aagtgggtaa
   241021 ctctgaatgg gcaatgcgcc aaaactttaa tacagttgat ttcaactggc 
ttactttcca
   241081 aaaaggtggt tcaggtattt ttgctttgac tgctgaacaa tgtcgtcgtt 
atagaaaatt
   241141 atttgaagaa caagtttaag gagttggaca tatggcaggg aacagtattg 
gacaactctt
   241201 tcgtgtgact acatgcggtg aatcgcatgg ggttggttta atggcaattg 
ttgatggagt
   241261 gccaccaggc cttgcattaa ccgaagaaga tttgcaaaaa gatctggatc 
gccgtaagcc
   241321 gggaacctcg aaatttgcga ctcagcgtaa agagcctgat caggttgaaa 
tcatttctgg
   241381 tgtgtttgag ggtaaaacta ctggtacgcc aatcggttta ctcattcgca 
atacagacca
   241441 aaaatcgaaa gattatggaa atattgcaca aacttttaga ccgggtcacg 
cagattacac
   241501 ttatacgcaa aagtatggtt tccgcgacta tcgtggtggt ggccgttcaa 
gtgctcgtga
   241561 aactgctatg cgtgttgcag ctggtgctat tgcgaagaaa tatttagcag 
aaaaatttgg
   241621 tgttctgatc cgcggtcatg tgactcaaat tggtaatgaa gttgctgaaa 
aactagattg
   241681 gaatgaagtt ccaaataatc catttttctg tggcgatgta gatgctgttc 
ctcgttttga
   241741 agcattagtt acatctttac gtgagcaagg tacaagttgc ggtgctaagt 
tagaaatttt
   241801 agccgaaaaa gttcctgtag gttggggtga gcctgtcttt gaccgtttag 
atgctgatat
   241861 tgcacatgca atgatgagta ttaatgcagt taaaggcgtt gaaattggtg 
atggttttgc
   241921 tgtagcagga cagttcggac atgaaacacg tgacgaattg actagtcatg 
gttttctagc
   241981 aaatcatgct ggtggtattt taggtggtat ttcaagtggc cagaccattc 
gtgtggcgat
   242041 tgcactaaaa ccaacagcaa gtattactac tccgggtaaa acgattaact 
taaatcgtga
   242101 agatactgat gtgttaacta aaggccgtca tgacccgtgc gtaggcgttc 
gagcaactcc
   242161 aattgcggaa gcaatgttgg caattgtact aatggatcat ttcttacgcc 
accgtgctca
   242221 aaacgcggat gttgttcctc catttgcgcc aattgaacca tagttagttc 
taatcagcgt
   242281 attaaaaaag ccacataagc aaaattatgt ggcttttcta tttttattga 
aatcacatga
   242341 ttaccttaaa aataaatcat taagttagat ctacaatttg ttcttcattc 
aaagcaattt



   242401 gatattgatt gcggccattt gtttttgcct gatagagcgc atgatcagca 
cgactaacaa
   242461 aagcagaaat tgaatcattt aaacgtggaa ttgtggtcgc cacgccaaca 
ctaatagtta
   242521 cgtatggtga aacactacta catggatgaa caatagcaat tttcttaatt 
gcattcatta
   242581 atctttcggc ctgaattttg gcttgttgtg catttgtcat cgggaacaaa 
agtaagaatt
   242641 cttcaccgcc ataacgggca accaaatcgc cactacgagc agcaattgag 
gaaattgcag
   242701 tcgcaatatc ttttaaacac tgatcaccct tgagatggcc taagctatcg 
ttatatggtt
   242761 taaagaagtc aatatcaacc atcataatag taagaggggt ctcatggcgt 
aatgcgcgtc
   242821 gccattcatt atcaagtgtt tcatcaagat aacgtcggtt agcaagcccg 
gttaaagcat
   242881 cttgttgaga aagcagtgag agttgttgag cttgttgcat gagttcaata 
cggttgagct
   242941 caatcataca gttttgtaaa tagttttcac ggtgctgacg atccgtagca 
taggcaaggg
   243001 tcatgcctaa gaaactacta aacgtatatg tacggtttaa gaaggtccag 
tctatgtctc
   243061 cgttcaaata ggtacttacc aaaataccaa taagaccgcc gacccatcct 
gcaataatgg
   243121 cagtataaaa acgcatgcct accgcaccat aaataatcac aatggcatac 
atcattgctg
   243181 catgaaaaag tacattatct tggccatttt ctaaaacgtt aattaagata 
aatgttatgg
   243241 caacggcagc ggaagaacca attccgacat aataatcaaa ccactgattt 
aattttttaa
   243301 taaatgataa aatccaggcg attaaaacaa ttatgcctac ccaagaataa 
tagcttaacc
   243361 aggataaaac ttgttcggtt ggtaaaactt ggtatatacc aaagcttaaa 
aataaatata
   243421 atattaaaat aataggtgct ctatagcgaa actcataggc tgcaccattt 
tgatattgaa
   243481 aacgatatat cgtttcaagt tgctttggaa accatacgaa atttaatccg 
cgtgtggtta
   243541 ataaatctat ttgttcctgt cccaatatat tggaaccttg caacttcata 
attaatgctc
   243601 tctatattgg aagttggcat aaaatgagac ttgttttatt aaagttccat 
ctaaaagtat
   243661 tggttatata atgtgtggtt tatttaaaat aataatacag attttttaaa 
aaagtaatga
   243721 tttttacgcc ccctaattgt gataaaaatc acgacatttc aatgattagc 
gtcacaatta
   243781 tctaaagatt cgaaaccttt gagaaaaaat tacaaatggt cgattaaaga 
ttgtatcttt
   243841 atcattttcg gatagactta tagccgtgaa gtacagatga ttgctgtcat 
ataaatagga
   243901 aaattagcaa tgactgctct aaatcaatat ggaatgagtt tagaaattac 
gccgcataat
   243961 ggatggtctc agcggttttg ggaggatctt ttaccagtga aggagcgggt 
gagtaaacat



   244021 ccgtttttta ctgaaatggc caatggggga ttgagcctag aaagtttccg 
ttatgcttta
   244081 cttaatttct atccattagt agcgcatttc ccgtcctata tggctggtgc 
gttagctaaa
   244141 gcaactgctt ttgcagaacc tggcgttact gaaacaagag attggttaat 
tcaaaatatt
   244201 aaggtcgaag agcgccattt acagtggtat cgggattggg ctaaaggttt 
tgggttaacg
   244261 gtagaacaac tcgatagtgt tcgtccgcca gcttcgatga atgcggtgaa 
tcattttctt
   244321 tggaatatga gtcaccgtgg caacttggct gaatgtctgg ctgcgactaa 
tttggcaatt
   244381 gaatgggcga caggtgactg gtctattcaa gtctataaag gcatacacgc 
ttatacggat
   244441 catccggaag ttaccattga taagcgttct ttagcttggt tgcgcgctca 
tgcacattac
   244501 gatgatcttc atccatatga agctatggag ttgattaagc gcttatgtaa 
tgaccgtcct
   244561 gactggcagc aaaaagcatt tcatgctgct gaagaagggc tgcggtatta 
tgaattagct
   244621 ttagacgatt gctatagagt acagcttcaa gcctctgctt gatctcaact 
taaaaaggga
   244681 gaatattcta catattctcc cttttatttt attcgagcaa ttttaagagc 
tttgcccgat
   244741 acggtgtttc ttcgggcaga agttcaagta agcgttcaac ggcatcaaca 
cggtcgggaa
   244801 cacggctaac cacacgtaat agttggtcta catcatcaat ttgatagata 
acatgactca
   244861 agcgggcgtc aaagcaatct ctccaagcac acaaaaacgg actttctgac 
ttggctaaaa
   244921 aactacctct atacagcgtt aaagtggttg cagtaaaacc taagtttagt 
gcttgctcag
   244981 ccatgagaaa gtcacattga atttcacagt taagtctata tggtcgtgac 
tcgatcacat
   245041 cgggaatcag gtttcgaagc tgtgagagct cagcttttag tgtagtggta 
ctcactggtc
   245101 gatcgccata taaggcatag tgaagctctt ctaagtttat gccttccgga 
cataaagcaa
   245161 gaatacataa aatttcgatt tggcgctgcg tgagtgtcaa gccatgttga 
ttgtattgaa
   245221 ccttaggcgt gcctagcgcc ttaatatata aaatgttctt ttgatgaagt 
tgaatggctt
   245281 gttttacaat atcagcacag cgttcaacag ctaaaattcc aagtgagtta 
tgcttttgat
   245341 atttagttga taagttcata atgccgtaaa actggcctgt gtttgcatcg 
gtgataggcg
   245401 ctgcataaca tacccagtct ctaacgctgt tcatctgatt ttcatgtgaa 
taaacacaac
   245461 ttgcagaatg tgtatttagt gcaagaccaa ttgcattttg accaactgct 
tgggttgacc
   245521 attgtccacc ttcaataaaa tggacttgtt cggcagatga acgcataggc 
gtactactcc
   245581 atgtccagag taaagtaccg tgagggtcag tcaccccaat tgccatatcc 
gcatcttcag



   245641 caatatgcat caaatttcta tggcactctt ggattgaacg accaaataag 
gaatgttgcc
   245701 attcatgatc tagatcaaat ataggagccg catctagatc gagtgacggc 
ttttttccta
   245761 aacaaggtgt ttcagagatt gtttccggtc taaagaaaga cggaaggttg 
tctgtagaag
   245821 gcaataataa ttgttttgac atatccatat cgaagttcct ttatcgttga 
aatggcgtat
   245881 ccgtggccgc tcaacaggtt tagctttctt attgtgacta tttcctcgtt 
atttcattta
   245941 ccttaaataa ttttaaacgg tttgactatt atcctattgg gtaagttttg 
ttatttcgcc
   246001 tcgccctatg acaaaacatc ctctcttgaa aatggctttg gggcaggttc 
tccgaaatat
   246061 tgccgatcgg caaaatagct agaacggacc atcggcgcac tccagatatt 
tttaaagcct
   246121 aaacgctgac catgctgagt gtatctttca aattcttgta aattcacaaa 
ccggtgaata
   246181 ggggcatgtg atttagaggg ctgtaaatat tgtccaatag tcactaaatc 
tacatcatga
   246241 tcttttaaat cgttgagtag agcaataacc tcagcttcaa tttctcctag 
ccctaccatt
   246301 aggccgcatt tagttttgat atcaggacag tattttttaa aacgttttaa 
taaatttaac
   246361 gaatgctgat agtccgaacc ggggcgcatc gctttatata aacgcggcac 
tgtctcaata
   246421 ttatgattaa acacatcggg tggtgataag cttaatgtag agagtgctgt 
ttctaaacgg
   246481 ccacgaaagt ccggaactaa aatttcaatc agcgtatctg gacaacggtt 
tctgatttct
   246541 tcaatacact tcacaaaatg tgctgcacca ccatcgtgta gatcatcacg 
gtctacagag
   246601 gtaatgacta catattttaa gtttaggtta gcgaccgtct cagctagatg 
tttaggttca
   246661 ttttcatcta aaggcattgg acgaccatgt gctacatcgc agaaagggca 
acgtcttgta
   246721 caaatatctc ccataatcat aaatgttgcc gtaccaccgc caaaacattc 
aggtagattt
   246781 ggacatgcgg cttcttcaca aacactatgt agcttttgtt ggcgtaataa 
atttttgata
   246841 cgttgaattt cttcgaaatc agttattttt gctcgaatcc attcaggttt 
tttaggtagt
   246901 tcttcggtag gtaaaatttt aataggaata cgagaaactt tatctattcc 
tcttaactta
   246961 atacctgtct ctatttgcct ttttaagtcc atatataaaa ttccatttta 
tattaaataa
   247021 atttgcaact agactggtta taataaaaaa ccttatttct ataaataaga 
aataaagaat
   247081 ttattaatgc gtatagtgca cagcaaatat tataaattaa taaaggttgg 
ttaaaggttt
   247141 gttttacaag tatatgaaat taattaaaat tttttaattt tatttttgcg 
gtgtaagctt
   247201 gtgataaata aaaattaata gctaaaaaac ttatttaaaa ctttttagtc 
taatagcata



   247261 ttaaattaaa ttgagcttta ttatttatag cgaaatatat aacactcgct 
gaaacttggt
   247321 tgatttttaa taatcaagat aataaaggaa aaggatatgc aattaacgga 
agagcaatta
   247381 ctcgcagcgt ataaacgcat gcgtgatatt cgtgaatttg aagatcgact 
tcatgaagaa
   247441 aataccaatg gtgatattcc aggctttatt cacttatata gcggagaaga 
agctgtagca
   247501 gtcgggattt gcgaaaactt aaccgacaaa gactatatca cttcaacaca 
ccgtggacat
   247561 ggacactgta ttgcaaaagg ttgtgatatt cacgccatga tgctggaaat 
tttcggtaaa
   247621 gatgacgggc tatgccgtgg aaaaggcggt tctatgcata ttgccgattt 
agataaaggt
   247681 atgctcggtg ccaacgggat tgtgggtggt gggcctcctt tagcaattgg 
tgcagcgttg
   247741 acagcgaaaa ctttaaagac tggtggcgtc ggtctgtctt ttacaggtga 
tggtggttca
   247801 aaccaaggcc ttacttttga agcgatgaac atggctgttg ttcttaaact 
tcctgtgatt
   247861 ttcgtttttg aaaataacgg ttttggtgag gggactggtc atgattacgc 
tgtaggaagc
   247921 aaagacattg ctggtcgtgc agcaggcttt ggtttaccgg cagttaaagt 
tgatggtaca
   247981 gacttctttg ccgtctatga agccgctcaa actgccattg aacgcgcgcg 
ccgtggtgaa
   248041 ggtccaagcg tgattgaaac catcacaaac cgtttttatg gccacttcga 
aggtgatcct
   248101 ggcttgattc gttctaaaga agaagtcgag ttcatcaaag aaaataaaga 
tcctttgaaa
   248161 attttccgag aaaaagtcaa aggcaaaatt gatgaagcca aactagacga 
gattgatgca
   248221 gcttcaaagg caaatgttga tgatgccgtt gctaaagccc gtgctgcggc 
atatccgaaa
   248281 ccagaacaac tccttactga cgtctatgtc tcttactaaa ggaatagtaa 
agatgccaaa
   248341 taaaagtttt cgtaatgcaa ttaaagaagc cattgaatca gaaatgcgtc 
gtgatccaac
   248401 cgtatttgtt gttggtgaag atgttcgtgg tgggcacggc ggtaaaaaca 
ctgaagaaaa
   248461 ccagttagaa ggtttcggtg gtgtattggg cgtaaccaaa ggtttatgga 
cagaatttgg
   248521 ttcggaacgt gttattgata ccccaattac cgagtctgca attatcggta 
tggctgctgg
   248581 tgctgcagca acaggtttac gtcctgttgc cgatttaatg tttatggatt 
tctatggcgt
   248641 gtgtcatgac atgctctata accaagccgc taaattccgt tatatgtttg 
gcggaaaagc
   248701 aaaagcgcca atggttgtac gtggcatgat tggcgcaggt ttctctgcgg 
cagctcagca
   248761 ttctcagtca ccgtacaacg tatttgctgc ggttccgggc ttaaaagttg 
tggttccatc
   248821 tagcccatat gatgtgaaag ggctattaat tcaggctatt cgtgatgatg 
accctgtagt



   248881 gttctgtgaa cataaaatgc tttatgacat taaaggcgaa gttccagatg 
atgcatatac
   248941 cattcctttt ggtgtagcaa attacacccg tgaaggaaca gacgtgacca 
ttattgcttt
   249001 aggcctgatg gtacaccgtg ccaatgaagt agcagataaa ctagcaaaag 
atggcatttc
   249061 ggttgaagtg gtcgaccctc gcacaatttc acctctggat gaagaaggaa 
ttttagaatc
   249121 tgttgcatcg actgggcgtg tggttattgt ggatgaatca gcggcacgct 
gtggctttgg
   249181 tcatgatgtt gctgccctga tcgcgcaaaa aggtttccac tatttgaaag 
cacctgttga
   249241 actcgtaacg ccaccacata cgcctgttcc attctctcca gttttagaaa 
aagaatggat
   249301 tccaagtgta gagcgtattg agcaagctgt gcgaaaaaca ttggaggctt 
aggatgagcg
   249361 aaattaaaac gctggagatc ccgaaatggg gattatccat ggaagaaggc 
acgatcgccc
   249421 aatggttgat taaagagggt gatagcttta ataaaggcga tgaaatttgt 
gaaattgaaa
   249481 ccacaaaaat cgtcaatgtg ttagaagcgc cttttgctgg aacgctccgt 
aaaattttag
   249541 cgaaagatgg tgatacttta cctgttggtg gtcttattgc cgtatgtgct 
gatagtgaag
   249601 tttctgatgc agaaattgaa aagtttattg catcactagg tggttcagca 
gctcaagccc
   249661 cggaagcacc ttcggagcaa agtaaagcgg aaacatctgc acctgttgct 
gaaaaaacag
   249721 aacaaccaca gactgtagca gctagtgctt cagctcctgc aaaggtagcg 
aaagaggact
   249781 acgctgtacc agagtcatta caaggctatc aaacatctaa tgagttgttt 
gcaacgccgc
   249841 atgcattaaa gcttgcagaa aaacacaatg taaacttggc aaaagtcaca 
ggttctggtc
   249901 gtgaaggacg tattagtgtt caagacatcc agaaggctgt acaggctgct 
ggtggtcagt
   249961 ggcctgatgt taagcagcaa actcaagcta aagtggttaa atctacggcc 
gatgatagcc
   250021 aagttttagc aacgcctgta gcacgtcgtt tagcaaagca gtggggcatt 
aacctaaatg
   250081 attgccgtgt ttcaggtact cgtggccgtg tctgtaaaga agatgttgag 
gcagtttact
   250141 atcgtaataa cccaacgcca gtaaatgaac aacctttgca atgtgcaact 
caaccacaat
   250201 caaccgttac gacggtggca atgaatggaa tgcgtaaagc gattgcttca 
cggttacagg
   250261 ctgcaaaacg taacgcaccg catttccgct tagtggtcga tctcaacgta 
gaggctttgc
   250321 aaaaattacg taagcagatt aatgagactg ttccacaagt gaaactttct 
attaatgaca
   250381 tgctaattaa ggcagctgcc gccgcactga ttaaagtacc tgaggtgaat 
gttcaatttg
   250441 atgaagcgac tcaatcaatt ttacagttct ctcaagcgga catttcggta 
gccgtagcga



   250501 ttccaaacgg tttaattaca cccattgtga aagctgcgaa tcaaaaatcg 
ttggcacaaa
   250561 tttccgatga catgcgtgat ttggcaactc gtgctaagac tggcaagtta 
caacctgacg
   250621 agtttcaggg aggcagcttt agcatttcaa atttaggaat gttaggcatt 
aaacagttcg
   250681 atgccattat taacccaccg caaggtgcaa ttatggcatt aggtgcttcg 
gaatctcgcg
   250741 ctgttgtcga aaatggcaat gtagtggttc gtgagattgt cacagcgacg 
ttgtcatgcg
   250801 atcaccgagt tattgatggc gcagttgggg cgaaattctt ggccagcttt 
aagcagtttg
   250861 ttgaaaaccc tgctttaatt ttggtgtagg agaacccgca tgtcagcagc 
tcaatttgat
   250921 ttaattgtga ttggcgcggg accaggtggg tatgtggctg caattcgtgc 
agcccagctc
   250981 gggttaaaaa ccgcaattgt agaagagcga catttaggcg gaatttgtct 
aaattggggc
   251041 tgtattccaa ccaaagcttt gcttgcaggc gcagagcttg caacccagtt 
taaacatgcc
   251101 ggacagtttg gttttcaggt atcccaactc gattttgata ttcaaaagct 
tgtgcaacat
   251161 agccgacaag tgtcagctca attagtacaa ggcatcgatt acttactgaa 
aaagaatcag
   251221 gtgaccgtgt ttaatggtcg tgctcagctt acggcaaaag aaaaacttga 
agtgacagat
   251281 gctcaaggta atagtcagga tttgagtgca ccacatatca ttttggcaac 
tggagctaaa
   251341 gctcgacatg ttcctcaact tcctgtcgat ggaacatatg tctggagcta 
taaagaagcg
   251401 cttgttccag agcagttacc gaaaagttta ctggttgtag gttcaggtgc 
aattggtagt
   251461 gagtttgcca gtctttatca agacttgggt tgtcaggtga cccttattga 
tttggctaaa
   251521 caaattttac cgaccgaaga tgcagaagtt gctcaatttg ttagaaaaca 
atttgaacaa
   251581 aaaggtatga aagtcataac caatgctgtc gttcaaagta ttcagattga 
aaatgagcaa
   251641 gtccactgtg tggttgaaac ggcaaatgat gttcaaacgc ttgtttttga 
tcgcgtgctt
   251701 tcggcaattg gtgtacagcc gaataccaca aggataggac tagaacgttt 
aggtgtagaa
   251761 ctcaatccac aaggttttgt ggcaattgat gactattgta aaaccaacgt 
agcagggctt
   251821 tatgccattg gtgatgttgc tggagcacct tgtctcgctc ataaagcaag 
ccatgaagcc
   251881 ataatatgtg tcgagaaaat cgctggtgtg gcaaacgtcc attcactcga 
ccgtagccag
   251941 atacctggtt gtatttttac acatccacaa gtggcgagta ttggtttaac 
ggaaaatgca
   252001 gcaaaagcta agaatctacc tatacgtatt ggtaagtttt ctttaactgc 
aaatggtaaa
   252061 gctttagcaa ttggagatgc gtcaggtttc gttaaaacgg tggtacatgc 
agaaacgggt



   252121 gaattacttg gtgcacatat ggtgggtcat gaagtgaccg aacatatcca 
aggatttgcc
   252181 atggcgaaat atctagaagc aactgatgaa agtttagctc aagtgatttt 
cccgcatcca
   252241 acattatcag aagccatgca tgaatccatt ttggcttcaa tgcaacgagc 
gattcatatg
   252301 tagaaattct acatttacag gagttgaaca tggttaaggg attaaaaaat 
aaagtcgctt
   252361 tagtgacggg ggcagctcaa ggcattggcc gtgggattgc cctgcgctta 
gcgcaagaag
   252421 gggcacatat tgcattagtt gatatgaaac aagatcgact gaacgatgtg 
cagcaggaaa
   252481 ttcaggcttt aggtgtaaat gctagcacat ttattgctga tgtaagtgac 
cgcgagcaag
   252541 tgtatgctgc tataaatcat gcagaagaga ctcttggtgg gtttgatgtc 
atgattaata
   252601 atgctggaat agctcaagtt caggcgattg cggatatcac acctgatgaa 
ttccaaaaaa
   252661 ttgttgatat taatattggt ggagtgctgt ggggaataca ggctgctgcc 
gcaaaattta
   252721 agcagcggca acataaagga aaaatcatta atgcttgctc aattgcaggc 
cacgatggat
   252781 ttgctttact cggtatttac tcggcaacca aatttgcggt acgagcactt 
acccaagctg
   252841 cggcaaaaga atatgccagt cacggtatta ccgtaaatgg atattgtccc 
ggaattgtcg
   252901 gaactgacat gtgggttgaa attgataaac gttttgctga aattaccggt 
gccgctatag
   252961 gtgaaactta taaaaaatat gtggaaggca ttgctttagg tagagcccaa 
acaccagatg
   253021 atgtagctgc attagttgct tttctggcaa gtgaagattc ggactatata 
acgggtcaat
   253081 ccattttaac ggacggcgga attgtctatc gctaaaacaa catcctgatt 
tgagggagat
   253141 aataatgaaa gcagcgcgtt tttatgacag aggcgatatt cgtattgaag 
atattcctga
   253201 accagaagtc actcccggca ctgtaggcat taaggtggct tggtgtggaa 
tctgtggtac
   253261 agatttgcat gagtttatgg aaggaccaat ttttattcca ccatgtggac 
atccacatcc
   253321 tatttcaggt gaatctgcac cgattactat gggacatgaa ttttcaggtg 
tggtctatgc
   253381 tgtaggtgac ggtgttgatg atattgaaat tggccagcat gtcgtcgtag 
agccttatat
   253441 tgtggccgat gatgtaccga ctggaccggg cgataattat catctttcca 
aaaatatgaa
   253501 ctttattggt ttaggtggcc gtggcggagg tttatcggaa aaaattgcag 
ttaaacgccg
   253561 ttgggtgcat ccaatttcca ataaaattcc gctagatcag gcagccttaa 
ttgaaccttt
   253621 atcggtgggt catcatgctt tcgtacgtag tggtgcaaaa gctggagata 
ttgctttggt
   253681 tggcggtgcg gggccaattg gtttattgct ttcggcaatt ttaaaagcga 
aagggcttaa



   253741 ggtcatcatt accgaactaa gtgccaaacg taaagaaaaa gccaaagagt 
cgggtgttgc
   253801 agattatatt ttagacccgt cagaagttga tgttgtttct gaggtcatga 
aaattactaa
   253861 tggcgatggt gttgatgttg cgtttgaatg tagtagcgtt aacaaggtgt 
tagatacttt
   253921 ggtcgcggca gtgaaaccaa caggcgttat agttattgtt tcgatttgga 
gccacccagc
   253981 atcaattaat gtgcacagtg ttgtaatgaa agagctcgat gtaagaggca 
caattgccta
   254041 cgtaaatgac catcaagaaa ccattaaact ggtcgaagaa ggtaaaataa 
atctggaacc
   254101 ttttattacc cagcgcattc aacttgatga tttgatttca caaggttttg 
aaaccttaat
   254161 tcataacaat gaatcagccg ttaagattat tgtacatcca taaatagaca 
cttaagccta
   254221 taaaaaagag cgatgattcg ctctttttta ttaaagtaaa ttgttgtctt 
gggcttcaat
   254281 aatggggggt aatggctgcc ctaaagagct tagagactcc cgttcaatta 
aacgaacaat
   254341 agaatcgagc ggtaaatcat tttcttgcaa accgaaaggc tcttcaattt 
gagcacttag
   254401 agcatctaaa cctaaaaaca tataagcgat taagccgaca ataagcggtg 
tccaaatacc
   254461 taaagctgct tcaaggctaa acggtaatat gaaacagaaa caataaacag 
cacggtgcaa
   254521 aagtactgaa tatgagtagg gcaaaggcgt accagcaatt cggtcacaac 
ctgcttggat
   254581 attgcctagc tcaacaatat gtcgatttaa ggtgctatag ataatgtcac 
taatttcgcc
   254641 gtcttttagt attttaacta aatctttttg aatattttcg agtacaaact 
gaggtgcatt
   254701 aatatgctca tttaaataat taagtgaaga gttatttaaa taggcatgct 
caagaaattt
   254761 ggtgggttcg actgtttgtt gacgcagtcg atcacgcaac aagttactaa 
aaattaagac
   254821 ctgatgaatt aaatgttcac gttgttcatt agataaaata tggctatctc 
taacaatatg
   254881 tctggcattg gcaattaaag caccccagag cttgcggcct tcccaccaac 
ggtcataaca
   254941 tgcgttattt ctaaagcctg tacaaatgga cagaatcaca ccaaagatgg 
taaatccgat
   255001 cgcgggtacg gtgggaattt gaatccaatg gtaataagag agccagacca 
cacaggctga
   255061 aataagtaca acaaaactca gtgcaggcaa aaccttcggc aaaattgttc 
ctttccaagc
   255121 aaataagagt ttaaatacat tgcttttatc acgaacaatc atataaagcc 
tttgaactaa
   255181 cgaacctaac caagtgcaat atgatacgcc ttagacgagc taaataccta 
gctaaagctt
   255241 atgcttttgt ctgtatcgcc aaagagtagt gcggctaatt ccaaaaatat 
tcgcgaccat
   255301 attcaggtta tggttatatt tttctaaagc tgcttgtaca ttttctggac 
taagctctgc



   255361 atttgtctcg ggtaatttaa cgtaatcatc tgcatttaag agctcatttg 
gtaagtcttc
   255421 aacttcaatt tcatctttac catttgccat ggttaaagca taaagcagag 
tgtttttaag
   255481 ctcacgaaca tttcctggcc agtcataatt caataaaact tgcatggctt 
tttgattgac
   255541 atgacggggc attgtgtcga gttgagttga gctttctttt aaaatctgat 
cgacaatgag
   255601 tggaatatcg acttttctct ctctgagtgg tggtatgaaa attggaatta 
cgcgtagacg
   255661 gtagagtaga tcatgacgga aacgcccagc cttagcctct tcgcgtaaag 
ctttatgtgt
   255721 tgctgtaata atgcggatat tggcctgaat cggtttttca ccaccaactg 
gcgtaaattc
   255781 acctgtttct aacacccgta ataatttagc ttgaagctct aaaggaatct 
cggcaatttc
   255841 atccagaaac agcgttccgc ctgcggcacg ttcaaacacg cctttatggt 
cgcgaattgc
   255901 tccggtgaaa gcacctttca catgcccaaa tagttcactt tctagaatat 
tggcattgag
   255961 ggccgcacag ttaatcgcta caaaaatctt atttttacgt tggctataat 
catgaattgc
   256021 ttttgccaca agttctttac cgctaccaga ttcgccgcgg acgagcactg 
gaaactcagt
   256081 aattgccact ctttgaataa ttgaaaacat acgagtcatt tctggtgaac 
aactattgaa
   256141 aattttagcc aagtcttgca attgttctgt gagctctact tgattagcaa 
tatcattctc
   256201 tatgctaacg ggctgtagaa tatgcaattt cccgataatg cgatgctctg 
cgatgtaaat
   256261 atcatgttct tgatagataa atcgctttct cattttagga gtattaattt 
cgagatattg
   256321 attgtgatgg tcttgagtaa gcgctgccat actctctaca gaaatatcgt 
ctgtattaaa
   256381 tttatagtga attgcttgag tcgttgtgtc tgctaaaaac agactcgcat 
ttgggaatag
   256441 agctttaagc tgctcaaata aaataaaaaa atcctgttct gactcaaaat 
ttaactttgc
   256501 catttcatat gtttcacaat cgtttcattg aaacatactt gagtttcata 
ggaacatcaa
   256561 gctgagttca ttttctaagt ttagttttaa ttattgtttt aagtgtttga 
tttttatatt
   256621 tattatttaa ttttaaataa ttggcatctt atttgcaaaa tataggaaag 
aaataaatta
   256681 ttagggtata aatcatgttc tttaagcagt tttttgaaaa agaaagttcg 
acttatacat
   256741 atatgcttgg atgtgaagaa acacgagagg ctgttttaat tgatccagtc 
gcatcagata
   256801 tagagattta tgcaaaagaa ttagagcagc atcaatttac gctcatctat 
accttagata
   256861 ctcatgttca tgcagaccat attaccgctg caaatttact tcgtgaacgt 
ttccattgca
   256921 aatcggtttt acaccgaaac tcagaagtaa gttgcggaga tattttaatt 
actgatggtt



   256981 gcatgcttaa agttggcaat ctcagtattg aagcgcgtta cacaccaggt 
cataccaatg
   257041 cttgtacgag ttacctagtt ggaaacatga ttttcactgg tgatgcatta 
ttaattgacg
   257101 gttgcggtcg aactgacttc cagcaaggta atgcaggtac actttatgac 
agtattcata
   257161 aacaactttt tagcctgcct gacgagacta ttgtgtatcc gggacacgat 
tataaaggtc
   257221 gtttgtcttc aacaattggt tatgaacgct taaataattc acgtctaggt 
cagaatcgct
   257281 cgcgtgaaga ttttattgaa ttaatgaata acttaaatct gccatatcca 
aaacaaatcg
   257341 ataaagcact tcctgctaat caggcttgcg gctcaatttc acaattataa 
ggtggcaata
   257401 tggaacttaa acgaattaat caagattttt atgttgctgg ccagattact 
gccgacgata
   257461 ttgcgaaaat tgcagaccaa ggaataaaaa ctctgatatg taaccgtcca 
gatggagaag
   257521 gtgcagatca acccaatgtg attgaaattg aagaagcagc tcagcgacat 
ggcctaaacg
   257581 taatctacca gcccgttatc agtggcaaaa ttaccgatca acaagttacc 
gagtttaagc
   257641 agctttatca gaatgctcag aagcccgttt tagcatattg tcgctctggt 
atgcgtgcaa
   257701 tcagtttgtg ggctttggct gaagttgctc cacaagatgc agcactgtta 
gttgagtcgg
   257761 gtaataagct tgggtttaac ttaaaaggct tagtgccacg tattttaaaa 
cgtgatcatg
   257821 aaccagccac aattccttgt tatagcgttg tgattgttgg cgctggggca 
gcaggaattt
   257881 ctgtagcgtc tagtctttta tgtcgtgaac ctcatttaga tattgtcatt 
attgatcccg
   257941 cagatacaca ttattatcaa ccgggctgga ccatggttgg tggcggtatt 
ttcaaaccac
   258001 aagtaaccgc acgctcaatg acaagtgtga taccttcaaa agtaaaatgg 
atgaaagctg
   258061 cggttgctgg attcgaccca gagcataatc aggttatttt ggaaggatgc 
caacctattc
   258121 aatataaagc tttggtcgtc tgtcctggtt taaaactcaa ttggcatggc 
attgaaggct
   258181 tagttgaaac cttaggtaaa aatggggtga cgtctaacta tcgttatgat 
ttagcgccgt
   258241 atacatggga actggtgcaa cagctaaacg gtggaaaggc aatctttacc 
cagccaccta
   258301 tgccgattaa atgtgccggt gctcctcaaa aagcaatgta cctttcagcg 
gactactggt
   258361 taaagcaagg caaacttaaa gatatctcta tccattttta taacactggt 
gctgttttat
   258421 ttggtgtgaa ggaatatgta cctgcactaa tgcaatacgt tgaaaaatat 
ggttcagaac
   258481 ttcattttaa ccatcaactt gtcaaagtag acgggcctgc aaagaaagca 
tggttcaaag
   258541 tggtgaatga tgaaaatgca gcattggtcg aaacagattt cgatatgttg 
catgttgttc



   258601 caccacaaca agcgcccgac tttattcgtg caagtactct tactgatgaa 
gccggctggg
   258661 tgagtgtgaa tcctcaaacc ctacaacaca cacagcacgc caatattttt 
gctttaggtg
   258721 atgtgatgaa tgcgcctaat gccaaaactg ctgctgcggc acgggcacaa 
gctccgatcg
   258781 ttgcggttaa tgttatagcc cagctcaaag gtgagcaaaa cttctgcgag 
tacaacggct
   258841 atggctcatg tccacttacg gtagaacgag gaaaaatcgt tctggctgag 
tttggctacg
   258901 gcggcaaatt acttccaagt tttccaaaat gggtgattga tggacaaaaa 
ccatctcgtt
   258961 tggcatggct acttaaagag caaattttac cgccgattta ctggcaaggc 
atgctcaagg
   259021 gccgtgagtg gatggtcaaa cctgagcgag gataagtaaa gcaacgcttt 
acccgagcgc
   259081 aagacgagaa ctatgttcga gtggaagagg ataagtaaag caacgctttg 
tcctgagaag
   259141 cgactaaagc ttcgcaagaa gacgagagct gtgctcgagt ggaagaggat 
aaacaaagca
   259201 acgctttgcc gtgagaagcg actaaagctt cgcaagaaga cgagatcaac 
tcactcatta
   259261 accagcagtc tactgcaaac gatgtatatg caattttagg cttttaatat 
gttattactt
   259321 gtcgttgaag gcattgtgat tggcttttta cttggtctta ccggtgcggg 
tggtggcatt
   259381 cttgctgtac ccgcgcttat gaccagtcaa ggctggagcg tggcgcaagc 
tgcaccgatt
   259441 ggattattgg cggttgcgct atctactctc ataggaacta ttgaaggctt 
atttaaaaag
   259501 attgttcgtt atcgtgctgc gatctggatt gccttaattg gtgctcctat 
ggcacatatc
   259561 ggcattttaa tagctaacac gatttcatct atttggctca tgttaatgtt 
tagcttggtc
   259621 atgtttactg taggctatcg acttatcagt aaccgagttt cagattttca 
taacccgccg
   259681 tgtcaggtca acccaagtac gggacgcttt atctggaatt ttaaaactgg 
tggtgtgctt
   259741 gcaagcatcg ggattattgc tgggctttta actggtatgt taggggttgg 
aggcggcttt
   259801 gtaattgtac ccgcgcttag aaaagtcaca aatttggata tgcatagcat 
tgttgcaacc
   259861 tcacttatga ttattttcct tattagtggc atgagtattg tgatgcatat 
tgcagagggc
   259921 tttcactatc cagtcgccat tactagtgcg ttcgcgcttg catgtgcatt 
tggtatgtta
   259981 ttaggacgcc gagctattcg gtttattccg tctgcaattg tacaaaaggt 
ctttgcttta
   260041 atggtttttg ctgttgcaat ttatatggtt attaagattg ttaatctaac 
aaatatctga
   260101 gcaatatagt attttaacct tctctataaa tagcaatttt tccaagatga 
gatattaaaa
   260161 ttatctttgg aaaattgatt taaaccattt aaatctttga gaaagtgaaa 
tgaagcgaat



   260221 taacgtggca atttgtggtt ttggacggat tgggcaacaa attgcagagc 
ttcttttaaa
   260281 tcggtcgaca tactataaac aaaaatatca aattgatgcc cgtttagtgg 
gtgtttgtaa
   260341 ctcatcatca ggcttaattg atcaagaagg tttacaagct tcaaagtggc 
tagataaaac
   260401 acaatatcaa gcaggcctaa ctgagcaaaa gtttttagaa caggttcaag 
cagatgtcat
   260461 tattgaaact ggaccaagtg attatgtgac aggtgggaaa ggcctatttt 
atttaaatta
   260521 tgctttaaca catagcatgc atgcgattgc ggtatctaaa ggtgctttag 
tcgtagaagg
   260581 taaaaaacta attaacttgg cgcatcagca caataaaaaa ctatttttta 
gcggtgccac
   260641 tgctgcagct ttaccgactg ttgatttgtt tgaatataac ttggctggtt 
gccaaatttt
   260701 agaaatagaa ggtgtgttta caggtaccac aaattttatt ttaaataata 
tgttgcaaca
   260761 cgaatgcgca tttacagaat ctcttgaaaa agctcaagca aaaggtattg 
ctgaaccgaa
   260821 tagttctttc gatgtagatg gatgggatac tgctgcaaaa attacgatac 
tagtcaatac
   260881 tgttttggga gctgatataa aaattcaaga tattccacga caaggaatta 
gtcatgtcac
   260941 agccgaccat attcgtgatt ggaaaaaaga aaatataatt cctcgtctgg 
ttggttttat
   261001 ccatattaaa aatcagcaaa ttcaaacagg tgttgaatta aggttagtcc 
cagcaaatca
   261061 tccgtttgct catctgcaag gttctaataa atgtattcgg gtgttaacgc 
gagaaatggg
   261121 ggaatttgtt gtcagtggag gggcatctgc gccattagcc acagccgctg 
cagctttaaa
   261181 agatttcgag ttgatactaa aaacgggctg ctaaaattaa ttatgattta 
taaaaaagca
   261241 ggcttttatg cctgcttctc acaatttttt tgactgctaa ataacttctt 
tccaatttca
   261301 aacttactaa acattaagta gttaccaagt aagatgagta aaattccaaa 
tacggcattt
   261361 aaagtccact catatccttc aaagaaagta gaaactgtta aagcaactaa 
aggaaagagc
   261421 aacgtgctat aggctgcttt ggctgcgcca attcgtccga ctagagaaaa 
ataagcagag
   261481 aatccaataa ccgtaccaaa tacagctaag tatagtaccg agcttaagaa 
tgggaaattc
   261541 atcggcggca ttaaatcttg tcctgtaaat aaagccagaa ttaacatcac 
caatgcgccg
   261601 taagtcatgg cataacagtt tgttgaaaag atatttagac cacgtttttg 
gtgtctaaca
   261661 ctaatcatgt tccctaaaga aaaaccgtaa gtgcctattg cacatagccc 
aatacccatt
   261721 aataactgtg cattaaactg gctattaatc aggtcatgcc aaaacagtaa 
aacaatacca
   261781 cttagaccca aaagtgcagc tggtgcaaag tttggggaag gtttctgctt 
aaaaaagata



   261841 agcgcattaa tggcattaaa gaaaaccgcc atcgaaaaaa tgacagactc 
taaaccgcta
   261901 tttacatatt taaccgcagt ataaaaacaa ataaagttta ggccaaaaac 
acaaagtcct
   261961 tgcagcatac agaacaaatg atcttttaaa gcaattcgct gtaattttcc 
tgaaaatagt
   262021 aaaacaaccc aaagtaataa ggctgaaata gcaaaacgcc ataaaattgc 
gacaacgggt
   262081 gttgcataat ggctttgaac ggcaattcca atccatgttg ttccccaaat 
caacaccacc
   262141 gcaacataga gtaaaatatt cataacttca tcctcgatta ccaagcttaa 
gtatctagga
   262201 atgcttcatt tttcacgtat atattcttgt gttgtacatg caagatcttg 
cgttttttat
   262261 agatctaaac tagctgaatt ttgctgaata tggttaactt aagctcaatc 
atattcgttt
   262321 taattttgca tggcttatca aactttagaa cagctgcagc agtctaaagc 
caagcttcac
   262381 gaaactgtgg tgcttgatga aaatatgcaa cttgcatttt ggtctaatca 
gcaagatcgt
   262441 gtaagtgtct gtagcgatca ccacacttta agtctttata ttcaagatgg 
ttatgaaagc
   262501 tatcaaaaaa cacctgtggg ctggaaaaat ggtggtgggc cgggacgttt 
ttgcctattg
   262561 cccgaacatc aggagtcaac ttgggacata cgtggggggc ttaaatttgt 
ccacttgtac
   262621 tacaccgacc aacatttgcg tgatgttgct gaaaaaatat gggacaaaga 
gccgaatcaa
   262681 attgaactaa acgaagttgt atttaatgat gatgaacgga ttcgggcgtt 
atatcaattc
   262741 ttcttgttag attgcgattg gcaagattct tcaaatcatt tgcaaatgag 
tacaacggca
   262801 agtttattgt tgaatcactt aattcgaaaa tatagcagtg ttcaatggca 
acagcctact
   262861 atcaagggtg ggctggcacc tcataaactc aaatatattc aggaatggat 
tgaagatcat
   262921 ctagatcagg cactcacttt gtctgatttg gcacatgttg tgaatttaag 
cgaataccat
   262981 tttgctcata tgtttaaaca gtccatgaat atggcgcctc accaatatgt 
tatgcaaaga
   263041 cgcttaacca aggccaaggg gctaattcag tcatctcagc tttccttaca 
agatattgcc
   263101 ctagtatgtg ggtttagttc agcaagccat ttaagtcatc gctttaaaca 
attttatggt
   263161 atgagtcctt cgcagttacg ttaagtgtct aatgtaattg gtttctcctg 
agctgcgtca
   263221 aatgcagctc ttgccgcatc aatatccgca atatgctgct gagcccattg 
gcctaaagca
   263281 attacaggct ctgtaagtga atggcccaat ggagttaatt catattcaac 
atgaggtgga
   263341 actacaggat aaaccgtacg tttaaccaac ccatctcgtt ctaaaccacg 
caaacataag
   263401 gtaagcatac gctgcgatat tccattgata cgtctcttta tttcagaaaa 
gcgatgagga



   263461 tgtgatgcaa gtgtcattac aatgagtata ctccatttct ctccaactct 
agccaacact
   263521 tgactgactc tttggcaatc tgaactctgg atatcatgag gtatggttac 
agtcatatta
   263581 cttggttccc taaatgtgcc ttcttgtgca taagaataat agtagtaaca 
taattagctc
   263641 aagtaacaat tttatactgt aggtataagc gatgaaacta cttcaaattg 
acacaagtat
   263701 tttaggtgag cagtctgtta gccgccaact cacctcatct gttattcgtc 
agctcagcac
   263761 agcttatcca gatgcagaaa ttattcatca cgattttgct ttagagccaa 
ttcctcattt
   263821 gtctgatgct gagtttttag catggcaagg tgttgaacct aataatgaaa 
tagcgcaaca
   263881 acgtgttgca agaaacaccc aatatttgga tgagttctta tcgtcagata 
tcattgtaat
   263941 tggcgcacct atgtataact ttagcttccc atcacagtta aaagcgtggc 
ttgaccgtct
   264001 atctgttgct ggtaaaacat tccgttacac ggaaaacggt cctcaaggtt 
tagtagaagg
   264061 gaaacgtgtc attattgctt cttcgcgtgg tggtgtgtat tcagaaggtt 
caccagccga
   264121 agctttagac tatcaagaaa cttatatcaa agcgtttttc aattttattg 
gggtgactga
   264181 tatcactttt gtgcgcgccg aaggaatcgc tttcggacca gaggcacgtc 
aagctgcctt
   264241 agataatgca gcagcgcaaa ttgcccagtt agcgggttaa aaatataaat 
agccgaacag
   264301 taaaggaact gttcggcctt attgagatta tgattttaag aaattaattc 
aatcagtaaa
   264361 taactaaaag aaagtgactg cgagcccaac cagtgccgaa gcaaaaatga 
catacagcac
   264421 gttaatgtta aatcggaata aagcaataaa tgcagctaca gtaatgaggg 
ccgcgacaat
   264481 aacaaaatgg cctgaaaaac cctgtggcca taacacgtga taactaaaaa 
atagtgctaa
   264541 atttaaaatg acaccgacca cagccgcggt aattgcagtg aggggtgcag 
taaatttaat
   264601 ttcgttatgt gtagattcaa taatcggtgc acccgcaaaa ataaagacaa 
atgaaaatag
   264661 aaaggtaaac caagtcacaa taacagcacc gagtgctcca gcaaaaaata 
aatgctcaga
   264721 gccaagtaat gaatgattaa cgcctcctaa aaaaccaaca aaggcaacga 
ccataattag
   264781 tggaccgggt gtagtttcac caagtgccaa tccatcaatc atttgtgtag 
gtgaaagcca
   264841 tccaaaatga ttgacagccc cttgatagac ataaggtaaa accgcgtaag 
cgcccccaaa
   264901 cgtaagcagc gcagctttag tgaaaaacca agccatttgg gtataggaat 
gatgccatcc
   264961 aaaatatgcg cctaaagcta aaattggcaa tagccataaa gcgattgcca 
caaaaataag
   265021 tctggctaac cgtgaccaat ggaatttagc gtgctctggt gtcggagtat 
catcatcaat



   265081 atatgccgga ccataatctt tttgactagc tttatgccca cccgcggagg 
aaaatagttc
   265141 tgggtacttt ttactcgcta aatagccagc aatacctgct gataaaacga 
taagcgggaa
   265201 aggaagcttt aagacaaaaa tggcaaaaaa cgctgcaatt gcgacgaccc 
ataaaaactt
   265261 atttttaagc gaacgactgc ctatgcggta agttgcatga aagacaattg 
cagtgacggc
   265321 aggctttatc ccgtaaaaga tacctgcaat aacaggcaca tctccaaatt 
ttatataaac
   265381 ccaagatagt ccaatcaaaa taaataaaga gggcaataca aatagaatac 
ctgcaactaa
   265441 tcctcccgca gttctatgca taagccaacc aatgtaggtt gctaactgct 
gcgcttcagg
   265501 tccgggtaac aacatgcagt agttcagtgc atgtaaaaat cttttttcgg 
atatccagcg
   265561 cttttgttca accagttcct gatgcatcac agcgatttgt ccagctggcc 
ccccaaagct
   265621 aataaaacca agcttgagcc aaaataagaa ggcttgccag aaggtgactt 
gttccactga
   265681 atcatcaggg gtatttaatt gtttttgttg catattatcc cctaaaaaat 
aatattaatt
   265741 tttacgttta tggcataacg gagtatgttt tatagcataa caaacacaaa 
tgtatttttt
   265801 atgataacca tttaactttt atagataact atttattaat ttattgatat 
taaatgaaat
   265861 tattttttta actaaagtta tcgctttaaa ttatttccaa agctgaaaca 
ttttaaacat
   265921 tatttgctca agttgttata acaggttgtg agccgtgagc cagctacccc 
aagatcccaa
   265981 aaatcacaag cctctttacg atcagttaag ggaactcatc cttaacaaaa 
ttgtaaatgg
   266041 tgaatatgcc gtgttgagtc aaattccatc tgaaaacgag tttgctgaac 
agttcggtgt
   266101 aagccgaatc acagttcgcc aagcacttaa ccaattacag ttggaaggct 
atatttttaa
   266161 ggtgccaggt aaagggacct ttgtaagtaa gccaaaaacg ttccagaaca 
tctcaagttt
   266221 gcaaggtttt gcagaagcaa tgtcatctgc tggtcacgaa attttaaacc 
gtgtcatatc
   266281 ggccgagctt aagcagatcc cgatgcacgt tgtgcccaaa ttaaagttac 
ctgttaaagc
   266341 caatgtgtat gaaattcaac gtgtccgttt actcaaccgt cagccagtgt 
cgtatgagtt
   266401 gacttatttg cctgaacata ttggtttgaa acttaaagag aaagcgattg 
atttacgtac
   266461 aaccgatatt ttcaaggcat tagagcaaga gtgcgatatt cctttaggac 
atgcggattt
   266521 aagtattgat gccacggtag cggatgaaga attagcggct ttgttacaag 
tcgaaatcgg
   266581 aactccggta ttacgggtcg aacgtttgac tcatgacgca aatggccaac 
cgattgacta
   266641 tgaatatctc tatttctcgg gcgatacctt ccagtaccgt ttacgtattc 
atcgttaata



   266701 actcaaataa aaatagggaa tattcaatgg aaactaaata tcttgagttt 
gatattgtgg
   266761 tgattggtgg tggaactgct gggccaatgg ctgcgattaa agccaaacaa 
gaaaacccga
   266821 atttaaaagt cttgctcatt gaaaaagcga atgtaaaacg tagtggggcg 
atttcaatgg
   266881 gaatggatgg actgaataat gctgtcattc cgggctacgc aacacctgag 
cagtacacca
   266941 aagaaattac gattgccaat gatggggtag ttaaccaaac cactgtatat 
gcatatgcga
   267001 agcatagttt caaaaccatt caacagctcg atcaatgggg tattaagttt 
gaaaaagatg
   267061 agacaggcga atttgcagta aaaaaagtac atcacatggg tgcatatgtt 
ttaccaatgc
   267121 ccgaaggtca tgatgttaaa aaagttttat atcgtcagtt aaagcgtgct 
caagtcaaaa
   267181 ttaataatcg cattgtcact acaaagcttt taaaaaatga acaaggtgca 
atcaatggtg
   267241 tactcggttt tgattgtcgt agtggtgact tttatgtcat taaaacgaaa 
gctgccattt
   267301 tatgttgtgg tgccgcaggg cgtttaggtt tgccagcttc cggctattta 
atgggcactt
   267361 atgaaaaccc aaccaatgca ggtgacggct atgcaatggc ataccatgca 
ggtgctgagc
   267421 ttgctaactt agaatgcttc cagattaatc cattgattaa agactataac 
ggtccggctt
   267481 gtgcctatgt gactggtcct ttaggaggtt ataccgctaa cagtaaaggt 
gaacgtttca
   267541 ttgaatgtga ctactggagt ggtcaaatga tgtgggagtt ttaccaagaa 
ctggaaagtg
   267601 gtaatggtcc tgtttattta aaagtagatc atctggccga agaaaccatt 
caaaccatcg
   267661 aagaaatctt gcataccaat gagcgcccaa gccgtggacg ttttcatgag 
ggccgaggaa
   267721 ccaattaccg tcaagatatg gtggaaatgc atatttcaga aattggtttc 
tgtagcgggc
   267781 acagcgcttc tggcgtatgg gtcaatgaaa aagctgagac ttcagttaaa 
ggattataca
   267841 gtgctggcga tatggcggct gtacctcata actatatgct tggtgcattt 
acctacggat
   267901 ggtttgcggg tgtaaatgcc gcgcaatatg tgaatgcaat tgaagatagc 
gaattaaacc
   267961 aaagtgaaat agaagcagaa aaagctcgaa tatttgcgcc actggattgc 
tcagaaggtt
   268021 tacctccaga acaagtggaa tataagctgc gccgttttgt aaatgactat 
ttgcaaccgc
   268081 ctaaaactcg ccaaaaaatg gaaattgggc tcaagcgttt tgaagaaatt 
aaacaggata
   268141 ttaagcgaat ttctgcaaga aacccacatg agctgatgcg tgccactgaa 
gtttctttta
   268201 ttcgagactg tgctgaaatg gcagcaagag cttcactgtt tagagaagaa 
agccgctggg
   268261 gactgtacca ctatagagca gatttccctc aaaaaaataa ctcggattgg 
ttctgtcacg



   268321 cgcatttgaa aaaagatgaa cacggcaaca tggtcagttt caaaaagcca 
atcgagcctt
   268381 atgtggttcc gattaatcaa gatgaagctg tgtcgtatga ccgtttacgc 
attcaaaaag
   268441 atgttgctct agcagactaa ataaatctgg aattcaaatc atggctttta 
tttttaaaga
   268501 agtacagcac cgtactgtcg cacccgtcat tatcgatgaa gataaatgta 
ttgctgataa
   268561 aggatgcact gtctgtgtag atgtttgtcc aatggactta ttggcaatcg 
atccaacaac
   268621 tcaaaaagct ttcatgcagt ttgatgaatg ttggtactgc atgccttgtg 
aaaaggactg
   268681 cccaacagat gcagtcaaag taaatatccc atacctactc aaataattaa 
tttggaatac
   268741 tcaacatgag acaaaataaa ttgatcaata aaaaactatt actcagtagc 
ttaattggtg
   268801 ccatggtact tggcactttg gggtgcggca gtaaaacaga aactgttcgt 
gtagcgattg
   268861 gtacacaaga cacgaccatt aactgtgcaa caggtgggct gctgattcgt 
gaattgaatt
   268921 tattacccaa atatttgcct aaagatggta aatacagaca cgttaaatat 
gacattcaat
   268981 ggaaaaactt tacctctggt gcaccactta ccagtgaaat ggtggctgga 
cgtctagatt
   269041 tgggagcaat ggcagacttt cctgctgtta ataatttagc agcatttaaa 
aaagctggaa
   269101 aagaaagcat atttttagca ccgttatcag gcagtattaa tggtagcggt 
aatgcgattg
   269161 ttgttccaat tgattcaaaa gtcacttcac ttaaagagct aaaggggcag 
actatttctg
   269221 tagcttttgc ctcaactgct catggacttt tgctacgagc aattcaagct 
gaaggttggc
   269281 aacttgataa agatattaaa gtgatagctc aggcaccaga agtggcggga 
cctgcattaa
   269341 aaagtcataa gatcgctgcg catgctgact tcgtaccatt tggagagtta 
tttgcttacc
   269401 aaggttttgc caaaaaaatc tatgatggtt cacaagcaaa atcaccgaca 
tttcatggtt
   269461 cgcttgccag caaggattat gcacagcagc atcccgaagt cataaaagct 
tatttacaag
   269521 caactattga agcgaatcgt ctgattcagg aacaaccaga aaaatatagt 
gaacttattg
   269581 ctgaaaaaac aggtattcct gccgaagttg tttatctatt tcatggccct 
ttaggtctgc
   269641 aaactcgtga cttaacgtgg aaacctgaat atcgaaaagc gactcaaatt 
gcgatagata
   269701 ccttaaaagt tttaggcaaa aacgacggta cgcttgatgt aaataaattt 
attgatgatc
   269761 aatacattaa ggatgcattt caggcatctg gacttaatta cagccagcaa 
cttgctgact
   269821 atgcaaaatc acctttggtt gccaatgatg ctttaacggg ccaacccatc 
aagacatttg
   269881 atcgggtaac tcaaatttgg gtaaagggtg aagaaaaagt tcgtagctat 
gaaacgcctg



   269941 agcatgcttt ttctgattta aagaaaatac aagccgatgg aaaaaaggtg 
cgtgtggttt
   270001 atagccaaga tcatcagtcc gacattaagt tacttgccaa tttggcatgg 
tatgccacag
   270061 acaaaacagg acaaattcag gcttttttat taaaagatga tgctgaaaaa 
tgggctaaac
   270121 aacagggcgg aaaagtatat gactttaaag ctattcagct tgtaacacag 
agctgatgtg
   270181 ttgtcttacc taatgagcag gaggtgacaa atgagtagtt tagcccagac 
aaaacctaat
   270241 aaccaaagta catttttgac taaatttttt cagcagttga gatcatatcc 
ggcgcgttta
   270301 aaaagctacg tgattgcttt tacatccata gctttttgga tagtcatttg 
gcaaggactt
   270361 gctcagttta aagtaaattt aggctttgtg aactttggca atgtaccaac 
acctttagat
   270421 gtcattcatg cgctatgggc tttttttcaa ctcagcgctg catttgaaca 
tgttgaatct
   270481 agtgtgtttc gtgtagtgat tggttttgtg cttgcggctc taattggtgt 
aggtattggt
   270541 ttgttggcag gacgttacca aaaactggct gcctttctaa tgccaccatt 
agaagtatta
   270601 cgtccaatac cagcagttgc atggattcct ttagcaattc taatttttcc 
ctcatcagaa
   270661 gcttccatga tttttattac gttcattggg gctttatttc caattttatt 
aaacacggta
   270721 catggggttg gtgcagttga cccaaggctc gttgcatctg caaaaagttt 
aggtgcttct
   270781 gatcttgcca ttattcatga agtcattatt ccgggggcat taccgaatat 
tattactggt
   270841 ttatccattg gaatgggtac ttgctggttc tgtttagtga ctgccgaaat 
gatttcgggg
   270901 caacatggaa ttggttactt cacatgggaa tctttcacct tgcaaaacta 
tagcaatatc
   270961 gtggttggca tggtgctgat cggagcgtta ggtatgttta gcagtacatt 
ggtgcgtgtg
   271021 attggaaacc gatttactcc atggtatcaa ctaaggaagt cttaaaatgt 
caattacaca
   271081 aggccatgta agtattcaaa atctatctct acatttaggg caaactaaaa 
atcgttttca
   271141 ggcattagat cgagttaact tcgaaataca accgggcgag tttatatgtc 
tacttggccc
   271201 gtcgggttgc ggtaaatcaa cattattagg tgcattggca gggcacttac 
caattagttc
   271261 tgggtcttta aaggtcgatg atgaatcgat atttgaaccg catccagaca 
gaggtttggt
   271321 gttccagcaa cataccttat ttccatggaa aagcgtgctt gaaaatattg 
cttttggttt
   271381 gaaaatgaag ggcattgcta agcaaaagcg tattgaacaa gctcagaaaa 
tgattgatct
   271441 ggtcggactt aaaggctttg aacataaatt tccagccgaa ctttctggtg 
gtatgcagca
   271501 acgggttgaa attgcgagag tactgattaa tcaacctcgc attttattaa 
tggatgagcc



   271561 ttttggtgcc ttagatgctc aaactcgttt aaaaatgcaa atgctattac 
tcgaaatttg
   271621 gcaagaaatc caaacgtcgg ttttatttat tacccacgat attgatgagg 
cacttttttt
   271681 agccgatcga gtgttgatta tgagccatcg cccaggacga attattgaag 
aaattccact
   271741 taagtttgaa tgtccacgag atgttgagct tgtaacaagt agtgaattta 
cagccattaa
   271801 aaaacattgc atccagactt taaaagaagc cactcaacaa gaagagttaa 
gacgtttaaa
   271861 tccattaggg cttggaaaga aatcacaaat taaggaatac gaatgagttt 
ttattatcaa
   271921 gctttagatg acctcgatga atataatcag gaatttctca cacagctcaa 
tcatgcagat
   271981 gaaaagatac gctttgtcgc tttaatgaat attggcgatg aagaaagtcc 
ggatttactt
   272041 ccttggttgc atacagcact acaacacgac tcttcagctt tagtccgtga 
agaagcagca
   272101 aaaaaactag aaagttggga agatccaacc agtttgcagg tattagctca 
agccttattt
   272161 gatgctgatc tgaatgtgag acaagctgcc agccagagtt taagtgaagt 
caaaaatgct
   272221 gcatcggccc agatacttgc accgtattta aagcatacgg atacttttgc 
tctcagtgca
   272281 attttacgtg ctttaaaacc tttacgacca cagcaattat ttgaagagat 
atctgcttta
   272341 gtacatcatg aagatgttct tgtgcgccgt gaggcagtca gtgcattaag 
ttggttacaa
   272401 caagaccaag cgattaagat attggcaaaa actgctgaaa cagatataga 
tgatgaggtt
   272461 cgccgtattg caacaggtgg tttggcctat agtcagagca tatcagctga 
ggttatccaa
   272521 gcacttcaac attcattaac ttcggaaagt tggcaactaa gagtggaagc 
tgcactcacg
   272581 attggaaaat tacgtattgt tcagctcgaa gctcctttaa ttcatgctgt 
atcagacctg
   272641 tattggcaag tacgaattgc agcagtacgg agcttgggac tacttaaatc 
acatctggca
   272701 gttgctcatt tgactgataa ctttaagcat gaaattagta acttgcgtaa 
agaagtcgct
   272761 ttagcactcg gtgaaattgg tacagcagaa gctcagaagc tattggaaca 
acatcaaaat
   272821 gatccagatc ctgaagtacg aaaagcgatt cgtattggat taaatcaaat 
tggtgaggtg
   272881 aagtatgcaa atcagacctg atatccgtgt cgacactata aataagcagg 
ttcactttat
   272941 atggaccgat ggctcaagca tatgtctgag tcatcaaagt ttaagggaaa 
tttgcccatg
   273001 tggcttttgc cgagcgaagc ggattaaaca aattaaaata gagcatcaaa 
atgttgaagt
   273061 gacagctatg tttgatcaag gttatggtgc ccaaatttgc tttagcgatg 
ggcatgataa
   273121 agggattttt ccgtgggctt ttttaaaaga atttgctaag agctaaaaga 
tgccttctgc



   273181 ttgggacaga aggcatctta tttaattaat gatcatgttc taaataatct 
ggttttttag
   273241 gaagcgcaag gctacacaag aaacagataa tcagcatgac aataacatat 
ataaagaagg
   273301 tattttcaat tcctgcagct ttaaactgta aggcaactga aggtgcagaa 
ccaccaaaca
   273361 gcgcattacc tactgcatac gaaaaaccta cgcctaaagc tcgcacatga 
ggtgggaaca
   273421 tttcagcttt taccaatcca ctaatagaag tatagaagct gagtaacatc 
atcataaaga
   273481 tgagtagcaa ggtaatgatg atcggagaat ctatataggc acgcatcccg 
atcaccatga
   273541 cgggataaat aaaaatggcg gacaataagc taaatgccaa cattgaggag 
cgtcgcccaa
   273601 tacggtcgga aattgcacca aatataggtt gagcacacat atagacaaat 
agggcgaagg
   273661 tcatgatata accaactgtt tttccgtcca tccctaagtt ggttaaatag 
gtttttgaat
   273721 aaacagtctc tacataaaat gttaatgaac cagcagaagt gtatccaacc 
accaataaaa
   273781 aggttttcca gtgtttttta aagagttctc ttaagctacc agactctttt 
cgttcgctgt
   273841 cttgatgaga aagcgtttct tctaaacgac tacgtgcaag caaagataag 
attgctgcga
   273901 taccaccaat aacaaatgga atacgccaac cgccatcatg taattgttgt 
tcacttaaga
   273961 acgtcaataa aataacgccc agtaagcttg caagcaattg accaccagag 
agggtgacat
   274021 attggaaaga tgagtaaaaa ccacgctgac cttttaagcc taattcactc 
atataagtgg
   274081 caacggcgcc atattcacca cccactgata agccttgaag taaacgaaca 
aggagcaata
   274141 gaaaaggggc aaataaaccg acttgatcat aagtaggcaa agctgcaaat 
aaaaaggagc
   274201 ttaaagccat cagacaaatt gatatgatca tcgacttctt tcggccatgt 
cgatctgcaa
   274261 tacgaccaaa tagccagctt ccaatcggac gcataaagaa gcttgctgca 
aacacccccc
   274321 aaacataaat agacttggtt gtgctatcca tatctggcgc ggttaaagct 
tgagtaaagt
   274381 aagcagcaaa tactgcataa atataaaaat caaaccattc gactaaatta 
ccagaggctg
   274441 cgcctacaat cccacgtatc ctgctatgtt tttcttcctg agtatatgtc 
atattacttc
   274501 catcactttg tagacaaaaa ctaggaactt tttaggtggg ctaaacagaa 
aatagaatga
   274561 actttttaaa aatcactcaa ccctgagcac gtccttagaa ttcctaacca 
ttcatttttt
   274621 ctaattttaa aattcgattc tagtgagatt acttcctttt gttcgattta 
aagatttttt
   274681 taccaatgat cgaacacttc cttttattta actgaataat taattgtttt 
taaaatcagt
   274741 aagctaattt aataccagta tttttctatt ctgtttctcc ttttaagtgc 
cattttgagc



   274801 ttaagtgtat tttgaatatt tgataatact taaaaagtta tagtatcaat 
tcccaagaaa
   274861 ataaaggaaa ttcatagaat gataagttga aaaagtcgaa ctaaattcac 
ttaatcgaaa
   274921 aaatacagaa tatgttgttt ctcaatatat gtagctgtat tcttgcgtgg 
ctaaaaatcg
   274981 gctcagcact tatttctagc gcttcaaatt atgcacggta tggcaggtag 
ttattcaatg
   275041 gaaagacgtt cgttaaatct tcactttatg acatgctcta aaacagcatt 
ggcttcatct
   275101 attgcactca taacatctgt cgtttatgca aatgaagcgg aggtttcgca 
gctcccaacc
   275161 attactgtga acgctacaca aaatagtgat gcactataca catcaaaaaa 
agtgagttta
   275221 tctggttttc aaactggtga tgtaaagaaa gtacctgcat ctattaccac 
cattacatct
   275281 gaacgcatag cagatcaaca cgcaaaaaca ctgaccgatg tgattaaaaa 
tgattcatcc
   275341 ttaggcgatg gttatgctgc aattggctac tatccaaatt ttgtagcacg 
tggttttgcg
   275401 cttgatttag gctcaagcta tctcattaat ggccatacca tacgtggcga 
acaaaatgta
   275461 gctttagaaa ataaagaaca agttgaaatc ttaaaaggca tttctgcaat 
tcaaagtgga
   275521 atgtcgacac caggtggtgt gattaactat gtaaccaaaa gaccagccga 
tgttaaaaac
   275581 attacagtcg atgcaaattc agaaggtggt tatacactgg caacggatgt 
aggcggcttt
   275641 gttaatgata gttttggtta tcgaatcaat ttagcccatg aaagcatcca 
tccaaatgtt
   275701 gatcacgcaa atggtaagcg tgagtttggt tcagtagctt tagactggaa 
aattaatgag
   275761 cgttctaaat tactgtttga tattgaagct cagcatcaaa gtcaacgttc 
agtacccggt
   275821 tatcaactgc ttgatgggca agaagtacca acaaatgtag atcaagaccg 
tttattgggt
   275881 taccagtctt ggagtaaacc tgttgtaaat aacagtctaa atgcgagttt 
gaaatatcaa
   275941 tatgcattta acgatcaatg gaatggtagc ttaagtgcat ctcaaagccg 
tgttgtgatt
   276001 gatgataata gtgctttccc atggggatgt tatagcagca tttgtgaagt 
taccggtttg
   276061 ggcaatactt ttgataaaca cggtaattat gatatttacg attttcgtag 
tccagatgac
   276121 acacgtataa ctaatcagtt tgcagctggg ttaaatggac aattcaacac 
tggcaacatt
   276181 cagcatcaaa tcgctttcga attacaacgt acatataaaa ccttaaagca 
ccatacacca
   276241 ctgaatgtag cggtaggaac aggcaatatc tatgaagata cggtcgacta 
cagtccttca
   276301 tcggaaagcc ctggcgatcg ttacaaagct ctagagagtg atcagactgc 
acttactgta
   276361 tctgaccgag ttcaatttaa tgatcaatgg tcaactctac tcggtggaaa 
actgattcac



   276421 cttgatgagc aagcttataa ttcagatggg cagcaaagcc gtgataccga 
tttaaacaag
   276481 tttctgccgc aattagcgct catgtatagc ccaactgcta cgactaatct 
ttatgcttca
   276541 tatgccaaag gtttatcgga tggtggcgaa gctccgtggt atgcagaagc 
gaatgcttat
   276601 caagtcctat cacctagaaa ttctgaacaa tatgaacttg gtgttaagca 
acaaattcgc
   276661 aacttcttgg taacagcagc tatttttgat ttaaaacaag acaatcaata 
tacgactaca
   276721 aattctgcag gagaattaga atttgttgag caaggtgaac agcataatca 
aggtattgag
   276781 ttaggtttaa ctggtgccct aaccgataca ctcgacgtaa gctctggcat 
tacctatacc
   276841 aaatctcgtc ttgttgatat tgataatgac agctacaaag gtcatcaaac 
tcaaaatgta
   276901 ccgaaagtac gcgcaactgc acagttatct tataaagtac cttcagttga 
agggttaaga
   276961 ttattgagtg gtatgcaata cagtagtagt aaatatgcaa acaaagaggg 
aactgcaaaa
   277021 gtaggcggct atagcgtctt taatattggt gctgcctata aaacaaattt 
tgctgggcat
   277081 gacacaactt ttagattcaa tattgataac ttatttaata agaaatattg 
gcgtgatgta
   277141 ggggcattta tgggagatga ctatctgttc ttaggtaatc ctcgcacagc 
tcaattttct
   277201 acaactttta gcttttaaaa gttatggaac aaataaaaaa ggagctttta 
aagctccttt
   277261 tttatttcag gaattaagcc gacatttttg gtttaaccat attattaatc 
gacaagatat
   277321 catcaagcac ttgggctgat aataaacctt cattttgaac taaagccaat 
acgctttgcc
   277381 cagtttcgtt tgcagtttta gcaatacgag ttgtagtttc ataacctagg 
tatgggttaa
   277441 gtgcagtcac aataccaatt gaattttcaa ccaaagcttt acagtgttca 
gggttcgccg
   277501 taatcgtatc aatacactta gtttggaaca ttgccattgc tttaccaagc 
aagtccatcg
   277561 attcaaacag tttgaatgca ataagtggtt ccattgcatt taactgtaat 
tgaccagctt
   277621 cagcagctaa cgttacagcc aaatcatttg caatgatctg gaagcaagca 
aggttcattg
   277681 cttcaggaat aactgggttt actttacctg gcataatcga gctacctggt 
tgacgtgctt
   277741 ctaaggtaat ttcattaatg ccagtacgtg gaccacttga aagtaaacgc 
aagtcattgg
   277801 caatttttga aagtttagtt gcagtacgtt ttaataaacc agataaaaga 
acaaagtcac
   277861 ccatatcaga agtggcttca atcaaatctg gagctgactt aattttctta 
ccagagattt
   277921 ttccaagtgc ttgaatcgcg agttcacggt aactatattc agtggtaatt 
cccgtaccaa
   277981 tcgctgtacc gccaagattc atataagcta aaacatttgg aataagcgta 
ttaatttgct



   278041 caaggtcttt ttgtagagtt accgcaaaag caccaaactc ttgacctaat 
gtcataggca
   278101 cagcgtcttg taactgagta cgacccattt ttaaaatgtg tgcaaactct 
tgagatttat
   278161 tcaagaagct aagaatcaaa ttgttaaatg gaagatttaa ctcatctagg 
ctaagtaata
   278221 aacctaaacg aattgcagta gggtatacgt catttgttga ctgcgacata 
ttaatgtcgt
   278281 tatttggatg caagtattga tattgacctt tagaatggcc catatattct 
aaagcaacgt
   278341 ttgccaatac ttcatttgca ttcatattgg ttgaagtgcc agcaccgcct 
tgcatcatgt
   278401 cgattgggaa ctggtcatgg aaattaccac gaataagctg attacagctg 
tattcaatcg
   278461 cttcaaattt agtttgatct aagtttttaa gattatagtt tgcttcagca 
caagctagtt
   278521 taaccatagc taatgcttta attaaattag ggaaatttcc aactttgcta 
tttgttaagt
   278581 tgaaattttc taaagcacgt aatgtttgaa ctccgtaata atggtcattg 
ttgatttctc
   278641 gatgaccaat aagatccttc tcaatacggg tagtaatatc agcgttcatc 
attaaacttc
   278701 gaattagtta agatgattca tcttagaatt cgaaatgctt cacttctaat 
gcatttatta
   278761 aagcaattat gcattttttg cataacaaaa aagagggtag tcgagaaata 
atcgttggta
   278821 tatgagcgta tatagaatga atacttgttc taaagtttaa tatattcaaa 
tatttattta
   278881 attttataga ttggtcaaag gtgtgaaaat gtaagtaaat caaaatttat 
acagaaaact
   278941 aagcaatcat ttccgtgtat taaaatcaaa aaaatatttg atttttcatg 
tgaaagttaa
   279001 tttatataag caaataatga gttttgttta ataaatttta ataaaattgt 
gatgcatttc
   279061 acataaaaat atttataata cagaaaattt tgatttatta agtttatgtt 
aaaagtaact
   279121 gctgctttat taatattggg aagttttgct tgttatctcc tttggggtaa 
tgaagaaaaa
   279181 gctgaaacta aaagttcgca catgcttaaa gaagctgagc aatcaattaa 
gaatgctgag
   279241 ttatctattc aaaaagctaa acaaaatatc cctactgcat cgtatcaata 
atttaggcat
   279301 tcaagattat tgtctgttaa ataatctttt gactgaaatt ttataaggtg 
taagcacgct
   279361 gtaaagagac aaatgcatga gaatgaagtt tattgcatat gatcctaact 
ctggtgagaa
   279421 actcagctta aaagagcata ttcatcacat ggataaatac acaacttatg 
ttttttttag
   279481 tgatgaaaaa gacaatatgg ttttcaatcc acagaaaaaa cagatatttg 
aaatcagtca
   279541 atatacttct aatatgatgg ttgaaatttc aagaaagtta tactacttga 
ttggtgaata
   279601 ttaggtcatt ttgatcaacc cgtctgcgaa aatcgtcacc gcttttaaag 
gggactcaat



   279661 acgtttgagt acacccaaat agatacttta gtataatagt cgggattatc 
tttttatctt
   279721 atactctttt caaatattgt atttaaatcc aatcaattat tatgactgct 
taaatcctga
   279781 aatgaggtaa ggtaatcatt ttcttatcaa ttattacttt accaacccat 
tgagtgagta
   279841 aaaaaatcat ttttcatatt ttttgggtta ggcaaagtaa aaagggtatg 
aaaatagatt
   279901 ttttaactac cttttatagt ggaaaagtat cttaattaag attctgaaaa 
atttaatcaa
   279961 taacataagg attggttatt gaaacagttt acagtccgca ttcttcccca 
aggtgcggac
   280021 tttttttatc aaaaaatgta caaatataag ttcgtgctta tttctaaaag 
ttatcttgtt
   280081 aagatcgctt atttattttt atgatgggtt tttattgttt gatttaaata 
atttttttta
   280141 gctgaattgt acttatgttc atctcttgtc tcgtgaaaac aaaacctatt 
attttcttat
   280201 cttcttttct atgtcagaat tattaaatac ttaattttat agattggctt 
tgtcctttca
   280261 cttctcgcat ttttgcaggt actccctatg ttttatcatt ctttctcatc 
actaaattta
   280321 tttatgctac ttcccaaaaa tatcaattaa taaaattaca aatctaaaag 
ggaatagata
   280381 agatgaattt agaagtccgt tgggtagagg atctcctcac attagaacgt 
gaacgttcaa
   280441 tctcaaaagc agcagagaaa agatttatta gccagtctgc atttactcga 
agaattcaac
   280501 aaattgaaga aatgattggt gctgaagtca ttattaggaa caacaaaaac 
aacatcgaat
   280561 ttacagacat tggtcgaatt ttattagtga tgtctaaaaa tattgaaaaa 
caggtagagg
   280621 agaccgcaaa actcattaaa aatattaaaa atgaaactga atcgaccatt 
cgtttctgcg
   280681 ttgttcattc tttagcttct ggatttttaa ctactttttt aaagaaattt 
cctacactta
   280741 ttcgtgattt aaaaattgaa attgtcgcaa cgaatagtgg agaaggcctg 
tctttgttaa
   280801 aagaaggtgc ttgtgacttt atgatttgct atgcagataa aagcaatatt 
agaaaagttg
   280861 gggatgatat tttaagtggt atcaaaattg ctgaaacggt tattgtaccg 
gtttctgcaa
   280921 ctgaacctga ccacagtcct aaacatacaa tacaaagtaa ttttgctctg 
ctagcgtata
   280981 gtaaacacgc gtacttaaga aaattggtag atcaactgat tgaaggtaag 
cttgtatata
   281041 aaacgttata tgaaacagat aatgccacta atttaaaaga gctggtttta 
caaggtctag
   281101 gagttgcttg gattccaaaa attaatgttg aagaagacct tgcagccgga 
aaattagtca
   281161 ttttagacca acaagaatat tgccttgctc aagatattta catcttcaaa 
aataatttga
   281221 gtgataataa gtcggtacag aaaatatgga atggttttaa aggccagcaa 
gaccaataac



   281281 gtctactcat ttgaaatgat gaagtacacg atatttatat ataaattaag 
caaataagta
   281341 gattatgctt tggcctttac gatgaaaggc agtataaagc attgcccctt 
gtctaaattc
   281401 tttgataatt tagagtaaat ttcaataagt caaaagtaga gtataggagt 
atttatctct
   281461 ttcataccta ctttgaactt atttcaatgg attattgagt ccaagcggag 
acaattttgt
   281521 ttgatctaga cagtagatta ttaaatattt tttatcatat ttatcggttc 
aaaagtgttt
   281581 caatggctgc agatgccatt ggtttgacac agccgagcgt tagtaatggt 
ctaaacaaaa
   281641 tccgccaaca ttttaatgat cctttgttta ttcgagtcgg taatgaaatg 
attccgactg
   281701 aactggcaaa gcaaattttt ccactcatta gcgaagttat tgataaggtt 
gaaagcatta
   281761 ataattttaa tgtgaacttt gatccgttga cctcagatca gttgtttacg 
attgcgatga
   281821 ctgatgtatc tcatttggtt ttattgccgc aactgaccaa ttatttaaaa 
gaaaaagctc
   281881 ctttgattcg tttaaatatt aggccgatta caccagaaac tagctatcaa 
atggcaaacg
   281941 gtgaaattga tctagccata ggttttttac cgcagttaga agaaggtttt 
tatcagcaga
   282001 agttttttcg tcaacactat gtcgtaatta gctcaaaaag ccatccacgt 
ttagacccaa
   282061 ataatttcac tttagaggat tatatgcgtg aatctcacat cgatattgat 
gcgggtattg
   282121 ggcattatca cattaaaaat gagctgcaga ataaagggct ggaccgaaat 
attttaattc
   282181 gcttaccaag ttatttaggt gtgggattgg tcgttcagga aacagatgct 
attgccactg
   282241 tgccatatta tttaagtcag gttttattgg ttagagagaa cttacagatt 
ttaccggcac
   282301 cgcttgattt tccaacttat gatgttaagc aacattggca tatgtcttgt 
caccacaaga
   282361 gtagccataa atggttccgt caaacctgtt atgaactatt taaaactgct 
taagagtttt
   282421 aattataaaa aagaagatgt aagaaaatcc ttacatcttc ttttaatttt 
aaattaaatt
   282481 tcaatcgcaa cggctgttgc ttcaccacca ccaatacaaa gggcagcgac 
acctttcttt
   282541 ttacctaagc gttttaatgc ataaataaga gaaagaataa ttcttgaacc 
tgtagcacca
   282601 attggatggc ccaatgcaca tgcaccacca tggacgttta cttttgcttc 
atcaattcct
   282661 agctcatgaa ttggtgccat tgccaccatt gcaaaagcct cattaatttc 
ccaagcatct
   282721 acttcatcaa cagaccaacc agcacgctca agtacttttt gaattgcact 
aattggagca
   282781 attgtgaatt cgcttggatg ctgagagtga gtcgaagttg ccacaatttt 
tgctaaagta
   282841 tttaacccgt gactttgagc atattcttca gtggtaagta ctaatgcagc 
agcaccatca



   282901 gaaatagagc ttgagttagc ggctgtaatt gtgccgtcct tgctaaaagc 
agggcgtaaa
   282961 gtcggaattt tctcaagatt tgcttttaat ggttgctcat cttgatcaat 
aacttcgaca
   283021 cctttacggg tttttacttc aacaggaaca atctcttctt tgaaataacc 
ttccgtaatc
   283081 gcagtttgcg cttttttaag tgaagaaatt gcaaagtcat ccatttgctc 
acgggtaaag
   283141 cctttggtat ttgccatgtc ttgagcaaaa gaccccatta aacgacctgt 
ttctgcatct
   283201 tcgaggccat ctaaaaacat atgatcctta atttcgccgt gtcccatacg 
ataaccaccg
   283261 cgagctttag gcaaaatata aggtgcattc gtcatagatt ccatgccgcc 
agccacaata
   283321 atattggcac tgcctgcttt taaggtatct gatgccatta acaccgcttt 
cattgcagag
   283381 ccgcaaagtt tattaatggt cacagctccg acatgatcag gcacgccagc 
tttacgcatg
   283441 gcttgacgag cagggccttg accaatacct gcactgagta cacaaccgaa 
aatcacttca
   283501 tctacttgtt caggcttaac acctgcacgt tggatcgatt cgcggatgac 
agcagcgcca
   283561 agttctggag cagttagaga agataaacta ccctgaaaac cacccattgc 
agtacggcta
   283621 cctgaaacta taacaattga actcatctta atatctctta ttggtgtatt 
tgctaaattt
   283681 gcctttagcc taaactaaag gcgccactaa attaaaaagt tggaggggta 
tagctgagcg
   283741 ttctaccaaa gaaccacagc aagaataaaa ctaaaggaaa atgcacaacg 
agctgtgtca
   283801 ctgtaaaacc aatcacatct tttgctttta gttttaaaat gcctaacatt 
ggaagcataa
   283861 agaatggatt gattaagttt ggtaaagctt cggctgcatt ataaatttgt 
acagaccagc
   283921 ctaaatgaac ctttaaatca tttgctgctt gcataacata tggggcttca 
ataatccatt
   283981 ttccaccacc tgaaggtaca aaaaatccaa gtaccgcaga gtaaattccc 
atcacaattg
   284041 caaaggtttc ttttgaagcg attgaaacga aaaattcggc aatataatgt 
gacagcgata
   284101 agtcttggct atttaaagct tgggtcataa taaaggcgat gcttccgtac 
agtggaaatt
   284161 ggattaagat tcccgatact gccggaactg cttttgcaac agcatttaaa 
aagttccgtg
   284221 gtgtgccatg taaagctaac ccaagcatta aaaacacgaa gttgtaggtg 
ttgagacttg
   284281 aaatggcaat gatgggattg ctttttgaaa attcaaaaaa catccagatt 
aagcctaaaa
   284341 ccaccacaat aatcgttaag ataggcgaat tttctaacca gtcacctgga 
cgagtagatt
   284401 ttgcttcatt tgttttttct tcttcaaatt gcacatcaaa actatcaatg 
gttttaacgc
   284461 tattgccttt tggggcagac caatatgcaa tagcgattga aacaatcact 
aaaataatgg



   284521 tcattgcaat tgattgccaa aggaaaatcg tttcggtaaa tggaataaca 
ccagtcaggt
   284581 tataaattga ctcaggtaaa ctggttttat ttgcctgaag ctgtgctgct 
gatgaactaa
   284641 ttccaagagc ccaagttgca cccataccaa tgattgcggc tgccgcagca 
gcacgataat
   284701 ccatattcag ctctttacgt tttgctaatg caatcactaa aagtgcagta 
agaatcgtac
   284761 ttattgccca attgactagt gaaattaata aactaacggt tgccaccaaa 
acaatagcac
   284821 cacgtccaga acttggaata cgcgccattt tttggatcag gaattttacg 
ggcttagata
   284881 cagaaacgac ataacctaca ataatgagca tagtcatttg cagggtaaag 
ggaataagac
   284941 tccagaagcc attaccaaat gaagtcgcta catcatggat tggagcacca 
atacccaagg
   285001 cggcaacaga gacaataatg acgccaagca gagcaaaaat atatgaatca 
ggaaaccatt
   285061 tttcagacca gtcactaatc cgaagagcaa atctttcaaa aattccttgc 
tgtttttcca
   285121 tagctgaaaa aatccttctc attcttattt atagacagca catccggtgc 
ttgatagggc
   285181 taagactcaa gctcacttac taacttgagt cttgtacagc taactaagcc 
ttagaattta
   285241 cgcgactaag gttttataaa actcgacacc tgtagcagct tgaatttgtt 
cgagcgttac
   285301 gtctttagca agttcaatga gctctacacc ttgtggcgta atatccatta 
cgcctaagtc
   285361 tgtaatcacg cggtgaacaa cacctttacc tgttaaaggc aaactacagt 
ttttcacgat
   285421 ttttggtgta ccgtcttttg cgcagtgttc cattagaaca acaacttttt 
gaacaccaac
   285481 aaccaagtcc attgcaccgc ccataccttt gactttttta cccggaatca 
tccagttcgc
   285541 taagtctcct ttttcagaaa cttccattgc acctaaaatt gcaatgttga 
catggccacc
   285601 acgaatcatg gcaaaagatt ctgagcttga gaaaaaggct gcaccagggc 
gagcagtaac
   285661 cgtttgtttg ccggcattaa ttaaatcggc atcgacagtt tcttcagtcg 
ggaattcacc
   285721 aatacctaat aagccatttt cagattgaag ccaaacatta atattctcag 
gaatataatt
   285781 ggcaacaagg gtaggtaagc caatacctaa attgacataa aaaccatctt 
caagttcttt
   285841 tgcagcacgt tgtgccattt cattacgtga ccaagccatt ttatactgcc 
tccgtgctta
   285901 aagttttatg ctcaatgcgt ttttcaggtg atgcgtttaa tacaatgcgg 
ttcacatata
   285961 tacctggtaa atggatttca tccggatcca attcaccaat ttcaaccacc 
tgttcaactt
   286021 ctgcaattgt aatttttcca gccattgcgc attcgggatt aaaattctga 
gcagttttac
   286081 gaaatactaa attacctgcc ttgtctgcct tatatgcttt aacaagagct 
acatcggctg



   286141 ttaaagattc ttctaaaatg taatttttgc cgttaaaaat acgttcttct 
ttaccttcag
   286201 caatgagtgt acctacacca gtttgtgtat aaaatgctgg aattccagca 
cctccagcac
   286261 gtaacttttc agctaaggtg ccttgtgggg ttagttcaac ttctaattca 
ccatttaaat
   286321 attggcgctc gaattcttta ttttcaccca cataagaaga gatcattttt 
ttgatctgtt
   286381 tggtttgaag caatatacct aaaccaaaat catctacacc tgcgttattc 
gaaatacatg
   286441 tgagaccagt cacaccactt tgcttaactg caacaattag tttttccgga 
attccacaca
   286501 aaccaaaacc accaacagca agtgtttgat tgtctgcaat tacatctttc 
agtgctgcct
   286561 ctgcgttggc ataaacttta ttcattctgt tgttttccta tatcccttag 
tgtttctagt
   286621 tttagcatca cattttgtgt tatagaagtt aattttttta aatgattaat 
aagtataatc
   286681 aatgaataat atcaaattaa gaacaaaact taagacgcat acaagctaaa 
aaatttaaaa
   286741 attactctgc aacatattga aacttataaa aattaaagaa tttaacttat 
ccataagctt
   286801 aacttatact aaaagacaat ctttaatttt ttaaaattta tattgaacca 
gtgcctcaat
   286861 aaattgagca gaaatatttg aaatttcaaa gttcttttta taaacaattc 
ctactgtttt
   286921 atgaatggct tcatctttta aatcaatcag aacgttatgt tctttatcaa 
tgtgtttagc
   286981 aaaatgcctt ggaattgcac ttaccccaat tccataagca acgaaacttg 
aaagagatga
   287041 aatttggtgg cattcaactt ttaaatcgag cgttatatta tttcgcaaac 
aattttgctc
   287101 aactaaatat cgaacaattg agggtttttg caaggttaca aatggatttg 
aacaaagctc
   287161 atgccatgta atagaagatg attgagcgag ggggtgactc ttaggtaata 
gagctaagaa
   287221 gtcttcttca aacaacggtt taaactctaa accttcggtg agatcaggtt 
caaaacaaat
   287281 accaagctca aaaataccat cttgtacttt ttctataatg gtctcatttg 
gaatatcgtg
   287341 aattgaaaaa ttaagattgg gatggacggc taaaaattga tgaatcacct 
ctggcaaaat
   287401 tgcatgggtc acaaagggca ttgaggcaat acttaatgtt ccacgattga 
gcttaaaccg
   287461 ttgtttaaca tcgttctcca tttcatccca attggcaagg agtttttttg 
catatggaat
   287521 gagcgatttg ccttcttggg taagctcaac acggcgtgta ttacggttaa 
agagctttcc
   287581 gcctaattct tcctctaagc ttttaatggt gagacttaaa gcagactggc 
tgagatgtaa
   287641 ctctaaagaa gcattggcat agttgagtgt acgcgcaagg gccaaaaaag 
cttttagttg
   287701 tttaagcgtc atttctttcc tttaaattac tcaacttacc tagaagagta 
atttatacga



   287761 aaatttacct aatatgatgt tttttgacaa aaaattatga aaaataaaaa 
tcatggactt
   287821 atttaacaga gagccagaaa taaatgtaaa aatcttgaat tactttaata 
aattgtccca
   287881 acaaaactcg tctctattat tagaaaaata tataaacacg ccaattacat 
ggaaaaacaa
   287941 ataacctagc caaattgctt gaggagcaac tttcaagcct tctaataaaa 
cagttgttga
   288001 atagattgcc aataaaaagg tgaagagaat gacgtatgta gtactcacta 
caaatttata
   288061 tttcggtgct agatgaggga ttttataacc aataagaatt tgcatcccgc 
aatttatgat
   288121 caatgaaatt atacctacaa agacttgtgg catatttaga gatgttaaag 
agagttgcgt
   288181 aattataaaa atagcttgcc acagtacaaa catccccaaa ggatacagta 
taaatttaat
   288241 ccacatcata ttttgttttc ttatcaatat tttacttcgc tattgtatta 
aatattttaa
   288301 attaaataaa tattattttt tcaaaattta ttttccaaaa atatcaagat 
ataaagtcat
   288361 tctaatttca attaatatat ctatgaattt ttaaattctt taaaatttaa 
tgtaaaagat
   288421 aaataagtta tataagggta taattgatga ataaaactat tcttggctta 
atggtagtac
   288481 cacttgtatt gagtggatgt ataaaaaaag cagaggaaaa accaacagaa 
aaaacggaaa
   288541 aaacctctac tataaaagca actgaacagc ctccaaaaga agaaaatata 
attcctgcta
   288601 tgctagtacg taattttctt gtgaagtttc aacaacccaa aatttgtgct 
ccaaatccag
   288661 atgttgatgg aattgtatgt acctctaaag aagcgattgc acttaaaagt 
aatattgaat
   288721 ggattgatca agtaatcgat aaggaaatcc gtaaagatta tgcagatgct 
cttacacctc
   288781 cttcagaaaa gcaaaagcaa ctaaatcaaa cccaagctga agggtttaat 
aactggtcac
   288841 agagtgtggt ttatcgcttt aatggacagt ttggccaata tgtgcaaatt 
tcgaaagtaa
   288901 gttcagaata ttctggcggg gctcatggta tagcaacttt tgaagattat 
atttttgact
   288961 taaaaagtaa aaaacgcatt gaattaaaag atattgttat caatggaaag 
atgaatgcgc
   289021 ttaaagaaga attgtggaaa caatacggat attggtgtca agaaaaagat 
atgcagcctt
   289081 atattagtaa agaagacttt aaagtaagtg aaaatttcta tattaatcaa 
tcaggcggga
   289141 ttacatttga ttttcagctt tacgaattgg ctccatatgc tgcaggtcct 
gtgagtttag
   289201 aactctctga tacagatcaa ctgataaaat cagatttttt accgccaatg 
cctactttaa
   289261 aaactgaaat gtaaaaataa ctcctgccta atccgataaa gatagtagag 
caaaattttt
   289321 atattaattt acaatctcta gtaaatggta atagtcacaa tggcacagaa 
ttttttgagg



   289381 aagaggatta tttggagtct ctattaaaga gccctgtgaa gacagaactc 
actatttatg
   289441 taacacagaa gattttgagt ttttgattat ctcaacttat ttcttggtgg 
ctattgctgc
   289501 taatagaagc cctccactta aagcaatatg ttctaataca atttggaaat 
cctgagttct
   289561 ttgtggttca gctaatttcc aaaaaggatg tccaatagga atacaaagta 
aagtgaaaat
   289621 ggctagtatt cctgcaccca accatgtaag ccctgcaaaa tttgaaataa 
gtagaattga
   289681 tcctataagt tgaatggcta tagttgcaaa agcaaataat tcaggaagtg 
gtaaatttgc
   289741 tccaatcatt tcattaacaa cagtatcaaa gttaaacaca ccaaaaatac 
cagcgattaa
   289801 aaagaatgaa gataaaacta ttcgcccaat aactaatgtg taattacttg 
ataaagtatt
   289861 atgaattaag gatgccataa gaagattatt cctatataga gttgatggta 
atgatcgtta
   289921 ccatcatact tttgtacatg gtaatgtcaa gaaccatggc acgcctttta 
ttttgtagga
   289981 aagaattgtg ataagtgaaa gtaccaaaac caatcaaatt gataataaaa 
atcgccttat
   290041 aattcaaaca gtaggtgatc tttttctaga gtatggttac tcaagagttt 
ctattaattt
   290101 aattatttcc aagatcgggg ggtctaaaag agatctatat gctcagtttg 
gtgataagga
   290161 ggggcttttt aggagtgtga ttgcggatgt gtgccagcaa gtacttgatc 
cactaaaagc
   290221 cttaccagta gaaggtggct caattgagca agctcttact tcttttggaa 
gaatattttt
   290281 atcagtactt ttatcttctc gcgtaattgc tttacagaaa ctggtacttt 
cagaagcgac
   290341 tcgttatcca gagtttgcaa aaacatttgt acaattaggt ccagttagtg 
catataactt
   290401 agcagcagaa cttttaatga aaagggctga ggttggggag ataagagttt 
caaaaccgaa
   290461 agtcatgggt gctttatttt gcgatatgct catctcagat ctacaattta 
aaattatatc
   290521 tggtgaaata gttactgata gtcaaataga tgaacgtgtt gaaatggcag 
ttttaacttt
   290581 cctaaatggt ataaaaagct aaagttcggt tcaactgagc gaatacactt 
gcgcaaaatc
   290641 cgtaaaatta atgaacaaga tctgaaatgt taaattttac acattattaa 
agtggataat
   290701 atcatgaaaa aaaacatttt tttagcttta gttctgggct tagttgggtg 
ctcaacagct
   290761 ccagttgttc cgaatacagc aaaaccgata cctaatgaga gagtgtacaa 
tcagaactat
   290821 ttaaagaaac agtctcctga acaagcaaaa gttacttttt cacgagataa 
aggttttcta
   290881 ggatctggtt gtactcatga tatgtatgta aataacgaaa aagtattttc 
aattcgctca
   290941 aacgaaatag ctacaattta tcttgagcct acatattata tctttagatt 
agaaactggt



   291001 gggggaatgt gcccaaatat tgccacttct caagaaacag aagtcaaatc 
aggggcagag
   291061 atagaatatc gaattttact tccatctgac tttaatttaa gactaactcg 
aatgaaataa
   291121 gagagtaaga tcttttgtct aaagcaaaca agcaatatca gattttaatt 
aaactcactc
   291181 gtcattaggt gggtttttct tattcgctaa tagattattg atctcaacta 
acaaaatatt
   291241 tattaaatta atttataaaa tatattattc aattggcttt attaaataat 
atagaaacat
   291301 taatttaatt tactcaataa ttaacaagtt ttataaaaca ataatatttt 
tttaataatt
   291361 aaattttacc aagagagcca aataagcgct tgtattttat tggtatttaa 
aaatttcaat
   291421 aaattacatt gtttttaaat attttagtga tattttattt ttaagctcat 
ttacctatta
   291481 ccatccatag atattgtgat ttttatcatt ataggtttgg gataacctaa 
atatcttttg
   291541 gtaattttat tgaacctaat atctattctt tagggagaaa gaatatatgt 
gggaattatt
   291601 tgtaattcta ctttcgcttg ggctgttaat gtatacagct tacaagggct 
tttctgtcat
   291661 tctcatggca ccaatttgtg ccttacttgc agttttactc attaacccag 
ccaatgtttt
   291721 accgttttat tcgggtgttt ttatgcccaa aatggtgaac tttattaaag 
attactttct
   291781 tgtgtttttg ctgggggcaa ttttcggtaa agtcgttgaa atgtcaggaa 
ttgctgagtc
   291841 tattgctcgc accattgtaa gatggattgg ggcaaaaaaa gcaattttaa 
cggttgtatt
   291901 actaggtgct attttaacct atagcggtgt aagtttattc gttgctgtat 
ttgcaattta
   291961 tccctttgca aaccagctat ttagacaagc gaatattcca aaacgtttaa 
ttccaggaac
   292021 cattgcgctg ggtgcattta catttactat ggatgctttg cctggtacac 
cgcaaattca
   292081 aaatgtaatt ccaaccacat tctttggcac caatatttat gccgcaccat 
ttctaggaat
   292141 tattggtgct atttttgttc tatgcatggg tttggcttac ttagaatggc 
gtcgccgagc
   292201 tgctgcaaaa gctggcgaag gcttctcggg ttttggcgta gacaatacgc 
catctcaaga
   292261 aattgaagcc gatatgaact tgcaaaataa tggaagtacg gctcgtcagt 
ttttagcgtt
   292321 tgtgcctctc attcttgttg ccgtaatgaa caaatatttg tctaaagcaa 
tcaaagagtg
   292381 gtatccaaat ggttttgatt ttgctgcagt tggattagcg gattacaccg 
tagacgttgc
   292441 aaaaactggt gcgatctggg cagttggtct tgcgctgatt gtcgggatta 
ttactgcaat
   292501 tttgtttgat tatcaacgtg tagtgacgaa cttcaaagaa ggcattaatg 
ccagtattgg
   292561 tggctcactt ttagctgtga tgaatacagc ttctgagtat ggtttcggtg 
caattattgc



   292621 gtcattaccg ggttttgcca tgattagtca tgcaatgagc agtactttta 
caaatccatt
   292681 agtcaatggg gctgtgacaa caactgtttt agcaggtatt actggttcag 
cttctggggg
   292741 tatgagtatc gctttaagtg cgatggctga acaatataac gccgcgattt 
tagctgcggg
   292801 tattccacca gaagtcatgc accgtgtagt tgcgatggcg tcaggcggta 
tggatacgct
   292861 tccgcataat ggtgccgtta tcactttact cgctgttaca ggcttaaccc 
ataaacaatc
   292921 gtataaagat atttttgcag tcacggtaat taaaacgtta gcggtatttg 
tggtcattac
   292981 ggtctttacc gtaacaggta ttgtttaaat cagcacgtta taagtattaa 
ggagtaaata
   293041 aatgacaaaa cttttagacg gtaaggtggc ttttattaca ggttctgcaa 
gtggtatcgg
   293101 tctagagatt gctaagaaat ttgctcaaga aggtgccaaa gttgttattt 
ctgatatgaa
   293161 tgccgaaaag tgtcaagaaa cggcgagctc acttaaagag caaggttttg 
ataccttatc
   293221 tgcaccatgt gatgtgaccg atgaagttgc ttataaacaa gctattgagc 
tcactcaaaa
   293281 gacctttggt acggttgata tcttaattaa taatgctggt ttccaacatg 
ttgcgcctat
   293341 tgaagaattt ccaacggctg tttttcaaaa gctagttcaa gtcatgttaa 
ctggggcatt
   293401 tattggtatt aaacatgttt ttccaatcat gaaagctcaa aaatatggtc 
gtattattaa
   293461 tatggcgtca attaatggct tgattggttt cgctgggaag gcaggttata 
acagcgctaa
   293521 acatggagta attggcctaa caaaagttgc cgcattagaa tgtgcacgtg 
acggtattac
   293581 ggtaaatgct ctatgcccag gttatgtaga tacaccattg gttcgtgggc 
aaattgcaga
   293641 tttggctaaa acccgtaatg tgagtttaga cagcgcactt gaagatgtaa 
ttttggcaat
   293701 ggttcctcaa aagcgtttac tctctgttga agaaattgct gactatgcga 
ttttccttgc
   293761 gagtagcaaa gcaggtgggg taacaagcca agctgtcgtg atggatggcg 
gttatacggc
   293821 ccaataattt aattgtttta taaaagccgc ttattctata taagcggttt 
tttattcgtt
   293881 aaaatttacg atagtctgct gttcaaaata atgctttatc tctactataa 
cttgttataa
   293941 aaaactaaga aaataagttc gttagggtat aaatttatac tttaaaggta 
tttaacttat
   294001 ttccattttt aaaatttaat agagtatgag aaagtaatat ttacgctatt 
tcctgattag
   294061 atattttcag gaaaactcgt caattaaagg gtattaattg gcatacaagt 
tgctttttta
   294121 gcaataagtt ttagctaggt gaaaaggata tgatatcact cagccaacag 
atggaactca
   294181 atcattattc acgcaaagct gaatttgcgc agaatctgat gtccacaatt 
tgtggtgaac



   294241 accgtctaga cacaatttac aaaaataatc tcgatttcca ctatgacgga 
atgcgtttgc
   294301 ccaataaaaa aatggcaatc ggcacaatca gttatggtgc aaacgtcgct 
atcaacatct
   294361 caaatttaaa agcttatagc attagtttac ctatacaggg gcgacaagct 
cttaacattc
   294421 gtggtgcaca ttatcaatct gatgaaaaca gaggcctaat tgtttcaaat 
aatgatcaac
   294481 aagatctgat tatcgataaa gactgtagaa aatttcaggt ggttattcct 
gagcgaagta
   294541 tgcagattgt ccttgcagat ttactgaata aacctataga aacgcctatc 
atttttaacc
   294601 ctgaaatgca cttagactct gagcaactga ttggagcgtg gtggaagaat 
attcagaatt
   294661 ttttacagct aaaatcgcaa tatagcaatt tttatggttt acagatgtta 
tctgaagact
   294721 atgaaaattt tgtaattaaa gccttactat tatctcaaga aaacaactac 
tctgaagctt
   294781 taaagtcact ctcacatcaa gatgagccag cttatattcg aaaggttcgt 
aattttatta
   294841 ttgaacatgc tcacgaagaa atctgtgcag aagacttgca gcgtttggcg 
ggggtttcaa
   294901 aatcaaaatt gtatgatgaa tttcaacaat actacggcac cagcccaatg 
tcgtatttga
   294961 aaaaatatcg tcttcaacaa atttacaaaa tcttgagcac tacaggagca 
gatagaaaga
   295021 tttctatttc aaagcttgcc tatgactggg gctttaatca cttaagtcgt 
ttttctcaag
   295081 aatatcgtga agagtttggc gaaaatccaa gtgagactaa aggcaaaatt 
ttctgatatt
   295141 taactttcgc aataaaaaac tgatttaagt aattaaatca gttttttatt 
tattgcttaa
   295201 tatttataga ctttcttcaa gttttaacac ttgtttgtgt ttagattttt 
catagatcac
   295261 tttcaggcta agtgcagtaa atgagatgaa agttggtaaa gcgagaataa 
agaaaatacc
   295321 gcttaaactt aagttaaagg tgaaaatgaa tgagccaaag aaagcaccta 
aaattgcacc
   295381 gatacgacca ataccatgca tccatgaaac accaaccgcg cggcacactg 
ctgggtagaa
   295441 catagctgca agtggcagta atgaggactg tgcaccagcc agtaatgcac 
caattaagaa
   295501 gatagtaagg cctaataaga aaatatttga gctcactaga ccagcaacaa 
taaataggct
   295561 gaaagcgatg agatatgaat atttaatcac tgtagttggg tttagtttat 
ccatgtacca
   295621 tcccataatg gttgcgccaa ttacaccgcc aaaagggaaa atcgcagcaa 
ttaaactaaa
   295681 ctgttgggta ctaaaacctg ctgtttttaa aatcgttggc atccagcttg 
ttaaaagata
   295741 gaacaccaaa agactggaaa aacagcagat ccaaagcatg cttgaacccc 
acaaatattt
   295801 tcctaaaacc actttaaccg gattttcatc tgaaggattt tctgcttgag 
ctaaaataag



   295861 ttttactggc tcttggaagg aatggccttg aatattttct aaaatacgct 
gcgctttatc
   295921 ttgttgatga cgtgtaatta agtattgagt tgattcaggt aatttaagta 
ataaagcaac
   295981 cactaaaatt agcggaatac ttccgccaat aataatcact ttggcccagc 
catagctttc
   296041 taacagataa gctgataaca caccgccaca agaaataccc agcataaatc 
cacagccagc
   296101 aagccctgtg agaaatgctt tacgttttac aggcatatat tctgagacaa 
tggtactaat
   296161 gtttggcata gctgcgccta aacctacgcc agtaataaag cgataaatca 
ttaagtcttg
   296221 agttgaatta gcaaagccac acaaaatcgt aaatatagaa aataaaagac 
ttgtaaaaac
   296281 aataacacct ttacggccaa atttatcggc taaggggcca gaaatgattg 
caccaattga
   296341 cataccgact aaagcagcac ttaaaacggg agcaagttga ggcttggtaa 
ttccccaatc
   296401 atccagtaat gctggtgcaa caaaaccaat aattcctgtg tctagaccat 
cacagaaaaa
   296461 gacaaaaaag cctaggataa aaaccatcca ctgtagtgga gacagttttt 
cgcgattgat
   296521 aatcgtgttt gcatctatcg ttttcatatg tattccttct taaaattatt 
tcattcccta
   296581 agtaattcaa tgtattcgtt acaaaacctg tgtctttgat tgaactattt 
ttaaccaacc
   296641 ttcactatcc aataagtcct aatcttcatc cattttttct aaatgagata 
aaaagcattc
   296701 atttcacttt taatttaatc ttttgaaata taggtgtttc ttatttttaa 
ttttttatcc
   296761 agtttgattg attttgataa ttgcgcagag attggatagt gcttgcagct 
tttggacagt
   296821 ctaaaaaatt ttcagataga agataaagcc ataacaatgt caggagttga 
cactatggct
   296881 ggtcaaacca ttcaaattca aactgcatct ggaaagcagt tcggtgcata 
tctagcgaca
   296941 ccagaaacag gaaaaggtcc cggtgtggtg ctttgtcagg aaatctttgg 
ggtgaatgca
   297001 gcaatgcggg aaaaggcaga ttttcttgca gaagaaggct ataccgtttt 
agtacctgat
   297061 ttattttggc gtgtagcacc taatattgaa ctgggttaca caccagaaga 
ttttcaaaaa
   297121 gcttttgaac tttatcagca atatgacgaa aacctcggtg ttgaagatat 
tcaagacagc
   297181 ttagcttttt taaagacacg accagaatgt gatacctcta caggtctcgg 
cgtggtgggc
   297241 tattgtttag gtggaaagct agcttacttg gcaggctgtc gactttcgga 
agtggcatgt
   297301 gccataggtt attacggtgt aggcattgaa aaagcgttag atgagttagc 
taacgtaaaa
   297361 gggcgtttgg ttttacatat tgcagaactg gaccaattta caccgccaga 
tgcgagacaa
   297421 gcgattgtcg atgcagctaa tcaatattca aatgtacaag cttatgttta 
cgaaggcgtt



   297481 gatcatgcct ttgcacgacc aaaaagcaac cattaccaca aaccttcagc 
acgctttgct
   297541 cacgagcgta cagtaacagc tctacatgaa acgattggac cgaaatatga 
cctagtcgca
   297601 ctctgggaag agcatatccg tcatgaattc gatacgcgtg acgtccccgc 
aactatggca
   297661 acaatggtcg cagaacctta tgtcaaccat attccaacgt taactggtgg 
ggtaggccaa
   297721 agccagcttg ctcgttttta tcagtatcac tttgttcatc aaaacccgaa 
agatatgaag
   297781 atcacttcga tctctcgtac ggttggctca acgcaagtgg tagacgagtt 
cattatgagc
   297841 tttacacacg acgctgaaat tgactggtta ttaccgggtg taaaaccaac 
tggtaaatac
   297901 gtcgaaattc caatgttagg tgtaattcag ttcagaggtt caaagctgtg 
tcatgagcat
   297961 atttactggg accaagcatc ggtgctcgtt caaattggtt tattagaccc 
aacaggctta
   298021 ccagttgcag gtgtcgagac agcgcgaaaa cttcttgatg aagatcttcc 
ttccaatacg
   298081 ttgatgccat cttggtcaag tagtgaaggc aagccagtca gttaaggagt 
atttgcaatg
   298141 aatataaatt taagaggaaa agttgctgtg gtgagcggcg gtgcaacact 
gattggtaaa
   298201 gctgttgtac aagccttggt gagtgcaggt gctcatgtcg ctatcttaga 
tattgatgcc
   298261 aaaggtaagg cgattgccga aagctttaac catggcgtga tgtttattca 
aaccgattta
   298321 accagcgatg cggctattca acaagctgtg gcggatattc accaacattt 
aggtgaagtg
   298381 agttacttgg tcaatctggc atgtacctac ttagatgacg gttttaaatc 
ttcacgtcag
   298441 gattggatac aagcactcga tcttaatttg gtctctacaa ttgagctgag 
ccgtgcttta
   298501 tacaatgacc taaaaaagca gcaaggttca attgttaact ttacttccat 
ttcagccaaa
   298561 gtggcacaaa cagggcgctg gttatatccg gtttctaagg ccgcgatacg 
tcaactcaca
   298621 caaagcatgg caatggattt tgctgccgat ggtattcgcg tcaattcggt 
ttctccgggt
   298681 tggacatggt ctcgtgtcat tgcagaagtc agcggtaata accgtgaaaa 
agccgatagc
   298741 gtggcagccg attatcactt actaggccga ttgggtcatc ccgaagaagt 
cgccaatgtt
   298801 gttttgtttt tattgtcatc cgctgcgagt tttgtcaccg gagcagatta 
tgcggtcgac
   298861 ggtggctatt cagtaatggg ccctgaagga tcacagcccg ctattccacg 
tttagccgaa
   298921 tagcacagcg ttttaaaagc acatttagaa aattatggag aatattatgc 
gccgtattgc
   298981 aattgttgga gcaggacagt ctggtttaca gcttggttta ggcttattag 
atacaggcta
   299041 tgacgtgacc atgatcacca accgtactgc cgatgaaatc cgtcaaggta 
aagtcatgtc



   299101 aagccagtgt atgtttcata ccgctttaca aactgaacgt gacttgggac 
taaatttctg
   299161 ggaagaacaa tgtccagccg tagaaggcat tgggctagct ttagtgaacc 
ctgaaaatgg
   299221 tggtaaagca tttgaatgga gcgctcgtct tgagcgctac gctcaatcgg 
tcgatcaacg
   299281 cgtcaaaatg ccctattgga tggaagaatt tgaacgccgt ggcggtcgat 
tggtgattca
   299341 agatgtagga atagaagggt tagaacaact cgcaaacgac tacgagcttg 
tattgctcgc
   299401 ggctggtaaa ggtgaagttg ttaaacagtt tgaacgtgat gatgtacgaa 
gtgtttttga
   299461 taaaccgcag cgcgctttgg ctttgaccta cgtcaaaaac atgaagccaa 
tttcacctta
   299521 ttcacgtgtg acttttaaca ttattcctga agtcggggaa tacttttcat 
ttccggcact
   299581 aaccatcaat gggccttgcg acattatggt gttcgaaggt attccaaatg 
ggccaatgga
   299641 ctgttggcaa gatgtgaaaa caccagaaca gcacatgcaa tgtagtctgg 
acttactcaa
   299701 gaaatttgtg ccttgggaat atgaacgctg ctcaaatgtt gaattaactg 
atgctggcgg
   299761 ttatttggca gggcgtttcc caccgaccgt acgcaaaccc gttttaacct 
taccgtctgg
   299821 caagaaaatt tttggtatgg cagatgcctt agtggtcaat gatccaatta 
ccggccaagg
   299881 ctcaaataat gcggctaagt gtagcaagat ctattttgat gccattttag 
ccaatgataa
   299941 tcaaagcttt agcgaacaat ggatggttca aacttttgaa cgctattggg 
cttacgcaga
   300001 aaaagtcgtg gcttggacca atagcttgtt attaccacca gagcctcatg 
tcgttgaact
   300061 cctagcagct gcaagccaga accagcgcat tgcttcaatt atggccaata 
actttgatga
   300121 cccgcgcgcc tttgctccgt ggtggtttga tgcaaatcag gctcaagcat 
tcttagcttc
   300181 aaaaaacaca gcaaaagtgg cctaaggtca aaatatcaaa gggagattta 
aaaatggaca
   300241 caattgaaac tttagcttta caagcgatta atgccgaaaa cccaagagaa 
attcgtaatt
   300301 tgcttggtca gtttgcaact ggcgttaccg tgattaccac tagtggtaaa 
gatggccgga
   300361 aaataggcat gacagccaat tcattttcat ctctgtcttt agatccgcca 
ttaattttgt
   300421 ggagcctttc aaaaacggcg ccaagtttgc ctgattttgt agaagcagaa 
tattttgcca
   300481 ttcacatgtt ggcacaagag catcatcagc tttcggggca ttttgctcga 
ggtgccgaag
   300541 acaaatttgc aggcattgcc catcaacaat gcaatgctgg cgttccaatt 
ttgactgatg
   300601 cactcgcaac cttggtttgc cgtaatgtaa atcagtatga aggcggagat 
cacctgattt
   300661 ttattggtca aattgaacaa taccaacagc gccaaggtga accattggta 
ttccacgcag



   300721 gaaagtatcg aattgccgct gagcatccag aattagcaca ttaattcacc 
acaatcacga
   300781 tcaatccggt cgtgattttt ttataggaaa taagaagatg aaaagtactt 
taattaaaca
   300841 tggcttttta gcagggacat tattaggttt gccgttggtt acacatgcct 
atgatttacc
   300901 gaccgtaaat ttaggcatga ccagctttct cgatggtgga ttacctgcag 
ggcccggctg
   300961 gtatgctcaa acctattttc aaaattacga tagcaataaa ctggtcgatg 
ccaatggaca
   301021 aaaactcggt ttacctaaaa cagatttaaa ttatcaagta ctggttgagc 
agattagtta
   301081 tttatcgaat gtccgagtaa aagataaagc cagtctaggc ataaattttt 
taattccttt
   301141 tgtcagtaaa atggacatgg atgatggctt gaataatgct gcaattaaag 
cccaaagtgg
   301201 ctttggggac attatgatcg gaccttttat tcagttcgat ccagtcatgg 
gtgcgcaagg
   301261 gccgaagttt gtacatcgtt ttgagtttca ggtgaattta cctactggcg 
aatacgacca
   301321 gcaaaaagat attaaaccaa gtaataacgc tgtttcattt gacccgtatt 
gggctgccac
   301381 atattggttt aatcccaaat ggactgcgtc aacacgtatc cattatctct 
ataactttaa
   301441 aaatgatgac ccaagctatg cctttgctgg agcaaatgat atgcaagctg 
ggcaagcaat
   301501 tcatgcaaac ttcgcaacag actatgctat taccgaacag ttccgcttgg 
gactaaatgg
   301561 ctattggcta aaacaaatca ctgacaccga agtcgatggt gaaaaagtta 
aaggtagacg
   301621 tgagcaagtg tgggcaattg gtccgggtgc gatgtatagt ttttctaaaa 
atgatcactt
   301681 ggttgcaaat gcctattttg agcaagatgc tgaaaaccgc ccagagggaa 
cacgactgca
   301741 agttcgctat gttcaccatt tctaggtcat aaaaaatgcc ttttatatca 
acaaatataa
   301801 aaggcattta tctattttaa acttaagaaa aaattgaatt aatcaagctt 
gaactctcac
   301861 tatgaccaga tcggcgagta gacgaaggta actcaccata acggcgttta 
tattcttgag
   301921 aaaaacgacc taagtgagta aatccccatt taaatgcaac gtcagtgacc 
gacagatttt
   301981 cattatgcat cagctctaaa tgagcttgtt caaagcgtaa ttcttttaaa 
taagacattg
   302041 gggtagtacc caaatagttt ttaaaaccag taaatagtgt tctcacactc 
acgcctgcat
   302101 gttcagccaa aatttcgaca ttaagcggct catgtaaatg ttctttaata 
taggcttctg
   302161 tacgcttcac gaaataagga gagactgttt tttctttata atgatcaagc 
ttatgtaatg
   302221 cgttattggg ttgaccataa atgagcgcat taaacaaatt tgactcaaat 
tgtttaaagg
   302281 ctaatggatg atggagcggg tgctgatcac atgctaaagc atccattaat 
gttctaacca



   302341 gctgtaaaaa ataggctcca ccttgggtag aaaaatctaa tttagggtca 
aaaatgagta
   302401 agttattctc tgaatccgca atgtgttgac ggcaatggta agtaaaatca 
tcctttgaca
   302461 cttttagaat gagctgtggt gagtttgcat gccagcgcat acgtaaagat 
tgctgaggag
   302521 aaataagaga agcaacttga gaataagaaa taaacttttg tgaaccaaac 
tcgatttctg
   302581 catagccctg agttggaatt tgaattaagt aaaagttatc cagatgatct 
ggttcaataa
   302641 tgacatctgc gccatattcc aagcgactaa tagacaatgc gcctgtttta 
acatggtgca
   302701 tagttgcact gaaatctcgc ttctgatgag agattttaag atcatgcggt 
ttaaaaattt
   302761 ggcctacatt tcggcaggtt tcgcttaaat cgtggtgatc gaacaccaaa 
ttatgatcag
   302821 taaagatcgg ctcattttga aaatgacgtc cattgagttc gtgggagttg 
gcttggttca
   302881 tatttatccc ttttggctca ctcctgtatt tacttgtatt gcgaaagctt 
taaaacttcg
   302941 ctgcacagca agtaaatacg gcacttaaaa aattaagtta ctcgcaaatt 
acaatgagat
   303001 ataagcaaga tatagaccaa tctaaccgct aattaatgtg attttctcaa 
acttttacat
   303061 cggattttgt ctatcaattt aatacattcg agaaatagaa tagggggata 
taaaaggtgc
   303121 tataagttaa tctcatcatg atcttattcc ttaagatcta tcaaaattta 
tagcaaatcc
   303181 gagtgagctg gtcaatttat tttgtcggaa ttaattattg tatattattg 
atatataaaa
   303241 gcttttaatt taaatgcaaa aattcaatat accccttata agagtatatt 
gaatcatttc
   303301 aggtttgagt ggtttctaaa ttatttgtac tgaagctatt tgtactttta 
gcgtgaggta
   303361 ttgctctgta aaaatttctc gctgtagata cggtagtttt gcaaagcttg 
ttcatctaac
   303421 caatttttaa cggcttcaat cattggcggt gggccacata aatacatatc 
aaaagcttgc
   303481 tcggcaagtt gatctttatt taagtgctca tggatataac cggctttacc 
ttgccaagtt
   303541 tccgttgcct tagtcacaat cgggtgatag ctaaagttgg gtagctgttc 
tgcataggcc
   303601 tgtaaacgct gttgttcaca caagtcggtt tctctattta cgccgtagta 
caactgaatt
   303661 gcaggtgagt taggctgatc aaccaagtta tcaagcattc ccaagaaagc 
tgataagcca
   303721 gttccacctg ccacaaaaac caatggtcgt tctacttcac gtaaatagaa 
actaccaagc
   303781 ggtgcttcaa taagtaggct ttgtccaacc tgacaacggt cacgcaggta 
attactcatc
   303841 acaccgtctg gtaagagacg aattaaaaat tgtaattgat tggtcgcatt 
tggtctattt
   303901 gcaaaagaat atgagcgcca atcttcagta tccggtattt gcaaacgagc 
atattgaccc



   303961 ggtaaaaact gaagttgttc agcatgactg ctcgcatcaa gatgtaaaat 
tgctgttgtt
   304021 tctgaaacca gctcaaccgc agtcactttg gtttcaattt ttaaggtatc 
accagcattg
   304081 caaatagcag aatcatgatc gaaataaaaa gctgcatctg attttacacg 
cgtctggcaa
   304141 gctaacattt ttcgctcggc caaatcacgt tcacttaatg catcttcatc 
gacatattct
   304201 tgttcataaa tgccggtttc acactgtccc tgacaggtac cacaaacacc 
ttcgcggcag
   304261 tctaacggca agttaattcc ttgacgaact gctgcatcaa gcagcaattc 
atctttattt
   304321 accgaaatga aaaaggtttt gccatcggca aagttaagtg caactgaatg 
tcccattttc
   304381 attcccctta aacgtgatag aagtctaaaa cggaatcaat tttgtcattc 
agcaaaatgc
   304441 tgtgctgacg acgaatgcgg aaaccatctg cggtttgacg caaaagataa 
gtagcgtgtc
   304501 cgtaaaaaca accttctaat ccttgacggt tataaagcgt ttgccatgca 
acttttgctt
   304561 caattaatcc atcatccaat gttttaactc ggatgttgtt tatgctgtgc 
aaagtacgtg
   304621 gtaatggcgt tgcagaggcc gcttttccgg tacgaatacg gaatacacgg 
tcttcaaggc
   304681 ctgtacggtc tgcataataa atatatgaca agccctgatt tggatcttga 
acatagttat
   304741 ggtcatcaat ccactgtgga atatgatatt cactatcttc atcgtaaagc 
tctaggtagg
   304801 catcccagtc ataagcatca caaagctctg cctttttgta caaaaactga 
gatacagcaa
   304861 aatgtagttc ttgtgacatg gttacacctc atccattaca gtattgtttt 
caaaagtaat
   304921 atcctgcatt ttcaaggctt tcttgtttaa gccgtcgagc atgagacgtt 
gccagtgtcc
   304981 atgttgattt acataaagtc cttcatgggt aaattcacgg ccagtaataa 
cgggttgaat
   305041 gcctaaatct tgtgagtttt tggtcgcgcc atattcccaa gactgacaac 
cacgcgaaat
   305101 atcgctccaa cgttcaagtc gggcctgaaa acctttttgt tgctcacgga 
attcaactaa
   305161 atcgtctggt gtaccaaggc ccgacacatt aaagaaatct tcaaactggc 
gaatacggtt
   305221 acggcgtgct tcagcagatt cacctttaac ccctatgcat tggctgatga 
cttcagtttt
   305281 attccatgcc acagggcgaa caatacgaag ctgtgagcta atttgatcca 
taaaaaatag
   305341 gctagggtac aagttcaaat ttcttaaacg atgcattgcc cattcagcat 
atttttcgcc
   305401 atatttttca accatatatg gcataactgt gctgtagcct ggacgaactg 
tcggatttgg
   305461 catgtcactg aataaaacac tgtggccatt cttaaaacta aaccagccat 
cgtcagtttc
   305521 tgagtcacct gcacccaact tgctatagtc aagtgtgtcg agttcggcac 
cttttgatgc



   305581 attgacttgc tgacggtgtt gaactgtaga gacatagtta tagtgaacgg 
tacttacatg
   305641 ataaccatct agaccatttt cattttgtag cttccagtta cctgcaaagg 
tataagatga
   305701 cttaccttgt aatacttcga gttcacctgt tggcgactgg ttaaccatta 
aatcaaggaa
   305761 cagttttgca tcgcctaaaa agtcttctag ggaatctgtt gcttgagtat 
caaggcttac
   305821 aaatacaaat ccacgatagc tggcaatacg gccttgtttt agaccacggc 
ttgatttatc
   305881 aaaatcttca caatattcgc taggcgcttt gactttaacc aaacggccat 
ctgacttata
   305941 gcaccatgcg tggaacggac aggtaaatgt agattgattg cctttagcaa 
cacgtgttaa
   306001 ggtcgcaccg cggtgttcac aagcattcac catggcatgt agttcgcctt 
taccatcacg
   306061 gcttacaata atcggttggc ggccaatttg aacggttagg aaatcatgat 
tgtttggaat
   306121 ttcactttcg tgacatgcgt aaatccaaac cttttcaaaa ataaattcca 
tttccaagtc
   306181 aaatagttct ggctcggtaa acatgtcgcg tgcaatacgg aacacgccat 
cgttaggacg
   306241 gaagtcgata catccatcta taaaatcatt ccattgtttt aaattagatg 
aggtcattta
   306301 ctcaatcctc caatcaatca gcttttaact gattgaaccg cgattaagca 
ttgctctcta
   306361 tccgtttttt ccagatcttt atccactttg tgcagttttg attttttaat 
tgaactcttt
   306421 tgaagaaaga gtagagattt aaatttgtat gtgttttaag ctattaaagt 
tttctataat
   306481 gttaagcagc ataaaaatga aactttgtga actaagtcta tgaaagaaca 
aaacttaaaa
   306541 ttacaaatta gaattctttt agagcaaaat attgcatttg gtccgggtaa 
ggcggattta
   306601 cttgaagcaa ttgcgagaac tggttcaatc tcacaagctg caaaatctat 
gaatatgagc
   306661 tatcgccgtg catggcagtt ggtcgacacc atgaatcaat gctttgaaac 
agctttagtg
   306721 gaaacacaaa cggggggaac acatggtggt ggggcagcta tcacagcttt 
gggccagaaa
   306781 gtcttacagc attaccgtca aatggaaaac aatgtccgac aagctttaga 
gcatgattac
   306841 caaatcatga gtagttattt aaaaggttaa gataaaagat tgcataacga 
tgaaatcttt
   306901 tgatttggta tagcttttgc ttaatatcaa gtgcacgccg aaaaagcact 
gctgcattcc
   306961 agtcatctat agttaacgaa ttatgctttt cataatcttc gtgtagcgct 
atattcttgg
   307021 gtatatatcg ctgcaaaaaa acacaaaaaa ggtaaacata atggtaagtg 
atacgaagat
   307081 aaaaaatttg gctttcgcct gttcagtcct cagcatagga ttggtcttta 
atgttccagc
   307141 caaggctgaa tcagttactg tttatgcagc agcaagctta acgaatgcaa 
ttaacgattt



   307201 agaaaaaatt tacgaaaaac agaataaagt agaagttaaa acttcgtatg 
caggatcatc
   307261 aaccttagct aaacaaattg aagctggagc accagctgat atttttattt 
cagcagatac
   307321 ccagtggatg gattatctac aaaacaaaaa attagttgca gcaaatgacc 
gtataaattt
   307381 attaggtaac cgtttggtgc taattacccc aaaagggcag tcattaaaca 
taaaattaga
   307441 taaagccacc gatcctaata aagtgtttac aggcaagatt tgtacaggag 
ataccaaaag
   307501 tgtgcctgta ggcaaatatg ctaaacaagc ttttactaat ttaggttggt 
ggaatcgtat
   307561 tgagccaaag ttagttgaaa cagaagatgt tcgagttgca ttaaactttg 
ttgcgcgagg
   307621 tgaatgtcag gtcggtattg tctatgcaac cgatgctgcg attagtaaag 
acgtgaaggt
   307681 agctggcata tttccggaaa atacgcattc accaattatt tatcctttag 
ggttgattaa
   307741 aaagaactca aactcagcaa agttctatca atttttacaa agcaatcaag 
ccaaagcagt
   307801 ctttaaaaaa tatggcttta gtatgttggc tccagtcaag ccatgatgtt 
ttctctaacc
   307861 ccagaagagc tcagcgttct gcaactttct tgtaaggtgg cagcgagttg 
tcttgtggtt
   307921 agtattattc ctgcaatttg tgtgggatgg tttttggcac gtaaagactt 
ttgggggaag
   307981 tcattcattg aaacattggt gtttttacct ttagtactac cgccagtagt 
tcctggttat
   308041 ttgcttttac aagtttttgg gagccgcggc attattgggc aatatttggc 
cccactcgga
   308101 attgattttg catttaactg gaaaggcgcc gttcttgctt cggcagtgat 
gggttttcca
   308161 ctattggtgc aatctattcg attagcgatt gaactggtcg atcagcgttt 
agaaatggca
   308221 gcaaagacat taggagcttc atctttaggg gcattttttc atgtcacttt 
gcctcttgcc
   308281 agcagtggca ttttaattgg tgctatttta tgtttttgcc gcagtttagg 
ggagtttggg
   308341 gccaccatta cctttgtggg taatatttca aatgaaacac ggactttgcc 
tctagccatg
   308401 tatagcttaa tgcaacaacc cgatacagaa gctgctattc aaaggcttat 
tgttttatcg
   308461 ttaagtgtag cttttttagc gctatggttt gcgcagtggt ttcatcgtta 
tcaaaagaag
   308521 cggttaggac ggtaaaatta tgttgattga atgccatttt cagctacaca 
tgggtcagtt
   308581 tcatattgaa cctagtttcc agtcagatgc ttctgttatt gggctatttg 
gtgcctctgg
   308641 gtcaggtaaa acgtccattt tacatgccat tgcagggctg aacactccgc 
gtagtgggct
   308701 cattaaaata caggatcaaa cgtggtttga ttcaaatcaa aaaattaatg 
tcagcacgca
   308761 aaagcggcat gttggattgg tttttcaaga tgcccagctt tttccgcata 
aaacagtcaa



   308821 gcaaaattta ttatttggtt ttcagcatct ttcccaacaa gaacgtcact 
ttgaagcaga
   308881 ttacattatt gaattattaa agttagatca tttattacaa cgtatgccta 
tcaaactttc
   308941 tggtggagaa aagcagcgcg tggcactagg tcgagcattg ttatattcac 
ctaaactgtt
   309001 actgcttgat gaacctttat cagcattaga tgcgaatcat aaagctgaaa 
ttattccttt
   309061 ttttcagaaa gtaaaagagg aaattaaaat tccgatgatt tatgtaagtc 
atgatattca
   309121 agagattaaa caactgaccg aaacaatgtg gattttataa tttttcattt 
tttatacgca
   309181 tttccaaact tacgagagtc ggagttatag agaactcatt ctgagcctgc 
gggagattga
   309241 agcctaaaaa gttactaggt ttgataaacc ataaatctga ttttagtcga 
ataaatcaaa
   309301 acctgtctta ttgaaaatga ttattaataa caaaatattc ttgaccttta 
aattttataa
   309361 actaattata aaacaatatt ttaggttgta attttaagct gtaactcatt 
tgtatcagat
   309421 cataatttga acttttatat ccatttgcta ttgataagaa tgataattat 
ttgcaattat
   309481 atttatagat ttctttataa tataaattgg agtattcaca tgcgctctac 
catcgtggtc
   309541 acaggtgctg caagagggat aggagcggct atcgccaagc aactactaga 
tcaggggtac
   309601 catgttattg gtattgactg tcaaaaaaat cctgaacaat gggatatcag 
taaaacaatg
   309661 acgtcagatc aatcttcaca atggcaaggc atctcacaag acattaccca 
tcaacaagaa
   309721 acacaaactt taatttcaga gctgttagaa aaatacgaaa ttacggggtt 
agtaaatgca
   309781 gcaggagtat taattatgcg ctccatgctt gaagcaaaaa cggaagattg 
ggaaacactt
   309841 tttgcggtca atgtcatggc gcctatcgcg atcagccaac aatttgctaa 
acatttttgt
   309901 gcaaaaaggc ggggtagcat tgtcactatt agttcaaata gtgcgcgtat 
gccacgtatg
   309961 caacttggta tgtacgccac cactaaggct gcactaagtc atttttgtcg 
caatctggca
   310021 cttgaaatcg ccccttatca agtcaggctg aatatcgttt cacctggatc 
tactctcact
   310081 caaatgcagc aacaactctg gacagataat gcacctccac ctgcagtaat 
tgatggtgat
   310141 ttaagccagt accgaacagg aattccatta agaaaactcg cgcaaccaga 
tgatattgcc
   310201 aataccgtga actttttact ttcggaccga gcggcccaaa ttacgatgca 
agaaatagtg
   310261 gtagatggag gagctacact tggggtttaa agcttacttc agcacaacaa 
tacactgaaa
   310321 ttaaagaaca aatattttta aagatagaaa aggaaaatac caatgagtat 
tccaaagatt
   310381 gcaagttaca gcatgcccca agcgcacgaa tttactccaa acaaaacaaa 
ttggccacta



   310441 cataccagcc gagctgtttt attggttcat gatatgcagc aatatttttt 
agatttctat
   310501 gatctaaccc aagaacctat tccagaacta attcaaaaca ctaaggcatt 
aattgatgct
   310561 gctcgccagt ctaatattcc cgttgtctat acagcacaac ctggcaacca 
atcaccagaa
   310621 tatcggcagt tattaaccga cttttggggg cctggtttaa aggatgagcc 
aaacatcaca
   310681 cagatttttc cgaaaatttc acctcaaaaa aatgatacgg tacttactaa 
gtggagatat
   310741 agtgttttta aattttctcc gctcgaacaa ctcatgcgtg actctggtcg 
cgatcaactg
   310801 attatctgtg gggtatatgc acatattggt tgtttaatga gtgctgcgga 
agcatttatg
   310861 ctaaacatac agccattttt atgtggtgat gcgctggctg actttagcag 
agaagagcac
   310921 gatatggcat taaaatatgc cagtacacga tgtgctcaag tcatgacaac 
acaacaagta
   310981 atccaagcat ggatacaaga ataagatgca ctacctctag aataaaaatc 
atttaacttt
   311041 ctgtatttaa gatataaaga gcaggtcatt gatctgcttt ttatatgggt 
cgaaatgaat
   311101 acttataata gaagatggat gcaatttatc attatttaat caataaaata 
taatggttat
   311161 cattatgtat ttgataatta cttaatattg aatattaaaa cttatgtgta 
tatgatacac
   311221 cgttaaacac aaatgataat aattatcata tgttaaccat tatacaaaat 
aatgttgaag
   311281 agtgacatta atgaagaggg tcgccatatg gttcagttca agaatgcatc 
tagtcgcaaa
   311341 gtgcgtacat gtaaaaagca aagagaggga taatatggga gttattttaa 
aacttaataa
   311401 ttagctcaga gcttatttat agggtagtaa gttctaattt atagatcaaa 
tcatttccat
   311461 aattttcagg taaatatagt caaaataatt ttaaaaaatt cctatatttc 
tagacattaa
   311521 ggttcagtaa gatgacgaca atatcaaaat cattattaaa tggattaccg 
ataaaaaaat
   311581 cgagggtaca agtttttgag attttaaatc agaacccaca aggcttaagc 
gcgataagta
   311641 tctatgcgca aattaaaaat gaacataaaa ttacgttagg taccatttat 
cgaattttat
   311701 ctgagtttga aaaccgtaaa atcattaaaa gggtgttttt aggaaaaagt 
aaaagtattt
   311761 ataagcttag aaaagacaag atgagctgta acctcatttc gctcaaaacc 
tctgaagcct
   311821 tgaactttga aaatgagaaa gttaaagaat tacttcatga ggttacggat 
attatttttg
   311881 caaacaccgg agtcgacatt agtagtgttg aacttaatct ttataccgaa 
taaaaatctt
   311941 ttaaactgtt ataaaagtaa aggacagctt catactgtcc tttatgcatt 
cttaaatgag
   312001 ttatttaatg actttaatac gagtcgtagc cggaataatt aacggtgaat 
ctttagagtt



   312061 ttgtgcaaca tagctttcaa gcgcatcaat atcttgacca ccaccgacac 
ggttttgacc
   312121 ttcttttaat accgtgaagt tgtcaccacc atctgccaag aagctattta 
ccgtcacacg
   312181 gtatacttta gtgtcaacta atggtgaacc agcaaccatg atgttacttg 
ctcgtggtga
   312241 aacagatgta tttgccgcat attggtaact caactcttta gacggctgta 
aaattctagg
   312301 tgaatttgca tttgcaccag accattgctg ttcaagcaca tctctaatct 
gtttaccggt
   312361 taagctcaaa gtcacaatcg agttaccgaa aggttgaact gcaaaaatat 
caccaaacgt
   312421 aatctggtta ttgctgttaa ttagtagatc agcacgtaca ccacccgggt 
tcattaacgt
   312481 aaaatccgaa ccttgattac ttgcttgaag agcagcggct tgctgtgcat 
cggcaatcat
   312541 atcacctagt gggctttcac cactttcgac ttgtgtacgg ctcacaacgg 
cagtagaagt
   312601 tccaacaaca cgtccagaaa ttgtggttac tgcttgacgg tatttatcta 
aaatcgcttc
   312661 gatacttggt gtcttactaa atttttgata gaggtctgtc agacttacag 
tggttgtacc
   312721 cgaagtatag gcctcacttt gaaccggaat ttgtttagca tcttttttaa 
tgatatcgcc
   312781 agttttacca tccaactcca ccttaatatc ggtaataagc gtgccatatt 
ggccagctga
   312841 ggttagtaaa aatggtttag ctggattctt ggttgcataa tcacaaatat 
aagactgatg
   312901 tgtatgcccc gaaacaacaa tatcaactgc cggatttaac cgatctaaaa 
tacctaaaat
   312961 tggcccactt aagccatcac atgttttttg attgagtttc gtacttggcg 
ctgcaccttc
   313021 atggacaacg acgacaatcg cttcaatacc ttgtttttga agttcaggaa 
ttaacgcatt
   313081 taccgtatcc gcttcatcac ggaattcaac atccttaata cccgccgctg 
aaacaatact
   313141 tggagtcgct ttgagtgtta aaccaataaa agctacagga atcccgccat 
aagttttgac
   313201 tttataggca ggaaaaatcg ttttacttgt atcatttttc attgccacgt 
tagctgcaag
   313261 gaaattgaat tttgcgccgc taaagttttt attaatttgg catggggcag 
tgctggtata
   313321 ttgttgacaa ccgccatttt gtaaacgacg caattcatct gtaccacggt 
caaactcatg
   313381 atttccaacc gcattaaagt caatttgaat atcattcatg acttcaatag 
taggctcatc
   313441 tagaaataac gaagaagtga gtggggaagc actaattaag tcacctgctg 
acacaacagc
   313501 attattggga ttttgagctt taagtttctt aattgcatct gcaaagtaac 
tcacaccacc
   313561 gacaggaata cgtacagttt gagatgcatc atttggattc gctgcttcaa 
cgtaacgttt
   313621 aggtggttct aaatttccat gaaagtcatt gaaagctaaa atatttacgg 
tttggttact



   313681 tcgcagtgct ggtgtgcttg aatcattgtc atcgttatca ttacagccta 
ccaataaggc
   313741 cattgccaga cataaagatg ttgttttaaa tagtatgttt aaagtcgtca 
tttttttatc
   313801 aattgatgaa ttaagatgca taaaaaatac gcatagagta tgaatatttg 
atgaaaattg
   313861 aaactgaatc aaaatagaat gatctttaaa aaattaatgt taagatgatg 
gtagatatgg
   313921 ataactagaa ggaagtaaat aaggcaaaaa taaatattaa ttttaaggtt 
ttcataaaaa
   313981 attcatgaat ttgcaataaa gcagttacaa aatgtccggt ggataaaatc 
ggttatatat
   314041 taataaatta atctttttta ttcattttaa cttttttacc cagtataaga 
gtcaagaatg
   314101 acatcattgc ccactttagc tagctcaaac cagcacaatt tagaaacata 
tcttaataga
   314161 gaactctctt tattagagtt tcataaacgg gtgcttgctc aagccaaaga 
tattgaacac
   314221 ccattactgg aacgtttgaa ttttttaatt attttttcac gtaatctgga 
tgagtttttt
   314281 gaaattcgtg tggcaagttt aatccagaaa attagcttga tgagtcaggc 
aaccggacca
   314341 gaaggtttac cgttagtaga agtattaaag caaatttcca aaaatgctca 
tgaggcggtt
   314401 gaagagcaat ataaaatctt aaactatact ttgttaccgc aactccaagg 
ctatggcgtt
   314461 cattttattc agcacggcga tatattagaa aagcataaag aatggattaa 
agaatacttt
   314521 tttaaagaag tacaacctgt agttacgcca atcagtctag atccagcaca 
tccatttcca
   314581 cggctggtca ataaaagtct aaacttcatt gtaactttag aaggtaaaga 
cgcttttggg
   314641 cgtcaaattg atttagctat tgtgccggca ccgcgttcgt taccaagact 
tgttaaaatt
   314701 ccagaacata tttctggcgg tgcagagcat tacattctgc tctctgctat 
tatccatcag
   314761 cacatttcgg atttatttcc gggcatgaaa gcgacgggct gtcatcaatt 
tcgtgtaact
   314821 cgaaatgccg atttaaccgt ttctgaagat gtagaggatt tggctgctgc 
tttaaaaggt
   314881 gaattatctt cacgccgttt tggccaagca gttcgtttgg aagtagcaaa 
aaaatgtcct
   314941 gaagaaattg ctaactattt attagagcaa ttcgatttag atgcagaaca 
tctttactac
   315001 gtcgatggcc ctgttaattt agcccgtttt atctcaaact ttgatttacc 
agagttacgc
   315061 tataaaccat atcaacaagt tttgcctcag cttttataca ctaaaaaacc 
gatttttgat
   315121 gtgttaaaag caggagatgt tctacttcat catccatttg attcttttgc 
acctgttatc
   315181 aagttccttc gggaagctgc acaagatcca aatgttttag caattaaaca 
aaccttatac
   315241 cgtagtggtg ccaactcgga aatcgtacag ctacttgcag aagctgcgcg 
taatggtaaa



   315301 gaagtgaccg cggttattga gttgcgggca cgttttgatg aagaatcaaa 
tattgaagtc
   315361 gctaacgttt tgcaagaagc tggcgccgtc gtggtgtatg gcattgttgg 
ctataaaact
   315421 cacgctaaaa tgattttagt ggttcgccgt gaacaagaca aaatcaaaag 
atatgtgcat
   315481 ttaggtacag gtaactatca tgcagtgaat gccaaaatct atactgattt 
tggtttgctg
   315541 accaatgatg cggaaatttg tgaagacgtc cataaaattt tccaagaact 
gaccggtatg
   315601 ggcaaaatgg caaagcttaa aaaacttttt catgcgccat ttaccttaca 
ttctcaactg
   315661 ttagaactta ttgaacaaga agttaaaaat agccttgctg gtaaaaaagc 
acacatcatc
   315721 attaaagtga atgcgcttac tgaaccacag ctcattagcg cgctttataa 
agcatcacaa
   315781 gctggtgtaa aaattgattt aattattcgt tcaatttgct gcttaagacc 
acaagttgca
   315841 gggctctcag agaatattcg agtacgttca atcgttggtc gttatttgga 
gcatacgcgg
   315901 gtttactatt tttataatga tggcgataca aaagtttatt gtgcaagtgc 
agactggatg
   315961 gaacgtaatt tgttctctcg tattgaaacc tgcttcccaa ttgaaaataa 
aaaattaaag
   316021 aaacaagtca ttgaagatgg tctaaataac tatttaaaag acaatcgtca 
agcatgggaa
   316081 ttacaggctg atggaacatg ggtgcaatgt catcctaagc cggaagaaga 
actttatatt
   316141 gcacagcaac acttgatgaa cttagctggg taaggcataa gtcataacag 
aacattgacc
   316201 tgttatgact tttcaaatgc ttttgaaaga tcaggattta ttaaaatttg 
gacaaaaaac
   316261 acaattatcg aacaatatct tgttccgagc ttatctacaa acgtggcatt 
tttaattaga
   316321 ataaattttt aattgcctta tgagatttaa tcaagtgatt catttcacga 
gattaatact
   316381 gactggagta aaatttatgc aatggacaaa accagctttc actgatttac 
gtattggttt
   316441 tgaagtaaca atgtactttg aagcacgtta atcatttcta ttcaaatctg 
tcataagccc
   316501 tagtcttgtt ctagggctta tgtctttcta ataagatatt aattttatgc 
atatttatat
   316561 tttaggttca gcagctggag gcggtttccc tcagtggaac tgtaattgtc 
ctaattgtca
   316621 tggtgttcgt acaggtacga ttaatgccaa agtgcgtact caatcttcaa 
ttgcaatttc
   316681 agaaaacggc gtagactgga ttttattaaa cgcatcacca gatatccgtc 
aacaattatt
   316741 tgattttaaa gcggctcaac cagcgcgaaa gttacgtgat actggtatta 
ccaatgttat
   316801 tttaatggat agccaacttg accataccac tggactttta actttacgtg 
aaggctgtcc
   316861 aatgaatgtg tggtgtactg aaatggtcta tcaagatctc accacgggtt 
ttccggtatt



   316921 caatatgctg aaacactgga atggtggtct tcaatatcat caaattgatc 
ctaaacaagc
   316981 ttttaaaatt gatggtttcg aaaatttaga atttttaccc ttaattattc 
aaagcgcggc
   317041 acccccatat tctccacatc gccatgaccc gcatgagggc gataatattg 
ccttgattat
   317101 taaagatcat aaaacgcaaa aacagttgtt ctatgcgccg ggtttgggaa 
agattgatga
   317161 tcaaatcatg cagattatgc aagattctga ctgcgtcatg attgatggca 
cactatggac
   317221 agatgatgaa atgcagcaaa ccggtgtagg gaaaaaaact ggccgtgaaa 
tggggcattt
   317281 atacattagt ggtgaaggcg gttcgttatc ttacttaaac caacttagta 
caccaaagaa
   317341 agtgctaatt catattaaca ataccaatcc gattttaaat gaagactcta 
ctcaatttgc
   317401 tgaactaaaa gcaaatggtg tagaagttgc ctttgatggc atgcaaattg 
aactctaagg
   317461 tgaaacatga ctcaaacacc tgaagcttta acgaccgaac aatttaaaca 
ggccattatt
   317521 gataaaggtc agtattatca tatctatcat ccatttcatg tgatgatgta 
tgaaggtaaa
   317581 gccactcaac aacaaattca ggcttgggtt gcaaaccgct actactatca 
aatcaatatt
   317641 ccgctcaaag atgccgcgat catggcaaat tgtcctgatc aacgtgtgcg 
tcaggaatgg
   317701 attcagcgca tgattgacca agatggtgaa tatcctgatg gcggtggacg 
agaagcatgg
   317761 ttacggttag ccgaagctgt aggcttgagt cgtgagcaag tgatttccga 
agaattggtt
   317821 ttgccgggtg tacgattcgc cgtagatgcc tatgtaaatt ttgcacgccg 
tgcgtcatgg
   317881 cgtgaggcag caagcagctc tttaactgag ctatttgcac ctcagattca 
tcagtctcga
   317941 cttgagtcat ggccacaaca ttacccttgg attgatgaca agggctatga 
atatttccgc
   318001 tctcgtttaa gtcaagcacg ccgtgatgtt gaacatggtt taacaatcac 
gcttgattca
   318061 tttactactc atgaacaaca acaaagaatg ctggaaatat tacagtttaa 
actggatatt
   318121 ttatggagca ttttagatgc tttaacactg gcatatgtac acaatgaagc 
accgtatcat
   318181 agcgtgactc aagaacgggt atggcacaaa ggactattta aatgaataaa 
gaacaatttg
   318241 atgtaaatct tgtgcctacc tggcgccaag gttatcgctt tcaatttgag 
cctgctcaaa
   318301 atggctttgt cattttatat cctgaaggca tgatcaaatt aaatgaaagt 
gcaggggcca
   318361 ttggacaata tattgatggg aaaaataata tttctgcaat tattgcccag 
ctcaagcaac
   318421 aatttggtga tatagccgaa attgacaacg atgttattga ttacatgtta 
gttgcccagc
   318481 aacaacactg gattgattta gtatgacaga aggtgttggc ctacctttat 
ggttattagc



   318541 ggagttaact tatcgttgcc cgctacaatg tccatattgc tcaaaccctt 
tagactacgc
   318601 acagcataaa aatgaactga ccacacaaga gtggtttgat gtttttgatc 
aagcgcgtca
   318661 aatgggggca gtacaactcg gtttttccgg tggtgaacct ttggtgcgtc 
aagatctgga
   318721 acaacttgtg gcgcatgcac accaacttgg cttctacacc aacctgatta 
cctcaggcat
   318781 gggacttacc gaacagcgta tttcgcattt aaagcaagct ggcctagacc 
atattcaaat
   318841 tagctttcaa gcgagtgatc cggtcgttaa tgatgctttg gcagggtcga 
aacatgcttt
   318901 tgaacaaaag tatgaaatgt gccgacttgt taagaaatat gattatccga 
tggtcctcaa
   318961 ttttgtaatt catcggcata acattgacca gatcgataaa attattgagc 
tttgcctaga
   319021 acttaatgca gatacagtcg agctagcaat ttgtcagttt tatggatggg 
catttttaaa
   319081 ccgtcagggt ttattaccga cacaagaaca actcatacgt gctgaacgta 
ttaccaatga
   319141 atatcgggaa aagttaaaag cgcaaaatca tccttgcaaa cttatttttg 
tagtgcctga
   319201 ttattacgaa gaaaggccaa aagcctgtat gaatggctgg ggtaaaattt 
tttttacagt
   319261 tgctccagat ggtatggcgc tgccttgtca cgcagcaaga caattaccga 
tttctttccc
   319321 aaatgttcgt gaacaaagcc tatcaaaaat ctggtatgag tctaccggtt 
ttaaccactt
   319381 ccgtggtgat gcatggatgc cagaaggatg ccgtagttgc ccagataaag 
atcgcgattt
   319441 tggtggctgt cgttgtcaag cttatatgtt aacaggtgac gcaagtaatg 
cggatcctgt
   319501 ttgtggtaaa tcgccgtatc atcaattcat tgagcaggca cgtgccgaga 
gcgaaattga
   319561 ttcctctctg gaaaaattgg tattccgtaa tagccgaaat tcaaagcaat 
ttacggttca
   319621 acaaaatatt ccggttcaaa atattgtaga tgattagcta tgagaaaacc 
gatatgaacc
   319681 atggcacatt tcctgttttt gatggccata atgatgtact aacccgattg 
tggttaagtg
   319741 atcataaaaa tcctgctcaa gcttttattc aagatggttt agcaggacat 
ctcgatttaa
   319801 aacgttgcca acaagctggt tttgttggcg gtatatttgc tattttcttg 
ccgccttttc
   319861 attatattaa gcagcatcat cccaacaaac tctttgacca agacgcatct 
gacttcacac
   319921 aacagcaaat tgaacacatt tgtttggcac agctcgattt agcaaaacaa 
cttgccgagt
   319981 actctaacga cattcaaatt tgcacaactg ttcaggatat ccagcactgc 
ctaatacagc
   320041 aaaagttagc cattgtattg catatggaag gtgctgaagc attacaacat 
aatccagatt
   320101 tactcgatgt attttatgat gccgggcttc gtagcatcgg tccactttgg 
aatagaccaa



   320161 gtcgttttgg acatggttta aatgccaagt ttccgcattc acctgatacc 
ggagcagggc
   320221 ttacaaaaga aggtaaagca tttataaagc gctgtgctga taaaaaaatg 
gtgattgatg
   320281 tttcccatat gaatgaacga gctttttggg atacagctaa cattcttcag 
cagccaattg
   320341 tcgcaactca ctcaaatgtt catactttat gtccacaagc cagaaactta 
acagataacc
   320401 aacttaaagc aattaaggac tctaaaggca tagtcgggtt aaattttgat 
gtcgcatttt
   320461 tgcgtaaaga cggacagcgt gatgcaaaca catccattga ggtactttta 
gaacatcttg
   320521 aatatttaat agatcaaatg ggagaaaatc atgtcggttt tggttctgac 
tttgatggag
   320581 cactgattag tcatgaaatt gaagatgtaa ggggactaca cctactgatt 
gaagcaatgc
   320641 aaaagcgaca ttattcgaat gagattatag aaaaaatttg tttttctaac 
tggctaaccg
   320701 tgctcaatcg catcctaagt aaataattta ttgctaaata tattaaaaat 
agcgaattat
   320761 tttacatttt ttattggccg aaatgactaa aaaaagtaca actagtttaa 
ttgtcaacca
   320821 attgctaagt taattagaat caacattact aaatgtaaga acatttggta 
tttcaggtct
   320881 ttagtggttt tcacttacgc tcatttcttt ttgagaagta gaaatgggcg 
ttttcttttg
   320941 cttaattaaa aaatgagaac ctcatcacaa gaatagccaa ttaattgcaa 
atcatcgctt
   321001 tcctatcttg actaaaagtt cagcattaaa tacattggaa ttgtatttaa 
acataaataa
   321061 gattgcttaa agcaattaat aatactgctt aatcctgaaa tacagtagaa 
agcctattct
   321121 gttttgagaa taggcttttt gctttgtatc aaaatttatt ttctcaaaat 
attatacttt
   321181 ttaattaaca taaaaattaa ataccttaca aaagcggctc aaatgaaagc 
ccttaaataa
   321241 caaagaatat gctattaatt taagttgatt tctcagaagt ttctccgtca 
attgaagagg
   321301 tgcaaaatgt taaagtcaat tttagtatta ggaacaggta ttgcgattgg 
catgtgtatg
   321361 tacaagaaaa agcaaaagaa cagtaagagc ttctctactg atagtgatac 
cgactcattg
   321421 attagtaagg ataataataa gagtaaagat gacaattcac tcgataatgc 
tgtccaggtt
   321481 taaagttaaa tgcaagggtt catacgtgag ccctttaaat attatttttt 
ataaaattaa
   321541 ttttacttaa aataaagata gctttaataa gttaatttaa taataaaact 
tatttttaaa
   321601 gatattccac tattcattta attattaaat aaatatgttt aaaacaaaaa 
aaacacttca
   321661 aatgttaaat tttacacatt gtagcaaaac accctttact attttttatg 
ttaagaataa
   321721 aaaaatggag attagaatgt caaagcgcca tattttaaaa gaagttaatg 
cgaaaagtat



   321781 gtgtgggatg gaaattgtgg tagagcaaat ttttgaaaat acattggaga 
aaaatttagc
   321841 ttcggctgaa atcgaacaaa actggttacc gctttccaag attgtgattt 
cagataaagt
   321901 tatcaattta gatcaagata atacctttgc tcatcccaga acagggaaag 
tctttaaagt
   321961 tttaaattct taaatatttt ggtttttagc atgaatataa aattagaaat 
gattgaggcg
   322021 aaacaacaaa acgtttcgcc tcaatacatt taattaagat aatttgcact 
tcttgactcg
   322081 tgattaacct taaaatacgt taagttattt ataaattttg aagtaaatac 
tgatttttta
   322141 tgataattga gatagagacc catccactgc aaccgttttt gccagaaaat 
gcccgtttat
   322201 taatgttagg aagttttcca ccaccacgta ataaatggaa gatggacttt 
tactatccga
   322261 actttcaaaa cgatatgtgg agaatttttg gtttaatctt ttttcaagat 
aaaacttatt
   322321 ttttaagtga gaaccaaaaa agttttaatg aagaagctat ccgcagtttt 
ctgattgaga
   322381 caggcattgc tatttttgat acggcatatc aaattaaacg cctaaagggc 
aatgcttcag
   322441 ataagtttct tgaaattgtc actccgacag acttagcagt tttattgaaa 
cagattcccc
   322501 aatgtcacac tattatgact acaggcgata aagccacaga taccttaatc 
tcagttttac
   322561 ctgagaacac ggaaaaacct ttaataggga catctatatc aacttatttt 
gcagaccgcg
   322621 atattaattt atatcgatta ccgtcatctt ctagagcata tccattagct 
ctcgagaaaa
   322681 aagcagaagc ctatcagaaa ttctttaagg aaatcggttt cttgtaataa 
gaaaattaca
   322741 tcatccactc aattggcaaa taagagacag ctttaatcat tgttctctga 
aaacggctgg
   322801 ttcccgggtc tttatcatat tcaatgactt gtccgtttgc ttggtaatct 
agccaagtaa
   322861 tttggccttg gctatttagc ttaagttgat atgctacttg aggtaaatgt 
tgatctaaca
   322921 tgacagaaat ctgagtttgt aattgactgg actcaatcac caaacctact 
tcggtgttta
   322981 aataggtaga gcgggggtca aagttaaatg atccgataaa gactttgcca 
tctacatcaa
   323041 aaaacttggc atgcaagctc gacttatttt ttccttttgc tggtataacg 
ctgcctgtta
   323101 cgatttcgta ccacgttcta cgtcgtcgtt ccagaacagg tttaaactca 
tacagttcaa
   323161 taccatcctt aagcatttct acacggtatt ggctataaaa ggcatgtacg 
atcgcaacat
   323221 cgtttgcagc aaaagaattt gttaaagcgc ggacttttat gccttcaact 
cgtagttgct
   323281 ttaagtaata agtgcctcgt tgggtaggta caaaataagc tgaagctaat 
tctaagtgtt
   323341 gcttaggttt acccataata gatatgactt ggccataaag catttcatgt 
tcagttgcag



   323401 tgcccagtat tttcttagga gaatcagcaa caaaatgggc cttagaccat 
tgaatagggt
   323461 tatgctctaa aagctctttt aaatagctct gtgcatcgta aagtttatct 
tcagtgaggc
   323521 tatggtcttc gtggtggagt tgttcatagt gctctcttaa agcttttaaa 
tgatgctcag
   323581 cacaagttcc gataatctta gttgcattta cacttaaggt actttcccaa 
aaatcagtaa
   323641 atacagcttc ggcatggcgt actgcatgcc cgtaaaataa gatatccata 
tctgtaaatt
   323701 gaaacttact acttgcttca aaatattcac tactaatatt tctaccgcct 
gttactgcaa
   323761 tcgatgcatc tgcaataatg agcttattgt gcatccgatg atttactttt 
ttaaatcgga
   323821 agagataatc gaagatacgt aagtaacgaa atttataagg attaaataat 
ctaatttcaa
   323881 agttggtatg ctgtaaaagg cttcttaata tgccatcaag ctttataccg 
ttttgatcat
   323941 caattaataa gcgaactttg atgccacgat ccgctgcctt gagcagctca 
tgtaaaataa
   324001 ggttccccac aaaatcattg gtccaaatgt agtattgtag atcaatcgtt 
tccttggaat
   324061 ttctaattaa ataaatccgt gatgcaatac tcatgaatgc gtcatcaaga 
gctacaaagg
   324121 cagtaagacc ttgctgagtt ttttcctctg ctgcctcatc attcaaccaa 
ttatttgtct
   324181 ttatcactat atctttctca ttaggatcat atttatctgt ataagaaggt 
aaatcagtaa
   324241 agccccaagc acttaaggcc atagtactgt actgctcata tagctggttg 
atcatgtaag
   324301 catttaattt gcatccaggt tagagctata agagcattct tatattcaat 
ttatatgtca
   324361 aaattcacaa taactgtatg atttcgttat aatctaagaa ggttaaaatt 
taaaatataa
   324421 taaaaacaga agtttataaa ttatttttta aattttctat agttatatat 
gagtaattaa
   324481 cgtaattatg tgagctgtat tttattgcaa acaattattt cgatcattta 
cgttttttat
   324541 aagtaaaaca gtgacgtagt tctctttgtc gttataagat gcgttttatt 
agatactcag
   324601 atttcataac tttacattac ttacaattaa gttaccaaca actacattac 
aacacatgat
   324661 ttctatcata cttccttaaa aagctgagta agcaaccagc tagaaagagg 
aaggaaggag
   324721 ataggaaatg ccacaatatt taatgattgc tgaaaaggtg tataaaaaaa 
ttaaagaaga
   324781 tgatcttttc tctgatactc cgaccgagca tttaaataac ttaataggtg 
tgattcgaaa
   324841 ggaaatcaaa ggtacaaagt ttaagcttaa atataatttt attgactttg 
acgaatgttt
   324901 aacaaagcca ctagatgaat gtgccgtcaa aattgatatt agcctcatgc 
ctagtcataa
   324961 aaataaagat gaatatattt tatggttagc tggatttata gaacgaatga 
cgacaggcgg



   325021 agaaacccat cttccaccta tctcaaaatt tatcccgccc gattttaggt 
ttaattgcga
   325081 atttgataac gctaaaacac cagcaaaatc ttcacataca gatgatgaag 
gtgaactgat
   325141 tattaactat tttaaatctg aagcttttat gaaaattata aacgaagaaa 
aataatgtga
   325201 taagaaatat agaagggttt ctactgtact tctattcata gctgttaaaa 
ttcagcaacc
   325261 gccttttggg gcggtttttt gtggcttaat ccctttttat ctcattctct 
tcacataagt
   325321 tttcattgta aacagaaatc acttgttccc tataaaaaca gatacataga 
ttagtgctac
   325381 cttttactta tcttcattga gtaaggagat aagatatttt gaaatatttt 
ctttttgctt
   325441 caacttaagc tttttcacat acctttcaaa aaagatatgg tgaaaaattt 
cccttttaga
   325501 caattgagtc tagaagaatt ctgaatttct aaaaaacttc cataattgtt 
ggttttttaa
   325561 ggaggtgtct atgctccata atattagaca atttttctgc atgcacatct 
gggaatatga
   325621 ttttgatatt tcacatgatg aagtcagaga atgcagaaag tgtgggaaaa 
ttcataaaat
   325681 gaagagtccc tataaaatga cttaagatta aagtgaaata cttcagtcat 
actaagctaa
   325741 ttaaagataa gctcaataat taaaagtatt gagcttattt attttaaaga 
agagcatagt
   325801 ttaattcagt aatcatataa aacctattaa tttactcaga atataattca 
aagtagttca
   325861 cactttaaaa taataaaaag ttgcaactta cataaaactc tattaatttt 
aaaaaataaa
   325921 taacacttca ataaaaactg aaaacttaaa tttataactt taattttata 
ctcatatttt
   325981 ataaaaaaat tgataaggag atagaaatgc caaaatactt actattagca 
gaaaaaattt
   326041 ctaaaaacat taaacaagat tcttcaaata attatctaga aaacttaaat 
aatttaatta
   326101 tagaaataaa aaaagccatt acaggaacag aattaaaatt tttatataat 
tttttagatt
   326161 tcagtggttc gctgcttaac cttcaagatg aagtattgct caaatttgat 
agcagtttga
   326221 ttcctagcta taaaaatgaa gaagaattta ttttatggtt agcagacttc 
attgatcgga
   326281 tcaccataga tacaagtaaa ggagattatc caataaaaaa gaatttagcc 
aacctaagct
   326341 ctattgctga gaaattgatt tatagacatt agaaaatcta tggccatcct 
catcaaatac
   326401 tgaactataa agaactgctt tggttattgg cagttctttt atacttaaat 
tagtttttgg
   326461 gttcttgtcg gggagctgag ttgatatcga gtctaactct gcttatattt 
tcataaataa
   326521 ttttacgcat tctatttatt gcgccaagcg gtttatgctc aggtaaagca 
tgccacggtg
   326581 taaaagagag attttcacaa aattgattct gttcaggtgt atcaaagctt 
tgctttggaa



   326641 tatgaatggt cgcaacttga taaaaaggtg cttcattttc tttccactcg 
gtcattgtat
   326701 cttcaaccag cattttagtc gaagttcttg gctgtataag aaattccata 
cacacgtctt
   326761 gcttttgcaa tgtatctttt aaagcatctc gtaaaaaatt atggctaggg 
tgatcaggta
   326821 gagttgcaga cactgtagag caatttctta cggagtattt aaccgcttga 
cgatcgacac
   326881 ctaaacctaa ttgatagggc accatagacc aataccgtgt atataatgga 
tttgcaattt
   326941 tagaattacg cgcacctaaa gcattcatgg tacctttaaa acctaaagca 
aacggcatat
   327001 gaagctttct gatcatatta tggctattta gatcgttcat aaaagaaaga 
tatctttgcc
   327061 cgtcatttac aaaaaagacg gggtgattaa tcataataaa gtcttgagtt 
gtggcctctt
   327121 tttcattttc taaaattttc tgacctgata cacctaagat ttttattgcc 
attccacgtg
   327181 cgtctttttc aatatctgct ctagaagcat cattagaagc attcgaaaaa 
cgaatccatg
   327241 cttcatagtt tttatctgga ataaaaatac cttttgcaag ttgagctggt 
atatttttaa
   327301 gtacatgaaa ttcaccacga acacatccat gcgctttagg gtgtgcatca 
cgtaaagcat
   327361 ttccagccgt atactgttca cgaatcgact tctcaataac ttgatttatt 
tgatgagcta
   327421 ttacttcctc atttggttgt aacttttctc ctaatgctgt atcgatctct 
ggatagtcga
   327481 tattctctga agaagacttt actgatggga ttgtttggga atatagcgtt 
tcactacaac
   327541 ctattgatac aaacagaaga ggagcaaata taaacaaagc cttaaaattg 
ataggctgta
   327601 taaattttga catttatagt ctcctcggta gaaaaaatat tttagaataa 
tattaagttt
   327661 tttgtttaag tttattttga gctttttaaa attattcact gtaaataatt 
taaacgtcat
   327721 tgttacttat ctgaacagta aaataagaat acttatttaa tataaaactt 
cttaatacat
   327781 taagagaatg acgtcatgat aactaatcga caaaatgtgc aaaataatac 
taatacatca
   327841 cctcatccaa ttacccaaaa tacacttatt gatcggttta gtcctattta 
ctggagaata
   327901 gacggcccac aaaccatgtc ttttgccatt acaaattatg gaaatggatt 
tgaagcatct
   327961 tttagatcac gtatgacaaa tgacttggta gggattagct gggattctta 
tgatacgaaa
   328021 gatcataaac ttttagcata tgaaaccaaa tatagttatg caggggtagt 
ttgggatttt
   328081 gatattgaat tatcggcttc tatgcccgta cttaataatc caggtttaac 
gccaacttta
   328141 acggtgtact atcatgacaa tggcgtagat aaaattgtat atatcgtctt 
atttaattat
   328201 gcaaataatc cttcgtcgcg aacggcgcat attcatatta actgggatac 
agttaaagcc



   328261 ggtttttctg ctacagatag ctttccggta accaatattc aacgtatctc 
attttcaggc
   328321 tttactagcc attataacgg ccagtcagct acgcctttaa gccagccgga 
agatggttat
   328381 attcgtatta ccaattcagt cgtgactgga acaaatgcaa agttaaatct 
gagtcgtgtt
   328441 gttgtacccc agcacaatta cggaatctgt accagctatg atgaccatta 
tgacttgaac
   328501 ccgcagcgcc tagtcaacaa tatggtcgct ttgggatatc agggattggt 
aaaccactat
   328561 tgtggaatgt cgcattatcc tgaaatgaca tggaaaagcg atattaataa 
atggcaaata
   328621 ccagatacgt tggtaacagg tgaggcagtc gtcaacgcat gtacccgaaa 
atggcatgag
   328681 aaatatgccc aagctctaca taatgcaaac atgcaaccca tttttggggt 
aagttttgag
   328741 atgtattcac ttggagcaaa tgagttttgg gcacagcgtg actggaatag 
taatttaggt
   328801 aaaacaggtt accaaccacc gagttatttc tttagcttaa gtgatcaaaa 
tgctttggct
   328861 tatttgcaca aagtttttat tgagttcgca gatacaatgg ttgctggcgg 
ctgtaatgtt
   328921 aacatgcaaa ttggtgaacc ttggtggtgg tataacacgg acacgaatct 
accttgtgtg
   328981 tatgactatc caacaaaatt agcctttaat gccgatacag gactatatgc 
gccagaccta
   329041 ggcacaatct atgaggctat gaataaaaca ggtacgccgt atgatgagtt 
taaaacttgg
   329101 ttaagaaata agttaggaca gacctgtcaa aatattcgag cagccattaa 
agctaaatat
   329161 gcaaatgctc aagtgtgtcc tttaatattt ttcccatcca ttcgttctcc 
aatacaaacc
   329221 ctagcaacct atatcaacta tccaagccag cactactcat atccaaattt 
tgattacatc
   329281 atgactgaag cttatgactg gcttttagaa gctaaattag atttagctca 
tcaagctgtt
   329341 tctcagatac caactcaaga tttaggttat ccggcaaata aagttgctta 
tttatctgga
   329401 tttgtaccag atgcatctat tgcttatatc tatggattcg acaaaaacaa 
accttatcga
   329461 actccaattt ggcagaggat ttttggcgat atgaaaaata acgtatttct 
tggcctaatg
   329521 aagcagttta tctgggccta tccgcaagtc atgttcgatt caattacaat 
tgatacgacc
   329581 caagccccaa atggcttctt tgttgaaaat acgctttact caccaattag 
tgataacaca
   329641 ccgtatccac cagatattta cctctaagta aacataagct gtttataaga 
gaagtaatct
   329701 gatagaaaac ctcttcatct aggaggtttt cttctttttt tagtacaggc 
ttgcttagat
   329761 gtttctgact ggctatgctg tgatggattg tcatgaaagc caattttaat 
ttaagcaaaa
   329821 ttaagctctt gtattacggt tacataatct attttgctcg actataagta 
ccgaatgata



   329881 taaaggaaac ccaaagatga aatctcgtgc agctgtcgcc tttgccccag 
gaaaaccttt
   329941 agaaattgtt gaagttgatg ttgcaccacc caaggctggt gaggttttaa 
taaaaattac
   330001 ccatacaggg gtatgccata ccgatgcttt tacattatct ggcgatgacc 
cagaaggtgt
   330061 tttcccagcg attttaggtc atgaaggtgc aggtgttgta gttgaagtag 
gcgagggcgt
   330121 aacaagtgtt caacctggcg accacgtgat tccactttat acagctgaat 
gtaaagaatg
   330181 cttattctgt aaatccggaa aaactaactt gtgtgttgcg gtacgtgcga 
cgcaaggtaa
   330241 aggtgtaatg ccggatggca ctacgcgttt ttcttataat ggtcaaccga 
tttaccacta
   330301 catgggctgt tcaaccttta gtgaatatac tgtagttgca gaggtctctt 
tagctaaaat
   330361 caatcctgaa gcgaatcacg aacaagtttg tttacttgga tgtggtgtaa 
cgaccggtat
   330421 tggcgccgtg cataacacag ctaaagtaca agaaggtgat tcagttgctg 
tatttggtct
   330481 aggaggtatt ggtttagctg ttgtacaagg tgcacgtcaa gcgaaagcag 
gacgcattat
   330541 tgtcgtagat acaaacccag ataaatttga acttgctaaa cagtttggcg 
ctacagattt
   330601 cttaaatcca aaagattatg accaacctat tcagcaagtg attgtagaaa 
tgacaggttg
   330661 gggcgtagat cattcatttg aatgtattgg taacgtcaat gttatgcgct 
cggctctaga
   330721 gtgtgcacat cgtggttggg gacaatcagt cattattggt gttgctggtg 
caggccaaga
   330781 aatttcgaca cgcccattcc agttagtgac gggccgtaaa tggttaggta 
ctgcgtttgg
   330841 tggagtaaaa ggccgctcac aacttcctaa aatggtcgaa gatgctatga 
aaggcgatat
   330901 tcaacttgaa ccttttgtaa cacataccat gcctctacaa gacattaata 
ccgcttttga
   330961 tttaatgcat gaaggtaaat caattcgtac tgtcattcat ttctaaatga 
agtaaaaaag
   331021 ggctgtgatt cagccctttt ttaccactta tagttttata tcttaaatgg 
tattaccaca
   331081 catgtcagtg gtaccctgag ggtagttaaa ctgtagcgca ttacggtcag 
taatcagttc
   331141 gttcgacaac tcttgtccaa ataattgttc ggcatctatt gatatatcac 
ttgaaacaaa
   331201 aaagcgtata ttctcaagtg gcgcaggcaa agtagattta tatccttgat 
caacaccatt
   331261 tataataaag ccaacttgct tagtgttctg attaatataa atacctaatc 
tttggtatcc
   331321 atttgcatta tttgtcatgt tttgaccttt agaatatcga ctgtcagggc 
cagtctcatc
   331381 actaagtcgg taagctacag aatagcttaa tctagcagga ttctcaccaa 
aatctggatc
   331441 ataagtaccc atattaaacc taaaattgga tctgacggta tagccattat 
ttgttacacc



   331501 attaaaacca atgccagagg agtaataagt agaatttcca agtgatgagc 
tcccaagagc
   331561 tgaggttggg atcttaagct ctatttcaaa tgcaataata cctgtgtgag 
gtattattaa
   331621 atcaccaata tcattagtag aattaagact agctttactt ctagctacat 
actctacagt
   331681 accatactca ttttctggca taggctctac tttaagacta aatttttggc 
caattattaa
   331741 tgggaatatt ttaattggcc aatagtcagt atgttcattg ttccaaagat 
cataatcttc
   331801 ttgagtcgca tcaaaattat atttacagac tggggcagag gaattaaggg 
aggtagtttg
   331861 agccaagaga gtttgagacg ctaacttttc attctttgta gtggatggaa 
tgcttttaga
   331921 tacaactttt tggttagatt cgccacgcat tactgtattg gtattttcag 
aagatacctc
   331981 atacattgcc caacataatg tcactgcact aactgcaact atacctattc 
ttttcataaa
   332041 tattcctatt aagttaagta tgaaattctt agaaagtagt gttaaagtaa 
aatttattat
   332101 taatatttaa atatttgaaa ttattaggtt taaaaactat tgaatatgat 
taatcatatt
   332161 caatagttac agtagccatt gcacggacct taccagcagt cacatttgtt 
gctgtttgat
   332221 agtaacgggc agtcatcggt acgttatatt gaattgtctg gttagaagac 
aatgtaccta
   332281 atgctaattt gtcacctttt ttgatgacct gattcttatt ttgatagttc 
cagagtaact
   332341 gtacacctac tccgtttgct ttttcagatg tcggagcagt atttgcaagt 
acctgagagt
   332401 ttgttccatc ttgggtaaag tcgtaagtta aactaataag gtttttctct 
tcatagccag
   332461 tagggttaat accaccatta cagagaatgt tcatatcaaa agtttggtcg 
ccttgagttg
   332521 agccaacgcc tttaaaacct gcctttgtga ctgtaggcaa ctgtacaact 
ttattaatat
   332581 taccttgaat ctcacatgaa gaagaagcaa tggtaattgc attagcatca 
acagtacttg
   332641 ttaaaaacgg ctgatttgga aagccacgga cgtaataact actatatctg 
cctggtacta
   332701 atgttccaga accagtttgt ggagcaattt taatgatttc tacaacaaaa 
taacctgatg
   332761 ccaaataacg agtaccagaa ataccgccac gttcataagg gtaataacca 
gaaaaattac
   332821 tgctattctc tgcttcacga tataaacgaa taccaatgcc aggaatattg 
gttgtataga
   332881 tgctattgcc taaggaactt aatggataag cttgtgttaa ttgagcaact 
acagtatctc
   332941 tactatcaca atacatcgct tgtgtaccgc tactactgat agggaaagtt 
gctttcctta
   333001 aaacagcacc cactggatca ctaggacgta caacaacacg gcctactgcc 
atgcgaacat
   333061 catttggttg ataattaact ataatacatg aagcattcgc ttcaccatac 
ataccaaagc



   333121 ccgcggtaaa tagagcaccc gttaataata ttcttttcat ttgcagacag 
cctcggtcat
   333181 aactatgctt tgttgtttat ttcgcaactc attactgatg ttgtactcaa 
ccgaacaacg
   333241 ttcattactt tcatcacccc atttcacata gagacggtct tgagcaagtg 
gggtacgtaa
   333301 gtaaatcata ctaccttgtg caacaatacc tacagcttca tctttctggt 
taaagacttg
   333361 cgctgcaaac ggtaaactgt tgccatctgc agttttacta ttaatataaa 
ctgcatagcc
   333421 tgttttagtt gcaaaatcta ctttcgcaat tgcaccagca aatggggcaa 
tacgttgact
   333481 tgtttcttca agttcaactt cgctcgacat ttcttgtggg tcaagagtaa 
tgtcattaag
   333541 gcggtatggc gtaacataag gaactactgc ataacccgct ttatttacac 
ttagaccaac
   333601 cgtgttattc acttttgctc cagcggcatc aggtgcatgc acaagtacca 
tggtttggcc
   333661 ttgctcaggt ccaaataaaa taccgtcaga atgtgcaaca acactaccgc 
ttaaacttac
   333721 cattgcttgt tgataagaat cagcaatact ataagagccg ccaacagttg 
catagttagt
   333781 acggtaacga ccatttgcgt taaatgttgg gttcgcatag tcttgatgtg 
acacagaagc
   333841 gccgtaacta aagcgatcac ccaccattcc acttgcacca acagtacggc 
tgtcttcaga
   333901 agcagtaacg ttgacgttga ctgaattctt cttaaagtta attgggaatg 
aaagcgtcat
   333961 taaatattca gtatcatgcg acgcatcatt tgaaccgtac tcaaccttac 
ggttaattgc
   334021 agataaacca taagttaaac catggtagtt attactataa ccaatctgat 
actgtttagt
   334081 actctcgcta cgattccagt aatctaccca tgaacctacc acatagaagt 
taccccaacc
   334141 ctcaggtaac ccttggttta aagtaatctg gaactcacta cgttgacgac 
cagcagcata
   334201 agtgtttaca cctttttctt ccaggtcacg tataagcagg gcatcgcgca 
atttatagaa
   334261 gttttcggtt gaataacggt aagctgcaag tgttaagttt gtgttggtcg 
gggtaattaa
   334321 cttactataa cttaaacgga aactttgacc tgattgtgaa gcctgttttt 
caaactcagc
   334381 ttcggagtga gtcacgtcga atgcaattgc tccaattggt gtagcaacgg 
cagcaccaag
   334441 caatattgca gcgtaattct cagatgcctg aattccggta tagccggtta 
aatagttatt
   334501 aataccttgt tggtatttac cctgaataat ccaagggtcc agatcaatgt 
cttgatcacg
   334561 gaactgacct acagttaatg agtaacggtt catgcctggg cgtaacatct 
gtacaacaga
   334621 ggcataaggc acagaaaatt tctgtatttc accattcgct tcgataacag 
aaacttcaat
   334681 ttcaccacca aagccggtag ggtaaaggtc attaatttcg aaattacctg 
gtgcaaccgt



   334741 tgtttggtaa atcaattggc cctgttgacg tacttcaact tttgcattgg 
tttttgcatt
   334801 accacggata cgtggagcat aaccaagcat actattcggt agcattcgat 
catcacttga
   334861 aaaatcgata ccacgataac catatgagtc aaatacttcg ccgtttgtaa 
aactatcccc
   334921 aagtgttaaa acaccacgat atttagggaa agctctttgt aagtatgtac 
ttgtttcttg
   334981 atagtctgat ttagattgat tttccgcagg cgtatcttgc cattgccact 
gaccattatg
   335041 acgtaattgc caacctgcta aatttagtcc agccgtaacc cccataaaag 
cattggtcgt
   335101 ttcgcttcgg tcaccagact gattaaaagt tttatacgca ctaccactat 
aagacaaaaa
   335161 gccggcatta atcccgcgat cccatacgct tgggtcgaca tagccttgag 
catttttttg
   335221 taatgcgact tgaggaattg aaatatctac acgtaaacga gacgtatcga 
attcataaaa
   335281 tgcgttttct acccattctt caattttata acaactatta ttttcttttt 
gaaggggagc
   335341 gtgcttggtt aaaatttctt gttttacgcc gtattcaaga aggttcattc 
cagtaaaaca
   335401 agttacggca ttttgatttg gatctaatgc cttgaaaatc atgcggcgtt 
taccaaacca
   335461 ttgaccattt acataaacgt caacgttata ttcacctggt aaaacagggt 
tgccgtactt
   335521 aaatcgagaa atatcgactt tctgagcgtc accaattaaa aaagcagaat 
caaattcagc
   335581 ttctacaggc gcactcgcag ctgcttcttc agcatgcacg aacacaggca 
ttgtcattgt
   335641 aacaacgcca gaagccaagt aataacaaat atggcgtttt aataatttat 
aagattcttg
   335701 cctttttttt ggcatagcta agtccgccta ctcacataat aggtgcttaa 
atttattaaa
   335761 aagataatct gattactgaa gttttatttg gtgttcgact cgaccaccat 
agtcgttgac
   335821 attaataaaa ctcatatcct gaagattgct attcttaagc tgaatagaag 
cttcagaaaa
   335881 aggcttaacc attagccctt gaggcaataa atcaactttt ttatctccaa 
ccttttgata
   335941 aacagaagtc atcgtaatgt ggaaaggagt tggatttttt accgttaaat 
tctgaccaga
   336001 tttaacccat tgaagcttat ctgctgctaa attcgcatct tctttaattg 
aagccggacg
   336061 atagaagaat ttgatccggg aacgaattgc aagttgtaag aagttatcag 
gtgtcgtatc
   336121 tgcatttttt gaggtaggtc ttggtggaat atccaaaacg tttaaccaca 
aaacagtttc
   336181 ttgcttctgg ttaaattgag aagcatttgg aagggcagta atacgaagcg 
tctgactttt
   336241 tgtcgcttca acacgagaaa ttggaggagc aatcataaaa ggaacttttg 
attgatccgg
   336301 agtacttttt ggatcacctt catcaatcca agcttggaca agtgctggtt 
ttgaaccgtt



   336361 attgctaact tgtagcgtaa cttctctagc atccgacgga taaattacac 
gggtgccatg
   336421 aattacaatt tctgcttgag cggcaggagc agcaacagat gaagcaaacg 
ccaaacctaa
   336481 caaaaaatta taactgttca atttcatttt tcgagttctc aaccaagaaa 
gattcaggaa
   336541 agtgctacac aaaacagggt ttccatgcgg acatagaaac cccgctatca 
attaattatt
   336601 gatagataat tgtgtattga acagaagtag ttactttacc agcagtagaa 
gcaccagttg
   336661 catagtattc agcatagtag ttaaggtcag cacttgcacc ttcagctacg 
tcaacccatt
   336721 gattgagcac cgtttgcacc agcagcaagt actgggatga agttattgtt 
gctacctaaa
   336781 agttgaacgt taacgttttt agcaccagta gcgtcttggt taagtaaacg 
accagtattg
   336841 aagtcaacag ttgcacctgg ttcaaagtaa gtagctactt taccttgtga 
acagttagct
   336901 aagttgattt ggaaaggagt acggccagca acatccccag caacagctaa 
agtttgttta
   336961 gaaacagtag gaagagtcac tgtgaaatct ttaccagcag gagtaacgat 
gtcacaagtt
   337021 ttgtctgtaa ctaaaccatt aattgtaatt gtaccatcag cagcttgagc 
attcgcaatc
   337081 cctacaaccg aaagagcagc gatcaaagca agttttttca tagtgttttc 
tcaaaagtct
   337141 ggataaaagt ttaattcctt acttttccag tgtttgacat cttgaaaagt 
aatgtaacaa
   337201 tgctaacact ttttaaacaa aatgcaaact atgtcacatt atttttttat 
agttttaatt
   337261 gtgtcacact tttaggattc agttaacagc tagttaacac agcttatata 
actgttttat
   337321 agatagtttt tattgtttag aagaaaggaa tcgtagagat aagaaaatta 
cataaggcta
   337381 ctatgtaatt agaaaagaat taaacaattt acgtgaagaa taagcttaaa 
ttcttacaat
   337441 acaattatat agaataaatt atgcagatgt atatagaaaa aagatacaaa 
tagacatttt
   337501 tgcagaaaaa gagtgaccca atacccaatt cataaaaaat tatgttgaat 
tgtatgaatc
   337561 actcttttgc cagcttctat agtaataaga tcaaatatga tgaaatgagc 
ttaatgataa
   337621 ttgataagta taatctttcg attagaacct agactttcaa tgctagtgtc 
catcttctct
   337681 gtatgttgag ctaatttata gagactatct ttatttaaat attcactatc 
aagtttaata
   337741 ttcaaattat tgacttcgtt acattctatc tcattacttt ttgttgagca 
tgtgtcttca
   337801 acaatatttc ctttgatcat tattgtgtta tttgcataac aaaatagtgg 
ggaagtagaa
   337861 aataccgcca aaaccaaaat tttaaatata ttatttttca ttttataagt 
acctatttat
   337921 taaatagtta atataagtga tacaatattt tttatttaaa aacaatatat 
aaatcaattt



   337981 caattaaaaa acataaaata atatgtgacc cgtatctcac taattattta 
atttgtttaa
   338041 ataggtttta tttctacatc tattttatta aaacgataat taaatcacac 
tttacaaata
   338101 ttaatgtatc ttagttattg taaaattaaa ttattgataa taaatgcttt 
aattaaaatt
   338161 aaaaaaattt aacctaaaat accaagctaa aaaataattt aattaattat 
aatatttatt
   338221 gaaataatat atattcacga aaattaaaag taatgtttta gctcagattt 
tttatttata
   338281 cgaattaaaa tatgaaaaat aaaatcactt ttgaataggt tgtaaataat 
tctcgtattt
   338341 atttaatttt acttaaaaac ttaaggtaat aataaggcga actaaattag 
aagatttaat
   338401 ctttaaagta tttaaaagga atacagaaag ttgagtatca gaatgattat 
tttaaaattt
   338461 ctgtaatgat aaagttgttt gaatttaatt gagtagtata aggagcatgg 
ttcatctgaa
   338521 atttaattta aattttaatt ctttagccaa agacgatcat ctaaatttaa 
gtgcagcaaa
   338581 gattctaaga aaagctatac agtgatcaat aaaattatat tagctatgta 
aagctaaata
   338641 gagaaagatg aatgtcatat ttatgctcag atagtgatgt ttagccaaat 
aactttaaag
   338701 ctacgtaaag agagctttag atctgaaaga tagaaataac tagggattag 
tttaaactat
   338761 ataattgttc gtataatgta tattatgtta aataaaggat ttggaaacct 
accatatata
   338821 aggctttgct tactctgtgt tgttgctcta gctacatttg acctttactg 
taatccacca
   338881 caaattgatt aggtataagt tcactcctac acatgcagca aaactttatt 
taatttaatt
   338941 cataacaaat ttaagaaatt ctctattact tgtttgggtc aaccttaacc 
ctattaatct
   339001 aatttaatct gttagcaaaa tctgacaaca tgaactttat acaatgtgtt 
tattcataaa
   339061 acttgttctt cagtgccctt attgcttatt gatatatgga aaaggcttat 
aagttaaata
   339121 tttaaactat tttcttaaga aacatataca tccttctcat caattttacc 
ttatctttac
   339181 gctaaatctt tgatttcaag tgatcacaca tgactaaaag aacaataaat 
atttatggtg
   339241 ccagacaaaa taaccttaaa aatatttcat tgaagattcc taaacataaa 
atcgttgtct
   339301 ttactggagt ctctggttca ggtaaatctt ctttagtttt cgagactatt 
ggcgcagaag
   339361 ctcaaagaca aattaatgaa actcaagata gttttgtacg taatcgcttg 
caacattttg
   339421 gtgttactga cgttgataaa attgaaaatt taaatgtacc tgtgattatt 
aatcaaaaac
   339481 ctttaacggg caatattcgc tcaactgttg caacaattac agatatttat 
gccaatcttc
   339541 gcttgttatt ttcacgtatg ggtgagccgt ttgttggata ctccaatgtc 
ttttctttta



   339601 atcacccaaa tggcatgtgt ccacaatgcg aaggtattgg aatcgagcaa 
acaattgata
   339661 tttacaaaat attagattta gataaatcct taaatgaaga aggtgctata 
gacttcccta
   339721 cttatcaacc tacagcatgg cgttggacgc gatatgcaga ttcaggttac 
tttgatttag
   339781 ataaaaaatt aaaagattat agtgaaaaag aatgggactt atttttgtat 
gctcctcagc
   339841 acaagccttt aaacccgaca agtaaatgga gaaaaaccgc actttatgaa 
ggactaattc
   339901 ccagatttga gcgtaacttt ttaaaaggtg aagcacagga aagaaatcgt 
tatagaaata
   339961 aacttgagcg aattattaca atcaaagaat gctccttatg taagggacaa 
cggctaaatc
   340021 aaaaatcctt atcttgtaaa attaatggta aaaatattgc ggaatgtacg 
gccctatccg
   340081 tatcaagtct tttagagttt ctcgaatcga taaaaagtga aaaatttgaa 
accgttttgc
   340141 acgaaataaa aaataaactc aataacttaa atctcgttgg actcagctat 
ttaaacctta
   340201 accgcgtcag caatacattg tcgggaggag aatcacaacg aattaaaatg 
gttaaacatt
   340261 tgggtaatag tctggttgac ctactctata tttttgatga accaagtatt 
ggcctgcacc
   340321 ccaaagattt agataatatt attaaaatta ttcaaaaaat tagagataag 
ggaaatagtg
   340381 ttttattggt tgaacatgat cctgatctta ttagaacagc tgatcatgtc 
gttgatatgg
   340441 ggcctctttc tggtattaac ggcggtgaaa ttatttacca aggaactttt 
gaagagttaa
   340501 aaaattcatc aggtttaaca ggagcgtttt ttagaaggcc aaatacctat 
aagaaagaac
   340561 cacgtatggg caatgaatgg atttcaatta aaaatgctca tttattcaat 
ttaaaaaata
   340621 ttgatgtcga cattcctaag aactgtctaa ccgttattac aggagtcgct 
ggttcaggaa
   340681 aaagcacatt aataagtaaa gtattaccac aacaatatcc tgaaacaaaa 
gttgttgatc
   340741 aatctgcaat tactgcaagt attcgctcaa atttattgac ctatcttgac 
cttcttgatc
   340801 cgattcgtca gctatttgca aaaacaaata aagtaagtgc caagctcttt 
agttttaata
   340861 gtgaaggtgc ttgccctcaa tgtaagggat ctggtatcga aagggttgaa 
cttgcatttt
   340921 tagatgatat tgaaatgaca tgtgatgttt gtcatggttc tggatatgca 
cctgaagttt
   340981 taaaatatct ttataaagat aaaaatattg ctgaaatttt aaaaatgacg 
gttgcagaag
   341041 caagcaactt ttttgaagat cgaattttac agcaacaatt taattctttg 
atgagtttgg
   341101 ggctagacta cattgcaatc ggccaacgct taaatacatt ttcgggtggt 
gagcgtcaaa
   341161 ggttaaaact cacaaaacaa attaatgaaa cagataatat ttttgtattg 
gatgaaccga



   341221 gtacaggtct acacccttct gatactgaaa aactaattag tttattaaat 
aacttagttg
   341281 agaaaggcaa cacaatcatt gtgattgaac acaacttaga catcataagt 
caagccgact
   341341 ggattgttga tattggtcct ttggcgggtg acaaaggtgg tgaattggta 
ttctcaggaa
   341401 ctgttagcgg tttgctttca gcagaaaaat ctttaacagg ttattatttg 
aaaaaatatt
   341461 tagagctgta aaaaaatata ggctagtctg actttttata taaatttaaa 
accccaaaga
   341521 ctataaatgg ctgacattta ttagttagta atattctctc attcagatca 
gtaaaaatgc
   341581 atcagaggaa attgagtatt tcccctgatg cattgaactt aagatgagat 
ttttttctta
   341641 gaggaaaata gcttttctac tgcccccaga atgaagataa aaaacacggg 
aacaaagaaa
   341701 atagccagaa tggtggctga aatcatgcca ccaaaaaccc ctgtgcctaa 
agcatgttgt
   341761 gtttctgaac ttgcacctga ggcaatcacc aaaggaatta caccacacgt 
aaatgcaagt
   341821 gatgtcatca gaattggccg taagcgaagt ttggctgcgg caacagtggc 
ttcaatcaaa
   341881 ctcatgcctt cttctttcag cattttcgca aattcaacaa tcaaaattgc 
attctttgcc
   341941 gatagaccaa taatggtaat tagcccgatt ttgaagaaca catcattcat 
taaccctcta
   342001 gacataatgg caatgattgc tccaaaaata ccgagtggca caactaacat 
cacagaaagt
   342061 ggaattgccc agctttcata gagtgcagcc aagacaagga aaaccactaa 
catggataaa
   342121 ccaagtaaaa aggccatttg tgattcagac tgcttttcct gtaaggaaat 
acctgtccac
   342181 tcgtagccaa tacctttcgg taatttcgca atcagttgtt ccatttcacg 
cattgcttca
   342241 cccgatgacg tatcgaagtt aggaatacca gcaatactca aagatggtcg 
tccgttgtaa
   342301 cgattatatt gttgcggtgc cttattccat tgtggcgtta caacttctga 
taatgagact
   342361 aattgaccgc ttgaacccat gactttcaga ttcaagatat ctttcaattg 
catacgtgat
   342421 ttagcctcaa cttgtacaat gacttgttgc atacgtcctt gattagggaa 
gtcattgata
   342481 tacattgaac ccattgatgt agaaatgatg tctgaaacat cagaaaactt 
aacaccaagt
   342541 gcactaagct tttcacggtc aatttttaaa gaaatattgt caccttgtgg 
caacccttca
   342601 ttccaaacca tatagaactt tttattcttg gctgccattg ccataagttc 
atcttgagca
   342661 gccagtaaag caggcatacc taagttagct cgatcttgta aacgcagact 
aaagccagag
   342721 aaagtaccca gttcatcaat tgcaggtgga agtaccgcca ttgtttcacc 
ttctgtgcta
   342781 ttcgccatgg aagtattaac gtcgcttgtc atcttagatg cagagctagt 
ccgctctttg



   342841 aagtctttaa gtgttgtaaa agccacagct acgttttggc ctgcgccact 
gaaaccccat
   342901 cccaaaatgg tggtattact ttttacatcg ggattatctt tcaaattatt 
ttcaaattga
   342961 ttgactacat tccgagtacg ctctgcggtt gcatctgaag gtagctggaa 
cgaagtcatg
   343021 aaccaacctt gatcttcctc tggcataaat gctgttggcc aatatttcat 
tccggcaaag
   343081 gtaataccgg taattactaa aaagatcacc atcattggaa ctgtatgttt 
gatgatttta
   343141 agcagcatca attcatactt tttagtgact ttatcgaaac tacggtcaaa 
ccatgcaaag
   343201 aagcccttct tctgatgatg cccatcgatt ggctttaaaa ttgtggcaca 
aagtgccggt
   343261 gttaaaatga gtgccaatag cgctgaaaat aaaatagata ccgacatggt 
caaggtaaac
   343321 tgtttataga ttacccctac agaaccactc gcaaatgcca taggtaaaaa 
tactgccgcc
   343381 aataccagcg taataccaat aatcgggctg gtaatctctt tcattgcttt 
agaggttgca
   343441 tctttaggcg ataatccttc tgtcgccata atcctttcta cgttttcaac 
cacgacaatg
   343501 gcatcgtcga caataatccc gatggcaagc accataccga acatggtgag 
tacgttaatt
   343561 gaaaagccgg caagcaacat cacggtaaaa gtaccgagta aggcaatagg 
cgccacaatt
   343621 gctggaataa gcgtatagcg gacattatgt aaaaatagat acatcacaat 
gaaaaccaga
   343681 accatggctt caagtaatgt atgaattacc ttttcaattg aaattttaac 
aaacggcgcg
   343741 gtgtcgtaag gaatactaaa ctccatgcct tccggtaaat ttagcttcaa 
ttcttcaatt
   343801 tttgctcgaa caccttcggc agttttcacg gcgttagcac ccgggcttaa 
ctgaattgct
   343861 gccgcggtag caggcttacc attttccaaa atggcaaagt tatatgcctg 
tgagcctatt
   343921 tctacattgg caacatcaga taacttaatt acgctaccgt tagttttact 
ttttaagcta
   343981 atatttttaa attgctcgag actagacaat tgcccttgag cagacaatgg 
aatagtaatg
   344041 agctggcctt tttcagctgg taaatcacca agtcggccgg gtgcaatttc 
gacattattt
   344101 tcacgaatgg cattattcac atcactaatc gataaaccgt aagaaacaag 
cttattcggg
   344161 tcgacccaaa tacgcatagc tttctcggca ccgaaagatt gaaccttccc 
tacaccttcg
   344221 acacgtttta gctcttctac aacatttcga accaaataat cactcaaatc 
aacttcggaa
   344281 tattgattat ttggagagtt aatcccgacc agcattaaaa atccggacga 
tgaagcctca
   344341 acctgtaaac cttgctgacg tacaacttgc ggtaagcgag cttctacagc 
cttgatttta
   344401 ttttgaacgt caacctgagc catttccaca tctgtgcctg gtttaaacgt 
agccgtaatc



   344461 tctgctgtac cggaggtatc tgttgtcgca ctatagtaga gtagattttt 
tacacccgat
   344521 aattcgcgct caattaaggt tacaacgcta tcgttaatgg ttttagctgt 
agcaccagga
   344581 taagtcgcac taatattcac ctgtggcggg gccacacttg gaaaacgtgc 
aattggcagt
   344641 ttaggaatac tcagcaatcc aaatataata ataaagatcg cgataaccca 
agcaaaaacg
   344701 gggcgacgaa taaaaaattg tgacatcatg gttgtgctcc ctcagctata 
gaagttttgg
   344761 tttctacact tgaagcatga tttgcgacgg ttggtgcttt ccatgctgcc 
aatgccaatt
   344821 tttgatttgg cttaatacgc tcaatacctt caacaacgac tttgtcaccg 
actttcaagc
   344881 ctttgttagc gatatagaac tgctcatatt gctgtccaat ttcgatagga 
cgaatttccg
   344941 ctgtaccttg ggcattgatg acatatacct gaggctcgcc actgatatta 
cgttggatcg
   345001 cttgcgccgg aaccaatagc gcttgaggaa tagaagcacg gtcaatattg 
acacgcacat
   345061 acatgcccgg aagtaatttt cgttcagtgt tattaacttc aatacggaat 
gtgacatcgc
   345121 ctgtttccgg gtcaacatta atatcttcaa acaacatttt tgctgtgacg 
ttataaggtt
   345181 gcccgtggct attggtaata cgaacggttt tatcactatt tgctgataat 
tcaccgcttt
   345241 gtagcgcagc ttgtaggcgc tcatactcac taactgattg ctttacatca 
acatagactt
   345301 tatcaatctg ttgaatagtt gccatcgtat tggtatcgcc ctgaccgacc 
aatgcacctt
   345361 cagtgacaaa agattgccca atacgcccag aaataggcgc tcgaactgtt 
gcatattgca
   345421 gattcaagtt ttgtctggcc agcaatgctt tcatttgagc gacatcggct 
agagcctgac
   345481 gatactgagc ttgagcatta cttacttctt gcttactaat tgcattactt 
ggtaatagct
   345541 gctcataacg ttctagctga actttgagtc ttgctacctc agcttcagct 
ttattgagag
   345601 aagctctatt gctatttaca tctgcctcaa aagtctcgga attaatttta 
tataaagctt
   345661 gtcctgctct aacttcacta ccctgtttaa ataaaacctt ttcaatgata 
cctccgactt
   345721 gcggacggat ttccgccgta cggaatgcat gtacacgtgc aggaagattt 
tcactaaaat
   345781 ttaccgattg cggttgaatg cttaatacac tgactttagc cggtggtggc 
tcagcttgag
   345841 cgacttcttt tgaatcacac ccctgtaata tcagcccaat agataaaaat 
aaaggaagta
   345901 aaagatgctt ttgcatactg tccaaaccta gtgagttttt gatgttcgta 
ttatttttga
   345961 tgagtgtgta gggataatca ctaaagtgtg gagtaagtgt ggagaaatac 
ggataattta
   346021 gcgtatgatg agttgaagca ctttctatag ccagattatc tatgtttgat 
cattcttttt



   346081 cttttgattg ccaagataaa gttattcttg tggtagaaga tgactacgat 
attggcgaca
   346141 ttattgaaaa ttatttaaaa cgtgaaggca tgagtgttat tcgggccatg 
aatggaaagc
   346201 aagcgattga attgcacgct agccaaccca tcgatttaat cttacttgat 
attaaattac
   346261 ccgaattaaa cggttgggaa gtattaaata aaatacgcca aaaagctcag 
actcccgtga
   346321 tcatgctgac ggcgctagat caagatattg ataaagttat ggcattacgc 
ataggtgcag
   346381 atgactttgt ggtgaagcct tttaacccaa atgaagtcgt cgctagagtt 
caggcagttt
   346441 taagacgtac tcagtttgca aataaggcaa ctaataaaaa taaactctat 
aaaaatattg
   346501 aaattgatac cgacactcat agcgtttata tacactctga gaataagaaa 
atcttgctta
   346561 atctgacgct aactgaatat aaaattattt cattcatgat tgaccaacct 
cataaagttt
   346621 ttacgcgcgg agaacttatg aatcactgca tgaatgatag cgatgcacta 
gagcgaaccg
   346681 tagatagcca tgtaagtaag ctgagaaaaa aactagaaga acaaggcata 
tttcaaatgt
   346741 taattaatgt gcgtggcgtg ggatataggc tagataatcc cccagctgta 
aaagatgacg
   346801 cctaaataat attaaaaaat agctagggaa tattttatga aaagtaagtt 
aggaattagt
   346861 aagcaacttt ttattgcctt aactattgta aatttaagcg ttacgctatt 
ttctgtagta
   346921 ctgggttatg tcatttataa ctatgcgatt gaaaaaggct ggattagttt 
aagctcattt
   346981 caacaagaag attggaccag ttttcatttt gtagactgga tctggttagc 
cactgttatc
   347041 ttttgcggct gtattatttc attagtgatt ggcatgcgcc ttgcaaagcg 
ttttattgtg
   347101 ccaattaact tcttagccga agcagcaaaa aaaattagtc acggcgacct 
ctctgctaga
   347161 gcttacgata accgaattca ctccgccgaa atgtcggagc ttttatataa 
ttttaatgat
   347221 atggctcaaa agctagaggt ttcagttaaa aacgcgcaag tttggaatgc 
tgccatcgct
   347281 catgaattaa gagctccaat cacaatttta caaggccgcc tacaaggcat 
aatcgacggc
   347341 gtttttaaac ctgatgaagt tctatttaaa agccttttaa atcaagttga 
aggtttatct
   347401 cacttagtcg aagacttacg gactttaagc ttggtagaga accagcaact 
ccggttaaat
   347461 tatgaattgt ttgacttgaa ggcggtagtt gaaaaagttc ttaaagcatt 
tgaagatcgt
   347521 ttggatcaag ctaagctagt accagaactt gacctaacgt ccactcctgt 
atattgcgac
   347581 cgccgtcgta ttgagcaagt tttaattgct ttaattgata actcaattcg 
ttattcaaat
   347641 gcaggaaaac ttaaaatctc ttcagaagtg gttgcagaca actggatatt 
aaaaattgag



   347701 gatgaaggcc ccggcattgc aaccgagttc caagacgatt tatttaagcc 
tttctttaga
   347761 ttagaagaat caaggaataa agaatttggc ggcacaggtt taggtcttgc 
tgttgtacat
   347821 gcaattgttg tggcactgaa aggcactatt caatatagca atcaaggctc 
gaaaagtgtt
   347881 ttcaccataa aaatttctat gaataactaa ataacctcct gaccctaagt 
tctcttttga
   347941 ctttttacct taaaattttt attgaaatgc catatctaac cttaccaaga 
tttataaaat
   348001 aatttttata atttaaataa tggataacta gatatggatc gttttaaagc 
tattttactt
   348061 attacaagta catgtttaac aacaactctt tatgccaaac aacaagtcgt 
ctgtgtattt
   348121 gacccaattg gtaaatcggg agacgctttc gctttagcca aagattatgc 
acttgaagcc
   348181 aaaaattggg gagctgatct atctttaaaa gcatatgttg atgaacgtgt 
agctgctgaa
   348241 gatttgaaag ttggaaaatg tgatggcgct attattagcg gtttacgtgg 
ccgtcagttt
   348301 aataaatata caggatcttt agatgctgtt ggtgcattaa caaatatgaa 
aacggcaatt
   348361 aatgcctata agctattgtc ctcaccaatg gccgcaaaaa acatggtggt 
aggtccttat
   348421 gaaattgcag gtttaggcac aattggtcct gcctatttat ttgtaaatga 
tcgaagtata
   348481 aatactctcg ccaaagctgc cggtaaaaaa attggggtat ttaaatacga 
tgaagcgcaa
   348541 ccaaagcttg ttcaacatgt cggtggtcag gctgtatcgg tagacgttac 
caatgccggt
   348601 gcaaaattta ataaccatga aattgatatt gtgcccgctc ctattgttgc 
gtttaaacct
   348661 tttgaactct acaaaggttt aggtgagaaa ggagcaattg ttcgttttcc 
tttgactcaa
   348721 atttcagcaa acttcattat acgtaaagac caatttccag caggttttgg 
gcaaaagtct
   348781 cgaacttggg tagccagcca actcaataga acatttggca tcattgctaa 
atatgaaagt
   348841 gatattcctt caaaatattg gatggatatt ccgaaaaatg aacaattaaa 
ctatatgaaa
   348901 atgatgcgcg aggctcgtat acagctaacc aaagcaggta tctacgaccc 
caaaatgatg
   348961 aactttttga aaaaagtaag atgtaaagag aacccaagta attttgaatg 
tgcattaaac
   349021 gatgaatgaa cactcaaaac atctgcatat cttttttaaa gcatttgtat 
agagctaaca
   349081 ggtagaacct atagtataag ttctacctta actcattcat ttcttctcta 
gcttgttgtg
   349141 gtgttttacc cgaccactct ttataagccc gtgtaaatgg actgtgctcg 
gcataaccta
   349201 acagtaaggc tatttctaca atttgtagcc ttagatcttt taaatacgat 
tttgccaatt
   349261 cgtaacgaac aatatttaat tctttccgaa aattcgtacc tgcctcggtt 
aaacggcgtt



   349321 gcaaggttct acgtgaataa tttaatcgct ctgcaagctg ttcaatagtg 
ggttcgcctt
   349381 gatgaagtaa gtaagcaatc tgtttacgaa cttgatctgt aatttcatca 
atatgtggca
   349441 gacttgccag taatttgtcg gcatgttttt caagtatggc aactaaggcg 
gcgtcggagt
   349501 ttttaagcgg tagacttaag atttccttat caaaacgcat cagtgccacg 
ggttgctcaa
   349561 aaagcacagg acaaccaaaa tactcctcat aaggctgaac attttcaggc 
cgttcatgaa
   349621 taaaatgtat ttctttaagt ctttcttttc ctctaatgag actacggcaa 
aattgaacta
   349681 taacggtacg gccagtttca tccgataaag ggccgacttg ctcacctttt 
gtatcccatg
   349741 aaagttctac atattcagta taaatgcgaa cagtggcagg ataaacgtca 
tagacaagcc
   349801 gctgatatcg ttcaaacctt tctaaaaccg cccccagatt ttcacaggca 
agaaagactg
   349861 accctaaaac acctagatgc tgtgctgtaa tggtttgacc cacatgcaaa 
ccaataaaag
   349921 ggtcatttaa ataatcttta gcaataatga gaagactttc ccaatggtcg 
atatctacgc
   349981 cttctaaatg atttgaatct gctttaggcc atggttcacc cagcaccttt 
tctgggtcat
   350041 gtcctagttt ttccagatat tcaaataata actgaacata gatttcagaa 
atccttcttc
   350101 tatacaacgg cttattcaat ccattcattc cgtatagttc taatttggcg 
ccaattatca
   350161 attagtgtac ttaaagcttt caagcaaaag caaatgacta aaaatacctg 
ttcaatccaa
   350221 attttggcgc aaagtgtcaa gcaatatggc agctttcatc aagccctatc 
tcattatttt
   350281 tcagaagata gcgttatagc caatattgag aaaaatacga tgggtaaaag 
tctaaataat
   350341 gtgccccaag cgccactaga tgttcaattt gattcaaatg gcatgaaatg 
cagcgcctat
   350401 ttatatcgtc cagcgaccga ggccactaca ccaattattg tgatggcgca 
cggtctgggt
   350461 ggtactcgta gaatgcgttt aaccgctttt gcagagcgct ttgtggcaga 
gggttatgct
   350521 tgtttagtgt ttgattatcg ctattttggt gatagcgaag gacaacctcg 
acaattacta
   350581 gatatcaaaa gtcagctcaa agactggaaa gctgccattg cctatgcacg 
tagcctagac
   350641 aaaattgacc caaaccgcgt agttatatgg gggacttctt tcggtggagg 
ccatgtgctg
   350701 gcaacagctg ctgacgataa ccgacttgct gctgttatat cacaatgccc 
ctttactgat
   350761 ggtttctcat ctagcatggc aatgaatcca ataacgactc tcaagctcac 
ggcactcgct
   350821 ttaaaagaca agattggatc aatactcggc gccaagccag tcatggtacc 
tcttgcaggt
   350881 ccgtcaggac atacagcatt aatgaatgca cctgatgctt attcaggcta 
tctcgcactc



   350941 atgccttcag gttcaaatat tccaaaccat gtcgctgccc gttttgtact 
cgacatcata
   351001 cgctattacc caggccgtaa gacatcacgt attcaagcgc ccgtgttgtt 
ttgtgtctgt
   351061 gataccgact cggtggcccc ctcaaaaaca acattgcgtc atgcgagcca 
tacacccaat
   351121 catgaaatta agcactacgc cgatggtcat tttgaaattt acgttggaga 
agcttttgag
   351181 cgtgttgttc gtgatcagat cgactttctt aaacgcatcg ttccagtcaa 
gtaacagtaa
   351241 atttaaaata tttggagaaa gaccatgaaa tatgacctga acaaaaaagt 
tgttttaatt
   351301 acaggagccg ctggagggat tggtgcagca acagcccgtg aattttatgc 
attaggtgca
   351361 aacttggtac tcaccgatat gcaacaggaa gctgtagata aacttgcatc 
tgaatttgag
   351421 gcgtctcgtg ttttaccttt agcgctagac attactgatg cagtagccac 
aaaagatgta
   351481 gtccagaaaa caataaaaca ctttggacac cttgatatag ctttcgccaa 
tgcaggtatc
   351541 tcatggcgtg atggtgcttc gacaattgct agctgtgatg aagctgagtt 
cgataagatt
   351601 gttgaagttg atttacttgg tgtctggcgc acagttcgtg ctgccttacc 
agaggtgact
   351661 cgcaacgaag gacaaatcct cataacctct tctgtttatt gcttcgtcaa 
tggaatggca
   351721 aacgctccat atgcggcttc aaaggcagca gtagaaatgc tcggacgctg 
tctccgtaca
   351781 gagattgcat atactggcgc aacagctagt gttgtctatc cgggctggac 
agcaacacca
   351841 atcgctaagg ttgcctttgg gggtaatgca actgtaacga agatgattga 
agcagcattt
   351901 ccagcatggt tacgcaagcc tatttctccg gaatatatgg cgcaaacaat 
tgtaaaaggt
   351961 gtacagcgcc gacagccacg gatttttgct ccagtgcgct gggttccgtt 
ctcgatatta
   352021 cgcggaatgt ttaatgcagc tagtgatgca atggttatac gccacaagaa 
attgcaggga
   352081 ttacttcaac aacttgaaag tgaatctaaa cctgcccaga aataatccat 
tgccttaaag
   352141 ctcatttata aaaatgtctg gaaatctgat atgtctaaat acaaattaaa 
agataaagtt
   352201 gtcgtaatta caggttcaac aggtggacta ggacttgcga ttgctcaagc 
attacaagcc
   352261 aaaggcgcaa aactagcact cctagattta gaccttaaca aagttgaaag 
tcaggcaaaa
   352321 cagctaggtg gaaaaagcat tgccgcaggt tgggtagcag atgtacgttc 
tttggaaagc
   352381 ctagaaactg ctatggcaaa tgcagctcaa cacttcggta aaattgacgt 
ggtgattgca
   352441 aatgctggca taggctcaac ggaagcacta gaacatatgg ctcctgaaac 
ctttgagcga
   352501 accatcgata ttaacctgac tggagtattt cgtactttcc gcgcagctat 
accctatgta



   352561 aaacaaactc agggatactt actggctgta tcttcaatgg cagctttcgt 
acactcccca
   352621 ttaaacactc actatacttc gagtaaagca ggcgtttggg ctttatgtga 
tagccttcgt
   352681 ctagaattaa aatatttaaa tataggtgtt ggtagccttc acccaacttt 
ctttaaaaca
   352741 ccattaatgg acaatattca aaatgaccca gcaggtaaag ctgtgtggaa 
aggtaactcg
   352801 ggtatttgga aatatatctc tattgatgaa gttgtctcgg gtgcagttga 
aagcatagaa
   352861 cggcgtaaag atatgaccgt tatacctaaa atcaatactc cgattgctaa 
agcacccgca
   352921 ttgtttagaa atgtgattga gtttttaggt ttcaaccgta aacaacttaa 
acagaccatg
   352981 cttttggcag aaaaaagtca caattcattt taaatctttt aaaacacgga 
tgttgtcgag
   353041 atattcgtgt ttatttaatt aagaaattta tatattgatt ttaaatttca 
acagatagaa
   353101 aatcactcac aatcatacat aactataaga gttcttatgc ttcctaagca 
gaacaagaat
   353161 atagccctct cctacattct tcctttaatt ttagttattg gcttctatgc 
ccttttgcgt
   353221 ctatctattc ttccttatat ttatacccag caagcacagc atcaactttt 
aacagccaat
   353281 aatcaaataa ctgagattta ttggaaagag ccagacctct tagccgataa 
aaagtatcca
   353341 gcaattatct ttttacatgg tattcaaaaa gacaaacaag gtgctaaagc 
ctttgtacgc
   353401 tctggcttgt taaatgaata tagtaaaaag aactttttta gttttgctgt 
atctatgagt
   353461 ggatatggtg agtcatctgg aaaatcagat ttttgtggta aagcctcaca 
aactaatctt
   353521 gtacaagcca ttaattttgc tcgatcacaa cctcatgttg atccaaacaa 
agttgcagtg
   353581 gttgggatta gttgtggggc ttccatagcg aatgttgtgg caaattctgg 
aaagataaac
   353641 gctttgattt tggtatctgg attttatgat tttaaaggta tgtatgccga 
gtggagttct
   353701 cacactagaa cactaccgtc aaatgttatg aatgagataa atgaatctat 
tactactgaa
   353761 aagaatatag aaactgcatc cgcagctaga tcatcattac caatttcatc 
tcattatcct
   353821 cctactctta tattagttag caccaaagac ccaattgttg acccaaagca 
aagtattcag
   353881 ctacatcaat tacttgatag taaaggtatt ccaaacaccg tagaacttat 
acaagatgcc
   353941 aaacatcctg tgcctgctaa tgtgtggaaa attaaaagtg attcattttt 
ggaaaagact
   354001 ttgaatatgg aaattaagta ataaatgaga tacatttttt aatttactca 
tctaatgcat
   354061 cttaaacatt taattaatga gaatttgtat atatcataat cccttcaata 
atttggtccg
   354121 aatattcttc tgaataagca gtcctataat ttgttgatat ttctgcagga 
ataatttcac



   354181 caaacatatc gctatcttgt ttatattcta aatagtgcgc atcacatgaa 
aaatagaaat
   354241 taaaatcatc tttcactaaa tctaagcgat cacctatccc taaaagacct 
aatagttttc
   354301 cgttatatcc ttcaccaaga aaaattcgta ttaatttctt tgaatttcca 
tcaaatgtta
   354361 acgtaacact actttcccat gaacaataaa tttcgttaat ccactcctgc 
cacggcaata
   354421 attcatatct atgaagaact aaccaaatat ttttctcttg agcagattca 
aattcctcca
   354481 ttcccacatc tcgaaatagc gccgaatttc gaaactcatc aaaatccatt 
cctaaagaaa
   354541 ttcctgctgc ttctttcgac ggaagtatat ctttactcaa atcgggcact 
aagtgattca
   354601 ttcttttctc aatttataat gaacttatat tctatatcta cattattatc 
tattaaaaca
   354661 agtttgattt aagaaataat atttctttaa aatttctact tgtatttata 
cagctatcct
   354721 taaaccaata aattcactaa aatataatta actctaatac ttatctaaaa 
caatgaacga
   354781 aaaagcaatt agccaatatt taagttttat ccttagacac aaaccagaag 
aaattggtct
   354841 gacattagat cgcgaaggtt gggcaaatat tgaagagtta atttcaaaat 
cacaaccagt
   354901 caagaatgta gctttagatg aagagatcat taaaaacatc gtgagcaata 
gcgataaaaa
   354961 acgcttccaa atttctgatg atggaaaact tattcgtgct gtacagggtc 
attcaactac
   355021 aagtgtagat atcactctta acaaacttaa accgccaact tatctttatc 
atggtacggc
   355081 acaaaggttt atagattcca taaaagagca aggtttaatt tcgaaagatc 
gtcaatatgt
   355141 ccatctaact gaaaatagag atacagctct aaccgttggt gctcgctatg 
gtaagcctga
   355201 aattcttgtt attgatgcct taaaaatgca cgatagtgga ttcgaatttt 
tccaagctga
   355261 aaatggtgtt tggttgagta aacatgtacc aatagaattt attgcttttc 
aatagcaaga
   355321 aaacgcactt atttactatt caatcttttg ccaagtgcat atgtggtgcg 
aaaataaaat
   355381 gacgaggttc ttggtattgc ataattaaag aacgtagttc agtaataaat 
gcctctgctt
   355441 cttctttgtt aagattaata ccaaatgaac aaccatcatc ataaccaatt 
aagtgaatag
   355501 taccttgatg gaactctggc aaaaaaggtg gatacgctcc accactccaa 
ggtctgtaga
   355561 caatctctat aatcttctga gtattaatat cctttgttaa caaatttttc 
ccaaggcagt
   355621 ctttggaaat gcgaagatta tttttggaaa taaaaaatgt ttcctcggca 
ttcttagacc
   355681 attgtttatt ttttctatat tcatagtgct tgtagaaaag aaataataaa 
aataatagta
   355741 gtacaataaa tgtttgaatc ccttcatttt ttgtatatgc ttcaaaagca 
atacatacaa



   355801 aaaaaatgtc atatgtaatt actattacac ggtcccaaat tattaaattt 
tctaaattct
   355861 caccattcat ttttaaatga atcgtagttc ccacatctga agtatgtgtt 
tcaaattgat
   355921 ttggcatcca atactcaatt ttctatgttt attgtttaat aaaatcactg 
tacttattga
   355981 atcttactta ttagtacagc gcttaaactt tcgttattgc tatgtattat 
aaaatcacca
   356041 agcagaattt tatagcagtt taagtcgaca tgtgtctctc aattaccctc 
ccaaatgtca
   356101 caacaactgt aataaaaaat actcaagtaa tctcttccgt tcatctggtt 
tgtttggatc
   356161 tagaagctga accatgcaat caaacaagtc ttttataata aatcgctgtg 
ccgtcatagc
   356221 tgccgtttga acttaaggca aaacttggaa ttacacccac acgaacaaat 
ccaattttgc
   356281 tatataaaag ctcggataca tcaccttcac gtgtatctaa aacaagtaag 
cgcagacttt
   356341 tttctcgtgc aaaattttcg agttcattca ttagtaatgt tgctattcct 
tgttttctcg
   356401 ctgttgtcag gaccatgagt ttttcaactt ctgctctatg aacgccgttc 
tttttactca
   356461 ctaaggataa ctgcacacta cctataatcg ttccttgttg aatggcaatc 
catagacggt
   356521 tattaccatt tgctaattta ctgttaacct cacgccagta atttacgact 
tcgttctttt
   356581 ctatcggagc cagaaaacct attgaagctc cgttatttac agaatcttct 
aacagtagcg
   356641 ataagctttc ttcataatca ccaatttcat ttatctctaa aatttcaata 
tttttcatat
   356701 ttctgctcaa agttattcgg aaaattttaa tataaataat aaatggacta 
catttttgta
   356761 gcccattttc cgttttcatc ttaatgataa aattagaagt tcctctctat 
ggagaaacaa
   356821 atattttcat ttcaacattc tgattagatg tttggctata ccatgtgtct 
aaaagttgat
   356881 aagcttgaac tgtttcagca caagccatac ttggactact taactgatcc 
ttaaaatgct
   356941 tatatgaaaa agaattaccc atgaccaacc atatttcttt agacaccaaa 
ggattttttc
   357001 gacgatcatc aatcacttca ataacatctt ctaaagaatg atgcatatca 
aattttttat
   357061 taaacaaccg aatacgatta tttaaacata ttcctttact gttaccattt 
ggtcgaggcc
   357121 atgccccttt aatatttgta atattggcat aacgtgaagg actattattt 
aataaataat
   357181 gtagattttt tagagcttga cttcccactt catatattgc acctgctgag 
gattccggtg
   357241 atttcggact tttcccacat ttaacatgta cgaatacaac cttatctttt 
gaagataaaa
   357301 taaaatccgc tggctcagtt cccatatctg tacataacat tagatctata 
tttggtaaat
   357361 attcgaaaaa ttgccctaaa ttatttaggc tgacactcgg attttgcaca 
ttagacatct



   357421 gatcaattaa ataaaaaatt gaattatttc caaaagtttc aattgataaa 
ttatcttcat
   357481 ctttttctgt taaattaaca tttaacaaac aatctaatgg aatcactcca 
ttcaaaatac
   357541 tatgatttaa ctcacctttt tccataggaa gtttgtgctt gtaaaataat 
ccattgataa
   357601 aatttgttcc atctttatat aataatttca cacttttcct attaaataat 
tcattaatat
   357661 ttacttcaca accatcaata aaaaaactta cctcttcata acaatgagct 
acaagctctt
   357721 ttttatcatc aaaactaaaa gttataaggc tttttaaatt ataagttggt 
aagtaaacag
   357781 tatacttatt agtagttaaa taataaaaat taaaaaaaga aattcctttc 
gaatattttt
   357841 tatagataaa ggtattatct atttgctgtt taaaaccatt ataggtaatt 
tccaagatac
   357901 ccaaaatatc tgagaaatct aatatacaag ctataggttc ttcttcagga 
gcttcatcta
   357961 tagtctgtgc gaaagaattt agaaaacggc ttttaactag tccgttttta 
tcaaaagcta
   358021 tatttatctg ttctagccac tcaataaaat ctttataagt aaaattattt 
tttttctgat
   358081 cgcagattcg cccagacccc acccctaaat aaaaagaaga atcaatttta 
tcattttcat
   358141 taatatttga tactacagca gttgtaaccg catacatgga gttggtttgt 
gaatgattag
   358201 tcgcctctaa atcaggacct tttagggata tactttctgg ccgactttcg 
ctaaattgca
   358261 gtgctcgtgt attagcctgt tttgttcggg tttgttctgt tttagctaca 
acactaaata
   358321 atttatcgag atcaataact ctgccaattt taagatcatc tctattattg 
aattttctcc
   358381 ctttactatc aaaaattgaa ataatatctc ctatttctct tattatcata 
atttctaaag
   358441 atggttcaaa aaacaaacta tctttgagaa atttagaatt attaaaacaa 
acagatgtaa
   358501 ttactcctga ttcaatatca tatttagtca atgcgccttc tcgctggaac 
tcccaataaa
   358561 gcttatctat acagtcattc aaactaaaat cagctaattt attataaaaa 
cagactgagg
   358621 cgagcggaat ttctaaagaa ttaatagggt taaattcttt aaaattaaat 
tttttccgat
   358681 aacaagagtc aaaatagcta tgttcaggaa aaacatctag ataattttct 
actagaagag
   358741 cagtatcgag agtgtttaaa aagcgttctg ctgattcagg attggaaata 
tactcatcaa
   358801 attcttgata atttccccat aaattattat tactttgagt tgatatttcg 
aatactgttg
   358861 gctgatagtt ttgatatatt cttactaccc gcccgatagt ttgtactaac 
tcttttccac
   358921 tacctacagg ataggttaag atcaaaattt tagcctcagg tagatcaata 
ccctcatcta
   358981 attttctttg atgaattaaa acttcgtaat tcaattctgc taaatttgca 
ggaacctcac



   359041 gataaacatc ttcaatctct ttatctttaa attgatcatg aattgcggca 
gttctatata
   359101 attctttaaa ttttgaaaaa aatatttcta tatcatgaaa ttctttacat 
ttaatgatgc
   359161 aaacagcatc gggttgtgat tctttaattt tatttatttt ttcataaata 
attgaaaaat
   359221 cggtatctaa ttccatattt tctaaagctt tagataatgt aattgtctca 
aatataggag
   359281 ctacaattac cttatctttt acagcttgtt tataagtata aatatagcta 
tgttttgcat
   359341 ctatatcaaa actaaaaaga tcattcctat aaggtgttgc tgttattatt 
acttttcttg
   359401 catttaattc tctaattgca gtcccccatt taggtgaggg ttcagcatgt 
ccttcatcaa
   359461 ttaatataag gctaaatgta ttttctaaag ctgttaattc ttgttcactt 
agacttgtaa
   359521 ttttttggaa ggtagtacaa taaataccat tattatcagt attattaata 
tggttaaaga
   359581 ttttttttat caaaaattgc ttataatcta catcttcttg taaaattttt 
tgaaagaatt
   359641 ttcctttcaa ttgtttatat agctgatcac atacagctct tctatgagtt 
acaactaaaa
   359701 ttttatcgaa agtagaaaaa tgaccaaccg tacaaattac accacttttt 
ccagcacctg
   359761 taggaaggct aatgagacaa gatttttcgg acattgactc taaatatcgt 
tgtatggttc
   359821 caatactttc taattgacaa ggtctaagat tattagttat caaatcgtta 
atttctgtaa
   359881 tcatggcatc ttaaaaatat gtttttttta agttttatca taaattttcg 
tttacgcata
   359941 gtatacaaaa cgaacgatta actaaagtct aatgtaattt tattaattat 
taagagtttt
   360001 tattttcttc aacctcttga aatatgaaat gctaacccct aataaattag 
ccaacaaata
   360061 aacactttat taaaggttaa actatgaaga aattaatttt aatactaaca 
atcttttcaa
   360121 ccactgtatt tgctaatgaa caaccaagga caaatcaaaa taatattaag 
caaatagaac
   360181 aagaacaaaa atcaaagcaa caaaaggctt ttgaagacgg aatcactttt 
gcaaaagaaa
   360241 acaaagaaaa aattattcaa aaacaggaat acaaagatgg agaaaagttc 
gcaaaagaga
   360301 tgtgcgaaca atatcctatc caatgtaata tcaagaaata aagtcattct 
gaagttactg
   360361 caacaaatga cacattgata ataaattatc gaagtgtcat ttgttaatcc 
ccctcaaaaa
   360421 cacctcaacc atcctttcat caacttcatc tgagcttaaa cgctgcataa 
tggcaccttc
   360481 aattaaatat aaaaataatt tggcatcggt aaaggaagca tcgggtttaa 
gtactctaag
   360541 ctgactatag atttcattga tgagccatgt tctatatctc acggcggttg 
tatatgcgtt
   360601 tgggtaggta tttttgattt caaaaatagc tttaaataac aggtaataca 
gcccgtctac



   360661 atcggtatgt aagacgtaga gtttcttgag tttatcgatt gcgtttgtgt 
cgtggtcgta
   360721 ttcgaccata gcaaccactt tttcttgaag tcgttctttt tgcaccatta 
ggcagatttc
   360781 aattaaccgt tctttagagt gaaagtagtt ataaaaagtt gctttggtaa 
tttcggattc
   360841 ttttacaagt ctgtcgacgc cggcaatatg aaaaccgcgg cggtgaaata 
actcaattga
   360901 tgtatttaca acttttaatg cacgtgttgg gagaactaaa tttggcatat 
ttttaccgtt
   360961 ataaattaaa tttttgttgt atataaatga gatataaaaa actgctgcct 
tttttgggag
   361021 aaaaaaggca tagcaaagcc ctaaagactg tgcccagcac atctcaagtt 
ttagttgttc
   361081 gaagttttaa gtaataacga gctaaagcct gaaatagcct tacggcaatc 
aagctgcgtt
   361141 aaatgtttta agctgtgttg ttatagcttt tggcaagggt tgccaagaaa 
tgatggatgc
   361201 gcaaagctaa ctccttattt atggagttct gccagagcat aagatttatg 
gtggcagaac
   361261 gaaagagggt tagcagacta gtcactcaac tagcacaccc gaaggtgtcc 
ctctcccgtc
   361321 ctaccgctac gggagggaac tgggagtttg cgcacaaaac tattcctcag 
aaggaataaa
   361381 ttctgatgcg gagtgaacgg tctgctaaaa ccgactggca atgtaggcca 
gcccgcaaat
   361441 ggtaatcttc aatatttgaa gtgtcaatgt gaaattggct agaaaatatt 
taaataatta
   361501 ttatttttca tttaattaca taattaagga tattcttaag taatatttac 
aatctgcttt
   361561 tatatcatta agttaaattt taaagttgca aaaatttata tattagattg 
gttcaaaaat
   361621 tatcatttta gtgttcacaa gcgtatgctt gtgaacgttt aagtagttac 
ttactcgttt
   361681 ggctttataa ttttgctaac aatatgttca tgcgtaggta caagccctgc 
ttttaaacca
   361741 agtggcttaa acactttatc taacacagac tgagtgagtt tacctttatc 
ctgctcaatg
   361801 tccgttaaag tccgacggct tatacccacc aaattagcat attgttcttg 
agacaaaccc
   361861 aacacatttt tgcgtaaata cgatagcaat tgccccaaag taatctcact 
caacaaatat
   361921 tgtttatata aatctataag aatctgctga cggtcttggg tttgtattgt 
taattttttc
   361981 attcgtgtaa atgagcaatt attttctcaa aaatactata aaaataagtt 
tttgtgaata
   362041 tatttgctca atttgattta ttttagataa aagtgagcaa atttttgcgc 
atctcatatt
   362101 tatagatagc aataatttat ttatccgttt tcatatgttg aacattacat 
tgtggagatt
   362161 caccaaacaa acgagagtat tcacaacaaa atagcttatt cagtataaaa 
ttatgactta
   362221 agctacccat ctcgcccatt aggccgtgtc atatacttaa agtaataaga 
gcaaaaaatg



   362281 actcaaaata aagttgaatt agcagagaaa ttgtcaaaag agtctcatca 
aggccaaaag
   362341 tatggttctc atgattactt tgattaccat attaaaggtg tggtcaactc 
attaattgag
   362401 catcaatttt cagaagtcta tattattaca gcccttctcc acgatagtgt 
tgaagacaca
   362461 cctcttaccc tagacaaaat cgaaagttta ttcggaaaag aagtccgtga 
tgccgttgat
   362521 gcattaacta aacgggaaac ggaaacacgc gaagaatatt taattcgttg 
tagttcgaat
   362581 ccgatcgctc gagtcgtgaa acttcatgat gcagcgttta atgcgcacaa 
ctcacataaa
   362641 gaaagtaatc aatcacgagt agattattat cttcaaacca tgttgattgt 
ttcaacggcg
   362701 caagataggt tggaatgaaa gacaacgaaa taaatccgtt gcctttttat 
ttttaagatt
   362761 gtgcaaatgc ccaaatgtct tttgatgcaa tcgtgtcaga tacgagtcta 
aaactcatag
   362821 gctctaagtc ttcatctacc acaacatagc ctttcgagtt attttttagc 
gcatcacact
   362881 gattatcggt cagttgatag tttgctgtat tggctaatgc actttcagta 
ataacacccg
   362941 taaacacaca attcgggtct ttcgagacaa ttttgccttg tgcattcacc 
tcggcattga
   363001 ccgttgttcc atcaggaaac gataaatcgt aggtgccgac caattgatta 
agcaaaagtt
   363061 tttgatcagc aattttttca taatgtgcta attcaacggt catcgcctga 
ttagactggt
   363121 tgcttcgcca agctttggtt tttgtatcat agctcatcac aatcttggca 
cggttttcgt
   363181 catcatctaa aaccaataat ttagtcccat ctgcaccaga atagtattta 
cccgccatag
   363241 gtaattcttg atcggtttcg gtactaataa tataagttcc gacatctaag 
ctcggtgcta
   363301 gtgcaggttt ttcagtcgag acttggtcat catgatcatt gtcattacaa 
gccgccaatc
   363361 caagtccaag gagtaaaacc aataaacaac gtttcatggt cttgttcctt 
acttgttaaa
   363421 taagcttttt aaacggattt taagccattc ttgacctgct ggtcgttggt 
cataagcaac
   363481 ttgcattgca gtcacagcaa ttttgctttg cattacagcg ctttcatccg 
acatttgagc
   363541 ggcagttggt gctgatggtg ccgcgtctat tccaaggcca aattgattgt 
tgcctttatt
   363601 gtctttggtc acttggaact tcagtttata taagtcataa gtcccaattt 
ttgaaaatgc
   363661 aaacggcgtg ctggttgtta aatttttagg gaaattcaca tttagcgtaa 
tgccttttgg
   363721 caacaactgg cccttacctg ccttagcttg taattctttt aataacgcta 
cggtttgttt
   363781 tgccacaatt gcagagttag ggttgtttaa agttttgtca tctaccgtgt 
tcgtatcggc
   363841 gcttaatgca atagacggaa tgccacgtcc tgccgaaaac tgtacattgc 
caatggtgcc



   363901 agagtgtaca acgacttttc cgacattttg accttcattc gggccagata 
aaactaagtc
   363961 tggtgcttta ccccagcgtt ttggtgcaac cacatctagt ccataaactg 
ttgccatgac
   364021 tggtgtgcca tgtgtgtagt tccagtcgcc attggtataa cccgctttgg 
taaaagttcc
   364081 agccgcaggt gcaccaattg gtgctgcgcc attgtgacaa ccgttttcag 
ccgcaatttg
   364141 cttatcatta tccgcggtaa tcgttgttga gctgtacatc acaatcgcgc 
caccacgacc
   364201 gctttgtggt gaacacggta cagacacaac cacgttatga ccatttgctt 
ttaattcatc
   364261 atagagtgct ttgatattgc tggttaggcc gtcatcgtta accaataaaa 
tatttaatgc
   364321 aaaagctgga gtcgtacaca aagacagaat aaggccgccc aataaacttt 
ttttcatcac
   364381 ttaactacca tgttattaaa tttcggtttg tatggtagtg gcggtatatg 
tatgtttagt
   364441 gactaagcat aaatataaca aaaacccact ttcgtgggct tcattaaaat 
tacttcaagt
   364501 tttaagttaa atacgtccaa cctctaagta tggaatcagc tttttatcaa 
aacttggccg
   364561 agggtcacct tcaaagctaa taaaaccatg catacccgtt aaacgttcac 
ctttataaaa
   364621 ctggtttaac tgatagcgcg gatctttatg tgaaagtgta aaactcacca 
caccaacgcc
   364681 ctgctgtttt gacttgttat aggcatcttc gagcatttta tgatgcaaag 
ccaaatcttc
   364741 aggatggcac ataagcgtat gtagcacatg gtactgaata gagtcaccga 
gtttaggcaa
   364801 acgcatgcct ttggtaattg gcgtcaataa gttatagacg ggtctaagca 
cagctatggc
   364861 cgagctgtaa tttagaatct tggtttgttt aatactatgc tgatcccata 
agccaaacat
   364921 gcccactagt tgttcaccct taaagtaaag tgaaaagtcc gagagtttca 
tccctgaaaa
   364981 atactgatga ccttgggcaa gttcttcaaa gttataggct ggaataaagt 
tatagtgttc
   365041 tgccatgtcg ctaataaact ggttcatggc tggtacatgc tgagcttcag 
cgacacatgt
   365101 acgtatctct tgaagatgac tttgctgaga agtctgcttt agaaaagccg 
tgattttccg
   365161 ttttgcgcca gtgctcgtca gactgagtgt ctctataagc ccttcatcat 
aataatcggg
   365221 cattcccgtt ttgcctgttt ggatggcagc acgtgcggca tggttatcat 
caaaaataat
   365281 catttggcta aagttcggtt catgcatggt atctttcaca tgcttgccta 
agaccttcac
   365341 cagtgattta ccccgataac tgtgatctac ccgtaagtcc ccagcatagc 
gtaagttttg
   365401 aatgttccga ttgatataac acggacggta accattgcta taacaggcaa 
ctttcttttg
   365461 gctttcggta tcttcaatca cgacatgcag tttatgccga tagacgatgt 
cggacgccct



   365521 aaaataactc ggttcgcgct gaaagctgat ttgtatgcct ttggtggtca 
tgggtacggc
   365581 aattaactct cgtaaagcct cgtcatctgc caaagtcgct tcacgggtaa 
taagcgtatt
   365641 atcagtaagt ggtggatttg ttttattcat tattcacccg ttgtgcggtc 
tgcataggaa
   365701 ccaaattgtt taaacgtccc atttggtcga gtagctgata aacaaacacc 
acttcgtctt
   365761 ggtcatttac ggttttctgg gtttgcgcat cgagtaactt ctgctcggta 
ttaagcaaat
   365821 caaaggtagt tttggtgccc acatcgaact ctttacgggt atagacaaaa 
gcaatagacg
   365881 ctgcctctat ggcatttgcc aatgcatctt tattttgtcg aatggtttga 
agctgcgcat
   365941 atgtggtacg ggtacgcttg ttcaagtcta gctcaagact tcgaattttt 
tgcgcagcca
   366001 aatcgatatc ggcctgcgct tttttaacat tggcccgatt tagtccatca 
tcataaagcg
   366061 gtacattgag ctgcacccca accatatagt tattactttc agagccaata 
taactcgctt
   366121 catcttgctt tccggcacgg ctggtcagca taaccgttgg ccagagttct 
cgtttagtta
   366181 aagcgtattg tttttcggca gcctgctttt catatttagc ccgcattaac 
gccggatgat
   366241 tcttggtttg agccaatatt tcatctaggt tagcgggaat agtaggtaat 
tgattgattg
   366301 gaacaaggtt gtcaggcgtt atacctgtca cttgataaaa ctgcgcttcg 
cttacagtca
   366361 agttagattg cgcctgtgta atatcggctt gaccttgtgc aacttgtgcc 
aacacctgag
   366421 ccaagtctgc acgggtaatc atacctacat caaaacggcg ctttgattca 
tacaaagacc
   366481 gttgcagatt tgccatagtc ttttgtctaa gctctaaaat ggctttcttt 
tttaatacat
   366541 cggtataaac catcacggta tttaaaatgg tttccgatct ttgatctgat 
aagccttggt
   366601 gttgggcaga aagctgactt tcggcaatat ctatccctaa acggtgccgt 
ccagaggtat
   366661 aaatcggata atctgcctgc aattgcaaac ttcggccttt acggtttcct 
tcggttggaa
   366721 acaagacgtg tgaaggcgta tttattcttt catagtcaag ttgcccgact 
aaattaactt
   366781 tgagtccatc acgttgcttg gcctgttcaa gcatagcggt ggactggttc 
acacttaaac
   366841 ggctcacttc aagctggctt tcatgcctta aactagctga caaagcctca 
tctaaagtca
   366901 tggcatgtgt attcgacaca accaacacgc ctagaaacaa ggcgtgtcga 
agtgttaaaa
   366961 accgagtatt aaatggcttc atccctttca tagttgttcc aaactattca 
gggtgacttt
   367021 tttgagtggc tcaggtttga tattgccttc gataatgcca tcaaacatga 
ccagtttttt
   367081 ataggcattc cagccattat tggcttggcg aatttgaggc tgatcgagct 
gccccaagtt



   367141 tcgtgcaagt tcatagtgga agttttgacg taagatactg tcgatatatt 
cattactaat
   367201 gctgtgatga atttcacctt caaaaagcac gcaataaaat ggtttaacct 
gttgctgcgt
   367261 atcaattgcg agtaaagaaa tcgctttcga ttccgtttcg tttaactgag 
acaacaattg
   367321 ttgagcagtt tcaggtgcta acttctcacc gaccagatcg accccaaaac 
ggcggccttg
   367381 gaactcaaaa cacggaattt gctctataaa gccagtcact tttaagcaat 
catccaaaca
   367441 gtaacgcagt aagccattac ccgaagtaat cagcgggctg accacgtcac 
cttgtttaag
   367501 ctgccatgaa ggaacgattt gaccttgttt ctcaccctct aaatattcaa 
actcatagaa
   367561 gtgactttgg tatgcgagcg ggtattgatc attataggga atggtgacta 
caccttccgt
   367621 cgcccataac cctttacctt caaactgaac actgggtaat ttttctttta 
atttttcggc
   367681 ccaagctttt gaaccagcgg tgtcccaact cgacactaaa cttaactttg 
gccagagctt
   367741 tttaaagtcg atctgttcgc catttgaact tgcaattaag gcttgagcac 
tttcagggct
   367801 atgcggtgca gtgacttctt ttagtgaagc ctgacggtta ctccatgaac 
cactttgtaa
   367861 aacctcaatc acgtcttttt gcatagactc caaacgttca agtaattgca 
acgcaaacgt
   367921 tggactccac accgaaatca tggctaagtt acggtttgcc accaaataac 
aaatggtggc
   367981 aaacagtgca tcatcagcat tggccgcaaa tgcaacgtta cttggaaccg 
cttgggtaaa
   368041 cttggataaa attcgcttac ctataccaag tagcgcactg tcatcattta 
aatttttatc
   368101 ttttaaaact tcacgctgac tttcaggcaa ccacgacacc gaccaataat 
gcgtacccga
   368161 actcaactgt gggcatttgc ggtataaact tgccatccac ggcgcaatcg 
catggtcaag
   368221 ttcacctaaa aacagcttgg tatatggaat aaacttgatt tgttcactcg 
aaccactggt
   368281 cggctggaaa cgaaccagtt tactgctcga gagtgaaagc ttttgttcac 
ggtagcgctg
   368341 aatgtcttct cgccaagcac tatagcgagt tgcaggaaat gcttttacaa 
actgctcata
   368401 gttttgaacc tgtttatctt tggccaaagt agaggtctgt aaaatcgaat 
gcaaaatttg
   368461 acgttgcgta gtctctaagg cattaaactg tttttggaaa ttacggtcag 
atgcatcaca
   368521 ccattttttt aaaataagat gcgagccgag agtcaaccat tgattagatt 
tcattggata
   368581 gcctctctac gttttgtttt atggcttaac tgcgcttcaa attttccttt 
gcttgtcggt
   368641 ttagtcatca gttttacagg gaaacgggca atatctttcc agccgagccg 
accaatacat
   368701 ggcagttctg taccggctct ccaagttgga tttttctgct caaagaaatg 
aatatttggg



   368761 ttcttttctc tcatttcggc agtaatcggt gcgacttcgc cttttaatgg 
ttgataatca
   368821 tcgccaaagt tgagtaagcc ggcttctttg tcgtagtatt cgccaaagaa 
tttttcacag
   368881 taatgttcaa ccacttccga aagatgttgg ttttcatctt tgatatttgg 
gtaatacaca
   368941 tagtagttat tggcaagtaa gagataagtc ttatagcctt tagaaatgag 
aagccaataa
   369001 agttcattaa aaggatattt aattcgaagc ttgatcatga gtttgagcat 
ggtactttgc
   369061 aaggtacgcg tgccccaaaa ctttttcaaa atgaccgtat caccgctaaa 
gagcacggtg
   369121 taatctttac cgtttaagta gaaatgctgc acaactaccg tcgagaaacc 
aacaatctca
   369181 tctgtttctg agtcaaaaat taagatcgca ccgcttttat ttttaaaatc 
atctacgaaa
   369241 atagaaaatc tggtattttc ataatactgc tcgtaaatgg aatacatcac 
tttcaatcgt
   369301 tcagtatcga tttgctcttt ttcaaaatat tgcccataag ttgcgttttt 
caggttcaat
   369361 tttgaaatca gtttatatgt tgtattaatc ataatacttt aatctcccac 
atccagatct
   369421 gtgagttccc ctatctcata cagcgatatt cgaaactcat atcaatgttc 
tttttctatg
   369481 aagggatatg ttttgatatg ccctattgtt ttcattcttt gaaagctgcc 
ttttattttt
   369541 aaatcgctac atattcattt tcttcccccg atccataaat atggttaaaa 
aggcggtcac
   369601 aaacatgatg attgcgagca tgcgtaataa gtcattgaaa ctcgatgtca 
gtgcttgaaa
   369661 atgaatgtca cgatagatca cgctgagcgc gatttgctgg gcatttgcac 
cgatttcttg
   369721 atattgcgcc gtaagctggt cgagtctttc tgtaaatatc cagttttgtg 
gtgtcatcga
   369781 ctgattaatc tgggtaacat gcatggcggt tagccaatct aaggacgagt 
taataagagc
   369841 cagtccaacc gcgccgccaa tattgcgcat caggttataa atcccactgg 
catcggcaac
   369901 tttactgagt ggcaatgtac tcatagccaa atgtgacacc acaatcaggc 
aaatcatgag
   369961 gccaatacca cggtaaattt gcggccaaaa cataaagtca taatcactat 
gaatgctcaa
   370021 atgtgaattg agccagacac caaagcccgc cagaatcatt ccgacaaata 
cggttttgcg
   370081 ggtatcaaaa ttgggaatga gccacgcaag aaatggcgca aagcagaaca 
tgacaatacc
   370141 tgtcaccatc atgacgtgac caatttggct actgttcatt tcacggactt 
gcccaagaaa
   370201 gacaggaatc atgtaaccca agccatatag cgccatgcca atcacaaatg 
ttgtgatggc
   370261 acttaaggta aagtttttat ttttaaatac ggacaaatcg agcaaaggtt 
taggctgagt
   370321 aaaacttcga gagaagaaaa tcatgccgcc tacaacacag accataaaag 
caacccgaac



   370381 gcctgtatca gcaagccagt catgtcgtgc gccttcatcg aggaaatatt 
caagcccacc
   370441 taaaaacatc gccataccca ctagactgag ccagtccatg cttttgatga 
gtgaatagtt
   370501 ggcacggtcg atatttggac ctgagtaaat gactgtggca atgataatgc 
ccggaataat
   370561 attgatcagg aacatccagt gccatgagaa attattggtg agccaaccgc 
caatggttgg
   370621 gccaattgct ggacctaaag tactgatcat gccaaacatg accaaaggta 
atgagcgttt
   370681 tggttctgga aacagtaaat acaacgccat catggaagtc ggaatcatcc 
cgccacccat
   370741 aaagccttga atgccacgga acaccagtaa actttctaag ttccatgaca 
aagcacaaag
   370801 taaagaactc accgtaaagc cgattgcaca catggtgtaa tacacccgtg 
ttgaaagcac
   370861 tcgcgagaca atactcgaca ttggaattgc aataatttcg gcaattaaat 
aaaccgtttg
   370921 tacccaagtg acttcataac gacttgcact cataccagct tgtacttcgt 
ttaaagaact
   370981 cgccacaatc tgaatatcaa gaatcgccat gaagttgcca aaaatcatgg 
cagcaaaaat
   371041 tgcccatgca gtttttgcgg gaaacctcca ctcggcttca acatgcttat 
tcatttatga
   371101 ttacccaaaa tttttattat taagttctta ggtcaacggt ggcgctcacc 
gacattccag
   371161 gttttatcaa atcaatatgt gggcttgaat ctatagcaat acgtacagga 
atacgctgta
   371221 caaccttgtt aaagttgcct gtggcattgt ctggtggcat aagtgagaaa 
gtcgcacctg
   371281 aagctggtga aaagctttca atttttccgg taaagttgag gctcggatag 
gcatcaagtt
   371341 ttaatttaac tttctgacca atatgcattt tttcaatttg agtttctttg 
aagttcgcct
   371401 gtacatacaa actattttca ggaatgatcg ccattaagcg ggtttgcgga 
gaaacacgtg
   371461 agcctttttg aattgccaga ctaccgattt taccgcttac aggactaacc 
acttttgatg
   371521 aagccaaatc gacttgatac aggtttaagt ttgcattggc actttgaata 
tctgctaaaa
   371581 gctgcgctcg actcgcttgt aaactcccca actgagcttc tgctgcattt 
acggcggctt
   371641 gcgctttgct gagctgtgcc tgagccgtta aatattgaga ctgaatccct 
tcaaaatttt
   371701 gtcgggtaat tacgccatct tttaataaat cttgataacg ctcgaactct 
tttttcaaac
   371761 gcgctaggtc tgcttgcgct gccactacac cactatttgc ttcaataatt 
gaagacttgg
   371821 cagacttttc attttgttgt tgtacaccaa gcgctgcttc ttttaagctg 
accacagaac
   371881 gggcttggtc ataacgagct tggtagtcac gatggtctaa taccgctaaa 
gtttcccctt
   371941 tttttacaaa ctggttatcg ttaattaata actccatcac ttcgcctgaa 
atctttggca



   372001 tcacccaagt gacatcggct tgtacataag cattatcagt agattgatag 
aatcggtata
   372061 caaaaaaata atataagatg ccagcaacta aaaataacag caggacacta 
aaaacacccc
   372121 aagttatttt ctttcggctt tggaaattag tatcagtttc tagctgagct 
acgttatcca
   372181 taatcattcc gcttatttgt aatattcgat tttttattta agccaataaa 
attattggtt
   372241 tcttttttac gtaacttttc acttggtttt attcaatgaa tcgtgacagc 
gtaaaatttg
   372301 gtgcaaatta tggttcttaa gtgaattaaa tatcattgac ctctttgaca 
tatatttttt
   372361 ctatttatgt caattaatca tattatataa actatgttta aaaattatgt 
aattcgaatt
   372421 tgtctaaatt ttctatataa atttatttta aagaatcgaa tataaataat 
tgttttacaa
   372481 ataaattacc acttggtaga catggttttt taaatttact aaataacctt 
ttattgcagt
   372541 attattaaat ataagtttaa ttatgtaata tttaagtatt attaattaaa 
ataatatgta
   372601 atttcaaaat tggttaacaa tctaaattgt tatagttata cgaataagat 
atataagtta
   372661 taaatattat atttctttaa attaacaaca gtaaagctga cagaatgtat 
aaatcttata
   372721 agtaatgatt gtttaataaa taagctatta caataagtaa aatagcttat 
tatttttaga
   372781 taaaacaatc ttacaaataa gtttaaacct actattaaaa ggtgaacaaa 
cctttaaaaa
   372841 tagtgattta agtggtgttg tttattgatt taaatcctta aaaatttctt 
caaagctatt
   372901 ccaatcgcag gcaatacact atcttgatga gctaagccat ctatttcaaa 
tccaattggc
   372961 agttttgatt tcgcaccctt tccaataggt aaactcaggc ccggtattcc 
aatattactg
   373021 ccggggtctg tatttcgcat gagtgtctgg aaagtttcaa ttgaatagac 
ttgttcgttt
   373081 gctagtggtg caacaatcgg tgacgtcgga aataataaag catgcaagtt 
atgcgtctta
   373141 aatgtgtttt ggtagagttc aagcaattgt ggccgagctt cactaatcgc 
tttttcatac
   373201 aaaggtaaaa ctggaacaag ttgaccagtt tgatctagag ttaactcagg 
aagaatattc
   373261 agtttaaaaa ttgcctgtac atctgggctt gagatctgat caactacagt 
ctctatggtc
   373321 aaatttacat gatgatcttt caaatattga atcaggtcat atttgccttc 
atagatggcc
   373381 acaggaaatg aaataacatg attaagttct tctaaattcg gcatctcgac 
aggaataatt
   373441 tcgactcccg catcttttaa cagtccaagt gcaatatgtg cctgctcatg 
aacctcttcg
   373501 tttaaatgat tccaaaaata tggattgata ccgagtctaa tttgatgagg 
ctgtaatggt
   373561 tctttctttg gctcttgagt aataagctga tcaattaaga taatgtcaga 
tactgtgtgt



   373621 gcaatagggc cagcagtatc gcgagtatgt gaaattgggg taataccttc 
ttgtgaatat
   373681 cgtcctaccg ttggacgaaa acccacacaa ccatttaagg cacttggcag 
tcgaatagaa
   373741 gcaccagtat ctgtaccaat cgcaattgga atcatgcccg ctgcaacagc 
cgcagcacta
   373801 cctgaagaag acccgccagc aatgtgcaat gggtttacag catttcgtgt 
acccacaaca
   373861 ccttcaatat gcatggcagt attatagcct gtgaccccaa aggctaattc 
atgcatattg
   373921 gttttaccaa caatgatcgc gccgtggtca ataagctttt gaataatcgg 
tgcggaactt
   373981 tgaggcttaa aatcagctaa agctggtgtg cctgcactat ttgtgaaacc 
tacaacatga
   374041 attttatctt taaccgcaat taaaatgccc attaaagctg gacatggttt 
tccactaagt
   374101 agatattcat cccaatattg agcttgttga atggctgaag ctttacacgc 
ggatgaagcc
   374161 catgtacagg ctaggaactc ttcattgtcg tgaagtagct cagcaatatg 
atcatgatca
   374221 gggttatata gtggtccacc aatagttaaa aagtttgtgc tcccccagtt 
cattaggtct
   374281 ggtgctgata ttaatcggat tgcttcctct tgctcagctc ggacaataaa 
gtcctaggtg
   374341 gaaatagtct aaattgtttc attgtgaata tttgcctctt taaactctta 
agccattgat
   374401 gtgcaaagta agcctagatt tctaatagac gtaattcata aataatgtat 
gtactagttg
   374461 ccccaacttc ttcaataatc acttaaaaat tttaatttgc ttagaaaagg 
tataatgtaa
   374521 atttaataac cataaatata tctattaaaa taaaaaaatt agttattaat 
taaattcatt
   374581 taaacaataa aaaaccacta attggtggtt ttttataatc ttttagataa 
atacccaaac
   374641 ctcacaaaaa aatatatttt tgaaattaaa tagataaatt ataattaagg 
ttttatccta
   374701 gaaaatatat cagcagcttg tattttagct gttttataac cttctgaatc 
acttttttta
   374761 ataaatccaa ctaataatgc atgactatta tctttaatat ttttgaataa 
gattctaata
   374821 gccccaccat tatgtgcatc aaatctaatt tctctaaaac catcttctaa 
agatttaaat
   374881 aaaggctctc caccctgaaa attcctttcg caagctaact taagcttttc 
taacacccta
   374941 tgtttattct ctctactaag atcattgtta taccaatttt ttaagatttc 
agaaagtata
   375001 ttcggttgaa ccagctcatc aatatcttgc acattcatta aattaaaatg 
ttcaatacca
   375061 tgatctaatg tagaaatatt ttttaaagaa agtgtgtcct ctactggaac 
accagtttgt
   375121 tcatctaacc tacgaatgat tacttcactg ttgctccaac acttatctgt 
attaatactt
   375181 aatagaatac ctgatataac ccatgctaaa ccaaatacat caggttgttc 
gtggtagggt



   375241 tcattgtcaa caaaaaactt atattctaca attttatcca attgctcttc 
gtttagataa
   375301 tctaatgccg gacttttatc ttctatttca tataaaaaag tttgtaaatc 
attatcacca
   375361 catttttcaa taaattgttc ataagttaag tcttcagata ttttaaaatc 
aaaaagtccc
   375421 ccattattag aatctaagaa aaagaagaat ctatctttat ctctatataa 
ttgaagtaca
   375481 ccttgaatag catcctcaaa aagaatcata ccttggtcta aacaactagc 
cggaaaacta
   375541 ttagaattta tacatattgt atgatccatg ttagcgactc cttttcgcta 
atttagatct
   375601 attttttaat gtttgatcga agaatccatc gggccagaag tttatcttac 
cttcttcatc
   375661 catcgtagga gtttcaagtt tcgttagtcc ttcatttgtt tttgatagat 
aatgaaattt
   375721 aactttatta ttatttagaa tctggtcctt gacagcaata cgaataccat 
ccatcacatg
   375781 ttcactatga gtttcaacta taacttgtac accgcaagaa gctgcatagg 
ctaataatat
   375841 ccccattgcc gtttgacctt gtgggtgaag atggcctcag gattttcaag 
aactaataac
   375901 actccgtttt cttttttatg cttttcccat tgtacaagcc aatcatccaa 
aagataacta
   375961 ggtgctaatg cagttgctcc caatgtagct gcaataattg gtagagtata 
actaagacca
   376021 aatcccacat tggctggccg aaaattatct atctcagcat gggaaatgtc 
agcctttcta
   376081 ttggtagaaa aagaaaactg aactcctggt gaaatttcat taagccagcc 
ctgcagaaca
   376141 aactcaaatg ttttaccctg tgctagagaa tgaatcattt gctcaggtaa 
taaatatcca
   376201 ctctcctcca gttttttaat aaaatcaaaa acatactcac ctctatctcc 
aaccttaggt
   376261 ttggcatcaa gagcaacatt taatggtagg aatggttgag gccccaaacg 
atcagcacct
   376321 acataaaaaa actcaggaca ttttattggt gattctagta tttcatgatc 
acctagacat
   376381 aatgagctaa taatattttc ttcaaaagat aattttatat caatagaatc 
attggcatta
   376441 acaaagtctg aacgaagatc cgatatattt ccatgtccgc caagtaaagg 
agagcttcca
   376501 ttataggctg cagaatacat tctcaatgac tgaataatcg aacttttacc 
actattattt
   376561 aatcctgcaa gtaaagttaa attagaaaaa tcgattttct gattaactat 
tgacttatat
   376621 cctttgattt ctaattgctt aatcaacttt cttccccatt aataattttt 
tcaaccaaaa
   376681 cttttatacg gctaaagcca tccattaccc ctttagatga cgaggaatgt 
ctactaattg
   376741 cattattaaa ctccaaatct ttaaatagta atgcatattc tttaagcaac 
aattctttat
   376801 ttatttctaa ttttacaaaa ctttcatttg aaagttctga aagtatattt 
ccccaaattt



   376861 cgaatagaga tttatttata gggctttttc tagtatcgcc tggtaaagat 
tttcggaaag
   376921 catgaccatc gaaaataatt gcactacgaa gcattgcaag ttcgaattta 
gactttattt
   376981 catcaattgt ttgcaatttt agaataggca tctcggtgtt ttgaaagatt 
ttaattaact
   377041 gtatatcctt tgggtttgga aataagttaa ttattctcat cgtgtcacta 
agccagttat
   377101 ccattcctga tttataaaaa cttcgatcaa ttagcataaa agataataat 
cttaatatta
   377161 attcactagc acccatccga ctatcatcta ttttactacc aactgttttt 
aagaattctt
   377221 tagaattagt taactcttgg agtaattgag atgatttccc ttcatataat 
gcatgtcgaa
   377281 tttcttgcga agttaagggc attcctcctg tattaattct tttaaagata 
tttctcttta
   377341 cagcttcagg agtcccagga ttaatcacgg tgaaacgcat ttcggtttca 
taaatatcat
   377401 taaccaattt ttgttcatta atatcatttt caatagctgc aaaagttttt 
ccatcatatt
   377461 ttgagcctaa aaattctagg tttttgagct gaagtctaac tccatctttg 
ttaccaataa
   377521 taaaatctcg tatggttgat aaacgttgta aaccatctac aacttcccaa 
ttcccttctt
   377581 catctgctgc cacatagaac attggaagag gaatttttaa cattaatgat 
tcaattaacc
   377641 tgcactttct ggtgctattc caaacttctt ttctttgaaa agaaggggct 
agttgaatcg
   377701 aaccttgtct taaacggcgt ataattacat ccattgcaac attacgttgt 
tggattgaaa
   377761 tctcttgagg atcaaatggt tgaatagtat cttcttctaa ttccgcttcg 
ataccaattt
   377821 tctcaccaga ttcagataat tcttctttta gatctaacgg aaaactttct 
tccatacctt
   377881 gaatcctaac tctttaaata ataaatatta attactctac agtataacca 
gtataagaaa
   377941 tttttccaat taaaaacaaa attataagta atttttctta actaatactc 
aaactaatag
   378001 tggcttgatt taaatttgat aatttgctaa aaataaatct tatttttttc 
gtattaaata
   378061 ttcctcttaa ataaaaatat tctaaaaaaa actattttat aatgagcttt 
caagtatctt
   378121 gagcgatctg catttaaact ccgactacta taactcagac gtagcattta 
ccctgtacag
   378181 ggtcaagtgc tagtaaactg acagctagtg atgaaaagga taaatactaa 
tggtagatat
   378241 cgtcgatagc gcaactcgta gccgtatgat gtcaaatatt aaaggacgga 
atacaaaacc
   378301 agaattgctc atccgtagcc ttcttcatgc acagggtttc cgcttccgta 
tccaccgcaa
   378361 ggacctgcca ggtaaacctg atattgtatt gccaaaatat aaggctatca 
tttttataca
   378421 tggctgtttc tggcatgggc atcagaactg ccggttgttc aagttaccgg 
gtagccgtac



   378481 tgaattctgg gaagcaaaaa tttccaagaa tcaggacaat gacctgaaaa 
ccaaggaact
   378541 tcttttaaat agcggctgga gaatatgcac tatctgggag tgtgcggtac 
gtcgttctaa
   378601 aaaagacccc gtagcactta tgaatattct gacaaaatgg ttatcttgtt 
ctgaacaatt
   378661 gcttgagatt gatgaaccaa tgattaacaa aaaaagggag ataaccctcc 
cttcttcctg
   378721 tgaaatcgga ctttcttcta cagatagcaa ctaactagaa taatttcagc 
tgcttctctg
   378781 cgacaatctt ttcagcctta tcaagacaac taaccatttg tcctgctaca 
gcttcaataa
   378841 ccttgacgca tacagagttg ccgaactgtt tatagatctg gccatgggaa 
acagcatcaa
   378901 ctatatagtt ctcaggaaat ccctgtaaac gtgcacactc gcgtggagtc 
agtttacgcg
   378961 gattcttgcc atgctcagcc tgcgaaataa ggatctccga gccgtccttg 
taataccggg
   379021 cacttaaggt attggtatat ggactatcac cggtataaag cgtatatcca 
aatccgttac
   379081 cctttatccc atgttcttcc ttacggcgct ggtgtccttg ccagaggcga 
tccgaaatcg
   379141 tgtagacatc ttcactcttt ttgagttttg acacatcttc aagaatatca 
ccaagtcggg
   379201 tctgcttttt aggaggaaca ggccagctga agagctgatc aaagttacac 
tcttcaccaa
   379261 agtaattctt gtcaaaaccc acaaggaaaa tacgctcacg gttctgtggt 
acaccaaaat
   379321 ctgctgcacg aagaaccttc acatcaaccc agtaattcag tttttccgaa 
agcgcctttt
   379381 tgctttcatc agaaagctca acttcaagat caagttcttg gtcaaactcg 
ccacgcaaaa
   379441 tctcgagaat tgttttgagt gtacgtccct tgtcatgacc ctgtagctgc 
ttcacgtttt
   379501 caagcaggaa tgctttcggg cgcttctcta caagaatacg ctggatctca 
aagaacatgg
   379561 taccgcgagt atcctgaaag ccctgacgct tacctgcctg tgaaaacgcc 
tgacacggga
   379621 aaccacccaa aagaatatca tgatcaggaa tatcagctgc cctgatctgt 
gtgatgtcac
   379681 ctgaaggtag ttcaccaaaa ttcgcagcat aggtcttctg cgcaaacttg 
tcccactcgg
   379741 aactgaatac gcacttccct tttaattgct ggaaaggtaa acggattccg 
ccaataccgg
   379801 cgaaaaggtc aataaacgtg aatttatgct tctggtcagg acgttccctg 
tatggagctt
   379861 tatctggcaa ggcaatgatc tgttcccatt ttgcttttgt aggaacatgc 
tcgccacttt
   379921 cccagcccct gactgttctt tcaccattct ctttcatatc aagcagcaaa 
gcgaactctt
   379981 tgagggataa ccccatgtta tttctttttt gtctgatata agatgaatca 
agatcaacgt
   380041 acttcacaat aacttatccg ctttttgacc cggttaaata tatcatatgt 
caaaaggatg



   380101 ttccatatat aggggcttat atgtctaatt ttattttaga ggatttagac 
cagttaacta
   380161 agcaatgtag aattgattat aaaaatttac caactaaaat tgatattcct 
atcacacccg
   380221 aactgaaaaa cctattaatt aaaaaattag gtaacggtgt ggagatttca 
gaatattcta
   380281 ttgaatacac aaatgataaa aatcagtatg gaatatttcc ttctaaatgg 
ttttgggtag
   380341 cttccgtttt ttacaaactg gcgcaggctt atgagccata tagtgagatt 
cttgcacacc
   380401 taaaaaaaat accagaattt aataatgaag attttctgaa acaatatcct 
tttgaacatg
   380461 aaccctcatc taaaactcaa gagcaattag attttgaaaa agaagctctt 
tcatttataa
   380521 cctctaaaga tccattaact gccattcaaa attttgattt atttaaaaaa 
tttatttatg
   380581 aacggtcttg gtggaatcaa ggtgaagtat ctacgaaaaa agataaatca 
tctggaaaga
   380641 atttttggcg gacaaacaag gatttgttta aaagtacgct attaacagcg 
actcagttta
   380701 ttgtctcaac ttcagacaag ctaactacaa ttatttatgc cgttgcagaa 
gagccattaa
   380761 ttcttaataa gctacaaaat attattaata atataaatgc cgtaaattca 
gttaaagcta
   380821 gttcgggaaa accagtagaa aatatcattt tctacggtgc tcctggcaca 
gggaaaagct
   380881 ttgcaattga agaaaaagtc aaagggcata tttcaatacg taccgttttt 
catcctgaaa
   380941 ctcagtatag tgattttgta ggatgtctaa gaccttctat ggatgacaat 
ggtattgagt
   381001 acagcttcaa aaaaggtcct tttattgaag cacttcttaa ggcacttaaa 
gaccctgaac
   381061 atcactatta tctaattatt gaggaaatca accgcgcacc tgcagcagcc 
gttttcggag
   381121 agctgtttca gttacttgat agagatagta atggggaaag tgaataccgg 
atcgatatta
   381181 atgacaagga tcttctgaat ttattaaata aagaacatcc gggaggtttc 
cctgataata
   381241 aactttatat cccaaataac cttagcctct acgcgaccat gaacagtagt 
gatcaggctg
   381301 ttatgcccct tgatacagca tttaaacgac gctggaagtt tgaatacatg 
ccacttgatt
   381361 tctcaacctc accatcaggt tactttaaaa tcaatacaga aagtggagaa 
aagactgtta
   381421 gctggtcaca atttgcccaa gtagtaaact taatattatc taccctatca 
attccggaag
   381481 atcgacatct aggtccatgg tttgtaaatg aaaatgaaat ttttgatcaa 
aaaaatgcca
   381541 agaaaaccct gactggcaaa gtccttatgt atatctggga tgatgtactt 
cgacatagtg
   381601 agcgatcagc tctcttcaat acagatatta aaacctttgg gtctctcgtt 
aaaaaaattg
   381661 agaataatga aattattttt tctgaaaact ttttaaaggt tttagaaaaa 
gaaatcgaaa



   381721 aaactaatgc tgaaactcaa aatgagaact taaagccgga aattactgag 
gaagaggata
   381781 ctggtgaaaa ctagtttaaa aaagaatcat tttcttctgg atagaagttt 
aataaatgaa
   381841 ttaccctctt caatagcaaa ctatattcag ggtcagggct tactaagctc 
attcaatgga
   381901 tttgggatct cattttgtgg cttggtttgc tatcagggag agaattattt 
ctttttccca
   381961 cggcagtcag atatagaaaa aatcaaaact gatccggaac agtacacagc 
tcttctaatg
   382021 caggcacttt ttaaatttgc ccaagattca aaaacacagg tcaccagccc 
tgaagatgga
   382081 gctgacgaaa ccggttttga aaaactggag atgttcaaat atctaattaa 
tgatttccag
   382141 caacacggca ttttcaagaa tgaagaagtt cttctacgga agaattccgg 
aaaaacagac
   382201 tggaaaaaaa ccattaaccg gttggtttct ttccctgaca gctctggccg 
tcctgtttat
   382261 ctggatgtgt acgggaaaca gagaacttct accaattcag aaattacacg 
tattcatgcc
   382321 ggaatcctta aacaggtata taaaaactac gggtttattt ttacaggcaa 
gaacaaggtc
   382381 ccatattcat taaaacagta tggtgaaacg tccctgtcta ctgatgccca 
gatctctgta
   382441 ttaaagaatg aaataagaaa tcactttgcc gatcgccaga cccttcttct 
aaaaacactt
   382501 atcgagtatc ttgaagccta taaaggtaac gagcagaaga accagattat 
tggcgttacg
   382561 cgctttcatg tcgcttggga acacatgctt tccagatgtc ttgataatgt 
cattgatatt
   382621 aatagccggt tacctaaacc agtatttata aagccggatg gaacggcaat 
accggcgaaa
   382681 aaatcaggta tgcgaactga tatcgtgatt gaagataaag cagctaaaaa 
actgactatt
   382741 ctggatgcca aatattatga agcaactact gtagagaatg ctccgggctg 
ggcagatctc
   382801 gtcaaacagt tcttctatga aaaagcaatt tcaataatgc cggaattttc 
aggctatcaa
   382861 tttgaaaatg ccctgatctt tccagggcaa aaaagcgcat ttgataagat 
tcatatgcaa
   382921 aatcaaaaaa atggtaatta tctggatacc gacttcccta tcatcaaatg 
tatatatatt
   382981 gatccagttg atgtaatgga aagctataaa aactcgggaa aactaaaaga 
cttatttcgc
   383041 tcataaactg tcatatgtat ggcaaatttt tgatgacgcc atgggataat 
aaatattggt
   383101 aattaaggag agttctcact ttgataaaga atatgtatcc aaaaaaagta 
cctataataa
   383161 aggataaaaa gggaatgtaa tacattaaaa cctctttatt taatgttatt 
actttatgaa
   383221 aaaacaagtt cacaaaaata ggtgtaaacc aaaaagcgcc tcccattaac 
agaaaaacca
   383281 atgcattaaa atttcttttt ttcaattctt gtggagttat tcttccaata 
atcatatcta



   383341 catgattatt ttcatcatag gtaataagaa cacttttttt atcctgatct 
gatagaaatt
   383401 taaaatgata cattcctaat tttgcagctt gataattttc attaaattta 
agaattgatt
   383461 cataatcgaa tttattactt tgtgttgctt cctgcacgat caagtcttta 
gtcttatttt
   383521 caatattttt cttttttgaa ggttctactt caacgctata aagttcttta 
tatacattta
   383581 tgtcctgtcg ggtcttcaga aaaaaaggtg caattatttt aatgatctca 
atcaagattt
   383641 tactttcaga aaatatagac ataaagcttg tcctttaaaa atctagataa 
acataatata
   383701 ttttctataa ctattaaatt tatttataat tccaagaaag cccgattaaa 
ttttgagctt
   383761 tcttcatgca atatttttta taattaaatc attttattaa attttcaaat 
aaatcatctg
   383821 gaaacgaata atcataatct ttactaaaaa cagcataatc atctgtaact 
ttaatatcat
   383881 ttaagagtga acaaattaca ttaaagtcag attgatataa agccaactta 
agcgctgact
   383941 gtgccgtttt cacctgagat gatttcgttt tatatgcact tacaatatgc 
tccaaaattt
   384001 gctctagatc ttttatagat tgaacatcac aatctaaatc cacggatgat 
agatacacca
   384061 atgttctctc atcattaaaa catgtaggta ttgctcttat cgttgaaaga 
tacggcgtct
   384121 tttcccatat cttgttgaaa ctattctttc caacccaacg atcccaatca 
aaatttttca
   384181 taaaagacct tagaattagt gatttataat aaaccaaaat caagtagaat 
taaaattcca
   384241 cctaatactt agcatttaca tgtatttgaa atttatataa aatatataaa 
attaatacat
   384301 aataaaataa aagaactatc tgtaccatcc aaattttttt atttatccct 
aagtcttttg
   384361 gtatagggaa atatacaaaa gtaccagcaa taaaatttat tatagaaact 
ataattaatc
   384421 cgcaaccaat atattccaaa ctcggagcac tacttgggag agtacctgtt 
ctctcaacat
   384481 atcctgcagc aattagtaca ctaatcgaga taccaagatt tcgtaaactg 
tcaaagaaaa
   384541 atttaattct ttcattgaaa aacgaccaag ttttgtcttt attttccatt 
actatcccca
   384601 taacaaaact tacaataatt atatactgaa taactttaat tcctaacata 
aataatagaa
   384661 attttatgta cttaattccc tttattaaat taatacccaa taaacccata 
tcgacaatgc
   384721 aacaccgcta acccacactt aacatcgcta cgtgcatctg actgtgaacg 
gtcttctctc
   384781 accatctcag gccatgactg cccacgaaag taacgatcaa taatcgcatc 
catccattca
   384841 tccatcactt cactctgccc cattaagtcc aatattaaac gttgtactgc 
gcgtgcttca
   384901 ttgtcatcaa tctggcactg ggttttagat ttagttttac gaaacggatc 
tgattcactc



   384961 acaaagtaat tggcgatgat ttctctttat ttcttcttac ccaaccgttt 
taaacggcgc
   385021 tgcttttcaa tctgaaccat cgctgaggca attgggtggc aaactctaga 
tgttattaga
   385081 gtttttgtta gaaaatatgg atctgtttgt cactcaaatg gcgcagtgcg 
ctttttaaac
   385141 actaaaaccc actcattgag tgggcttttt tattgctaac cgttttgcct 
gaggtgatct
   385201 tggaactctt ggtcgtgtat tttgtcgtaa ttaacagggt cataaacaca 
tccagttaaa
   385261 acaacaatta cagtaagtac agcaaccaat tttttcattg agacagcctt 
tcctttaacg
   385321 caaaagattt gctttaagta tactcctagg tgatcacttt gactggacat 
aattaaggca
   385381 actaattgtt atttttaaat tattgctgtt ctttagccta tcatttgatt 
gtttaacaag
   385441 ttgaaatcaa gggttaatac aaaacttaag cctcagtcgc taaataccag 
tttttccaag
   385501 aactggttcc tctcgtttca agaggcaccg ttggaatcag tttctctttt 
aatatttcag
   385561 tttgtttaac cgctttggct agtcttgctt tgacagaatg aatacattca 
cgatcaccaa
   385621 attcacagcg gtctaaattt gttccaccac aaggaccatt ggctaagcct 
tttggacatg
   385681 tttcagggca aatatataaa gtgtcaccta aacggcactg accacagctt 
tcacagccga
   385741 ctaggctatg tttactcaat acttctgttt tgagtaatgc tttagcgacc 
acagaatttt
   385801 cccaaaaaga tgctttaaaa ataaaacgtc caacgccttt ggcaatttta 
gatccgaaca
   385861 gggcctcatg catcacatgt agttggcgat atttaatgat ttgtttagat 
gttggctgac
   385921 gtgaaaaacg agcaatttca ggggtaaact ctttgcctgt cttgacttgc 
caaagtgaac
   385981 tccaaagctc ttctaaggcc ttaaggttaa gatgtctgta ttgctcgatg 
taactttcaa
   386041 gcagcatttg ctcttctggc ttatgacaag cagataaatg aatacccgca 
aatcctaagt
   386101 gtttacatat taaaatctgt aaagcgcagc gcaaataaac acggtctgta 
tgccctgcct
   386161 gtttttcccc tgccaagact tttagcatgt gtggagtaat cacaataccc 
gcaactttat
   386221 gctttaccat gaagttggca cggcctaaag tcagtggcat gacgcaagct 
agtatttgct
   386281 gcgaataatc atgcttggtt aaaaatgatt tggtttgttt taaggcttca 
atgtcatagc
   386341 ccaattgggt aatgataaag tcggcacctg ctttaatctt cttatgcagt 
tttaagtact
   386401 gtgcatcacg ctcagcttca acatatttaa atgggttaaa agcaacccca 
atacgaaatc
   386461 cgccgtgttg cttggcagcc attacggcgt ttactgactc taagtaacga 
ctacgaggct
   386521 gcccatctcg accattatga tgttctttga gtttatcgcc tgtaagcaat 
aacaagtttt



   386581 gaatattggc tgcttgagct tgttctaaaa attgctcaaa gtcttgtatg 
tctcgcgcct
   386641 tacctgaaaa gtgtaagact ttatcgattg agtctgggta acttttgctg 
gcttcaagcg
   386701 gcgcaatatc atgatctgaa tgtactcgat ctgccaatgt cattgcagcc 
ggatatcctg
   386761 caaactcatg tcttacagga taaatttcat gtagtgaagt gaggtactcc 
accaacacaa
   386821 aaaactggtt ttgctggaag cagggagaaa cgtgtgacat aggcaaagtg 
ctgatcaaaa
   386881 catgacatca atcataagcg cggcattata aatcaaaagt gcatcaagat 
gcgctagtca
   386941 gaaagctcat tgttttgctt atcttcaccc tctttatttc taggtaattc 
gagtgaacga
   387001 ggaaatataa aatcaaaaga atcgagtgca tagcggtaaa gctgagctgg 
ccgtttgcct
   387061 acaattttac tgtggttggt ttcttcaact gcgcccgctt ctatcatacg 
gcgtctaaac
   387121 gcttttttat ctaaagattg cccaagaata atttcataaa tagtctgtag 
ctcggtcaat
   387181 gtaaataact cgggcatgag actagctggc aaagcggtat agcgagtttt 
attggttaaa
   387241 cgctctaaag ctaagctgag caattcatta tgatcaaacg ccaatgctaa 
atcttgtgct
   387301 tttgctacag gcacccattc gctgtactca gccaaagctt ggtgttgata 
ggcattaaaa
   387361 tcgattaatg caaaatacaa aatggttact gcccagccac gcgggtcacg 
tttggcatta
   387421 cccacagagg caacttgttc caagtaaggt gaactaattc ctgttttttc 
gaccagctta
   387481 cgataagctg tggccatcaa atcttgatcg tgctttaaat cggcaaaacc 
acccggtaaa
   387541 gcccattggc ctttagctgg aaagttgggt cgcttaatga gtaatacctg 
caactgacca
   387601 ttaaataccg agaaaatagc catatcgacc gtgagtaaag gtgcgtcata 
atctcggcga
   387661 tcataactgg caaggaattc ttgttcagtt tgaatagtca cgttcagtct 
ctcaatgaaa
   387721 atgatgagcc gatactcatg caacggctca tctaaactca gttatgcgat 
ggataaacgc
   387781 tcacgtattt gatccaaagt acactcatat tgaagtttac cattttcaaa 
gactgttttt
   387841 agtgctccac cttgttcttg ttcggctgtt tgctcatcaa acaaggtaaa 
accattttca
   387901 ctttcttcaa tgcgtaatag acctttcgca gattttttaa cgcctgagtc 
agtaatcggg
   387961 tctttgaaca actcacggcc taccccattt acttgccccc aagtcgcttt 
cacagcaaac
   388021 ccaaaggtgt cgcgagttaa gtagttatag gtaaagctgc ctataccaaa 
caccaaattg
   388081 tttgaagcaa aacctttggc ttctaaccct tctaaaatgc gctgcgcacg 
gtctagtgta
   388141 atcgagtcac cataaattaa accgacacgt tcattaagca ctttatagcc 
ttggtccgtg



   388201 gttgtaccac caaacacttc ccataaacat tcaactgcgc ctttatatgc 
tgggctgccg
   388261 acttcggcgt ctgggtcacc acaaataatt ttaactgggt caccagagtc 
tggacggaaa
   388321 accaatttag ccaaacctaa agcattgggt tgtcttgcca gaatttcagg 
ttttaacgct
   388381 actgtaaact cggtaatcac tcgccaaaag tcccaagtat cagacacaat 
actgacaaca
   388441 cccgacggat aaagctcaca gattaaacgc ttaaatgttt ctagctcact 
gtcttctgta
   388501 cccatacaca tcacactgtg ttcggtcgct ggtacagata ccccaatcac 
acctgtggca
   388561 ttgtaatatt cttctgcgta gtcaatagaa gcaaccgagt ctgttccaat 
aaaactgatt
   388621 aagtggccta ctcctgattg tgcagcatca taaattccac tcataccacg 
gctactaaaa
   388681 tcatgtcctt gcacaggtac aaaatcgagt ggtgcgccag tttttacggc 
atattgagtt
   388741 aacaagcgtt tgtactcata ggcaattgta gccgtagtac agcttttcca 
aagttcagca
   388801 cttaacacag tttcaatata gttggttagc caaaagaaac gcgggtcggt 
attaattacg
   388861 gtaagcacgg gtacacgcat attgacgcga ctgccttctg gcaaagcttt 
aatgcgtaat
   388921 ggtaaatagc ccaagtcatg taatgcttca atgtgatcaa ccggcacagc 
accttcacct
   388981 aatgaactat ccatacggcg tttataagca gctaccactt tgtctttagg 
ttgcttaaaa
   389041 aagccttcat tccatgtatc aattaaaaaa tgtttgataa aaccctgaag 
accaaagaac
   389101 acaactttat catcgaagtc aggcaacatt ttagcaagtc gagatgaacg 
cggcgtaaaa
   389161 tttgcgtaca cgtactctgt acctgctgga tactgacgtc tgtgatccgc 
tttataaaaa
   389221 tcgatagcgt ttaatggatt aagtttaatc gtcatctttg ttctctttat 
tctgctgcaa
   389281 aagcaattac tgaaattttg tctgatggtt gttgtggaaa gctgtctgag 
gtaaatagct
   389341 ggtcaagcag cccatcaaaa acctctattc ctttactgaa aataccgtgg 
gtcacatata
   389401 gaacgacctt atggcaattg aggcgacgca gttctttggc aataccaata 
aaggttgcac
   389461 cgccgtcgca aatgtcatcg gtaatgaccg ctgtgaggcc tgataaatca 
gtcgcatgta
   389521 catatgtacc taaaattttg ccagttattg gatcacgttt tttatcgcag 
tgaacaatag
   389581 tgattggttg tttgcgctca gaattaaaag catctgcgac catttgtgtg 
cgtgcttttg
   389641 cgcccttgtc tgggcaaacc agtactgttt tttcatcttt taacaatgta 
cttagcgctt
   389701 cactctttgc gatgatgtct actgaactaa tgtttacaac ttcgctaaaa 
gaagtattgg
   389761 cggcgagtaa ggctgccgtt acttcactat gacagtccca aacagtgatc 
ttgccttgtt



   389821 tgcccgcttt tttgtcagca ttgatgttga gtaacctggt catcacatca 
agcgagaacg
   389881 cttggcctac tgcacaaata cggtcctgac gtgcatatgg aaaatacgga 
acttctaggt
   389941 caatggttaa accctgagtc agcaatatat tttcaagtag taaatagtcc 
atcacatcgt
   390001 gacttgaggc catctttgca cggaccaata ccttgccaga tagtgaacct 
aaggttgtct
   390061 catcaatttg aacatgacgc tcgccaccag aaaactgcgt aaatttcact 
ggaatctcat
   390121 ttcttgccgc atctaaaagc tggatagcca tatcatcctc tttttgtttg 
atgaccttcg
   390181 atgaatatat agtggcacaa agccactata tatttcaagt ctaattttta 
aacttttttc
   390241 aaagcccttt aagacataaa atttgcagtt ttagagcatt tagaaattcg 
atatttaaga
   390301 gagatgattc ttcaattaat tgaaataaaa atttaattta caaaaagcat 
gacgagtaga
   390361 actattatta aaagtagcgg atataacttt gcccgccata aatcaggtag 
ttttgaaata
   390421 aatttttctg aaaaatatag cccaatccat gttccagcaa ccaagaataa 
agcagcttca
   390481 aaccagatga gaccgataaa tccgttgggt gtagattgcc aaattgacaa 
tacacaatag
   390541 gtcagtgttg cagttaaaga caaaggcagc gtgagaatat ttgcaatagc 
cgcagcctct
   390601 gccatagaac taccccgccg ccgtaataaa ggaaccgtca ttacactgcc 
acccacacct
   390661 aaaagtgctg caacccaacc aataattccc cctttaatga gttcactgtt 
ttgtccatag
   390721 tgttgctttt gccttaaggt cactataaac cctggtcggt aataacaatc 
tagaatggtt
   390781 atgaatacat agcccataaa tatccagcga agccaatttc cattaaacaa 
tgaggccatt
   390841 accgcaccga caattccacc aagtgcaata ccaccccaca aaaagcggat 
tttttgccaa
   390901 tctatatgtc cagaccgata gtgccgaaag actgcaaaac ttgccgaaca 
cagcatgaca
   390961 aaagctgatg tagctacggc gatttgcatg gcatgtatgc cgatattact 
ttcattactc
   391021 cacttttgaa taatgactgt ataaagcaaa ggtacagcca caaatccgcc 
accaaagcca
   391081 aataaccaag tcgttatgcc tgaaagtagt ccaaataaaa atagctcata 
tagcatgatt
   391141 atcttcctca cgtttataga ggcatgatat aaaatagctc tatggcaaac 
taacgtagaa
   391201 aagccatatt tttatttgtt tcagccaaaa atatatgcgt aatattccaa 
ttaacgaggt
   391261 agaccatcta cctcaagcgg ttctagcatt agggtcagat tatcctgctg 
ataccttgtt
   391321 agatacgcat agccatcgcc gtgcacagtt cttatatgca cccgaaggcc 
tcatgaaagt
   391381 tgaaactgaa gatggacaat ggctcgtatt accgtacagc ggtgtatgga 
taccggcagg



   391441 caaaccacat caggtatggt tatctaaagt cagtacttat agtttgtata 
tagaagtgag
   391501 taatgcccca agacaagcaa attattgcga ggttatacaa gtctcgcctt 
tgttacatca
   391561 attgctcatt caggcaaata agttatccat tgattactcg cgctcaggcc 
gtgacagcgc
   391621 tcttatcgat ttattgttat atgaattaga agctgcacca gccctgcctc 
tgtttattcc
   391681 gctgcctaac aacacattat tatctaaaca gtgtgctgag tttatggagc 
gtcccgatat
   391741 tcatagcagc cctaaagatt gggcaaatga ccacaataaa agtgaacgaa 
cttttcatcg
   391801 ttggtttaag tctgaaactg gcatgtcctt tcaagcttgg cgtaatcgag 
tctgcattat
   391861 ttatgcttta aatgccttaa aagaaaatat ctcgattacg gaaattgctt 
ttagtttggg
   391921 ctatgaacac tcggcagctt ttaccgcaat gttcagtaaa attatgggtt 
atccacctac
   391981 ccattttcaa aaaagattcc atgcgtatga taaaacgcta taaagattta 
ctcatatgaa
   392041 tggtgtcata ggtctcgatc cattcgcgtt gaataacctc aaaaccttgt 
agagtccaaa
   392101 actcttcagc cgccggtaaa aatggatggg tatgcaaata caaagtcgta 
atttcactgt
   392161 ttttggcatg gctaaacaac atgtcacata gctgggtcgc gatgccctta 
cggcggtatt
   392221 caggcaatac aaataactta accacctcaa ccgtattgga cggcaaattt 
aaatcaaaac
   392281 gatggtcata cgctcgatat gcaatcgtgc caataatgcg gttttggtct 
tttactgtaa
   392341 tgaagcagcc cagtggatca tggacataat gctgctcaaa attttgtaaa 
tctttgggga
   392401 cttgcccatg ataaatttct gggaataaga gctgtcttgt ataaagcgca 
aattctaccg
   392461 cagacacata gtctgatttg tctattaact gataattcaa catattcata 
gccaagaatg
   392521 atcaggtatc acaatggttt tgtcttgaat catggcttca tgaaactcaa 
catcatagac
   392581 actttttaaa aacttaggat cggttattcg tgttttagac tcaggcttaa 
ccacttcgtg
   392641 ttggcgcata aaaaacaaat ggtctgcaaa taaaaaagct aaattgggat 
catgcataat
   392701 tgcaatcacc gtaaaatttt gccgcgacaa ctgacgcaac tttttcatta 
aataagactg
   392761 gtaataaaca tcgagatgat tggttggctc atcgagcaaa atgactttcg 
gtgcttgcac
   392821 taaaatacgc gcaatcataa ccaattgccg ttcgccaccc gatagctcgg 
tataaggacg
   392881 gtcacgcaaa tgctcgatgt ctaaatcaaa caaagcttgg tctacacgtt 
cccagtctga
   392941 ctttgaagga cgatatcgac taaaagcagc acgccccgta atcaccacat 
ctttaaccaa
   393001 aaatggaaat acggttttat gaaactgcgg taaaaaaccg agtaatgcag 
cacgatcttt



   393061 ccctttaaag tccgatagtg gttttccaga gtaacgaatc aagccatctt 
ttacaggttc
   393121 taggccagcc atcaatttaa acagtgtcga ttttccgcag ccattacgcc 
ctaaaatcac
   393181 tgaaaactga ttttcgggaa actccagatg aatattttta agaacctgtt 
tgtgcccata
   393241 ggcataattt aactgatcaa tttgaatcat gcccaatgag tcctctgtgt 
tttcattaat
   393301 aataagaaaa atggcgcgcc aagtagcatg gtaaaaatac caattggtat 
ttcaaatgtc
   393361 agtaaaaccc gagaaaagtt atcaatcaac agtagaaaac tgccgcccaa 
caccatattg
   393421 gcaggaatac tgtagcgatg atctggtcca accaacattc tcacaatatg 
tggcataaac
   393481 agcccatata aactaataat gcctgccgca gccacagaag ttgacgtaca 
tacagtcacc
   393541 agagcaatta aaagaagttg ttcccacctt ggattaacac caactgcctg 
cgcttcttca
   393601 gcaccaagtg ccattaagtt taagcgccaa cgcatcgcaa acaatccggc 
aaggccaata
   393661 caaatcggca gcacggcata ttgaaccttt tgccaagacg cctgatgtaa 
gttgcccatc
   393721 gtccattgca caatcgcttg taatttaaat ggatcgctta ggtattgaat 
aaccgtaagc
   393781 cctgctaaaa acagtcccga aacaatcatg cccgataaaa ttaccatcac 
taaagacgtc
   393841 tggctttcat gtttttgatg tgcaaataaa tacgttaagc caacagcaca 
aacgccaaaa
   393901 ataaaggctg atagattggg tgaaagccaa cttaaagaaa gtgccaaggc 
tgcaccgaac
   393961 gcagcgccag atgaaatacc aagtacataa gaatcaacca atggattacg 
aaacaaggcc
   394021 tgcaagccat tacctgcggt tgccaatgca gctcccacca taaaggtcag 
taaaattcta
   394081 ggcagcctga catttactaa aatgttttgc atcagcctaa attgttcagc 
gtcaaaatat
   394141 ggtgtaccaa agatcgcttg tacaccccac cgcaaataat cccatgcact 
caatgtttgc
   394201 gtaggcccaa tgagcaaaga gataaaaatc atgacgaaag gtaatgggta 
aaaccagtaa
   394261 tatttcagct tttccatatt tattgcacca acgcttcggc aagttgctca 
ccatacaact
   394321 tagttaaaat acgctgttgt aaagcactta caggtaaatc agactgttca 
ggataaatac
   394381 tgtgatttag ataaatcgcc gtaataatga ttttgatggt gtgcgggtta 
tatataaatg
   394441 caggactcaa attaaatacc tttcggtctt gtacagcgct taaaccttgt 
aattcttttc
   394501 gttcataaat caatttagga ttggtattcc aaagcacaat attgtcaggg 
ttccattcaa
   394561 tgagagtctc gggatttaca ttaggctggt tagcagcggt ctgaacaatg 
ttgtacgcac
   394621 cagcgagttc aataaagtca ttggtaatcg actctcgtcc agaggtagaa 
aaaattcgtc



   394681 caccagacca agcatagtaa atcgattgtt tatttggctg acgggccgtt 
ttggctgcga
   394741 cttctgccac catttcatca gagaaattta aaatttcctg agctcgcttt 
tgggcaccgc
   394801 tcagaatagc aatttcagac agctcttctt tcacttgttt ataggtgcct 
gactccatca
   394861 catatacagc aatgccaaac tgccgtaaca gttcaatcgt ttgagtctgc 
ccgcttccta
   394921 caattaccag atcaggcttt aacagcacca gactttcaat tttggttgca 
ttggctcctt
   394981 gcgaaggtgc tgcaagctgt ttattagcaa tgcgtttatc tatttttgaa 
taggcattaa
   395041 ataataaagg ttgaatgtat acttcggcag gtataccaat tactttgtcg 
ccttgcccta
   395101 gcatatagag gctatctaaa cccgactcaa acaaagagac aattctttgg 
gcaggtttgg
   395161 ctacacagac ttttatattt gtactatcaa agacacatat tgaatgagag 
gttgagtttt
   395221 cttgagtttt tctattttgc tcagatgagg aacatgcaca tagaatgagt 
aaagtgagta
   395281 atgaagccaa taacttcatt atggcacccc gtgcacaaat agagtgcaaa 
ataaaaagat
   395341 gtgtttattt agtgcatttt tcatgtgaaa aaaacaccat aagagagcaa 
gacgttttga
   395401 atcatcattt atacagcaat caaattaagt atgttagata agaccttaga 
tagtaagcaa
   395461 aaaaaacgcc aaatttacca actaataaaa actatttaat gattgggcaa 
aaagtctata
   395521 aaagcgagtc aaataattta atcatgttta tagcggtgag cctcgtgtta 
ggactcagct
   395581 tacctgtttt tggatttagt attttattta agctatttat ctttgctatg 
cgtaaatata
   395641 taccttctaa atcatagcgc tcgcatcaat taacctgatg ggctgtgcac 
acatagctat
   395701 agtatgcaca gctcaaataa tgtctgaatt aatcttcaga cagtgttttc 
atatcaatca
   395761 caaaacgata cttcacgtcg ctctttagca tacgttcaaa agcttcatta 
atgttttgca
   395821 tattaatcat ctctacttca gaaacgatat tatgctcacc acaaaaatcg 
agtagttctt
   395881 gtgtttcttt aattccacca ataaccgagc ctgcaattga ttttctacct 
aaaatcatag
   395941 gtactgaatt tgcgctaatt tcacctaaat atccaactaa tacaatggtt 
ccatttaaag
   396001 ctaaagttgg aatataaggc ttcaaatcat ggttataagg cacagtatca 
acaattaaat
   396061 caaattgatt taataccgac ttcatttgat tctcatctgt tgataacact 
acatgatgtg
   396121 cgccaagttg ttttgcatct tgttctttgt ttgctgagcg agtaaataat 
gtcacttcag
   396181 cgcctagagc attggcaagt ttaattgcca tgtgtcctaa accacctaaa 
ccaacgacag
   396241 caactttact gccctttcca acattccagt gacgtagcgg tgaccatgtg 
gtaatacccg



   396301 cacaaagtag tggtggtaca gcttgagcat ccagattttc aggtactttt 
aatacaaaat
   396361 cttgactaca ggtaatgctt tgtgaatatc caccataagt tgggcgttgg 
tcatggcgat
   396421 ctacgccgcc ataagtctgg atgttacctt cttcacaata ttgctcgagt 
cccgaatgac
   396481 aagcagaaca agtacggcat gaatcgacca tacagccaat gcccactaaa 
tcaccaactt
   396541 tatactttgt gactttagga ccaattgaag taacacgtcc aacaatttca 
tggcccggaa
   396601 ctaatggata agcactaaat ccccaatcgt ttttagcttg atgtagatca 
gagtgacaaa
   396661 caccacaata ctcaatttga atgacaacat catcttcacg gggggttcta 
cgttcaaatt
   396721 taaacggaac taaaggagtt tctgatgaca gcgcggcata acctaaaact 
tcagttgtca
   396781 tattttttct ctcatgctta atgtaaatga agacgatttt ttcgctggga 
gctcatttag
   396841 agcgattgat tgtgaaaact ggtcaataca ttttggaacc tttgacccac 
ttgcagactt
   396901 actttttcag caagtatttt ctgtatattt tcaaattgat gagaactaac 
accttgagtc
   396961 tttgcaatat taagatggga ttgaagttgg ctatctacac cttctagagc 
cgaaagcatg
   397021 ctcaaagtag caatctcacg atcttgccaa ttcagcacat cccttgaaaa 
aatatcgcca
   397081 aaaagatgag cctttaaata ctcatctata gctggagcaa actcaaaaag 
tgcacctttt
   397141 acaggttgac ccaccaactg agtttgattc tgagtacctt gtaaaagtgc 
ctgataatct
   397201 ttcggtagag tgctgttagt cttaccctct atgtcacgaa taccgctttc 
tttacgctgc
   397261 tctagcacct gcataaatgt tgtaagggca ttcaaacttc gaggaaaacc 
tgcataggca
   397321 taggtttgaa ctaaaacttc cttaatttct gcaatggtta accctaaatc 
taaaccatct
   397381 tttaatgatt gactgagttt agctaggtca ccatttgcag cataggcagc 
aatcggtatg
   397441 attgcctgtt gctgttcgga taaagaattt tgcatttgtg ttatttcctt 
cttttgagat
   397501 aaaggaagct ggaccatatg ggtagctgca taaatctgtt gattcagcgc 
caacaaactg
   397561 atggctagaa ataggaactt tataatttca gtggcccgcc tctttatatt 
gctcatctga
   397621 tacaggctct aaccagtcca catttttgcc atgttcatca gttgcagtta 
aagcaagatg
   397681 tgtcatcgca gaatttccac ttgcaccatg ccaatgtttc actccaggtg 
gacaataaat
   397741 cacatctcct acagaaattt tttccgcagg tttaccccat tcttgcacca 
gtccctctcc
   397801 ttctgtaaca atgagatatt gccctttagg atgggtatgc caaaatgaac 
gggcattggc
   397861 attaaaactt acataagcac tggaagcatt tatactgtca gtaacatcag 
ttaatggttt



   397921 aattgcaact tgacccgtga aaatattatc taggccggta attacctgtt 
gttggttggc
   397981 ttttttaacg gtttgaaatg ctgtgactga ttttttatcc attgcgggta 
ctcccattga
   398041 gataaataaa ctggtcacaa acgtgactgc cttaacattc atcttttttc 
ctagattgat
   398101 accaatgccc tcaatttaat gagggatgca ggattaagcg ttgttcaaac 
agtataaaaa
   398161 tgaaagttgt aaggtgttgt tctattcctc tcacagattt gcctaatcct 
ccgaattgtt
   398221 gcacttctca ctatttttct tatttgaaat gcctacaata aaaatacaga 
gggtaatcgg
   398281 tagaatctga atggcgaata ggtctaacca taatcaagaa ttggctcaac 
ttgtcgatca
   398341 atggacacga gaaaaaggca cattcgaaac agctattacg ggactgactt 
tatatcgtgc
   398401 agagacattg accaaaccaa gtagcagcat gatggatgcg agtctatgta 
tgattgctca
   398461 aggcaaaaaa caggtgattc ttagcgaaga aacttatact tatgactcta 
accattttct
   398521 ttttactgca attgacctac ctgtaattgc tcaagtgctt gaagcttctg 
ttgaacaacc
   398581 ctatctctca attgtgctaa ggctagaccc atatttactt gctcaaatca 
tgcttgaggc
   398641 ccatattccc tttaaagatg taaatactga gaaaaaagga atggctgttg 
gagtagtcaa
   398701 ttcagagctg aatgatgctt ttatacggtt aataaaacta ctagatacgc 
cacaagacat
   398761 tcccatcttg tctcctctta ttattaagga aattttttat cgtttattga 
tgagcccgca
   398821 aggcgatcga cttaaacgta ttgtagcggc aggcactaca ggtcatcgaa 
ttgtgaaggc
   398881 gattgaatgg ctgaaaacaa attttgcgaa accatttagt attgaagaac 
tggcaagcac
   398941 aatggggatg agtgcatcaa gttttcatca acattttaga gatataacct 
caatgagtcc
   399001 cttacaatat caaaagagaa tgagattgac cgaagcacgg cgtttattaa 
tgaccgaaga
   399061 atacgatatt tcatctacca gcatgcaagt cggttatgaa agcttgtccc 
aattttccag
   399121 agaatataaa cgcttttttg gggtttctcc gtcagtagat attaagaata 
tataaaagca
   399181 ataaacgtgg actattaaaa aattagtacc agaaaaaaag cggtacttga 
ttatgtctat
   399241 tcatcaagta ccactaaaat taaagcaata ttacacatga ttcattcgtt 
caagctcacg
   399301 aattaaacca gaatgatcaa gctcaccatc tccggcagca agcatatttt 
caaataattg
   399361 actgactttt tgggctatag gtaaattcaa ctcaagcgat ttagcatagc 
taacggctgt
   399421 atgaatatct ttatgctggt ttcgagctgt acctcccggt ttaaaatctc 
gatttaacat
   399481 acgttcgcca tgctgttgca aaatcggaga atctgcaaaa ccgcctgtta 
atgcttgttt



   399541 gagttttatc gggtctgctc ctgctttact ggcaagcaat aaaccttcac 
tcacggttgc
   399601 aatggtggat gcgactatca tttgattgac gagttttgcc agcattccac 
agccagcatc
   399661 tccaactaaa attggccgcc ccatggcaga tagcacatat tcagcatgtg 
aaaatgtttg
   399721 agcatcgccg ccaaccataa tcgccagact tgcattttga gcaccttttt 
caccgccaga
   399781 aacaggtgca tctaaatatc taagtcctct ttctttacat ttttcacttt 
gtgtctttgc
   399841 aaattcaaca ggtatcgaac tcatcactat gaccgtgctt tcgggtttta 
gctgtgaaat
   399901 tgcaccacgt tcttgaaata aaatttcatt acaggttttt ccatcactga 
gcatacaaat
   399961 cagaaactct acatcttttc cgacttgttc aagttcacta caaacatgag 
cacccgcctc
   400021 ttttaaactt tctgctttag atgaagttcg attccagacc ttaacttgat 
gaccagcttt
   400081 taataagttc atggccattg gcattcccat aatgccagtt ccaacaaaac 
caatccgagc
   400141 cattatttca tctccgtagc agtccgcact ttaagtcgct gttgttctac 
ttttaggcta
   400201 tcagacttta actttgccaa aagcagtaac cctaaaccgc ccatggcgac 
aaatcctgca
   400261 atagcaagga acgctactgt ataggtgccc gtgctggtat ataaatagcc 
tgttaaatat
   400321 ggaccagtaa aaccacttaa attacctaca gaattaatta agccaatacc 
ggctgcggca
   400381 cccactcctg ttaaagtttg cccaggaata gtccagaaga tgttaatcgc 
actaaataca
   400441 ccaattgcga gcaaaataaa gcccacaata attgcccacg gttgattcac 
aattaaagca
   400501 atcgcaatgg ctaacgccgc cataagtgct gcacaagcac cgtgtttata 
acgctcttgt
   400561 ttacggtcag aacggcggct ccataaaacc ataccaaccg ccgcaaatgc 
atatggaata
   400621 gcggtgagta agccattttg gataaggcta atttgcatac caaaggtgtt 
acggaacgac
   400681 tctaaaacac ttggtaagaa gaagaacatc gcatttgaac cagacgtaat 
tccaaaataa
   400741 acaattgcca taatccacac taaaggattt ttaaacactt gtttaatgag 
ttcacctttt
   400801 gttaaagcag catcggcaga ttgctctttt tctctttctt cacgttctag 
cgtattcatg
   400861 agccattggc gctgctcagc tgttaaccac tgtgcttctt tcgggttatt 
ggttaaatat
   400921 tttagacaga ttaatcctaa aataatggaa ggaatccctt ctaaaacata 
catcaaacgc
   400981 cagccttcat agccaatggt attgccccat tgcataaggc cgaccgaaat 
tggcgctcca
   401041 ataatttgag caattggtaa ccctaaataa aaggttgcaa agacacgtgc 
acgatattta
   401101 gcaggaaacc ataaggttaa ataaaaaata acccccggaa agaaacccgc 
ttctgcaata



   401161 cccagtaaaa accgtaaaat aataaattga gtcccactat ggataaatcc 
cataagcccg
   401221 gcaataattc cccaagtaat catgattcgg gcaatccaga tccgtgcacc 
aaaccgatga
   401281 agtaaaacgt tactcggtac ttctgcaata aagtaaccca agaaaaatac 
acccgcccct
   401341 aaaccaaaaa tagtttgggt gattccaatc gcatcattca tatgtagcgc 
agcaaaacca
   401401 atattggttc tgtctagaaa agccataatg aataaaataa taagaaacgg 
gataatgcga
   401461 ctcgaaatac gtttaattgt ctgctcttcg agagcagtga catttttgat 
atcttccata
   401521 ataactctca cataaattgg cgatcactgc cattaatttt gggtatcttc 
tatatgtgcc
   401581 tgaatgatgc tttcaaaatt ctcgtctgct tggaaaccta aagattcggc 
atattcagct
   401641 ttcacttgaa ccggccaact ttgaacaatc ctttgaatcg ttttatcttc 
ttgccactgc
   401701 actaaatcag ttgcttgttt accggcaact ttttcaagag cctcaagcat 
ttgtttaacg
   401761 gtaacggtca atcccggtaa gggaataatt cggttatctt ggagtgcttc 
tgaagaaatt
   401821 gacgcagcct taatcattga ctcaacacag cgtcgtggtg aagtaataaa 
aaccggagta
   401881 tctggcggga ctggacaaac tgccgtttca ccttttaaag gctcgcggat 
aattgagcta
   401941 aaaaatgtag atgcggcttt attaggctta cccggacgaa ccacaatagt 
cggtaatctt
   402001 aaaacacggc catcaataaa gcctttacgt gaataatctg aaacgagcaa 
ttctcctact
   402061 gctttttgca taccgtaaga ggactttggt gtaaccaccg tatcatctgt 
tacaacttcc
   402121 ggtaattgac caccaaatac agcgcagcca ctcgcaaaaa tgactcgagg 
cattgtttgt
   402181 ttttttctta attcttctaa taaatttaaa aggccataaa ggtttacatc 
cattcccaag
   402241 tcaaaatcgg cctctgctgc cgaactcacc acggcggcta aatgccaaac 
aacatcaatt
   402301 ttttctgtaa tatttgccac tgtggttttg tcggtaatat cgccaatcac 
cacttcaatt
   402361 tttgggtctt gcggcaaatc atcaccaaca aacgcatcaa acaaaataat 
tttatcgatg
   402421 ggcttagctt gtttaccgtc taaagtcagg cttccggttt ttaaaatctc 
tttggcgatt
   402481 tgctttccaa taaaacccgt gccaccagta attaacacat tcatacaggg 
atcctttcct
   402541 aattcttatt cacttaaaga tttttaatca tcatgaatta aacgataagg 
agtccctgca
   402601 ataatttcca atgaataatt tctaaatatt gataactttt taatatcagt 
tttatgatga
   402661 aactttgact aaattaaata ggctttcttt taatttaaaa gccccaagtc 
ttctatgact
   402721 tgaggctgag gactttactt acgttttgca tttttaagta aaatattaat 
aaatgctgcg



   402781 gctatatcag acactggttc atctttacgt gtcaaaattc cataatcttg 
ggcatctaaa
   402841 atcaggtctg tttctaaaat ctgtagttgt ccttctttca cctgatcaat 
caccattgct
   402901 tctggcaaca tacccaccat aggtgcgcct tttaagatct gtaaaaaggt 
ctgcatcgac
   402961 atggtattta ccgtatttaa aggaattttg actttagctc gggcaaatgc 
accttccata
   403021 cgctcccgaa tgggtgtgcc tttaggataa agtacccacg gccattttaa 
taattcttct
   403081 aatgtacaaa actttttctg ggcacatggg tgcgcattat tgacaacaat 
gcagaacggt
   403141 tcagggccta acggctggaa atcgaaaaac tgactttgcg tcacatcggt 
aaagcgacct
   403201 atagctaaat ctagagtatg ttcactcaac atttccatta aatggtcact 
ggtctgttca
   403261 acaacatcga tagaaagtag aggccattgt ttcttaattt cgataattga 
gtttggaatt
   403321 accacggcgg ttgctgcaaa tattcctcct acttttaaaa acccatgtcc 
acccaaccgt
   403381 aaaatctcga tgtcttcgac aaaatgcttt gcgtcattca aaacccgctg 
ggcataacga
   403441 atgacgtgtt cacccaatgc cgttacaggc atatttcggg gcagtcgctc 
aaagacctga
   403501 aacccaagaa ggccctcaat ttcctttagc attttactta cggcaggttg 
acttaaattc
   403561 atctgctcgg cagctaaatg catgttattg gttcgagcta acgtctctaa 
caaaaccaag
   403621 tgcttgaatt taagccagtt atttaaactt gagtaagtca aatctgccat 
ttttaaaatt
   403681 cctttttgat aaccactggt tattaataat taaattatta cgattggtgt 
ttattaaata
   403741 agaaacatat catgatttca aataaaagaa ggaagcttta aatgaacttt 
acgttaaatt
   403801 cccagaactc attaccagat gatgcaactc aaggatgctt aattggccgt 
gcgtggattc
   403861 caaatcaaat ttcgggtcca tcccctatta ttttaagagg caatcaagtt 
tttgatatct
   403921 cggaaaaatt tcatactatt tccgagttac ttgaaagtgc cgatccttta 
aaagctttat
   403981 ctgaaattga aggaagacca gttggttcaa ttgatgaatt atttgccaat 
actatcgccg
   404041 agccagatac caacaaggca tactttttag ctccaattga tttacaagta 
attaaagctg
   404101 caggtgttac ctttgctgca agcatgttag aacgcgtgat tgaagaacaa 
gccggtggcg
   404161 atgcacaaaa agctcaatcg attcgtgaag ttgtacaagg cgtaatcggt 
gataatttaa
   404221 aaacaattga acccggttct gaaaaagcgc tacaactcaa agaatattta 
atcgaacaaa
   404281 aaatgtggtc tcaatatctt gaggtgggta ttggtacaga tgccgagatt 
tttactaaag
   404341 cccctgtttt agcagctgta ggcacaggac aaaatattgg tattcaccca 
aagtctgagt



   404401 ggaataatcc agagccggaa gtcgtattag ttgccaacag ccaaggtaaa 
attttaggcg
   404461 cgactttagg taacgatgtg aatttacggg actttgaagg acgtagtgct 
ctcttgttaa
   404521 gcaaagcgaa agataacaac gcatcttgtg cgattggccc atttattcgc 
ctttttgacc
   404581 atacttttac tttaaatgat attcgtactt gcgatgttga actgcaaatt 
caaggcaccg
   404641 ataactttgt gttaaatggg gtgagttcta tgtcgcaaat tagccgagat 
cctgaagatt
   404701 taattcaaca aacttttaat gaaaaccatc aatatccaga cggttttgtt 
ttgttcttgg
   404761 gtactttatt tgcaccgact caagatcgag aacaagctgg ggctggcttt 
acccataaag
   404821 ttggagatgt cgtccgtatt cattcgccta aacttggtac tttgtacaac 
acggttatga
   404881 ccagtgataa agcaacaccg tggaattttg gaataaatgc tttgatgcgt 
aatttgaagc
   404941 agcgtgaatt actataattt tcacgtatta tcgatcggtt gaattgcaag 
attcatctcg
   405001 taagtaaact aaatttcaaa aaagtatgag tgaaaggatc aaaaaatgaa 
tgatcaaaat
   405061 aaacggattt ttttacgtag ccaagaatgg tttgatgatc ctgaacatgc 
cgacatgacc
   405121 gctttatatg ttgagcgcta catgaactat ggtttaaccc gtgccgagtt 
acaatcaggt
   405181 cgcccgatta ttggaattgc acaaaccggt agtgatttga ccccatgtaa 
ccgtcatcac
   405241 aaagaacttg ctgaacgcgt taaagcgggt attcgagacg cgggtggtat 
tccaatggaa
   405301 ttccccgtcc acccgattgc agaacaaacc cgtcgtccaa ctgctgcact 
tgaccgcaac
   405361 ttggcctatt taggtttggt tgaaatcttg catggttatc cgcttgatgg 
tgtagtgctg
   405421 accactggct gtgacaaaac tacccctgca tgtttaatgg cagcagccac 
aacagatata
   405481 cctgcaattg ttttgtctgg tgggccaatg ctagatggtc attttaaagg 
tgagttaatt
   405541 ggttccggca ctgtgctttg gcatgcaaga aacttacttg ccactggtga 
aattgactat
   405601 gaagggttca tggaaatgac cacttctgct tcaccttcag tcgggcattg 
caacaccatg
   405661 ggcactgcac tttccatgaa tgctttggca gaagcgttgg gtatgtcttt 
accgacatgt
   405721 gcaagtattc cggcaccata tcgtgaacgt gggcaaatgg cctatatgac 
cggcaaaaga
   405781 atatgtgaaa tggttttaga agatttacgt ccttctaaaa ttatgaccaa 
acaatctttt
   405841 gaaaatgcaa tcgcagtagc ctcagcttta ggcgcatcga gtaactgccc 
tcctcacctc
   405901 attgcgattg cccgtcatat gggtattgag ctgagtttag aagactggca 
acgtgtgggt
   405961 gaaaacattc cgcttattgt gaactgtatg ccggcgggta aatatttggg 
tgaaggtttt



   406021 caccgtgcgg gtggtgttcc tgccgttcta cacgaattac aaaaagctgg 
tgtattacac
   406081 gaagattgtg catcggttag cggtaaaaca attggggaaa ttgccaaaaa 
tgcaaaaacc
   406141 tcaaatgcgg atgtcatttt cccttatgaa caacctctta aacatggtgc 
cggttttatt
   406201 gtgctcagtg gcaacttctt tgacagtgcc attatgaaaa tgtctgtagt 
gggcgaagca
   406261 tttaaaaaaa cctatttatc agatccaaac aatgaaaata gcttcgaagc 
acgcgcaatc
   406321 gtttttgaag gtcccgaaga ctatcacgca cgtatcaatg accctgcctt 
aaacattgat
   406381 gaacattgta ttttagtcat tcgtggcgca ggtacagtgg gttatccggg 
cagtgctgaa
   406441 gtcgtcaata tggctccacc agcagagtta attaaaaaag ggattgattc 
actgccttgc
   406501 ttaggagatg gccgccaaag tggaacttct gccagcccat ctattctcaa 
tatgtcaccc
   406561 gaagcggctg taggcggtgg aattgcctta cttaaaacta atgaccgttt 
acgtattgat
   406621 ttaaataaac gttctgtcaa cgtgctcatt tctgacgaag agttagaaca 
acgccgccgt
   406681 gaatggaaac cgacggtatc tccatctcaa acaccttggc aagaaatgta 
tcgcaacatg
   406741 gtaggtcaat tatctactgg tggttgtttg gaacccgcaa ctttatatat 
gcgagtcgta
   406801 aaccaagaca accttccaag acactctcat taatttcagg atatttgtta 
tgaccattat
   406861 cggacacaac tttattggtg gttcacgtag tgcacaaagt tccactttac 
taaaaagtat
   406921 taatgcaacc actggcgaag ctctgcctta tgagtttcac catgcaaccg 
agcaagaggt
   406981 taatcaggcc tgtgaagctg ccagtcaagc ctttaagact taccgccata 
cctcacctga
   407041 acagcgcgct gtttttctag aaaatattgc agatgaactc gatgctttgg 
gtacagattt
   407101 cctagaaatt gtctcacagg aaactgcttt gccatttgca cgtttacaag 
gtgaacgtgc
   407161 ccgtaccagt ggacaaatgc gtttatttgc caaagtgctg cgccgtggtg 
atttcttagg
   407221 tgcccgtatt gatactgctt tacctgagcg ccagccttta cctcgcccag 
acctgcgcca
   407281 gattaaaatc ggtgttggcc ctgtggcagt ttttggggca agtaactttc 
ctttagcatt
   407341 ctcaactgcg ggtggtgaca ctgcttcggc actggcagca ggttgctctg 
tagtggtgaa
   407401 agcccatagt ggacatatgg cgacagcaga ctttgtagcg caggcaattg 
aacgtgccgt
   407461 agaaaaatca aatatgccaa aaggtgtatt taacatgatc tacggtaatg 
gcgtgggtga
   407521 acctttagtg aaacatcctt taattcaggc tgtgggtttt accggttcac 
tacgtggtgg
   407581 tcgtgctcta tgtgatatgg ccgcagcccg tccacaaccg attccggtgt 
ttgcagaaat



   407641 gagtagtatt aacccgatgt tgatgttgcc tgatgcctta aaaaaccgtg 
gagaaaaaat
   407701 tgcacaggac ttggcagatt cagtagtttt aggctgtggt cagttctgta 
ctaatccggg
   407761 tttaatttta ggtattaaat cagctgaatt tagtcagctc attagcaacc 
tgaccgacat
   407821 tatgggggct aagcctgcgc agactatgct gaatgccggc accttaaaaa 
gttacaccgc
   407881 tggtcttgag cacttgaccc agcatcaagg cattaagcat ttggctggca 
atactcaaca
   407941 aggtaatcag gcgcagccac aactgtttaa agctgatgtt gagcttttac 
tggcgggtga
   408001 ccagctttta caagaagaaa tctttgggcc aaccacagtc atcattgaag 
ttgaagataa
   408061 agcccaactc attcaggcac tacaaagcat gaatgggcaa ctgactgcaa 
ctttaattgc
   408121 cgatgaagct gacttaaccg agtttgcaga tgtggttcct gtattagaag 
aaaaagctgg
   408181 gcgattactc ataaatggct acccaacagg tgttgaggtc tgtgatgcga 
tggtacacgg
   408241 cgggccatac ccagccactt cagatgcacg aggcacctca gtcggaacct 
tggccattga
   408301 ccgttactta agacctgtgt gttaccagaa ctatccgcaa agtttattgc 
cggaagcctt
   408361 aaaagacagc aatccgttgc aaattttaag attggtgaat ggtgagatga 
ctaaagaagc
   408421 gatctaagaa taaaaagaga ccacaagttg gtctcttttt acttctacat 
ttagggtttt
   408481 taaggaggta taaactcctt aaaatcaatt tagtttgtaa ttaatatttt 
ttaaaaataa
   408541 atcaacagcg tattcaaccc aagtactaat ttcatcagct gagattaaat 
aatcaggatg
   408601 agtcaaacat tttaggtggg catcacttct taaaagcgat aaaaatatat 
gtgctgcgac
   408661 ttccgaagaa gacgttaatt caatttctcc ttgtttaacc gacttttcaa 
gataacctgc
   408721 aataatattt gctagacgtt gtggtcccac ttcaaagaac tttccggata 
attccgggaa
   408781 ccttacagct tctgcaatac agactctaaa aaaagccaaa cctgaatgcg 
ataagataaa
   408841 gcacagataa gttttcccaa tttcggttaa ggctgaacgt aaatttttgg 
cttttgtctc
   408901 gaccgacata atttgttttt gcatgttggt acattgacgt tcaatgaccg 
cagcaaacat
   408961 cgcttcttta tttttaaaac aaccatacat agtcgctttt gaaacgccgg 
cttctttttg
   409021 aatcatatct gtggttgttc cactaaaacc atggatcaga aaaaactttg 
ttgctgcatc
   409081 cagaattttt tgatctttct cattcgtttt agtgcaatca gacatacgac 
cctacaaaca
   409141 tatttagcaa tttcattctt agtgtaactc atcgaaaagt tcaaaatcga 
gaattgacgt
   409201 aaatttaata agatagtaga gtaccgatcg gtacagttga gcttaatcac 
cgctataagc



   409261 attaagctca ttttaaaatt taaggtaaaa gatgaatata cgaccactca 
tcggtttggc
   409321 aggtgcaatt tttgcagcca tgactgtcga atttaataac cgaattagca 
gcattacctt
   409381 ggtcgatatt cgcggtgaga tgggtattag tgtcgactct ggttattggg 
tcagcagtat
   409441 ttatgccagt gccatgatta ttgggatgat cctgtccacc agttgggccg 
ttattttttc
   409501 tatgcgtcgg gttcttcttt ttgcgatagg actttgcctc ttctctagcg 
ttttaattcc
   409561 ttttagccca aatatcgaaa tattttattt attacggggc ttacaaggac 
tcgccaatgg
   409621 cttaactatt cctttattaa tggcatgtgc acttagattc ctaggacctg 
aaattcgtct
   409681 atggggcttg gcctgctatg cattgacagc aacttttttc ccaaacttaa 
gcgctgcgct
   409741 tgctgccttt tatttggatg tgattggttg gaagatgata tttttccaaa 
ccattccttt
   409801 ttgtgcttta agtgctgcgt tagtttactt cggtattccg caagatccgt 
taaattactc
   409861 aagaataaaa acttacgatt ggactggcgc gattctagcc attattggtt 
tggcaagcct
   409921 tagtaccatg cttttgcatg gcaatcattt ggactggttc cattcaaaat 
tgatttgtgt
   409981 tttggcttta atgagtgcca ttaccctccc tttattttta atacatgaat 
ggcgctatcc
   410041 aacaccatta attaaaccgc aaatgctcga aatacgaaat tttggttatg 
ctgttattgc
   410101 gttgttctgc tttgtggtta ttggtatgtc aaccagtaca ttacccctta 
attacttaag
   410161 cgccgtgcat ggttataagc ctactcaaac catgtggatt ggcttacaaa 
ttgccgcatt
   410221 acaatttatc tatatcccga ttgttattaa agttttgaac caagcttggg 
ttgatagccg
   410281 atatgtacat ggatttggtt tgcttttggt tatggttggc tgcttaggtg 
caagtcaact
   410341 tgatacgact tggaaccaag accaattcta tttttggcat gcaatctcat 
gtttaggtca
   410401 aacctgtgta gtgctttcac tcctcatgat gggtacaaat agtgtccacc 
caactatggc
   410461 aatctatgct tcacctatga ttaacacccc gcgtgctatt agcggcgtac 
ttggtgtgtg
   410521 ccttttggac tgggtcaatc gagtacgtgg tgaataccat tcaacacggc 
tgattgaaaa
   410581 taccgcacaa catgtttttc aaaatattca aggtcctgtt attaatcctc 
ttaccccgcc
   410641 tgtgctgagt gcagatggta ccgaacgtgt ttccggtggt ttatctgcct 
taaattctgc
   410701 gattcaggca cagcaatcag tgttagtcat tagtgatcaa tatctgattt 
tagcgggact
   410761 tactgcaatt ttatttatcg ttatgctgat tttgccagtt agaacttatc 
caccacgcat
   410821 tgctctcatt aagttaatga atagtcataa ctcaggaaaa tctttatgag 
tactctcgaa



   410881 gcccaagatc actccatgac cgagccaccc aagttaacaa agatgcaata 
tcttaagaaa
   410941 cactgggtta tggttattgc atttatagtc gttctagttt ccattttatg 
gattttaaaa
   411001 gttatatttt taccttcttc cattgttaaa actgacgatg cgcgggtaga 
tgtcgagtac
   411061 tcaaccattg ctcccaaagt gtcaggtaat attgaagaaa tttatattaa 
agatcaccag
   411121 accgtaaaaa aaggccagct tttggcacgg attgatgcac gtgattatca 
ggcggcttta
   411181 gctgaagctg aatctaatta tgccaaagca caagctgact taaatgaagc 
aatgctggca
   411241 gtagaaagac aaccaactgt tattcgagaa acagaggccc agcttagaaa 
agtagaagcc
   411301 ggcattaaac tcactaaaga taataccgca cgctatgagc aattacaggc 
acttggtgct
   411361 gagtctagat tgattacaca acagtcaaaa accacattga ccgagcaata 
tgccgacttg
   411421 gacagcagta aagaaaaagt cattgatgcg cagtatcagc tcaaccaata 
taagattcag
   411481 gttcaagcta aacaagccgc tttaaaacaa gcccaagctg cgcttgataa 
agcaaaactg
   411541 aatctgagct atacagaaat tcgagcacct attgatggca tgattgggca 
aaagtctgca
   411601 aatgtgggca actttgttgg cgcaggtaat ccactcatgg tggttgtgcc 
tttagatcaa
   411661 gtgtatgtag aagcaaactt ccgtgaaatt gagctaaaac aaattaaaat 
cggccagcct
   411721 gtcactgttt atgtcgacgc ttacaatgtt gagttaaaag gtgtggtaga 
tagtttctca
   411781 ccatcgactg gtgcattctt ctcgccaatt tcagcaacaa atgcgacggg 
taactttact
   411841 aaaattgttc agcgtttacc tttacgcatc aaactccttg agaaccaacc 
tgatattaaa
   411901 ttgttgcgtc ctggtctatc tgttgtggtt tctgtagata cgaccaaata 
aacggaatca
   411961 actgagcact tcaaacttta aatgagcctc attgttagtc ttactcctaa 
tgaggcctca
   412021 tcaaattcaa tattaaatta agcccgtatt ttacccttct acctttttat 
ccttactact
   412081 tgaatagata aaatataaag caattcctaa gcaaattagc gcccctaatc 
gatacggtga
   412141 gaaaggaagc gtttcattgc cgaaccaacc aaagttatca atcaagatac 
tcatcaaaag
   412201 ttgcccaaaa atcacagcca ccgtagcaac tgcagcccca attctttgta 
cagccagtac
   412261 cataatgaca atataaggta cgccacacat ggcacctaat aactgccatt 
taggaacatc
   412321 taatagtgtt aaggcttgtt taggttcaaa ataaaaaata aggagagccg 
taattagagc
   412381 accgactgag aaagtcaaaa aagcactacg aaatacacca actttcgctc 
caagttgacc
   412441 attaattgca gcctgtacac tcagcaaagc accgccaatg acggcgagaa 
gaatcattaa



   412501 aattatcatg gctgtctcct acgcttttgc cacaagtata agtgcagcaa 
caataaagat
   412561 gagtgcgact actcgtttac ggtctacttt cctatgtgga gttcctagta 
aaccatagtg
   412621 gtcgataatc agactttttg atacctgtcc cgctaaaatc ccaatcatgg 
tcattgcaat
   412681 gccaataatt ggagtggtaa tggtcaaaat aatgacgtaa gccggaccta 
aaacgccacc
   412741 gagtaattgc caagatggaa gtgtaaaaaa tgaagggcta ttacgtgggc 
taaaaaacaa
   412801 catgagtaaa aaagtaagtg ctgcacccac gccaaaaata ctaaacgtgg 
cccacaactc
   412861 acctacttcc tttcctaacg gccctaaaag cccagcttcg accgatagcc 
ccattccccc
   412921 taaaatggtt aggagtagta atagaatttg catctacatt gcctcatctg 
tatctaggca
   412981 acgaatacta aggtagctaa ttcatcagaa aaacagcata attcatgaat 
cacttttgca
   413041 gaaattgcac aaatggattt aacaaattcg attgatatcc gcacgcttcg 
cttctttatt
   413101 agtgtttaca atgctcaaaa cttctcgaat gtagcacgta aagaagatgt 
gtctgcctcc
   413161 atgatttctc gaaccattca acaacttgaa gatgcgttgg ggcagcaact 
tttctaccga
   413221 aatacacgag ctatcacacc gaccgaatcg ggcaaattat tttttgaata 
tgcaaaaaga
   413281 attaccgaac aatttgatga agctcaaaag gctttacaag ataaaaccat 
agaaccatct
   413341 ggactcgtcc gaattaatgc ccctgtattt tttgggcaac gacatattgc 
gccgtggttg
   413401 gcgggtttat cagagcgtta tccaaggctt ctaatagaac taattcaaac 
cgatgaattt
   413461 atagacccat tacgcgaaag cacagattta atatttcgta ttggagcact 
gactgattca
   413521 tcatttcatg cccgtatttt tggtacacaa aaatatcatt tagccgcctc 
tcctcagtat
   413581 gttgccaaat acggtacgct cgaccaccca acagaactta atcaacacaa 
gtgcctagtc
   413641 tataaaggtt ttgaaggtcc taaccgctgg ttagtgagaa agcccaatga 
agaatgggta
   413701 cattatccaa ttaccccgtt actttcttca aacaatgccg agagtttaat 
gacagccgcg
   413761 cttcatggca tggggattgt tttatttcct gattggctga ttggcgaagc 
tttaaaaaaa
   413821 ggtgacttaa taaagctttt acctgaatat gaagtcgcga ttaaatcaca 
cccccagcat
   413881 atcgcagcca tttatcccaa tgtccgccat ccaccgctca acattagagc 
agtgatcgat
   413941 tattttgcag aaatctatgg tgacacaccg tattggcaga attagttttc 
ttttcaaggt
   414001 cagcaaagta ttcaaatatc gacatacttt gctggtgtct caccagagat 
gaaaataaga
   414061 ctaaaaactt gaaatagata agaatttaat ttgcactcaa acttaaatta 
tcaacttgtt



   414121 ctgatttttc ttttttaatg agataaccca atatgatttg caaaatcacg 
ccaataaacg
   414181 cacaacatga cattaagaga aaacaccaga tatacccctg atgactatgc 
cagccaccaa
   414241 agctcgtaag caaatatccc ataataatcg gtgcgactgc cccacctaca 
tactgagcaa
   414301 ctgtaattaa actatttgca gttccaattg ctccggctgg cgcataatct 
gatgctgtcg
   414361 catagaaaat aggccaaatt gcgttggcag atagaccaaa aaacagttgt 
attgcaatga
   414421 cggaaaccac gcctgaggtt aaacaaaaac ttgcaatgct gaccgccatc 
caacaaccac
   414481 ataaaatcaa tgtgagtcgt ctgccaatct tatcggacaa agtcggccaa 
ataatttgcc
   414541 ccatcatgcc ggtaattgta aatacagcgc tcaagccagc cgatttcgcc 
agatctaacc
   414601 cgacaatatt gtataaaaat gcaggaaaga tagttaaaaa accaatatac 
accacatggg
   414661 taattaaagt actggctgcg gtaaacacaa ttcctcgaga acttagagtt 
tgttttaaac
   414721 gttcccatgt actatgcgta cttgtttttt cttctccttc atcgtgcaca 
aaatctgttg
   414781 gtggtgtgaa ttgattatct acacaagatt ggtgaaactc tgaataacgt 
ttacgagtgg
   414841 aataaatcgc ccaaaatgtt aatgccggta cagcaaatat aattccaaga 
aaaaaggcat
   414901 agcgccaatt ttgcgggcca aaataggtaa tgatggtggc cattgcaaca 
ccgctaagta
   414961 gcgctccaac cggataacct gagtgatgag cacctatggc aaaaccacgg 
tgttccttgg
   415021 gccaccattc agcagtatta ctcaccccaa ctggctctgc caccccacaa 
cccaaagaaa
   415081 ccataatacg taaggttacg aacttataaa aacttgaact taaagatgta 
atgcctgaaa
   415141 gcaacgaaat aaaagtaaat ccgattacta agggccactg aaaaattcct 
cgcttccaac
   415201 cggacgcatg tttatcactt aaagcagcaa ccggaatact aagaacggcc 
aaagaaagtg
   415261 taattgcagc aatggtgtat ccccattgcg tcggagataa attaaattca 
ttacaaatca
   415321 tattggctgc gcggaaaatc aactctcggt cgtatgcaac aaccacccaa 
ataatccagc
   415381 aaatcactaa tgatacccaa gagtggcgat gaactttttt taggctcatt 
tctaattcct
   415441 ttttaattaa aatgcatcca catgctttta cgtataacgc tatgtcattt 
gtccactctt
   415501 aaactatcaa gtcgatttag aattactaat gatatttcta caccacgtaa 
taacttatat
   415561 ttatcaattt agttcttagc tatttatttc cctacatttt taatccactg 
gaccaataac
   415621 aatcccttat taggtaaaga aaaattttca ttggttttta tatttggctt 
tcattaattt
   415681 agtttcttcg atgaatgact gaataaaagg actaaaaaag gaattatgga 
aattaaagta



   415741 ctggtagatg taaaaacaaa acttggagaa tgcccaactt gggatgctgt 
tcgccaacgc
   415801 ctattttggg tagatattgt tgatggacga ttattctgtt gtgatgaatt 
cggtgggaat
   415861 atacgggcgt gggaagttca taaaaaaata ggttcttttg ctttacaaga 
aaattataac
   415921 ggcgcaattg ttgcgctcga agatgggtta tatcaactcg actttgacac 
aggcaactta
   415981 aaatttattt gcaaccctga accagaccta cctcaaaata gattaaatga 
tggtcgtgtt
   416041 gatcggcaag gtcgattcgt ttttggctct atgaaccgcc tcgaggatgg 
gaataccgca
   416101 tctctttatc gattagatgc agactataaa atagaaaaat tagaaaataa 
tattaatact
   416161 tcaaatagta tttgctggag tcctgatggt actaagctct attttgcaga 
cacatggcaa
   416221 ggtgaaatct ggtcttatga ttatgatctt gaaacaggcc aaatctcaaa 
taaaaccatt
   416281 ttttgtaaga tagatacctc agacggtggt tcagcagacg gctcgacagt 
agatcgtgaa
   416341 ggttatttat ggaatgcaaa agtatattcg ggtcagttag tacgttatcg 
acctgatgga
   416401 aaaatcgatc gtattattga aatgcctgta aaaaaaatta ccagtgcagt 
ttttggcgga
   416461 aaaaatcttg atgtcttgtt tgttacatct atgtcacaac cgcctcttcc 
gaggttccct
   416521 gatgacaacc aattgcgggg cagtgttttt gccatttatg ggctaggcat 
ccaaggaata
   416581 gccgatgctc gatttatggg gtaatgactc acttcctaca agaaatactt 
aactataaaa
   416641 gatagtaaac cagctctgca gctcaataag gaaatcttta ttaagctgca 
tcaagaatta
   416701 attaattgtt atttcataat gaaaattatc ggccaaacca taagactcac 
ggtattcgac
   416761 cgctacacct tcaagatttt ttgcaatacg gcataccttc actaaagggt 
cttcaaggtg
   416821 attatttaaa tagctatctt taatattttt ctcaaaagtt aaccgttctg 
ttgcagaaga
   416881 aataaattgg ccacagtgct gataataaaa aggataaagt aagttaccaa 
actcagcgat
   416941 tggaatttct tccagatttt taaataagcg ttcaggtagc cagattctct 
cgcttaaaac
   417001 aacgacatct tcatgcttac ggacacgctc gatataaagc aacttttcga 
tgtgctcaag
   417061 ccctaactcg gcgtttactt ccggtattgc atcacacact tctacttttt 
tgatttgtcc
   417121 ttgtggctga atgaactcgc cctttttatt acgtaatcta aaaaaacgaa 
tgagcgaatt
   417181 ttcaaaatta ggttgtttaa ggaaagttcc ttttccttgc tgtttaacca 
ataagccttc
   417241 ttcaaccagt ccttcaaccg cctttctaac ggttcctacc gatacgctat 
acatttgcgc
   417301 aagttcttgt tcacttggaa taggctcttc gactgtccat tttgactgga 
tcagtagttt



   417361 ttgaagttcc caacggacct tttcatatct tggcaattta aaatttttaa 
atgcagtctc
   417421 atcaagcatt tgcgttaaac attatgaaat cgatttgaca atattagcat 
agttctgtgt
   417481 aatacaaaaa accaaacata tatatgttta gatgtttata tatttatcaa 
ggaagataat
   417541 atgactgcat tgatgctgat ggctttagcc gtatcgatag gtttaggtta 
taaaacgaaa
   417601 attaatatcg gattttttac gatagcgttt gcctacctga ttggttgctt 
tggcatgggt
   417661 cttaaacctt ccgaagttat tgaattatgg cctgtcaaaa ttttctttat 
tattttatct
   417721 gtcactctgt tttataactt tgctttggca aatggtgctt tagagaaact 
tgccagccat
   417781 cttctatata aatgccgtaa gtttcctcag tttttacctt tagcgatttt 
tttcgcagca
   417841 accattattg ctggcctagg tgctggtttt tatacagtac ttgcctttat 
ggcacccatt
   417901 acactgctgc tgtgtaaaaa aaccaatatg aatatgatta ttggtgggat 
ggctgcaaat
   417961 tacggcgctt tagctggcgc aaattttatg acatcgcaaa gtggcattat 
tttccgaagc
   418021 ttaatggaaa atactggcat tagctcgcaa acagcttttt catatagcag 
tggaattttt
   418081 gtcttgactt taattattcc aattgcggtg ttgggaattt ataccctctg 
gaatagaaaa
   418141 agtaattcaa ttgtgattga agatcaaaag cctgaaccat tcgacaaaaa 
acagaaacaa
   418201 tccatcttcc ttattatttt aatgatgtcg attgttttag tttttccaat 
cttgcatctt
   418261 gtttttcccg atgtaaaaac aattagcttt ttaaactcca aaattgatat 
tgccttcctt
   418321 gcgattacct tctcgctcat tagtttactt atgaaacttg cggatgagaa 
aaaggtcatt
   418381 gcacttgtgc cttggggaac actgatcatg atttgcggtg tcggtatgct 
catcgcatta
   418441 ggtgtgaaac ttggcattat tactacccta tctgaatggt tagcaaacaa 
tgttcctgtg
   418501 tgggtcattc cagtactttt atgtctgatc agtgccatta tgtctgtatt 
ttcaagcact
   418561 ctaggggtgg ttgctcctac cttatttcca attgttcctg cgcttgcact 
tacctctggc
   418621 ctaaacccac tagtgctgtt tatttgtatt gtggttggcg ctcagtctac 
agcgatttct
   418681 cctttctcgt ctggcggtag cctcattatg gcttcagcac cagcagacat 
cgacaaaacc
   418741 aaattcttta atcaactgtt atttaaagca attcctgtag gagtcattgc 
cgctttaatc
   418801 gctatttttg ctttaaaatt tgtaatgtga gatgaaaatg aactgtatag 
atacacatgc
   418861 acatgttttt tcgacacagg accacagtat cgaaacagca cgttatgcac 
ctgattatga
   418921 ggcaactgta caaagtttta tctctcatct tgatgaacac aatttcacgc 
atggtgtttt



   418981 ggttcaaccc agctttttgg gcaccaacaa ccaagcgatg ttaaacgcaa 
ttcagcaata
   419041 ccctgagcgt ttaaaaggga tcgccgttgt tcaacatacg acgacgtttg 
atgagctagt
   419101 caatctcaag gcacaaggca tcgttggtgt tcgcttaaat ctattcggtc 
ttaaccctcc
   419161 tgcgctaaat acgcctgact ggcaaaaatt tttacgaaat gtagaaagcc 
tcaactggca
   419221 aattgagata cacgcaccgc cgaaatatct ggttcagctt ttgccacaat 
tggatgaata
   419281 cagctttgat gtcgtaattg atcattttgg ccgagttgac cctgttaaag 
ggattgaaga
   419341 tccagattat cagaagtttt taagcttact taacgtaaaa cagcactgga 
ttaaagtgtc
   419401 cggtttctac cgtttgggca ctactccaaa caacataaat acggcacgac 
aggcctataa
   419461 cattgttaaa gaaaaaggtt ttttacacaa acttatttgg ggaagtgatt 
ggccgcatac
   419521 ccaacatgaa tctttaataa cttatgaaga tgcgattaaa gcttttaaac 
atattgtgtt
   419581 tgataaacac gagcaatgtt taattttaaa tcagaaccct accgagctgt 
ttggtttctc
   419641 acgtacataa ggagtatgta tgaaaaatga tatatctata tcggaagtag 
aaaagtcaac
   419701 gatccgtaaa ctttcttttc gtattcttcc tttcctcatt ctttgttatt 
tcatcgcata
   419761 tattgatcgg gtgaatattg gttttgccgc tttaaccatg aaccaagaaa 
ttggtttaac
   419821 tgctactgcc tttggttttg gtgcgacatt attttttatt gcatatgtca 
tatttgaaat
   419881 tccaagtaac atggctatgg aaaagctagg tgcacgtatc tggattgcca 
gaatcatgat
   419941 tacttggggc attgtcggtt gctgtactgc cttcattact ggccctattt 
catatgcaat
   420001 ttcacgcttt ttacttggtg ctgccgaagc cggatttttc ccaggcgtat 
tactgtattt
   420061 aacactatgg ttccctaaac gatatatggc tcgaattgtt gccgtattta 
tggttgcgat
   420121 tcctttatct aactttattg gttcaccatt atctgcctta ttgttaggct 
tgcatggttt
   420181 actgggctta agtggatggc aagtgctttt aatacttgaa gcattacctg 
caatccttct
   420241 tggtttgtta tgccttgtat ggctgccaaa taccgcaaat aatgttaaat 
ggttaaatca
   420301 agaagaaaag gactggttat caagcacttt aacttttgaa aaaaatcaat 
tgttgaactc
   420361 tgaaaaacaa gacagtgccg aacagaaaaa gagtaagttc aagctgctga 
ttaccaataa
   420421 atatctatgg ttctttgcaa ttatttatgc aggaagttca gcaaccagca 
atattttatc
   420481 gttatggatg cctcagattt taaaagcctt tcatctaact gccatgcaga 
caggtctttt
   420541 aaatatgatt ccgtttggtt tagctgccgc tttcatgatt gtttggggcg 
tacatgccga



   420601 taaaagtggt aataagagtc tcaacacagc tattccgtta tttgtgacca 
gttttggttt
   420661 gctccttact atttttacct cgtctttaac tttgagctta cttttattct 
cactcgtttt
   420721 gatgggtaac tatgccatta aaggtccttt ctgggcattg gtttctgagc 
gcttaccacc
   420781 tactttagtg gctgtaggta ttgcagcggt gaatacgatt gcgcatattg 
gtactgggct
   420841 tatgaactct attatgggta ttgtaaaaga ttattcggga agcttcccta 
tttctctttt
   420901 accgttatgt atgcttacat ttacgggtgc catgattgcg ttgtatttgg 
gaagaaaacc
   420961 gacattgcca aaagcgcaaa aggttcaaaa gttggtttag gttttagaaa 
taaaagattt
   421021 aattaaaaga gaccattaat ggtctctttt ttattcataa caaatatata 
gaagctaaga
   421081 tgggtcaata ttttcttatt tttatatgaa aactataagc ttgtctgttt 
ttactccaac
   421141 aaaaaagccc atcttccgat gagcttttta tttaactaaa tttcataata 
tgtattagac
   421201 tttaaattct gctattacaa agttttttac gatttcatca aaatttggtt 
tcagaagagt
   421261 tggcttgcta tcttttatag ttttatacca ataactcgct gcaactccca 
tactaaccaa
   421321 agctaacaat ttcatagctc acctcactta ttgggaagag tggagtttaa 
agtatcattc
   421381 gcgtttgtag cgttctaact cgttttaaag agatttctgt atatttttta 
agcaatgtgt
   421441 aataaaaaag cctatatctt tgtaaacttc tttaaggaca atagtgcagt 
ttacttacac
   421501 ttttttcaat ataacttata tttagtattt tcctgtacag gatcaatatt 
tcaataaaag
   421561 ataaagaaag gaatcttcta gaatgatgaa atatttgatt attcttgcct 
ataaaaagta
   421621 taaaaactta ttttaaatat tacaattaaa ggagcacttt tacttgctaa 
tgggcttaga
   421681 actgtattac gggtattgta aaagattatt cggggagctt ccctatttct 
cttttaccgt
   421741 tatgtatact ttacatctac gaactccatg attatgttgc attaaggaag 
aaaaccaact
   421801 ttaccgaaag tttcaaaact tagtttattt tttgatacaa aaattgaaaa 
gagaccaatt
   421861 aatggtctct tttcactata cttgattcat tgtagacaag aataaaacat 
atgaattctt
   421921 atttaagaat agaatcaagt aactagtttt ctagaagtac gacataaaac 
tttcttctat
   421981 ttagacttac ttttattctg cccaccacaa tttttcatta ccgttttcat 
ctatatccac
   422041 ccaaactggc caaaaagggc aatattcttc actgttgagc ataaaccata 
catgtacacc
   422101 accaagatcc tctcaagact cttcggatat aggaaaaatt aagctaaatt 
cagataaaac
   422161 ccctgaaatt tcatcatcta gtattttatt gtttctagct aattttagtt 
tattttctaa



   422221 aattaacttc ctcaacatat tgaaaaaaaa ttcttttttc aaagcaaaat 
tatttattaa
   422281 acttactggc aaaccgatat ttcgttctaa gctgtcaatt gcatcccaca 
gccatcctaa
   422341 atgatgatat ttggcttctt gaaaatttaa catatagtca atttgatcaa 
cattaaactt
   422401 attaatcatt atgcccactc taaatgtttt tcaccatttt taagtgtata 
gacccagaca
   422461 ggtcttaatg gacaaaaatc tttatcataa acaacaagcc aagttccgac 
atcaacaaca
   422521 cctaattcct ccgcatgtcg ttctgattga gggaatgata gtttgaacca 
ttccaattgc
   422581 tcagagatag gcatgtcata taaaatttca tcattttcgc ttttagcaag 
taataaatca
   422641 ccatttttca ttaacttttc taaaatatag aaaaatattg ttttttttaa 
atcaaagtta
   422701 ttgtccacaa tttcataaaa ttctaaatca ttacctaatc gactaattga 
tagccaaata
   422761 ccatctaatg cctgaaactt aggcgatttc attaattcat taaaatgttt 
atcaattaaa
   422821 ttaaacatta tctactccat tatctaaact taatttctat tttttcttta 
ggagataacc
   422881 ctaacgaatt attaatacct ggattaccct gaatatcaat tgtccatcta 
gctctagtct
   422941 gacttgctga gcttgaaaca cttcgtaagc ggatttgttg cccattaccc 
aaagttgcca
   423001 cataaatttg tttatcacca ttacctaccg ctttaagagg aaccgtacca 
gctaattgct
   423061 gcgcatactc tttaatatta ttagatgtta atttttggct atccaatata 
acagttgtct
   423121 gactatttac aggattgtag ccttttttaa tgtctaaccc tgcaattgtt 
aacgtatttc
   423181 ttgagttggt ctttgtaaaa agctctgcaa tttctttttc aggggcaata 
tacgtcacac
   423241 gtttaataac ttttttgcca ccttctgaaa ctattcctag acctttactg 
gttaaatttc
   423301 caagaatggc acgctcaaca taagccgtac ctttttcaat agctaattgc 
tctaaagatt
   423361 ttttaccatc aacaacatct tgtacatctc tataaatttg gtaagcacta 
taagctctat
   423421 ctgcaatcat tactgcagca attaatggca cccaaaaagc attattagta 
acagctgttt
   423481 ctgaggcttg ctgtgcaata gcagtatcat atcctgttgc tgccgctatc 
gtaacagcca
   423541 ttgcattact aatattagtt attaattttt gatcactaga atattgtttc 
atatattctg
   423601 caacactttc accaacagca gcaccaattg caccagcgat acattcacca 
cctcctatcg
   423661 cagccccagt acaacctgct gtagcatgag caacttggct taaaatattt 
ttcattaatc
   423721 catcagaaat aatttcttta ttcaaatgaa tctgattcgc catcgttcct 
tgaatagctg
   423781 tccccaatga ctgataaagt aaatcctcta aaccatctga gaagctttct 
cctgtaatag



   423841 ttgaatttat tcctgtcctg attgttgttt caataattgc cgttgctgtt 
tttgctgcga
   423901 gattcattaa tacgtcaggt gtattaccca aggctttcaa agattgcatt 
gtggctgtac
   423961 caccaacttt atctaacaat ccagctgtca ccacggctgt tgctaaattc 
ctaactgtat
   424021 ctttagaacc caaatctttt agcgtctgtg taacatttcc ctgattattt 
actaagccga
   424081 tagaggcttg agttgctata gaagttaaag ccgcattaac cattattcct 
gtggtggtat
   424141 aagtcgttac tcctgctgct gtagtagttg ctaaagtcat tccaccaaat 
gttgtaattg
   424201 ttcctcctcc agctgcagct acagtagttg tccccactgc tgctgtggtc 
gttcctgcac
   424261 cagctgcggc agtagtccca atcaatgctg ttcctgctcc ataagttaaa 
acggcaacaa
   424321 taattgcaat aattgctgca ccagcacctg ttaaaccttg tgatttataa 
tcccaatctt
   424381 tttgggttaa taaaactgtt tgccaatcaa catcttttcg gttaactaat 
tctttaagat
   424441 atgcatttcc tggctgatta gccagtttta gaatttcatc ccgcaactca 
actttattag
   424501 cgtctttttc actgattgga acttgcacac tcaaaccacc agcggcttta 
aaggtaggta
   424561 aaactggccc attaaaactt ggtagctgag cagtttcagt aattgagcct 
ttatcttgca
   424621 ttgactgcca gactacagaa ttcttttctt ttttaactag gtcagtaata 
gatgttttcg
   424681 cggcaatgag atctaactta ccaccagctt cgatagttgc gtcttttaaa 
tattcaaact
   424741 cggttccaac aagtcgggta tcaaatcctg atttagtacc aatgtaatct 
gcctttaaga
   424801 ttgcaggtaa ttcagtaacc tgcgtacgag ttgcattagt tttagaagta 
ttgtatttaa
   424861 ttccagcaaa cgatgatttt tttgtaatat ctacattact atcagaactc 
tcttcgactg
   424921 tataaaagtt aagattcccc ccagaattaa tcgtaatttt tccaccatca 
gcagtaaagc
   424981 gcccagaata aatatcaata ttattatctg gatttttagc atctacagat 
ggatctagtt
   425041 ttttcgtttc aataaaaata ttttttccag aaatatcaac tgaagctgca 
ttagtatcat
   425101 tactctcagc tacagtcgta atatattttt tctttaaacc accccaagat 
tttttctttt
   425161 cagtagttat tgtacggtca taactttgtt caactgcggc atcaaataaa 
atacttttat
   425221 ttgattctat ttttacgtca ctattttttg atgtaatacc tgtggcttgt 
aagactagat
   425281 tatcatcttt agttttacct acagttctta tgttaacccc tttatcacca 
ttaataatgg
   425341 tagggctaac taatgttcgc atactataat tatcgtcatt ttcatttcct 
ttatcataga
   425401 aatctgtatg accatcaata ataatacttg tatttaatat tcttggctgt 
gaattagtct



   425461 ctgtagtggt tgtagattta tactgttcgg ctaaaacacc acttgcttct 
aaatttacct
   425521 gccccgtttg agcagaaata tttcctccac taatagatag tcctttagca 
gatgtaatat
   425581 ttatatttcc tgattttgaa gttaatttag tttcagtatg ctctgaacca 
tttatactat
   425641 ttttaaaaaa acttatgtta gcttccacat ccttaataat tactttaagt 
ttgttagatg
   425701 gaccatttat ttctggatat ttttcctcta aattattttg cattattgtt 
atttcatcca
   425761 ataacttttg gcctactcct ttagtaaaag gaagtttcat catttgttca 
attttttttc
   425821 ttttctcaag aatactatct aattctgact tataatcatt atatctggct 
ttatttatta
   425881 actcagactc ttctttaatt aaactattat ttaaatcttt caactcatca 
ttaagttctt
   425941 tcgtatattt tagactaaca acttctttaa gactattttt tatcccatca 
atcagcactt
   426001 catctttact tgaaacgatc ttaatatctt tttgcgcggt taattgtgaa 
ccttgaatat
   426061 caactttagc accctctaaa ttgataccac catttgctgt atccaactta 
acaacttgtt
   426121 ctgatccatt ccccgcagta ccgccatagc cttttaaagt caaagtgcct 
gttttagaaa
   426181 caagttcaat atcacctacc gcctttaagc tataaacttt tgggtcaatc 
gttaagttag
   426241 aatttgtttg aatagttagg tcaccattta aactatttaa ctttgtatca 
ttcttaagta
   426301 aatcacttcc gaccgcattt aagttcaatc cagtctgacc tagaataaaa 
ccacccgctt
   426361 ctaatagaac agctccgccg gttaaatttg tattttgtaa tacttggttt 
cctgtagccg
   426421 ttacagaggt gacaccctta gatgttaagt ttgttacttt attcgcaatc 
catttggtcg
   426481 ctggcgtata ctcagcattg ctataaaccg tacggccaga gcttactgcc 
agatgctggt
   426541 ctgaagtagc attcacgccc tgtaaagtca gtaaatcttt tgcatagagt 
tcagtattac
   426601 cttttgacgt taatacgcta tcgataattg tactcatgcc tgctctacta 
ttgatcgcaa
   426661 gtttaccaac cgtagagcct agatctgtat tttggatttt aatatcggat 
ttgctatttt
   426721 ctatcgaaac agtttgtcct tttaaaacat tatttaccgt tttaaatcgg 
cccgtatccc
   426781 cagtaacaac tacatcatta ttagctttta aatttattcc attattactc 
gaaactaata
   426841 tatcgccctg acttgcatta acttgtaccg attgcaagtt aacggtgcca 
tcaccaatcg
   426901 agccaagtgt tacccctttt aagccactaa taaccgtctg atcagttgtt 
aattcatctt
   426961 tatcagctga aggcatcgcc ttgcttgtct gggtcgagtt taaatttata 
tttttattcg
   427021 cgagtataga aatctttcca gccgaagatg tggcctttaa gctatttgca 
gtaactccac



   427081 cagcaagtgc ggttagatta atatcacctt gagccttgag tgcctgactt 
aaaacaagat
   427141 cagcaatttc agaactcaca tcaatattct tttgtgaggt caatgcacta 
ttgagtgcta
   427201 tttgattggc atgtagttga atactatctt tattcgagat ttcttttgcc 
gtaacggtta
   427261 aattattggc tgcatcaagc tgaaccatgc ctgtaataag gggaagtgcc 
ttgtcagcat
   427321 tgttccagac cagatcacgt ccactgtagg ctttaatgtt tttaactctt 
gttgcagcgt
   427381 tttcaagtga aaatccaaga ttctttaggt ttaaatctcc tgaactataa 
aggttaagat
   427441 ctttacccgc ataaatcgtt ccgccttgaa gatcaatcag gttttgggta 
ttagctgaat
   427501 ttgcttgtag attgattgaa cctaaagatg cctgtatatg gttctcagta 
agtgataact
   427561 taccattact taaaacattt aaatctttgg cagcaatcag ttttgcgcct 
ttggctgcaa
   427621 ccaagtcttt ttgtacctgt atgcttgctg taccacggtt actggtgatg 
cctgcgttag
   427681 ctgccagatt gatgttcgct gcatcaacat atacatcccc gctctgcgca 
tcattaaaaa
   427741 ttcgactatt agctgctaaa tttaaattac ctttagtatt gatcattaaa 
ggagaggaag
   427801 ccaagctacc gttattaata ataatttctt tagcatttac attcaggtta 
ttacctgaat
   427861 cgatatttaa catgctatta ctattaatac tacctgatga gttgatatcg 
gcagctgcac
   427921 ccgtacccgt tgtttgtatg ttcactaaac cttgagtttt actgttcgaa 
ctgattgtac
   427981 cactgtgttc aatctttccg gcactggtaa ttaccagatt gtttactgct 
tgaatagtcc
   428041 cagcgttagt cacacctaaa cctttttcag ttcccatcaa ataaatgttg 
ttggcataca
   428101 tcccacccag tgctttaaca tccacagcca atgttggtgc tgttccagta 
cctgttttag
   428161 ctgtaacatc ctgtaaatct gcactgacat tatttgcccc ggcaatcacc 
tgaatatcat
   428221 ttttagcacg tagctcagca ctaagctcta atgcacgcgc atagagatcc 
acataatttg
   428281 catcgttatt atttccaccc aaaccaaatt tagaattagg gtttgctgag 
accgtaattt
   428341 ttccttggtc aaccgtaaac tgcttgatac tgccatcagc atttaactga 
ggtttacctg
   428401 tggtgaaaat tgccttgttg gcattaataa agccaccacc tttaatacta 
ataccagacg
   428461 ggttggcaat aatcacatca gccatttgcc ctgcaacttc caagttcccc 
tcaaagcgtg
   428521 aagcggctga tgaatttact tcatttaaaa taactcgtgc ttcacctgta 
gctaaaaatg
   428581 ggttcgctgc aacgtttcct actgtttttg tcgtagcacc ctgacggctg 
ttattgagta
   428641 ctgcaccttc agccaacaca tcaaactgtt tataaatatt atgggatatc 
ccattttttg



   428701 gagtttgaat attaacgaca ggaacgactg tacctgctga gttctttcca 
gcaccaataa
   428761 ctgctctatt cgcagcattt gcggcactgt ccgctacaat acccgcatac 
acaggtgcta
   428821 aaggcatcca caggctaata ctggcaacca atgctttcac ttgccagagt 
tgatgaaatg
   428881 cctgagattc agttttatca atattgctct gggtacttac ttcactttga 
ccagaagtct
   428941 tggtttggct tcgtacattt tcggccaccg ccacaaacat ttgacgtgct 
ttgctataaa
   429001 taatgcgata actattcttg ttcatgaatt aagtcttttc taaagtaaat 
taataagaga
   429061 gattgatact aaaaccggta atccagtctt tttttatgct gtcaggtgca 
atcagcccgc
   429121 gacctgtaaa ggcatccaga taaaaactat tttgataggt gcgcagacct 
aaaacactcc
   429181 cgagtaaata acgctgaccc ggtatgctat tgcggccatt tacccagccc 
tgatcaactg
   429241 ccatgtaaaa ctgggtattt ggaattggtg cattcaagct gatttcttgc 
tgtagatact
   429301 ggccgttatc tcctgaaagc atgagttcac catcgaagcc acgcacgcta 
tagcgcccac
   429361 caatataaaa gcggtcattg ggtactaaaa ttttaggtgc atattgccca 
cgccagttaa
   429421 gtcggtactg ggcaggttta tcgagcaaaa gaaatggggt gatataacgc 
agatctgcac
   429481 tccaaagcgg agcacgggag taaccttcaa caggaagatg gtttccgtaa 
acatcggtaa
   429541 tattttcttc tggtgcagtt cgggcaccca cccccatccc acgacggtaa 
tcgatgctgc
   429601 cgtctaatac cgcatttcct aaatattgac ggtgttgaac gcctaaattc 
cagcctgagg
   429661 ttcttcggtg taaaacatta atttcaatat cgtcaataaa actttggctt 
tctttatgat
   429721 aaagctttcc atacacgctg gttttatgtt gcccactacg gctaatcaca 
cgagataaat
   429781 ttaggttggc ttgctgactg ttgccatggt aaagcagtgg accattccct 
cctaagactg
   429841 tttgcttata ttgatagtca ttgtagctaa aacctaaatc ataataacca 
acaggcaact
   429901 gataactaat gaaataactt cggtttaaat cttcatgaaa gttatctaat 
gagtgactca
   429961 cgtttaacga taaaatatca tttaaatgaa acgggttatt gatacctatc 
ccaatattcc
   430021 ccatataggt accagtgtcc tgattacccg aatcatctac acttaaattg 
aaattaactt
   430081 tttgtagtgc ttgaagtttg agtattaaat cgctatagcc cgttaattct 
ttatcttgag
   430141 cagttgcggg agtaatttgc atatctaccg catagacacg ttttagattt 
tccagcccct
   430201 gatcgagcct ttttaggttc acaatgtcgc cagctttaaa tggcaaccca 
gtcttaagct
   430261 gtaatgagga aatttttcct tcttgtataa caatcttatt taagcgtccg 
atttgtatac



   430321 tcaggtttag attcccctga cttaagtctt gcggactcac gacaatttga 
ctggtaataa
   430381 aacctttttt taaaagttcg ttttgggcat agttcacaat gttatgcaaa 
ctttgggtac
   430441 caatacattt acccagaata tcctgtgggt gtttttttat ggccttaatc 
acaaagttaa
   430501 attgctttaa gtcagattcc gactgaccaa ttaaagggat aagactaatt 
tctttaaccg
   430561 ttacgcatgg gctttcttca acaaccagat gcttaaagtc ctgtaatggc 
ttggtgtttt
   430621 gataatgagt ttgctgagca agctggtctt gtaattgttg gttaagctct 
tttaaacgct
   430681 gatcttgcaa tacctgactg ggtaaagaga catcttcaat cgcataaaca 
tattgatgaa
   430741 aacccgcaaa aaaaataata gaagaagtta taaagttctt agttaacatc 
acatatacag
   430801 aattgtacgt ataagaactt tattttacac aaaaaaacat attattcaat 
ttttctctat
   430861 gtttatgtaa tatgaaattc ctagtaatta ttaatattta tactgtttga 
gcctatttta
   430921 agtgtgtatt aggaatgatt ttgctaactt atgaacaaat ttggtaaaga 
aacttcgtct
   430981 tcaattattc cacataataa cttaataatt tagatgaaaa tcaaataatt 
aaatttttaa
   431041 aaacctctcc accaccacat ccctctcttc caaactcttt gagcttaaaa 
tctggaacat
   431101 caagccatca attaggttta aaaccaaatt ggcattgggt tttaatgcat 
gggtctctaa
   431161 actaaaaatg aggtcaaaaa tctcatgaag tagccatttt ctatactcaa 
ccgccatacg
   431221 gtaagcgctc acatacatat gtttaatttc aaaaaaggct ttaagcaaaa 
ggtaatacag
   431281 gctattaaac ttaacatgta agtttataat ttctttgagt ttgtactttg 
aagtgcggta
   431341 acgacttgag taaataatgg caagtacttc ttctttcagc aggctttttt 
gaaaagcgat
   431401 gcacatttca attaaccgtt cttttgagtg aaagtaatta taaaaagtcg 
ccttggttat
   431461 tttggcttct ttaataatta ggtctacgcc cgtcgtgtga aaaccgtaag 
taacaaatag
   431521 acgtatggca gtatgaataa cctgtaattt tttggaagaa gtttttaaat 
tttgcatagt
   431581 tttaccgtta taaattcttg ttgtttctaa aagagattaa aaagcctgtg 
ccttttctgg
   431641 gagaaaaaaa ggcacagcaa agccgtaaag actgtgcttg gcacatctca 
agttttattg
   431701 ttgctaagtt ttggtcgtga cgatttaaag cctgaaaagc ctataggcaa 
tcaagcttct
   431761 ttaaagtgtt ttaagttgtg tcgagataga ttttgacagt gactgccaat 
aatttatgaa
   431821 tgtgcatagc caactccttc ttttgggagt tctgccgaaa cattataaat 
tatggtggca
   431881 gaacggaagc gggttgacgg actggtttca actccagcac actcgaaagt 
gtcccactcc



   431941 cgtcctaccg ctacgggagg gaacgaggtg tgcacacaag actcttcctc 
agaagaaata
   432001 atcctgatgt ggttgaaata gcggtccgtc aaaaccgact ggcaatgtag 
gccagcccgc
   432061 aaatggtaat cttcaatatt tgagctgtca atgtgaaatt ggctagaaat 
tatttaatta
   432121 attattgttt ttcatttaat tacataatta aggaaaacct taaatattgg 
cttaacaatt
   432181 tgcttttata acagcactct aacgctttct ttttattatg actgcgcttg 
ctcggccata
   432241 aatattttaa attttgagac taaaaaagga ggtattagcc tcctctttta 
attcaaactc
   432301 tcaacatctg gtggtaatta aataccttta tctgccagta ttactgaaga 
ttctttgagt
   432361 acgttttagt tgatatttgt acgatctctt tcttttctag acgatttaac 
aatgtgccaa
   432421 atattgcagc aacaatgtac ataaataatg aataaactgc tgctggcata 
gcggccatac
   432481 tgcttgccat tactgtaaaa gcaatggtca tggctaaggt actgttatga 
attccaattt
   432541 caaacgcgca agcttttgcc tgaaagctat ttacacccaa taatcgtgga 
acaaaatagc
   432601 caaccattaa actacatacg caaaacagca aagttgccaa tccaatttgt 
ccaatatatg
   432661 tcatcagatt ttggtaatct cgcgcaactg ctaatatgat gatcgatacg 
agaaaaaaga
   432721 tagcaaagat acgcacaggt ttattgagct tttcagccgt atgcggcgca 
aaatgacgga
   432781 ctaacatccc gatcccaacg ggcactaaaa taataagaaa aacttgtatg 
attttagaga
   432841 attgcaaacc tacattttgt ccattttcca taaagtgttg tattgcaaaa 
ttcacaatta
   432901 acggaagtgt aaaagcagca atgaccgaat ttatagccgt taaagtaata 
tttaaagcga
   432961 tatctccttt atagagataa ctaaataaat tagctgttgg cccgcctggt 
gacgcagaaa
   433021 ggagcattaa tccaacagca agcatgggtg gtaaagcaag aaccttacaa 
ataataaatg
   433081 caataccgac taaaataacc agttggcaaa ataatgcgat aaagacggct 
tttgggtgtt
   433141 gtcgcacgcg tttaaagtca tttatggtca actccagacc caaaccagcc 
ataataattg
   433201 caagtgcaat tggtaaaaat acggtaatta atcctgaacc cataatctca 
ttcctttttt
   433261 catttattta tagagcttct agccccatac acttatgttt ttaattaaaa 
gttcttatta
   433321 aacttttagt tcttttctta aaattttacc cacattcgac ttgggtaatt 
cattgataaa
   433381 ttgaatatag cgtggttgtt tgtagccagt caggttttct tttgcataga 
tttggatttc
   433441 ttcaaccgat aaagagtcat cttttttgac aataaaggct ttcggcacct 
cacccgattt
   433501 ttcatctgca atgccaacca cggcgacttc taaaattttt ggatgttggg 
ctaaaacttc



   433561 ttcaatttcg ttcggaaaaa cattaaagcc tgaaactaaa atcatgtctt 
ttttacggtc
   433621 aataattttg gtgtagcctt tttcattcat aaagccaata tcacccgttc 
taaagaaacc
   433681 atcagcagtc atgaccgctt tcgtttcttc aggtaaattc caataacctt 
tcatgacctg
   433741 cgggccacga attgcaattt caccagtttc accgggcgct aattggtgac 
cttcatcatc
   433801 caaaattgca atatccgtgc tcggtacagg aataccgatc gtaccactaa 
aagtattaga
   433861 gattggcggg ttaaaggtcg ccacaggaga agtttctgat aagccatacc 
cttcacggat
   433921 aatacgtcct gtcagttttt cccatccatc ggcagtggat ttcaaaattg 
ccataccgcc
   433981 gcccgtggta atttctaaac ggctatggtc caacttatta aaggcttcat 
gattaatcag
   434041 tgcattaaat aatgtattta cagcaggaaa aaccgtggga cgatattttt 
caaaacaatg
   434101 cacgagagca tctaaatcac gcgggtttgg aactaaaaca gtggcataac 
ctttattcat
   434161 tgcactgtgt aataaacaga cagtaaaacc aaaaatatga taaagcggta 
aggcacagat
   434221 cgctatttca tcttcaaaag catctcggtc accaaagtag cttttgaaaa 
ccacattatt
   434281 ttgtaataag ttggcaacaa tatttttatg ggttaattct gcgcccttgg 
atacacctgt
   434341 tgttccgccg gtatattgta aaagcgcagt gtcctcaaga ataagcttag 
gacgtatata
   434401 gtcttgggca tttgtcttca ataagatttg cttaaaagcg tattttttag 
aatctaaggt
   434461 gtctaattca gtaggttggt caactaacat ttcagtcatg gtagtggtaa 
taatttgttc
   434521 aaccgacact tgttctttga cagcatcata aacaggtaaa aactgttcta 
atataaataa
   434581 gacttttgcg cctgcatcat ttaattgatg ctttaactcg cgtgctgtat 
agagggggtt
   434641 aatattgacc agaatataac ctgcacgaat gacggcaagt gaaataattg 
ggtactgaat
   434701 aatattgggc atcatcacgg caacacgtgt acctttttct agccctaaac 
tttgcaagaa
   434761 tgttgctact tttcgactat ataaatcgat ttcagcataa gaaaaagatt 
gatctgcaaa
   434821 tataaaagcc tttctttgct ggaacttatt aaaactgttg tcccataaat 
cgagaagtga
   434881 agtttgttca tccggcaatg taatggtgct ttctatattc cattgcttat 
attcgtctaa
   434941 ccagatctgt tttgtcatct tattgtcctt ttatgagagg gagaaatgga 
actgttccta
   435001 ctccactttt tatattttct ttaatctctt aatctgctta ctctcgtgca 
gaattaaact
   435061 gtttatataa ctaagcgatc catcaaatag ttgaattaaa atttataacc 
aattttcaaa
   435121 ccgtaaccga ttgaatagtt atttttatat tcaccaacat aatattcact 
gcctgcttga



   435181 gcaccaagct gtcctttggc atcaccgagc catagatact tcattccacc 
tgaaataaag
   435241 tattttgaag ttggactata ttgcgcacca agaccaacac tgtaataacc 
tttagctggc
   435301 ccacctgtgg acacccgctc acctgctccc gagtcccagc ctacagaaac 
tgaacctgac
   435361 catttatcgc taaggcgttg tccaattcca agattggcag accattgatc 
atcataataa
   435421 cgaaccagat taaaaccatt tggacgactt ggcattgata gaactccaac 
aacttctgag
   435481 atttcaccga aacgatacgg tttaaactca aaatcattcc agtgaaccca 
acgcacgtta
   435541 ccgaacaata aagtaccttt gcgtaatccg gtctgaaatt ccaaattcac 
tgactctggc
   435601 gctctaaact tagttgagcc tgatgtgcct gcttcaggta aacccgcaac 
aatacgattg
   435661 agtgcctcct tccgcgattc agtgagttgt cctatagaaa ccatatacgc 
caaatgctga
   435721 tcaagaaaat cacggccttg ctgcgtactc aacatatcaa ccagtggcgc 
attttcatta
   435781 gcagtcactt catgcataat ttctgaacga taggtcaatg aggctttaat 
ggctttttcg
   435841 ggaatttgat aaccaaatcc tgccagccat ccccaatctc caacttcttt 
ggcattaaag
   435901 tcatagccat tatataaact gaaaacttga cctcttaaat tgacgttact 
tttaaatgtc
   435961 tgataaacag gacctgcata aaaattccag tttttatccg gttgataacc 
gaatatcaga
   436021 ctaaaatttt gcataacaaa attcgatttg gtgttccctg ttacggcttc 
tccaccagtc
   436081 ttttgggcaa gtgttgctga atcaatgccc ggtactaaaa tcgtatcact 
cggcttagca
   436141 acaaagctgt tatttccgta atattcagag tcggaagtaa atggctgatc 
gtaaagaaaa
   436201 ccaaatgaaa actgaggtgc taactgtaat ttcaaggctg cactgggacg 
ataatcagag
   436261 tttgcaatat cagaaatact attacgtgtt gggtttgtac ccgcttcttg 
tccttctaat
   436321 gaagtgtctg aaacagataa acttgcctca aaataattac caggttgtag 
aaatgcagaa
   436381 attgattgtc ctgttcgatc aaatgctgct gcatagagtg ggctcgtaca 
aaatgaagcc
   436441 atgaccatga ctaatgtttt ctttttcatc ttttaatccg tcctagattt 
ttatttttac
   436501 ttattagggc gctctttact gaacgcctga tgtttgtttt tacatagtga 
ttcttattag
   436561 gtattttcta taaaatcagg ttgttctcct tttctgtcaa acggcgcggt 
taaggaatgg
   436621 ttcttactag aaccattctt ctgacatatt gagtggagtc gtctctaccg 
gatcaagtac
   436681 cgctaaccaa cttataattt tcggcatttc ccagccaaag aaataatcac 
acgctgcaag
   436741 cttcccatac agaaaatcag gatctgttga gttcggcatg agtttatgaa 
tgactaccgc



   436801 ttgatcaagc cataaccacc ccactacaag atgcccaaaa gcttccagat 
aattggcggc
   436861 atttgccagt tgaagttcta catcggttaa tgcatgcaat ttctctgtta 
catttcggat
   436921 gagttgccac ttttggtcta attgatctgc atgatctttt aaagaaggct 
cagctttggc
   436981 ttgtgcgatc gtattcatga ttttttcatg taatagcttc atcgacagcc 
cctgattaag
   437041 acgagttttt cgccctaata aatcgagtgc ctgaatgcca aatgttcctt 
catgaatcgg
   437101 gttaagtcga ttgtcccgat aaaactgttc aacattatat tcacgggtat 
aaccgtagcc
   437161 gccatgaact tgaatagcta aatcatttgc cacaagtccc cattcagaag 
accagctttt
   437221 cactactggt gttaatagat caagtaattg atgggcttga ttgctttgct 
cggcatcttc
   437281 aagggagtga atatcatcgg ttaatcgggc tgcatatagg cacagtgcta 
atgcgcctga
   437341 gacatatgct ttttgcgcca agagcatacg gcgtacatct gcatgttgaa 
tgagcgggat
   437401 ttgtggggaa cttggattgc gttcactacg agagcgacct tgtactcgtg 
tttttgcata
   437461 atctaaagca tgaagataac ctgtatatcc taatgctgct gccccaagtc 
caaccgaaat
   437521 tcgggcttca ttcatcatat ggaacatata ggccagccct ttaccagctt 
cgccgactag
   437581 ttcaccaatt gcgcctgctt ctccttcggg tgtgaaacga ccttccccaa 
aattcagcac
   437641 acaattcact gttccccgat aacccatctt gtggttaatt ccagctaata 
ccacatcatt
   437701 gcgttcactt ggctgtccat tttcatcgag taatttgcgc ggtacggtaa 
acagagaaat
   437761 gccttgcaca cctgctggta attgtccatt ttcatctgga atttttgcca 
aaaccaaatg
   437821 aacaatattg tcagagatat cgtgctcgcc acctgaaatc cacattttgt 
ttccaaacaa
   437881 acgataacga ccatcttttg ttttaatcgc acgtgtacga atatcagcca 
gacttgaacc
   437941 tgcttgcggc tccgataaac acatcgttcc gaaacatttg ccttctatca 
tggcgttgac
   438001 atagggttta actttttcag gttcaccatg agccattaat aaatttgcat 
taccaatggt
   438061 taaaaaggca tagcccgctg ttcctgaatt ggcaccgagt agatatgcca 
tacctgcacg
   438121 ctcaatggta ttgggtaagt tcattccatt ccaatctgac ggaaacgctg 
cactcatcaa
   438181 acctgcatca gcaaaggcct taagtgcgac cccgacttca ggattaacag 
ttacacgttc
   438241 accatcaaaa acaggttcgt tactgtcatt ttttttatta tgaggagcaa 
ataaatcggt
   438301 tgccaaagcc tcgtaaacgt ttaaaacaga tgtatattca aaacggtcct 
gtcctgcaaa
   438361 agtatcgcgt tggctgagtt cttcgacttt tagccagtcg aatagcaaaa 
aatcgacatc



   438421 acggcgagag agaattaatt cattgctcat ggtttattcc tatacattta 
caagtgtaag
   438481 ccactcggcc acaagtgccg gttttgcctg atcttcgatt tcaatcgtga 
cttccatgat
   438541 caactgataa cttccctcat ttttttggga aacatttttt aagtgaaaat 
ttccacgcac
   438601 ccgcttaccg ctatatacag gactaataaa acgcaaatta ttgatgccat 
aattcacgcc
   438661 agatttctgc ccctgtacag tcggcaagac ttgagcggcc atcgctgaaa 
gtaaagagag
   438721 tgttaaaaaa ccgtgggcaa tcgtgccacc aaaaggtgtc tggcgagcag 
cttcttcatc
   438781 cacgtgaata aattgatgat cttgtgtgac atccgcaaag gtgttaatca 
tgctttgatc
   438841 aatggtcatc cattgcgagc tacctaatgc ttgaccttgc aactcaacca 
gttggtcgat
   438901 gcttaatgta ttttttgtca aaattactct cctgccatta atgaagcttt 
tttcagctca
   438961 agctcaccct gagcgcctcc tctgacaggc acaaactcat ctgttcggtc 
tgaaacatca
   439021 gctaaacgtt gtgctaaaac atgcggaact tgttcatccg tacctaaata 
aattccttgc
   439081 gtaagggtaa tgtgggcagc ttcaaaacta cctgcgccag cacaaagaat 
catacgggta
   439141 ggtgcatctt cgctaaccaa agtcgcgatt gcaggactga ccgcacttgg 
agcaagagct
   439201 ttaagggctt cttcgggtaa taatccttca agcatacgag ttgcagctgt 
tggtgctaaa
   439261 caattcaccc gaacattaga tttttcaccc tctaaagcca gtgtctgcat 
gagtccaacc
   439321 aatgccattt ttgcagcact gtagttggac tgcccaaagt tgccatatag 
accagatgat
   439381 gaagtcgtca taacaatacg accatatttt tgctcgcgca tgatatccca 
taccgctttt
   439441 gtgcaattta ctgcccccat taagtggaca tcaatcacgg tacgaaagtc 
atctagtgac
   439501 attttgctaa aagttttatc tcgaagaatt ccagcgttat taattaaaat 
atctacacgt
   439561 ccccaacggg caatggtttc atctaccatc tgttgaactt gttcaatatc 
agtgactgaa
   439621 gcaccatttg ccatcgcctc accaccagcc gcaataattt catccacgac 
tttttgggcc
   439681 gccatggttg agccaccttt tccgtttaca tcgctaccaa gatcattcac 
gaccactttt
   439741 gcacccaaac gagccagtaa caatgcatgt tcccgcccta gacctgcgcc 
tgcacctgta
   439801 acaatagcca ctcgattgct taaattaatt gtcatgattt tttcctaaac 
atatgaataa
   439861 gatgtattta ataaatgttt taataagctg tcacgccgcc atcaattgca 
atggcttgac
   439921 ctgtgagata tgagttttct ttggcacaca tcatcagcat cattgccacc 
acttcgcttg
   439981 gatggccaag acgcttcatt ggcgaggctt gccctaaaaa gtcttgtttc 
tctttgagtt



   440041 cactgtcgac caccatcggg gtggttgtat aaaatggaca aattgcatta 
actcgaatgc
   440101 ctttatttgc atattcaacc gctgctgttt tggttaatcc caccacagca 
tgctttgccg
   440161 cagcataggc agccaatttg ggagcagcgc ctaaacctgc aacagaagca 
acattcagaa
   440221 taatgccccc accttgttgc aacatctgac gaatttgatg cttcattcca 
aagaacacac
   440281 ctttggcatt gacggcaaaa ctcaaatcca gatctgcttc atcggtatca 
ataaagcttt
   440341 tcataggcgg actcatacct gcattattga tcccgacatc gactctacca 
aactgagtaa
   440401 ctgcactttg caccaaagcc tgtacatctg cttcacagct gacatcacac 
acttgcgcaa
   440461 ccacttccac tcctgcttgg cgtagcggtt caactacggt atttaaccct 
tcaatattca
   440521 agtcacccaa cactaatttt gcaccatact ttgccagttg ctctgccagc 
aatgcaccaa
   440581 atccactcgc cgcacctgtg attaagacca cttgacctga ataatgttcg 
tacattgcta
   440641 ttcctcccta aatagttaaa ccgccatcaa ccacaataca ttcaccattg 
gtgtaactcg
   440701 cagcatcgga cactagatac aatacggtac ctgccatttc acgtggttct 
gcgtgacggc
   440761 gtaatggaat tgtgtccatc caacttttat aaatatcttc attttcaaat 
agtgccgaag
   440821 caaatttggt cttggtaaga cccggcaata aagcattcac tcgaatgccc 
aatggtccac
   440881 attcttttgc aaaggctttg gtcatattca ccaccgcagc tttggtaata 
gaataaatac
   440941 cttgtcgatc tccgggttgc agggcattta cagatgcggt attaacaatt 
gcaccgccac
   441001 cctgttcttt cattaattta cctgcctcaa cagacatgaa gaaatatcca 
cgaatgttga
   441061 cttcaaccgt tttgttgtag gccccaatat ctgtatcgag aatatgacca 
aaataagggt
   441121 tggcagccgc attattgact aaaatatcta aacgaccgtg ttctttacga 
atatattcaa
   441181 aaattgctgc aatatcttcg agtttaccta catgacaagc ggctgcctcc 
gctttaccat
   441241 ttgctgcaat aatttcatta gcaacgcgtt ggcaatcttc aatcttgcga 
ctagatacaa
   441301 ttacatgtgc gccttgttct gctaaaagtt tggcaatttc ctcaccaata 
ccacggcttg
   441361 cacctgtaac taaggctatt tttccagtca aatcaaataa atgtgttgcc 
atatcatttc
   441421 cttatgttca taggttttat aaaaattagt tgtaatcaat gcttctaaat 
gtggttacca
   441481 caagcgctac attcaaaatt cacggtttta atcactctat ttcttacgct 
atttcctgac
   441541 catatctaac ttgttacaat gaataaaatg aattgtttga ataacaaact 
atgaatgaaa
   441601 tgaataataa tattgtctct cttgctcgta ttgacctgaa tttatttcgt 
gtatttgtgg



   441661 caatttataa agaaaaaaat ctaacacggg ccagtgaaca actttatcta 
agtcaacctg
   441721 ctgttagcca tgctttggca cgtttacgtg atcattttaa tgatccatta 
tttattcgag
   441781 atggacacgg tgttgttcca tcacctttag ccaaacgttt atggcctaaa 
attgaacagt
   441841 cattacaact tatacatcaa gcaattcaga gcacacatga ctttgtgcca 
gcacgagatt
   441901 taaagcatct cacaattgct atgaatgatg agtatgaagg aattttttta 
ccctctatta
   441961 ttcagcactt gactcaattt aatcctaatt tgcagttaaa tagcgtacgc 
attgatcgta
   442021 aaaacttaag acatgagctt tctacgggga aaattgattt tgcgattgat 
gttcaacatt
   442081 cagttgaaga tagcattggt tatgaatgcc ttactaaaga tcaatttgta 
gtaataagtc
   442141 gcaagcagca tcccttatta tcaaagacaa acttaactaa agaaatttat 
ttagaagcta
   442201 agcacattac ggtgtcctct cgtcccacag gtcgtgtctt tgaagatttt 
ttcttatcta
   442261 aacaaggtat caaaagaacg attagtttcc gctgccaaca atatgaaacg 
gcaatccgat
   442321 taattacaca aatggaccat ttactcacaa ttcctcaatg tcaaattgct 
cattttaaag
   442381 atacttaccc tcaaattaag gtgcatccgc tacccattga tatagctgga 
tatcagatga
   442441 atttatattg ggatcagcaa aagtcccatg aacaccaaat cgtatggtgt 
aagagccaaa
   442501 tattgcagct tatgaatagt ttataaaata gtaaatttat gacagtaaaa 
ttctattatg
   442561 cttgcgctgc tcatattttt atgtatgatt gagtaatcac tcaattaata 
tttttgtata
   442621 tggctcgtcc tcgaagtgaa gataaacgta atgcaatttt aagtgctgct 
atcgaaacat
   442681 tggcagagct tggcgagcgt gcgtctacct caaaaattgc caaagttgct 
ggcgtagcag
   442741 aaggtacttt atttacctac tttagtaata aagaagagct gcttaaccag 
ttatatcttt
   442801 cgctaaaagc tgagttacgt caggtcatga tgcatggtta cccgactaac 
gctgacttgc
   442861 aaacacaaat gtcgcacatt tggcaaagct atttggactg gagtttagaa 
gctcctctta
   442921 aacgtaaagt gatggcgcag ctttccacct cggaacaaat taccgagcaa 
agtaaacaaa
   442981 ttggtatgca aaccttttgt gacctgactc aaaacattca agaatgtatt 
aatgacggca
   443041 agttaaaaga ttacccgccg ttatttattg cttcaatttt aggtgcgctt 
gccgaagtta
   443101 cacttaattt tattgcccaa gacccttctc aaaccgagcg ttatcgcaaa 
tctggttttg
   443161 aagcgttttg gcatgcagtt tcaatataga taaaagataa ggatgcacgg 
catccttatc
   443221 ttttaatgaa ttaatgagtg agtaaatact catttaaata aatcaaaata 
agcacttagt



   443281 tcaagttctt atttgcacat taggtttgtt ccaataagga aaaaataaga 
tgactatttc
   443341 aaatacaaca gacttgcctg ctcccttaat gccatctcag caacacaatg 
gcaaatttag
   443401 aaatacacgt ccaaaccaac acaagccttc ttttggcaaa acgcttcaac 
tcatgtggaa
   443461 gtttttattt aacaaaccca aaggcactgt tccaaacaaa gcaattcctg 
ttttaagttt
   443521 gtcgaaagaa caattattaa gtgcgcctga ccggtctcta tttcgtttgg 
gccactcaac
   443581 tattttatta aaactgcaaa atgagttttg gttaaccgac cctgtttttt 
cggagcgtgc
   443641 ctcacctttt caatggattg gtccaaaacg ttttcaccaa ccaccgatta 
gcattgcaaa
   443701 cttaccaccc attaaaggcg tgattttgtc gcataatcac tacgaccatc 
tagactacca
   443761 tgcggtcatg cagcttaacg ataaagttga gcatttctta acaccacttg 
gtgtaggcga
   443821 cacccttatt aaatggggaa ttccagcaga gaaggttcag cagctcgact 
ggtgggacac
   443881 tacacatgta gatggactcg aactggtggc tacccctgcc catcattttt 
caggccgtgg
   443941 aatgggtgat agcaatgcga cgctttgggc gtcgtgggtg attattgata 
atgacttacg
   444001 tgtatttttt agcggtgaca cgggatattt tgacggtttt aaagagattg 
ggcatcgtta
   444061 cggtcctttc gatctgacca tgttagaaac tggtgcttac gaccccgaat 
ggcccgatgt
   444121 tcatatgcaa ccagagcaaa ctttacaagc acatatcgac ttaaaaggac 
gtcatttgtt
   444181 gcctatccat aacggtactt tcgacttggc gcttcatgct tgggatgacc 
catttgaacg
   444241 tatcgtcgct ttggctcaac aaaataattt agcgattagc acaccgcaaa 
tgggtgaatt
   444301 attgaactta gaggaaccaa atattgaaaa ttattggtgg cgttcgtaag 
ttttccgata
   444361 attttttaaa ttatttatcc tattaaattt caatttaaag gtatttaaat 
tcagttatat
   444421 accctacaca tctagcctca ataccacttc caaataaaac taggacaaac 
tttgtcttag
   444481 ttttattatt gactataaac acagactaca ttagtctgtg tttatagttg 
atcaattatg
   444541 aaattaaatg gcttatatca ctagtagcgt cgagtatgcg attcactgtc 
ttcttttcct
   444601 tgtgaacaat gaagataaac ctttgagtag taaggatctt gctgaattac 
aaggagtctc
   444661 tccgagtttt atggccaaga tttttcctaa acttgaaaag gcaggtctgg 
ttgttgctca
   444721 agaaggtgtt cgcggcggct atttactggc tcgatctgct cacgaaatca 
gctttttaga
   444781 tatcgtgaat gcaatcgaag gtgaaaaacc gctttttgag tgccaagaag 
tgcgtggtaa
   444841 atgtgcagtc tttaacaatg ccccaccaga ttgggcaacc agtggtgtgt 
gtgccgtaca



   444901 tgctgtcatg ctacaagccg aaaaagctat gcgagacgca ttaggtgctc 
atacacttgg
   444961 cgatattgca gaccgttttg gccgttatgc ccccgacgta ttttttagtg 
atgtaaatgg
   445021 ttggatcaac gagcgcattg aaggaagaac agcaaaaatg cggaaaagta 
aaatatcgcg
   445081 ggatactccc gactaatgag ctaataagcc tcaaatacta aagtaaaaca 
tccctaatcc
   445141 gttttaaacg ccttctcaga ttttttcgga caatcagaga atggattcgc 
tcaccctaaa
   445201 ttttatgatg agctggaacg tgttgtccga aaaatcgatc aaaaggataa 
tccaatgagt
   445261 aagcgtatta ttattgctgg ttctggcttt gcaggtttat gggctgcact 
cgctgcacaa
   445321 agagcaatcc atttagcatc acaagaacaa aacattgaag tgatgatggt 
ttcccctagt
   445381 ccaaatgtcg ggattcgtcc tcgtctttat gaggccgtgc ttgaaaacat 
gaaccctgat
   445441 atttcagagt tattaaccgt ggttggggtt aaatttctgg caggttgggt 
aaataaaatt
   445501 gactcaaacc aacagaccat cgaagttgca accaccgatg gcaacaagca 
aaacttaagc
   445561 tatgaccgtt ttattctggc aaccggaagt accactttta tgccacctat 
accaggtcta
   445621 aaagaatatg gatttagcgt aaatacatta gaagatgctg gaaaactaga 
tcatcatctt
   445681 aaaaacttag ccactaaacc tgcaaatgca gctcgtaata ctgtagtcgt 
tgctggtggt
   445741 ggtcttactg ggttagaaac cgtgaccgaa atgcctgaac gtttgcgtag 
cattttaggt
   445801 gaaactgatg tccgtgtggt tttggttgac tcctcaacag aaattggtgc 
agcaatgggc
   445861 gaccaagctg ctagtgttat tcgagaagcc cttagcgaac tcggtgttga 
aggtaaagct
   445921 gggctaagag ttactgcgct agatgccact ggcgtaacgc tttctaacgg 
cgaaaaaatt
   445981 gaaacagaga ccgtgatctg gactgccggt atgcgggcta atccacttgc 
ctctcaaatt
   446041 gctggtgaaa aagataattt aggtcgtttg attggggata cttatttaca 
tgcacctgaa
   446101 gcaaaaaaca tttttgtgac tggtgacact gtaaaagttc caaccgatga 
tttaggcaat
   446161 tttaatgtga tgtcgtgcca gcatgctatg agcttaggcc gtgtggcggg 
ttataacgct
   446221 gcggcagaat tggttgattt accacttcat ccatacagcc aaccgaagta 
tgtgacgtgt
   446281 gttgacttgg gtccttgggg tgcactttat accgaaggtt gggatcgaca 
agttcaattt
   446341 gtgcgtgaag aagcgaaaaa aattaaacag gaaattaata ctgtttggat 
ttatccacca
   446401 gttgctgacc gtgaagcagt ttttgcaata gcaaaccctg attttgtgat 
tgttccttaa
   446461 gcttaatttt tttgatcaat ccatttattt aaaaacccta aaagtaagac 
catcgttggt



   446521 tctactttta gggtttatat ttgaattatt aaattatgac ttttctagct 
cttctattat
   446581 cgctaaagcc gtcttcttag ctgaaaacgg gttttgacca gtaatcaagt 
tgccatcttg
   446641 aacgacatac ggcgcaaaag gaataaaagc cttttcataa cgagcgccat 
attctttcgc
   446701 taactcttcg gcattatatg gcactttttt tgccacccct gccaaaactt 
cttcactcca
   446761 tgcaaagcct gttaactttt tgccttttat aagtctttcg ccattggaaa 
gtctgacatt
   446821 gagcaagcca caatagccat gacaaacact cgaaacaata ccgccttttt 
cataaatatt
   446881 tttggtgatt tcttgcagtt cagggttatc tagaaaatcc cacatcacac 
catgaccacc
   446941 cgtatagtag atcacgtcat aatcttgcca attaatgtcg gaaggcttaa 
aagtattttc
   447001 cagcagcgta ataaaagctt gatctttttc tcggtcttta acagatttat 
ctgccactaa
   447061 aggcacaagc gatttaggtt caatcggagt ttttccacca tttggactca 
caatatcttg
   447121 tatatagcct tgcttttcaa actcatcata agcatgggtg agctccccta 
accacagccc
   447181 tgttggttca tcgacattct tatagcttga aacattggtc acgacatgta 
atatgcgttt
   447241 agacattttc tcacctcatt cttcatattt ataattctat cttttatcta 
tcaaaacata
   447301 gaaagctgtt actgaaagtg tgcgcttagt aaagttatga acttgctttt 
acattactat
   447361 aagtctaaag ttaactttaa tgtcaataga gtatgtggct atgaatatta 
gcgagttatc
   447421 aaaactaagt ggtttaagta cccctacaat tcgttattat gagcaaatca 
aactcttgcc
   447481 taaagcaaaa aggaaatcga atggctaccg tgaatatact gataatgatt 
tgaaacaact
   447541 ttctttaatt cagcaagccc agcaagttgg cttttcttta gcagaaatta 
aatcattttt
   447601 accgtcaaag gtaactactt ggaaccatga cgcactcatc caaacacttg 
aatctaaaat
   447661 tcaggaaata gagcttttag aacaaaagct aaaagtcagt aagcaaaact 
tacgtactat
   447721 ggttgaagca attaataaca aacccgatga aattacctgt gaagaaaatg 
ccgaacgtct
   447781 catgaatctc tattacgata aatcaaaaac tccgtaattc cttaaaggta 
tattgacctt
   447841 aaagtgtgct ttaaacatac gattgattac aggtgataaa tgaggacctg 
tcatgtttaa
   447901 agtgtggaac tttcaacgtt gtttaagcat tatttttgcc attcttttat 
ctacaaatgc
   447961 ggtttatgcc gcaggttcag ataaagctca aagccctgca aaaataaatg 
gaaaaatttt
   448021 agtcgtcatg actaatcact cggcttaccc ttctcgttcg gataaaacag 
ggctgtggtt
   448081 gactgaactc atccattttt atgatgttgc atcagctgct ggctatgaaa 
tggattttgt



   448141 aagtccttta ggcagtcaag tgccgttaga tgagcgtagt ttaaagtcta 
tttacttaga
   448201 caaatccgct cgtcagcgtt tagctgaccc agcatttatg cagaagttga 
aaacgacatt
   448261 ggctccgaac acgattaatc ctacccagta caaagccatt tactatacgg 
gtggacacgg
   448321 taccatgtgg gatttcccaa acaataaagc tttgcaaaac attagcgaac 
agatctatcg
   448381 ccaaggtggg gttgtttcag cggtctgtca tggcgtaggt ggtttattac 
ctctacagaa
   448441 tgaaaatggt aaaccactaa ttgcgggtag aactgttact ggtttcgcaa 
atatcgaaga
   448501 aactttatct ggtattaagt ctcaagttcc tttttcttta cagaatgaac 
tcattgaacg
   448561 tggagcaaac tacaaacaag catttattcc atttacctcg tatgtggttt 
cagacgacag
   448621 aattattact ggacaaaacc cacagtcgag taaagaaatt gcagaagcag 
tcgttaagcg
   448681 tttaagtagc attcaataaa ttgataaaat attcatatta aaaagccaat 
tacagattaa
   448741 ctctctaatt ggcttttctt ttaagtaata accagtggac ctgaacccgg 
cagctcagtc
   448801 actagcttat aacccatcag ttttgcaggt gtatatgtac cacctttaac 
ggtatttttg
   448861 agtaaataat tcactacagt cagtgaaccg tttaccgtga gactataagc 
gttttccgtt
   448921 tggatacggg cggtttttat ttctccacgc gcgtttctta cttcacccca 
aacataggta
   448981 ggtactttcg cgcgaagttc ctcatttggt cccacaaccg ttttttcaat 
acgcgactta
   449041 ataaacttct gcacagcatt aatttttaat actgggcgta aatagttcat 
cattttggcg
   449101 cccataatca ttttgggaaa tgcgggtaca aatacttcaa tatttggaat 
acctgttgta
   449161 tagaaagctg tagatacatc tccccatgga acgctcatag cacttttttt 
accatcacca
   449221 aaatcaatgg tccggacata atgtgctaat ggaacagtgg taatttttcc 
gtttttacga
   449281 attttgccat cttcggccat accttctgta cttgtttttg cagtacccgg 
tgaaagccct
   449341 gtttttgaat caaaaccaag cgccaaatag gtcgcatctg gcagtgcttc 
tttgagcgca
   449401 gcggcaacgc aatctgtcgg aatcacatca aaaccaacac ctggacaaag 
cacaacatag
   449461 gctttttcgg cttggctgtt aagtgactgt gccaattcaa atacggcgat 
ttcgcccgta
   449521 atatctagat agtgagcacc tgcctttata caagcttcca tcatgggttt 
cgatgtcgcg
   449581 gaaaatggcc ctgcacagtg catgaccagt ttaaagcctt ggagttgttt 
acttaccgca
   449641 tccacgttat ctagcccaaa agccttataa ccaagcccca actcttgagc 
aagtgcttca
   449701 accttagctc tgttacgacc agccaaagtt ggttttagac ctaggcgtac 
agcttcacga



   449761 gcgattaact cgcccgtgta accatttgct ccataaatta tccagtttga 
atcattcgga
   449821 tttgtcataa cacaactcac ttattaagaa gcaaatgaat agtcacgcat 
gccttttttg
   449881 tattggcgag tacggcatga catagctgat tgttgcaaaa ttaaagccca 
agctggtgaa
   449941 acatttggtt ttgttttttt acctgcgctt aaattacgta actggaattt 
gaccacagcc
   450001 atattggcaa gtgaagcaag tgttttgttc ttccaggtaa ttggttttaa 
ctcaggagta
   450061 agattctggc cttgtttcca agcatttggc aaattaggtt caattgctaa 
agctgtggca
   450121 ataccgacca tatctacacc actttcaacc acttgctctg ccacttgttt 
acggcgtatg
   450181 ccacctgtca ccataacagg cattttggca actttacgaa tttcttgtgc 
aaattctaaa
   450241 aagtaacctt cacgagcaag tgttcggcca tcgcgcgctt gaccttgcat 
tgcaggcgct
   450301 tcatagctac cgcctgaaag ttcaaccaaa tcaactgcat gttcatttag 
cattttaacc
   450361 acttgttggg catcttcagc gctaaaccca ccacgttgga aatcggctga 
atttagtttc
   450421 actgcaacag taaactgagg cgaaaccact ttacgaacgg cttccacaat 
ctcaattaaa
   450481 atgcgagcgc ggttttctaa agaaccaccc cattgatctt ggcgtttatt 
actcagtgga
   450541 gaaagaaact ggcttaataa ataaccatgc gctgcatgaa tttctacacc 
tgtaaatcct
   450601 gctttttcac ctaaacgcgc cgtgtttgca aaacgctgaa tcacctctgc 
aatcatagat
   450661 tcagtcattt caattggtgt attaaagcga tttgacattt tgccaagatc 
aagtgaaata
   450721 gccgatggtg cccacgtctg ctgaccaaga ttagcttgca tctggcgacc 
cggatggtta
   450781 atttgaagcc acatctgagc gccttttgag cgcccaattt gtgcccattt 
tttaaaagta
   450841 tctagatgct tttcatcttc aagcactacg ccgcccggtc cagtcatcgc 
tcggcggtct
   450901 accattacat ttccggtaat aattaaacct acgccaccat ttgcccaagc 
ctgatataaa
   450961 cgcattaatt cttctgatgg tgcatggttt aaatcagcca tgttttcttc 
cattgctgct
   451021 ttagcaatac ggttaggaac atatgagcca tttgggaata ctaatttttc 
gaacactttc
   451081 attggaatga cctcattcag tatggcttta ctttaaggtt aaagctaact 
ttaatgtcaa
   451141 taccctttat tattcctctc tttattactt ttaatttcat tgggttataa 
ataaaaaaga
   451201 ggcacttaac gcctcttttt taaagtttga atgtttttaa ttattcacgt 
ataaaggcca
   451261 ataaatcagc attaatcact tcatggttta cagttaacat gccgtgagaa 
aaacctggat
   451321 agattttgag ttggctattt tgaagtaatt cagcagattt tacgccagaa 
gttttatacg



   451381 gcacgatctg gtcgtcgtca ccatgcaaca ccaaaacagg aaccgtgatt 
ttctttaaat
   451441 cttcggtgaa gtcagtttgt gagaatgcca cgataccatc gtaatgtgct 
tttgcactac
   451501 ccgtcatacc ctgacgccac cagttcgaaa tgataccttc agatggtttc 
gcatcaggac
   451561 ggttaaaacc atagaatgga ccagatggca ggtcacggaa aaattgcgca 
cggtttgtga
   451621 gtacttgatt ttgaaggtca tcaaaaactt cttttggtaa accttcagga 
ttattttcag
   451681 tttgaaccat tagtgggggt actgcactga caaggactgc ttttgcaacg 
ttttcctgac
   451741 catgacgtgc aatatagcgg actacctcgc caccaccagt tgagtgtcca 
atatgaattg
   451801 catttttaat gttcagatgt ttaaccactt ctgcaacgtc atctgcatag 
tggtccatat
   451861 catgaccatc ccacacttga cttgagcgcc cgtgcccacg tctgtcatga 
gcaactacgc
   451921 ggaaaccttc tttaaggaaa aaaagcaatt gtgtgtccca atcatctgaa 
cttaaaggcc
   451981 aaccgtgatg aaaaaataaa acttgggcat cgcgtggccc ccagtcttta 
tagaaaatgt
   452041 ctacgccatc ttttgtggtt acatatccca tctttgtact cctgctgaaa 
atctgcttct
   452101 agattcgtta taaaggtatg aatatttatc gtaagattaa agttagcttt 
aaggtcaata
   452161 gtctcaatct tattgttaaa ataaaattta tatgaagact ctactgtact 
ctgtatcttt
   452221 ttaatattta attgtttttt attttatttc ttttaaatgt caaagacttt 
acagctagaa
   452281 attaaagtct tgactttaaa gtgaacttta accttatagt gccgacattg 
gctataaatt
   452341 aacacgtctt gataaagaca acggtagcta cgcggtcaat taatgtaaag 
gtgaactcca
   452401 atgaatataa aacaacaatt tactgaggtt gaatttggac aacaaaaaat 
caaagtaccc
   452461 aaaggtggtt attatgaccg ttttagaatg aatcccgatt tagatgaagt 
cgctcaagac
   452521 cctgctgctg gcaatatcga ctttttccgt catattccta aaaaattagt 
tgaatcaaga
   452581 gttggacctg tttgggcacc gaacttttat tatcgtagtg caaatgttca 
gctattaatg
   452641 cttgctccca ttcaacatat taaggcaaaa cttcctgatg ctttaacgcc 
cttacaacca
   452701 tttccgggtt atggattggt cgcagttacg ttctttagct attcggtttg 
tgacaatgac
   452761 ccgtataacg aggtgtcgat tgcgattgtt gtacgcaaac ccaaggctcg 
tgggccacat
   452821 atcgtagagt taatgaaatc gatgcgtcaa cgccactttc atgcacatgt 
tttagcttta
   452881 cctgtcgata ctgaaatcgc ccgagtacgg ggtgtatatg gttaccagtt 
accaaaatgg
   452941 ttaacaaaaa ttgatatcgg tattagttca aaagaggttc aagccaaaat 
tttcgatgtt



   453001 aatggaaaat tagatttaag tttaaaaact gctgttccta ctttaaaacg 
tgtcaattct
   453061 gaaacacata ttaataaagc aaccatgcta catattgttg acgggaaatg 
gcaccaaaca
   453121 gacgttcaat caaacgttct ttcttttgcg caaaaacttt ttccaaagaa 
tattcaactc
   453181 gagaaagatg aggggccttt gacaaagctg ctaaatgaac ttggcgcttc 
aaaaattctc
   453241 cgcttagatg ttatcgaaga tgctcaagtc gtgcttaatt tgcctactcc 
gttataaatt
   453301 tattcttcga gatataaaaa gagaccaact cgtggtctct ttttattttt 
agatcgcgtt
   453361 tctagtcatc tcaccattaa ccagtcttaa aatctgcaac gggttgctat 
cttttaaagc
   453421 ctctggcaat aaactttgcg gatagttctg gtaacacaca gggcgcaagt 
aacggtcaat
   453481 ggccaaggtt ccaactgaag tacctcgtgc atctgaagtt gccgggtatg 
gcccgccgtg
   453541 caccatcgca tcacagacct caacacctgt tgggtagcca tttataagta 
atctaccggc
   453601 tttttcttct aatacaggaa ccacatctgc aaactcggtt aagtcagctt 
catcggcaat
   453661 taaagtcgca gtcagttgcc cattcatact ttgtaaggcc tgaatgagtt 
gggctttatc
   453721 ttcaacttca atgatgactg tggttggccc aaagatttct tcttgtaaaa 
gctggtcacc
   453781 tgccagcaat aattcaacat cagctttaaa cagttgtggc tgagcctgat 
taccttgttg
   453841 agtttgacct gccaaatgct tgatgccttg atgctgggtt aagtgctcaa 
gaccagcggt
   453901 ataacttttt aaggtgccag cattgagcat agtctgcgca ggcttagccc 
ccataatttc
   453961 agtcaggttg ctaatgagct gactaaattc agctgattta attcccaaaa 
tcaaacccgg
   454021 attagtacag aactgaccac agcctaaaac cactgaatca gccaagtcct 
gtgcaatttt
   454081 ttcaccacgg ttttttaagg cttctggcaa catcaacatc gggttaatac 
tgctcatttc
   454141 agcaaacaca ggaatcggtt gtggacgggc tgcggccata tcacataaag 
cacgaccacc
   454201 acgtaatgaa cctgtaaaac ccacagcctg aattaaagga tgcttcacta 
aaggctcgcc
   454261 cacaccatta ccgtagatca tgttaaatac accttttggc atatttgatt 
tttctacggc
   454321 acgctcaatt gcctgagcta caaaatctgc tgtcgccata tgcccactat 
gggcttttac
   454381 taccaccgaa catccagccg ccagtgccga agcagtgtct ccacccgcag 
ttgagaatgc
   454441 taaaggaaag ttacttgccc caaagactgc cacagggcca acaccgattt 
taatctgacg
   454501 caagtctggg cgaggtaaag gctggcgctc aggcaaagcg gtatcaatac 
gggcacctaa
   454561 aaaatcacca cggcgcagca ctttggcaaa taaacgcatt tgcccactgg 
tccgggcacg



   454621 ttcaccttgt aagcgtgcaa gtggcaaagc ggtttcttgt gagacgattt 
caagaaaatc
   454681 tgtacccaaa gcatcgagct catcggcaat attttctaaa aaaacagcac 
gctgttcagg
   454741 tgtggtatgg cggtaagtct taaacgcttg actggcggct tcacaagcct 
gattaatctc
   454801 ttgctcggtt gcatgatgaa actcataagg caaagcttca ccagtcgtag 
catgaatact
   454861 ttttaataag gttgtacctt gtgcgctgcg tgaaccgcca ataaagttgt 
gtccaatgac
   454921 catttttata ttccttagag agtaataact gaaccaatcg gtagctctgg 
ttgtgtatga
   454981 gcaagtttgt ttttgagtgg atgtccgaac tctttcattt ctatttcaaa 
ctcatcatta
   455041 acttgcgctt gaataccatc ggcaaaagat agagtcgctg taccgaaata 
atggatatga
   455101 acatcccctg cttttaaaaa ttgttgatac ttaaagtggt gatattccag 
atttgccaag
   455161 ctatgacaca tattgtcttc acccgacaaa aactcttttt cccaaatgat 
ttgtccatta
   455221 cggcgcaagc ggctggttcc cactaaatgt tttggtaact cgcctgtccg 
taaagctgga
   455281 ccaaaactgc aaaaacgcaa ttttgaatgg gccagatata aatagttacg 
gcgctccatc
   455341 acgtgatcag aatattcatt gcccagcgca aacccgattc ggtaaggctt 
taggtcttct
   455401 ccaataacat agagtcctgc gatttcaggt tcttcgccgc cgtcttcggc 
aaatggaggt
   455461 aaaggcaact ctgctcccgg tctcaccaca attgaaccat cgcctttata 
aaaccattct
   455521 ggctgtgccc cgatctggcc ttctggtgga cgaccctttt gtagtcccca 
ctgaaatatt
   455581 cgcatggtgt cggtcactga gctgtcatcg cttaaatttt gctgatgcat 
tttgtcgcgt
   455641 gcagatgcag aacctaaatg agttaaacct gtaccggaaa ctaaacagtg 
cgttggatct
   455701 ggatggtcta aaggcggcag tacctttaaa tctgctaata aagatgaata 
atcataagtc
   455761 tccgcttcaa accctagcgc ctcaacttgt tgctccaacg aaactttatt 
gcggattgcc
   455821 aaaagtgcta aatcacgaac cgattgaata tttttaaccg gatatgccat 
gttgccttct
   455881 actttggcaa cagcacgttg atttacacga ttttcaaatt gaataatttg 
catgttttat
   455941 tccttacaaa ggcttttgaa tattcactgt ttgtgttttt tgacgttcga 
gcttggcata
   456001 gacgatgtaa gtcaaaatca ggccaaaaag cataacgata gataagaaat 
acaaaccagc
   456061 agccatattt cctgtgtatt cttttaaaag tccgatgcca aatggcccga 
catagccacc
   456121 taaatttccg acagaattaa ttaaagcaat gccagccgct gcacttgcgc 
ctgttaagaa
   456181 acggcccggt aatgtccaaa acacagcagt tgatgaaaat aggcagaacg 
caaccacggc



   456241 caaagcagct aattgcatgg ctggagaatt tagccaacca ctcaaaaaca 
ttgcgcaagc
   456301 gcctagggcg tagagaaaac ttaaatgtcc atagcggtca tttaaacggt 
cagtactacg
   456361 tggaatgatt aataatccaa taattccaaa aatataggga atgctagata 
agaacccaat
   456421 ttgaatatca ctacctccgc caaattgctt aataatggta ggaagccaga 
gatttaaacc
   456481 ataaatactt aaagttaccg gtaagtagta aagtgctaat aaaagtacgc 
gtttgtcttt
   456541 taaagcatgt agtggattgg catgtcgggt ttggtcatat tcggcttcat 
ctttaacgag
   456601 ttcattttta agccattgtt tttgttcaat gcttaaccat ttcacttttt 
caatgttatc
   456661 gggcagccac aaaaatgtag gtaaagccaa taaaactgcg ggcaagccaa 
ctgcaacaaa
   456721 caaccattgc cagccgtgta aatttgcaat gccatccatt ccaagtaata 
gaccagctaa
   456781 aggccctgca atcatcatgg caatcggttg tgaaagcaca aacattccca 
tgatttttcc
   456841 gcgatgccgc accggatacc actgcgtaat taggtataaa acaccaggga 
aaaaacccgc
   456901 ctctgctaca ccgagtaaaa accgtaagag ataaaaactt ttagggcctt 
gaataagcgc
   456961 catggccatg gtgatgaggc cccatgttaa taaaatgcgg gtaaaccatt 
tacgagcacc
   457021 aaatttgtct aaaagcaaat tacttggaac ttcaaaaaga aaatatccaa 
taaaaaataa
   457081 gccagctcct agaccatagg cagcatcacc aattcctaca tcggccccca 
tatgcaaatg
   457141 agcgaacccg acagcggccc gatcaatgta tgccaccaga tatagtatga 
ctaatgcagg
   457201 tatcagctta aacgtgaccg tccgtattac atccttttcg aaatccatct 
tcgactccat
   457261 ttcctattat ttacttatag agcatcttgc tcgtaaatta tcctttcaat 
ttaaaatata
   457321 gtaatactat ttaaatttca aaccttttaa aaataaaatt tatggtgtat 
ttttaaatta
   457381 attaattcta atagtaatac tatataggga aatttgtatg aataatgaac 
aagttcttcg
   457441 ttcggctgcc tggtttggta caacggataa aaatggcttt atgtatcgta 
gctggatgaa
   457501 gaaccaagga attccagatc atgagtttca aggcaagcct atcattggga 
tttgtaatac
   457561 gtggtctgaa ctcaccccat gtaatgcgca ttttcgaaaa attgccgaac 
acgtaaaaaa
   457621 agggatttta gaagcgggcg gctaccctgt tgagtttcct gtattttcaa 
atggtgagtc
   457681 gaatttacgt cctaccgcca tgtttacccg taacttagcc agtatggatg 
tcgaagaagc
   457741 gattcgtggt aaccctattg acggtgtggt gttactgaca ggttgtgata 
aaaccacccc
   457801 tgcattatta atgggagctg caagctgtga tattccagcc attgtagtga 
ctggtggacc



   457861 aatgctgaat ggtaaacaca aaggtaaaga cattggtgca ggtaccatcg 
tttggcaaat
   457921 gcatgaagag ttaaaagcag gcaaaattga tttaaatgaa tttctatctg 
ccgagtctgg
   457981 tatgtcacgc tcggctggta catgtaacac catgggcact gcttctacaa 
tggcctgtat
   458041 ggctgaagcc ctaggcactt ccttacccca caatgcggcc attccagcgg 
tagattctcg
   458101 acgttatgtg ttggctcatc tttctggtat gcgtattgtt gatatggttc 
atgaagattt
   458161 acgcctttct aaaattttaa ccaaagaagc tttcgaaaat gccattaaag 
tcaatgcagc
   458221 tattggtggt tcaaccaatg ccgtgattca cctaaaagca attgccggac 
gtattggggt
   458281 tgatttacaa cttgatgact ggaaccgtgt tggccgcggc atgccaacca 
ttgtcgactt
   458341 acagccttcg ggtcgttttt taatggaaga gttctattat agcggcggct 
tgccagccgt
   458401 gattcgtcgc atgggtgaag ccaatctctt accacatcct caagctttaa 
ccgtaaacgg
   458461 tcaaaccatt tgggaaaact gccaacaatc acctatttat aacgatgaag 
tgattcgaaa
   458521 aatagataac ccaattcgac aagatggcgg tatgtgtatt ttgcgcggaa 
atttagcgcc
   458581 taaaggtgcg gtgcttaaac catctgctgc cacaccggag ttgatgaaac 
accgtggtcg
   458641 tgcagtcgta tttgaaaact tcgatgatta taaagcccgc attaatgacc 
cagatctaga
   458701 tgtcgatgaa acttgtattc ttgtgatgaa aaatgctggc cctaaaggct 
atccgggcat
   458761 ggccgaggtt ggaaatatgg gcctaccacc aaaaatttta gccaaaggca 
ttaccgacat
   458821 ggttcgtatt tccgacgcac gtatgagtgg aacagcgtat ggcactgtcg 
ttttacatgt
   458881 tgcccctgaa gctatggcag gtgggccttt ggccgtagtt caaaatggtg 
actttatcga
   458941 acttgatgcc tatgctggaa aacttcacct agaagtgagt gatgaagaac 
ttaagcaacg
   459001 tcttgaaaat ttagcaccac cagctccacc aagttttatt ggcggttacc 
gtaagctcta
   459061 tgtagaacat gttttacaag ccgatgaggg ttgtgatttt gatttcttgg 
tcggttgccg
   459121 cggctcagaa gtcccacgtc attctcatta atatttattc ttgaaaaaga 
tgatcttgtt
   459181 aaaacacaag gtcatctata ccataggata ttcaacatgt cgtaatagtg 
aaatatgagt
   459241 aaagctgact ataaaaatcc tattccaagc aaaagccaac atgcgttaat 
tgttcaacaa
   459301 ttgggattaa aaattgtttc tggagaaatt tcagaaaatg aaaagctccc 
aagtgaagta
   459361 gatttatgtg aggaatataa agtcagccgc ccggtctttc gcgaagcaat 
ccgtgtttta
   459421 aacgctaaag gcttaactta ctcaagaccc aaaatcggaa cggtggttag 
acctaaagac



   459481 gaatggcatt tactcgaccc agatgtactg ttttggctaa ttcaaacgac 
gcctgaacat
   459541 gagtttttta aaacactttc tactgtacga cgagttttag aaccggagtt 
agcttatatt
   459601 gcggcaagta cagcaaatga agaggatatt gagcgtatta agcaagccta 
tgaaggcatg
   459661 gaaaaggcaa caacagttga agagtttata gaacccgata ttcagtttca 
cttagcaatt
   459721 gccaaagcaa cgcataatga cttgctggct tatatgtcaa aaatgctggt 
tttacctttg
   459781 cagcaatcga ttcaagtcac cagtctacgc ccaaatttac aaggtcattc 
attaccaaga
   459841 cataaagcga ttttaacagc aattgaaaat aaagatccgc tctctgctcg 
ccatgcttca
   459901 ctggttcagc tagacgatac taaaatggct tatgatttaa ttaaaaaata 
attttctcta
   459961 tgtattagaa aaagcctgct gactccaaat taaagtgatc aggcttttta 
tgtataaatt
   460021 agaacacctt ttttacagct actgtaaagg tcgaatcaat cggatttgaa 
attggtgcat
   460081 ctgattcacc attactataa tttctatagt atccgtcttt gtcccatgct 
ttggtataag
   460141 ctaaccctgt agtccagcca tcacctaaat ctttaataag ttcgactttc 
atatcctgaa
   460201 aattagcttc tgagaagttt ttaattcttt catagccata gtgggcacca 
aaagtccaac
   460261 tttcattgat cggctgtgta aagttgaggt ctaaataggt tgttcctcgt 
gaacgtttac
   460321 cttccggtcc acccatcgta tttgagttat aacctgcgta atctggggta 
taagtaataa
   460381 aatatttgag acttaaagga ccatagccaa tttgaggcac aatttcgcca 
tagttatagc
   460441 ttgtactccc cgtttcagcc gtactttttg cacctgggta ataataataa 
aaaacagaca
   460501 ttccaattga gaatttatcg atggttttta aataacctgc ataaaagtcc 
cattcaactg
   460561 aagcatcacg gagatagtta gaacttacat tggatgccca agtacccaca 
aatagcccat
   460621 tcggatttgc atagtcgaaa ccaatttgta gtgcaggctt accccaagtt 
tgttgaaaac
   460681 cacgcgaaat atattgactt gcaaaagtca cattcgcact atacggagaa 
atttgttctt
   460741 gttcatttaa ttgttcagca tgtacaacac ctgtagacat aatgagagaa 
gctacaccta
   460801 aaatttttct catttaataa ttccttttac atattaccta taggtttaaa 
gttttaaaat
   460861 aacatgataa ttcaatttaa agcgtattaa aaatttataa attcaaattt 
ctggatactt
   460921 cttcttcgct atagatctct tcaatacaat ctaagatttt aggaatatag 
gaactttggt
   460981 ccatgttgcg catggataga gagatgggac tataggcttc taagtctaag 
atatttaaat
   461041 aagttagatt cttcattcca atgtcgcagg cgctttccgg aataatacaa 
ataccctctc



   461101 cggatgccac taagccaagt gccatatgaa tttctcgtac ttcagtcagc 
ttggctggaa
   461161 caagacctaa tttggtaaat aaagcttgaa tagtggtcga aaaatttggt 
ttaggtgtag
   461221 ttgggtaaga gaaaattgtc tcattgataa tttgagataa ataaattcct 
gactcttgga
   461281 aatcacttaa tgggtgtttt ttatggattg cgagttttaa tttttctttt 
ctgagtaaaa
   461341 gtcgcttaat ggctggatca ctaattggta atcgaccaaa acctaaatca 
attttaccga
   461401 gttttaatgc ttccacctga tctcgtgtac cacattcaat aagctcgaca 
tgaatgtcag
   461461 gatttttttg cctaaataga taaatgacct gcggtaatcg cccataaaga 
agcgaactca
   461521 cataaccaac tttaacaaca ttctcgacca gcttcatttt tttagccatc 
gaagcagctt
   461581 gagcggtatg cgtcaaaatt tgtaccgcat gctggtaaaa aaatagccct 
gcttccgtta
   461641 cttttaatgg acgagagcct ttttcgaata aatcgatccc taattcttct 
tctagttttt
   461701 tgatttggcg tgttaaaggt ggctgagcaa taaaaagctt ttctgcagct 
ttcgtcagac
   461761 tctgttcttc aacaacggta acaaaataac gtagatgtct taattccatt 
aatatacctt
   461821 tttagtatct taaaataccg ttctatatct attttaggct attacattct 
tctatggtat
   461881 gtaaacaagt ttgaaatagt tgaaacttca tgtatagaac catagaaacc 
atacttgtgg
   461941 atattccaac tatccgtcct caccagttgt ctgtgactac catgcgtact 
cagactttgg
   462001 tgctcgttaa aattacgacc acggatggta ttgtcggttg gggtgaagcg 
accaccattg
   462061 gtggactgaa ctatggtgaa gaaagtcctg aaagtgtcaa agccaatatt 
gatacttact
   462121 ttgcaccatt actcgcatca gttaaagatt taaatgtggc tcaaacacta 
aaactgattc
   462181 gtaagaatat taatggtaac cgttttgcga aatgtgccat tcagaccgct 
ctacttgata
   462241 ttcaggcaaa acgtttaagc gtgccattaa gtgaagtttt aggtggccgt 
ttgcgtgata
   462301 gtttacctgt actttggacg ctcgcgtctg gtgacacaga aaaagatatt 
gctgaagctc
   462361 gaaaaatgat tgagttgaaa cgtcataaca cgttcaaact caaaatcggc 
tcacgccctt
   462421 tgcaacacga tgttgatcat gtgattgcaa ttaaaaaagc attaggtgct 
gatgttagtg
   462481 tacgtgtaga tgtaaaccgt gcatggtcag aacttgagtg tattcatggt 
attcaacagc
   462541 tccaagatgg tggaatcgat ttaatcgaac agccatgtgc cattcaaaat 
accgaagcac
   462601 ttgctcgcct cacccaacgt tttgatgtag ccattatggc tgatgaggct 
ttaactggac
   462661 ctgacagcgc ataccgtatt gcaaaaaatc acggtgcaga tgtatttgcc 
gtaaaaattg



   462721 aacaatctgg tggcctgatc gaagcatgtg aagttggcaa aattgctggt 
ttggctggta
   462781 tcgacctata tggcggcact atgcttgaag gtcctgtagg aagtattgca 
tcggcccatg
   462841 tatttgcaac ttttgaaacg ttagcattcg gcacagaatt atttggtccg 
ttattactta
   462901 ccgaagaaat tttaaaagag ccgctacgtt acgaaaactt tgaattgcat 
ttgccgacag
   462961 ctccgggcct aggcattgaa attgatgaag ataagattga gaaattacgt 
cgttaaggca
   463021 acaggataag gagtttccca tgttatttca tgtacgtatg gatgtgcata 
ttccacttga
   463081 tatgccagcc gacaaagcaa atgaaattaa ggccgttgaa aaggcttatt 
cgcaagactt
   463141 acaacgccaa ggtaaatggc gtcatatctg gcgaattaca ggtcagtact 
cgaacatcag
   463201 tatttttgat gtagagagca atgaagaatt gcacaacatt ttacaaggtt 
tacctctcta
   463261 tccatatatg aacattgaag tgatggcact taaccgtcat ccatcttctg 
tccgtgatga
   463321 tgattcgtaa atagaaagaa ttttttaaat gcgatctctg aagtccattt 
aaaaaccaag
   463381 cagattattc agaaggtaac aaggaacgtg gcggcaatta ttcgctagca 
aaacaaaatg
   463441 cccgcagcgc tgccacccaa aaccgtattg catacttaag gagttttagt 
atgaaccgtc
   463501 aacaaattga tgcgcttgta aaacaaatga atgtcgacac tgcaaaaggc 
gaagttgatg
   463561 cacgtgttca acaaattgta gtgcgccttc ttggggattt atttcaagcc 
atcgaagatt
   463621 tagacatcca accttctgaa gtttggaaag gtttggaata ttttaccgat 
gcaggtcaag
   463681 caaatgaact tggtcttttg gcagcaggct taggtcttga acattacctt 
gacttacgtg
   463741 cagatgaagc agatgccaaa gctggtatta caggcggtac acctcgtacc 
atcgaaggtc
   463801 cactttatgt tgctggcgca cctgaatcag ttggctttgc acgtatggat 
gacggaactg
   463861 agactggcaa aatcgatacc ttaattattg aaggtacggt aaccgacact 
gatggcaata
   463921 ttattgaaaa tgccaaagtt gaagtatggc atgccaacag tttaggtaac 
tattcattct
   463981 ttgataagtc acaatctgac tttaacttac gccgtaccat tttcactgat 
gcagatggta
   464041 aatatgtagc gttaaccact atgccagttg gttatggatg ccctcctgaa 
ggtacaacac
   464101 aggctcttct taacaagtta ggccgtcatg gtaaccgtcc atctcacgtt 
cactacttcg
   464161 tttctgcacc gggttaccgc aagctgacta ctcaattcaa cattgagggt 
gatgagtact
   464221 tatgggatga ctttgccttc gctactcgtg acggtttagt ggcaacagca 
gtagatgtaa
   464281 cagaccctgc tgaaattcaa cgccgtggtt tagatcacgc tttcaaacac 
atcacattta



   464341 acattgaact ggttaaagaa gccgctgctg ctccttcaac tgaagttgaa 
cgccgtcgcg
   464401 ctagtgctta attgaaaatg tatgtgagtt aaaagttcgc ttttgactca 
caaaatttac
   464461 tccatttatt actaccatta agaatttcaa taaattttta gcggtagtaa 
tacatcacgt
   464521 tacctcatgc tctaaggttt ctcacatgat tgacaaaagt aagtcctcac 
taagcgaggt
   464581 tttatcgcaa attaaagatg gtgcaaccat tctgattggt ggttttggta 
ccgcaggaca
   464641 acccgctgaa ctcattgacg gtctgattga tcttggcgtt aaggacctga 
ccattgtgag
   464701 caacaatgcc ggtaatgggg attatggtct ggctaaactg ctcaaagccg 
gttctattaa
   464761 aaaagtgatt tgctctttcc cacgtcagtc ggactcttat gtgtttgatg 
aactgtaccg
   464821 tgccggaaag gttgaacttg aactggtacc gcaaggcaat ctggcgtgcc 
gtattcaggc
   464881 agcaggtatg ggccttgggg cggtgtttac cccaacgggc tttggaacac 
ttttggccga
   464941 aggcaaagaa acccgtcata ttgatggtaa agattacgtg cttgagtatc 
cgatcaaggc
   465001 tgactttgcc ctgattaaag cctataaggg cgaccgctgg ggcaatctgg 
tttaccgtaa
   465061 atctgcacgt aactttggcc cgatcatggc catggctgct gatgtcacca 
ttgctcaggt
   465121 ctctgaagtg gttgaactgg gtggattaga cccggaacac atcattaccc 
caggtatctt
   465181 tgtacagcat gttgtacaag tacagcccgc acagtaagca ataaggagaa 
ataacatgag
   465241 ctaccagaaa ctcagccgtg accagattgc aaagcgtgtg gcacaagata 
ttcccgatgg
   465301 cgcctatgtg aacttgggta ttggcttacc gaccaagatt gccagctact 
tacctgctga
   465361 caaagatgtc ttcctacatt ctgaaaatgg cctgttggct tttggccctc 
cgccagcggc
   465421 aggtgaagaa gaccctgaac tgattaatgc gggtaaagag tttgtgacca 
tgcttgaagg
   465481 cggcagcttt ttccaccatg gcgattcatt tgccatgatg cgtggtggtc 
atcttgatat
   465541 tgcggtgctt ggtgcatttc aggttgcagc caatggtgac ttggccaact 
ggcacacggg
   465601 tgcaccgaat gcgattcctg ccgtaggtgg tgcgatggat ttggcggttg 
gtgccaagaa
   465661 agtatttatc actacagacc atgtgaccaa acaaggtgag ccgaagattg 
tggctgagct
   465721 gacctatccg gtaacgggta aacactgtgt tgaccgtatt tacactgacc 
tgtgtgtaat
   465781 tgatgtgacc aaagatggtt taaaggtgat tgagaaagtt gaaggtctta 
gctttgatga
   465841 gttacaggct ttaaccggtg caactttgat tgatgcgact caagggtaag 
atttacacaa
   465901 caaacaccta ttacacagca ttcactatcg tgacaggcga catggatgtc 
gcccgttgga



   465961 cagggaggca tggaagcctc ctctgttcaa caaaggtttt tgttactttt 
gacctttcaa
   466021 aagtaaggta tcgcttatac aacagaccta tggatatcac aataaattac 
agctgtgatg
   466081 ttattcgttg atatgaaaat ttataaagca tcacaacgga gtcttatctg 
tttaagacag
   466141 gtaccaccag ctaattcgtg tcactttttt aaaaaagtaa ccaaaaacct 
ttgttactca
   466201 gacacaacct ccctgttgtg ctgagcaaca aggcgacatc catgtcgcca 
ctgcgaaata
   466261 cttacggaga atggctaaaa aggcctgaag taaaggacaa aagttagaat 
gaaaaacgct
   466321 tatatcatcg atgccatccg tactccattc ggccgttatg ccggtggcct 
tgcacctgtc
   466381 cgtgccgatg accttggcgc tgtgccgatt aaagcactca tgcagcgtaa 
cccaaatgta
   466441 gattgggaac aggtcgatga tgtgatctac ggctgtgcca accaagccgg 
tgaagataac
   466501 cgtaacgtcg gccgtatgtc agcactactt gctggtttgc cgtatcaggt 
accggcaacc
   466561 accattaacc gtttgtgtgg ttcttcactt gatgccattg ccattgctgc 
ccgtgccatt
   466621 aaagccggcg aagcgaactt ggtgattgct ggtggtgtgg aaagtatgag 
ccgtgcgccc
   466681 tatgtgatgg gtaagtctga cagtgctttt ggccgtagcc agaagattga 
agacaccacc
   466741 atgggctggc gtttcattaa ccctaaactt aaagaattgt atggtgtaga 
caccatgccc
   466801 cagactgccg aaaacgtcgc tgaacagttc aacgtgaatc gtgcagatca 
ggaccagttt
   466861 gccttggtga gccaacaacg caccgcaagc gcgcaagcta aaggcttttt 
ttctaaagaa
   466921 atcgtggcag ttgaaatccc tcagcgtaag ggtgatgctg ttgtgattga 
taccgatgag
   466981 catccacgtg catcgactac gcttgaaggc ttaagcaaac ttaaacctgt 
tgtgaaagca
   467041 gatggcacag tcactgcggg gaatgcttca ggcattaatg atggtgcagc 
ggctctactg
   467101 attgcttctg atgatgcagt tcaggcttac aacctaaaac cgcgtgccaa 
gatcattgct
   467161 tcaacagctg taggtgtaga accacgcatt atgggctttg ctccagcgcc 
agccattaaa
   467221 aaattactta aacaagccaa cctgacttta gatcagatgg atgtgattga 
gctcaatgaa
   467281 gcctttgctg cacaagcttt ggcagtgacc cgtgacttag gcttaccaga 
caactctgac
   467341 aaggtaaatc caaatggtgg tgccattgct ttaggccatc cgcttggtgc 
atcaggtgca
   467401 cgccttgtga cgacagcttt aaaccagctt gaagaaacag gtggtcgtta 
tgccttatgt
   467461 tcaatgtgta ttggtgtggg tcaaggcatc gcattgatta ttgaacgtgt 
tcaagcactt
   467521 taaggagaaa gaaatgccat cttttcaatc tgccgatgca caaattaact 
atcaaacctt



   467581 tggtgagcca tcttcccctg ctctggtgtt ttccaactct ttgggcacca 
attatggtat
   467641 gtggcaaaaa cagtttaatg agctaaaaga tcaatttttt gtgatctgct 
atgacactcg
   467701 tggtcacggt tcatcatcta cgcctaacgg cccatacact gtagagcaat 
taggtgaaga
   467761 tgtagtccgt ttactggatc atctgaatat tagtaaagct gctttttgtg 
gtatttcaat
   467821 gggtggttta acaggtcaat ggcttgcgat tcactaccct aaccgtttta 
gtcatgtcat
   467881 tgtggcaaat actgctgcta aaattggaca agaacaagca tggcttgacc 
gtgcaaaatt
   467941 agtacgtgag caaggtttaa agccaatcgc agccacagca gcttcgcgat 
ggtttacaga
   468001 tccctttatc caaagtcatc cttctattgt caacaacctg tgtaacgact 
taagtgctgg
   468061 cagcgcaatg ggttatgcca attgttgtga ggctttggct aaagcggatg 
tccgtgagca
   468121 gttaaaagac atcaaaattc cagtattagt gattgctgga acccaagacc 
ctgtaacaac
   468181 cgttgcagat agtcaattta tgcagcagcg cattccacaa tcacatcttg 
aagaaataga
   468241 tgcctctcat atttctaatg tcgagcaacc cgaagctttt aataaaatct 
taaaagattt
   468301 tttattgggc taaattcgtc ttctataaaa ttattcattt caaaaaaagg 
cctataacgg
   468361 ccttttttgt taactcacaa taaaaatcga aaataacttg ttcgagaagg 
tataaatata
   468421 tacctcaaat gtaatggaaa attacatgga taaataacag tattttaaat 
taatgaacag
   468481 ggcttgttca ttcgtgacgt gaatctaaga agattcttaa atcgttcact 
tctattcata
   468541 atgaaagtaa ggatatctaa attgaatata tttatgctga actctcggcc 
tcaccctaca
   468601 cgccctttaa ttaaatatgg aacattactt ttaggtgcgc ttttagcggg 
ttgtaattcc
   468661 tcatcaagtt tagaccccac accgacgcaa aagcagatca caattaagcg 
cgataaattc
   468721 ggtacaccac atgtatatgc aaataatacc tatggacttt tctacggtta 
tggctattcg
   468781 gtagcgaccg atcgattatt ccagatggaa atgtcgaaac gtacaggaca 
aggtacagtg
   468841 gccgatgtgc tcggtcccga ctatcttcaa tatgatattg caacacatag 
ccgttttgac
   468901 ccagaaaata ttaagcaaca actcgccgcg ctctcaccag aagaccgagc 
aatttttgaa
   468961 ggttatgccg caggttttaa taagcgcgtt aaagaggttt tagcagatcc 
agctcttatg
   469021 cctaaagagt tcacagatca tggttttaaa ccatcaacat ggcaaccaga 
agatattgct
   469081 atggtttggg tgggtttaat tttaaatcgc ttcttttcag caagttcgga 
agtatcaaat
   469141 ttagatttac tcacgcaatt gcaaaaagaa aaaggtcaag aagaaggcct 
taaagtctat



   469201 caacaattac gttggctaga tgacccaagt gccccaacta ttattcaatc 
tgcacaaaaa
   469261 ccacagctta tagcgcatca acagcaaata cttaaagaca ttagccctat 
ttcaaacaaa
   469321 gcagccaaaa cctatttagc tcaagctcgc attgctttag gcaaaagtgt 
gatagacggt
   469381 gtacctaccg ccagtaatgc atgggtctta aaaggtgata agaccattga 
aggccaagca
   469441 gttttatata atggcccaca gcaaggatgg tatacacctg caattactta 
cagtattggt
   469501 ttacatgggg ctggctataa tttgacaggt ataactccag ttggcttgcc 
tgcaatttta
   469561 tttggaacta atggcaaaat cgcatggggt tcgacggtag gttcactcga 
tactaacgat
   469621 gtttatcaac tcaccctaaa tccaagtaat tcaaaagaat atttatataa 
agggatttat
   469681 attccatttg aacacaagca agtaaaaata aaagttaaga atcaggccga 
ccatgttttt
   469741 agatgtttat aagagtaaac aaggctttgt aagtacatgg gatgaaaata 
accatacggc
   469801 atatgcacaa aaacgtagct gggaaggtgt agaaattgaa accttattag 
gatgggcaaa
   469861 tgcagccaaa gcctcaaatt gggatgagtt tcttgctcaa gccaaacgtg 
tcgcggcctc
   469921 tatcacttgg ttctatgccg atactaaaga taatattggt gtggctgctt 
taggccgttt
   469981 acctattcgc cctgaaaacc agcatattca gcttccagct aaaggtgatg 
gttcaatgga
   470041 gtggcaaggt ttttatgact tctcacacaa ccctaaagaa tacaatccgc 
aaaaaggtta
   470101 tgtcacaagc tggaataaca aagcctatgc aggtttacgc tcagattcgt 
caaacttttc
   470161 ttatgtagat cgggtgaatg aactaattga acctttagaa agtcaagcaa 
aactgagtca
   470221 gcaagaaatt tgggaaatta ataaaacggc tgcatggtct gatttaaatg 
cgcgttattt
   470281 tgttccttat atggtcaaag ctgcacaaag tcctaaggca acaccgttag 
ctaaaaaagt
   470341 cgctccctta cttgccagtt gggatcttag attacgccct gatagcgagg 
cgaaatatta
   470401 tcaaggtgca gcaccagcaa ttacgcgtac atggcttaat caaatgattg 
aactggtact
   470461 caaaccaaac ctttcagaaa atatttataa gcgttatacc gatacgcttt 
atccggtaaa
   470521 taatgatccg cgtagtgcac agccagcgag tgcatcgaaa ttaatctgga 
atgccctgca
   470581 aggaaaacag gcaagcgttc ctcagaatgt tgatttctta aaaggacaaa 
cagcagatga
   470641 agtcgtatta aaagctttag aaaatgcgct gactgaactt tcaaatcaat 
atcactctac
   470701 cgacccgaac gactggaaaa ttccggtggc aaccatgggt ttttccagca 
aaaattcggt
   470761 aggcattcct tgggctgatc catcacatga acaacacctt agtacttatg 
gaaatacagg



   470821 aagtgctact tttagagtgg tcttaaatcc aaatcaagtc accatgtgtt 
cgattttggc
   470881 cccaggacaa agtggtttta tcaatcaaaa tggaaaacct gatgcccact 
ttgcagatca
   470941 gctctcttta tttgaaagtt ataaatgtaa agatgatgcg gtgagtcaaa 
aagaaatcga
   471001 ccaatcaact caacaaagca tcactttaaa ctactaactt tttagcccaa 
tttttatgtt
   471061 aaaagactga ggtttgttat ttataaaatg acaaacctct ttattagttt 
aatactgaat
   471121 catcaccgat tttaattcgg tgtaatcttc gataaatgca tctgaaaact 
ctctgccaat
   471181 tcctgaagct ttcaccccac caaatggcac tgatgggtct aagaacgtat 
gcatattgac
   471241 ccacaaggta cctgcttcaa ttttaggaat taaacgcaaa gctttagaca 
aatcatttgt
   471301 ccaaatactt gcggttaaac caaagcgtga ctgattcatc agttgaatga 
gctcttcatc
   471361 agtttcgaat ggcattacac caaccactgg accaaaagtt tcttctgaaa 
ataaaggatc
   471421 atccgtattt ttaaaggaaa ttaaagtcgg ttgtacaaaa tatccggtct 
gatctaaagc
   471481 ctcacctcca gcaataatct ggttgttggc tttagccata tctaaataat 
gtttcacttt
   471541 atgaaagtgt ggctggttag aaagtggacc aaacatactt ccttcatcca 
tagctgatcc
   471601 aattttaaac tgcaaaagtg ctttcgagag cttctcgact agttcatcat 
gttttgtatg
   471661 gtgtacaaaa aaacgctctg gggatgcaca aacttgacct tgatgcacaa 
aagttgcttg
   471721 caataaagtc ggtaaaatct catcaatatt tgcatctgcc aaaacagcta 
tggcattttt
   471781 accacccagc tccagactta cccgagttaa atcactgctc atcgcaagtt 
taccgatggc
   471841 aatacctgtt ggtactgaac ccgtaaacga gactttctta accagtggtg 
actcaattaa
   471901 atattgccct gtctccccct tacccgtaac cacattaatt acacccgctg 
gaatacctgc
   471961 ctcaattgca agttcagcta aacgtaataa agataagctg gcaaactcac 
ttggtttaag
   472021 cacaatggta cagccagttg ttaaagctga gccaattttc caaacgccaa 
tcatgagtga
   472081 aaaattccaa ggcacaatcc ctgcgactac acctactggt tgccttaaag 
taaaagccgt
   472141 atatttttca ccttgcatag aaggaataga gggttgcatg gtttgaccat 
taattttggt
   472201 tgcccaccct gcaaaatatc ttaagaaaat aacggattgt gcaacttcaa 
gatggcggga
   472261 aatattaatg agttttccgg tagacaacgt ctcgagctgt gcaagttctt 
caccatgttg
   472321 ttcaattaaa tctgccaact tatttagttt aacgccacgt tcatacggtg 
tagtttcagc
   472381 ccaagcattt tgaaaagcat gttcagcact tttgacggcg ctttcgacat 
cgtgttgact



   472441 accaatacta atttgagcaa ccacttgttc agtagatgga ttcactatat 
ccactttatc
   472501 taaaagctcg gcaacaacta actttccatc aataaaatgt ccatgttgac 
gtgccataaa
   472561 ttgctgtacg ctttgtaaaa tcttaacttc actcattttt tatttctctc 
aattcattta
   472621 aaaggattta ttaatagatg tattgcaaaa ttaactgcgc atagacattg 
gttttgtcat
   472681 cgtagttttg agtaccgcca ctatggatat cgtgttttgg tttataaagc 
cccaccaaag
   472741 gaatcacgtt gaatttttta ttaactgacc agaccgaaaa cacatccagc 
tcatgtccat
   472801 ctacattagt taaagactta tttactgttt tgaacttata ggctaaagca 
cccaacataa
   472861 aattttcttt caagttcatc atgtaagaaa cttgatgaat atttgcattt 
ttattgaatg
   472921 gtccagcata gtttcccgca acttcaccct gaaaccatgt accaaagccg 
accgtatttc
   472981 cataaaacat agggtcgtat tggtctgaaa aatgactaaa acggtagcct 
aatgaaggcg
   473041 tatattttga agataaaaag ttatagttca gcgctaagta gccagcattt 
tcttggccat
   473101 cttttttatc ttgaactaca aactcagttt taacttgcag ttctggtaaa 
ggttgataat
   473161 tcaaacgtaa agcataattt ttaagatctt cgcgccctga aacgtgttca 
gcatcttcaa
   473221 ggtctaatac atttaaatag gtaaacccaa cgcccttatc tttaagctga 
tacatcagat
   473281 cagtcacaaa gagttctggg taaaattgtg ctttgttatt tgattttaaa 
taagccagct
   473341 ttagtgttgt attctcttgc ggtttatatt gaagcaaact tgtaaaatca 
aagcttcgac
   473401 gagctgccag ataatatgcg ccaccccgat ctagtgtgcc atccgcaggc 
gctttaccga
   473461 ggtttaacgc atcacccgca ataaagaacc catcaccaat catgatattt 
tgtcgaccga
   473521 tacttaaatc ataggtcgtt aactcatctt tgtttgtacc gtctttaaaa 
ccaatgaccc
   473581 attcatttat atctgttttg cgttctttac cattactatt ttggcctgca 
tcaccatcac
   473641 caaatgttgc cgaactaata ccgctcaagc ttgcatagag atgattgttt 
ttaaaggtgt
   473701 attgtccttt cgctccatat ttaagatggc cttcttgcca attgattctt 
tcatcatgta
   473761 ggttttcgcc gttatagctt ttaccactac taaaagctcc aaaagttgct 
tcaaatgttg
   473821 gcttaatttc tagctcacta gcatgcacag ttgaaaaaaa tgagacaaag 
aaagtccctc
   473881 tcataacctg agaaaataaa tttttcattg agaaattcct ttttgcgaac 
ggcctaaccg
   473941 tgctcagata tgggtaacct attcgttacc caccctagat catgcacccg 
tttagtgatg
   474001 gtcgtgctgc gtgttttgct cttcttcacc caagtttaaa gtcggggtgt 
tgtcaaagaa



   474061 gttccaaggt ttgatgagtg tattcaccca ctctgtcggc atgattggcc 
actcttcagc
   474121 acgtgccaca tgggttgtgc ctgttgtcat ccacaccaca aggtctttat 
tttcaatatt
   474181 ttcattgttg ccaatgaatt gtcctaaccc tgtatcatga gttgaacggt 
ttgaatattt
   474241 cccttcaggg tagcgttcgt ctggattgta ctgagtcacc caaatttgtt 
tatccataaa
   474301 gttcaaacgt ttaaataacc attcatcttt agaaaaattg gctcctttcg 
ccacagggtg
   474361 tgttccacct gcaaaaggaa tgagttgata agaaaccgga ttacctaatt 
tattttcctt
   474421 gttgaaattc gtgagtaaac gaatagtgga tggatcaaat ttttcagctg 
cattttgctc
   474481 attcgtaatg actttactat cgatttgcat tgagcttgta cgaacaccac 
ctttgtcatt
   474541 ggctttcacc acagggtcca tatgcataaa gctgttgttt tccccatcta 
catccatatc
   474601 taagcggaag ttatagatgt gctgatgcgt tgtacccaca atattatggt 
caattaaagt
   474661 tccatatttg gtgtcttctt tagcggtact gtcatgcata gtgcgtgatt 
taacaccttt
   474721 aaccgcctca atacccgttg cacccgcatt aattccaatt acaccatttt 
gggcaaatac
   474781 ccagtcaaac atataatcgt agtttccaac cgtactaatc cagcggatga 
caagttcacg
   474841 gcgggcttca ctggcatcct gattgccaaa aatttcgtga tgtttatatt 
caggtcctgc
   474901 ataacgttca aatacagcaa tggcatttgg aattacttgt ggctggcctt 
tgtagtctgc
   474961 aatcacggca tcaagtaaaa ctgcattgtc gggtgcatct gttcccgaaa 
gaatagatga
   475021 ggtaagtgtt cccataccat attcgccaga gtccaaataa gatttgaagt 
accaaccgat
   475081 atcagggtca ccatatggaa ctaccattcc acctaagtta ccttcataca 
tgactttacg
   475141 cttcacacct ttatctttat aggtcactgt tgaaagctgt aagccaacac 
gagaatctaa
   475201 cgccacatgc aaacaccagt tgccccaatg tatggtttga ccggtaatgc 
taaagttctt
   475261 accctcaggt tcagtaatat tgagtggttt taacttactt gctacgggct 
tattcgacat
   475321 ataaggtcga tttgccatcg gcacaggaat gatcgcacct tcttcaatct 
tgataatttt
   475381 ttctttatct aaatcgacta cagcaactaa attttcaatt ggatgcgccc 
agtagttacc
   475441 atccccaaca tcgaggtaag caacgacttt taatatattg agttgtttat 
ccagaccatc
   475501 tttaccgcca aaatatccaa cagttagcgg agtagcgatc actttcttca 
catcggtaat
   475561 accgcgtttg cgtaacgcat cttgatattc tttactcgtc tcaattacgc 
gctgtacggc
   475621 ttcaaaatta tcaagcaaaa ccataccgtg agtatcttta agtacattcc 
attttgtgac



   475681 ttgttgagta ttaagattaa cttcaccttc aatcgcttga ttgcccttta 
ataaaataaa
   475741 tgaggcaata cgatcttctt taaaatcttt atgattaata aagtaatccc 
atactttggc
   475801 tttttcaggt tctttaagct ttaactcggc aaaacgcata tttttataag 
cgtatttcga
   475861 gcggttaatc acatcaaatg tctttttgat ttcgtcagaa tttaagctat 
tgagcgggtg
   475921 aaaggtattt tcaattttga aagtttgatc taaccccgac tggaagactt 
cgttaaaaaa
   475981 atcttttcca ataacaggct taccctcttt gattaataac gggacactga 
gttttaaagg
   476041 tttgccattc actaaaacct gatttgagtt tggcttggct ctcaccacta 
tagagccttt
   476101 ggtaattgta taggtattgg taaagtcatc tttaacaact ttagcacctt 
gctcactcat
   476161 gttctgataa agtgagacca tgtcggcctt tccaccatga gcaaacgctt 
gagtattgag
   476221 tccccaaaag cttgcagcga ttgataggtt aagtgccagt attttttgta 
tgtcattcaa
   476281 taatcgttgt ttacgcatgg gtttcatcct tttcatctat ccctgaacta 
tctgaatcag
   476341 acagttaaaa tgcactttcc tgtgagtgaa attcattaga ctaacttaat 
agttctatgg
   476401 ttattaagct tatctaacct gctctaatga atttaatttc aacacagtta 
catagggcta
   476461 gcttgttcaa gaatgacgtc ggatttgtct aaaaatgaca ttaaaagaag 
aaatatttaa
   476521 accgacatac cctctctaaa ctctttagga gagataccat aggtcttttt 
aaagatcttt
   476581 gaaaaatgag caccgtccca gaaaccccac ttcaaggcaa tttgggtaat 
tgaactctgt
   476641 ttgttctttt tatcaagtaa atccgctttg actttttcta gacgcttaag 
ctgtatatat
   476701 ttgttaatag ataaattttc ttgaaggaac aaacggtaga gatgtcgtag 
tgatacccca
   476761 atatgctctg caattaattt aggtgttaaa tctggttttg ctaagttctc 
tataataaaa
   476821 cgctcggctt tttccatcag gttattggag ctatgaacat ttttataatt 
gattgtgggt
   476881 ttgattaaag caatcagcgc atcttcaaaa gcattaccat cttccgttgc 
ataccaaagt
   476941 ttgatgtttt cagcagacat atttttcaaa atattcttga gtaaaaaacc 
actcatattt
   477001 tgcgtaatca gttttccaaa atattcggta ctaatatttt ctttaagtaa 
cttttcacgc
   477061 gacaggtgta cggaaatctg acttaccaaa ccttgcggat acattgaaat 
tgtttcgacc
   477121 gggtccacca acacaatatc gccttcattt aggcttaagg tttcattctt 
atactcgagc
   477181 agcatttttc ccgaatactg taaaatcaaa aaacaaaaac gattatttac 
tcgatcaatt
   477241 tcatcggctt ttcggacaat tttattggca ttatttttaa taaaagcaat 
ttcggtatca



   477301 cccaataaaa agcactgaac ttcaccaatg aataaattac gggttccatc 
aaaatcggtt
   477361 tcaaaattgc cgcacacatt tttaatatgg tgcgtccatg tgagtaatgc 
atcacttaca
   477421 tattggttca tcccttacct ctctatacat gtgccaccgc tcaaaatttt 
gtgtttgtgg
   477481 tgcactgtct tggcatattt gcaatcatgt tttattgata aacaaattgt 
gtgccaaaaa
   477541 ttccttatcc gtggaattgt tttgatgata gtcagctaga tgtaaaaaag 
ctgataaatc
   477601 aattcaattt atcagcttaa tggggcttat gctactcctg caaaatctcg 
cagcatggtt
   477661 ataaaaatat ccttttgctc atcagaatat tttttaaaca cctcattttg 
gtggctatcg
   477721 gcaatatcaa acaaatactg cgctgtttgt ttacctttct cggtcagggc 
gtacaaatta
   477781 tcgtgatcga ccaataaccc ttcaaatttt aagatttcag ccgatctttc 
cacttcttgc
   477841 attggcatag caatatctcg cggtaaatct tctttactag aagcagtacc 
actcgccaaa
   477901 acaagtaaga gccgtgattc actggtacga aaacccgaag ccatttgctt 
tggaatatag
   477961 tcggtttgat aagctttgaa agcacggctc attaagtagc agacattatt 
atataagtgc
   478021 ccataatgtg tttggtctac gccgctctgt tcagtttgct taacttgaag 
gcttggatgc
   478081 ggcatgacac aagaatatgc accttgatgg taaaccagtg ggcttcggcc 
ttgatcatgg
   478141 aaacgaacca ctttaccaat aataatccag tggtccccac cttcaataac 
ctgataacgt
   478201 tcgcactcaa acaccgcaga acaattttct aaaatgggtg cgcgtcctgc 
gccaagttga
   478261 aaatttgtgt cggcaaattt atcaatattg cgtctcgaaa acttattaga 
cagctcaatt
   478321 tgcgtgcccg ataaaatatt gactgcaaaa tgtgttgctt cttcaaatac 
tgaaaaactt
   478381 gacgattttt tatcaatgct ccacaaaata agtggtggat cgagtgacac 
cgagttaaaa
   478441 ctatttgcgg ttacaccgac tttctcacct tgtgcatttt gtgcagtaac 
aatggtaacg
   478501 cctgttgcaa aatttcctaa tgctcgtcgg aactgtagtg gatcgaccgt 
aaactcatct
   478561 atttgttgta atacattcat catctttctc ctaaaccttc acttacatcc 
atataaatcg
   478621 cgagagcatt agatatctaa aactagtctc ggtgttttag agcgcgaaca 
gcacaccaat
   478681 atttgttcat tgctggcttt ttcttcatca gtaaaataaa catctcgatg 
atcaggttca
   478741 ccttcaatca catcgcacat gcaggttcca catacgcctt gctcgcaaga 
catttcaatc
   478801 tcgatgcctt ctttagccaa agcctgcaaa atggtttcgc cagcttcgac 
cataatgatt
   478861 tttccgctac gctcagccac cacttcaaat gaatctcccg atgtgtcggt 
ttcgacttgg



   478921 aaatactctt tgtggatttg ctgctcagga aaatcgtgag tcgtggcgag 
gttaatcacc
   478981 caatccatga aaccgactgg accacaggta taaatatgac tttcagaatc 
aatatcttta
   479041 atggcagatt caaaaaatgc tctgtggctt gcgccttcgg atttaaaatg 
gaaagttgtg
   479101 tattgtgcta acacaccatt tttaatttca tcaacaaaag cacatttttc 
agggctagca
   479161 ccacagtagt gaagctcaaa tgatgcacct tcatgtgcaa gttgatatgc 
catcgtaatt
   479221 aacggcgtaa tcccgattcc accgccaatc aatacactgt gcttggcttt 
taaaagtgga
   479281 aataaatttt ttggctcact gacctgaatt tgcatcccat ctttaatttc 
atcaaatgca
   479341 gaaatcgagc caccacgtga ttcagggtca cgtaagattc caaggcgaaa 
ctttccttcg
   479401 tcatttggat tttggcaaag cgaatattgg cgcaccatac cattcggtaa 
gtgcacatca
   479461 atatgtgcac cgggttcaac ctttggtaat gcagcagaag ttgcagattc 
aaactccata
   479521 actgcaatat ttccaccttc cacatggcga tttttaacga caacatcata 
aagtgtagtc
   479581 atgatttaac tcccttttca tgcctaagct tgtggcttag cgcatgaata 
aaccaccgtt
   479641 aatatcccat gttgcaccag tcacaaaact cgcatttgga ctcgcaagca 
acccacaagt
   479701 ttcagcaata aaatgcatac ttcctaaggc tttaaccgga atattctgga 
tgaactgttc
   479761 cattttttcg tctggcacca cactatgaac gatcggtgac tccatcggtc 
ccggtgcaat
   479821 cgcattgacc gtaacacctt ttgccgcaaa ctctttggca aaaattttgg 
ttaacgtcac
   479881 aatggcccct ttggttgccg cgtagtgtgc acccgttgca gtaccgccgt 
tttgtcccgc
   479941 taaagacgcc atattaatga tgcgtccata acctttattc gccatatatt 
ggccaataat
   480001 ttgacaagct tgaaaggtgc cgcgttggtt aacttgggtt acccaatcaa 
aatcggctgc
   480061 ggtaatttct aatacaggtg ttgctttggt gacggtggca ttgttaatca 
acacatcaag
   480121 tttagaaaat ttctcttcaa tccattgcac cgctgcatga aaatctgcct 
caaccgaaat
   480181 atccagcttt aaaggaaaca tattttgggc atactgactt tgtgccttag 
cattttcggc
   480241 tttttcaagc gtacttgccg acaaaatcac ttgatggcct tggctcgcaa 
aatattcagc
   480301 aatgacatta ccgagtccag aagcagcacc tgtcactaaa acaacctgtt 
tcatgttacc
   480361 gctcctaaag aatgtagcta ataccagcca aggtatcggt tgagttaacc 
aagttaatga
   480421 ttttacggtt aatcttaaaa ccagtatcag catcacgagt tagatggtat 
gtaatatcgg
   480481 ccgtgtaatg cttgaggttt tctttacgga attcacgtaa attttgagca 
caacgtaaaa



   480541 cgatttcatc atcttgatct tgaatcactc gtactcgcga aatactgcgt 
accgtattcg
   480601 cctttggtgc tgtagaaatt gcctcaccat tttcaagacg ctctacccgt 
aacttacgca
   480661 tatgattatc gtcataggca taatttaagt tgttttcgta gtctgtgaga 
ttcgggtcaa
   480721 tcggaatgat ataaatgccc ttttcattcc ataaattgag ccattcacgg 
tattcactgt
   480781 ggtctaacat atctgcttca gcccagatga aagcagtgac ttcatttaat 
aattgcagat
   480841 tcatattcat tgctctctcc ttaagctgtc atcatctttt tccactgctg 
atatgctgca
   480901 cgcatacctg tttcagcact gacatcactt tttaagccat cttcagtttt 
aacttcaccc
   480961 ggtaaaccgc ggttgagcat gatccataag tcattaccgg cattggcacc 
atgttgtacg
   481021 cgttcccaag cctcggagtc atctggcgta ccaaaaccaa atgggccttg 
gaaatgttca
   481081 tgtaaacgta agcgatattg attggcaatt tgtggaccgc cgtccatcgt 
aatcaccgag
   481141 tgatgaattt ctgtttcagc aactgaaatt ggctgtaaca cacggaagaa 
cgccattgag
   481201 catgcaatat tcggaaataa atttaagtta aagccagaac caccaactgc 
tcgaacaata
   481261 cggcgtactt ctaactcttc atgcccttcg tcacgcaaag cttgagccaa 
gtcttcgaaa
   481321 cgctcttgaa ttggtcgctc cattaagtct tcttctaaat cgaccagttc 
aggaatcatc
   481381 accatgacac tgtgaccgtt tcctaagtct tcaacaaagc ccggctggtt 
ttcgaagtta
   481441 aagagttctt cggttttttc atcgacagaa cttaagaatg acttgtgtac 
caacgggaag
   481501 tgatatgcat cggtggtatt ttcaagctgg attttccagt tacccgggaa 
acggaaacgg
   481561 tgttcaccca acactttaat tggataaccc gcgccttgtt tcataaacag 
atcaatccat
   481621 ttttttgctg gcccaaggaa ctcttcaagc ggttgaatgt cttctttaaa 
tgaagcgaag
   481681 atcatgccgt tatattcttc tacccgtaga ctcaccagcg gtaattctga 
cttatctaaa
   481741 caatcgccgt aactttccgg agatggcacg ccacgtaaac tgccatcaag 
tgcataactc
   481801 caaccgtgat atgggcatac aaaactgtta gtttttcctt ttttatgttc 
acatacggtt
   481861 gctgcacggt gacggcaacg gtttaaaagt acatggactt tctttttacg 
gtcacgcacc
   481921 actacaacag gctgtttacc gatattaatg gttttatagc ttccgccttc 
tggaatttcg
   481981 ctggcatgcg caacccacac ccaagtgcta taaaagattt tttccatctc 
ttcatcaaaa
   482041 atgcgttcat ctttataaag agaggtatgg gcacggtcac ttttaactaa 
agcatcataa
   482101 tcaatgccaa tgttatgcgt tgggataata ctgttcatat caatagtcct 
tttaaatatg



   482161 tcctgggtca ttcctgggaa ggtaccggca actcggcttc actgtgccaa 
tgcgataccg
   482221 gacgactgaa aatattctgt gtttggaaat gtttaatttt ccatgttcca 
tctgcttgct
   482281 tctgaaactt caccttgagc tttgctgcat ttagatgact acggccatct 
tgaaaagttg
   482341 aagtttgcaa catcagccat gaagcatttg catcattttg atttacataa 
atttgttctg
   482401 aatttacaaa gtgtgcattc atgacaaagt gagattcttt ttgtgtatag 
cgtttgaaca
   482461 tgtcgtaaat cgactgccaa gaatcataac ggccaaaaga tttggcatat 
ttctcaccaa
   482521 taccttccca aatacagtct tgatcaaaaa gattcatcaa ctcataaaga 
tctgtatttg
   482581 cattgagctc gtcgcagatt tccatataac ggtttatgca gttacgaatg 
gcattgtgtg
   482641 cttccaactg ttctagccgt tctataattt ctgcaatatt cactttgtca 
gtcattgcgg
   482701 tcgccttaac gttgaataat caattcacgc ccaacacgag cttcaacttt 
gcaatatttc
   482761 caaagtttgt atggcccttc acccaccacg gtcgttctaa ataagttaca 
agctgcatgt
   482821 actgtctcaa tatccggaac atctgcaagc aaataagtgg tccaaggcca 
gcccgtactt
   482881 gcacccacca tgctttggtc atcatcaaga ttcccaaaaa catgcacacc 
aggtaggtca
   482941 tgaatgccat tccacatttc accaaatgct gcccaaaccg cttttgcttc 
agcaggttct
   483001 gcatcaaaaa agttctggtt aatacccatg caaaacaaca cgcgtaatgg 
ttttttagct
   483061 tccatctcaa tattcctttt ttaaaattta aacttataga taacctgggg 
ctggctttaa
   483121 cccgaaactg actaaacctg cattttgtaa agttgcatca cccataaagg 
catgctgggt
   483181 caccacgttg gtatcattta caaaacggct aaatggattg ttggtataaa 
tcgctgtcat
   483241 acccgcaagc atttgcattt ttcgggtcac tttggcgcaa acgcgagctg 
catgtgtaca
   483301 tgccagacgc atatcactaa tctgttcagc agttgcttca cgaccagcaa 
taatttcatt
   483361 ccagacaata tccatggttt gataaaacca agactttgcc gcctgaaact 
ctgcatcagc
   483421 ttgagcaaac tcatattgag tcactggtcg gtttgcaatt tctgacccac 
ctgtaataga
   483481 tgctttacct ggtgctaatt tttcaaattc ttctaatgcg gcagctgcaa 
ccccaatacc
   483541 caccacggtt aatacttgag tcgctaaaga cagtgatgga tatttaaaaa 
atggctcgct
   483601 aagttttgaa ggttcgccac gtacaaaggt ccatttcttt tcgaccaata 
catcttcaac
   483661 caccaaatca tgacttccgg taccttttag gccaacagtg tcccatgtca 
tttcaatttt
   483721 ggctttgttg gcaggcatca cggccatacg tggtaaacct tgcatttcat 
tatttttaag



   483781 gggtgaaatt cccacaccaa caatgtcagc gcccatacag ccgcttgaaa 
atttccaacg
   483841 tccgcgcacc accacacctt catcggtaat ttcggcaggc tgaggtggga 
aaatacctcc
   483901 ggcaaatacg acatctggcc cgttttggta taactctttc agcgtttctt 
ccggcaaact
   483961 tcctaaatac gcaggactca taccgaaact tgctacccaa cccactgaac 
catcagcttt
   484021 agataaagtc tcgatcaact cacaaaattg ccgtggtgac cattcttcac 
caccaaaacg
   484081 tttaggcacc aaagcacggt aaacaccaat ttttttaagt ttttcgataa 
tgtcttggct
   484141 tacataggcc tgattatcaa actcacctgc acaggcacgc tcacgaattt 
cttggcacaa
   484201 agcatctaag tcaactgctt tgtcttgagc agcaaactcc attttagaca 
acttattcat
   484261 catctaactc cttgtaattt attgcattgc atcaacacaa aatttagcta 
ttgcacataa
   484321 ttgctcatct ttttgatgct ttgatacgaa ctgtaagccc acaggcaagc 
cttcactggt
   484381 ttcaagtggc actgaaatag ctggatgtcc tgataaatta aatggtcgaa 
ctaaaccggt
   484441 taggttcaaa aaagcgactg tgttttcagc ttcagaaact tttggtggaa 
tttgtggaag
   484501 tgtcggtaga accaatgcat catatttttc taataaagca tcgagttctt 
gggtcaactg
   484561 cgctttcaca acttctgctt gctttacttg ctctaaagtg gtgtgggctg 
cttttaataa
   484621 acgattattt acatcagaac caattaagcc tgtttgagtt aactcaccaa 
aagcttgcca
   484681 gttttcatag ttaataatct gcatgcctgc atcataagct gcttcaaaat 
gttcaacttt
   484741 ttctaaaacg gtctctaaat tcgctttttg aagtgcttga taaatacagt 
tccaaacaac
   484801 ctcatctgct ttgacattga gcagcgcaag ttttggtgta cgagtgcatt 
cagccggctt
   484861 aaaagttgga tcaataattt gcatagcttt ttcaatcatc tcgactgaat 
ttgcaaaagg
   484921 accaacgcaa tctaaagaac ttgacggcgg gtatacgcct tcgcgactta 
cccgaccaaa
   484981 agtcggtttt aaaccaaaaa ctccgcagca cgcagcgggc atacggatag 
agccacccgt
   485041 gtcagtgcct agagtaaagt cagcttgttt agctgcaact gctgcggctg 
aaccacttga
   485101 agagccaccc ggaataagtt caggatattt agggttaata ggtgtaccaa 
aagcatggtt
   485161 aatgcccgta attccaaaag ccaattcgtg caaatttgtc ttgccaataa 
tttcgcaatc
   485221 agcttttaag atgtttttaa ccacctctgc atcatcatgt gcgggttcaa 
cttctaataa
   485281 agctctactg ccagcaatgg tttttagacc ttgaatatct atagtgtcct 
tcaccatcac
   485341 cttaattttg ccgcttcctt tttgcacact ttggctaata atattcattc 
acttttccat



   485401 gtatttttat ccattaatta aaatatcaga aaatttaatg gaattgtcaa 
gtaatttttc
   485461 taatgtgcgt tcaaggaaat atgcaaaatt ttgtttataa tagaattacc 
ctttttttac
   485521 taagttattg cttagctatg cttgatcatt tagaacaatt tcttcccaat 
aaagaaccgt
   485581 cgagtattca aaacttcccc tttttctgga tttcccaagt taatggtaaa 
tattcacaac
   485641 ttattgaaaa atctataaag aaacttggca ttgataatac tcgccgcaaa 
attattttaa
   485701 gtaccaatgc gcttggggaa gccagtatca ctgacattgc caatctttct 
actttaaaac
   485761 tcacaacagc aacaaaggct gtatatcgat tggtagaaga tggcattgtg 
gaagtctact
   485821 cttccaccac tgatgaacgg atttcgatgg tgaaattaac ggccaaaggt 
gttgagcttg
   485881 ttgagcagat taaccaaatt agtgtggtta ccttagcggg gatcctcaat 
gctttttcag
   485941 aagatgaact gcataatcta aatcatcagt taaaaaagtt atttgatctc 
atgccatcaa
   486001 gttaattatt tccatcgaca ttaaattaac tgggctctag agcagttaaa 
gctagtcttt
   486061 ctttagctgc tcactataaa aaatctgcca caaatagtaa aatttattaa 
attcaaatat
   486121 ttataataat taaaccctcc taatagctca cttaacatac tttttaggta 
tctaaacata
   486181 ctcaacaagt aatggaattt tacatataaa aagaaaataa taattcaata 
atctagtcag
   486241 cattactatt tctgtttgtg ttaagtcacc ttcttcaagg ccccttacca 
aaccaaattc
   486301 aatcatttct agccgtttca taattcattt caaatgggga cgtatcaaaa 
attttgagga
   486361 tgaatagaag ctagagatca atttctttaa agcgttttat acataaggat 
taagtgtatg
   486421 aaccaaagta atatcgctgt tgaaaggaca caaaagaaaa ccaatgcata 
tgcatggtat
   486481 gtggtcatac tttgtatgtt ggcctatatt ttttcattta ttgaccgtca 
aattctggcc
   486541 ttgatgattg aacccatcaa agcagacctt caactttcag atactcaatt 
tagcttgtta
   486601 catggccttg ccttttcact attctacgct gtgatgggct taccattagc 
ctatattgcc
   486661 gaccgttttt cccgaccaaa actgatttca atcgggatta ttgtctggag 
cttagcaaca
   486721 gcaacttgcg gtttaagtaa aaactttatt caactattcc taagccgtat 
ggctgtgggc
   486781 gttggtgaag cagctttatc tccagctgcc tattcaatgt ttagtgacat 
gttcagtaaa
   486841 gacaaactag gccgcgcggt cgggatctat tcaattggtg ctttcttagg 
tggaggtatc
   486901 gcctttttag ttggcggtta cgtgattaac ctgcttaaag gcgtgacact 
cattgaagtt
   486961 cctttattag gtgcactcaa ggcatggcaa attgcctttt tagtggtggg 
gttacccggc



   487021 attattatag gtttgctatt tattttgaca gttaaagatc ctgcacgtaa 
aggacagcag
   487081 ctcaaccaaa gcggacaagt tgaccaagtt aaattcacgc agtgccttca 
gtttatcaag
   487141 aaacatgcaa aaacttttgc ttgtcattat ttaggtttta ccttttatgc 
aatggcactc
   487201 tatagcctaa ctagctggac acctgcattt tatattcgaa agtttcaact 
tgctccgact
   487261 gaaacaggct atatgctcgg cactatattg ctagttgcaa atactttagg 
cgtgttttgc
   487321 gcaggatggc taaacgactg gtttattaaa aaaggacgcc aagatgcacc 
gatgttcacg
   487381 ggtgtgattg gtattgttgg cctgattatt ccaattgcat tttttaccca 
gacagatcaa
   487441 ctctggcttt cagtaacttt gctcattcct gcaatgttct ttgcctcctt 
cccacttgtg
   487501 atttcggcaa cagcattgca aatgttagca cccaaccaat ttagagcacg 
cctttctgcc
   487561 ctattccttt tggcaagtaa cttaattgga ctaggtgttg gtacaacatt 
agtggcaatt
   487621 attacagata aggtttttgg caatccatta atggtggggt cttctttatc 
tattgtgggt
   487681 ggtttgtcct gtgtactggc tttggctcta cttttcaaag gctgtaaatc 
ctttagtgaa
   487741 agcatgaagc ttgaaaaatt acgttaattg aagcaacagc cacttataaa 
aacaggagtt
   487801 ccctttaaac aatttaggga acaccacacc aatatttcac aatacgtaat 
gccgaggact
   487861 ggcatatatc ttggaaatgg attatggaat tatttcaccg ttttaaacca 
cacactttag
   487921 cttttgccac tttatttatt atgtgcagca gttcttgggc tgcaaatcca 
aatcagcaaa
   487981 ctgaagatga gtggaaattc actttaaaaa atgcctatat caatcgtgat 
tttgataatg
   488041 acgcccttaa agataccggt agttggtctc aggcagcatc tttattttat 
aaatcgaaaa
   488101 tgcatgacac tccactagtc atagcagata aacctatcac cattggagct 
gacgcttccg
   488161 ttcaatacgc cgtacgtttg agttcagaca aacatgtcgc agatactgtt 
ttgcctttta
   488221 ataaagaaac gcaatctcaa gcatctgatt atctaaaata cggcgcgact 
ttaaaactag
   488281 gttatgacaa aacactttta agtgtcggtg aactctggct agagttacct 
gtaacggctg
   488341 ttgatgctag ccgccagtta ctcacttcgt attgggggac caatcttaag 
tcacaacttt
   488401 cagatcaact ttatgtcgaa attggtcgag ttgaaaaagt ctcgccacga 
aatgaagaag
   488461 attttaaaaa gttttcgttc acagcaaatg gaattaccaa agaatctgat 
ggcttaaatt
   488521 atattgacct gcgctatcag tttacgccgt ctttgaaggg cgaatattat 
tttggtaatt
   488581 tagaagatct ctacaataaa cactatgtag ggcttgagca tacgtggaaa 
caaccaactt



   488641 ttgctctaac ttccaaattt aaatacttca atgcgaaaga tgacggtaat 
acctttgata
   488701 ttgatgccca gaacattggt ttacttgaaa ccgtcaaagt aaaaaaccat 
acctttggtt
   488761 tgggttacca acaaattatt ggagagtcgg cttacccatt accagatggc 
ttcttaccag
   488821 aaacttattt cattaactgg aatgccacag gctttttcaa agaaaatgaa 
aagtcttacc
   488881 atgtcatgta tggctatgac tttaaagatt acgttccagg cttaaacgca 
atggtgaaat
   488941 atgtttacgg tcatgacttt aaagcagcta atggtgagaa aaaccacgaa 
actgagtcaa
   489001 atgtgatttt aaactatacg tttcaacagc ctttcttaaa aggctttgcc 
ctgcaatata
   489061 ttcgtattga ctacaacgtt aaacacggca atgactttgg cgaagaccgt 
ttattcgtca
   489121 attacaccaa aaaattctaa ataaaaatta ccccctaaaa tttagggggt 
aatttttatc
   489181 ctaatttatt aaccaatctc aaaggtaaaa ccttcatggc aatactcatt 
ggtaaccacg
   489241 gccactgcgg tacataagct tttacaggtt gtttttcgat cgctttgact 
aaagctttac
   489301 accctgtttt ggcgtcgact tcaaaaggta aatgtttagc accttcattc 
atttcagttc
   489361 ggatgtaacc tgggaaaatg gttgagactt taattggggt atcaagtaat 
tcagcacgaa
   489421 taccctcggc caagtgagca actgcagctt tacttgccgc ataggtcgat 
aaatgttttg
   489481 gtaatccgcg catcgcactc atagacgaca tgaccaccaa atgacctgca 
ttttgcgctc
   489541 taaaaatttc aatcgctgcc tcacactgtg ctaaagcaga gataaagttt 
gtttcggccg
   489601 tggctctgtt aatttcaaaa ttacctttac caatacggcg accatttccg 
actccggcat
   489661 ttacaataat tcggtctaaa tagccaaatt cttgtttaaa ggcacgaaaa 
acttcaaaaa
   489721 cctgatcgta attggtaacg tccagacttt tcgcaatgac tttaataccg 
tactgatgtt
   489781 ctagttcggt ttttaaagtc tctaatcggt ctaaacggcg tgcacaaatc 
gccaagttat
   489841 aaccttttgc tgcaaattca tgcgccatac ctgcgcctaa accagaactt 
gcgcctgtaa
   489901 ttaaaattgt cttcgccatg cttttatcct tattttaaat ccatgtcagt 
aaatctggac
   489961 gctcagcttt tataaaatgg tgttcattta aacttaaaac ctgagcttca 
tttccaacta
   490021 aacgtaaagt cgtgaggctt gtattggtaa ttgcccaatt caaagcaaaa 
gttcgattag
   490081 ggctcagttc aagcagcttg ccaattgcta ccgaaatcac accacccgag 
gtaaaaacga
   490141 ctgcataacg aggtttggtt tttgccaact catcacaaag ttgctgtagc 
gccgtttcga
   490201 ctctattttt aaaatgcggc caagactcat catattcatg atgaaaatcg 
ccatcggtcc



   490261 atcgttcaat cgcaccttca aagattttgg caagatacgc gcgagggtta 
tgctcttttg
   490321 cgacatcggc ttttaacagt tcaggctgtt caaaacgtgg ctcataacgg 
gcaaaaacct
   490381 gttgatggtt aaactcattc cataaattat tatgatgaat taccgcatct 
ggaaaacatt
   490441 cttttagtgc aagctgtgca gtttgttcat ggcgctgcat agttcctgca 
actacataag
   490501 gttgttcttt caatattttc ttaaaatatt ggcctaataa agtcgcttga 
gcttcaccat
   490561 tttcagacaa ctcatcatag ttacttttac caaacgatgc ctgtccatgc 
cttaccagat
   490621 aaattgtggt catcttctta aaataccctg tattttctgt agagattgct 
gagcaaattc
   490681 cgattcttgc aatttttgct gggcgataag ttttaaagct ctgatatgta 
gtgcatgaat
   490741 gacaatccag aaatctttaa aagcagggtt tcgggtttgt ttatggtaat 
aacgataata
   490801 gatttgctgg gcaatcactg ctaaacggaa tacaccaaac acttcataaa 
aagtccagtt
   490861 ttgaggctcc agaccagttt tttgcaaata atagtcaaca acttctttgc 
gagagaacat
   490921 tccctttaag tgagtaggct gacgacgtgt cgatctaaaa atcatattat 
ccgtaggctc
   490981 aacccaatag gccaaagcac tgcccaaatc cattaatgga tcacccaagg 
tcgccatttc
   491041 ccaatccaac accccaatca cttcagttgg atgttttgga tctaaaatca 
cgttatcaaa
   491101 acgccaatca ttgtgaatga tacaagttgt agaatcttga gggatattat 
cgtttagcca
   491161 ttttcgaaca tatttaaatg aaggaacatt gattgtgcgg actttttcat 
agcgtttatc
   491221 ccaaccttca acttgtctac ggcaatatcc tgtaccttta cctagttcag 
ctaaaggcgt
   491281 gttctcataa ggaacttgat gtaactcaat cagcttatca ataacattta 
cacaaagttg
   491341 atggacatct tcttcagtaa agccaagctc aggcggtagt tttgcacgag 
gaataatacc
   491401 ttcaatgcgt tccatgacat aaaaatcaca gccaatgacc gactcatcct 
gacaaagtgc
   491461 caccatttta gggagtactg gataataagg cgcaagattt ttctgcacca 
tatattcacg
   491521 ggccatatcg tgggctgact tcgcttttgt tccttttggg ggacgccgta 
aaattaaatc
   491581 ggtattttca tattttaaac gataagtcca attcgacgct ccgcccgtat 
attgagtaac
   491641 gaccgctggg ccaaccaact caacaccttg gctttttaac cagttttcaa 
ctgccccaat
   491701 atcaagctct tcaccttcac gtacttcacc gcctacatca attaccgaca 
tattcacttc
   491761 ctttaaactt atactttctt atgacgacca taaccacgtt tggccaactc 
taatttggca
   491821 atcatgcctt tatgtacttc atctgggcca tcagctaaac gtaaactgcg 
tgcttgggca



   491881 aagaaacccg ttaatggcgt atctcttgaa acgcccgcac cgccatgtag 
ctgaattgcc
   491941 atgtcgacta ctttttctaa tacgcttgga gcgactactt taattgcaga 
tatttctgtt
   492001 aaagcggcca tgtttcctaa agtatccatt ttataagcag catacaaggt 
taaaagtcta
   492061 gcttgatcta tggctactcg agcatcggct acacgctcta ggtttccacc 
gagttttaga
   492121 atttctttgc caaacgccgt tctagacata cctctatcaa tcataagctc 
tagtactttt
   492181 tcagcagctc cgatacagcg catacaatga tgaatacgcc ccggccctaa 
acgaccttgt
   492241 gcaatttcaa aaccttgccc cgctccacca ataaagtttt caagaggtac 
tcgaacatta
   492301 ttaaaatgaa cctcaccatg tccatgcggc gcatcatagt caccaaacac 
aggtaacatc
   492361 cgttgaattt ctacacccgc cgtatcaatc ggtactaaaa ccatagagtg 
ttgatggtgg
   492421 cggtctttag tttcatctgg agtatgggcc ataaaaataa tgactttagc 
atttggatca
   492481 cctaaaccag acgaccacca ttttttgcca tttaaaacaa tttcattacc 
gtcaatgagt
   492541 gcagttgctt gcatgttggt tgcatcgctt gacgcaacat caggttcagt 
catgcaaaaa
   492601 accgaacgaa tttttccgtc caataaaggc tctaaccatt gctgtttctg 
ctgctcactg
   492661 ccatagcgcc ataacacttc catatttccc gtatctggtg cattacagtt 
aaaaaccgtg
   492721 ggcgccaata aactacgacc ggttaattca gcaatatgcg catattcttg 
aacagttaac
   492781 cctgcaccga gtttttcatc gggtaaaaac atattccaaa gacctgcctg 
tttggcttta
   492841 gattttagag tttctaaaag ttcgggccac tgccattttt tccagtttcc 
atctggattt
   492901 aactcatgaa cttcttccca aaattttgct tcgacaggtt ctatttcttc 
taaaataaat
   492961 tttttagttc gctcagcaaa atcttgagct ttcttggaga gttcaaacat 
tctttttcct
   493021 ttacatcatt atctggtctt tacatcaaca taacttgaaa cttaatatga 
atgaaatgat
   493081 tttattaaat aatgcatcat gaataatatt cataacctac atggcctaga 
cttaagtttt
   493141 tttcaccgaa ttgatatcaa tttatatccg ctttttatcg cgatttatga 
gcaaaaaagt
   493201 atttcaaatg cggcaagtag tctcaatatt acgcagtcag cagcaagtca 
tgctttgcag
   493261 cgtttacggc agcaacttga agatgatgta tttatacgtg taggtaataa 
aatgtctgct
   493321 actccttttg ccgagcagat ttatccaact gttaagcaag cacttttaac 
cattcaaacc
   493381 attagccaac agaagcatgt gttcgaccca acaagtttaa aaagcttaaa 
aatcgccgtg
   493441 catgacgaaa ttgagccaat tattcttcca agattggctc aacactttca 
aaatcttaat



   493501 ttagatttgc agtttgtgag tatgaaactc gatcgaaaac atattatgac 
tgacttggcg
   493561 acacagcagc tcgatttcgt gattgaccta gaacaatact tatctccaaa 
aattaccttt
   493621 gatcatttgg tgacagatga atttgtaatt tgcagccaac ttaaagaagt 
cgatttagct
   493681 agttatatta gtggtcgtca cattggtgtt tcgtcacgcc gtacgggcgc 
tttacttgaa
   493741 gatatttatt taaaccaaca ccaaaaaatc tctagaaatg tatttatgcg 
ctgtcaaaac
   493801 tactcaacgg cattacaagt tttgggagcc caagccgacg caatactcac 
catgccccgt
   493861 atgattttgc agcatttatc ttatagccct aagattcggt tacattctct 
accctttgaa
   493921 atgaccaata ttaaaatggg tatgttttgg cacgaagatt taagggataa 
tttaaggcat
   493981 caatttttgc gacatgaaat tattaaactt tttcagtaaa gcgaattgat 
ctattaagct
   494041 tctatcgtac aaggaccagt aatgagtaaa gatgaacgga taatccagaa 
tcaggacaac
   494101 aaaaaaacga ttcgtcatga agattacatt gctggcattg gtaaaggcat 
ggcgatttta
   494161 gatagcttta gtagtaatca acatcgttta aacatttcta tggcggctga 
aaaaaccggg
   494221 ctcacccgag cagcagcaag acgccattta ttaactttag aatatttagg 
gtatcttgag
   494281 tcagatggcc actattacta tttaacccct aaagtactca aattttcagg 
agcttattta
   494341 ggtgcagctc agcttccaaa agtatctcaa cctttattaa atcttctaac 
taaccaaacc
   494401 tctctcattt attcggtgat ggtacttgat ggttatgaag ccattacgat 
tgcccgtagt
   494461 gctgcccacc aacaaactga ccgtgtaaat ccatatggtt tgcatttggg 
taatcgctta
   494521 cctgctcatg caacttcagc gggtaaaatt ttactggcac atttaagcca 
agaagaacaa
   494581 ttggactggc tccaaaaata tccgcttcag cgtttaacta aatatacgca 
tgtcgaaaat
   494641 gataaatttt tagagttact aaaagaaatc cgagaacaag attggtgtta 
ttcacgtgaa
   494701 gagcacgaat taggtgtcca tgcgctcgcc gtaccgattt atggacaaga 
ctttaaagtg
   494761 gttgctgctt taaacattgt ttctccaacc atgagaacaa ctgaagaata 
tttaattcaa
   494821 catattttgc cgctattgca agagactgcg cgggatttaa gacaagttct 
ttaaatcttg
   494881 cttaggctat ttccataaga ttaattttat ttttgcttag gctatttgaa 
taaataaaat
   494941 agttggaata tacgcttagg ctatttctaa aagtaattaa atgggatttt 
taaatagcgg
   495001 atgccattcg cttcaggttc cggaaaattt ccaccgttca tattaatttg 
aattgaaggc
   495061 agaattaatt ttggcattgc caaagtagca tctctttctt gacgcatttt 
tatgaatgat



   495121 tctttggaaa ctcgtcgatt taaatggata ttgctttgct tttgagtttt 
tatatctgtt
   495181 tgacagatat attcatcacg accttcgggc ttatagtcat ggcataagaa 
catacgcatg
   495241 tcgtcaggaa gtgtataaag tttttgtacc gaatcataaa gctcagcagc 
acttccttta
   495301 ggaaagtcgc atctggccga accataatca ggcataaata aagtatcacc 
tacaaaaaca
   495361 gcattaccaa tcacatagct taagcaagca ggtgtatgcc ctggtgtagg 
aatgttatag
   495421 gcttctacct cccctatttt gaaatgttca taatctccaa ataaataatc 
aaaagactga
   495481 ttttcattga atttcttaaa atcaaaatta taaatagccg aaaatgtttc 
ttgtactacc
   495541 gagatttttt gactaatcgc aattgtaccg cctaatttag attttaaata 
ttgagccgca
   495601 gtcatatggt ccgcatgtac atgggtttct aaaatccatt gtactttgaa 
gttttgcgcc
   495661 aagacataat cgacgatcag atcagcatta gttgtttttg tagtggccga 
agcagcatca
   495721 tagtcaagca cactatcaat aattgcgcat tgacgagtcg ctaaatccgc 
aacaacatag
   495781 ctaaaagtat tggtattttc atcaaaaaaa tcttttacta gaggttgttg 
catagcttta
   495841 atttccttta tttaaaattc ggtaaataaa cattcctact aacatcgcga 
caataaaata
   495901 aagtgcttca aaatacccta atccaataag agttaaagcg ggcgctggac 
atatacctgc
   495961 tattccccag cctataccga aaataaaagc gcctacaatt aacctttggt 
caatctgtgt
   496021 atttgttggt aattgaattt gttcattaaa aatcgttttt ggttttttaa 
tggccctttg
   496081 aaacggaata aatgccacag caatagcacc tagcatcaca aacattaagc 
taatatccca
   496141 ttgcccaaaa atatctagaa accctaaaac ctttgcaggg ttagacatac 
cagaaatcat
   496201 taaccccaat gaaaacaaac caccaaatat aaaagcaaag atatttttca 
taagattacc
   496261 ccaacacatg gcgaataata taaacagtca gcatgccagc aaacataaaa 
attgcggtcg
   496321 ctattattga gcgttttgat agcctgctca taccacaaat accatgccca 
cttgtacagc
   496381 ctgatccaag tcgagtacca aaaccaacaa gtaaccctgc tagaataagt 
acaaatgaat
   496441 tggctttaat ttcgatttca ggctgataga aataaccata tatgaaaggt 
gtaatcacga
   496501 gtcctgcaat gaaccagaat gcagaacttt taaatatatc tctagatggg 
ctaatgaatt
   496561 gagcaagtaa accactaatt ccagctatac gaccatttat atataaatac 
ccaactgttg
   496621 cgataccgag taataaacca cccacaaagg catagacaat acttgacata 
taagcactct
   496681 taacaatata tgtttttata atctgtatta tacgctgatt cttttagaaa 
tacttaatat



   496741 aaaactttta agtttataat tcttcttaac aagaaaaagc cccaagattt 
tggggctttt
   496801 atcattaaat tagatcttta atgcctaatt gttcaggtaa tttttccata 
actttattta
   496861 atctattatt tgctggagag atacaacctg tgtaatggct taattttgtt 
tctgtaccat
   496921 ttggttgaat ccaggtgatg taatagctag acatatcggt cgcagtttgc 
tgacaacctg
   496981 cagttttaga ttgggttcct gtttgcggac gataagtttt taattcatca 
gcaagttttt
   497041 gataatcttt tacgctacct tgaatttctt taacaccaat tgcttttgta 
tattgcttac
   497101 cttcaaaacg aattaaacct gtaggtgtta cttctactga gtaaattggg 
catgcgccga
   497161 aacatggact agaagcataa cgaatggttt cttgtgtatt aggtgcttgt 
tgaacagaag
   497221 cacaacccat taaagccaaa ccggataaag ttgcaagaac taaaaatctc 
attacatcac
   497281 ctattattat caagtggcat taatctaaca aatcatatgc aaattgtcat 
taaagactca
   497341 tttttcatag tattatttgc tattacttag gctattttta gttattaaga 
aaattaaaat
   497401 ataaagcaca taaaaaaagg cccatcgtta gatgagcctt aagccaatta 
aagcttaaat
   497461 tcctgaaata caaattatta ctgggtagta ataacctgcg ccgaccattc 
tatcttaatg
   497521 caatacatta tttaaatata atataagtat atatttacgc tcgtttttcc 
aacaaaaaaa
   497581 acctgttttt tagagttaaa aactcaataa tgtttatttt taattaaaat 
tcacaacttt
   497641 aagttaaaca aaacttaata aattttgaaa ttttatttat aggtaaaaca 
ttataaaaaa
   497701 atgcttaata gttcggctat atctagtgtt caggatgaat caattatagg 
aatattttaa
   497761 gtttagcaat aacttcaagc acttttttac tatttggtaa agctatctca 
ctaaaattac
   497821 agaatttacg caaacactct aatagaaaaa agatattaaa aaaataaggg 
caaaagaaaa
   497881 tttaaccttt tgccctcttt cattatttct ctaaactata tgcgatcaca 
taatcaccat
   497941 ggtctgggga ctgtcgtgca ccacccgcgg taaccactac atattgttta 
cctgttttag
   498001 gtgaaacata gctgattggt gtaccttgac tacctactgg catacgtgac 
ttccacagct
   498061 ctttacctgt agatgaatca aaagcacgca agtaataatc ttgagttgca 
gcaaagaaaa
   498121 ctaaaccacc ttgagttgcc attggcccac caatagttgg cataccaatc 
ggtgctttca
   498181 agcccatctt aataccaagt ggtccagtgt cctcaactgt accaagtggt 
acttgccatg
   498241 caatctgacg agttttcatg tcaattgctg tcatggtacc aaacggtggt 
ttttgacaag
   498301 gaatacttaa agcggacata aagcggtttt tattcacttt atatggtgta 
cctttcattg



   498361 gtacagcacc catacctgta tttacttttt cgccaccact cgcctgaatc 
ttaatatctt
   498421 caggtgtttg tttaatgagt tgaacccata aaccaagacg catatcgttt 
acgaacatgt
   498481 aacgatgtgt cgggtcaaaa gcaatactac cccagttcat gccacctaaa 
gaaccaggga
   498541 agcttaatga aacatcagta cccggtgcag taaataaacc ttcgtaacgc 
attgacttaa
   498601 agttaatacg acacatgagc tgatcaaacg gcgttgcacc ccacatatct 
gactcagtta
   498661 aagtctgatt accaatttga ggcatttcaa cagaacgtgg ttgagttaaa 
ctgtattgct
   498721 cacccggaat atttgccgct ttcactggct gttcaattac tttagttagc 
ggtttaccag
   498781 ttatgcggtc aaggacaaag aattgacctg atttggttcc aatcacaaca 
gctggcttag
   498841 tcgtaccatc ttttaatgga aagtcgacta gacttggttg cattggtaag 
tcaaagtccc
   498901 ataaatcgtt atgaacagtt tgatataccc acttttcttt acccgttgtc 
gcatcaagtg
   498961 ccaaaacaga agtattgtat ttgtgatcta acggattacg gttaccaccc 
caaatgtcga
   499021 cagatgaact acccatcggt aaaaacaccg tattcatttg tggatcatat 
gacattgcag
   499081 cccaagagtt tgccgaacta cgtttatagg tttcacccgg tttaagaaca 
tagttaggat
   499141 ctggattacg cgggtcaaat gcccagcgaa gtttacccgt gatcacgtca 
taaccacgta
   499201 ttacaccacc cggcatatct gctgccacgt tgtctgcaat acggctaccc 
accacaatag
   499261 ttgttccggc aatagttggt gcagaagtca cttcaaaacg tggagcctta 
gtcccaccgc
   499321 ctaagccttc gagtagatca actgttccat ttacaccaaa gtctgcacag 
cgctgaccat
   499381 tatctgcatt aactgcaatt aaacggccat ctggcgtatt ggtatataca 
cggcgtggac
   499441 aggctgtgtt gctagcaaca gtagtgaccg gagttgcacc agctaaagtt 
ggttgcacta
   499501 gtggtttagt tgaatcgaag tatgcaacac cacggcagcg ttcccaagca 
tcggctgtag
   499561 agttcacctc agctttccag agttgtttgc ccgagtcggc atctattgca 
aaaatgttgt
   499621 tatgtggcgt acataaaaag actttatttc caacttgtag cggcgtcatt 
tggtcttcgg
   499681 caccattacc gctacccgtt gtaaaatcac ctgttctaaa gcgccaagct 
tcttttagtt
   499741 tatgaacgtt atctcggtta atttgatcga gagcaacaaa gcgactacca 
cccgcatcat
   499801 ttccataatt ttcccaattc acctgttttt tagatgggtc aactggtact 
aaaggtagtt
   499861 tttcacctga gcttgctact gttggatgcg gttggaacat ttgatagagc 
gcaatcaaca
   499921 tacccacaac gactaagcca cctactgcat aggctgaaga tgccaaacta 
gtttgaaatt



   499981 ggtagcgtcg aattgaaggt aaggtaaata acaacgcagc aaaaagacca 
gcaggaaaca
   500041 ttaagcgcga gaataacggc caaaactccc atccagcatc aatgagtgac 
caaattacgg
   500101 taccaacaaa aacagccgca aaaatccaga cgcccagcgc tttttttcgg 
aaaatactaa
   500161 ttgctgaaat ggttataaac agtcctgaga taaggaaata ccaagaacca 
ccgagagata
   500221 ctagctttcc accgcccacg atataaaaaa taccagtagc caataaagct 
aaacctaaaa
   500281 taaaacacca tattttgaat aagatatgaa acttagaatc tgactcagac 
atagatccta
   500341 ctccacatat actgaacccg aatagttcaa gcatttgggc cagttaaact 
atgtctaacc
   500401 agccatcaat attattaaaa attaactttt acactcagac ctgccaccca 
agcatcatcg
   500461 acttctttca caccagcagg ttgatggata tattgaatgt ttggacgtaa 
catgacggcc
   500521 ggagaccatt gataggtata gttcaactcg acatttaact cgtcgtcttg 
aattggaata
   500581 tagtcagatg caatcggatc atagctatag tatccgcggc tttcgtttgt 
cgcgatctgt
   500641 ttatctttag cacgatcatt gactacataa ttggcaatac caaagccaat 
cgaatcgttt
   500701 ggacggctat caaacggtcc cttataccaa agagcaagct gttgcgtact 
ttgaacaaaa
   500761 gtcgttgctt tatcatttac aacgccatta aaactgacat ataaaccgcg 
tttcggatct
   500821 tggccggcat ggctaagttg ttgctgtgca ttaatccaga agctttgttt 
tccgtcatgc
   500881 actttacccg cagttttaat atcatttgct tctgcggttg agtacagcgc 
acctacttta
   500941 tattcacccg gtaaaccatt aaaagcagca agttttggtt tccatgcaag 
ttcaactggt
   501001 atggtagcac ccttgacgtt attcatatcc agattaaaac catcactatt 
tgattcggtt
   501061 ttaatattgt ctggattgac ctcatacaca ccaacaccta aagtccactc 
aggtgcaaac
   501121 tgatatttaa cgtttgtagc ccaaacaccg actggtgagt tataccaaat 
tgaaccaatt
   501181 gattttccta actgcccacc gcaaagcaat aagttctgaa actcacattg 
agaactatta
   501241 aagtcctctg acattcccat acgaccaaat ttgacctgta cagtattatc 
aacaaagccc
   501301 ttcttcaccc acgcttgaga cagacgccag attttaccgc gtccgtaaat 
ttcttgagca
   501361 ttgcccaatt ggctagaacg tgggtcttta atacgctcga gagttagtgc 
attgccgtca
   501421 cgtttagtca cgactaggct cgctgttgta tctttccatc cagcaatttt 
ttctaaatcg
   501481 aagttggcac ctaaagaaag ttgtgcagca ttttcaaaag tattgctgtc 
gttataaccg
   501541 ccgtctaaat ttgtggcact ttggctcata atggaagctg taaatttata 
gccctgctgc



   501601 tctaattgct ggcgttttcc attccagtcg cctagcaacc attgacggtc 
ttgtgaccac
   501661 ggctcattcg caagcgtaaa ttggctacct agtacagcga gcgttaaagc 
actcaatttc
   501721 attaaatttg gcatttcaag tcccttttat catttctata tttctatgct 
gtgcctcggt
   501781 ttgaggcgct ttccttattg ttattattta gtttgtacgg ccgaactaag 
ttcagacgta
   501841 gctccaaaac gatcagtaat attcgctgta attgaggcaa cttttacaga 
cggcttccaa
   501901 tttgcttttg cgatcccttg tgcatctgta gcaacagtta ttgctcctaa 
atattgctca
   501961 gcttcttttg atgccgcatt ttggttgcca aaaaactcaa cttgatagcg 
ttgatttggt
   502021 aagccattga cttctaccgc aactaaacct ttatttgcag ttaatttagg 
cgctttaatg
   502081 ccctgattag gttgagcatt acagccttgt tcatttggct gagtacatgt 
tttttgttgc
   502141 ttagatgggt cgacaatcac accaccacca cgagaaccga caaatccggc 
atgctcaagt
   502201 gcaggcacag caaatacaat tgcacccaaa cgctgatctg gtacacatga 
accacccgct
   502261 tcacagcgtt taatatcttt accattgtcc caaatcaggt ttttagtcaa 
tgtaattctt
   502321 gcatttgcat ctttttcaga acggatggct acaccaatac ggttaccatg 
tactttattg
   502381 ctatcaagaa tgttgccatc gcctgtcatg ttgaaaccaa tcgagttatt 
ggtcatttcg
   502441 ttgtaagcga tatagttacg cttaccccag ttaatctgta agccatcgga 
gtagttttcg
   502501 aatttattac caactacggc attatcatta ccccacaaga tttcaatacc 
ttgtgatggt
   502561 tcaggatttg ctttggttga aacaaaatga ttattagcaa ttaagttaaa 
cgcagcacca
   502621 cgtgtcagct ctagaccatc accattgtct tggaaaatgt tgtctaaaac 
tttgttgtta
   502681 ttggtggtgg ttgcagttgg gttaccttga ccatcatcac ccgtcaacat 
aacaccagca
   502741 ccaccgtagt tattactaat acggttgtgt tgaataaggt tattgcttga 
acggttaatc
   502801 aataccccaa tacagaagcg atgaatgtct aaacctttta aagtgacatt 
gttgacgtca
   502861 cgcagtacca atcccggtaa agtcatcgta cgtacattgg tgccgtactg 
ttcagggttt
   502921 gcaccaggac aagcttttgc accttcgcct ttaatataat ttgaaccatc 
aattgcgatg
   502981 tattcgccag ttttatccca ctctgtacca atgattttga caggtgcttt 
aatttcagga
   503041 agtgcactat ttaatttaat cgcataaggc gctttaccta ctgcttgaat 
caaaatgtcg
   503101 ctagcttcgc ttgggtttgc attggcttgt tcaattgccc agcgtaaaga 
gcctttattg
   503161 ctatcgtctt gataacggtc aaccacataa gtttgagccg cagctatgcc 
tgaaaccatc



   503221 aaacctaatg caagagtagt taaacgtaat gtattcattt catcatatcc 
ttatgattta
   503281 tgggtttgtt ggttgaactg tttgtaaaat ctgtttgagc ttggtcacat 
caatttgacc
   503341 cggtgcagaa gcctgaccaa tcatgccaaa gctataactt ccgcccatat 
tggcagtcgc
   503401 aacacgagaa atcgtaccta attgccccat cgacatcgtt aataaaggct 
tagtggtttg
   503461 ctgacttact tttaaagttg cgttcattaa agtgaaaaca tcttgtttag 
atttaggcat
   503521 tacagcaatt ttgagaatat ctgcgcccat ttgatcttgt tttaacaagc 
gtttttcaat
   503581 ttcatcttgg cttggtgttt tttggaagtc atggttagac atgacaatta 
gcactttctt
   503641 ttgatgtgct ttttgaacaa tttctgaaac tactttttga tcacggaaca 
tttcaacatc
   503701 taaccagtcc atgaacggat tctttaagta agcctgataa gttttaccat 
aatccacatc
   503761 actaatttca agctggccgc cttcgttttt tgtacgaatg gtggcaatca 
ttggcttatt
   503821 gcccaaaatc tttttcaact catggcccaa ggcaatcact tgttttgtat 
cactcgcaaa
   503881 actaagtaaa tcgatacgaa actctgccaa atcagcatct gctgtatttg 
caatgacttg
   503941 agcttgtgcc aaagcttgtt ctttggtttt tgcagtaatc ggaacaatcg 
tttgaacggc
   504001 tgtagcggca ggttgtgtct gagcagctaa agcaacaggt tcagcattta 
cctgtgcagt
   504061 aaaaaatggg agtgcaagca aacttaggct taataatgtt ttcatgttca 
tatgttcatc
   504121 cttaaaaagg ctacacgcat ccttgaataa tcaggtgtag ccttaggtgt 
ttcttaaata
   504181 tcaaaaaata cagtttcgtc atcgccttga atacgaatat caaagcggta 
aacaacttca
   504241 ccattttctt caaaacgttt tgcaataaga gtttggcgac gtggggccca 
ttcaatgcta
   504301 tttagaattg gatcgttagc atttgcctct gcttcatctt caaaataaac 
acgtgtatga
   504361 agacccaagt taataccgcg agcgaaaata actaacgcaa tatgtggagc 
ttgagttgaa
   504421 cccttacgac ctgctgtcgc gcccggttta atcgtattga aactccaaac 
gcctgtttca
   504481 aaatcggcac ctgtacggcc ccaaccctga aatgccgggt cagctttttg 
ctcacgcgta
   504541 tctgcctgac ttggataaat accgttcgca tcagcctgcc aaatctcaat 
gagtacatca
   504601 cgtagcggta aacctaatcc gtcaaacact tgaccttcaa gacgaatacg 
ctcacctttt
   504661 gtctggtctt gaactaactg gttattaaag ttgttttcaa aaacttcaat 
accggcctgt
   504721 tgtggcaata agccaatgtg aacgtaagga ccacctgttt gagatggagt 
ttcttttaat
   504781 tcctgaaaat tccagttgtt catgctcgtg ctcccgatta agtcaaatca 
ttttcgaagt



   504841 aagtcgctcg acgtccacgt aaagtgatgt caaaacggta acaacggcta 
tctgcttcga
   504901 taaagttgtt tttatcttct agtgcaatca aggcacgacg ttgatcttca 
gaagggatcg
   504961 tttttaagat cgggcaagta tcaatgagcg tatcgccctc aaaataaaac 
tgcgaaatca
   505021 gacgctgagc ccaaccatca gcaattaaag agaaatgaat atgagcagga 
cgccattcat
   505081 taatacggtt acgccatggg tacggacccg gtttaatggt acggaaaata 
taaaaaccgt
   505141 tttcatcagt taaggtacga ccacaaccac caaagttagg gtctattgca 
ccaataaact
   505201 tatcgtttgg atggcggtaa cgaccagaag cattggcttg ccatacttct 
agaagtgcat
   505261 tttttacagg acgaccaaat tgatcacgaa catagccatg aacaatgaca 
cgctcaccaa
   505321 ttggcaaacc atctttggca tagttcaaaa tcaaatcgtt atcttttggg 
ccaaacaaat
   505381 ttgaagaaaa atgcggcgca gtgacttcag ttaaagtctc attaattgag 
atcaatgcat
   505441 tttttggcga acgtaataca cttgttttat aacctggcgt atacgctggt 
ggatgatcat
   505501 ctgtattacg ttgggcgtaa gcaccccagc tatgttgtga catctttatc 
tccttaatcc
   505561 tgttctttcg ctgcaattgg gtttacttct atccccaact ctttaaagac 
ttcttcagcc
   505621 atatgcattg cagcgtttgc agcaggtaaa cccgcataga gtgaactgtg 
taagatcagc
   505681 tcttttaaat cttctttagt tacactgttg ttgaaacaag cacgtaaatg 
catgcgtagt
   505741 tcatcttcgc ggcccagtgc caataaaatt gcgatagtca ctaaactacg 
ggtatgacgt
   505801 ggtaagcctg ggcgagacca cacttcgccc catgcataac ggctaataaa 
attttggaaa
   505861 tcctggttaa agtcatttag gttctgcaaa gaccgaccaa catgtttttc 
acccaaaact
   505921 tcagtccgca cctcaatgcc ttgtttatag cgttgttcat cattcattgt 
gatagacctc
   505981 tattaagttg catcggtatg cgcaacaatt gatttaataa ataccgcaac 
agcagcagcg
   506041 gtcgctggaa tgagtaataa actaagaatg gcggtaaacg accaatcatt 
accgagtaac
   506101 acagctccaa tccacgcacc aaatacagca ccaaaacgcc caatacccgt 
catccaagac
   506161 acgcctgttg cacggcactg agttggatag aagcgtgcac ttaacgccgg 
catcgaagat
   506221 tgcgcaccat taatggcgat acccgcacaa agcaccaata ctgcaagtaa 
ggttgagttg
   506281 cctaagcttt gaccgacagc aattgcaaat agacctgcgg caaagtagaa 
aatggcgatg
   506341 actcggttcg ggttaaattt gtccatcgcc caaccaatga acagcgcact 
cactacacca
   506401 ccgaactgga acaatccacc aataaatgcg gcacgctcca tggaagcccc 
tgtttcacgc



   506461 ataagcgttg gtaaccagct tgtaagcaag taaacaacca cgagtcccat 
gaaataggtc
   506521 aaccaaagta aaagtgttcc tttggcatat ggtttagaaa acataattcc 
aaagacattt
   506581 ttcttttgag ctgtttcagt tttctcttca ggtacgtgaa atgcagtcgc 
attttcgatc
   506641 tgagctggcg cgatatgatt taagattttg cgtacttttt caggattctt 
acctttcaca
   506701 attaaaaagc ggtaagactc aggtaatacc aaaatcacta aaaccattaa 
gatcaaaggt
   506761 gaccagccac caagtaaaaa taggctgtgc caaccgtagg tcgggatgag 
ccagctacta
   506821 ataaaaccgc ctgtcgccat acccaagttg tagccacaga acatacatgt 
cacgagtaat
   506881 gaacgaatgc gtgttggaca gtattcagaa aataaagtgg tcgcatttgg 
catcgctgca
   506941 cccaaaccaa tacctgtcaa aaaccgtaaa acgacaaggc tatctaagtt 
ggttgcataa
   507001 gcagatgcca aggtgaaccc accaaataca agcatcgaaa aagctaaaac 
gattttgcga
   507061 ccaaaacggt cagctgtcgg gccagaaact aaagctccaa taatcatccc 
accaagtgca
   507121 gcactcatca ctggtcctaa ctgagaacgg tcaacgcccc agtcctgagc 
caatgctgga
   507181 gcgataaaac ccattgcagc tgtatcgata ccatcagtaa aaataattaa 
gaaacagatg
   507241 attgcgatca tccattgata tttactaagt ggagcatcat taatcagtgc 
ttgagcatcg
   507301 atgcttttgc ttggtgtagc gtaatcctga gacgccatat ttgcctcctt 
aaggccaatt
   507361 ccttttaaat tactaagcga ttagatttgc tgaataaatc tagtcaattc 
ctgagtaaat
   507421 ctttgtggtt gctcaatatt agaaagatga gatgcttcga gttttgcaag 
ctgactgtta
   507481 ttaatcgcct tctgcataaa ttcggcatct gctactgtgg ttaccggatc 
ttctgttcct
   507541 gcaatcagta gcgctggaat ttggatttgt gcaatttcat ctctcaaatc 
ggcatacgct
   507601 aaagcgcgac atgcattggc ataaccttgt gctggcgtgt ttgcgagact 
ttgaatcgtt
   507661 gtctgtgcaa ccacattatg ctgataatca aatttttcac tgaaccagcg 
ggtatgggta
   507721 gttttaacta gctcggctaa accatttttt tctaccgatt cagcacgact 
caaccaagcc
   507781 tcggtttgac caattttggc tgctgagttt gcaactgtaa tgctattaaa 
acgatttgga
   507841 tgatgaatac ccaaccacag ccctgtaatt ccgcccattg aaatgccgca 
aaaatgagct
   507901 ttttcaatat tcaaggcatc taaaatatca acaacatctt cagctaagtt 
ttgcaatgtg
   507961 gtgtcactaa ttacatcact ttcgccatga ccacgtgtgt cgtatgtaat 
gacattaaaa
   508021 tgacttttta attcattcag ctgaggttgc cacataccat ggtctgttcc 
taatgaatta



   508081 gaaaacataa gcacaggagc atcttttaag ccttcggtat aaacagctag 
ctgttttcct
   508141 tggcgattgc taatagtctg tttcactttg actctccttg tgcttcttgc 
aaaactgcat
   508201 caatctgttg ctgaatattg cctaaatagt tttttggttt aaaaatatct 
tgtatttctg
   508261 gttggctaaa ctgccctttc acttcgtcta attggctaac aacatcaaac 
aaatgcaggt
   508321 tttgtgctac tgctgtttta catgcagctt caactaaatg atgagcattt 
aaacgaccaa
   508381 ttttaggagc aagtgccatc atcacagctt ctgccataat caatccattc 
gtacactcaa
   508441 gattctgttg catatgttca gcattcactt cgaaaccttg tagaacttcg 
ccagtacggc
   508501 ttaatgatcc agcacaaagc tgaaaaattt cagggattgc taaccattct 
gcatgccatg
   508561 cgcctaagct acgctcatgt tcctgcacca tactttgata aatgctagac 
atcagtgctg
   508621 gtacacgatt cgccgcggcc aatacggatg ctgccgcaac tggattacgc 
ttatgaggca
   508681 tggtcgatga accaccacga ccctttgcgg ttggctcaaa caactctgca 
atttcagttt
   508741 gcatcatgag tgaccaatcc cgtgccatct tgcccgtatt cccgacaatc 
atgccaagca
   508801 cacttgcaat ttctacaata cgatcacgct caccatgcca tgtacttgtt 
ggtacagtca
   508861 gattcagttg cttcgcaaat gcgctgacca caagcgaacc ttggtcttgc 
aatgaagcca
   508921 acgaacccac agcaccgcct aactgagcag tgagcacacg tgacttcata 
gcttgtatac
   508981 gatctaaatc acgtttaaat gcagaagccc aacgagcaag cttatgccct 
aaagtaatag
   509041 gtaaagcttg ctgtaaccat gtacgcccaa tcatgacttg atggcgatat 
tgtttagctt
   509101 gttgtaatgc tgtggtgtag cactgttgaa gttgaccttc cacaatattc 
aacgcatcac
   509161 ggcattgcaa aatacaagct gtgtctaaaa tatcctgact ggttgctccc 
caatgcacat
   509221 aacgcgaagc atcttcatca gtatctttaa caattgccgt aagctgtttt 
acaaatggaa
   509281 ttgcgatatt cccagctaag ccagttgcta ccgccaaagc cgaaaagtca 
aacttttcta
   509341 acgcctgttc agctacttgg gcaatggtat ttgctgcatt ttgaggaatc 
acgccaactt
   509401 gtgcctgcgc ttgggctaac gcaacttcaa cctgaatcat gtaggtgatt 
aaagatgaat
   509461 cactaaagat ttcagtgacg tctttttggt aaaacaagct ggcatataac 
tggctcatga
   509521 ttagactctc tcaataatca atgcgatacc ttgacctacc ccaatacaca 
ttgaacacaa
   509581 ggcataacgg ccacctgttt gttcaagctg gtttaaagct gtcgtcacaa 
gacgtgcacc
   509641 tgatgcacca agtggatgac ctaaagcaat ggcaccacca tttgggttta 
ccttgtcaga



   509701 gttgtctggt aagcctaaat cacgggtcac tgccaaagcc tgtgcagcaa 
aggcttcatt
   509761 gagctcaatt acatccatct gatctaaagt caggttggct tgtttaagta 
attttttaat
   509821 ggctggtgct ggagcaaaac ccataatgcg tggttctaca cctacagctg 
tcgaagcaat
   509881 gatcttggca cgtggtttta ggttgtaagc ctgaactgca tcatcagaag 
ctatcagcag
   509941 agccgctgca ccatcgttaa tgcctgaagc attccccgca gtaactgtgc 
catctgcttt
   510001 aaccacaggt ttaagtttgc ttaaaccttc aagtgtggtt gatgcacgag 
gatgctcatc
   510061 ggtatcaatc accaccgcat cacccttacg ctgagggatt tcaactgcca 
cgatttcttt
   510121 agaaaaaaag cctttggctt gcgcgcttgc ggtgcgttgt tggctcacca 
aggcaaactg
   510181 gtcctgatct gcacgattca cgttgaactg ttcagcgacg ttttcggcag 
tctggggcat
   510241 ggtgtctaca ccatacaatt ctttaagttt agggttaatg aaacgccagc 
ccatggtggt
   510301 gtcttcaatc ttctggctac ggccaaaggc acagtcagac ttacccatta 
cataaggtgc
   510361 acggctcatg ctttccacac caccagcaat caccagattc gcttcacctg 
ctttaatagc
   510421 acgggcagca atggcaatgg catcgagtga tgaaccgcat aaacggttaa 
tggtggttgc
   510481 tggcacttga taaggtaaac cagcaagtaa tgctgacata cggccgacgt 
tacggttatc
   510541 ttcaccggct tgattcgcac agccataaat cacatcatcg acctgttccc 
agtctacatt
   510601 tgggttacgc tgcatgagtg ctttaatcgg cacagcgcca aggtcatcgg 
cacggacggg
   510661 tgcaaggcca ccggcgtaac ggccaaatgg agtacggatg gcatcgatga 
tataagcgtt
   510721 ttttaatgtc atttccctac ttccttaccc ttgagtcgca tcaatcaaag 
ttgcacccgt
   510781 taaagcctgt aactcatcaa agctaagacc ttcaactttc tcaatcacct 
ttaaaccatc
   510841 tttggtcaca tcaatcacac acaggtcagt gtaaatacga tccacacagt 
gcttacccgt
   510901 taccggataa gttagctcag ccacaatctt cggttcacct tgcttggtga 
cgtggtctgt
   510961 agtgataaat actttcttgg caccaaccgc caaatccatc gcaccaccaa 
cagcaggaat
   511021 tgcatctggt gcacccgtgt gccagttggc caagtcacca ttcgcagcaa 
cctgaaatgc
   511081 cccaagcact gcaatatcaa gatgaccacc acgcatcatc gcaaatgaat 
cgccatggtg
   511141 gaaaaagctg ccgccttcaa gcatggtcac aaactcttta cccgcattaa 
tcagttcagg
   511201 gtcttcttca cctgcagctg gtggtgggcc aaaagccaac aggccatttt 
cagaatgtag
   511261 gaagacatct ttgtcagcag gtaagtagct ggcaatcttg gtcggtaagc 
caatacccaa



   511321 gttcacatag gcgccatcgg gaatatcttg tgccacacgc tttgcaatct 
ggtcacggct
   511381 gagtttctgg tagctcatgt tatttctcct tattgcttac tgtgcgggct 
gtacttgtac
   511441 aacgtgctgt acaaagatac ctggggtaat gatgtgttcc gggtctaatc 
cacccagttc
   511501 aaccacttca gaaacctggg caatggtgac atcagcagcc atggccatga 
tcgggccaaa
   511561 gttacgtgca gatttacggt aaaccagatt gccccagcgg tcgcccttgt 
aggctttaat
   511621 cagggcaaag tcagccttga tcggatactc aagcacataa tctttaccat 
caatatgacg
   511681 ggtttctttg ccttcggcta aaagtgttcc aaagccagtt ggggtaaaca 
ccgccccgag
   511741 acccatacct gctgcctgaa tacggcacgc cagattgcct tgcggtacca 
gttcaagttc
   511801 aacctttccg gcacggtaca gttcatcaaa cacataagag tccgactgac 
gtgggaaaga
   511861 gcaaatcact tttttaatag aaccggcttt gagcagttta gccagaccat 
aatccccatt
   511921 accggcattg ttgctcacaa tggtcaggtc cttaacgcca agttcaatca 
ggccgtcaat
   511981 gagttcagcg ggttgtcctg cggtaccaaa accaccaatc agaatggttg 
caccatcttt
   512041 aatctgcgat aaaacctcgc ttagtgagga cttacttttg tcaatcatta 
gacaactcca
   512101 ttgtgctcat tgaagaagag agaggtaaga gatttaggca cactgaggtg 
agaagaatag
   512161 ataaatattt cactcaatcc cgagtgtttc ccttagattt cccttttaaa 
catttttgat
   512221 aattttcaga ttttgatcta gtcagctata tatagttttg ttcgatttag 
gatttttttg
   512281 tgcgactatc gaacattatc taagtaaatt acttattcaa tcttacaaat 
acaagttgta
   512341 aaaaaatact aattattttg aatagatatg tagaaatacc atattcactt 
aggctatttt
   512401 ataggtaaaa attaccacct atcctgtata taaaatctta attttgtgat 
tgtaaaatca
   512461 agcgagcaag ttctaaatca tcggggtaag taatttttat attatcagaa 
cgccccatga
   512521 ccacctgtac actctctcct atagattcaa gtgcactcgc ctcatcagta 
atagtcaaat
   512581 tattttttag cgctgtttct atcgcttttt taagaattcc aattttagca 
atttgaggag
   512641 tttgagcttg ccacaacagc tctcgactca ctgttttgtc aatttgctgt 
tcctgattca
   512701 cttgttttag cgtatcgcgt accggaattg ccaaaatagc actctggtta 
gtctcaattg
   512761 catttttaac aagagtattc aagcattcga aagtcacgca aggccttgct 
gcatcatgta
   512821 ctaataccca atcatcctca tccgcaatct gtgatagata attcagcgca 
tttaataccg
   512881 aatgcacacg ttcaacgcca ccattacaaa aatgcgcttt atgcttatct 
tgaaaagata



   512941 aagttgaggc aaaagtatcc tgttttccaa ttgccaagac ataacccgtc 
agcggaagct
   513001 gacttaaacg cttaaccgta tgttctataa cagtagcatc ttgaatatat 
tggtattgct
   513061 ttaattcagt tttggaaaac cgacttcctg aaccagcggc agggataact 
gcccataatt
   513121 tagtctggga tgtctggtga tggaggtgtc tcattagttt ccaaatctac 
tttagcgttc
   513181 gggtcaatat aaataggttt gtaatgggta ctaattgtac tcatttgaac 
aaatgtctca
   513241 tgtggcttaa ccaaacctag atctaggcga gcatgctctt ctatcgcctc 
cgtaccattc
   513301 tttaggtcga aaacttcagc tgccaaaata cggtttcgct ctttaagctc 
gtcatttact
   513361 tcggcttgtt gttgaatctg ctgcataagc gcttgatgag gaaaataacc 
accctcacct
   513421 aaccaaaact gatattgcaa tatagccact aaaacaataa ccagtagcaa 
tataagtttg
   513481 cttgaagtgg aacgaaatac ttctaacata gcattaagag ctttaattaa 
aaactttgat
   513541 taagtttttg tattgtatga caatttacaa gcagcatgca aaattcctgc 
aaagttcctg
   513601 caaaacgatg aatggtcata ttactttaaa ttgaccattg tgacatgttt 
cattttgtca
   513661 aaattcaact caattggaaa ggaaaataat gtttatgaac acaactgctt 
ataaatcaat
   513721 ctatgcatat aaaaatactt ctaattaaca aaaaaagtgt ctcaataaat 
ataaaaaagc
   513781 tctcctgaaa gatatagaga aatagattct ctgaatataa agactatctt 
cttactacca
   513841 atgagcaaag tttaaatatt gtattactta caatgcttga ttccggccgt 
agttttattc
   513901 aagatgataa attaataaaa cagaattttt ttaaaattta atagctgtat 
catcattttt
   513961 tcaagctcgg cccttctatt ctatatatga gatttatatc ttttaatttc 
atataacaat
   514021 acacatatat caatttttta accaataacc acttaaaaag tatatttttt 
ttaattttat
   514081 tctgatatga attttaaatg tattttttat acatatttaa acaagtgaga 
aaaagatgga
   514141 tctttctaat attcttatag gtgacacaac gtggtccttt gttttagaaa 
ttttggtccg
   514201 ttgtaccatc atgtttatca ttatcattag ttttctaagg ctatctggta 
aacgtggtat
   514261 tcggcaactc tccttatttg aacttgccat tattttatgt ttaggttctg 
ctgctggcga
   514321 tcctatgttt actaaagatt taccgattgc ccatgcattg atagctttta 
tcgctattct
   514381 ttctctatat cgtcttgtca cttggggtat ggtaaaacat aaaaaaattg 
aagacttatt
   514441 agaaggaaaa gcgctctgtg tcgttaaaga aggcctttta gtctacaaag 
atttccaaaa
   514501 acagacctat tctcatgatg agtttttttc ggaaatgcgc caacaaaacg 
ttgaacattt



   514561 aggccaagtc agaacagccc tacttgaatc ggatggtatt ctgagcttgc 
tttattatga
   514621 agatgaagat gtcaaatggg gacttccctt attccctgat gcttatcgta 
aagcagaagt
   514681 tcttaaaatt aatacttttt attcctgtat gaaatgtggc gaaactaaaa 
ttttaaataa
   514741 gctagatcaa gaatgctctc gttgtcatca ccacagttgg gctgaatctt 
taaaaacccg
   514801 gcgcttaggg taaataaaaa agtgctattt ctaacactta gaaatagcac 
ttatatttaa
   514861 atattaattt ttcatcaata tttaaataaa taaaacttta ttcaaaagat 
tagtttaaac
   514921 ctttgaattc agctttaccg cggtaaaccg ctttagttaa ctcttcaata 
cgaagcaatt
   514981 ggttatattt agaaacacgg tcagaacggc aaagtgaacc agtcttaatt 
tgacctgctg
   515041 ctgtacctac tgctaaatca gcaatagttg aatcttctgt ttcaccagaa 
cggtgagaaa
   515101 taacagtagt gtaaccattt gctttagcaa ggtagattgc atctaaagtt 
tcagtcaatg
   515161 taccaatctg gttatatttg atcaaaattg agttaccaac tttttcatca 
ataccacgtt
   515221 gtaaaatctt aggattagtt acgaataaat cgtcaccaac caattggatt 
ttatcaccaa
   515281 gaattgaagt taagtaactc cagccttccc agtcagactc atccaaacca 
tcttcaatag
   515341 agataattgg atactgctta acaagaccag ctaagtaatc agcaaattga 
ttgcttgtaa
   515401 aagacttgtt gccttcacct tcaagaatat attgaccatt cttgtagaat 
tctgaagatg
   515461 cacagtcaag tgcaagcata atatctgaac cagctttata accagtttgc 
tcaattgctt
   515521 gaagaattac tgtaatcgct tcttcatttg aacgaaggtt aggcgcaaaa 
ccaccttcat
   515581 cacctacagc tgtgttcaaa ccttgtttct taagaactga tttcaaagaa 
tggaatactt
   515641 ctgcaccagc acgtaatgct tcagcgaatg aagtgaaccc aactggctca 
atcatgaact
   515701 cttgaatatc aacagtgtta tctgcgtgag caccaccgtt caaaatgttc 
atcattggta
   515761 caggcatagt caaagtagtt tgaccacgta agttagcaat gtattggaac 
aatggaagtt
   515821 tttgttcagc tgctgctgcg tgagctgctg ctaaagatac cgccaaagtt 
gcattagcac
   515881 ctaatttaga tttgttttca gtgccatcaa aagcaatcat tttttcatca 
agcgcttttt
   515941 gttcaaaaac actttgacca acaagcaatt catgaattga gctatttaca 
ttctgaacag
   516001 cagtacgaac gcctttacct aagtaacgag atttgtcgcc gtcacgaagt 
tctaaagctt
   516061 cacgagaacc agttgaagca ccagatggtg cacatgcacg accaaccacc 
ccagattcta
   516121 agatgacgtc tgcttcgatg gttgggttac cacgagagtc caaaatttca 
cgtgcacgaa



   516181 tgtcaacgat ttggctcatg aacaattcct cagttgaatg aataacgcga 
tgcaaattcc
   516241 tgcatcaatg agtatctaac tttttgaatc ctttaactaa agtatccaat 
tcttttagtt
   516301 gtgccaagaa tggctcaagc tgtgacaagc gcaatgcaga tggtccatca 
catttcgctt
   516361 tatctggatc tggatgagac tctaggaata atcccgctaa acctgttgcc 
atacctgcgc
   516421 gcgctaaagt tgtaatttga gcacggcggc caccagctga atctgaacga 
ccacctggag
   516481 tttgtaaagc atgagtcacg tcaaagaata caggtacatt catttctttc 
atgatgtcaa
   516541 agccaagcat gtctacaact aaattgttat agccaaatgc tgagccacgc 
tcacaaagaa
   516601 taagtttgtc atttcccgct tctaaacatt tatgcaaaat atggcgcatt 
tcatgaggag
   516661 ccaagaactg tgctttttta atgttgataa tagcttgggt tttcgccatt 
gcttcaacaa
   516721 gatcagtttg acggcttaag aaagcaggaa gctggataat atcagcgact 
tcggcaactg
   516781 gcgctgcctg atatggttcg tgaacgtcgg taataattgg tacattaaaa 
tgttttttaa
   516841 tgtcgcctaa ccattcaata cctttttcaa gtccaggacc acggaatgaa 
tgcaaactag
   516901 aacggtttgc tttatcaaaa ctcgccttaa atacataagg aatatccagg 
cgtttacaaa
   516961 tatcaatata agtttcagca atttcaaaag ctaaatcttt tgactcgagt 
acgttcattc
   517021 cgccaaataa tacaaatggc aaatgatttg ccatttgtat atcgcctaaa 
cgtacaactt
   517081 cttgtggttt taattgtgac atttaaactt tcccagttta ttttaaaatc 
gcattactta
   517141 cttttttgat gctgtgtttt tgcagcgtca ataaaactag caaataatgg 
atgtccatca
   517201 cgtggtgaac ttgtaaattc cgggtggaat tgtacagcaa taaaccaagg 
atgttcagga
   517261 atttctacag tttcaactaa atgttgcgct gaagaataac cagaaatctt 
catgcccgct
   517321 tgttcaatcg cttcaatgaa acgattattc atttcataac ggtgacgatg 
acgttcggta
   517381 atctcagctt ttccgtaaac ttcacgagtt tttgtgcctt caaccaattc 
tgatttttgt
   517441 gcacctaaac gcattgttcc gcctaagtca gactcaaggc tacgctgttg 
taattcaccg
   517501 cgctcatcta accattcggt aattaaacca atcaatggat attttgtaga 
acggttaaat
   517561 tctgtagaag aagcttctgg catacctgca acatggcgag catattcaat 
aacagccaac
   517621 tgcataccca aacagattcc caagaaagga atactatttt cacgtgcgta 
ttgaatagct
   517681 ttcattttgc cttcagtacc acgctcacca aaaccaccag gaactaaaat 
cgcatcagct
   517741 gttttcaaaa tagaaacatc ttgactttca agctcttcag cattgacata 
atcaatttgt



   517801 acttttacgc gatttttaat accagcatgt aacaatgctt cgtttacgga 
cttataagca
   517861 tccggtaatt caacatactt accgaccatt gctacacgta ctgtatattc 
tgggttaagt
   517921 aatgcttcta caacattatc ccaatcagtt aagtcagctt ccggcaaatc 
agtaaaacca
   517981 aaacgttcac aaatcaggtc atctacattt tgctcataga agccacgtgg 
aatttgatag
   518041 atcgttttcg catctttaca cacgacaacc gcacgagctt ctacgttcgt 
gaataacgcg
   518101 atcttacgtt tagtgtcagc atcaacatca tactcagtac gacagataag 
aatatctggc
   518161 tgaataccga ttgaaagtaa ctcttttaca gagtgctgag ttggttttgt 
ttttaactcc
   518221 gctgctgact taatatatgg caacaaagtt aaatgcataa gcatggtacg 
tttatgaccc
   518281 agctcaacca ttaactgacg aaccgactcc ataaacggta aagattcgat 
atcacctacg
   518341 gtaccaccga tctctacaat agcaacatca taaccttcgc ccgcgcggag 
tacacgttct
   518401 ttaatattgt cggtaatatg aggaataacc tgaactgtac cacctaagta 
atcaccacga
   518461 cgctctttat ttaaaacgtc ttgatataca cgaccactcg taaagttgtt 
tagtttggtc
   518521 attttcgcgc gacgtaagaa acgttcgtaa taacccagat ccagatctgt 
ttctgcacca
   518581 tcttcggtaa caaaaacttc accatgctgg aatgggctca ttgtccctgg 
atcgacatta
   518641 atataaggat ccattttaac cattgtgact tttaagccac gagcttccaa 
aagtgcagca
   518701 acagaagcag cagaaatacc tttacctagc gatgaaacca caccaccagt 
gacaaaaata
   518761 aaatgggtca ttaagtttct cgtacaatca agccgaaatc ggcctacaat 
gtttggcaat
   518821 tttactgtac tctgccccta taaagcaaag tcaaaccgca tcaattcaaa 
gaacaataaa
   518881 caactggtta ttctatcagc atttttaata aaaaattagc tcaatctgac 
atgatttttt
   518941 catagctatt tactgttata atgccaattc ctcaattaaa tgttgtttag 
ggcaatggca
   519001 aataaaaaac ttttaatctg tgctgcaatt gcggctggac tattgttaac 
cgcatgcgtt
   519061 aaaaaagaga caccgaaaga agaagagcaa gacaaggttg aaactgctgt 
ttcagaacct
   519121 caaccacaga agcctgcaaa atttgaatct ttagagagtg tagatactca 
agaagctcaa
   519181 gttcaagagc aaccacaagt tgaagttcat cgtgaagaaa ctgctaacac 
gacaactgaa
   519241 attcgccgtg aaactcgtcc tgcgcgttct gatgaatctt cacagacaca 
agttgctgaa
   519301 caacctaaat ctgagacacc aaaagtagaa cctaaaccag aaaaaaaacc 
tgagcctaaa
   519361 gctgaaccta aaccggaaaa agctcagtca aaaccagctg ctaaggcaac 
tgaacctgcg



   519421 aacacagaag atgatgccgt tgctgctgct attgctgctg caacaccagc 
acttaagaac
   519481 taagcttctg ttcaagaatg cccaaattat ttttttaatt tgggcattta 
tataaatagt
   519541 cataatacaa ataaatttaa ttttattact ttttgtcttt aaagctctcc 
tgtctatcat
   519601 tttaggacaa tctattttca atcattcgaa atttattgac tccaatctag 
tctgcttata
   519661 atttttatta acaagttcct ttttggaacc taatctaaaa gaagattgga 
gcaagaaaat
   519721 gaaaacagct ttaaaccgta caccagcctc ttttcctgtc cgccgcatgg 
actacaattt
   519781 tgaagatact ccgcgctatt ggtgcaatca tgagccttct ctcacccact 
atttcacggg
   519841 gctttcgact ttatttcctg aaggtgaatc atactttgtt agatctgtcc 
gtgctttacg
   519901 agctaaagct aaagagaatg aaattctaga cagagaaata ggcgcattta 
ttggtcaaga
   519961 agcaatgcat tctaaagaac atcatgcttt ccatgtcagt gcacaacaat 
atggtttaaa
   520021 cccagaatca ctagagaaag ctacaggtat tgttcttaaa gctattgaga 
aagtttttag
   520081 taaaaaatgg aatttattgg taactgttgg attagaacac tatacagctg 
ttctggtagt
   520141 cagcatgatg caatccgtaa atgagcttat gaccgacaac actattcgca 
acctatggtt
   520201 atggcacagt gtagaagaaa ccgagcataa agctgttgca ttcgatttat 
atcaacatct
   520261 atatggcaac ggattagatg catatattcc acgtgttgga atttttacat 
tcagtttagt
   520321 tttgattaca gccttttcaa ctatttacca tattgtttta atgaaacgag 
ataagcaact
   520381 gaccaatttc aaaacttggc gcaacttttt taagtttgcg agcaaacaat 
ataaagtgtt
   520441 gattcctaaa tttcttgaat actaccgttt tgattttcac cctaatcaaa 
cagatgaaaa
   520501 agctttagtt gccgctacaa aagtaaaact tggaataaat gatagatcac 
tcctcttatc
   520561 ttaaggtata aaaaataaag cccaagatct gggctttatt tatattcaaa 
gattatctat
   520621 ttattatgtt caattaaaaa ataatcagcc atgagacgtg ctgcccacga 
tgtactgcgc
   520681 catccctcat aaaatgcaca atgacttcct tttttcgttg tcaccacagc 
aacattgctc
   520741 atctgctgaa ttggctcttt atatggctct aaatttttaa tagaacatac 
agggtcatct
   520801 tcagcattca aaatcattaa aggaatttta atattttcga acacataaat 
cgggttaata
   520861 gatttacagt aagtttcata atcttcaaaa cccgccatct cgaaatattc 
tttttcaaat
   520921 tcttctaaat tggttgctga taaaactttc tctaaagatg caatctgact 
ccatgtattt
   520981 tggtacggat aaataaaata cttgaagagc ttcttagtca tcattttact 
gtaaaaagga



   521041 tggacatttt taaaaccaat ttctgtgtta tagcccggac acatcgcaaa 
agcagcttta
   521101 aaaggtgtat cttcgccttg ttcacccaaa taacgaacta gcagccccgt 
accggccgaa
   521161 gaacctaccg catataaatc cgatgccgga aataaacttt gaatatggtt 
aagttgttcc
   521221 tttaaatcac tcgtagaacc aaaaagagaa atttgcggca caggcattgg 
caaacctgcg
   521281 tgaccacggc gcaggcataa tgcaattcgc cagcctgtgt attgatttaa 
atcgcgtacc
   521341 aattcacgca tactctcagg tgtacctgta atggtatgca taattacaac 
tgttggtgta
   521401 tctggcggta agttatagcc ataccaagca attgcggtaa taccaccatc 
actcatagtg
   521461 agttgatcaa ttcgatcata tgccaacttt atggtctgtt ttctaataag 
atcaaaataa
   521521 agtaagtgaa catgactatt tgtgagccaa ggcgtaggac gatatttctg 
tttaagttgt
   521581 ggcaacttat ccaaaatatc ttttattttt ccttgaggat gataatagac 
ttttgggtgc
   521641 tcagcgccca acactaaatc gaacagctcc gaaccgaaat ctttaatttt 
attaaaaaca
   521701 gatatgccca tatccaataa ctacctatga ctatgagtta aatgattgcc 
gcactaaggc
   521761 tgcaacctgc cgtccccaaa ctgcgtaaac ttctttactt ggatgaaaac 
cgtcgcttgc
   521821 cataggcaag ttcatggctt gaaaagtttc aatatcatat tcaagaaact 
taaaatggct
   521881 ttgtggtgct aaccattgtt gtaatttttg attcatttgc actgcatatt 
gcccaaacaa
   521941 ccaagctagt ggattcggta aagccgggaa atgttgcatt ggaggcacac 
cagaaacgat
   522001 aatcaacttt ggctgaaaac gtttctgtat atgctcaaat aattgcttct 
gttgtttaat
   522061 ccatgattta gcagaggtca actttgtgac atcatttaca ccaatagatg 
tcacaatcac
   522121 atcatacttc tgctcttcta aatgctgcaa agcattaaaa acttgtcgag 
ttgtatcacc
   522181 agttttagca tgaagtttcc actgtaggga aaattcattt tgcagttctt 
gaataatagc
   522241 accagacaag gcatctttct gattttctac accaacacct gctgcggcag 
aatcccccaa
   522301 aataagcaga gataaagatt taccttgacc agctctacct tctcgttcac 
ctttagcttc
   522361 tgctaaacgt ggtgtgttct ttcgaacttt atggccttgt atgaataata 
ctggtaataa
   522421 aaacaatgtt gaaagtttta accacatttt tatatacctc aatattctta 
ggctatttaa
   522481 caaaattatt gaggtttaaa ttgagctatt cgtatgccca tttgctcagc 
taatgcagct
   522541 aaaccgctca ttggacgaat cattacttca aaatcaacaa ttttaccctg 
ctcattaaaa
   522601 cgaatcatat caataccttt taatgattta tctcctacat ccgcactaaa 
ctctagcact



   522661 acattttcac catcttccgt gtaaaattct cgatgatagg taaaattctg 
aaatacctga
   522721 attacattgg tgagaataaa gaaaacaact tgtcttccct cataaggttt 
ataagcaacc
   522781 ggtgaacgga aaacgacttc atctgccagc aaatcattta agttcgataa 
gtcatttgac
   522841 tgaatcatgt aatgccattt ttctaatgac tgtttagtta tttcgagtgt 
catttttatt
   522901 tttccttcaa ataggtttta gtaatgagca ttttcttacc caagacaatg 
ctcatttaag
   522961 tcattaaaga atcgctgcta gttcagcacc ttgacgaata gcacgtttag 
cgtccaactc
   523021 acctgcttct ttagcaccac caatcaaatg aacattctta ccatctgctt 
ttaattggtc
   523081 atacatcgca gtaaatgatt cttggcccgc gcaaatcaca acattatcaa 
cctcaagtac
   523141 cgttggtttg ccatcaacag taatatgaag cccttgatca tctactttgt 
cgtattgcac
   523201 acctgctaac attttcacgt ttctgttctt aagcccggta cggtgaatcc 
aaccagtcgt
   523261 tttacccagc cctgcgccta ctgaggaagc tttacgctgc aacaaataga 
tttctcgttc
   523321 agaagcttca acttttggct gctttaaacc tccgacatgt tcatagtgag 
tatcaatacc
   523381 ccactcttca taaaattttt ctggatttaa actgccactt tcaccttcat 
gggttaggta
   523441 ctcagccgta tcaaaaccaa taccacccgc accaataatg gcaacacgct 
gacctactgc
   523501 tacacgctct ttaagcacct gtaagtagct caacactttt ggatgatcaa 
taccttcaaa
   523561 ttgcaattga cgaggcgtta caccagttgc aactacgatt tcatcaaagt 
ctgattggct
   523621 taactcttca taagtggctg gatggtttaa tacaagttca atgttcgggc 
gtaattcaat
   523681 ttgacgattg aaataacgca atgtttcgta gaactcttct ttgcctggca 
cagttttagc
   523741 gatattaaac tgaccaccaa tttgatgact tgcttcaaag attttaactt 
ggtgtccacg
   523801 atctgccgca tatacagcaa aacttaaacc tgctggcccg gccccaatga 
cggcaatatt
   523861 tttctgatta tgtgcttctt taaagattag ttctgtttca taacatgctc 
gaggattaac
   523921 caaacatgtt gcaattttca tagagaaaat gtggtcgaga caagcttggt 
tacagccaat
   523981 acacgtatta atttcatcgc tacggccttc acttgctttt aaaacaaact 
caggatctgc
   524041 aagcattgga cgtgccattg aaaccatatc cgcatgaccc gacgctaata 
catgttcagc
   524101 catttctggt gtattaatac ggttcgatgt aattaatgga actgaaactt 
caccttttaa
   524161 tttttcagtg acccaagtaa atgcagctct tggaactttg gtggcaattg 
ttggaatacg
   524221 agcttcatgc cagccaatac ccgtattaat gatcgtagcc ccagcttttt 
caatcgcttt



   524281 agcaagttga ataacttctt ctaaagtaga accaccttca accagatcaa 
gcatcgataa
   524341 acggtaaata ataataaagt tttcacccac tatctcacgt gtgcgtttta 
cgatctcaac
   524401 aggaaaacga atacggtttt catagctacc accccattca tcatcacgat 
ggtttgttct
   524461 ggctgcaata aactcgttaa ttaaataacc ttctgaaccc ataatctcaa 
cgccgtcata
   524521 tccagcgtat tgagcaagct tcgcacagtt tgcaaaatca tcaatcgttt 
gttgaacctc
   524581 agcagaagtc attgctttag gcttaatcgg attaataggt gcctgaattg 
ccgaaggcgc
   524641 aacaatctct ggctgataag aatatcggcc cgtatgtaat atttgtaatg 
caatcttccc
   524701 accagcagaa tgtacagctt cggtaatgac tttatgtttt tcggcttctt 
ctgtgctatc
   524761 taacttagaa gcatgagcaa aggttaaacc tgcctgatta ggtgcaatac 
cgccagtaac
   524821 aatgagccca acatcacctt tagcacgttc tgcataaaaa gctgccatac 
gctcataacc
   524881 accaggcgct tcttctagac caacatgcat agaccccatc aatacgcgat 
tttttaatgt
   524941 cgtaaaacct aaatctaatg gttttaataa atgtggatat aacgacataa 
caactccttg
   525001 gcttgctaat ctgcttgctt aatgcaactt gttgcacaaa tttataatca 
aattttgact
   525061 tttatgcaac atgttgcata atctaatgag tcacacttta cttttgctta 
caaacggatt
   525121 gccatgtcac ttcctcatgt tttattgacc agtttactag aacggccaag 
cacgggcttt
   525181 gaactcgccc gccgttttga ccgatctatg ggctttttct ggaatgccac 
acatcagcaa
   525241 atttatcgtg aactcaataa catgcttaaa aaaggctggg tttccacttt 
agaaaatgag
   525301 atggatagtg gccgaaaaaa aacttatcaa gtcgaacagc ttggccgtat 
tgaactcgct
   525361 tcatggatga cgcagcaaag cgaaccggca cagcttagag atgacctaat 
ggtaagattg
   525421 cgcgctgagg cgcaattggg caataatcaa atattacccg aactgttacg 
acatcttggt
   525481 ctacaccaag aaaagcttaa gctttaccaa actatttacg ataaagattt 
taaagatagc
   525541 gatgatttga ataatcgagt gttatatatt cataaaatga tcttagaact 
cggcattact
   525601 atggaaactg agtggatcaa atggttggaa caagtcatcc cgcaattaaa 
actctttgct
   525661 caagataatg tatctggaga ataatcatgc cttattacac catgcccgat 
caggaaagtt
   525721 tatttgtacg ccgtgttggt cgtggtgaac cggtattagt tttatccggt 
ttaggtatgc
   525781 aaagttggca atggctacct tttatctatg caaatcgtaa aaaatacgag 
tttattattc
   525841 ccgactggcg gggctttggc ggttcaaaaa actgtgcaat tcccgagcaa 
gatgccatat



   525901 caagccactg gcaagatgtt gctcacttaa ttgagcaatt aaagttagat 
aaatttattt
   525961 taatgggcta ctcaatggga gccaccactg caatgcatgg catgaagcat 
gctcatctcg
   526021 ctcagcagtt aaaggcctat ttacatatcg atcaaacccc taaaatttca 
gtagatgcta
   526081 catggcaata tgggttattt gggccattac atgcccaatt taaacaatta 
ctcaatgata
   526141 tttatcagtt attatcaatc cataaaaatg ctaaatatct ttatgaatta 
tcacttccgg
   526201 accgtcaaaa gttggtgcgg ttgtgggtag attttattga attgcaaagc 
agcaatccat
   526261 ttagcccttt tgtttttaaa acggcattaa aacagccctt tttacaaaaa 
tatcttcttc
   526321 cgattcaacg tttagactac ttattttggt atgtcgaaaa ttatcttttc 
cacaacgagg
   526381 attatcgtga agcacttcag caattacagt gcccaacaac tttctttatt 
ggacgcaatt
   526441 cgacactcta tccagaaacg ggccaaaccc tgattgcaca tagtgtcgaa 
catgcaaaaa
   526501 caatttattt tgaacgctca ggccacacgc cattattaac cgagccaaaa 
aaattcgggc
   526561 atgaaatcac tactttttta tccgaactta aacatgcttc ttaaaaaaaa 
gggatctgct
   526621 aaaacagatc cctttttaaa tgtttacatc attaagccga atgagctaat 
tcacttgctt
   526681 ttaattgttt agcaacattt aacaaaagct gttcagtttt atcccaccct 
aaacaaccgt
   526741 ccgttaccga ctgtccataa gtcatttcac atgaaatctt ctggttacca 
tcaactaaat
   526801 ggctttcaat catgacaccc tttacctgag tttttagacg ttcagcaacg 
atttgctgta
   526861 aaacttctgg ctgacgtaaa ggatctttac cactgttgcc atgactacag 
tcaataacta
   526921 aggcaggtag gttttgtttg tgcttttctc taattgcctg aattgaagcc 
aaatcataat
   526981 taggaccgtg attggctcca cgtaaaatca agtgtggcaa tggatttcca 
gaactctgaa
   527041 tcactgaagg caaaccttgc tgattcatac ctaaaaattg atgctcattt 
tgtgcagact
   527101 gaatagcatc taaagcaatt tgaattgagc catccgtacc attcttgaag 
ccaatactgt
   527161 atggcatatg acttgagatt tcacggtgaa tctgggactc actagtacga 
gctccaattg
   527221 caccccaagc caataaatca tcaaaatagc ctgttgccat tgggcttaaa 
atttcgctcg
   527281 caatcggcaa gcctttttca ataatttgta aatatagctc acgcgatttt 
tctaaaccta
   527341 attgtagatt agatgaacca tcaagatttg ggtcatacat aaaccctttc 
caacctactg
   527401 ttgtacgcgg cttttcaata taagcacgca tcacaatgaa gatttgattt 
tttacttttt
   527461 cttgtaattt ttgcaatcta tctgcgtatt caagtacagc aactgggtca 
tgaattgaac



   527521 atggtcctgt aataaccatt aagcgctgat ctttgccagc aagaatattt 
tgaataattt
   527581 gacgatgttc tgcaatttgt cgtgcgaagg tctgcacaag cgggtattta 
gcttttaact
   527641 gaacaggtaa actaactggt gtttcttttg tattgctttg agttagtaaa 
gtatttaagg
   527701 cattcattgg tcttttcctt tggactgaaa cctaatcagt ccgatcattt 
atttgagcgt
   527761 tttggatcta ttcgttggca aaggtaggca aaagtaaaac caataaaagt 
tgctaaagta
   527821 tgaataagtc atgttgttca ttttgaagtc ctcgatttga aaaagataaa 
gcataaaaaa
   527881 acctgatcgg ggttgccgat caggtattaa ctgtgatggg caactctcgt 
gcccgaatac
   527941 gctcaggcaa ctatctaaat tgccagaaat aaaagtaagc gttagaattc 
acagattgat
   528001 ttaacatctt tatctcaaat attaaaaaat gttccttaaa tctaaaatac 
gcattgttga
   528061 tgactttgac aagtattttt tgcaaaaaaa attgcttatt ttttcactta 
aaatttaatt
   528121 gaacactttc agaattaacg gattaatcct tggggctgta aaataattaa 
acctgctccg
   528181 caaagcacga ttaaaccacc taagatatcc catctggtta aaacgacttg 
atctacaaaa
   528241 cgaagccaca taagcgcagt aaaaatataa ataccgccat aggctgcata 
aatccgtcca
   528301 gaagctgcag gatgcaatgt cagtaaccag acaaacacgg ccaaactcag 
agctgcaggt
   528361 aaccatagcc acgcagactt cccttctttt aaaataagat aaggaaagta 
acaacccaaa
   528421 atctcagcaa ttgcagtaat aataaataac ccgaacacac taaatattcg 
ggttatagaa
   528481 agactatcaa ttaacataaa ttaagctggt tctgccgtat ggtgatcttc 
aaacacttca
   528541 agttttagac ccactgcttt accatcttct ttcttcactg ataccgccac 
attaccgcca
   528601 tgatctgcaa gttcaccaaa caaaatcatt tcagctaatg gtttcttcaa 
gtgttcttga
   528661 atgagtcgtt gcattggtcg agcgcccatt aaacgatcat aaccatttgt 
cgctaaccag
   528721 tcgcgtgcac tttgatcgac atctaaaact acgcgttttt catctagctg 
cgcttgcaat
   528781 tctgtcaaga acttatcaac tacagattca atcactgtgg ttggtaaagc 
tttgaattga
   528841 ataacaccat ctagacggtt acggaattca ggtgagaatg cacgtttcat 
ggcttcttgg
   528901 ttgtccgaac tatggtcttg ctctgtaaat ccaatgcttg cacgagaaat 
actttctgca
   528961 ccaatgttcg tcgtcaacac aataatgaca tttctaaagt ctgacttacg 
accattattg
   529021 tctgttaatg caccatgatc catgatttgc aacaacaggt taaacacatc 
aggatgtgct
   529081 ttctcaattt catccagtaa caatacacag tgtggatttt tatgaatcgc 
atctgtgagt



   529141 aagccacctt ggtcataacc tacatagcct ggaggagcac caattaagcg 
agaaacagcg
   529201 tgacgctcca tatactcaga catatcgaaa cgaacaagct ctacacctaa 
aagttttgct
   529261 aattgcttcg taacctcagt tttacctaca ccggtaggac cagcaaacac 
aaagctacca
   529321 actggtttat ccggcgattt caaaccagca cgtgacaact tgattgcaga 
agctagtgca
   529381 gtaattgctt catcttgacc aaatacaaca cgttttaggt cacgctcaag 
attttcaagt
   529441 acagatttat catctttaga tacagtttta ggcggaatac gcgcaatctt 
agaaacgata
   529501 tcttcgatgt tctctacagt aattaagctg tcttcacttt ctgcttttag 
acggcgctgt
   529561 gcacctgctt catcaatgac atcaatcgct ttatctggca agaaacgatc 
attaataaat
   529621 ttcgcagaaa gctcaaccgc agaaaccaaa gctttgtcgt catactgtac 
atggtggaaa
   529681 tcttcaaact tcgttttcaa gccacgtaaa atatcaatag tttcagaaat 
gctcggttca
   529741 tttacatcaa ttttttggaa acgacgagat aacgcatgat ccttttcaaa 
tacctgacga
   529801 tattcttgga acgttgttga tccaatgcag cgtaaagtac catttgctaa 
agctggtttg
   529861 atgagattcg aagcatccat cgtactgccc atactagagc ctgcaccaat 
gatcatatga
   529921 atttcatcaa tgaataaaat cgcattcgga tttttcttca aagcgtttaa 
caattgtttt
   529981 aaacgttttt caaagtcacc acgatatttt gtacccgcaa ccaatgcacc 
aatatcaagg
   530041 ctgtaaattt ctgcatggct tagcggtttt ggtgctttac catttacaat 
gagccatgca
   530101 aggccttctg caattgaagt tttacctaca cccgggtcgc ctaccaacaa 
tggattgttt
   530161 ttacgacgac ggcaaagaat ttgtgctgta cgctcaattt ctttctcacg 
accaatgagt
   530221 ggatcagttt tacctttttg cgcttcaaca tttaaattga gcgtataaag 
ttctaatggt
   530281 ccggcattgc ctgaattgct ttcaccctca atgtcttcaa cttcttcttc 
aacctgaact
   530341 tcgtctttac gtgtcccatg agacaagtat tgagttaaag tcaatcgatt 
aatttgatga
   530401 cgtttaagca gataaacagc aaaagaatca cgctctgaat acattgcgac 
caaaacatcc
   530461 gcaccttcaa cagtacggtc accaccactc gattgaacgt ggaaaattgc 
acgttgcaaa
   530521 atgcggtcga aactttctgt tggatgtgga gcttgctcgc tattttcgcc 
aagcttagga
   530581 gtatgttgtt ctacatattc ttctaattct ttacgtaaag aaacaatatc 
agctccgcat
   530641 gcttttaatg cattcacagc cgaatcgtta tcgagtaagg ctaatagtaa 
atgttcaact
   530701 gtaagaaact catgtctctt ttgacgagcc atgctaacag ccaaacgtaa 
tgatacttct



   530761 aattgacgac tgagcatgtg acccccttat gctttaggct caatctggca 
aagtaatgga
   530821 tgaccttgcg atcgagcgta attattaaca aggtttgcct tggtttccgc 
gatgtctctt
   530881 ggatataccc cggcagtacc tttaccttca tagtgtactg ttagcattac 
ttgagttgct
   530941 tggtcaagat tcattgcaaa gtattgttgt aaaatttcaa ttacaaagtc 
cattggcgtg
   531001 taatcgtcat tcaataatac cactgcatac aagggaggac gcttgagttc 
gggaggtgct
   531061 gtttgcacaa caacctctcc gtcatgatct tcgttttgcg aatcacttaa 
gcgtggattg
   531121 aagtgccaat cgacatagcc agactgctga aaagaagcct taatatcttt 
taaatttgtt
   531181 tgacgcttat ttgttcgcat atgatgttac tattgtgaat ttgcttcagc 
ttgaggaatt
   531241 tctgcaacaa aagcagaagg tgtttcgaca ggtttaccac gctgccaact 
aaaacgctta
   531301 ataaccggtg tatcagaacc gcctgttaga cgcacttcaa taaattgagg 
tgtgaacccc
   531361 ttaggcatcg tccatcggcc agtcaaacgc tcaaaatcag tgaagttaaa 
gttcttatct
   531421 tcaagtggta ccactaaaac ttctgtatct ttaatcagtc ttatttcaac 
tgaacctgca
   531481 gcacggcgtt tactcgggct aacttgtacc agatcaagct gatattcata 
agcattttcc
   531541 ggtaacggtt ttatcgccaa attctgaatt gttaagctta aaccaccacg 
ttgtcttaaa
   531601 atttcacggt agatgttact cataccttct tgctgcgttt tatcagcatt 
ggcttgatta
   531661 agtgcttcaa acaaatcatt ggcatttgta acagcaacat cacgctcttg 
tacagccgca
   531721 ttcaaacttt tgttaactgc atctaatgct gttttttgtt tttgcactac 
ctcaaccaat
   531781 tgctctgcat ctgcatcgta accaacaaca gttaaacctt gacggtgccc 
aattgtatag
   531841 ccgagcgcaa aacaaccact cattaaaata gcggcaccaa taaataatgg 
tttattggtg
   531901 tttaaaaatt ttttcttttg caacgaactt tctacagaag tcgtctgttc 
cgagttttgc
   531961 atcgtcatct cagtgtttaa gatcagagtc aagacacaca tttaaatcga 
aatttaaatg
   532021 tgtgtgaagc aaaaaagagt tttttatggt aataaaccaa tcccttgtaa 
gccttcatct
   532081 tcactaaagc caaacataag gttcatattt tgtacagcct gaccagatgc 
accttttaca
   532141 aggttatctt gagccgccaa aataatgagt ttatttggtt gtggtttata 
caaagcaata
   532201 cgtaattcat ttgctccacg cacgctgcga gtttcaggtg aactatttgc 
aggcatgaca
   532261 tctacaaatt tttcatttgc atagaagttt tcatacaaag cttgtaagtc 
tgtttgttta
   532321 cccgcttctg tcaagtctac ataaattgta cttaacatac cgcgaatcat 
cggtactagg



   532381 tgcggaacaa ataaaagacc ttcaaaaaca tctttcttac ctgcaatatt 
ttccaaagcc
   532441 tctacaatct ctggatggtg gcgatggcct gcaacaccat aagctttaaa 
gttatccgca
   532501 ttttcactgt aaatcatgcc caaacttgct ttacgaccag caccagaaac 
accggatttt
   532561 gcatcaataa taatattctt tgtttcaatc aatgcttgtg ccgattttaa 
aagtggagcc
   532621 aagcccagtt gaacagtcgt tgggtaacaa cccggattac caatgacttg 
agcttgctta
   532681 attttttcac gatttaactc ggttaaacca taaacagaat cttttagtac 
atctgggcaa
   532741 gcatgctcca taccatacca cttttcaaat tgctcaagat tctgtaaacg 
aaagtcagca
   532801 gctaaatcaa taactttggt gcctgctgca atcaaatctt tcgcatgttg 
catcgcaaca
   532861 ccatgaggag ttgcaaaaaa tacgacgtca cactctttta atgcatcaat 
gtttaaatct
   532921 gaaaattgaa gatctgtatg cccacgtaag tttgggaaca tatcagcaac 
tggtttgccc
   532981 gcttctgtac gtgaagtcag aactcgaacc tgcgcttttg gatgtcgtaa 
taaaatacgt
   533041 aatagttcaa cgcctgtata accagttcca ccaacaattc cgacagaaat 
cacgtgcatt
   533101 acctcaaatt ttgaatctat acttgcggta gtatgacagg atgtctaggc 
ttacaaaacc
   533161 atttcatgct tggtaatttt aattttttta ttttaaacga taattacata 
gcacttgccg
   533221 gcctgtcagt accaaacaaa tatcagtaaa taaataccaa atttattttt 
ggagagctag
   533281 gatgcttgat caatcaaaag aaataaaagt gtgcacttat ctcggcctca 
ccactttaat
   533341 tttaagtgta gcccttgttg ggtgtggtgg tggtagcagt agcggaggtt 
catctaacac
   533401 gcctaaacca tctgaaccct ctcctgaagt catgacggat attacgctta 
aaacccctgt
   533461 cgaaatgcgc aatgttcaac tcaaggtata tgataatacc gacaatagta 
ttttgattga
   533521 tacccaagtt gccagtttaa cgagttacga tattaaactt ccaagcacaa 
aactaaatcg
   533581 tctttatcgt gttgaagtca cgacccaagg ctcatctcaa gtatttgatc 
caaccaaatc
   533641 tgaatatcaa aatatttctg gtgtttatca cgcttttatt accccaagct 
cgataagcaa
   533701 taaaacacaa ttgatcagcc caagttcaga agcaatttat caacgtgctg 
tgattcgttc
   533761 aggtcagttg cctaatgaga caattatccc aaccagtatt gaacaattac 
atgttgactt
   533821 agcctctcaa gatgtctaca gatctcttct taatgcgttt aaagatacca 
atattccaag
   533881 tttaagtccg gcaagtacgc ttacaatttt aaatttattg aaatactcaa 
ccacaaagcc
   533941 aagtacttat gtggatagtt atctaagctt tggttatctt caatattggt 
caagcatcca



   534001 taatacgaat tcaccttatc aagatcttac ccaaagtctc gctacagatt 
taaaagatgg
   534061 atatttagac ggcaaaaaac ttattgggga caaaacatct tttaccccta 
tcttcacctc
   534121 agcccctgat aatattgatc cagcaaaaaa tacactttta gatatcgcag 
ctaatcaaaa
   534181 ggtaacacgt gattattttg ccaccaatct aagagcagcc acctttaaac 
tagcagattt
   534241 gcaagatcaa tcccatctag acccaatagg ttatgatcta ctgaacaaga 
aacaatattc
   534301 ggggattata ccttctggta atacgtctga atttttccgt atagatggtg 
cgggagatta
   534361 ccgacgtgct gttggcttta gtggtattac agcgacctgc aatggttcgg 
cttatccgtg
   534421 taaacaaggt ttaactagta tcaatatttc tgacccaaaa ctaccagcta 
cagactattt
   534481 agtcggccat tatgaagata gtacaacagg ctgccaactt aacttccgtg 
ctaatggtca
   534541 aattgaatta attaaaggct ctcaaagcta tcgctctgcc ttaagcgcag 
atagtacaga
   534601 taacttattg caaaccgacg ctgcaagtta tagttattta cttaactcaa 
gttcatccga
   534661 acctaacaat tcaacacagc aatataattt tatacagcta catattaaag 
cgaacaagat
   534721 tgttagtgct caagcaggcc ttgatagccg caaagcacca gatgtcttac 
aaacaacaca
   534781 attagagtgt agctttagct aagctgtaac ataccaccat gcaggcaatg 
gattaccttt
   534841 taattgtctg cgatgctgca tatagttagg gtcgaacttt gcaacttcgg 
cccaaaatgc
   534901 aggactatgg tcgaagtgtt tggtgtgtgc taattcatga atgcaaacat 
aacgggtaat
   534961 ttgagcaggc ataagaacca gacctgcatg cagcataata ttatgttgac 
tactgcaact
   535021 tccccaacga gttttaggac gccggattgc acactctgca taactcagcc 
gagttttttg
   535081 gctaagctct gacaaaagta ctggtaactc ttgttttgca taagcaataa 
cagcgttttg
   535141 taaagcttga tagggttgtt gatctttaat aaataaataa ctattttccc 
aatcaaattg
   535201 aaaaatgcga tgttgcttct gcacaacaat ttgaaaaggc tgttctctat 
taaaaaaaga
   535261 aatttctgaa ggaatttcaa acgaagtgga tcgaacgtgg tgctgtttat 
tccacgtctc
   535321 gattaaccat tgttcagact gagctaaaaa ctgctgaatt tgtttcttac 
tacaaaataa
   535381 cggcacagta agtcgtatag acgcaggctc aacacgtaag cgcaattttc 
ttgcccttac
   535441 gtgacgaaca attttaattt ctggcatttc cacagccatt actgtgcagt 
acgctcttca
   535501 ataccatcat ttgttgcaac aattgcaatc gttgctggat ttaacgcaaa 
aataccgtta
   535561 gtcacaacgc ccggaatatt attaattgtc ttttccaaat caattgcatt 
taagatgttc



   535621 aaattaaata catctaaaat aacgtttccg ttatctgtta ccacaccttc 
acgataaacc
   535681 ggatcacccc ctaagcttac caatttacga gctacagcag aacgcgccat 
tggaataact
   535741 tctactggta atgggaaatc acgaccaagt tgatcaaccc atttcgaatc 
atcaacgata
   535801 catacaaact ttttagcaat tgaggctaca attttttcac gagttaatgc 
tgcgccgccg
   535861 cctttaatca tatgcatatg acgatcaatc tcatctgcac catcaacata 
agcatcaagg
   535921 ttacccacat ggttcatatc aaccacttct atgcctaatt ttttaagacg 
atctgctgtt
   535981 gcttgagaac ttgctactgc tgcttctaat tgtagttcag gcaataaatc 
aatcaggaaa
   536041 tttacagtac ttccagttcc tacccccaaa atgccacctt tgggtaagtg 
ttttaaagca
   536101 gctttcgcag cagcttgttt cttttcatct tgggttgcat ataggctcat 
tacatcactc
   536161 aactattttt tgacatttat gcgccaataa acggcgcaaa tgcacaaggg 
tttgctacaa
   536221 taatttccta ttttaaactg ttatagggaa gatgaacatg ctgtctcgtg 
tggtacgaca
   536281 aattttacaa gcaacggttt atgatgttgc aattgaaaca cctctcgaag 
cagctccacg
   536341 aattagtcaa aaattaaaca acacaattcg ttttaagcgt gaagatttac 
aaccggtttt
   536401 ttcttttaaa ttacgcggtg cctataaccg tattagccaa ttaccgaaag 
aacaacttga
   536461 acgtggcgtc atttgcgcat ctgccggcaa ccatgcgcaa ggtgtagcgt 
tgtctggtca
   536521 acgtttaggt attcctgcaa ttattgttat gccaagtact acccctgaca 
ttaaagttca
   536581 ggcagtgaag cgtttgggtg gccaagttgt attacatggc gatagttttg 
atattgcaaa
   536641 caaatacgct cagcaacgtg ccgaagctga aggattagtt tttattccac 
cttatgacga
   536701 cgagttggtt attgcgggcc aaggcacaat tgcgaatgaa attttacgcc 
aatggcgtga
   536761 tgtagaatat gttttcgttg ctgttggtgg tggtggctta attgctggtg 
tagcagctta
   536821 cttgggtgat gttgcaccgc atgtcaaagt catcggtgtt gaatatgaag 
agtcagcttg
   536881 tttaaaagca gcgctagaag caaatgaacg tgtagtccta ccccatgtag 
gcttatttgc
   536941 tgatggtaca gcagtcgctc aaattggtgc tttacctttt gatatcgttc 
gtctacgcaa
   537001 gtcagataac tctggaccaa ttgttgaacc agacattgtt actgtaaata 
cagatgagat
   537061 ctgtgctgca attaaagata cttttgatga aaaccgcagc atcgttgaac 
cgtcaggtgc
   537121 aatggcccta gctggtatca aaaaatatgt tgccgagcat aaaattagcg 
gcaaaaacat
   537181 ggtatcgatt gtttgcggcg ccaacatgaa ctttgaccgc ttacgttaca 
ttgcagagcg



   537241 caccgaattg ggtgaacaac gtgaagcaat ttatgcagtt actctttctg 
aagaaaaagg
   537301 cgcattctta ggcttctgcc gtgctctaca gggccgtaac attaccgagt 
ttaactaccg
   537361 tgcaaataac acagaagaag cacaagtatt tgtgggtatt agcttaaaag 
gtggtgacac
   537421 tgaacgtcat gaaattttag aacaacttaa acagcaaaat tatgttgtag 
atgatttatc
   537481 tgatgatgaa gttgccaaat tgcatattcg ttacttgatt ggtggtcatg 
ccaatctgga
   537541 tgacgaaaga ttgttccgtg ttgagtttcc ggaacgtccg ggtgccttac 
tcaccttctt
   537601 aactcgttta ggtccaaccc acaatattac gctattccat tatcgtaacc 
acggcgctgc
   537661 cgaaggtcgt gtactagttg gcttacaagc aacagatgct aaacaaaacc 
cagatggttt
   537721 aattgaaact ctggagcaaa ttagctatcc atatgcagaa attacagaca 
atgtgggcta
   537781 taaacgtttc ttgaagtaac ctttcatttt gataaaaaag ccggcaaata 
tgtcggcttt
   537841 tttatcattt aagcttatta ttttttatat ttacattgct tctctttatc 
tcaaagaaaa
   537901 tatcattaaa aataaagccc taactaagta taaaaggaca actatggcac 
agttcgcggt
   537961 catcggcttg ggaagttttg gggcaactgt tgctcaggaa cttacgagat 
taaaccatga
   538021 tgttattggt attgatacag tcaaaaagaa tgttgagaac cttgccgatg 
ttttaactca
   538081 tgctgtcatt gctgatgcta cagatgaaca tgtattggat gaattaaaca 
ttcaaaattg
   538141 tgatgcagtg gttgtagcaa ttggtgaaga tattgaagcc agtattttat 
gtgtgttgaa
   538201 tttaaaaaat ctgggcattg ataaaatttg ggtaaaagca aaaaccaaag 
cacatcatac
   538261 aatcttatct catctaaata tcaataaaat cattcatcct gaagaagaca 
tgggggtacg
   538321 tgttgctcaa gcactaaact acccaatggt gagccgttat atgtctttag 
atgatgagca
   538381 ctatattgta aaaattgata ttccagagaa gttaaacggc attaatttgt 
acggaattat
   538441 gcagcaagcc cctcaagtaa aaacgcttct tgtaaaaaga caacagcaga 
ttttatttga
   538501 aaccgaagag acttttactt tacaaacgca tgatattctt attttagaag 
gtcatttaca
   538561 gcagctaaaa aaactctcaa attgtttcat ataagaaaac gaaccagaaa 
atatgtctct
   538621 taagcctaaa ccgcataaaa cactaaattt aagcccacct tctctgttag 
cactgggctt
   538681 tctgggcttt attgtctttg gcacattatt gcttaaactt cctattgcca 
ataacggaca
   538741 tgttagttgg atggatgctc tatttacggc gacctcggca gtcactatta 
caggtctatc
   538801 cgttttaaat attcatgaat cttttacact tttcggacag gtcattattt 
tattattgat



   538861 tcagtcaggt ggtttaggct ttatgacttt tgccattttg gcagcattaa 
gtttatctcc
   538921 taaagttggc cttaaacagc aaatgatggc tcaagatagc cttgggcaga 
ctagtctttc
   538981 aaaggttact tttgtggcaa aaggtgttgt tacttacaca cttctttttg 
aactgattgg
   539041 aacagtgatc ttaactaccg catttacacc catttatggc tttgctcggg 
gactgtatta
   539101 tgcagttttc tatagtatct catcatttaa caatgcgggt ttttcactat 
ttagcaacag
   539161 tttagttaac ttccaaagca actaccttat atgtattacg attagtttgc 
tctatacatt
   539221 aggtggactg ggttttttag tcctcatgga tatcaaacaa aataaaaaat 
ggaaaaaact
   539281 cagcccaaat agcaaactca tcctaacaac tattgcgatt attaatttgg 
ttgcgtttgt
   539341 attaatttgg gttttggaag cacaaaatcc tcatacctta ggtctgctca 
atgtaggtga
   539401 tcaagcttta aatgcatggt ttcaagcgac tgttccacgt tcttcagggt 
tcaatactat
   539461 tgatactgga gcaatgacca acagtagttc tttacttatg atgctactca 
tgttcatcgg
   539521 tggaggttca ctcagtactg ctggaggtat aaaagtcggc acctttgtca 
tattagtttt
   539581 aagtgtactt tcctttttaa gacgtaccga tgaaatcagg gttttcaatc 
actccgtttc
   539641 tcacgaaact acttataaag ccttagctgt caccgcaatt accagtattc 
tcatatttat
   539701 cgggttcttt atacttttac ttttagaacc taaagcagac tttatgaact 
tattatttga
   539761 agtggtttca gcagcctgta cggtaggcct ttctcgcggt atcacgccag 
atttacacaa
   539821 tggtagttta tttattttaa gcctacttat gtttgcaggc cgtttaggcc 
ccttaacact
   539881 cgcctattta attgctactc ctaaaaaaag ccgtctcaaa caccctcaag 
ccaatattca
   539941 aattggttaa taaaaaagcc gctgtaaaag cggcattttt ataggtcaaa 
cttagtacca
   540001 gttcatgagt gaaacaccca agccggcata agttgcacga tggttatagt 
caattaagct
   540061 ttcaccataa ccattaaata attggaagtg tccgcgcagc ttgccactaa 
tcgggaaagc
   540121 ccagtcaaac tgaacagcac catgagaatc atcaccacct tttaaagagt 
gacgtagcat
   540181 taatgagaag tcattttgct tccacttata aaaagcagtt aaatcaccac 
gccccacata
   540241 atcttcaata tctggattgt tatcatcttt gctgtcttct tcaatgcgta 
tccatggacg
   540301 aagcattaaa gcaaagttac cgcgttctaa acccacatta aagatgacac 
ggttccagct
   540361 acgagataaa ggatctgaac gtccatttga ttggtgattt aaagttaccc 
caagcaaacg
   540421 accatctaag ccaagcaact catagtttgt tctaaacatt aaacttgctt 
ctggctcata



   540481 gttcgtttca cggaatggtc gagactcttc agcattaaag gtctgccaac 
gtgaagattg
   540541 agtataacct acccacaagt caccattgtt accaaaaata ttttcccaag 
ctttcgtttt
   540601 caaagaaatc tgaaatttac tttcagttga tttaagattc tgggctgtat 
gttctacatt
   540661 attagggttt ggactagtag gtagctcatt tttatcgctc gtccagaaaa 
ctggtagcaa
   540721 ataaacaggt tgataagcac gaatattcca aacacccagt ttactttttt 
cagacaactc
   540781 ccaacgttga tctagtaaag atgtagtagg ttcaagtgta ggtgccttac 
caattacttt
   540841 gatattactt accttatcta caaccttttc tttaaatgtt tcaggttgaa 
caacaggttt
   540901 atcaattttt ttaacaggct ctggtactac tgcggcttga actactggta 
aggccgatgg
   540961 tttaaacaca gcatcataac aagctaggcg atcagcattc gaagcaaggg 
caacacatgc
   541021 atctacactc gcaggtttta caggggctaa ggtgtcggca tatgccaccg 
acgcacataa
   541081 acagctaagc agggttccca tacttagctg taaagatgtg cgttcaaatt 
gtctgaacgc
   541141 catgttcatc tccaattttt attttaatta acttgtttga tcgtaaagcc 
cagttgttgc
   541201 aattcatcac gttttgcaaa aggtgcaacg acagctttta caggtgtttg 
ttcaattaaa
   541261 tattgacgtg caacacgttt taaatcttct aaagttacat gcaataatct 
ttcacgtaat
   541321 gtacgacgga aagtcggagt tcttgcatgc aacaatgcat aacacgctgt 
tattgcttca
   541381 cctgctggtg aaccaggttt gtccatactt gccaccagac caagaattgc 
ttcttcaagc
   541441 tgatgaggtt gttgctctgt gtttaacaac cattgcacgc tcgcttcaaa 
atctttaaaa
   541501 gtctcagcta agcgtgggtc acggtaacta aagaaacgga atgaacatgc 
atttccgtca
   541561 taactagcac caccaccata agcaccacct ttttcacgga tagcactgtg 
caagaaacca
   541621 ttacgcaagt aagctgccaa taccattaga ggtgccgcat ctggatgaga 
tacttccaca
   541681 gcttgatatg cagaggcaca gaactgaaca ttggtttgaa ttaaccaagc 
ttcatgttca
   541741 ttatcatttt cttgctcaac ttgggttaac tcagtcgctg ctgtatcaac 
gtttaattta
   541801 tcccaaacat tttgtatttc ttcaactaaa cgctctgact gatgctcttc 
acatacgagc
   541861 aggaactgtt taggtgcttg caataatttt gtatgaatat gcttcaattc 
agcaataagc
   541921 gcatcataag cagcatcatc ttgggtaatt ttattaacaa gctcgcctaa 
ccagttcaac
   541981 gcacctaagc cagtgttttg atagtcgcgt tgagctaatg cactcatatt 
acgagaagca
   542041 atctgcattg cataactatg accagcacca gataaacgag actgccagcg 
tgtcttacgt



   542101 tgctgcaata actcaatgat tcgctctttt tcatcaaaac gaagttgttc 
aaatgctaat
   542161 tttaataaat gaatcgcatc gaacttctga gttaaagatt tagttgttaa 
agttaaccaa
   542221 gcactaattt tgtctttatc atcaacctta ctgcgtaacg aagcacccat 
tcccaaacca
   542281 ccacttacag ctgtttgtaa gttctggagt tcaaggtagt catactcacc 
tgcaccaact
   542341 tcacccatta aaatagagag caaattgaag tatggtgatt taaccacatc 
atctggaatt
   542401 tgaataagta cttgttgata gtaaatacca ttggttccgg catgatacaa 
attcaacggc
   542461 gtatccattc gattacagat aatttcacgc aattgacctt gtacaatatg 
caagtcagcc
   542521 ggtacgtctt ctagacctac ttttggcaac agttcaagat tatctggtgt 
atcttgacgc
   542581 tcttgcaatg ccttggtttt agcgatgatc tctgctttat cttcttcagt 
tagcttttca
   542641 ccaattgcag ctaaacgtgc tttttcagct tcttgctctt tcgctgactt 
ggttgcatcc
   542701 ggtactaaag tcatttgcac gcggtgcgga ttatctaata aatgcgtttg 
aatcaggtta
   542761 gataaccaca ttgggtcttg gagttcttct ttaacctgag caatggcact 
atcaacatcc
   542821 caaatttgaa tcggatcgtt atggtgaatc gcaccactta aaccatttaa 
aattaggctt
   542881 aagccatatg gtgtaccatc accattaatt tcacgttggt gtaactcgat 
ttgatgcaaa
   542941 attgcatcaa ctaacgatga gtcaattggt tttgcagcta cttcacgtaa 
aacgtttaaa
   543001 acaccatctc taaagctctc tgcatgctct ggatttgaac cttgaacacc 
acaatagaac
   543061 gtcatttcaa agttactatc gtctaccccc attaaaggac cagtcgactg 
agcatagcca
   543121 caagtttcta aataatgacg aagtggtgaa gctgagtttt cgagtaaaac 
gccttctact
   543181 aatcgcatac ccagacgaag tttaatgtca ctcgcctgag gtaataacca 
cgacaataca
   543241 tggtaagttt tgtcttttaa ctcatcgcca tcaacagcat aagtttcagt 
aacttcaaca
   543301 ggtgccgtta agcgtttttc tggtttcgaa tataaagttg taccagcagt 
gaacttatgt
   543361 agagccaatt tttcaaattg ctcttgtaat tcataggcgg tttggttacc 
aaaagtcata
   543421 aataccgcat tactcggatg ataatgggtt ttataaaatt caaccaattg 
ttcatacgtt
   543481 aagtcaggaa tatcttttgg atcaccgcct gagttgtagt gataagtggt 
ttcagggaat
   543541 agatgatgag ccaactgatg ataaagctga tcagaaggcg cactcattgc 
acctttcatt
   543601 tcattgaaga ctacgccttt gtatacaggc tgaccatttt caagttcaat 
acggatacct
   543661 tcctgagcaa aatccagagg attcaaattt gccgagaaag cagcatcaag 
ataaacagat



   543721 aataagtttt ggaaatcttt cttattttga gttgcaaatg gatatgcagt 
ccaatctgct
   543781 gctgtaaacg cgttcataaa agtatttaat gaacggcgta tcattaagaa 
gaatggatca
   543841 cgaacaggaa acttttcaga accacataaa gcagtatgct ctaaaatatg 
tgcagttcct
   543901 ttagagtcca taggttgtgt tctgaacgca acaagaaata cattttcatc 
ataatcagtt
   543961 gccaagtgat aatgcaccgc acctgtgact ttatgcttat attcagacac 
taaaatatct
   544021 aatgcttcaa catggtgctg acgtagcaac tgaaacgcag ggtgaacagt 
ttgagaaatg
   544081 gtttcagtga catctacagt catgtgatct cctaacatat cggataagtg 
aataagtctc
   544141 attatagcct gagtcggctt gagaatggcg aataaaagcc aagcaaaaca 
ctatgttttt
   544201 gttaagtatt agttttcata gccatagctt taatatcaag cacatagccc 
gcgtcgttgt
   544261 atcctatcag aacaaaacct tttaatacca tctatatcct acacgacaaa 
taaaaaagct
   544321 catcgaaatg atgagctttt tagagttttt tttaattaaa aacgatagcg 
aagtgcaact
   544381 tgagcattta aaggatcgcc catcatgttc gaatcatttg ctccactatg 
acctgacaca
   544441 aaataatcgc gatcaaacaa gttatttagg tttaaattca catcataacg 
ttcactttga
   544501 taacctaacg ccgcatttac aactgcatat cccggtaaaa cgtttttgtt 
gtctggcgca
   544561 ctaaaacgtg atgattcacc acgaccaccc acagctgcat accaataatc 
attaatttga
   544621 tattttaacc ataagttagc agtattgttt ggcgtgagcg cagaatgatt 
gcctgtaaaa
   544681 ccaatagtcg atttttcaat cttaccatcc atatacgaat aaccagccaa 
tactgacaat
   544741 tgatcggtca actgacctgt taatgaaagt tcaacacctt tggttttttg 
ctcacctgcc
   544801 aacaatgctt gatttgggtt tgctggatct tggttttgaa tattagtttg 
gctcatctca
   544861 aacaaagcca aggttacatt caactgatca tttacatccc actttgcacc 
aatttcatag
   544921 ttttcagttt ttgtgggcct taagtcatca ctgttttgat aaaaaacaaa 
tgaatcagcc
   544981 aaaggttgga aagagcggtt ataagaagtg taaagtgaga tattatttac 
tggctggtag
   545041 accactccaa ttcgtggaga ataagtattg tcagtacggt ttaaatctaa 
attcgtactc
   545101 gttttatcat cacgatcttg cgatagattg tcataacgta aacccactaa 
aactttaagc
   545161 tgatctgtca ctgtcattag atcttgcaga tacacgccgt agttttcaaa 
agtattgcta
   545221 ttgttattac gtgcagttgt agttcctgta ttaataggcg cccaatactc 
taatttagga
   545281 ttatataaat cagtagttgt tttagcacct tgccaaagta tctcatcttt 
atgctgcttg



   545341 ctatattcag caccaattaa ggtattgtgc tttaaaaaac ctgtattaaa 
taaagcgctc
   545401 aactcttgtt gaacatacac accatcttca ttacgtaagc gtttattctg 
ggttaaagta
   545461 atttttgact tatcagcagc tggatgtgaa tctacactat attgacgatc 
aagtgagtag
   545521 ttatagtggc gaactgcacc atgatactta aaattatcat taaactcatg 
gtctaagctg
   545581 atagtttggc ttgagatttc agtatcaaca tccccaacct ctttaccatt 
taaagcgcca
   545641 taaaaagttt taggatttgt tttaacaggt ttacctgtaa tcgggtctgt 
cgggaaacct
   545701 tgatctgcca aacggttatc atgcaaatag tcagcctgaa gtaaaagttt 
ggtcttatca
   545761 gtaatatccc actgtacaga tggagcaacc gcttgacgtt ttaaaaaagc 
ctgatcacgg
   545821 taaccatctg agtcttcaac tgcaccagtt aaacgaacct taacattctc 
tgcgactttt
   545881 tcatttacat cgacttctgc gcggcgttgt cctgttgtac taccaatcag 
gctcacttca
   545941 cgcaaagatt gatcgattgg ttttttatta atcttgttaa ctaaaccacc 
tgccgaacca
   546001 cgcccatata ataccgaagc aggtcctttt aaaacttcga tccgctctac 
attcgacata
   546061 tcgcgaaaat acaatgcgtc atcgcgaata ccatctacat agttatcggt 
gattgcagag
   546121 aaaccacgaa tcatgacctg atcacgttgt ccatctccta cactaaagct 
taaacctgca
   546181 acattttgca aggcaccttg catagaggta actgtctgtt ctcttaaaac 
ttgtttgggt
   546241 acaacgttta caatttgagg gacatctttt aattgcataa gtcctttagt 
tgcacttgat
   546301 gcttgcccca cttcttgttt taaactgatt tccttatcag ctttaactga 
aattgttgga
   546361 aggttggtta ccgcctgttg atctgcttct agagcatata catggcttgt 
cataacccca
   546421 actgatgaaa taaataaaac tgaacgcttc atataagttc gctacgaaaa 
atttcaggcg
   546481 aagtttcaat gaaacagtat agatttgtaa atattagcaa gaatcattat 
taattgataa
   546541 tatttattaa aaagattatt tcaattgctt aggcaaacaa taaaactctg 
ctagccgctg
   546601 aataacctga attttattca acaaactaca gcaaatgtga gcaatggtgt 
aaacttatcg
   546661 atctgatttt ttattctgtg acaacacata tggcaactgt agatcttttt 
gcaattggta
   546721 atgcattaat cgaccaagaa tttaaagttt ctgatgattt tcttagtcag 
caaggcttac
   546781 aaaaaggcac catgcagttg tctgatggtg aaacacaatc tgccctttat 
gaaaaattaa
   546841 aacaaactca agattacaaa ggtcaagcaa gtggcggctc tgctgcaaat 
acaactgtag
   546901 cgtttagtgc attaggtggt agcgcatttt atggttgccg cgttggtcat 
gatgaattag



   546961 gtggaattta cctgcaaggg ttaaatgatg caggcatcca gactacacca 
aagtccatca
   547021 gtgaaggggt gaccggtacc tgtatggtcc tgattagccc agattctgag 
cgtactatgc
   547081 atacctattt aggtattacc gctgagctct ctcaagacca aatcgatttt 
gaaccattaa
   547141 aaacagcaaa atggctttat attgaaggct atctttctac aagtgaaaca 
gcacgtaaag
   547201 cggtaaaaca agctagagaa attgcaaaag ctcacggcgt taaaattgcc 
ctatctttat
   547261 cagatcctgc aatggttcaa tacgctcgtg aaggcctaga agagcttatg 
gatgatggtg
   547321 tggatttatt gttctgtaat gaacaagaag ccttaatgta taccaatacc 
actactgttg
   547381 aagatgcact tactcaatta cgttttaaaa accatactgt tgtaattaca 
caaagtgcaa
   547441 aaggtgctct agttgcaaat ccaactcacc attttcacgt tgcaggccgt 
catgttgaag
   547501 ctgtagatac aaatggtgcg ggtgatgctt ttgcaggtgc cttcctctac 
gcattaaacc
   547561 atcatgaaga tttaactgct gctgcacagt tagccatctt aatttcaagt 
gaagtcgtgt
   547621 ctcaatttgg tcctcgttta gccattaatg actatgctaa acttctcgaa 
aattttcaga
   547681 aggaatgtgc ttgaaatgga aaggatctgt atgacggaag aagttcctga 
gcgtgaagct
   547741 agagcttttg acactttaca aggaactact attttcatta cacagcgtga 
tggctctttc
   547801 tacgcctatc agaatttatg cccacatttg caaaccgaac ttgaatatct 
agaaaaccaa
   547861 tttctagatc aagaccaaga atatatccaa tgctcaaccc acggtgcttt 
atttaacgtg
   547921 gagactggtg aatgtatttc aggtccttgt ttaggtgagt ttctaaataa 
agttgagatt
   547981 aaggtacatt cagatggcgg tatttatatc gtagactgag atcatcaaca 
ttagagtttc
   548041 taccatggct gatttctttt ttaattatta tcttatgcca tttcatttaa 
gtgttgtggc
   548101 tttgatattg ctcagcgtgg tagaaactat tggtatgtat gttggtttac 
gaccaagcca
   548161 gctattaaaa aaaattgcgc caatttggct taccaattcc cctttgctca 
atgttaaatt
   548221 ttctaaagct ctaatttttg tttttttact catcaatttc agttttgccg 
gttatttttt
   548281 acagctttct ttctttgcta tacagcatta ctttatcact ccgttttact 
taatcatccc
   548341 tgcactggtc atcgcaattt tctttaccgt atttatgatt cactgccttg 
atcaagtcat
   548401 taaacccaag cttacacata ccaactataa ccttttaggg cgtctagcaa 
ctatttccag
   548461 tggtagtgca agacctggtt tttcagcgca agctcgtgta cgtgatgagt 
tcggacaact
   548521 gcactatgtc caagttgaac ctgagtatgg tgagttagaa ctatattcac 
aagtcattct



   548581 tatcaaagtg cataaaagcc attatgttgc caagaaaatt tctgtttcga 
atgacctttt
   548641 cgcgcctgat taattattaa taattcttct cgtcttttat tgcttttaaa 
aagttttatt
   548701 attgccttta ttttactgtt attttaattg aatattaaac caaccatttt 
agttagaaat
   548761 aaaaaaacac tttattatat ccaacctttt taatcagaat taaatataaa 
tcaaaatatt
   548821 ttaatcagct taatatattt atttacaagt gttttagttg gatttaataa 
ttaattcaaa
   548881 ctattttagt cagatatttt atcaataatt tttaaattat taaccacatg 
atttttattg
   548941 aaaaaataat taagttttaa tttaaaatat atttattgtt tatttttaat 
atattttgat
   549001 taataataaa attaatatgt atcgaggttt attttatgag ccttaaaaat 
ctagatatta
   549061 actcccgatt aattagagaa atcgcaatta ttctaataat taaagtcgcg 
cttctcttaa
   549121 caatcaaaca tatttggttt gacgctccca ctatccccaa aaattttgac 
aatcaggtcg
   549181 ccgagcatat tgcaggcgat aactcttccc acattaagga gacacgttga 
tgatttctga
   549241 aagcgtggtt gatctttcgc ggttccaatt tgccatgacc gcaatgtatc 
actttctttt
   549301 cgtacctttg accctaggcc ttgcgtttat tctggctatt atggaaacca 
cttacgttat
   549361 atctggtaaa gagatttaca aggatatgac taagttttgg ggaaaactat 
ttggtattaa
   549421 ctttgcctta ggcgtaacta caggcttaac catggagttc caattcggaa 
caaactgggc
   549481 atattactct cattatgtag gtgatatatt cggtgcgcca ttagcaattg 
aaggtttaat
   549541 ggcattcttc cttgagtcta catttatcgg tctattcttt tttggatggg 
accgcttaag
   549601 taaagttcaa catctaggag taacttggtt agttgcccta ggttctaaca 
tgtcagcgct
   549661 ctggatttta gttgcgaatg gctggatgca aaaccctgta ggtgcagcat 
ttaacttcga
   549721 aaccatgcgt atggagcttg ttgatttcgg tgcacttatt ttcaacccgg 
ttgcacaggt
   549781 taaatttgta catactgttt ccgccggata tgtaacaggt gcgattttcg 
tactcgccat
   549841 ttcaagttac tatctactca aaaaacgtga ccttcctttc gcacgtcgtt 
catttgcaat
   549901 tgctgccatt tttggccttg cttctacact ttctgtaatt ttactaggtg 
acgagtcggg
   549961 ttatgagtta ggtgatgttc aaaaaactaa actcgctgca attgaagccg 
aatgggatac
   550021 tcatcctgct cctgctccgt ttactttgtt tggtgtacca aaccatgaag 
aaatgcgaac
   550081 agattatgca gttaaaattc catacgcatt aggcctcatc gccactcgtt 
caactacgaa
   550141 agaagtcact ggtttgaaag acttaatgca acagcacgaa gttcgtattc 
gtaacggtat



   550201 gcttgcttat gctgagcttg aaaaattacg tgctggtgat cgctcaccag 
agttattagc
   550261 ttcatttgag aaaaatcaaa aagacttagg ctatggtcta cttcttaaga 
aatatgctcc
   550321 gaatgtagtc gatgcaagcg agcagcacat tcaagcggcg gtaaaagata 
ctattccgaa
   550381 tgttacagct ctgtttttct ctttccgtgc aatggttgct tctggcttct 
taatgctgct
   550441 tcttttcatt ttagcaactt gggcagtagc gaaaagaaat gctgagaata 
aaccttggct
   550501 acttaaatat gcattatttg ccttaccact tccgtggatt gctgcacaaa 
ctggttggta
   550561 tgtagcagag ggcggccgtc agccgtggtc tattggtgaa attttaccta 
cgcacttatc
   550621 agcttcaagt ttaagtacgg gcgatgtgtg gggctcaatt ctcgctctag 
cagcgttcta
   550681 taccgtactt ttgattattg aaatgtactt aatgattaag tttgctcgct 
taggcccaag
   550741 ctcacttcac actggtaaat accattttga aaaacaagag ccaaaaacag 
ctgttaatgg
   550801 ggaggcttta tcatgattga atatgaactc ctaaaaatca tatggtgggt 
gttagttgga
   550861 gtcctactca ttggatttgc cctaaccgat ggtttcgata tgggctcaat 
ggcactcatg
   550921 ccttttgttg gtaaaactga taacgaacgc cgtgctgcta ttaatacgat 
cgcaccccat
   550981 tgggatggta atcaggtctg gtttatcact gctggtggcg cgctatttgc 
agcttggcca
   551041 atggtatact cggtcgcatt ttccggaatg tattgggcct tattacttgt 
gctatttgcc
   551101 ctgttcttac gtcctgtagg ttttgactat cgttctaaac ttgaaaatac 
ccaatggcgc
   551161 aactcttggg actggggact ttgtattggt ggtgccgtac cagcgcttgt 
ttttggtgtt
   551221 gcctttggta atttattctt aggtattcct tttagtttag acagtacatt 
acgctcggaa
   551281 tattcaggta gcttctttgc tcttcttaac ccatttgctt tagtttgcgg 
tattgtcagc
   551341 ctttctatgt tgtgtgctca tggcggcgct tggcttatgc tacgcacaga 
cggtgccttg
   551401 aaacaacgct ctgctaaagc aactcaaatt atggcagcca tatttttagt 
ttgtttcctt
   551461 gtaattgggg catggttgta cttcggccaa gtcccaggtt atagctatgc 
tactgcagtt
   551521 gatccaaacg cagcacttaa ccctttagcc aaagaagtag tcacaaacaa 
caacccaggc
   551581 tggatgaata actacagcag ctatccgatt acaaaagtag ctcctgtact 
ggcaatttta
   551641 ggggcaatta ttgccttctt tacagcatca aaagccaaag caggtttaag 
ttttgctggc
   551701 acaagcttaa tgattgtagg tgcgatttta actgccggtt ttgcactctt 
cccattttta
   551761 ttgccatcga gtgttaatcc aaactctagc ttaacaatgt gggatgctgt 
atcaagtcat



   551821 cgtactttag gggttatgac tgttgcagca tgcatattcg ttccaatcat 
tttgatctac
   551881 accagttggt cgtattacaa aatgtggggc gttattacta ataaacatat 
cgagtcaaac
   551941 tcgcatagcc tgtactaata aggagaagca aatgtggtat ttcgcatgga 
ttcttggaat
   552001 tttgatggca tgtttcgcgg gtgtattgag cgctctttat atcgaacatc 
atcaaaattt
   552061 agatgaggaa taaatcatgg caaccgcaat gacagcatca agtcaacgaa 
aagctcaagc
   552121 attcgcaatg gccatttcat ttctgttggc attgccgctt gctgtaattt 
tactggtgca
   552181 tccttccctc atgttagatg caaacggaca ctacaatcat agccagctta 
tgctggtgat
   552241 ggtgggtatt tccgggggct tcatttatgg ggtgggtttt gtgccgcact 
tctggttatg
   552301 gaaatggttg tttagtccat ggatagcttg gcctctcatg cttttaggct 
attacatctg
   552361 gtttctaacc taaacaaaaa ggacctcatt tgaggtcctt tttcatttca 
attagtttaa
   552421 tagataataa ttaattcgac tgctcagcta accaagccat aaacttttga 
cgttctgctt
   552481 tagaagattt tttccaaatt tctgccaaac gctgatcatt agtttgtgct 
acaccagtag
   552541 caggcatggt tgttgcaaca ggcgcattag cttgagtcgt ggtaggtttt 
gccgcagcat
   552601 acacagcgtc aggttgttgt ttagatgatt tagtcgtgaa atcagtaacc 
ttccctagca
   552661 atcccgatgc aaaccatggt cttgcctcat tattagcacc agtttgttga 
acaattaact
   552721 cattatttga attatataaa gccactgtag gttgctcagc atattttttg 
gcttgttcaa
   552781 attgttttgg agcatctacc attgcaagct tataagtttg accatctttg 
agcgctggag
   552841 tttgaatggt aaccactcct gacttaacaa tatcgtgttc gccacttaaa 
tgctcaaaat
   552901 attcttgata acgtacactt aggcttgtct caccagcatc gactttataa 
ttatttttag
   552961 aagaacggaa taatccagag ttgacttcct gaccattcac cgcaaggatt 
acgatttcct
   553021 ctggcgctgt aattgtaact gctgaaaata ctgaaccgct gagtaataaa 
cccatcgcag
   553081 cgacacttaa tcttaaagtc atctgttcac gtctctgtaa tatttaatag 
tttgtaaaaa
   553141 catgagcaat atgcaatatg attatgacga ttttatgaca acctcctgtt 
tacgaagctg
   553201 cctctcaagc ttttaaaata ttttttgagt tctaataaac atctacttta 
ttgatcatta
   553261 atttctaact aactttaaaa gcataaaaaa gagtaccctc taggtactct 
tttcatccac
   553321 tcaatttagt tgaatgtttt aaaacgatct tcatcgctaa taaatgcttt 
ttcaccagct
   553381 ggtgcttcaa cagaaccaaa tacaagttga gcacgtaatt tccaagttgc 
tggaacatca



   553441 aatgcttcag cagcatcagc atcaacaatc gggttataat gctgtaacga 
tgcgcctaaa
   553501 ccaagttctg aaagcgcagt ccaagtcgca aactgagcaa ttgcacttga 
atgttcagac
   553561 caaactggga agttgtctgc atataactca aattgttctt gtaagctttt 
aacaacagct
   553621 tgatcttcat aaaatagtac tgtaccaaca ccagcaacga agctatcaat 
ctttgcattt
   553681 gtaccggcaa aggcatctgc aggaacaatt ttacgtaatg cttcacgaac 
taaattccag
   553741 aatttagcat gtgattcacc ataaagagta acaacacgtg aagattgaga 
gttgaacgct
   553801 gatgggctat gtttaaccgc ttcacgaata gtttcttcaa tttttgtgcg 
atctaatgca
   553861 acatttttac caattgcata aatagtacga cggtttttaa ttttatctaa 
gaaagtagac
   553921 attttttatt tcctacctat ttaattgacc atgggccgtt gtttgggaat 
gaatatagtc
   553981 tatggaactc atttcttata atcagcatta aaaatatgac agttcgtttt 
attttcgcaa
   554041 caataaaaaa agatatggat ataaaaaaac ctcactattt tgtgaggttt 
ttttaagtct
   554101 tggctaaaaa ttatttttca gtttcaaata gtgctgcaac aaacgatttc 
gccgagaatg
   554161 gtcttaaatc atcaattttt tcacccacac caatgaaacg aattggcaca 
tgagtacgac
   554221 tagcaatatt aaataatact ccgccttttg ctgtaccatc caacttagta 
atggtaatac
   554281 ctgttaaacc aacagcctgg tcaaattctt gtacttggtt gattgcattt 
tgtccagtac
   554341 ccgcatctac aaccaacata atttcatgag gcgctgttgc atcaattttt 
tgcataacac
   554401 gcttaacttt cttaagctct tccatcaaat tacttttgtt atgcaaacgg 
cccgcagtat
   554461 ctgcaatcag tacatcaata cctttagctc gcgcactttc aaaagcatca 
aaaataactg
   554521 atgcactatc ggcaccatga ccttgagcaa ctacagcaat atcgttacgc 
tcaccccaga
   554581 tttgcaattg ttcagtagca gcagcacgga atgtatcacc tgccgccaac 
atcacttttt
   554641 tgccttcacc ttgtaaacgc ttcgctaatt taccaattgt tgttgttttt 
ccaacaccat
   554701 ttaccccaac cattaaaatc acataaggtg atttattagg gtcaatatgc 
aaaggcttca
   554761 cacgtggagc aagcaaagca accaactctt cttgcaaagc tttataaagt 
gaatgtgaat
   554821 agatcaaatc accacgagca gtacgttcag ttaagttggt aataatcgtt 
tttgttgcat
   554881 caacaccaat atctgcaact aataattgct cttcgacttc ttcaagcaac 
tcatcatcaa
   554941 tttctttccc accaattaag atattaacca tcccatcggt gaaattacgg 
cgagttttgc
   555001 tcaagccttc tttcattcgt ccaaagaaac cagattttgg ttgctcaggt 
tctgtagaag



   555061 gtgcagcctc gacaacttct tcagctttta cttcttgctt aacaggtgac 
tcaacgatag
   555121 gaacatcgat agcaggtaaa ttaggcaatg tgacatcgtc atccccgatc 
tcagcatcta
   555181 tcaagaattt attttgcata ttcgattgtt gttgcatgcc gattccttga 
aaagcagcgt
   555241 gttaaaaaac ggaaagttta gcataaattc aaatttttgc ctgcttcaat 
agcgtgcaaa
   555301 acctttttga aataaagaca atacttattg agtatcttct tgcgctaatg 
caggatattg
   555361 cttgatgtga tcatgttcaa actgataagc atgcattaac tttaaatact 
ctgctctatg
   555421 aatttctgat tgagccataa tcaactcggc catatcttga gttcttggat 
aagtagcctg
   555481 tcgagaaagt tgcacaattc gttgatactg ttctgaattc acaggacgta 
gtaatgccaa
   555541 ataagacagc ataaaaatac agccaatgat aataatcaca accagattaa 
aacattgatc
   555601 tgcctttaac tcagacttta atttaagaaa attttctttg aatgtgagca 
tgacctacct
   555661 ctaatgaatg tagtgtaggg ttcaatgcac ttcagcacaa ggtcaaaatc 
cagtaaggct
   555721 attattcttt aaccttactg gatgacaatt gctagcccat taaggaacga 
attacagaga
   555781 agtataaaat tgcagcaata ataactaata ctaatagcat agcaaaaata 
cttaaacctt
   555841 cttctgcatc tgctgggtgc aattcatctt catctgcaat ttttctaagt 
tcaccatcat
   555901 aaacttgata gaaccaagct ttttgattag ggtctaattg acgagcatag 
tcgaaaaccc
   555961 gtttcctttg tgctagacaa taatccccta aatgtatttc ttgatggaaa 
attgcttcgt
   556021 ctaataattt acgatggtaa tgggcaagtt ctatgatttg ctcctcttta 
ggaggattat
   556081 caaaaacaaa gccatcaata gtatttgtca tagttattct ccttgtcttt 
tattctcata
   556141 ttgattttac tcaaaattat ttgtgaataa tgtttaatca tgtatcctaa 
tagtgaacta
   556201 attggtgctt cttaatagtt gacaaatcca ttaatttgta atattagttt 
aacaattcta
   556261 agttaaatta gttcaaaggc agtggccttt agaaaaagta atcataatta 
caataaggag
   556321 ttttatatga ttcaacgtat ctctcatcat gatttagaac atgtatacgc 
aactgcggtt
   556381 aacacaattc agtctcaaat gaatttccaa gatgcagttg cacagttaga 
agaagttgct
   556441 cgtgctggtc acggtaaagc tgctttgttc ttagcagaac tatactacca 
aggtttccgt
   556501 gttgaacgtg attccatgaa agcacaatac tggcagaagc tagccacgat 
gcaagcataa
   556561 agaaacgtca cttaggtggc gtttttttat acctatacaa aaccaaaatt 
acctatttgc
   556621 ctaaagcttt acttcgccac ttcagtcgtg acttagaaag taccccttat 
ccagcattta



   556681 tttgtataga tatttctact catcaatatt tgtttacgat ttgacacctg 
tttaaactga
   556741 aatgtcatgt ggttctctta taataagcag gacaagttga aaacctttaa 
atttaaaatg
   556801 aacagtttaa gtaatctaca accggtttct aaagacttga tgatcaagat 
ttatatttta
   556861 agaaccatga tgtactgcgg ggttctgtgg ggactatttg atgaaggctg 
ggccattaaa
   556921 tcagatcagg aagattttat ttttccgttc tggctaaatg gagtacaagc 
acatcgatac
   556981 gccaaaactc actggcccaa ttacaagcca agaaagatta ccccaaaaga 
ctttcatgaa
   557041 tctttattac ctactttaac acggttaaaa gtcactcctg ctttatttaa 
ctcatctcat
   557101 cgcaagttga agttatctac acagcaaatg catcatttct tttttaatca 
tccaaaatgg
   557161 caggtagctt aaagtttctt tgagctaccc aatatagcgt gctttttgaa 
cgcttgaaca
   557221 taaaacttat atttgaatga ctggcaagtc tttgcatttt tcaaaaatcg 
agctaattta
   557281 aatcaaaatg ataaaacaac aggacagaag aaatgactat cgttgcacaa 
gtaattaaga
   557341 acaaatctga acaagccatt tttacaattt cacccgaagc aactgtcctc 
gaagcaatta
   557401 cgattatggc cgaaaaaggt attggtgctt tagtcgtagc agaaggtgaa 
caagttgttg
   557461 gaatattatc tgaacgcgat tacacacgaa aagtaacgct tatggagcgc 
tcatcttata
   557521 gcactacagt agctgaaatt atgacagcaa aagtgattac ggtaggttta 
aataatacgg
   557581 ttgaagaatg tttacagctt atgaccgatc gtcatttacg tcacttacct 
gtattagata
   557641 atggaaaatt ggttggtttc atttcaattg gtgacttggt taaagccgct 
atggaagacc
   557701 agaaggtttt gattgaacaa ttaaaacaat atatttcagg ctaaatacaa 
aaataaaaat
   557761 gggcgattaa cgcccatttt tattgtcctt aaacttaaag ataattcgta 
attaatgcga
   557821 ctaaacgctc tagcaaaata tcagcttgag cttgtgttat gttaattggc 
ggtaataaac
   557881 gcaccaccga acctgccgta acgttaataa taagtttgta ttcatcacga 
gcaatcgcaa
   557941 cgagctcagc acaatcttta ggtaattgga taccaatcat cataccgaaa 
ccacgtactt
   558001 gcacattctt atccgacaat tgagcacgta attggtcaac aatataatta 
cccactactg
   558061 ctgcattctc tactgcattc tccttctgga tcgtatcaat taccgtgtaa 
accacacgag
   558121 aacccaatac tgtaccacca taagtagaac catgactgcc aggccctaac 
aagcctactg
   558181 ctttaccttg agtcattaca gcacccaccg gaaaaccgtt acccaaacct 
tttgctgtgg
   558241 tcaaaacatc cggaataata ttcgtatgtt gatacgcaaa gtatttacca 
gtacggccat



   558301 taccagtttg aatttcatct agcatcatta accagttatg ttggttacaa 
atttggcgaa
   558361 cttcttctaa atagctaaat ccttgtggtg cagtattaat accaccttca 
ccttgaattg
   558421 gttcaattaa aatagcaacg atatctggat gctgtaaggc agcctcttga 
atcgcttcaa
   558481 tatcaccaaa tggcactcga ataaaacctt ccactaaagg tgcaaaaccg 
tcttgtactt
   558541 tcttgttacc agttgctgac agtgtcgcca aagtacgacc atgaaatgac 
tgctcagcaa
   558601 caataatctt tggcaagctt ataccttgtt gagtaccaaa tttacgagca 
attttaattg
   558661 ctccttcatt tgactcggcg ccactgtttg aaaagaaaat ttcttccata 
cctgaaactt
   558721 gagcaagctt ttgagcagcc gcagtttgcc aaggaatttc aaacaaatta 
ctcgtatgca
   558781 cgagtgtagc tgcttgctct gcaatggctt ctgcaatagc tggatgagcg 
tgccctaaac
   558841 cacatacagc aataccagtg agtgcatcta aatattctgt accatcttgt 
gtataaagat
   558901 acgcccctcg gcctcgaaca aaactgatcg cttggcgacc ataagtagcc 
attaaatgtg
   558961 ttggttgatc aggttgtact ggagctaggg taatatcagt catcacgaac 
tctgtctgta
   559021 tgaggtttta agaagggttt atataaacaa aaacttgcac tgatgaaaag 
tctcatcatt
   559081 catttatcta aaatttcgtc tgctttttgc tatcgcttcg gtttatacaa 
taaaatattg
   559141 aatattctgt gcaactttaa gcaacaaggc ggtttgcaaa gcgatgtgaa 
caccccctat
   559201 aatgctgcaa gattagttga ggatctattt atgactgaac aagcacgtga 
tactgaagcg
   559261 ttaattcgcg atcaaattgc gaagcatccc gttttacttt acatgaaagg 
cactccacag
   559321 tttccacaat gtggtttctc tgcacgtgca gtagaggcgc tcagtcaaat 
tggtcgtcca
   559381 tttgcatatg tgaacatctt agaaaaccct gatattcgtg caactttacc 
aaaaattgca
   559441 aactggccta ctttcccaca attatgggta aacggcgagc ttattggtgg 
tagcgatatc
   559501 atgcttgaaa tgttccaaaa tggcgaatta aaaccattaa tcgaacaata 
cagcgcagct
   559561 ccagaagctt aataataaaa aagccaatcg aaagattggc ttttttatac 
ttataaattt
   559621 aacaatcact tataccgaca taacgaaata gtccatctac accaagatct 
gcttttaaaa
   559681 tagttaaatt tttatatggt gtagtcgtta tcgcatcaaa aatattcata 
ttcggatctt
   559741 catgtaactc atctacgttt tgattcataa cttcttcaaa acggtcagca 
acaaactcaa
   559801 atcctaagtc cattgcaata aatactgtat gttcacaagg ttgaacatat 
tgctcttgtg
   559861 tccaatcaat aacggcaagc ttacaaatcg ggcaaataat attagcggtt 
gcgttctcta



   559921 attcaactaa ctggtaagac atattattta aaaaattgag aaaaatatat 
tttaggagaa
   559981 ttagcctata agcgccatat ttgcttatta atttaagaaa ataaattaca 
aaataatttc
   560041 aatgtaatta caatgagatt tcaaattatt tagttctctc ttttatggtt 
tatttataag
   560101 ctttttacaa aaaattaaaa tcaaacttta tcgttgcaaa agtaataatg 
taaaatcttt
   560161 agtgttgcat aaataggata ttttaatgct cacagatctt gatgattttt 
attgttttgc
   560221 ccttgttgtt gagcatggtg gatttagtgc cgccgaacgt gttacggata 
ttccaaaatc
   560281 aaaattaagt cgtcgtgttt ataacttaga ggaaaattta ggggttcgct 
taattcagcg
   560341 cagttctcgt cattttgcag ttaccgatat tggtatggat atttatagac 
acgcccaagt
   560401 catgatgaat gccgcacaag cagctcatga tttggttgat cacttaagta 
ttcaacctag
   560461 gggggtagtc aaagtaagcg ttcctgtaga catagcacaa aatcagctac 
ccaaaatttt
   560521 accggcattt ttaaaaaaat atcctgaaat tcgtttacaa cttattgtaa 
gtaatcgacg
   560581 cgttgatgta attaatgaag ggattgatat tgctctacgg gtcagatcta 
aactagatga
   560641 tgaccctagt ctggtactaa gacagtttgc actcatagaa caaagtctct 
ttgcaagcca
   560701 agcttattta aatgagtttg gtaatattaa gtcacctgat gagttaagtg 
atcatcgtat
   560761 tttaagcttg tctgaagaac atttagatca acaatttata ttacatggcc 
cagacaacca
   560821 actgaagaaa gtgaaagtta gcccaactat catgggaaca aatatttata 
tgcttgccca
   560881 acttgcaagt caaaattgtg gtattgcctt gctacctgac acagcagctg 
aggattttgt
   560941 aaaatcaggt caacttgtac aaatcttgcc agactggaaa gcagcccacg 
gtatattcca
   561001 tgctgtttat ccgtcacgaa gaggtttact gccagctgta cgtgtattta 
ttgattattt
   561061 ggtagaacat ctttcagaac atccataaat caaagccgca taaaaaaagt 
tcgatagatt
   561121 atcgaacttt ttttatgcat attaaatttc tggataattt cccacacctt 
cgggccacgg
   561181 cgttaataat tcaaatcctg tatctgtaac agcaaccata tgttcccatt 
gagcagataa
   561241 cgaatgatct tgggcaatta cggtccagcc gtcatttagc tcttttacct 
gaggtttgcc
   561301 tgcattaacc ataggttcaa ttgtaaagac catccctttt ttcaaaacaa 
gaccttggcc
   561361 gcgttgtcca taatgtagaa tattaggctg ttcatgataa actttaccaa 
tgccatgccc
   561421 gcaatattca cgaacaatgc tatatccttc gcgatgagcg accgattgaa 
tagcgtaacc
   561481 aatatcccct aaagtcgccc ctggtttaac tgcatgtata ccagcgacca 
ttgcttcata



   561541 agtagtttca actaattttt tagcatgtgg atttacgtta ccgacatagt 
acatacggct
   561601 cgtatcacca aaatagccat ctttaataat tgctacatca atattaataa 
tatcgccatc
   561661 ttttaaaatt ttattttgag aagggatacc gtgacatacc acttcattga 
ctgaagtaca
   561721 tattgttttt gtgaatccat gataacccac attagccggt ataactttta 
aagtatttac
   561781 gatgtaatca ttacaaatat tgtctaaata ttcagttgtt acacctggct 
tgacatactc
   561841 ccctatcatt tctaaaactt gtgcagccaa acgcccagaa actcttaatt 
tttctagatc
   561901 ttgttcagtt ttaattgtaa cagtagaagc tctcattcaa ttttatcctc 
gtaggcactg
   561961 cttttaccac gcctacaaaa atgttagtta atttagaata ttttagaatg 
gatataggat
   562021 aggcggaaag ctttaaatgt ccaaatattc aacattcata atagaaattt 
atattttcat
   562081 ttttacacaa tttctttaaa aagtcagacc taaaaaatgt tttctttatt 
tctttcaatg
   562141 agttttcaag tagataactt aaccagttga tatttttaat atctctggat 
gattgatacg
   562201 gcctaaaaaa aagctttttc acataaaata gcgcttgatc atgatctctt 
ttgctctaaa
   562261 attctttctt ttttgttaaa tttaatttat gcaacagctt cgtaccggag 
atattattgc
   562321 cttaggtttt atgacctttg ccctctttat tggggctggt aatattatct 
ttcctcccat
   562381 tgtcgctcaa caagctggtg atcatgtatg gctagctgcc ataggttttt 
tgattactgc
   562441 cgttggctta cctgtaatta ccattatggc cctctctcgt atgcagggtt 
ccattgaaat
   562501 tattagttca ccgctaggtc gtatcgcaag tctgatctta actgtagttt 
gttatctatc
   562561 agttggccct ttatttgcta caccacgcac cgcaacagtt tcttatgaaa 
ttggtttctc
   562621 atcttatttt ggaacgtcta gcagtagcct tttaatttac agtgcaattt 
acttcgcatt
   562681 tgtaactgtc gtttctttat atccaaacaa gcttttagac acagttggac 
atgttctagc
   562741 tcctctgaaa attatcgctt tagcaatttt aggtattgca gcggttatga 
ttcctgcggg
   562801 ttatgttcct gctccaatta atcattacgt taactctcct gtttcagaag 
gtttcgtaaa
   562861 tggttatctc accatggata ctttaggtgc cttagtattt ggtatcgtca 
ttattcaagc
   562921 gatctactcg cgtggtgtta ctgacaacaa actagtgacc aagtatgcaa 
ttattgccag
   562981 ccttatttct ggagtagggc ttactttagt ttacttaagc ttatttaaat 
taggtttggg
   563041 tagtcatgag gtcgctccta atgcagcaaa tggtgctgta atcctacatg 
catatgttca
   563101 acatgctttt gggaatatgg gttcactctt cttaacaggc ctcattttct 
tagcatgtat



   563161 ggttactgca attggcttaa cttgtgcatg tgctgaatat ttcgctcaac 
tcaccaaatt
   563221 gccatataag cttttagttt tcatcttagt tggtttctct ttcattattt 
ccaaccttgg
   563281 attgactaag ctaattgccg tatcagtacc tgtcttgagt gcaatttatc 
cacctgcaat
   563341 tgtagttatt atgctcagtt tcttctggaa attttggcat aaaccctctt 
ttattgtcgg
   563401 ctcagtaaca agcattgctt taattttcgg aattattgac gggcttaagg 
ttgcaggctt
   563461 tggtgattac cttcctaatt tccttcaaca cttaccgtta aatgaacaaa 
acttggcatg
   563521 gttgatccca tctttagttg ttcttgtagt gaccactctt atcgacaaag 
ttaaacataa
   563581 aagcatttaa tctgatgttt ttttgaaatc gagttttacc caaacatgat 
tttatatatt
   563641 gaataaaatg ctgcgtttac ccaaccagca ttttatttct aacatcagca 
tttagtgaca
   563701 attcaactat agatataatt aatttttact gtaatattac actaaaataa 
tttttagctt
   563761 actcaggaaa gaagagcata aatgaaaagt aaatattatt taacattagc 
agatgctgag
   563821 tttttaatgg aagaagctca gaaatatgca attgaacaca actttaaagt 
cagtatagcc
   563881 attgttgatg aaacaagctc tttattactt atgaaacgtc tagatggcgc 
ttctcctctc
   563941 accacacatc tttgcttaga aaaagctaaa tgctcatcaa tgagcggtcg 
tccttctaaa
   564001 ttttacgaag agcttcttca aaatggtcgt cttggtttct tgagtatgcc 
aagtgctaaa
   564061 ggtatgctag aaggcggaaa agcgattatt tatgaaggcc agattttagg 
cgcgattggt
   564121 gtttcaggtg ttcaatcttt tgaagatgct gaaattgctc aacacgctat 
tgatgttttt
   564181 ttacaaaaac aaagtagcta aagcaaattt aaagaagaga aattattata 
cttttcattt
   564241 aaataatttc tcttttctaa aaaagtaatt attttataca aaaatgttta 
atatttactt
   564301 ttttaatacc ttaaccattt ataaacatag aagtttttat aaaactgttc 
aaaaaatttt
   564361 ctattgacta ttgaattaag ctaaaaatac aagtacaaca ttaaacttat 
tcttgactaa
   564421 aacattcggt tttagcgcaa ccacaaggag ggatggagat gttatcatta 
catttcaaca
   564481 aacaagtctt cattaacact ctgaacagca aagattcagt tgtttatgga 
gtaacgacgc
   564541 ttgctcttat gctgacttta ctgtttcaag gtatgattaa agggaatctg 
aaaccagaat
   564601 actttatgta tgccatggtt gtttcttttg tattttgtgt atgggccttt 
gtcgaccaca
   564661 aaatgcgaaa attagctaaa agacgactta gtcaacagaa ataagaattc 
taaaaatgga
   564721 tgagcgatca tccattttta tttgcttaaa aacaataaaa ttgtccccat 
cactaaaata



   564781 gcagttgcta acagctcagt aataattaaa gcgaacatca taaacgtcat 
caaccatgta
   564841 ggtaaactaa aatgccctaa cctatgaggt tgtttaaact gattcgtcgt 
atcctgcaaa
   564901 aatccgtgga tgatataaac taaaattgag aaactaaaaa acagtatatt 
tgccaataca
   564961 caccataaag caatatcttc atttaaaatc gtgaaatagc tcaatacagc 
cagaataagt
   565021 gtggctgctg cataaagcaa actgcttcta tgtgcaatat ctacataata 
atgtgcgcgg
   565081 cttaattcgg aacggcgaat ttgccaatat ttccatactc cagttaacat 
tcctatccat
   565141 aaaaagacgc cactaaaaac aatagccagc tgtacagctt ttgataaatc 
cataatttcc
   565201 gttattcgtt ttattaaaat ttgatgagct atataacata aatcttgact 
ttatagtcac
   565261 attttaatca agtacctttt cagaactcat gtacattaag ataaatgatt 
agccaattaa
   565321 ctttaaatct atggataaga cttttgaatc tttttggatt acctgtaaag 
atggttatca
   565381 gcttgcagct caattttatc ctgctcaaga aaagaaagct gaatacccta 
tcctgatttg
   565441 tccagcaaca ggtataacta aaaactttta tcactctttc gcaacgtggt 
taagccaaca
   565501 aggctatgat gtattgagtt ttgacttccg tggtattggc gaatccctac 
atggagcttt
   565561 aaaacaaagt accgcaagta ttaccgactg gggaacacta gatattcctg 
ctgcaattga
   565621 tgccttatta ataaaaacga aagcaaatca agttattctt attggacata 
gtgctggcgg
   565681 acaactacta ggagtcgtac ctaactataa taaagtcgca aaagtgataa 
cggttgcagg
   565741 ttcaactgga catattaaag gccttaaagg aaaaaccaag gttttagcgc 
cagttatgtt
   565801 taatcttatc ttccctattt ctagtcttgt taaaggttat ggagcaactc 
aattcattgg
   565861 tatgggagaa aacctaccta aaaaagttgc tcaacaatgg cgagagtttt 
gtagccgtcc
   565921 cggatatgta aaaaacgcca taggcaagac aatttttcat gattttcatt 
tagatattca
   565981 atgtccaatt actgctattt gggctgatga tgatgagatt gcaaccaaac 
gtaacgtaca
   566041 agaattatta agtttatatc caaatgcgaa taaaaaaatg attgaactta 
gcccaaaaga
   566101 tttaggctat aaatcaattg gccatatgct gttatttaaa aaatcacatc 
aaaaactttg
   566161 gtctatttta gaacaagaaa ttaaacatta atcactgctt ttattttcgc 
ctctaagtca
   566221 gtaatccggc ttagaggttt ttttgtatta aaaacgagca gctttttact 
taaatgcgtc
   566281 gatataccgt taaagttctg ctaaggtaat tcatctgaag ctgttgtcaa 
aaaacaggta
   566341 tatttacttg tttaatgcaa acagcttctt tttctctgtt ttagctaaag 
ccaaagaaat



   566401 tgttcaagga taattatgct agcactagag cctcaacata ttcatatgaa 
tcaacatgct
   566461 gttgataaaa cacatgcatt aaagtgtcta gtagatatat tagaaaaaga 
tgggttagtt
   566521 acgcctgaat atataacggg actcatcaat cgtgaacaac aaagcgcgac 
ttatttaggc
   566581 caaggcattg ccattcctca cggtactcct caatcacgtg aatatatttt 
aaaaacaggt
   566641 atccgcttag cccatttccc cgaaggtgtg atctgggatg gagaaaataa 
aatttattta
   566701 gctgtagtga ttgcagcaaa atctgatgaa catttgcaag ttttgcaaat 
tcttactcgt
   566761 gcattaatgc atgacgtcag cgaacaagta aagaatgctt ccaaacctga 
gcagattatc
   566821 gaattactac aagctcagcc attatcttta gcacttcatg aaaatcttat 
tcaaaccgaa
   566881 atcgatgcac aagatatcga agatttattt tgggcagctt ctcaaacact 
caaaaaacat
   566941 aattttgtaa aatgtggttt tctaagctca cttgatccag aacaagctat 
tcaactgcaa
   567001 gatcaaatct ggtccatttc tagcaatcac tttgttcagc aaccagctat 
tagcattact
   567061 aaaccatcac aggctttaga gctaaatggt aaaaagctga acaccctcgt 
ttgtatagca
   567121 gccaatgacc aactcgataa tgaaagattt aatcgtttaa ttgatatttt 
atttaaccct
   567181 gagcaagttg ccgagctaga taaaactcaa actccaaacg aaattgcaaa 
aattattgga
   567241 gctgacgttg ttcctgactg gcctcaacgt tcagtagtgc tggcaaatgc 
acacggctta
   567301 catgcccgac cagctacaca ccttgtcaat cttacaaaaa cctttcaagg 
cgacatccaa
   567361 gttgcagtag acgatggtag ctttgtttct gccaaaagtt taactcgtct 
tttagcatta
   567421 ggttgtaagc gtggccaaac tctacgtttt atcgctgagc cagaaaccga 
tgccgtagag
   567481 gctttagatc aagttatttt ggcagtgcag caaggcttag gtgaagaagt 
tgaagcgcta
   567541 cctgtaacca gtgaaactcc tgaccagctc cctgctcaaa ctgcaatatc 
aaatgctacg
   567601 acattaggta acaatacggg cattgcagca tcaagtggct tagcttttgg 
acccgtccat
   567661 gtgattaaac caaaggttta tcaatatgaa cgtatgggtt caggcgtaaa 
agtcgagaaa
   567721 gaaaatttag atattgccct acatgctgta aaaaacaata ttcaccaagt 
catagccaaa
   567781 gctgatgcct ctgaaattaa acaaatcttt cgagctcacc tagaaatgct 
tgatgatcct
   567841 gatttaatta atggtgtata tcaaaaaatt tatcaaaatt tatcagcacc 
agctgcgtgg
   567901 catgaacata ttgaagctgc agctaaagca caggaagcac taccagatcg 
tttactcgct
   567961 gaacgcgcaa cagatctacg tgacattggt gacagagttt taacccaatt 
atgtggtgaa



   568021 gtggttattg aagagcctaa agagccttat attctaatca tgcatgacgt 
ggggccaagt
   568081 gatgtcgctc gtctcaacaa agaccgtgtc gcaggtattt taactgctat 
aggcggtgca
   568141 agtgcgcata gtgcaattgt cgcacgtgct ttaggcattc cagctattgt 
tggtgctggt
   568201 gaacaagtcc tagaaattga tccgaaaagc actttactta ttaatggtga 
tacgggaact
   568261 tttgttttag atccagatgc ggcacaaatc gaacaagcca agcaagagcg 
tgagcaacag
   568321 cgtcaaattc gtgaagaagc tgaacgtcat agccacgagc cagcaattac 
cttagatcaa
   568381 catcaaatcg aaattgcagc caatttgggt aaagttcaag cgacagcaca 
agcagtagaa
   568441 tgtggtgctg aagcaattgg cctacttaga accgaacttg tttttatgtc 
tcatagcagt
   568501 gcacctaacg aggctgttca agaagctgat taccgagttg tattagatgc 
acttgcaggt
   568561 cgcccgcttg tggtacgtac attagatgta ggtggtgata aacctttacc 
ttacttacca
   568621 attgctgaag aagaaaaccc attcttaggt ttaagaggaa tccgtttaac 
tttaagacgc
   568681 cctgagcttt taaaacagca attaaccgct ctactaaaag catctgataa 
tcgtccgtta
   568741 cgaattatgt tccctatgat tggacgcgtt gaagaatggc gtgcagccaa 
agcaattctt
   568801 gacgaagtaa gagcccaaca tccatgtgac aatttacaag ttggcattat 
gattgaggtt
   568861 ccgtctgctg ctttacttgc accggttctt gcacaagaag tcgacttttt 
cagtatcggt
   568921 acaaatgacc tgacccaata tactttagcg attgaccgag gccacccaat 
actctcagcg
   568981 gaagcagacg gattacatcc aagtattctt aatttgattg atcaaacagt 
gaaagctgct
   569041 cacaaacatg gcaaatgggt aggaatctgt ggtgagcttg cagcagaccc 
gaaagctgtc
   569101 cctattctca tgggattagg cgtagacgaa ctgagtatgt ccccaaatag 
cattccttta
   569161 gtaaaagctc aaatccgcac actaagctat agccatgctc aaaagcttgc 
gcaacaagct
   569221 ttactatgcg atagcgcccc tgctgtgcgc cagctatctg aacaagactt 
ataagattgg
   569281 gaatagtaat ggctaaaatt ttaacaatta ctttaaaccc tgcaattgat 
gtaaccattc
   569341 aactgaatga gttattagta ggagaagtga accgacaaga gtcggtagaa 
attcatgcgg
   569401 ctggcaaagg ccttaatgtt gctcaagtat taaaagactt aggtcacgat 
gtaatcgtaa
   569461 ccggcttttt aggtgagcat aatcgacaaa ttttcgatac acattttgca 
caagctcaat
   569521 ttcaacccga gtttatttat attgatggtg aaacccgtca aaatataaaa 
attgctgagc
   569581 attctgggcg gatgaccgat ttaaacggca aaggtttctt tgtttctgaa 
acagacaaac



   569641 aaagcctatt taataagatt gaagctctgt taccacaagt cgaggtcgtt 
gcaatagctg
   569701 gtagcctccc gcaaggtttt agtattgatg agttacaaca acttattcaa 
ctgatcaaaa
   569761 aaaataataa gaaagttgcc ctagatacca gtggtaaagc attggttgct 
gcaattgagt
   569821 gtcaaccttg gatgatcaaa ccgaataccg atgagttggt tgaaagttat 
caacgtcctg
   569881 caacaagcta tgctgaacaa agaaaacttt ttgatagctt aaccaatatt 
gagcatgtgg
   569941 ttatctcaat gggtgaagat ggcgtaaatt ggttacacgc cactcacccc 
ttacacgctc
   570001 aagcaccaaa ggttattgta aaaagtacag taggcgctgg tgattcactc 
ttagccggca
   570061 tgatccatgg acttgttaac caactacctc ctgaagagac tttaaaaact 
gcgacagcca
   570121 ttgcaagcca tgctgtaaca caaattggtt ttcgaatccc tacttctgag 
gttctaaacc
   570181 aattaaaagc acaaactatt atcaattcat tgagtgaatc tgatgcaaac 
tgctaaacat
   570241 ttattatttg tcactaatgg tccgcaacag caagtcaatg ctttaatctt 
ggctcgtaaa
   570301 cttgctttag tcgcaaccca acacggctat aaacatagtg tcatttcact 
cgatgagttt
   570361 gaatcaagcg atcattttga tcatgtcatt attattggac agcaacctaa 
aaatctaaat
   570421 atttttggtc aaaacgcttt atctttagtt tctattgaag atattaaaga 
tgatgcagac
   570481 aaagcacttt taacggcact tgaacactca aaaccagcaa ataagtggga 
acaaaaacct
   570541 aagcaagctt caaataccgc aactcatttt gttgccatta ctgcttgccc 
aactggagtt
   570601 gcccatacat ttatggcagc tgaagcgtta caacaaggtg cagaaagact 
tgggtatcaa
   570661 atcgatgtag aaactcaagg ttctgtaggt gcgaagaata ttttatcacc 
tcaagcgatt
   570721 gctgatgccg atattgttat tcttgctact gacattgaag tcaacactga 
ccgctttgta
   570781 ggtaaacgtg tctatagatg tagcactggt tttgctttaa aacaaaccga 
caaggctttt
   570841 gctgaggcaa ttgctaatgc tcaggtttta gaacaaggta aacagcaagc 
aacaacggaa
   570901 aataaggata aaactgaaaa agttggtgta tataaacact tattaactgg 
tgtttcttat
   570961 atgctgccta tggttgttgc gggtggcttg ctaattgcac tttctttatg 
ttttggccta
   571021 aatgcagcag aacaagctgg tagtctgcca gccatattaa aacagattgg 
cgcagcagca
   571081 tttaccctca tggtacccat gctgtcgggt tatattgcat attccattgc 
agatcgccct
   571141 ggtcttgcac ccggtttaat cgggggttta ttggcagcac agttacaagc 
aggattttta
   571201 ggcggtattg tttctggctt ccttgcaggt tatatcgcat tatttattgc 
taaaaaagtt



   571261 aagctcccaa ctagcttaga gtcccttaag cccattttga ttattccatt 
actaggaaca
   571321 ttatctgttg ggctgattat gttctatgtg gtaggtcaac ctgtagcgca 
tatttttgag
   571381 ttaatgaaag atttcctcaa caacatgggc acaacaaatg ctgtattaat 
gggaattatt
   571441 ctggcaagta tgatgtgtat tgatttgggc ggaccaatta ataaagctgc 
ttatgctttt
   571501 acagttggac tacttaccac caatacctat atgccaatgg cagccacgat 
ggcaggcggt
   571561 atggttcctg caattgggat ggcaattgca accttcctcg ctagaaataa 
atttagtact
   571621 ggtgaaaaag atgcaggtaa agctgcgttt gtgcttggtt tatgctttat 
ttcagaaggt
   571681 gcaattccat ttgcagcaaa agatccaatg cgcgttattc caacctgtat 
tctaggtggc
   571741 gcagtaactg gtgcattagt tgctttattt cactgtgagc ttgtgactcc 
acacggcggt
   571801 gtatttgtac tactgattcc aaatgcaatc aatcatgcgt ggttgtatct 
tgcagcaatt
   571861 gcggctggaa gtatcgtaac gggagtaagt tatgccatca ttaaaaagaa 
tcaagaagaa
   571921 aaattattaa caaactcata atttaaaaag ggagaatata aattctccct 
tttttattac
   571981 tattttttat ttattaattt gtactgcacg ggccatcatt tgctcaggaa 
tatcttgagc
   572041 cagcatcact gttagcgtgg gcttttgctt agcttctcct actaaatttt 
gagcttctaa
   572101 tactgtattt atatcttttg gtgccaactt atacattgct ccagtagctg 
gatccacaat
   572161 taaaagccca attaaaccac caaaaataat attacctaaa taccagccac 
taagagtacc
   572221 tgtaacttct accgttttag tttgataacc aggtttactg aaagatactt 
gataactttc
   572281 tggtttaaaa taaccggcac ctttttttaa gctaacggta gcaggtgttt 
gccccgtatg
   572341 gacttttacc ccattacgat ttttaatctc aatagttgct gactcaggca 
cacttgtaaa
   572401 agtaagtgtt tgtgaagaac ctgtaatgat gcttgcacag ccatttaacc 
ctatcgttaa
   572461 agctaccata gaagtaatta gtaatttttt catcattaat ccagaagaat 
ttatctatcg
   572521 ttatttgaaa atgcactata ttaaaataaa caaaaaataa caattaacat 
acaattcaaa
   572581 agattaacaa ttaaacaatt ccttaattaa aatacattcg taaatcatga 
ttcttttgaa
   572641 cagtaaaatt aatatttaaa aatttagtaa attcaataac ataaatccat 
ttattagtta
   572701 attttcttta atatttgatc aatcatgtta aatatatggt aaattttcat 
cttcaaaaaa
   572761 tcaattaaac atatgattaa tttaaatatt tacctattga atggatttat 
ttttttaagt
   572821 tatgactttg tagacaaaaa attttgatag aaatgtcacg ttcaaaacga 
gttttttttt



   572881 ctacgattct catgctaaca aatatcgttc attttacgac caagcgagta 
gccaagttca
   572941 aataaacggt aaggaataag ttttattaga agaggaaaat ttatagtttg 
tccttgttaa
   573001 tcaaacaata taaattttgc tcatgactta aagtcctgat ataacttgct 
tagtgaaact
   573061 atatttttcc actattaaaa taagtttcat aaaatgcgat ccaccaaggt 
atggggaaaa
   573121 gtcaatgaca aagaagtatg cgcgtttttt acctacaaca gaatctttca 
ctcttgaaga
   573181 ttttccatat tattggatta ctcaggtcca tgctcaatat gtacaaaata 
ttgataatgc
   573241 cctcaaaaaa tatggcctag ataattcacg tcgtcgtatt atgcttgcgc 
taagtagtaa
   573301 acctcacgct agcgtatcag agctatctga tatgattatt tcaaaaatgt 
cgactaccac
   573361 taaaattgtt tatcgcttaa aagatgaagg cttagttgaa acctattctt 
gtcaatcaga
   573421 tggtcgtatt acacgtgtat atcttaccga acgtggtaca gaaatgatta 
ataaaattaa
   573481 tgatctaacg agtgtagtac ttgaacaatc attcgaaggt atcacccctc 
ttcaactaga
   573541 aaaaatgatg gaaagcttaa aattgctttt aaaaaatctt tctcgataat 
tgttgttttc
   573601 aacattttaa aacgattaat tctcaagctc tctcatgaga gcttttttat 
tattttctct
   573661 tatgtttaca ggaatataga cttcataaag taatcaatta aacactatgc 
ttgttgactt
   573721 gttccttcaa ctccagtaga aactctctct taatatctct aacgtaattt 
taggaaaaaa
   573781 tggctaaaag aaaatataag agtgataagt ttcaagtacg tcgtattaac 
cgtcaatggt
   573841 gggtacttga aaaagattta gaaactaact gttacagcaa gcatgaacag 
gtagctacta
   573901 agacattagc taacaattat gctgacgatt atatagagca gtattatatg 
aacctctaca
   573961 ttcaacaaca gttgaaaaaa ccggaaaccg tataaaaagc ctccatggct 
ttttttattt
   574021 ataatttaat aagttaaata aaattaaaat aataaaattt tgacataaaa 
aaaacctaca
   574081 tcttggggaa aatgtaggct ataaaatgca caaaaaggaa ttatatatcc 
tttttgatga
   574141 aaagaattct acgataatat aagaccttat tttatattac ttttgtaaag 
ttaatagtat
   574201 ttattgtatt aacctctaat aacttaaatg ctttttcttt ataaattttt 
tctcataaat
   574261 atttaaatta attaactctt cacgagttaa aatgtttttg atgtttgagt 
tttttataaa
   574321 aaacgctatt tgaattttat aaacaactgt tttaacaagt tttttacaaa 
aatacgcata
   574381 attttttcaa gttaaaattc tacatttcat aatctttagg agattaaaag 
ttaataaata
   574441 acatatgcat agatgattaa taaaattttt attttaaaaa aacctttatt 
cgagacgaaa



   574501 aaaacatcaa atattaattt tttatagctt ttgtggtgac gacacaacta 
ttacaataca
   574561 gtttataaat agtttaactc ttcagcagtt ttaggcatgt tatgacttca 
atgtcgaaca
   574621 ctacccaaaa gcattttatt gttgagcagt ttcctttacc gacttgggtc 
agtgatgaaa
   574681 aaggcttaat tttatactgc aatacggagt gtacaaagta ctggcgcgat 
acttctcctc
   574741 cattgtttca acaatggcta gatttcgtgt accctgccga tttagaagaa 
gttaaaaaca
   574801 aatggttaga tgcgatacga ctccgatcaa gaattgaatt taaatgccgt 
cttttgcata
   574861 aaacccatta ttatcgatgg tgcaaaattt ctattcaatt gtcgaaatac 
catgaatctt
   574921 ctcaagaaaa tgaatggttt attagttttc tagatattga ccaagatata 
caagagcagc
   574981 aaagcttacg aaaagatatc gatatacaaa atcaaatgct cgatatcagt 
gtcgattgta
   575041 ttaaggtttt aaatacagat ggcactgtat ctcatatgaa taaatcagga 
tgccttgcat
   575101 taggcatacc tgtagatgaa aaaaaatttg gcatgagatg gttagatctt 
ttacctcctc
   575161 atattcgtaa acgtggaaga gttgctttaa aaaaagccct gcaaggtaaa 
gtagcccgat
   575221 tcgccggcat gagttgttta ccaaatcaag agcctgagta ttgggataat 
atgctcaccc
   575281 caattcaaca tacaaacggc gaaattattc agatattgtg tgtttcgcgt 
aatgtcactc
   575341 aacagtatct taccgaaaac cgtctaaggg atattagcga gagagatgaa 
ctcacaggat
   575401 tatttaatag acgttcattt aagctacaac taaaacgcac cctagcctac 
tcaagagaaa
   575461 cccaaaccag tgtagggcta cttttaattg atctagatca tttcaagcat 
attaatgaca
   575521 ctataggtca tagtgctggt gatcacttat taaaaatcct gtctaaacgt 
tttaatcagt
   575581 gcgtagacca tgaacgatgt tctgtcgctc ggttgggtgg cgatgagttc 
gcagttattg
   575641 ttagccattt agaaaatgag aataatgttc gtgaacttgc tgaagtattg 
cttcaacaac
   575701 tcaatcaacc cattacatat gctgggaatg tgcttaacgg cggcatgagc 
attggctgcg
   575761 ccatttatcc tcaagatgca gttgatcaat cgagcttatt aagttgtgcc 
gatatggcat
   575821 tacatgactt aaaagcccgt ggtcgtggcg gcatacgtat gtataaccca 
agtatgatgc
   575881 agttaaccga ggcaatcgcc tctcaactca acattgctcg ccagcttatt 
cgtcatcata
   575941 ccattcagcc ctactatcaa cccaaagtcg atctaaaaac tcatgctgta 
gtgggctttg
   576001 aagcattact ccgctggcat acgacttcgg cccaaagagg tttgccttct 
cagattgctg
   576061 aagcttttaa agactacgat ttagccagta aaattggtga aatcatgcaa 
caacaagttt



   576121 tgcatgatat tgctaaatgg ataaaattag gttttgagcc gcttcctgtt 
tctctaaatg
   576181 ccgcaccagt tgagttctta agagataact atgctgaacg tttattaaaa 
aagattaatc
   576241 aacttgaaat tcctacccat ttaattgaaa tagaagttac tgaacatatg 
ctgggtgacc
   576301 gtggttctga atatgttatt cgcgcgctca ataaactaaa acagcatggg 
gtacgcattg
   576361 ctttagatga cttcggaaca ggtttctctt ctttaacaca tataagagac 
tatcctattg
   576421 attgcttaaa agttgattgt agctttatac aaaagatgca acatgatcca 
tccatttatg
   576481 caattgttca ggcaattggc ttacttgctc caaatctctc actcggatta 
attgcagaag
   576541 gtattgaaac accagaacaa gaagaattac ttcttcaatt tggatacaac 
atagggcaag
   576601 gttttttatt tgaatcagct attgatgcta atcaggtgat ctctattctt 
aaacagggtc
   576661 aggcttatct agaaagtcac tattctatga attaatcatt taccttacac 
actaaaaaca
   576721 aacaataaaa attataaaat tggcgataat ataaccataa cgataacaag 
tttaggttct
   576781 tcaacaataa atattgtcac aagacaataa ggagcaatat atgagttatc 
accatatttt
   576841 agttccggtc gatggttctc ctacttcact tattgctgtt aatcatgctg 
caagtcttgc
   576901 taaagccttt agtagtaaag ttactttggt atatgcgctc actattgatc 
catttatttc
   576961 agttgaaatt attgatagta cagaaattgc gcaagattat tttaataaag 
cgagagcttc
   577021 gattcagagc attttagatc aagctaaaga acaatttagc caacatggaa 
tttctgttga
   577081 aaccaaaatt gttgaaggtc aaacaattca tacagaaatc atcaaagcag 
caactgagct
   577141 aaaagctgat ttattagtga ttggttctca tgggcgaaaa ggttttaaaa 
agttcttctt
   577201 aggaagtgta actcaagcac tcttaggaga aattcatgtg ccagtattgg 
tcgtaactga
   577261 ataaatctaa acctttatat aaaaaaccca gctatatagc tgggtttttt 
gaaataagtt
   577321 acttaccgtt atatgtaaat ttaatgagag aaccgggatt ctctaaagta 
tgagtgactg
   577381 aaccatcatc tttttgtaca tttcccgctg tatcagtcag cacatataag 
gtattacctt
   577441 ctggactagc gatgacatca cgataacggt tattgctttt aaacattggg 
atagcatcat
   577501 ccaaagtcgt gctatatgtc gggtccaatt taatacggaa aatcacccca 
cgttttaaag
   577561 atgggaccaa taatgtattt tcccaccctg gaatcgcttt tttgcctccc 
gtatatacat
   577621 atgccgatga cggtgcaacc gttggccagc aaatatatgc catctcacca 
caagtagggt
   577681 cattatagtt ataggtatct tgtaccgtat ataaagtttt caaaggtggc 
acaaagtttt



   577741 taccagtcca ttcagactct ttagtcacag gaacacctgt tgctactttt 
atcccgtttt
   577801 gagctaaatc tttaatttgt gatttattgg ttgctgccga atagtttgca 
taggcataac
   577861 cactgtcatc tttataacca gctacatttg gccagccata gttaccacct 
tttaatacaa
   577921 ggttaatttc atcatcagaa tttggtcctt gctcagattg taaaagcttt 
ccatttgggg
   577981 caaatgctaa accttgtgga ttacggtgcc ctaaagtgta gatatgactc 
actacgccgt
   578041 taaagcttgg gttgtcttta ggtatactgc cgtccagatt taagcgtaat 
actttaccca
   578101 tatatgtatg gtagtcttta ctattgagct cttgctgagt cggagtatgc 
tgtgcctgat
   578161 tcgataagaa tagataagct aactgattac gaccttggtc accaatcgta 
tagtagattt
   578221 tttggtctgg accaataacg agacgaccag actgatgatc ttttgatgac 
ggtaaacctg
   578281 caatcaaatc aataggcttt tcaaatgtat ctgtagtttt attataggta 
tatctacgaa
   578341 taattgtctg attaggtaac tctttatctg tagattttgg atttttaaaa 
gtgcctgaaa
   578401 tatagatata agggttatgt ttaaagtcag gatgaaaagc aaaacctaac 
aaaccatttt
   578461 gcccatcagc atcactcaca atttcaggaa cctgaaatac tgttttcgcg 
ctaccagata
   578521 caggatttac tcttaaaatt ttgccagttg cacgttcggt taaccaaatt 
tgattatctg
   578581 gcccccataa caaagcatgt ggtttattta aattggacag aatcactttt 
ttatcaaaat
   578641 tttctgtttt cgcttttgcg aactgagcag gtgtcagagg tatatctgca 
aatgccgtat
   578701 gaaacgtaaa tagttgtgca gcacctaaaa gagtgatttt tgctaataaa 
tgtttattca
   578761 tagttccacc ttataaagtt ttctaaagag ttacttaaac cgctgaaaac 
attggtttgt
   578821 atacgttctc tatatctttt gtattatgat gattagctca tttattaaaa 
tccaaatttc
   578881 tgcaaggctc tgttgcataa aagtagctat tcaaaacaag tgaatatctt 
ataagttgcc
   578941 ttataaatca ttgatctcat ttttaagata aataaattga aagaaagctt 
taacaaagta
   579001 attgaaaagt aaaatttaat actcaaatag acaattcaat ctataaaaat 
atacatacca
   579061 catagttaaa agatccaagc taaaggttaa ggatccttac aaatcgaatt 
tcgttatgtg
   579121 tgcaaatttt aaacccctta agaaagagca ttcttatcaa ttagacttac 
ttgaacccac
   579181 ctttgattac aaatcagatg tctatccaag tgatgattgc ccaataatct 
tatctcatca
   579241 aaatgaatgg gaatggcgaa aagttaaatt tggaatgttg ccaccatatg 
cgaaagaaat
   579301 ttcatttaaa tatgcaactt ataatgcaag aactgaaacg gttgatcaca 
aacgttcatt



   579361 taaacatgcc tggtcaaatg atcaatttgg cctagttcct gttgaagcta 
tttatgaacc
   579421 gaaatatatc aatggtaaag cacattggta tggcatcttt cgtcaagatg 
ggaagccatt
   579481 tacgcttgca gcaatttatg aagaaaccat aattgatgag cagaaagtta 
gaacaatgtc
   579541 actattaaca atcaatgcag atcgacattc ttttatgaaa cagtttcata 
aacctgacga
   579601 tgaaaaacgt tcaattattg taatacctga ccatcttaga aacgattggt 
taaattgcaa
   579661 acacactgac gctcctgact ttttcttaga tatgccatta aatgaattta 
cgtctctgcc
   579721 taaagcagaa atgaacaaat cataaaatag ttagatgcct aataagtgaa 
agtagcaagc
   579781 ttaaatagct ccccctaaaa acttatgtta tccttcgcac ctctttaaaa 
cttcaaattt
   579841 tcattatcca tgacacttac gccaccttaa gtttatttac ccttctcctt 
tgtaaataac
   579901 tcatcactgt ctagtgatgt ggtgtagtcg cttgtgtgtt ggtatatcac 
atcactagcc
   579961 tttctaaaat ttaaaattct aggctatttc catgttaacg aatcttcgag 
aacaatggtt
   580021 ctctaatgtc cgtgcagata ttctttctgg gcttgttgtt ggtctggctt 
taattccaga
   580081 agcgattgcc ttttcaatta ttgcaggtgt agatccccaa atcggtttat 
atgcgtcttt
   580141 ttgtattgcg gttattattt cttttgtagg tggccgtcct gccatgattt 
cggcagcaac
   580201 cggtgctatg gccttagtca tgacgaccct agtgaaagaa catggtcttc 
agtatttatt
   580261 cgcagctact attttgacgg gtgtcataca aattatagta ggatatctta 
agcttgctaa
   580321 gctcatgcgc tttgtctcta aatcggttgt gattggtttt gtaaatgctc 
tcgccatact
   580381 catttttatg gcccagcttc cagaactagt caatgtaagt tggtacgtct 
atctattagt
   580441 cgctattggt ttagcaatta tttatctatt cccttatgta ccaaagcttg 
gaaaaatttt
   580501 tccatctccc cttatatgta ttgttatagt cacattactt gctttctttt 
taggccttga
   580561 tgtgcgaaca gttggcgata tgggagcatt accaaatact ctacctattt 
ttttaattcc
   580621 agctattcct cttaatttag atacacttct tatcattctt ccttattcat 
tggcgttagc
   580681 tgcagttggc ttacttgagt cgatgatgac agccacaatt gttgatgaaa 
tgacggatag
   580741 cccgagtaat aaatttaagg aatgtaaagg tcaaggtatt gccaatattg 
cctcgggttt
   580801 tatgggtggg atggctggat gtgccatgat tgggcaatca atgattaatg 
ttaaatcagg
   580861 tggtcgcaca cgcttatcta ctttatgcgc aggcatattc ttgctgattt 
tagtagtatt
   580921 tttaagtgat tggttgaaag ttattcctat ggctgcgctt gttgctgtca 
tgattatggt



   580981 atcaataagt acttttgagt ggcgttcact tacccaattt aaaactaatc 
ctaaaagtag
   581041 caataccgtt atgattgcaa cggttgttgt agttgtagct actcacaatc 
tagcattagg
   581101 cgtattgaca ggtgtactac tctccgcgct tttcttagcc aataaacttg 
aaaatgatat
   581161 acaggtaata agttcattag aaggcaacgc tcgtttatat gatttaagag 
gacaaatctt
   581221 ttttagttct tcagatagat tcatgcaagg ctttaacttt aaagaagacg 
taaaagaagt
   581281 cattattgat ctgactcatt cacatatatg ggatgtcact tcggttgcaa 
tgcttgattc
   581341 agcagtagaa aagttccaaa agaatggcat acacgttact gtacgtggtt 
taaatgaagc
   581401 cagttcaatc atgattgaca agtatagtac acatgcaaaa atttaaaaaa 
aggtccttcg
   581461 ggaccttttc aatcatagag aattatattt ttattaagga gatttatata 
acaagcggtt
   581521 tgggctacct gaagggtttt ttactacgtt actgctcgct tgatttaaaa 
gattggtaga
   581581 gatcgtttga ggtgaagccg taggtgtact ttgaagcatt tcagcaacta 
caccagcaac
   581641 atgcggggtt gccattgaag taccatttaa tatcttggta gctgtattac 
ttccaatcca
   581701 agaagaatta atttggctac ccggtgcaaa aatatcaaca cagcttccat 
aattagaata
   581761 gcttgcccga gtatcggtat tatctgtcgc agccactgta atggccttac 
ttactcttgc
   581821 tggagaagat gtacatgcat ctgtatttga attgccagcg gctacgacca 
tgacataacc
   581881 attattatat aaattttcca ctgcactatc taaagaagaa cttgttgccc 
cacctaaaga
   581941 catatttaca actgcaggtt ttttaccatt tttcaatatc cagtctaaac 
cagcaataac
   582001 attacttgag gcccctgacc catcacatcc caaaatccgg attggaacta 
aattgacatt
   582061 tttggcaaca ccataggtcg taccacctac tgttccagca acatgggtcc 
catgtccatt
   582121 acagtcggtt gtaccattgc catcagatat tgcggtataa ccgcttaaca 
cacgtcctga
   582181 aaactcttgg tggctagata atataccagt atccacgata taagccgtag 
tacctgaacc
   582241 ggtctgtaaa taagaataag tcgaatttaa tggtaaagct ttctggtcta 
tacgatctag
   582301 tccccaatct ggattacttt gagtagttgc atcaatattt actattgtat 
cgctttctac
   582361 tgaaagaaca tgagggttct ttttcatcgc ttcaataaag gctacccctg 
ctgtatcagg
   582421 taaataaatt gcaaagcctt taagaacagt atcgtagctt tgtaaaactt 
taccagcatg
   582481 ttgtttagca atattttgtg cgaaatcttt agaaggacct gcatccttat 
ttaatataac
   582541 aatatattga tttttaataa ttccttttgc ttgggaagaa tcatttacag 
gatttgcaac



   582601 atttgaagcg gcatacacaa aatgagtagc tgctattgaa agacaaatag 
cagacacttg
   582661 gcgaatattc atgactatct ccatatatta tatttcaggt atttttatga 
taattaataa
   582721 cttttttact tcaggattaa aattttagat gagaactttg aggagtttta 
tctgctttta
   582781 aaccccaacc atattttcat aattttttag gttaaacaat atcaatccac 
ttttttatag
   582841 aaaaatgtga catccatcta cttataattt aaatatttta tttttttata 
attaaaatat
   582901 cactctattt gggttcaata atataaaaga aaataaccat tatgataaga 
actatagtag
   582961 ccattgctaa gtaagtacca acagtattaa aacttctcag aaacttcaaa 
atatccataa
   583021 caatatgata attaacaggt tatagacaat tatttcaaaa tataaaagtt 
catacaacta
   583081 taaaaaatta acaatttctt taactgtgat taatatgtac aataaatgta 
taaatatata
   583141 tttcctattt tttattaatt aagcttatta gaaataaatt atgcaaaaca 
aattatttga
   583201 atttttttat ctaactaaaa taaatccctt atataaaact tagccagttt 
aaaaatattt
   583261 tttaaataaa catttttaat aaaaaatacc cacatatctt aaaaatatgt 
gggtattaaa
   583321 aaacaaacaa ctttacagac gcagtatatg catatataaa tatatacctt 
taaagatata
   583381 tttacaatac ttctttaagt ttttcacttg aattgaaccg aatttactat 
taactgtctt
   583441 tttaatgcgc ggatctttgt atcgttaacg aattgtacaa aaataaaaaa 
gtccgcatct
   583501 tgggaagcta cggactataa actcatctaa gcaacagcta aacagtttgt 
cgattagaga
   583561 gaaaacacta tctttttaat ctaatcgaga tattagttta ggtcaactta 
aaatagtata
   583621 cagcagcaaa aaactcaaag aagtgtgacg cgctctacat tttcttattg 
attaagcaaa
   583681 aatcaatata tttatttaat tttaataaaa aaatatatca atttatatat 
tgtttaactt
   583741 ggttatttat catactaatt gctcttgtac tgaaatattt tattagctga 
acttaatatt
   583801 ataaataaga tagcttttca tgattttccc accacctatt gtttctataa 
tatttaaatc
   583861 aacttaccct atgtttacca aggctaactc aaacttaatt tctcacttaa 
atataaattt
   583921 aaaatagtgc tctaaaatag agtaatggtt aatctcagga ataatttcaa 
aagaaatcat
   583981 atcgtcacct tgactaagtc gatactcaaa ataattttga ctttgccatt 
ttaattcact
   584041 aagttctaac ccaccacaca aaatcgtaca aggaatattg atctgttcct 
gctgatgaat
   584101 aggaccatat ttcaaaatat cctcttgcga taagtttaaa gcgtgattta 
aatgagtctc
   584161 ttgtataggt aataaatcat aaatcccact taataaagtt gccttggata 
ataacggatg



   584221 gtttaaacat aaagcaccaa gatgagcacc tgctgaatgg ccgaccacta 
ctacttcgtc
   584281 tgttttccaa ttttgttcag cgataaaatc aagcgcttgt tgagtttgag 
caacgatttg
   584341 tgaaatatga ctttgaggag ccaagtcata ttctaaaagt acacactgtg 
ctccttttgc
   584401 taatatgtac ggcgctataa aggcaaagtc cgatttatca caccactgcc 
aatatccccc
   584461 atgtataaaa attacggttt tattggcatg ttctaaagga aaaaaatcca 
gcgttgatcg
   584521 gttcttcgaa ccatacttta tatcttttat atgatgatag gcccgataac 
tcagcaagct
   584581 tctgtattgg aagcctgcta gtatttcacc ttcattctct accgttgtag 
cattgtcata
   584641 ccttctcata tacccatcac ttcaatgttt cttcactaga gttgagattt 
aactttacgg
   584701 tagaacgttt caaataatag aaaaatataa gaaccagaac taaaggtacg 
ccaaattgta
   584761 aagtagactt aaattcactg gtaaaccagg tagtcactgt aatgcttaaa 
atcgcaataa
   584821 acccaaacaa agagataaat cgactagcag gaattttaaa ttttagttgt 
atattttgct
   584881 gaaccatatg tcttctaaaa aacatatgag tcacaaatat acttccccac 
gtgaacaacg
   584941 caccaaacat ggatagcgca atcataattg gaaatgcgga agctggatta 
atcgtataaa
   585001 caatactagc aataccaatc cctaccgcag ataacaacag cgcatttacc 
ggtacaccat
   585061 tactactaat tcgaccaaag acttttggag catcacctgc acgtgacaag 
ctaaacagca
   585121 tacgagttga aatataaagc atgctattca tggctgataa ggcagctaca 
attacaataa
   585181 agtttaaaat gctatccgca tactggatac cgacaatctt catgaccata 
acaaaagggc
   585241 ttgttgcatc tgctccaatc aaaacagtcc acggcaccaa agtaacgatt 
aggaataagg
   585301 acaataaata aaacaaaatg agtcgaagtg ctgtgctttt gaatgctttt 
ttaactgcct
   585361 tttctgggtc tttagcttcg ccagccgcga cagcaatcat ttctatactt 
aaataactaa
   585421 atattgaaat aatgacacca atccataccc cactaaaacc atttggaaaa 
aagcccccat
   585481 gtcctgataa atgagttaca acttgcgtca ttccctgatt gctttgcgtc 
aagataccaa
   585541 tagacaaaag aataaacacg ataatggcaa aaactttaat tgtggaaaac 
cagtattcca
   585601 ctagtccaaa agctttaaca ctataggcat ttacaacaag taaggtcagt 
gaaaaaaatc
   585661 caatccagac ccaagagcct acattcggga accagagctt catataatca 
gcaacggcgg
   585721 taatctctgt acctaccgcc agtacaatac aagcccaata acagtagcga 
actaagaagc
   585781 cggcaagtgg acttatataa tgttctgcat atgcaccaaa tgaacctgaa 
gtaggatgct



   585841 gaactgtcat ttcagccaaa caagccataa gtgcaaaagc aattaaacca 
ccaatcgcat
   585901 agctgactat gactgcggga cctgcaaaac taattgcaaa tttacttccc 
ataaacaatc
   585961 cggttccaat tgctccacca atcgcaatca tccccatctg ttttgcagat 
aactttttat
   586021 gcagcccagc ttctctattt tgtatttcat caaaactact cataggccct 
cctagccatt
   586081 tgttttattt tgattcctta aaatcaggtc acttcaccgc gaactaaata 
ctgtttgttt
   586141 ttccattcac tattcagcat ggtttctttt aagtgctgta ctgcattcca 
aatatcttca
   586201 aagcccagat acaaaggtgt aataccaaat ctcaagactg caggttcccg 
ataatcacca
   586261 atcacaccac gtgcgataag cgcctgaata atttcataac cgaattcatg 
acgataacta
   586321 acatgactac cacgatactt atgacctaaa ggcgtaatta actcaaatcc 
gaattcagaa
   586381 cattcttgct gtaccaattg aatgaataaa tcagttaatt tcaacgattt 
ctcacggatt
   586441 ttttgcatat cggcatgcag gaaaatatcc actccgcatt caatcagact 
catagaaata
   586501 accggctgag ttccacataa atatcggcgg atactattcg ctggctcata 
atgctgtgcc
   586561 atatcaaatg gttttttatg actccaccaa ccagataaag gctgccagaa 
ctgatcacgg
   586621 tgcttttcat tgacccagag caatgcagga gaaccaggac caccatttaa 
atatttatag
   586681 gtacaaccaa tcgcaaaatc actatcagtt tgattaaggt gcataggaac 
cgcaccaact
   586741 gagtgacata aatcccaaat caccaaagca tctttagagt gaatttgttc 
attaatagat
   586801 gccatatcat aaaaataacc agtgcggtaa ttcacatggg aaagtaccac 
tacagcaaca
   586861 tctttctcta aagcacgaga taagtcttct acgccatcaa ttaattcaac 
ctgatagccc
   586921 ttttgaatta agtcaatgaa accttcaata atgtaaatat ctgttggaaa 
agcatctttt
   586981 tctgccacaa taattttgtg ttcagggaat ttatcagcct gaatttttac 
cgctgcagat
   587041 aaaactttaa ataagttcag tgtagttgaa tctgaaataa caacttcacc 
ttgttccgca
   587101 ccaatcagtt tagcgacttt gtcacccagc cgtgttggta acccccacca 
gtctgcctta
   587161 ttccagctat tgatcagatc ttctccccat tcttgggaaa taatatgctg 
agcgacagcc
   587221 aaagatttct ttggtctagc acctaaagag ttaccatcta aataaatgac 
gccttctggc
   587281 aatgcaaatt catctttaaa ttttttgagt tcatcttcct gatcccaata 
caaacactgt
   587341 tcacgagtaa tcatttggta ttgctcctat ttctacattt cctttgtatt 
tgaattttat
   587401 cacgtcaatt tgtacgattt attcgataat atttgatcaa aaatagctat 
tttcgtataa



   587461 aattctaatt aaaattaaaa aatatggatg aaattcgaaa atgaatgtag 
atgcaatcga
   587521 tctaaaaatt ttgaagtatt tacaagacaa tgcccgttta agcaaccaag 
aacttgctga
   587581 tcttgttaat ctttcagcat ctgcttgtca cagacgcgtc aaaattttag 
aaaccaatgg
   587641 aatcattgaa aaatatcaag caaaagttaa ttatgaaaaa ttaggtataa 
aaattgaggc
   587701 gatagttgaa ataaaacttg ctcaactcac cgaaaatgac cacaactttt 
ttttaagcca
   587761 aatcaagaat tttgatgaag tcatcaatgc ctatatcatt acaggtgaat 
ctaattatgt
   587821 actgcacgtt gccactaaag atctaaactc tttttctcat tttgttatta 
atacactcaa
   587881 taaaattaaa ggtgtggtaa gcattaactc aaaaattatc ttacagaaaa 
ttatacaaaa
   587941 gccgctgtag aatatttagc taaaattaaa aaactctcgt taaagaattt 
ttactatgat
   588001 cgaaactgaa cgtttaatct taagaaaatg gaaagagtct gattcagagc 
catttatcaa
   588061 aatgggttta gacgaagatg ttatgcgttt tttcccaaag cttttatctg 
ctactgaaag
   588121 tataagttta attcaaagaa tatcagctct tattgatgaa aatggctggg 
gattttgggc
   588181 ggtagaatta aaagaaactc aagaatttat aggctttatt ggcttacaaa 
atcaaccaga
   588241 acaatttgat ttttctccct gcattgaaat tggatggaga attgctacag 
aacactggaa
   588301 aaaaggttat gccactgaag gagcaaaagc agcattggac tatgccttta 
atattctcaa
   588361 taaagataaa gtggtttctt tcacagcaac agtgaataag ccatctcaag 
ccgtgatgga
   588421 aagactagga atgcgcaaag ttaaatactt taatcatccc aagcttccag 
atgaacatgc
   588481 cttacaaaag catgttcttt atgaaatata tcatcctaag cttgagttat 
aattcagtta
   588541 aatactgata taaataaaat atttcaatga gttaaaatgg ttactactca 
tcaaaatcat
   588601 aacctacaga ggtggagtgc tcccaatact cattaatctt attcgctata 
tcttctttgt
   588661 ccatggtagt taaaacgtag aaaagttttg cctctttatt ttttctcaaa 
attaataaat
   588721 tgtaatagtc atattcaggg ccatttagcc ctaatgatgg ctgttcttca 
caatgcttct
   588781 cagccttgta atgccattca agtttataag tatcaatgcc attggcagca 
ttgataacaa
   588841 tgccatcatt ggctcctcca ataaatccaa ttttcatcgc ctactctaaa 
ttgttattca
   588901 aatgattttt aatataactt taaataagta gagttcaatt tataaaatgt 
ttgccaatac
   588961 gtatcctatg taaatcaaaa taacgagatg attatttcat tgtccgtaaa 
tactcataag
   589021 cttctttttc gttgctctca agatgaactt ttgcatccgt ttcatcattt 
aatgtttcgt



   589081 ttattatttt gctcccttca taagaaattt gatgaccaat ttggaaatct 
gctcctaatg
   589141 catcaatcac aataaactgc ccagccgtgt ttgaagcaat aaaaaaactg 
ttgttacgat
   589201 aaccatatct aattgtatat aatcccactt ttattccaac ttttaataat 
atttaaataa
   589261 tgataatttc atataaagta tagaaacgca aaaaagtatc aaaaaactaa 
tttacaactc
   589321 atacaactac ctatttttaa aaattttatc agtcattttt ttatctactc 
tacttctatg
   589381 cccattttca aaaaatttat tcacatggca caatttagta gtggtatcac 
aaaatacacc
   589441 attagaaaaa gtaaaagcag atgtatcaaa gtcaccttgt gaaaaagctt 
gttttgcttt
   589501 ttttgcacct aaatattgat tagttaagga tttggaaacg ccctttttat 
ctgcacaaat
   589561 atatttatca cagactacac ctcttttagg tgaaaaaact gcagctgtat 
tttgtgccaa
   589621 tgtatttgca ctaaacgcaa aacaaataga accgataaaa acaacaaaga 
aattagaatt
   589681 tttcattttt taattcactc attatcatta attatggaaa taatatatca 
aaagtaaaat
   589741 atctttagaa ctttaaaatg atgagataac aacaaatcaa tctgtttttg 
aggctttaat
   589801 gtttataatc ttaagctaat ttcttccatg tatatttaaa gctggagcgt 
tcgcaacatg
   589861 aataaggtag tgctgtttga catggatgga actttactag atttagcttt 
tgatgacttt
   589921 atctggaacg aatgcttacc taaaagacat tctgaaacac atcatctatc 
tttaactgag
   589981 agtcaagaaa tattaaacca gttttatcgc agccataaac atacgcttgc 
ttggtactca
   590041 tcaaacttct ggacacaaac aactggcgtg gatgttttaa agctccagca 
agaatttgag
   590101 cataaaatta aagcgagacc aggatgcatg gagctgctca gcgctttaaa 
agcacaagat
   590161 tatcaatgtt ggctagtcac caatgctgac tgtgcaagcc taaaattaaa 
gcttgataac
   590221 gttcctatcc aagatttttt tgaagtcatc gtatctagcg aacaaattgg 
ttacgcaaaa
   590281 gaagacatcc aattctggaa agagttgcaa cgcttgcatc attttgcgcc 
agaaagcact
   590341 atttttttag atgacactct tcctgtttta aaaactgcag aaaaatttgg 
tataagacac
   590401 ttgtttacta tcttacagcc ctcaagtctt aagagtataa gacagccaca 
agatttagag
   590461 tataaagctc taggtcagct tacagagcta ctgtctattt tgaatcaaat 
tgatagaaag
   590521 gataatgatg tcaaaattgc gtgaagacga tgctgtagaa accatgcgtg 
tcgacaaatg
   590581 gttgtgggca gcacgttttt ttaaaacccg ttctattgct aaagctgcaa 
ttgaaggggg
   590641 taaagtacat cacaataatg aacgtgtaaa agtttctaaa gaaattcgtg 
tcggtatgga



   590701 gctcgttgtt caacaaggtt tcgataaaaa aacagttgtt gttaaagcgc 
tctccaatac
   590761 ccgaggaccg gcccctgttg cacaacaact ttatgaagaa acagaagtaa 
gtattgcaag
   590821 acgggagttg attgcttccc aacgaaaatt gcataatcta gcacgacctg 
accatagacc
   590881 aagcaagaaa gatcggcgac aaatcaatcg gtttaaacag gataatgatc 
aacattatga
   590941 agatcactgg tcttataatg atgaataaaa acgtcgagtt gtgtcgcact 
cacatataca
   591001 atatatagaa gctagagaaa aaatctgtca ctattagccc tgtgaaacaa 
gttgagattc
   591061 aatgcatcca cttgggttaa acgtgatgaa catagagtat tgaggttttt 
gagatggatg
   591121 agaataaaag caaagcatta caagccgctt tgagccaaat tgagaagcaa 
tttggtaaaa
   591181 atacggttat gcgtcttggt gataacactg ttcaagcagt tgaagccgta 
tctacaggtt
   591241 ctttaacttt agacatcgca ttggggattg gtggtttacc aaaaggccgt 
attatcgaga
   591301 tttatggtcc tgaatcttct ggtaaaacca caatgacatt gcaagcaatt 
gctcaatgtc
   591361 aaaaatctgg tggtacatgt gccttcattg atgctgagca cgccctagac 
cctcaatatg
   591421 cacgcaaact tggtgtagat attgataacc tacttgtttc acaacccgac 
aatggtgagc
   591481 aagcacttga aattgctgac atgcttgtcc gttcaggcgc aattgattta 
atcgttgtgg
   591541 actcggtggc tgcacttaca cctaaagcag aaatcgaagg tgagatgggt 
gactctcata
   591601 tgggtctaca agcgcgtctt atgagccagg cacttcgtaa aattacgggt 
aatgctaaac
   591661 gttcaaactg tatggttatc ttcattaacc agattcgtat gaaaattggt 
gttatgtttg
   591721 gtagcccaga aactaccact ggtggtaacg ctcttaaatt ctacgcttca 
gttcgtttag
   591781 atattcgtcg tatcggtcaa gtaaaagaag gcgatgaaat tgttggttca 
gaaactaaag
   591841 ttaaagtcgt taagaacaaa atggctcctc cgtttaaaga agctattttc 
caaattctat
   591901 acggtaaagg tactaaccaa ctaggtgaac ttgtagattt agctgtacaa 
caggatatcg
   591961 tacaaaaagc tggtgcatgg tattcatatc aaggcaataa aattggccaa 
ggtaaaaaca
   592021 atgtaattcg ctattttgaa gaaaatactc aaatagctga agaaattgaa 
cgtaatatcc
   592081 gtgaacaatt gctgactaca ggcacaaatg gtgcagttca aattgaagat 
gaagaagagc
   592141 cagatctttt attagaatcg taattataca tgagtcataa aacgcccttc 
ggggcgtttt
   592201 ttacaaggaa ttttatatgt tcaaaagaaa cgatgagcaa tctcagcagc 
gccctcctct
   592261 tactggccaa cgtttacgct catatgcttt tgctttactc actcgccgag 
attactctaa



   592321 agcagagctt atcgagaaat tagctcgtta tgcacaaaat atagaagaag 
taaaacaact
   592381 ggttgaggag ttatctgaac aaaattacca gagtgatcaa cgtgttgctg 
agcaaatgct
   592441 agcaagccaa attcgtaaag gtaaagggcc gaaacgaatt caacaagctt 
taaaaactaa
   592501 acaaattgaa aatgatttaa ttgcagatga aattcaagaa attgattggg 
tagaacaggc
   592561 ttatcaactt aaagttaaaa aatttggaga agctgtagag aaagatccaa 
aacttaaagc
   592621 aaaacagatc agattcttac aatatagagg atttgattta gatgtaattt 
taaaagcaat
   592681 ccaaagaaaa ttggattaaa agaatggtgg caaccccact agcaaaactt 
cggcacatca
   592741 tagatctgct accgttgcta ccttccggtc ctggcggggt tcacagagta 
caattgcgaa
   592801 gccaccagcg gggctaccat tgcaaaacaa agtatagaga tttttaaaag 
agttgcaacc
   592861 cttctctgcc tttttcggca agtttctgtt tcgattgatt aattcctcag 
caaaaatagc
   592921 tttaaacccc aaaaatgtaa tttcttgagc ttatgctctt ttcttatttt 
gcataaaata
   592981 tgcttgaaga ttgtaaacta tccttgcatt taaactgtta actgctttaa 
ttgcattgat
   593041 caatgaaaaa ccttagatat ttagagaatt gttttttata ttcctgtgtc 
aaggtggctt
   593101 ttatataaaa ttatggattt atacacatgc aaatgaagaa gcattcttta 
ttatttattg
   593161 ccttaatgag caccacttct ctatacgcaa atatccctat cgagtctcgt 
ggtttaagtc
   593221 aaaatgatgg tagtgcatct aatacttctt caagcaatat ttcagttcct 
acaaatttaa
   593281 actgggaact catgcaaaaa aaccaacaat tagaaaatga tattcgtaca 
ttaagaggtc
   593341 agcttgaaga acaagctaat gatattgagc aattaaagaa agatctagca 
aaccgatata
   593401 ccgatttaga tcaacgttta gaattattac accaaaaagt tgaccctgac 
agtgctacac
   593461 aagacgatag ttcaaataca acgtccgata acactactcc tgctagtgca 
ccagcccctc
   593521 aaaccacaga gagtaataaa gtagctgcag taccagccac acaaacttct 
gagcagcagc
   593581 ctagcgcact aacaaccact actcaaccag caccagctgc tgcgcaaaac 
cagtcaaatt
   593641 ccctcgaatt agaaaaagct gcttatactg tagctttaga tgcatataaa 
caaggtggtg
   593701 ctaaaaaagc aattgctcca atgcaaaact ttataaaaaa ccatcctaat 
agtatctata
   593761 caggtaatgc ttatttttgg ttagccgagt ttcatttagc cacagatcca 
gtaaattata
   593821 atgaagcaaa gaaaaactat aatgtcgtag cgaaccaata cccaaattca 
agtaaagcac
   593881 ctcgagcatt gtaccaactt tatagtatcg ctaaagatgt tgataagaat 
actgtgtcag



   593941 caaatcaata caagaataag ttacttagcc aatattcaaa gtctgaagaa 
gcaaaattct
   594001 ttaacaaata atttagacat aaaaaaaaga cactgttaaa acagtgtctt 
tttttatgtc
   594061 ttcttgatta gcgcacaatt ccacgctctg attgttcaag agaatcaatc 
aagagttgag
   594121 cttctggaac tgaaggtaaa atttcacttt taatttggtc aatagcttga 
acagaagtta
   594181 atccagattt aaatatcaat ttataagctt ctcttaagcc ttgaattgta 
tttttagacc
   594241 aaccttttct tcgcatacct tcaatattta taccaaacgc atgtgcaggg 
ttaccagacg
   594301 ccatcacata ggctggaaca tctttaagga tcaaagaagc cccaccaatc 
atgctataag
   594361 aatcgatctt acagaattga tgaattccag aattaccacc tacaataacg 
tgatcaccaa
   594421 tatgtacatg tccagcgaca cctacattat tagcaaagat attatggtca 
cctacgatac
   594481 aatcatgtgc aatatgtgta tttaccatta ataggttatg actacctatc 
ttggttaatg
   594541 cattatcttg caccgtacct ctatgtaagc tgcaatgttc gcgaattaga 
ttattgttac
   594601 caatttcaag ccacgtttct tcacctttat atttgaggtc ttggcaaact 
tcgccaacac
   594661 ttgcaaattg aaagatttcg ttattttggc caattctggt aaaaccacct 
acaaccacat
   594721 gagaatgtaa tttagtacca gcaccaatag tcacttgggg accaataata 
caataaggtc
   594781 ctatttgaac atctgaagca atcactgcag atggatcaat aatggcggta 
gaatggatta
   594841 aatcgtgatt gctcatgcct gctctgtttt ttggtgtgaa atcataatct 
cagcggttgc
   594901 tgctacaatg ccgtcaacgc tagctgtaca attgtatttg tagataccgc 
gcttctgcat
   594961 taccaactca gattttaata caagttgatc acctgcaact acttgttttt 
taaatctaac
   595021 tctttctgca ccagcaaaca ggaataatga acctggtttt ggcgtttcat 
tgttcataat
   595081 aaaaccaaga acgcctgaaa cttgagctaa tgcttcaaca atgagaacac 
caggcataat
   595141 tggatattct gggaaatgcc cttgtaggaa ctcttcattg atagaaacat 
ttttataacc
   595201 aacaatacta ttgtcagtaa cttcagtcac acgatcaacc aataagaatg 
ggtaacgatg
   595261 cggcaaatat tgacgaatcg tttgaatctg cattggtaat tcagggatgg 
caaatttagg
   595321 tgtagtagac tcggtcataa tattctattt acgcaaatta aaagttgatt 
caagagactc
   595381 tatttgagct tgtatatgat caagtcgttt agtgatttgg gtcaatggca 
catctgctaa
   595441 ttgtcgcaag cgtacaatcg tctttttcca atgattattt tcaaataatc 
cggttcccga
   595501 agagtaagtt ccagcttcag aaatattttt tgtgaccatt gacattccag 
tcaaagtcac



   595561 attatcagca attgaaaggt gtcctgccac tccacacgcc ccagctagaa 
tacagttttt
   595621 gccaattttt gtacttccgg caataccgca cttcgctgca atagcagtat 
ttgaaccaat
   595681 atggacgtta tgtgcaattt gcacaaggtt atcaataata accccatctt 
ccaaaattgt
   595741 attatcaagt gcgcctctat caatactaca atttgatcca attcggacat 
catttccaat
   595801 taaaactgaa cctaattgag caatacgatg ccactttcct tgatatggag 
caaaaccaaa
   595861 accttctcca ccaatgacag tacttgaatg aatacggacg cgatctcgta 
atttagaacc
   595921 acctgtaata gtgacatgag aatcaataaa acagtctttt ccaacttcta 
cattatcatc
   595981 aagtttggta tgtgactgaa tgacggtatt atcgccaact acacaattct 
caccaataac
   596041 cacatagtga ccaatataag cagtttcgga aataacagca gatggatgaa 
tttgggcagt
   596101 gctttctatg cctgttgagc taatcttttt atcaaataca tgggtaagga 
ttgcaaacgc
   596161 aagataggga ttatcaacaa taataaaatt atctttttca ggaagatgtt 
cttttaaagc
   596221 tgcggtaaca atgtaagcgc ccgcacgact tactttagct tgatcaagat 
gtttctcacc
   596281 attcacaaaa gtaagatggt taacctctgc attttccaaa ctcgccaagt 
ttgaaaattg
   596341 aagactacct tcaccaatta gctcaccttt aacaaggtga gctaattcat 
ctaaacgata
   596401 ttgttgcact ttcattaatt tatttcattg aattaacctt ttgtatcatt 
ttatcagtta
   596461 aatcatactt agcgtcatag gcaacagtcg aatttttatt caaaataaag 
tcaagattat
   596521 tttcttttcg taattgctca gcagcttgct taactctagt ctcaaaagtt 
gtattcatac
   596581 tttgtaaact cgtttgaact cttgactgta agccttgctg tgttgaatta 
aactcattta
   596641 atttcgattg atactgagat tgtaattttt taatctcatc ttctttcatt 
ttttggcctt
   596701 gagtctgcgc ttgacgttga agtccttcta actctttacc taattgctca 
agcttagttg
   596761 tagttggttt cacagactgg tttaagcttg cattttgctg tttcaaataa 
gtactacttt
   596821 caacaacttt agcaagatca attaccccat aaccagctgc attagctgct 
actgaagcta
   596881 ctgtcaggcc taaccctaac attaatttat ttaatttatt catgtaaatc 
tctttcctta
   596941 tttcgttatg caaaaagatc gtacttagaa agtacgacca atttcaaact 
gaatttcttt
   597001 agtttcatca cccggtttat catttaacgg gaatgcatag ctaagtgaca 
atggaccaat
   597061 catggtaatc caggttacac caacacccac actataacgt aagttaccta 
aatcaaatcc
   597121 ataattatct tcacaatatt ttctaacatc cgtaatggtc tggccattaa 
tcttcatacc



   597181 tttgttgcca taaacagagt tatcaatatt acatttagta tcaaaaacct 
gaccgccttc
   597241 ggcaaaaaga acaggacgta cttgtcgagt ccagtcacct ttaaatggca 
ttggtaaaac
   597301 caactctgta ccaaattgga ccagagcatt gccacctact tcttcaggag 
aactatcatt
   597361 ttgcttagtt tcttgtagat ttacacttgg atatttaggt cctagggtac 
tgttgtcata
   597421 gcctcgaaca gaaccgtaac cgcctgcata gaagttttta tagaatggca 
aatcattacc
   597481 ataacctaac ttaccataac cacgaagtac aaagccggta ctgccgatag 
ggaaaaatgc
   597541 ttgagtatca taagttactt tttgataatc aacatcgcta cctggtaaac 
caatttcaag
   597601 acctacacga tgagacatac ctgacgttgg gaaaattggt ctgtttaaag 
tgttataaga
   597661 ccaacccaag ttcaagttat aagtaaagaa ttccccttca aaagcattat 
catatgtttc
   597721 ttcggggacc ttacattccc ccttctcggt atcatattga gaatcaccat 
ttgcatctgt
   597781 tgggcaatat gtacctttac tagttgcctt accaccattt gccaataagt 
aatcacgtac
   597841 atatgtagaa acataaggac ctgtggttac tttagtgtta tcaacgccca 
ccgaagcact
   597901 taaactttga ttttcgtcaa ttgggtaacc aaaacttaaa ctaccaccga 
aactatccgt
   597961 tacatagttg ttaacgttat agtcatcatt tagcttcgtt ttacgataat 
agacgttata
   598021 accgcggctt actccatcaa tggtaaagta agggtcagta acacttaagt 
tataatagtc
   598081 ttgagtttca gaacgagata agtcaattgc aactcggtta cctgtaccca 
taaagttagt
   598141 ttgactaagt cctgcttgga acgtaatacc accactttgc gaataaccga 
ccgctaatgt
   598201 agtagtacct gaatgttgtt cttcaacatt tacgtttaag tcaacttggt 
ctggagagtt
   598261 tggaatacga gcaggtttaa tatcaacggt tttaaagaaa cctgtacgct 
ctaaacgaac
   598321 tttagataag tcaatttttt cattgctcgc taatgcacct tccatctgac 
gcatttcacg
   598381 acgtaatact tcatcagaag ttttgctatt accagtaaaa ttaatacgac 
gtacggtaac
   598441 ttgttgacct ggattcacat aataatttaa gtcaacaacg ccagtttcat 
tattaatctg
   598501 cggcacaata tttacatctg caaagtaata acctgcatta ccatacttac 
gtaaaagtaa
   598561 ttgcttaact gcatttactt tttcttgtga ataggtatca ccatctttat 
aaatttttaa
   598621 tgcttgtaat tcttcaggct tataaagtgc atcacctaag aatttagttt 
gaccaaattt
   598681 aaattggcta ccttcatcaa cagcaacctc aataaagata tgctttttat 
cttcactaat
   598741 attgagttgg gaattattaa tattaaaatt aatatagcct ttgttaaggt 
acatggcacg



   598801 taaagcttca aggcttgcag ccattttttc acgtgcataa cggtcattac 
gtgtgactac
   598861 agaagcccaa ccactttctt taactgcaaa tgcttgttta atttcactgt 
ctttaaaaac
   598921 agtattacca attacattaa tatcaaagac ttttgccggc gttccttcat 
taaaattaat
   598981 ttttaattca acgcggttat ttggacgagc aactgtatca actgtaacat 
cagcatcgta
   599041 acggccttgt tgagtatatt gttgctctaa ttctgtctca atggtttgca 
aagcagattt
   599101 cttaaaaacc tcaccctcag caatacccat ttttttaagg ccttgttcta 
aagcctcttt
   599161 gggaataagt ttattaccct taaattcaag ctttgaaata attgggcgct 
caataacatt
   599221 aaaaaccaaa gtatcatttt cttttgatgc tttaatatca tcaaaaagtc 
cagtggcata
   599281 caatgttcga attgcttcgg cgatcatcgg ttcattaacg cgatcgccac 
tgttgattgg
   599341 caacatggta taaacatttg caggggtaag acggaccaac ccgtttacac 
gaatatctct
   599401 aacaacgaaa tcatcagctg catatgcttg ttgtaccgct gccatagcgc 
taacaagtgc
   599461 caaaggcatt aaaaaatgtg tgtgccgcat gccagttttt tccagtaagt 
tataaatcca
   599521 tatacgttta caaacgcata aagtcattaa ataaagctaa aagcatcata 
ctaccgagca
   599581 gtaccatacc aatttttaga ccaaacattt gtatttgttc agaaacaggc 
ttcccacgaa
   599641 tagcttcaat aatgtaatac actagatgac caccatctaa cattggaatt 
ggtaataagt
   599701 ttaaaattcc aagacttaca ctcattaaag ccataaaaga gataaaggtt 
tcccaaccca
   599761 tttctgcact ttggccagct acttttgcaa tggtaattgg cccagaaaga 
ttttctaatc
   599821 caattagtcc cttaaccatt tttactattg aattcaaaat catgctagag 
atttggccag
   599881 ttttatcaag tgccatttca aaagcttgta ttggagtata ttgaattgtt 
tgcttatatt
   599941 cgtcaggaat tgtaattttt ccagcatcac tttttacacc aagtactcca 
tttacctgcc
   600001 ccatgctatc acgcttacct tgtggcataa cttgtaaatg tactagttgt 
tcatgacgta
   600061 agacatcaat cttaagtaac ttttctgggg aacgctggac aacttctacc 
acgtcgaacc
   600121 aatctttcat aggctggcca tcaatcgcaa caatacgatc gcccactttc 
atcccttgac
   600181 gaatcgccgc accatcttcc gttaactctg ttacaacagc aggaatcaca 
ggtcgataag
   600241 gtaagaaacc taatacgtcc agtgcagatt cattttgatt ttttaaaaaa 
tctttaattg
   600301 gtaatacaaa atttttttcg gaaccagcac ggtccacatc aatatttaca 
gtacctgttt
   600361 ccccaactcg atcaatcaaa gcaaagttta gcttttccca tgttgttgtc 
tctttcccat



   600421 caacagcaat aattttgtca cctacatgta actgggctgc tgcagctgga 
gagtttggaa
   600481 taattttgcc aattttagta tttaattgtt cttgggctgg taaaaacaaa 
atccaaaaga
   600541 ggagtacggc aaaaatcaag ttaattaatg gtccagcagc aacaatcgct 
atacgtttcc
   600601 acggtttttg ccggttaaaa gcatatggta gatcttgttc tgccacatta 
ccttctcgct
   600661 cgtccaacat tttgacatag ccgcctaaag gtaaggcaga aagctgatat 
ttaataccag
   600721 acttcttaga cgtccatttc agtaaaattg gtccaaaccc aattgagtaa 
actaaaactt
   600781 taacaccaag ttttcgcgca acccagtaat ggccaaactc atggattgca 
attagaggcc
   600841 caagtaaaag agctgccgct gcaatcataa acagtgcatt catttcagcc 
tccaatactt
   600901 gatatatatt gctgagctac agatcgggcc actttatctt tatctaaaat 
gcactcgatg
   600961 ctttcagccg ctgcattctc taatttttcc aaagtatgct ctaccacttg 
cggaatactt
   601021 gtaaatccaa tcctttccat taagaatgct tcaactgcaa tttcattagc 
tgcattcaaa
   601081 atggttggtg ccaaacctcc cgcacgcatt gcttgtctag ccaaatttaa 
tgcaagaaat
   601141 ttttgggtat ccggtgcctg aaaattaagt tgagaatact caaataaatc 
taaagcagga
   601201 acattagttt gtaaacgctc aggccatgcc aatgcatgtg caatcggagt 
acacatatcc
   601261 gggttaccca tttgtgctaa tgttgaacca tcaacatact gcaccataga 
gtgaatgata
   601321 ctttgtggat gaacaacaac tgtaacaaaa tgttcagata ttgaaaataa 
atgacaagcc
   601381 tctattaact ctaacccttt attcataaga gtagctgagt caaccgaaat 
tttttgtccc
   601441 attgaccagt ttggatgttt acatgcttgt tgcggcgtta catgagtcaa 
ttgttctaag
   601501 gagtgattta aaaagggacc accagatgct gtaagcaata ttttagatac 
acctagctgt
   601561 ggttgccctg ttctatctgc ttgtaaataa ttatgaggta atgattggaa 
aattgcatta
   601621 tgttcagaat caactggcaa taacaatgcc tgatgatcac gagcagcttg 
catcatgatt
   601681 tcaccagaca taactaatgc ttctttattg gcaagtagta ctcgtttacc 
tgccttaaca
   601741 gccgctaaag ttggcaacag cccagctgcc cctacaattg cagccataac 
aatatccaca
   601801 tctgtatgag atgcgatatc gactaaaccc tcttgcccag ctaaaacatc 
aatatccgat
   601861 atattttgct gagcaaatag tgtttttagt tcagctattt tctgttcagg 
aacaacaaca
   601921 actttaggtc gaaactgttt gcagatttca acaagttcag aaattcgact 
atgcgccgaa
   601981 actgcaaaga ctgaatactt atctggatgt tgacctaaaa tttttaaggt 
acttcgtcca



   602041 atagaaccgg ttacacccaa tatgcaaaca gattgtgtca tctataaatc 
tacaccaata
   602101 agctttaata tatacattcc cgttgcaaaa atcggggctg ctgcgagtaa 
agaatcaata
   602161 cggtccaata caccaccatg acctggcaaa acacggccag agtctttaat 
accagcacgg
   602221 cgtttgatca ttgattcaaa taaatcacct aatactgaac cgaacactgt 
aattaaagac
   602281 aaaatcaaga atagaagttg ttgaacccaa gttaggttta aatattgata 
ttgcaccaca
   602341 agcattacaa taattgtagt gagaataccg ccatataaac cttctactga 
tttattagga
   602401 cttactgtag gcgccaattt tcttttaccg aatttacggc ctacaaagta 
agctccacta
   602461 tctgcacccc acacaagcaa gaacaaatac atcaaccacc atggtgagct 
ttgccatact
   602521 acaaagattg cagtcactgc tgcacagata agaatcaaac caatgacata 
cagggtcgcg
   602581 ttataccacc catcgaattc aggaaaagac ttgacccaat aaacactaac 
gagccaagtt
   602641 aaaattgaag cagaccataa cagtaaagca atgtcatgaa agaataaggc 
aacgccagaa
   602701 acaaaagcaa caagtagacc ataaccccaa gctttaggtt ttactactgc 
accaacttcc
   602761 cgaggcatta acttatacca ttcatacccc gcaactcctg ctgctacaat 
cataagtacc
   602821 aacattggat aatgtgattg cgtagcaaac atacagccca aaacaactgc 
aacaagtacc
   602881 aatgcggtaa caatccgctc taacattata atttctcgat tttctcttgc 
tgaatttgtt
   602941 cagatgtttt accgaaacga cgttcacgcc ctgaaaagac attcaatgca 
tggtcgaatt
   603001 cttccactgt aaattccggc cacaaagtat ccgtaaaata tagctccgca 
taagccgctt
   603061 gccataacaa gaagttagat atacggaaat ctccacctgt acggatcaac 
aagtccacag
   603121 ctggcagatc gtttagactg acatattttt cgaacaaatc aacatttatt 
tgatcagcgt
   603181 caatttcgcc acgggaaact gcttgagcaa cctgcttagc tgcatttgca 
atatcccaca
   603241 taccaccata gcttactgca atagttaatg tcatggcgtc atgatgtgct 
gtttgttgct
   603301 ctgcatcttc cattaaggca actaaatgtg aaggtaatcg ggaacgatcc 
cctataaagc
   603361 gcaaagcaat attgaatttc ttcatgcgag gtatttgctc atgaatcgtt 
tcttcaagaa
   603421 gcttcataag cagatcgact tcatattgtg gtcgattcca attttcactc 
gaaaatgcaa
   603481 aaacagttaa agcacgaacg ccagttttaa cacaatgttc aacaataggg 
tcaagaacat
   603541 ttttaccctc tctgtgccca tcgccttttt gcatttgatt tttctttgca 
aagcgattgt
   603601 tgccatccat gatgatggca acatgctgag gaagatgata ctcttctgaa 
tcggtcataa



   603661 aaattagacc ttcatcaatt ctgcttcttt cgctgctaga cgtttgtcta 
cttctgcaac
   603721 atatttatca gtgatttttt ggatatcatc gcctgcacga cgctcatcat 
cttcagaaat
   603781 ttctttctct tttaacaatg ccttgatatc acctaataca tcacgacgaa 
tattacggat
   603841 agcaactttc gcattttcag cttcactgcg agcgattttc tgcatatcac 
gacgtgtttc
   603901 ttcagttaaa gctggtaatg gtacacggat tgaatcagca gtaataggat 
ttaaacctaa
   603961 atcactttca cgaattgctt tatcaattgc agcaaccatc gtacgttcaa 
atggttgaac
   604021 gataagcgta cgagaatctt caacaccaac gttcgctact tggtttaaag 
gcacatcaga
   604081 accatagtaa ggaaccatta ccccatttaa aattgatggg tgtgcacggc 
cggtacgaac
   604141 tttagcaaac ccttgttcca aagactcaag agtttttaac atacgctgtt 
cgctgtcttt
   604201 tttcagatcg ttaatcatat gatcttcctt acttatttat tcaaggatgt 
atataacaaa
   604261 tttaatttag cgctagtata aagagcttta aggcacacgt acattattta 
gtaacgcgtg
   604321 taccctcttt ttcacccatt accactgaca atagcgcacc agatttattc 
atatcaaata
   604381 cttgtaatgg aacattatgg tcacgacata agcaaattgc cgttaaatcc 
ataacaccca
   604441 gtttttcatc taacacttgg tcaaatgtta aatggtcata tttcactgca 
tcttcgtatt
   604501 tactcggatc tttattataa acaccgtcta ctttggtcgc tttcaaaatt 
aaattcgctt
   604561 caatttcaat accacgtaaa caagctgctg tatcagttgt aaagaatgga 
tttcctgttc
   604621 ctgctacgaa aacacacact tcgccttggc ttaaatgacg aatcgcatca 
cgacttgagt
   604681 aagactctac aacagtaccg attggtagcg ctgacataag acgagttctg 
atgttacggc
   604741 gcaccaatgc gtcacgcatt gccaaaccat tcataacagt tgcaagcatc 
cccatctgat
   604801 cacctgttac acggccaacc aaaccgtctt tttgtaactg gctaccacga 
tataagttac
   604861 cgccacccac aacgatacct acttgcacac ccaagccaac caaatgtgca 
atagaaagtg
   604921 acatctgatc taaaacttga gcatcaatac ccatatcttt attacctgat 
aaagcttcac
   604981 cagataattt taataaaatt cgtgaataac gggggctgat tgtttccgcc 
atgattttgc
   605041 tccaagacct cttaaactga atgctttttg aatcgtgatt cgattagacc 
gatttaattt
   605101 taattaactt tgcaaataag tcgtattcat ccgcatcggt aatttcgact 
tccaacatat
   605161 cgcctggttg aatagtgctc ttatcgatat cttctacaaa gacattaccg 
tcaatttccg
   605221 gagcatcggc ataagaacgt gcaacagcaa caggatattc atcttccaaa 
ctatcgacca



   605281 atacagtcat cgtttgacca atacgttttt gtaatttggc agcagagatt 
tgttgctgca
   605341 cttgcataaa gcgctcgtaa cgctcttgct taatttcttc tggcacatga 
tctggtaaat
   605401 catttgccgt agcgccttct actggtgaat aggtaaagca gcctacacga 
tcaagttgag
   605461 cttcaaccaa ccaatcgagc aaaatctgga agtcttcttc agtttcgcct 
ggaaagccaa
   605521 ccacaaaagt agaacggatc acaagatccg ggcatttttc gcgccataat 
ttaatttttt
   605581 ctagtgtatt ttcactatgc gccggacgtt tcattaattt aagaacgcgt 
gggcttgcat
   605641 gttggaatgg aatatcgagg tatggcaaga ttttaccttg agacatcaaa 
tcgattactg
   605701 catcaacatg tggatatgga tatacataat gtaagcgaac ccaaattcca 
agctgaccaa
   605761 gtgcttcaca catgtcaaag aatttggttt ttacgggctg tccgttccag 
aaatcgagct
   605821 tatatttggt atctacgcca taagctgagg tatcttggga aatgaccaag 
atttctttta
   605881 cacctgcccg ttttaacgca gcagcttctt ctaatacgct tccaaccgga 
cgtgatacta
   605941 aatcaccgcg catgctcggg ataatacaga aggtacaacg gtggttacag 
ccttcagata
   606001 tttttaaata agcataatgt ttcggtgtta aacggatacc ttgctcagga 
acaaggtcaa
   606061 taaacggatt atgtttaggc ggtgctggca catattcatg tacagcttcc 
ataacgtctt
   606121 gataagctgc tgcaccagta acttttagaa cattagggtg catttgacga 
attttatctt
   606181 cgtctttacc taaacagccc gtcacaataa ctcggccatt ttcactcatg 
gcttcgccaa
   606241 ttgcatctaa agattcttgt actgcagatt caataaaacc acaggtatta 
acaacaacta
   606301 aatcagcacc atcataatct gatgcaactt gataaccttc agtctttaac 
tgagttaaaa
   606361 ttcgttcaga atctaccaat gccttaggac aacctaaaga aacaaaaccg 
actttggggg
   606421 tcttcatgaa tctgcgctcc acttgaatgc gcgtattgta tgtcttttct 
cgtctcaagc
   606481 ataggtggaa accctactct ttgtgtaatg caccaaaata caaccaatat 
ttgcaccaaa
   606541 actcaatatt gcaccaagtt ggatcatgat attattggtg catacatcta 
tatttttgac
   606601 caaaagatat taagaacgat tttagagcgc tttaactacg cttaaaacct 
taaaataaac
   606661 cataaacaaa gttggcgtac attttgcatc aatcatgttc tataacggtg 
aaaaccgata
   606721 accaatgaag atgccattgc gccattttaa gacaggaacg attcgctaat 
ggatcaacac
   606781 acacctatcg actatcgcct attggtagac aatttaacta ctgcgatttt 
attaatcgat
   606841 agtaacttta atatttttta tttgaattcc gcttgtgaag cactttttga 
cattagtttg



   606901 cttcgcgctt ctggacaacc ggttttaaat ttacttcatg cacctgatga 
tacctttaat
   606961 acgcatgaag ccctattgaa cacgttaaaa acgggacaac cttatacacg 
tcgtgaagcc
   607021 atcattaatg tcaattttaa agatttacat gtggattata cggtctcgca 
attaaatgca
   607081 ggtaaaagct accacccgct cttacttatt gagttaaatc ctattgatcg 
tatgttgaaa
   607141 atttctaagg aagaaaactt aattcaacaa catcaagtgg ctagacaact 
ggttcgaggc
   607201 gttgctcacg aaattaaaaa ccctctggct ggtattcggg gggcaactca 
gttacttgct
   607261 cgtagtttaa atgacgagag ctatgctgaa tttacggata tcattattaa 
cgaggtagat
   607321 cgtctcacca atttggccga caccatgttg ggctcaagac aactgccaag 
ttatgaaaat
   607381 gtaaatgtgc atgaacctct agaacgggta cgctctttaa tcgcaaatca 
gaccaagaaa
   607441 aaaatcaaaa ttactcgtga ttatgatttg tctctacccg atgtaaaagc 
cgatcgagat
   607501 cagctcattc aggtcatgct taatattagc gttaatgcga ttcaagctat 
tacagaaaat
   607561 aaatcatttt ttacagatca agagcctgaa ttaattttac gtacccgtat 
tcaacgtcta
   607621 gtcactatta atggagtact caaccgctct gctgtacgag tcgatattga 
agacaatgga
   607681 ccgggtattc ccgaaagcat tttagagtct gtgttctatc ctttggttac 
aggacgagca
   607741 aaaggcacag ggcttggcct gagtattgca cagaacatca tgcatcaaca 
taacggaatg
   607801 attgaatgcc aatcagttcc tggaaaaaca atgtttagct tatatttacc 
ttgggagtca
   607861 gaccgtgtcg cgaaataaaa tatgggttat tgatgacgat cgcgccatgc 
gatgggtact
   607921 tgaaaagacc tttaaagaag aaggatttga cgtcaccaat tttgaagaag 
ctcaaacagc
   607981 acttgaacgt ttacatcatg atgcgcccga tgtcatctta actgacattc 
gtatgccagg
   608041 tattgatggg ttaactttct tatctaaagt gaaaaactct caccccgact 
tgcctgttat
   608101 cattatgaca gcgcattcgg acttagagtc tgctgtatca agctaccaga 
ctggtgcatt
   608161 tgagtattta ccaaaaccat tcgatattga tgaagcttta gctttagtca 
atcgagcaat
   608221 tttgcatatc aataagttgc agcagcaaga agcgacaaaa acagcttcac 
cactacaatc
   608281 aacagaaatt attggcgaat ctcctgctat gcaagaggtt ttccgagcga 
ttggtcgttt
   608341 atctcagtcg catattaccg ttttaattaa tggtgaatca ggcacaggta 
aagaactggt
   608401 tgcgcatgct ttacataaac attctccacg acgcgctaag ccttttattg 
ctttaaacat
   608461 ggcagcaatt cctaaagatt taatcgaaac ggaattattt ggtcatgaaa 
aaggtgcttt



   608521 cacgggtgca aacacccaac atcaaggccg ctttgaacaa gcaaatggcg 
gaacactatt
   608581 ccttgatgaa attggtgaca tgccctttga aacgcaaact cgactactgc 
gcgtactcgc
   608641 tgatggtgag ttctatcgtg taggtggaca cattccagtt aaagttgatg 
tcagaattgt
   608701 cgcggcaacc catcaagact tagaaaaact ggtgaatgaa ggtcgttttc 
gtgaagactt
   608761 atatcatcgc ttaaatgtaa ttcgcattca tattcctaag cttgcacatc 
gcagtgaaga
   608821 catcccgatg ctggctcaac atttcttggc tcgcgcgggt aaagagctag 
gcgtaagtcc
   608881 aaaaatttta cgcactgaaa caacggacta tatgcaacaa ttaccatggc 
ctggtaatgt
   608941 tcgtcagctt gaaaatacct gccgttggtt aaccgtcatg attactggtc 
gtgaggttta
   609001 tccggaagat ttaccttctg agcttaaaca ggttccactc caaaaaagta 
gtgagactag
   609061 tcaaccagca ccatcttttg aacgtatttc tttgcaccat tgggatgagc 
tactaagcca
   609121 atgggcaatt caaaaactta aaaatggtga aatgaagatt ttagacattg 
ctactccaat
   609181 gtttgagcgc accttaatta atgcagcact acagcaaact cgtgggcgca 
aacgtcatgc
   609241 agccgaactg ttaggttggg gtcgtaacac cctaaccaga aagttaaaag 
agctaggcat
   609301 ggattctgct gatgacgatg atgaagacga acataaagca actttgtcag 
aagcttaaaa
   609361 ccgaagcaaa aatcaaaaag cggctaattt aatttagccg cttttcttta 
tgactattta
   609421 aatcggaatt aactgccaaa ctaaaatgtg aacatacagt tacatgatca 
aaaaattcta
   609481 aatttccaca taaatcatta tattttatat attttacctg aaactatgct 
ctacttattg
   609541 tttaccagat gacctaaaaa cataccaatg accatcgtta aagatagatt 
tgctatacta
   609601 gataagcagt gttagccgtc gttattaaat tttatgcatg atccagtcct 
tgagtcacat
   609661 catctcgtat gtgagaaacc ccaaacacgc cgcggtatag aacgtcgttt 
agctctattg
   609721 ctaagcgcaa ccgagctgtt tttggaaaaa ggatatgatg ctgtctctct 
tgacgacatc
   609781 gttaatcatg ctggtggttc aaaaacctct atttataaat actttggtaa 
taaagatggc
   609841 ttatttactg caatctgcga ttatcgccgt gaaatgtttt ttaaagatat 
ctgcattgca
   609901 tttcaaccag agcaaacttc tttaaaagat tatttaatcc aaactctcat 
ccgtttttat
   609961 aagcacatta ttcaacctga acacattgcc tttttacgtt tggttattga 
acaaactcaa
   610021 tgtaatgcaa ctttgagcca atacttatat gaaaaatgtg ctctggatgt 
ccaaaataca
   610081 attgctcaag ccttactcat atctcatcaa tcaggtgaaa ttacctgtac 
atctcctgat



   610141 cattcctctc ttatgtattt tggaatttta cgtgatattg aatggcgaat 
gattatggga
   610201 atgcctcttc cacccaatga aatggaagtt attgattata ttaactattg 
tgttgatatt
   610261 ttcttaaagg ggcatcataa agtctaattc ttttgcattt tgaaatgctt 
atagtatagt
   610321 agacttcttt tttcccactt ccacccagcc aacaacagat aattgttgta 
attcaaaaca
   610381 attattatgg agtagctaca tggctctaag acatttcctg actttacgtg 
atctatccac
   610441 tctagaactt aatcgcattt tagaacgcgc aagcgaactt aagaaaatgc 
agcaaagcaa
   610501 taaggtatat caaccttttg ttggtaaagt attgggaatg atttttgaaa 
aatcgagcac
   610561 acgcactcgt atttcttttg aagccggtat taatcaattt ggtggtagtg 
ccatcttctt
   610621 atcacctcgt gatactcaat taggccgtgg tgaaccgatt gaagattcag 
cacgtgttat
   610681 ttcaagcatg cttgatatcg taatgattcg tacttttggt cacgatattg 
ttgaacgttt
   610741 tgcatcttat tcaaaagttc ccgttatcaa tggcttaact gatgatcacc 
atccttgtca
   610801 gttacttgca gatttacaaa cttatattga acatcgcggc agtattgaag 
gcaaaaccgt
   610861 agcttggatt ggtgatggca ataatatgtg taattcatac attgaagctg 
cacacatgat
   610921 gggtttcaaa ctcaagattg catcaccaaa aggttatgaa cctaaacctg 
agtttttagc
   610981 agagtttggg cattgtgttg aactttttga taatgcggaa gatgcggctg 
taaatgctga
   611041 tcttatcgtt acagatgtat gggcaagcat gggacaagaa gaagaacaga 
aacttcgtga
   611101 aaaagccttt gctgattttc aggttaacga gaaattaatg ggacttgcac 
atccggactg
   611161 tttattcatg cactgcttac ctgctcatcg tggtgaagaa atttctgaaa 
ccatgctcga
   611221 ccataaaaat gccgtagtat gggacgaagc agaaaaccgt ctgcatgcac 
aaaaagcttt
   611281 aatggaattt ttactcaacg aaaatttgaa aaaagcttaa tttctaattc 
aaaaaacagc
   611341 atcgttaagg tgctgttttt ttatttttat aagttcccta ttcccctcat 
ttattatttt
   611401 aaaaattttt atgatgttgc ccaatatata aacagtctat atttcaactg 
tcacacataa
   611461 tcgtgtataa cattctacac aataagccaa gcctactcgt gtagagtgcg 
attatgacaa
   611521 tccttgaaca atcattatct gaaatccctg cattttcgat cattcatgaa 
catttattta
   611581 gttcagcgca accttctatc gaacaactta agctcattaa agagtatggt 
tgtagcactg
   611641 ttataaattt agctttatcg aattcaccag atagtattaa aaatgaagat 
cgggtctgtc
   611701 ttgaatatgg tttaaattat attcatattc caattgactg ggaaacaccc 
tcttctgacc



   611761 aatgcttatt agttttagat ttgattgatc atttagtgca gaatgaaatt 
gtttggttac
   611821 attgtgccaa aaataaacgc gtaagttgtc ttatgtatgt ctacagacaa 
ttttatatga
   611881 atatggatat gccaacctgt caggatttgc ttcatgagat ttgggagcca 
aatgaaacat
   611941 ggacaggact cattcatagt attaccttac agcttcaagg ccgtaaggct 
accttagaac
   612001 ttcaacagtc tttgcaacaa accaatgatt tagtttaatg agatattaac 
accgtcgctg
   612061 ttgctaaaat tccttcttgg cgaccagtaa atccaagttt ttcggttgtg 
gtcgctttga
   612121 tactaatttg atttaaatct acatttaaaa catctgcaat gctttgacgc 
atttccaaat
   612181 tgtatttggc taatttagga cgctcacaag ctaccgtaat atcagcatta 
tttaaatgat
   612241 aacctcggtc taatattaat tgataaacat gtttaagtag aacacggcta 
tccgctcctt
   612301 taaattctgg atctgtatcc ggaaaatgct gaccaatatc accaagtgct 
agagcaccta
   612361 gtaaggcatc gcataatgca tgtagcacga catcgccatc agaatgtgcc 
ttcaaaccat
   612421 gcgtatgcgg aatttgaacg ccagctaagg ttacgaagtt accctcttca 
aaggcatgca
   612481 catccattcc ttgtccaata cgaatttgag caaccatata aactcttccc 
ttctattata
   612541 aaagcttaag aaatcttgta ttcaaccgtc gtgtttcgct atagtacact 
tagcaaagta
   612601 gactgaaagt ataagcgatc atgccgtcga atactgatat gaatcaattg 
aaaagattaa
   612661 gttttgtcgt gacattgagt tgtttatgct catcgcttgt ttttgcagag 
tctatcgact
   612721 gctccaactc aaaagcagag ctaaaaatct gttcaaaaac ctttagcgaa 
gcacgaaagc
   612781 agctcaacaa taaatatctt tctgcatact tggtcacaga tgcccccctg 
cagcttctac
   612841 aagatactca aacattgtgg cttagacaaa cacaacaatg caaaaccaat 
tcatgtattc
   612901 aacaacagtt tgatgtacgt ggtgatgatt taaattttta tgcttcactt 
aaacaaaccc
   612961 taactcagca ttatcttaaa tttgaaaatg gacatattgc atctcagccc 
gttcatttac
   613021 aaatacatca acttgctaaa gataaaatca aaattgaagg tttagcttac 
cgtaatccga
   613081 ataaccgaaa agaaacccaa acggtttcac ttatggctta cagctctcct 
gaacagaaaa
   613141 gtgaaatttt agataatgaa cataactgta aatataaatt tgactttcag 
aaagcactgc
   613201 tcatcgtaaa aacccagcaa aaaggttgtg agcgcttcac aggaatttat 
cgcctgtacg
   613261 actagtgaat ataaaataaa aaagccagtg catagacact ggcttttctt 
tttatgctgg
   613321 atacttttgt tgaatatcct gactcaccaa aacagctgta gctgctgaca 
aagtccagcc



   613381 tagatgacca tgccccgtat tatagaaaac tcgagactgt ttagactgtt 
tcacaactgg
   613441 caacatatta ggcatcattg gtcttaaacc cgcccaaggc acaacatgct 
cagttgaaat
   613501 gtcaaaattg cggtttaccc aatttaccaa aggttgaata cggtcggctc 
gaatatctcg
   613561 attataacca ttaaactcgg ccgtacctgc tacacgtaaa cgatctggtc 
ctaaacgaga
   613621 cgttacaatt ttagcgctct catccaacaa actcacccac ggtgcatttt 
ttatactttt
   613681 ttcatctttt aattggacgg taattgaata acctttgacc ggataaacat 
ttacacgttc
   613741 accaatcata tcagctaact gataacttcc tacaccacca cacaccacca 
aaacatcacc
   613801 ttctaattga aagctgtctg tttgggaaag atgcggatgc tcagcacttg 
gctgacaatt
   613861 cagtaccact ttatctgcat gacacttaat atcagtgact tccagtccaa 
atttatactg
   613921 aaccccatat tgtttagtct tttcagctaa agaggttgaa tatttatgga 
tatcaccggt
   613981 tgcatcgctt ggtgtgtaat agccaccaaa gtactcaccc gttaaagaag 
gttcaattga
   614041 tttcatttcc tcaggtgaaa ccgagtaacg ttctaaagtc cctttattta 
aaacatcatt
   614101 aactcgctta gcgatgtcat aatcatcctt agtatgatac atatgaagaa 
taccgcgttt
   614161 ctccaaatca aattgaagct gctctttttc agctacgtca aacaagcgct 
tacgggcaag
   614221 caatgccaag cgaacggttt ctattgtatt ggcttcataa tttttaatat 
gagacaaaaa
   614281 ctcaaccaac caactatatt tatgtaggct aaaggaagga ttcaataata 
aaggagcatc
   614341 tttttgcctc atccatttaa aaccttttat aacggtcgct ttctggttcc 
agacttctgc
   614401 attacaagca gataattgcc ctccatttgc aaatgatgtt tccatggctg 
gataaagatg
   614461 gcgatcaatc actgtgactt ggtaacctaa ttgagataat tcataggctg 
aagtaacccc
   614521 tgtgattcct gcaccaatca caataacatg tggcataaca gacttctctg 
aaatgcaaaa
   614581 acatttcatc agtacagccc atctgtcatt tgtacctgag agtttcgacc 
taaatactac
   614641 cttttagtat ttcgatcttc cccttcggtg agtttatgac ttataagttt 
ttattttcca
   614701 tgcttataaa tcttaagctg ctctccagat tttttaatta ttacagtcct 
tttgcctgag
   614761 agtttccggg cctgttgctc cttcggcggg ttcttaagaa cctctctccc 
gcaataattt
   614821 tgtatttata taagcaatgt atctgccact tttaaaaaaa cgcattcttt 
tcttgtaaac
   614881 ttttgtacaa cccaccaaaa aaacacgcaa atttttgatt taattataaa 
aaaggtgaat
   614941 tataagaatt caccttttgg tattcattag agctttccat taagcacttg 
gtccgaaacg



   615001 gtacctttcc attgctcccg caaggttggc aaataaaatt tctcgcctat 
tgtgaacagt
   615061 tcagcatcaa tgagtgcatg aatttcgtgc ataaaaatat aatccaatgc 
aactagtgaa
   615121 agttgatgat ttttttgtgt tactttttta cgtttcgctt gagcttgttt 
gatcaactcg
   615181 tttgcaaaat ttttatcttt ataagcggta atggcattta aacgaagctc 
aatcaccccc
   615241 caacctgcca ataacttttt gaagatttca aagtcttttg aggttgattc 
ccaagttaca
   615301 ttttccagat cattatcttc aggtaaaaca ggcaataata aatcaccagt 
acttggaaaa
   615361 atctttttaa gatttaacag aaatttaaca ggctgatcac ttgggtaatc 
attaaattgc
   615421 acatgttgtt gagtatctgt taaataaata gagagcattc aaaaaatcct 
tagctaaact
   615481 actgtttttc ataattaatt taaaaattgc aagaacaaaa gcaattaaaa 
aataatataa
   615541 aaacaggata aggtgggcat tttaacaatt atggcagctt attcaacacc 
aagttggttt
   615601 gataaagctt aataaggaat aattacaacc tagaaacttg caaataaacc 
ttatacaact
   615661 ttgaaaatta aaaatatgta tattttagat atattatttt ttagcttact 
attaaattta
   615721 gtgttataat acagtgattt actcactttc atctgggctt ccaaagaaat 
gaatagatta
   615781 caattaattt tattagtttt aagtactgct actttttctc cttttgtatt 
ttctgaaaca
   615841 actatctccc caaccaaata tgaattttat ggacaagagt caaaacgcca 
taagagtatg
   615901 cttgaggtaa ataatagttc agatcataaa attaacgaat cacaacacaa 
tcctttccgc
   615961 tctgactcaa acaaacaaaa cgtagatttt tttgagattg caaaacacta 
ccaagaagag
   616021 caaccacaaa acacttattc tcactctcct gaccatactg taaatatgag 
tgatcatgaa
   616081 cgaagtctct attacattag aaatcatgac aatatgggcc ttcaaagaga 
tgttcgttat
   616141 caacaatata gatcattaaa acaacaatat gataaaggtg tcatttctcg 
tgatgaatat
   616201 aaaaataaag tttacaaaat ctcaagataa gcttatctat attgaagcct 
tcttttaaaa
   616261 aggaggcttc tacagttaat tttgatatag attgttaaaa atattttaaa 
taacaaagat
   616321 tcatagtaaa caaacaataa aaagtaaaca gttttagctt ttaaaacgcg 
ccacactact
   616381 caaatcttct ctacgaataa aggagatagc aatgaagatt cgcgcttcac 
gtacctattc
   616441 aacttattca aataattatt ttatttctaa agagtatgaa tgcagtgtta 
ttccggtaaa
   616501 aggaatgtgc tttactgatc ttggtttgac cgaaaatggt gtgattcagc 
cagtagaaat
   616561 taatgaggtc actatagatc cagcatctaa ttcttatcat attcttttag 
ctaaagactc



   616621 acatgaatat acaaaagaag aattaaaaag aaagtttgaa gagatgaaag 
ctaatggctg
   616681 ggaatatata gaagatctat tggtatagct cttattttta ataaataact 
tagggtaaat
   616741 gaatggccct aactttaaca tcttaagcat aatagccatc agtagttaag 
agtttgtaaa
   616801 ctcgatataa aatatactgc tgatggctat tgttaaatcg tttatttact 
atttggcgaa
   616861 accatttttt caggtttaac tacttcatca aattgctctg ctgtaacaag 
tcctagctct
   616921 acagcaactt gttttaaagt tttattctct ttataagcag ttttcgccac 
ttttgcagag
   616981 ttttcataac caataaccgg atttaatgcc gtaactaaca taagagaatt 
atgcaagaaa
   617041 tgatcaattt tctcacgatt cggctcaatc cctactgcac agtgatcatt 
aaaactatta
   617101 catgcatcac caagcaactg aatagattgc agtaagttat aagcaatcac 
tggcataaat
   617161 acattgagct cgaaattacc cgaagcacca gcgacattaa tagtggtatc 
gttgccaagc
   617221 acttgagcaa caaccatggt cattgcttca ctttgagtcg ggttcacttt 
acctggcata
   617281 atacttgaac caggttcatt ttcaggaata cggatttcgc cgaagccaca 
acgtgggcca
   617341 cttgctaacc aacgaatatc attggcaatc ttgttcaagc ttaccgctag 
agtttttaat
   617401 gcgcctgatg caaaaacagc agcatcacgt cctgcaagtg cttcaaattt 
attaggagcg
   617461 gtaacaaatg gcaaacccgt taaagctgca agctgagctg ccgccttaac 
agcatagtca
   617521 ggatgagcat ttaacccagt tcctaccgct gtgccaccta atggtaactc 
atacagacca
   617581 cttaaagctt gctgtaaacg tactaaacca tgctcgagct gagaaacata 
accgctaaac
   617641 tcttggccaa gtgtcagtgg cgtcgcgtct tgtaaatggg tacggccaat 
tttaacaata
   617701 tcttggaatt cgtccgactt tttttgcaaa gtcgctttaa gctgttctac 
ggctggaatc
   617761 agtaattcat taatttgcaa acttgccgca acatgaatag ccgttgggaa 
tgagtcatta
   617821 gtagattgtg cgcggttaac atgatcgttc ggatgtaccg gcttttgtgc 
tccaagcgtt
   617881 tggcctagct tttgatttgc aatatttgca atcacctcat tacagttcat 
attactttgc
   617941 gtaccagaac ctgtttgcca aaccacaagt ggaaactgag agtcccattt 
ccctgcaatc
   618001 acttcctcgg ctgcccccac aatatattgg ctcaaatctt gtggtaactg 
gcctaactct
   618061 gcattggtta ttgccgctgc tttttttacc aagcccatcg ctcgaatcat 
ggcacggggt
   618121 aaacgctcct gcccgatttt aaagttctgt aagctacgtt gggtttgtgc 
accccacagc
   618181 gcttcattcg gaacttcaat ctcacccatt gtgtcatgtt caattcgtgt 
ttgcatagaa



   618241 acctcggtta tctggttaaa gaactcacgg gctgaagcaa tttatgcttt 
ggctagttaa
   618301 ttttagtatc gtactcaagc attccattat tgtaaataag aatcattatc 
ttatcttcca
   618361 tttaatgtat tttgataaaa tctccattca tcttcaatca tttgttttaa 
agttcgctta
   618421 ggtgcccatt gtaataaagt ttttgctttt cctatatttg caccaatctg 
tgctaactct
   618481 tcatgcttat aaatcgcaga ttgtgtcgga atttcggctt gggtaacctg 
tgaaatttca
   618541 tctaataatt gacgaatcga atgcacttgc tcatgagcaa tattaaaagc 
ttcacagcaa
   618601 tggctttgat cacgtaacca atgtaaagtt gagcttactg cctcacatac 
atctaataca
   618661 tgtaaaaagc tacgttccac ggtatggtcc tcggtagaag actgatcttg 
taactcaatt
   618721 aaatcacgtt gcatcgctgc aacttgcatg gcaagcggta caatattttt 
agggagctgt
   618781 gctacatact cgcctaatac gccatgctca aaagcaccta caatatttga 
tagacgtaaa
   618841 attgcaattt tccattcatg atcaattttg taagtatcac ggatgatttc 
ttcaatcatc
   618901 tgttgcgact taatataagg gttaggataa gcatagttga aatcatctgt 
ttcgcttaac
   618961 tgtgaaccag attttccata gactgccaaa ctagataaat gaataaaatg 
acggacgcct
   619021 gtacgttgca ttgcacgcaa taggctcatg atacaactga cattatcatt 
ataatattca
   619081 agcggtttta aattagactc ttcaatagat ttaaaaccag ccgtatgaat 
gactgcatca
   619141 attgagtact gttcaaatac tttgttcaat gcaggcgtgt tacgtacatc 
aagtttaaca
   619201 aacggaacgt acataccaga gatgtattct aaccgctcaa gcgtttgcaa 
ggtcgagtta
   619261 gccaaattat cgacaagaac cacttcttgg ccttgagcca tgagactcaa 
tgcaatatgt
   619321 gaaccgataa agcctaaacc acctgtcact aaaatcattg tatacttacc 
tttctcttaa
   619381 tgtatctacg cccatttaga cgtatgacca tagtgaattc tcaatgagta 
cattactact
   619441 aataacctct gctcctactt cgatccatgc ttggcatgcg ctgggcctag 
ctcaggcact
   619501 caaaagtaaa aatgaagact ttcgtgtatt cttttaccaa gatggcgttc 
aagttgcgaa
   619561 tgattttcag tgggttcctg acgaccagcg taatttaacg catgaatggc 
aaaagctcgc
   619621 gatcagactt cctgtttgcg ttagcgctgc tcttgcacgc ggcattaccg 
atgcagaaaa
   619681 tgcgagtcgc catcaactta gtcatcacaa cctagcgaac aactttgagt 
tggttggtct
   619741 aggtgaactt gctgatgcag tacagtcagc ctctcgtctt cttcaatttt 
aagttacttt
   619801 gttaacttag attgttgctt ttaaaaggta tattgtgtga aaactgtact 
cgttattttg



   619861 acccaagcca atttaatcag cctacaagtc aatgaaagcc tcgccgctac 
tatggtttta
   619921 gcaacctttg gctcaccagt caaagtatta ttaaaagatg cagctcttag 
tcttttacaa
   619981 aatgaaggta acttcgacca attgcagcat gcttttaaaa ttgcttcaaa 
catggtggat
   620041 agctttgagt tttatgactt aagtccaatc cttattgaag caaaaaacaa 
acagcatcca
   620101 tttgttcaaa acagcgagca ggaactagaa tttgttcagt tagatactga 
actcatccag
   620161 tctttcgatc atgtcttata ttggtagata aaggtgtaat tttaatgacg 
caatcaactc
   620221 tttatcttgt gcaagcttct tatcaccata ctcctcgcat tattgaagaa 
cttgcaaagc
   620281 tatttcataa agatgatcaa attgttttta tgggtgactc aactgctcaa 
ctttcggtaa
   620341 atatttgtca gcagtttcgc tcagtttctt gtttgtctca tgaaaaagat 
ttaattgatg
   620401 cagaaacctt ggctcacgtt aaggtattga actatgacca gtttgcggat 
ctggttttac
   620461 aatttaatcg ttgcatttct ttgaaataat atagttaggc tcatttttat 
gaatttagaa
   620521 ttagatcaag atggtcattt agtcgactat acgatttgga atcccgaagt 
agcacaggaa
   620581 ctcgccaaat ctctcgatct tgaattaaca gattggcatt ttgaagtttt 
agctgcggtt
   620641 cgccaatttt atcagcaatt tgggcattct cctgcaacac gtcctttgat 
taagttttta
   620701 atgaaaaccg tcagtccaga tattaataat gctgttttac agcaaaaatt 
taataccggt
   620761 ttagttgctc gccatctcag tcgcttggca ggtattccta aaccggcaaa 
ttgtttataa
   620821 gtttttatgc gaatttttta gcggcagcga cacataaaat tgttactgcc 
gttaccatta
   620881 acatcgacca acttacgtgt tcatgtaata aaagtgcggc aatcgcaagt 
cccattaagg
   620941 gctgtaaaag ctgtagctgg ctaattgcag caataccacc ttgtgcaagc 
cctttgtacc
   621001 aaaaaaagaa cccgatgagc atactaaata aagatacgta aaccagccct 
gctaccgctg
   621061 atgtagatac atcttgaaag gaaacgggca tataaaaaag agtagcaagc 
agcataatcg
   621121 gcaaagctaa aataagcgcc caacagatca cctgccatcc acctattttt 
ttcgaaagta
   621181 ctccgccttc tgcataacca aatccacata gaataattgc aataagcatg 
tataaatcgc
   621241 cgatgccaaa agaagcttca cccgataaga aaaacatata ggtaaaaaca 
accaaactgc
   621301 ctaaaattgc aaatatccaa aaaaataaat ttggcttttc tccacctctc 
actactgcaa
   621361 atatggcagt agcgagcggt agaaggctaa caaagacaat cgagtgggct 
gcgttcatat
   621421 actgtagagc aagcgcagta aataagggaa acccaactac aacgcctaaa 
gccacaatag



   621481 cgagtggcca ccaatcttgt ttagcaggct ttttttcctt aagcaaaaag 
ataagaatta
   621541 aacccaaaac tcctgcaatg acagctcttg ctgctgttag aaaaccaggc 
tcaaaacctg
   621601 ttaccgcaac acgggtagcc ggtaatgaac cggcaaaaat tgcaacccca 
ataaaaccat
   621661 tcacccaacc gttcataaac ttttgcatat tattctccgc aactatacga 
agaatttaag
   621721 ctgtgatatg gtgtcaaaac cagatacaaa gcagtacaat tttaaaaaac 
tgttatgtat
   621781 aaacaaacag tacagttaga gataattagt gtgaaccaga ccaaaacaaa 
aatcgagttt
   621841 gttatttcac agattgaaca acaaattaag aatcgttctt taactccagg 
aacccgactt
   621901 ccctctgtac gtaaattagc caaagattta ggtttttctg tttctactat 
tgtcgaagct
   621961 tatgagcgat taattgccct aggtaaaatt gaatcacgta gtggttccgg 
cttttatgta
   622021 gtagcacccc ttgcaccttt agccttaagt gaattaggac ccaaattaga 
tcgctctata
   622081 gatccgttat ggatttcacg tcagtcttta gaagcagaac ctaatgcgtt 
taaacccggt
   622141 tgtggttggt taccaaatga ttggatgcca cttgaaagta tccgcaaagc 
attaaggtca
   622201 gccacacgta gcgaagacga tagtttattg ggttattctt caccgttggg 
gctgcccgca
   622261 ttaagagatc tactggctag acgggcacaa agtaaaggta tagaggcaaa 
ccttaatcaa
   622321 gttcttctaa ccgattcagg cactcaagct attgatctgg tttgtcgttt 
tttacttaaa
   622381 ccagatgatg tagttctaat tgatgaccct tgctacttta actttcatgc 
tctacttaaa
   622441 gttcatcaag ttaaagttgt tggtattccc tacactccaa atggcccgga 
cttagaggca
   622501 tttaaagaag ctatcgagag ctataaccct cggctttata ttacaaattc 
cggaatacac
   622561 aacccaactg gtgcaacact ctcactctcg acagctcatc aattattaaa 
gttgattgat
   622621 cagtctaatt taattgtgat tgaagacgat atcttctcag attttgaata 
tactcccgct
   622681 ccacgacttg cagccctaga caacctttca cgcgtgattt ttattggaag 
tttttctaaa
   622741 acgctctctg cttctattcg gtgcggctat attgttgcga aaccagaatg 
gattgatcaa
   622801 attaccgatt taaaaatagc caccagtttt tctcacaatg gactctcagc 
caagatttta
   622861 cacacagctt taaccgatgg ttcatatcgt aagcatctag atttattaaa 
agttcgttta
   622921 gctcaagcca tgcaagaaac tatcgcgaag cttaaatcga ttgggataga 
accgtggatt
   622981 gagcccaagg ctggaatttt tgtgtggtgt catctaccgg aaggtgtaga 
tgcagcgaag
   623041 attgctcagt tttgcctgaa tcggcaagtg attctcgccc cgggtaatgc 
ctttagccaa



   623101 gcacaatcgg caggtcaatt tatccgtttt aatattacac aatcaaatca 
tgattatatt
   623161 tataagaccc ttgcagaagc gcttctacaa gggtcgttag agaaacaagt 
ttaagcctgt
   623221 ttttgctttt gttccatata agcaaaatag cccggcccag ccgaaacctg 
aacttgtttt
   623281 gcatgtaatg gttcacgaca tactgaacac accataacag gttcaaactt 
atgtccacat
   623341 gctttgtgtc gatattccaa aggtttacct aaaccttggt ccatccattt 
atctgcccag
   623401 ttcgccatag ataagataat tggataaagc tcaaggcctt tatgcgtgag 
acgatattca
   623461 aagcgttcct gacggtcaaa ataaggcgct ttcactaaaa tttcgtattc 
aaccaaccgt
   623521 tttaagcgat cagaaaggac atgacgagtg acacctaatg atttttgaaa 
atcatcaaaa
   623581 cgacgaattc ccataaaagc attacgtaat attagcatcg tccatcgatc 
accaatcact
   623641 gatagcatac gggcaacaga acaaggctga tcaccgatgt catcccattt 
catctttatg
   623701 ctttcctcaa tataaaactg gcctacttgc cttattattt ataccctaaa 
ccacttaata
   623761 tgttatatgc aatattcagc ttagaaataa gtttttagta tatttataaa 
ggttattttt
   623821 taaaataaca gtcactaaaa atagttataa aatataatta atccatcagt 
atggattaat
   623881 tatatacagc ttatttataa gttaatttga aataaagagt ccctttagca 
ccgttcctga
   623941 tgctagtttt gtattcgcag gaatacggac taaactattg gcttgcataa 
ggttactcag
   624001 catatgggac tgctgcttgg ccaaactttt tactttaagt tgccctgcat 
caaaataagc
   624061 atacattcgt aaaaaacgct cacgtgcatc ttcttttaaa tcatgctcta 
aaattgcggt
   624121 aaaccattct ggtccctgtc tattgccctg caatgcatca agcaaagatt 
taccgtaaac
   624181 ttgcattgcg acatataccg cagccggatt gcccggcaaa cctagcaaat 
agcaagaatg
   624241 gatagcttgt gaattatggt attcggcaaa gaataaaggt ttacccggtt 
tttgtttaac
   624301 tttccaaaag atttgttcaa atccaacttc gaaagcacag ggccgaacaa 
agtcgtagtc
   624361 tcctaccgaa actccgccag tcgttataac aacatcatgg ctgtctttta 
gctggttaaa
   624421 gtaatgggtg acctgctctg cttcatctgc cacatgaatg agttcaacat 
ctaaaccata
   624481 atcttcaaac caagctttta gtaatgggcc atttgcatca aagacttttc 
catcgattaa
   624541 atcttctgct gtttcggcaa cttcatcacc cgtgatcaaa acagcgactt 
tcggtgcacg
   624601 atagacttca agggtttgca cacctgccat acttaaagca gccaagcttc 
caatatttag
   624661 aaactgacct acttgagcaa gtaactgccc ttgctggatt tcttctccgg 
taaagcggat



   624721 atcggcttga gggcgtatat gttccgttaa acaaatttct tgggccgaaa 
taaccgatac
   624781 gatttcttgc cgtgctacat gcgttgtccc ttcaggaatt ttgccgcccg 
taaatatacg
   624841 aatcgcctga ccttcaccaa gtatgtcatg actctcgctt ccggcacgaa 
tctcacctgt
   624901 gacttggaac ttttgattat ttaagtcttc tgcatggcta caaagtgcat 
aaccgtctac
   624961 cgcactttga gaaaaacttg gtaaattaat ttcagagtaa atctctttcg 
caacatagct
   625021 acttaggcta tttattagag tcttttgaat agagcttaag tttttaggct 
tattaataac
   625081 taaatctagc gcttcatcta tactgattaa tccacgctca gcaccacaac 
ctgacattat
   625141 tcatagcctc ccggatgtgg taaatcacgg caaacatcaa aaatatggac 
taatgcgggt
   625201 aaaatagcgg ccattgattc gcttgctcca ccacggcttc ccggtaacgt 
cactactaac
   625261 gaacggtcaa taaaccctgc tactccgcgt gacatagcag cgtatggcgt 
gcgtttttgt
   625321 ccaaatgagc gagcagcttc cattaagcca tctaatttac gttctaaaag 
aggctctagc
   625381 gtatcaaccg taatatcacg cttaccaatt cctgtcccac ccacggtcat 
aatacaagca
   625441 tacgatttgg tgagttctag gaccaattct ttgagatcat ctgcttcatc 
aggcaaaatt
   625501 tgataatgga tcggatcaaa tccagcttca gttaaagttt caaccacaga 
ttttccggca
   625561 gtatccggct ttctacccgc tgctacggtg tctgacaaga caataacagc 
agccgaaaca
   625621 ggttgacgca atacccgttt aaaatgggat tttccgcctt ttttcttaag 
tagtttacat
   625681 tgatccatcc agagttcttc tggttcacaa tgaggcttta acatatcgta 
aatagttaaa
   625741 cctgcaaggc ttgccgccgt taaagcttcc atttctacac cagttggtcc 
aatggtctca
   625801 acgacagcaa taatttttac aaagtcatgt tccaattcat attctacatc 
tgcccgataa
   625861 atcggtagcg gatgacatag tggaatcagc tcatcagttc gttttgctgc 
caaaattcct
   625921 gcaacacgtg ctgtttttaa tgcatcacct ttttccgtgt ttccttgtct 
taatagttca
   625981 atacagtgcg gtggtgcata taaaatcgct tgtgcttcag caacacgata 
actttccggc
   626041 ttcattccta cgtttttcat tatttatcct agtattacat atttcagtgt 
gagtgctcat
   626101 ggccggcatg atgatggtga tgtttgtggt cgtgcggtgc atccttacga 
atacaacagc
   626161 cctctacata atgacttgtg ccatctgtaa aaaactcttc tttaaagaca 
ggtacttcat
   626221 gctttacccg ttcgaccgct tcctcacatg cctgaaaagc ttcacggcga 
tgggctgcat
   626281 acgcaatcgc aataatggct gtttcaccga catccagata tccaattcga 
tgaaccactc



   626341 gcacataaga tacctgatac tttttctcaa tttctagttc aatttcacgt 
atcatttttt
   626401 ctgcaagcgg tttatacgat gtatatttca gcgcctttac cgctttacct 
tcgtggtgat
   626461 tacgaaccgt acccataaaa atatcgatac cgccacattc aggaaaagac 
tgaatcggat
   626521 caaaagtatc caagcttaaa gcctgctctt gtattcttgc gaactctttc 
atgactcatc
   626581 ctccggcaac gggtgataat aaaaccaaag tgcatggctc acttaagaca 
gtttgtctgg
   626641 ttatgacatt atcaccaatc gcacatgcac atttttccat ggcttttgta 
gattccggat
   626701 gtaataaaac aatttcatct aatacatctt taactagact atggctagga 
caaactaaca
   626761 aaagattttc aggaagcaat ttttcaattg caccaaatgc ttcgacttta 
atttggatag
   626821 attgttgcat ttatccccca agcatatgca tgctgatttt acgggtttgt 
tgatgttgta
   626881 aggcatggaa acctttggct ttatgccaga tataaggatg aaccagattc 
tttaattttt
   626941 ggatatacat accgtattct ggagtatgtt gtttgcttac tagcgtttga 
agctgaggct
   627001 taatatttaa gccttgtggc gcaaataaac agttatatag ttcgcctttt 
gcggtaagcc
   627061 gtatacggtc acattggtgg caaaatgaat gtgtaattgt ggaaataatt 
cctaaatggt
   627121 agctaccgtt aattagatat tgacgcgctg gctcatgttg ctgctcgatg 
acttgtaccg
   627181 aataatactg ttgcaatacc tgtaaaattt cagcctcact taccacatct 
ttatttgacc
   627241 aaagtgcatc accatcaagc ggcataaact cgataaaacg caaaggaata 
tgatgagcaa
   627301 ttgaccattt caccataggt aagatttgat catcatttct atctttcatt 
aacacgcagt
   627361 taattttaaa aggtaatcct acttcttttg cagcttgtat cccctctaaa 
acaggctcca
   627421 attttttctt ggtcaactct ttaaactgaa caggatctaa actatctaaa 
ctaatgttta
   627481 aatcatctaa tccagcgtct tttagctgct tggcatgttt agcaaggtaa 
tgaccattgg
   627541 tagtcatcga tatacgtttt aaacctaaac tttttaaaga ctgtagatct 
cgaatgaaat
   627601 gaacaatacc ttgacgcatt aatggttcac cacccgtaat gcgaatactt 
tcgatacctt
   627661 gctgcaccat aaaatgacaa aattgaaaga gcgcttcaaa actaagcaaa 
tcttgtttat
   627721 ttaaccattc tggatgctca ggcatgcaat atacacactt aaaattacag 
cgatcagtta
   627781 cagaaattcg taacttacgc ttgatacgcc catattgatc ttgcagaagg 
cttggcgcag
   627841 tttcagagtg atattgtttc atcatttgca ctcatatcga gaacagttca 
aatattgcga
   627901 gcaccgatta tgaacaatca aatacaaaaa attgcgccta aatagtgctt 
tgctttttat



   627961 gcaaaatttg ttccagctct acttatcttc cataatattt aactttttat 
cggtttttca
   628021 ccgcgccttc tcgagaacaa tttaaaaata aatctcgagt tagcgcggta 
aaatctatgt
   628081 tttacttgat tctatttcta acacttttct aaacggatgg gtacatattt 
atggtacggc
   628141 gttttcgaca atggatcaca atgttcagca gaaataagta agtttaattg 
tggtccaatt
   628201 ggttcaccat tttgaaatcg cataccatag ccatgtggaa gtgatacgac 
acctcttctc
   628261 atcccatcat ccaactcaat agctacctga atttctccat gcgctgagat 
acatttaagc
   628321 tgccctcctg catctacatt taagtgtctt gcatcttcag gatgaatacg 
cagtgcacct
   628381 tctgcatcta cttttcgcca agcagggtca cggtaaattt ggttggcatt 
gtaactacgg
   628441 cgttcacctg acaaaaggat gaaaggaaac tcttcaacat taacgttatg 
gcttttcaat
   628501 cttgcgagtt cacttaacat ctcgggaatt gcaagacgta ttttcttatc 
tttataagct
   628561 accagtttcc agacttcgtc atattcatgt tgcgataaaa ccatacctga 
acgttgcttt
   628621 aatatctgct caaatagttt gacaccttgt gttaacggat tacctttata 
acctgcacgg
   628681 cgtactgctt tggtatgtaa tacagcatat tgaatagata gcggcaataa 
aaaagcaact
   628741 gaatctgctg aattgccaag tcgtttgcca agagttcgat aaataataga 
ggcagcaaaa
   628801 gggatatatt ttttatggcg tgccaaggta agtcctagcg ccgacaagta 
cggtaaatag
   628861 gctgtttttt tcgagtcgac cgcagctatt tttctagaat tggaaaattc 
ttcggaatag
   628921 cattcatagc ttccagtaat cgagtataaa tttcggcttc cggtaaagtg 
tttgcttgag
   628981 cagccaatac gggatgacgc aggtgaaaac cattcttagg aaattccaag 
ttaaaaccag
   629041 taaattccca tttttcaaac tgagtatgag caggcaaaat atagtcggcg 
agtctcgcgg
   629101 tttctgtcat cgcaacatca actaccacca gcaaatctaa ggctttaaag 
gcttcctcaa
   629161 aggcaggtgt gtcagggtaa gttaatagtg gattacaact atctacaaac 
acagcacgaa
   629221 ttcgcttttc ccctgcttta aggatttcat cgggtaaaat attaggtggg 
aaaaacccgg
   629281 aaatcgggaa cattttatga taaacgctac gtcgatattt tggttttctt 
tcatccgtat
   629341 cggtcaaaat tggaataaac atggtatgca aattattggt accctgtttt 
ccaaagttcc
   629401 ctgtcagtaa gtataaaagc ttttctaaat aaccatttaa tgttgtattc 
aaagtatgtt
   629461 gaatacctaa atcgatacgt acacagcctc tttttgcctt tgaaaaatct 
cgaacaacct
   629521 gataaatcaa atcgacaggt acatcagctt tagcaatata gtcttcaatc 
gggacatgat



   629581 taaatgcagc ttttacttct tcaaacccat gtgtatgctg ctcaataaac 
gctgcatcat
   629641 aaagcttttc tttaataatg attgcaatca tggccgacat taaaaaagca 
tctgttcccg
   629701 gttttagctg caagtgaatg tctgcttgtt ttgccgtttc ggtaacacgc 
gggtcgaaca
   629761 ccaccatggt tcggttcgga tctttcttaa tatgttttag cgtgtctcgt 
gcgttgggaa
   629821 taccatgtgc ctgaaacggg ttcgttccaa taaaaagtac gtaatctgcg 
tattcaacat
   629881 cttctgtagt atggcaggcc tgactaccga ataaacgtcc attgagccag 
aaatcgcctg
   629941 ttttttcttg ggcaagtgag ttatatgcat aataactttt catagccaat 
aaaagttgtc
   630001 ggccataagc tgcgccgagg tggttaccct gaccaccgcc cccaactgaa 
gcaaaagcag
   630061 taccaccaaa tttatctcta atctgaacca attgatcggc aatttcttgt 
atcgctacat
   630121 cccaactaat ttctttaaat gaaccatctg gttggcgttt taaaggtgcg 
gtcaaacggt
   630181 ctgcatgttt ctggtaatgc tgtaatcttg cggctttttg gcaaatgtaa 
ccttgagaaa
   630241 atggatgctc aggattacct ttaattttga caaattggtt atctttaatt 
tctacgctca
   630301 aaccgcagtt tcttgaacat aaaatacatg cggtcacatc tgttttactt 
tgctgagctg
   630361 cgtccatcat ttttctggct ccgtttattt ttatacatct ggctagaatg 
aaaataacaa
   630421 gttccaaaat agaacttaaa ttctaaacag tcaataactc aaaatttaaa 
aaatgatttc
   630481 agattatcaa tgtaaatttt aaatcgatat aattgaagtt ctaatttgtc 
gaaaaaatct
   630541 ctttaaatgc tttaatttgt ttgtattgtt gaagttcatc taaagaatta 
atgctatgga
   630601 aaaataagtt ctgcttttga aaaatggcta cttgtgcatg taaaagttta 
aagcaatttt
   630661 ttaaactcaa ttgttgctta tcaatttgct gctctaaaac ctctagactt 
tcacgtttta
   630721 acaaacaaaa tgggtataaa gcatctccgt taattgaaac gtaagctgcc 
tgagcctgtt
   630781 tatttttgcg aagtgcactg tgtaatttcg caacgacttg cgtaggtatg 
taggtcacat
   630841 cacaaggaat aaacaaaaca taatctgctc gtacatgaga ccatgcactt 
ttcatcccca
   630901 taagcgggcc gaaaaaacct gaagcatcat cttgaaaaca tttaatatcg 
ggcacaatac
   630961 tttgatagat tgaatagtct cgatgactat tcacccaaat ttcagatact 
gaagatttta
   631021 gcttttggtg aatcttaaga agttgcgtat cgccatcgaa ttgctgcaac 
agcttattta
   631081 aaccattcat acggcgggct tgtccacccg ccagaatgac cagatcagtt 
atgggatatc
   631141 ccttattcac acttctacct cttgctggca agctttaatt aagccacgga 
tttcaggtaa



   631201 acatgatcca caattgccac cagcttttaa acaagcagtg acctgttttt 
catgggtaat
   631261 gttttgtgtt tttattgctt cgataatttt attcttacct actttaaaac 
aactacacac
   631321 caaaggccca tcattattgg tagccgacat tggcatacct gctagtaaag 
ctttacggtg
   631381 caaggcgctc aaacgttctc ttttaaacag acttgctacc cagtcacggt 
ctggcaataa
   631441 atctggcggt gcaatatata gacttgcaat tacaatgcca tctttcaaaa 
taatactatg
   631501 gctcagttgt gaagaaatat cttctatgct taaccattca aaggtttcat 
cggcaaatgg
   631561 caaaaagctt ttcagattct tttgagtatc atgaaaagtt tggcggtctg 
caagttcata
   631621 gcgattggtt ttcaccattt tgactttagt ccaccatgca cagtgatgta 
gcgattcttg
   631681 aatatgcgaa tcgtatcctt cacgaatata gagcacacct tgccaagtgg 
tatagaacgg
   631741 ctgaatagct acaggcgtat gtttgaactc gggctcacct gaaattgcat 
caacttccgg
   631801 attcacgact ttaccaatac gggcgtcgga tgcgacctgt tcagtccagt 
gaatcggtgc
   631861 aaaaatttgc ccacgacgga cacctgatga gaatgtcacg cgcagtacac 
aactgcccca
   631921 tttcgaacga acttcgacca agccttgatc acgcacacca aacttcaatg 
catcactcgg
   631981 atgaatctca cagaatggtt cagcacgatg actggttaaa tttggcgaca 
aaccagtacg
   632041 ggtcatggta tgccattgat cacgaatacg ccccgtgttc aaaatgagcg 
gataatcttc
   632101 tgaaattgca tgtaccggat taattgcaac agtaggaatc aattttgcct 
tagcattttt
   632161 gtgactaaac tggcccttgc caaacagttg ttgaacggct ttagcgtctt 
ggtttttact
   632221 ccagactggc cattgtactg gttgcagagc gtcgtactca gcattactta 
ggctcattaa
   632281 accttttaaa ttgaaataac gaaacgtatc agtttgctca cgtgtattga 
tgtccgcatt
   632341 atcttgtgct gacaaagccg catgttcatt gaaaatatca acagcactat 
taaagtcaaa
   632401 acctttaaag cctaattttt tcgcaacttg actcactgac caccaatccg 
cctttgcttc
   632461 acccggcgca ggtaaaaaag cacgttgacg tgaaatacga cgctcagagt 
tagtaacagt
   632521 tccatctttt tcaccccaac ctaaagctgg aagcaaaata tcggcgtaag 
ctgtagtatc
   632581 ggtatcggca cagatatctg acaccacaac caactcacat ttctctaaag 
cacgtttcac
   632641 ctgatcggca tctggtaaac ttaccaccgg attggttgcc ataatccaga 
tggctttaat
   632701 ttttccagct tcaacagcac ggaacaaatc aacagctttt aagccagctt 
gagttgcaat
   632761 aaatgggctg tcccaaaagg tttgcactac tttttggtgc aagggattat 
ctaaatccat



   632821 atgggcagcc agcatattag ctaagccacc cacctctcga ccacccatag 
cattgggctg
   632881 gcctgtcatt gaaaatggtg cagcgccgag ctttccaatt ttgcctgtta 
ataaatgaca
   632941 gttaataatg ctgttggcct tattcacacc ctgacttgat tgattcacac 
ccattgaaaa
   633001 tagcgtgatt accttttcag tctgcgcaaa cttctcaaag aattgctgta 
atttgtctaa
   633061 agaaatacca ctgcgtttgg caacataggc aatatccgtt tcttgctgac 
tacttaccaa
   633121 aacctcttgc aaaccttcag tataggcatc cacaaaggcc tgatcggcat 
gaccattttg
   633181 atatagatat tggaatagtc cgttaaacaa tgcgacatct tggcccggta 
aaatcggtaa
   633241 atgtaaatcc gcttgctcac aagtactggt aaaacgtggg tcaatcacca 
caacaaacat
   633301 atctggattg tggcttttag cctgcataat ccgctgatac agcacaggat 
ggcaccatgc
   633361 ggtattggaa ccgaccaaaa ccaccatatc tgtatgttca aaatcttcat 
aacttgctgg
   633421 cacaaggtct tcaccgaaac tacgtttgtg acctgccact gcagatgaca 
tgcaaaggcg
   633481 tgagttggta tcgatatttg cagtgcccaa atagcctttt acaaacttgt 
tcaccacata
   633541 atagtcttca gtcaaaagct gacctgaaac ataaaatgca atgctgtcac 
gaccatattt
   633601 gtcgatacaa gactggaatt tatcggcaat tttattgatt gctgcatccc 
atgtggttac
   633661 agtccgatgt agcttacgac caaacatagg ttgaagtacg cgtgtttcta 
accccaaagt
   633721 atccgcaagt cggctacctt taatacataa gcgcccaaag ttggaagggt 
gctcagcatc
   633781 cccctcaact tgcaccacag gtccttgagg tttttgttga acgtttacac 
taacaccaca
   633841 acctacaccg caatatggac atgttgtttt agttgttttt gcaacatggt 
cggagctatc
   633901 gatttcaacg cttggaatac tattcataac tgctcctttc cctatttagc 
ctgcattttt
   633961 taatgcaaaa tctcgaccaa atagcagctt atttctaaat gaagaaacag 
gagtttgatc
   634021 tgcaattaac tctgcatacc acatgccatc ttcagtatca ccgaacagta 
ctgcaccgat
   634081 tacccgatcg ttttgaatga taatgcgttt ataaatctgg cgtttttcat 
cgttcagaat
   634141 aatgtcttca taatcatctt tcggttcaaa attgcccgca gagaatacat 
cgactccact
   634201 cacctttaac tgagtcggta cggttggcgc tttaaaagtt aagctgccgt 
gctctgctaa
   634261 atgggtcgcg caaataaaag cttggcccca cagtggttca accaaaccga 
aagtttgacc
   634321 acggtgttcg atacactcac ccacggcata aatacttggg tcaaatgttt 
gcatggtgtc
   634381 attcaccaat acaccacggt tacaacgtaa tcctgcactt tgcgccaaag 
caatattcgg



   634441 acggatacct acagcaaaca ccacaaggtc agcatctaac actgtgccat 
ctttcaaacg
   634501 gatttgtttg acatgaccat tttcatcacc aattaacgcc tctgtattgg 
cttcggtaat
   634561 aatatgaatg cctttttgct caatactatg acgaagtaac tgacttgcac 
gcccatcaag
   634621 ttgacgttcc ataatacggt ccatcaaatg caatactgtg acattcatac 
cgcgttgttt
   634681 taggccgtac gccgcctcta aaccgagtaa accgccacca atcaccactg 
cattggtttt
   634741 tgaatcgcag tattcaatca tggtgttgac gtcataaata tcgcggaaag 
ttaacacacc
   634801 ctttaagtca acaccttgaa ctggtggaat aaatggcgcc gaacctgttg 
ccagaatcaa
   634861 acgatcataa tcaactgtct gacctttttc ggtgtaaacc actttacgtg 
ggcgatcaat
   634921 ttttacggct ttatcaccgg caataaattt aatgccttta tcgtcatacc 
actttggtgg
   634981 atgcaacata atgtcttcaa tggttttttc acccgataaa accggagaca 
acataatacg
   635041 gttatagttc ccccatggtt cttcaccaat caccgtaact tcataacgat 
ctggcgccat
   635101 atcaagtaaa tcttctagac aacgcatccc tgccaaacca tttccgatca 
gcaccagttt
   635161 aagtttgtct tgtgatacac ctgtattggt aatataagtt ttttgcggca 
ccgcattgac
   635221 ccaaacacgg ccatcaacaa ttttgctcgg gtaaaccgcc aatttttggt 
ctttatcttc
   635281 taaacaacgg cccgtagcta aactgaaatg ttgtttataa attggtgatg 
caacgacgcg
   635341 ttcgccttgt aaatcaccaa taatcccgcg gctcatcaca ttcgcttggc 
taaacggatc
   635401 tttattgctc agtacataaa cacgtttttc atgccccaca cggaagattg 
caaccgcttg
   635461 accgcccact agcgctcctg cacccgtgtt tggggttaaa tcatcgaggg 
cacaaacgtc
   635521 aatccactga tcatcaggaa gcatattttt gtcttgtaca atattcatat 
aagttctcct
   635581 ttatgcttca accattggaa tacggtcttc tgaacgttca gcttcggtta 
atggacggat
   635641 ttgaccacgt tcagttgtaa attgaatgtg cggatcagct tgttcattcg 
ctcctgcatt
   635701 gatataggtc tggaagcgtt tacgcacctc agggttttcg acagctgtac 
gccactcgtc
   635761 ttgatatgta ccaataatgt gttccatacg gcgctcaagc tcggcagcta 
aaccaagaga
   635821 gtcatcaacg atcacagatt taaggtagtc tagaccgcct tccatgttgt 
cacgccatac
   635881 actggtacgt tgtaaacggt ctgccgtttg aatgtagaac ataaagaaac 
ggtcgatata
   635941 acgaataagt gtttctttat cgaggtcaga tgcaagtaat tctgcatgac 
gcggtttcat
   636001 accaccgtta ccacatacat aaaggttcca acccttttca gtggcaatca 
cgcctacatc



   636061 tttaccttgc gcttccgcac actcacgtgt acagccagac actgccattt 
tcaatttatg
   636121 cggtgaacgc aaacctttgt agcggttttc aagttcaatc gctaaaccaa 
ccgagttatc
   636181 tactccgtaa cgacaccaag tgctacccac acaagatttc actgtacgta 
acgacttacc
   636241 ataggcatga ccagactcga agcccgcagc atttaactct tcccaaataa 
atggaagttc
   636301 atgaacttgc gcaccaaaca tatcaacacg ttgaccacca gtaattttgg 
tgtataagtt
   636361 atatttcttc gcaatttggc caatcgcaat taagccatcc ggagtgactt 
ccccacctgc
   636421 catacgcggt acaatggagt aagagccatc tttttgaatg ttacccaagt 
agtaatcgtt
   636481 actgtcttgt aggcctgcat gacttggctt aagtacgaaa tcattccagc 
aagatgccaa
   636541 aatatttgct gctgccggtt tacaaatatc acaacctaaa ccatgaccat 
gttgatgaat
   636601 taaatcatca aatgtcttga tttcattgac acgaaccaag tgatacaact 
cttgacgcga
   636661 gtacgggaag tgttcgcaaa tgtgattgtt aacagtcaca ccttgacgtt 
gtaactctga
   636721 cttcaatact tgagtcacta atggtgcaca accaccacat gctgttgctg 
ctttggtgca
   636781 tttctttaat gcacctaaag aagtcgaacc atcgctaatt gcttggcaga 
tgtctgcttt
   636841 tgatacattg ttacatgaac aaatagtcgc gctgtctggc agcaaatcga 
ctccgctacc
   636901 accagatttt gctgctgatt gctcaaaacc cggcatgatt aaactttcag 
gcacttccgg
   636961 taaagccaga ccattcaaca tcatttgtaa aaggtcgttg tattctttgg 
catcacccac
   637021 taaaaccgcg ccaagcaatt tggttttgtc ggcatttaca acaatctttt 
tataaaccag
   637081 tgcatgttca tctgcataga aatagcttaa tgcacctggg gtcatggcat 
gtgcatcacc
   637141 aacagaagca acatcaacgc ccatcaactt caacttggtg ctcatgtctg 
cgccagcgaa
   637201 gcaatgacac tcttcatcta aaatgtgttt tgctgcaata cgcgccatgt 
catagcccgg
   637261 tgcaaccaag ccataaattt tattttgcca aagcgcacat tcaccaatgg 
cataaatgtt
   637321 ttgatctgat gtttggcaat aatcattaat tacaataccg ccacgctcac 
caatcgcaag
   637381 cccactgttg cgcgcaagct catcacgtgg gcgaatcccc gcagagaata 
aaatcacatc
   637441 agtttcgagt tcactaccgt cggcaaactt catcacatga gtggtattta 
ccccagactc
   637501 aatagactga gtcgcttttt gtgtatggac ttttacacct aaatcttcaa 
ttttacggcg
   637561 taaaaccttg ccccctaagt catcaatttg aactgccatc aaacgtggtg 
caaactcaac
   637621 aacgtgtgtt tctaaatcta aatcacgtaa tgctttggct gcctcaagtc 
caagtaaacc



   637681 accgccaatt actacgcctg ttttagcctt taaacttgct gcacgaatgg 
catctagatc
   637741 ttcaatggta cggtaaacaa aacagttctc gcggtcatta cccggaattg 
gcggaacaaa
   637801 tgcatatgaa ccagtcgcca gcaccaactt gtcatagcta atcacatcac 
catgattggt
   637861 tgttacggtt tgtgcagctg tatcaatcgc cactgcttta gtatttaaac 
gcaggtcaat
   637921 gccatacgca tcagcaaaat caaagcgtgc taaagataaa tcttttgccg 
atttccctga
   637981 gaagtattca gtcaaatgta cgcggtcata tgcgatacga ggttcttctg 
caagaatcgt
   638041 gatttccagt tcatcatctg ctttttctaa aatggcttcg atgaatttgt 
ggcccaccat
   638101 accatgacca atcattacca atttcatagt gtttctcctc aaatcacgtt 
gcttttaagc
   638161 tgcgttcttg cgttctcaaa tagacattgt tgttttgcct tgtgctctac 
cgagaaacgt
   638221 atcaacatca caaagcgtat agctgcttgg aacccatttt ttccactcgt 
tgacgacacc
   638281 caatgcatag caaagttata aaaacaaata aaaaaagcga gccccctcat 
acggaaggct
   638341 cgcatcgctg aaactgaaaa attagttaat ttagatgtaa cttttttatg 
caataaaaat
   638401 aaagacataa ccttcactcc gactgaacgt aaattttctg tgtgtacagt 
tgcactcaca
   638461 aattcgatca gaacggacat cgttggccgt ctttaaaact tatggtcgtc 
ttcgacctgt
   638521 aattaaccaa gcattttgca tgccaattct ttttaaaatt aatattaata 
attttttatt
   638581 attattttca aatacttaaa ataaaaccca ttttcatccc aaaagaatat 
ttaattttcc
   638641 ctgcactatt gctgctcgtt tatatggttt aaacaaaaat aagtcttgcc 
acaaaatgaa
   638701 tcgctttttt gcaccaatat tgatcaaaac aatgcattag catagtaaag 
gaccactcat
   638761 gcctgatttt ttgtttaaat ttggatggca ctaatcttgc ttaaaaattg 
ataacaaaaa
   638821 acgcgtcgaa ttggcgcatt ttcttagcct gattttctga acttatgcca 
aaactcaaaa
   638881 tagctcttat cgatgatgat catgcgcggg ccgactatat aaaaaatagt 
ctgcttgaaa
   638941 atgactttga agtggttgcc tgccttactt tggaccactt aaatattttt 
cgtcttgaag
   639001 atttacaagc cgatgtcatc ttgctcgata tggatcatcc ccatcgtgac 
attattgaaa
   639061 gttgtgtgag tagctatgac ctaccaactg ttctattcac taaaaattca 
gataaagaca
   639121 ccatcaaaca agctatagat gcaggcgtaa cggcttatat tgtagatggc 
atagaccccg
   639181 cccgcttaca taccatttta gagatttcaa ttgagcaata taaaaaacat 
aaaaagcttg
   639241 aaggtgactt aaaagaagct caaaccaaac tggccgatcg taaagatgtt 
gaaaaggcca



   639301 aagtgctact catgcaactg catggcttac ctgaagacac agcttttcaa 
ttactcagaa
   639361 aaaatgccat gagtcaccgt ataacgattg gagaaatggc acggcgttta 
cttgacgctc
   639421 aaaaattact aaatgatcaa ctaaaggatg aataaatgag caaattagaa 
aagactcaat
   639481 tgcaactcgg ctatattcct ttacttgatt gcatcgcttt actttgggca 
aagcagcaag
   639541 gtttcttcga agaagtcgat ttagatgtta ccttagtcaa agaagcatca 
tgggcaagtc
   639601 tacgcgaccg tttagctttt ggtttattag atgctgcaca ttgtttatct 
gcgatgctcc
   639661 ctgcagcagc aatgggtgca gaccaaattg gtattgcact gcaaaccccg 
ctcgttttaa
   639721 gtaaaaaccg tgcttttatc agcttaagcc aaaaattaat tcatcaacta 
gctattaaag
   639781 aaaccgataa tgcacaaact accgcccaaa aagttattca atacattgag 
caagatcata
   639841 ctctttctct agcccatgta tttaaacatt caatccatca ttattgttta 
agagaatggc
   639901 ttgctttggc agactctaga atagctcaaa cgctcaaact caaagcactt 
cccccaccgt
   639961 atatggtcga agctttagat aaccatgtga ttgatggttt ttgtgtggga 
gagccttgga
   640021 atactcaagg tgaactttta ggtttaagta aaatcgtctg ctcaagtcaa 
gacattattc
   640081 ccaatgtggc agataaagtt ctcgcagtaa ctcaagaatg ggctgaacaa 
catcctcaaa
   640141 ccttagttgc ccttacaacg gcaattatga aagctcaaaa agaattgagt 
aatttaaaag
   640201 attttgcacc tgtcttaaag ttattggtcg agtttgggat tgtccgattt 
cactgttctg
   640261 aagaagtgca tgtcgataaa tattatatga ttcaaaatat tgtaaaacac 
ttggttaaag
   640321 aaaatgcggc tccccaacct gaagatttcc attggttatt tcagcaaatg 
caaaaatggg
   640381 aaaaacttca attagcccct gatcaaatca tagaactgag tgcacaatgc 
attaatctcg
   640441 attgctacaa tcaagccaaa ctctaaaaaa tacttaagca cattataaaa 
aaaagctgtc
   640501 tttattaaca aagacagctt gaaagaccca taagacaaat gcgttatacg 
cattactaca
   640561 tttaaaagac tcaactcatc cattaaatat agctcttatg tttccgatca 
taaccaataa
   640621 aaacttatca ttttcagaca tttccatatc aataactgac atttcataga 
ctttatctcc
   640681 tacctataat ttcgacgaac aactgaaact cccctagata tcagcccgta 
attttgttaa
   640741 cttgattatg ttacaaattc aaaatgcaga tttcagttaa tgagtaaagg 
gatgaaatca
   640801 tgaaagatat ctcacaccgt gaagtttatg cactggttga tattaataat 
tgctatgtta
   640861 gctgtgagcg tcttttcaac cctaaactca atgataaacc tgtagttgtt 
ttatctaata



   640921 acgatggctg tgtggtctca cgtagtgaag aggcaaaagt tttagggatt 
aaaatgggcg
   640981 taccgtggtt ccaaattgaa aaagatgctt tacaagcagg tgttcacgtc 
tattcaagca
   641041 actatacttt atatgccgag atgtcccgtc gtttttttgc tgtcctcggt 
gagttttttt
   641101 ctccagatga tttagaagcc tactctatag atgaatgctt tattcatctc 
accccttacc
   641161 tccaatctat cgatatctct gactactgca acaaagtgag aaacactctc 
ctaaaatggt
   641221 taggcttacc ttgttgcatt ggaattggat attcaaagac acaagcaaaa 
cttgccaatc
   641281 actatgctaa gaaaattaaa agttttaaag gagtatgtaa tttcatcacc 
ttagatccat
   641341 taattatgga agacctcatg caacagacat cagtcaaaga ggtatgggga 
atcggctatc
   641401 aattagtcaa acagctacaa agttatgagg tgtacacatg cctagactta 
acttttgcca
   641461 atgaacacca tatggcaaag gcattttctg tggtcatggc acgcaccatt 
cgtgagctaa
   641521 aaggccaatc ctgtattcaa cttgatgatc cagctattcc aacgaaacgg 
attttagcat
   641581 cacgaagttt tgctcaagct ttatccagta ttgagattat taaacaagca 
cttatctttc
   641641 accttaaccg ggcacatcgc cgtttaatga aacaagaaca actttgtgcc 
tgtgttcaag
   641701 ttatgcttta tgaaaaaacc gacaaaccgc cctataaaaa agccacatct 
caagcaattg
   641761 gtcttcatta tgcaacagat gatttatgca tacttactaa agcagctatg 
cagcaaattg
   641821 atgttttata taaagaaaat aaaagttaca taaaaattgg agtattattt 
tgtgctctac
   641881 acgcacgtca gcaacatatt gatgatttat ggcagcctct ggaacttatt 
catcaaagac
   641941 aacaattgat ggaaacttta ggtacagtcc gtaagcgctt tggtagccac 
tatttacaag
   642001 ttggatatca ctcacgtaat ccatcttggc aaatgaaaca atgtcatcgc 
tcaaaaaatt
   642061 acctaactcg ctggaatgaa atgttaacga ttgaagatgc ttataccccc 
gttacacaaa
   642121 atacatgaac tgtttttgtc aattcggttt aaaataagct ccgttaaatt 
acttgaaatt
   642181 ttgtcatttt ttaacattgc taattcgtcg caaaatttac aatatataag 
ccgaatttgg
   642241 tgtacccttt ctgcgacaat taaaagaaat tataaaaaac ttgtagaaac 
atatgccata
   642301 ataagcaaac tttgcagaca tcttgcaaag attatttgca actttagagc 
tggagcaatc
   642361 tgaatgagtt cgaccatttt ggtaattcat ggaccgaatt tgaatttgct 
gggaaaacgc
   642421 gaaccagaag tatatggtca tcttacccta gacaatatca accaacaact 
tattgctcaa
   642481 gctgaacaag cctcaattac actagatact tttcaaagca actgggaagg 
tgccattgtt



   642541 gaccgtattc atcaggcaca aacagaaggc gtaaaactga ttattattaa 
ccctgctgcc
   642601 ctcacccaca cttcagttgc tttacgcgat gccttacttg gcgttgccat 
tccctttatt
   642661 gaagtacatt tatcaaatgt tcacgcacgt gaagctttca gacatcattc 
ttatttatca
   642721 gacaaagcaa ttggcgtgat ttgtggtcta ggcgcaaaag gttatagctt 
tgcgctcgat
   642781 tacgctattg aaaaaattca accatctaac ccaaactagt tcaggaatag 
tcgcccatgg
   642841 atatccgcaa aattaagaaa ctcatcgatt taatgattga gtctgacttg 
caagcgattg
   642901 aagttaaaga aggtgatcaa tcgatcgctt taactcgtcg caatcctgtc 
gttgctgcgg
   642961 ctggtgtagc acatccggca gctcctgttg ctgaagcacc tgttgcaaaa 
acaccacgtg
   643021 gagcagttga aacttctcct atggttggtg tgttctatgc tgctccaagc 
ccaggcgaag
   643081 caccatttgt taaagtaggt caaacagtat ctgctggtga gactttgggt 
attattgaag
   643141 caatgaaaat catgaacccg attgaagcaa ctcaaagcgg tgtgattgaa 
gaaattttag
   643201 tgaaaaatgg tgaagtgatc caattcggtc aacctttatt ccgttatcgc 
gcgtaatacc
   643261 ccggggacat ctatgttgca aaaagtttta attgcaaacc gtggtgaaat 
cgctttacga
   643321 attacccggg cttgcaaaac attaggaatc aaaactgttg gtatctattc 
agatgccgat
   643381 aaagatttga tgcatttacg tttcgttgat gaagcagtat gtattggtcc 
gggtgcaagt
   643441 agtgacagct atttaaacat cccggcaatt attactgctg cagaaattac 
tggtgccgat
   643501 gcaattcatc caggttatgg cttcctttcg gaaaatgccg agtttgctga 
aattgtagaa
   643561 agctcaggtt tcacatttat tggccctcgc ccagaacata tccgtttaat 
gggtaacaag
   643621 gtttctgcaa ttgttgcaat gaaaaaagct ggcgtaccta cggtacctgg 
ctgtgaccat
   643681 gctgtaacta tccataacgc attagctgaa gcgaaagaaa tcggtttccc 
gcttattgtt
   643741 aaagcggcag ctggtggcgg tggtcgtggt atgcgtattg ttgaacgtgt 
agacacacta
   643801 cttgagtcag ttcaagcggc tcaacgtgat gcagaaatgt ggttcggcga 
tgataccgta
   643861 tacatggaac gcttcttaca aaaacctcgc catgtcgaag ttcaagtttt 
gggtgatggt
   643921 aatggtcacg cgattcattt atatgaccgt gactgttcat tacaacgtcg 
tcaccaaaaa
   643981 gtgttagaag aagctcctgc gccaaatcta ccggaacaag cacgtgctga 
tattttacaa
   644041 gcctgtgtac acgcatgtca gttaatgcaa tatcgtggtg ctggtacgtt 
tgaattctta
   644101 tttgaagatg gtgaattctt cttcattgaa atgaatactc gtgttcaggt 
tgagcaccct



   644161 gtaactgaaa tggtgactgg tgttgacatt attgagcagc aattacgtat 
tgcagctggt
   644221 ttaggcttag agcttcaaca agaagatatt gaagttcgtg gtcatgccat 
tgaatgtcgt
   644281 atcaatgccg aagatccaac aacattctta ccttcaccag gtaaaattga 
aagtttctat
   644341 gcaccaggtg gtgcgggtat tcgtttagat tctcatatct atcctggata 
tagcattccg
   644401 ccatattacg attcaatgat tgcaaaattg attgctcatg gtaaagatcg 
tgaaacttca
   644461 cttgcccgca tgcgtcaagc gttagatgaa atgattctta caggaattaa 
aaccaatatt
   644521 cctttacata aagatcttat tttgcaggat aaaaacttct gttctcaagc 
aatggacatc
   644581 cattaccttg aaaaacactt gttaaagcaa gtggaagaag aaaagaaagc 
tgaaactgca
   644641 taatatgctt catataaaaa agcctcttaa ataagaggct tttttatatc 
tacttgttta
   644701 tggcaacatt cggcgtaaag ttgcgaaaca ttgctcaccc ttagccgttg 
agcagaaatt
   644761 aatagtatgg tcatttttcc attgcacgaa atattgagaa atatcacctg 
tctgatcttg
   644821 cttctgacca gaacaatcta ctttattatt atcaaactta atttgcatta 
ctaaagccga
   644881 tagctgctct ttagggtcat cagatggctg atattcataa ataccgtatg 
accactcttc
   644941 accactttta atcaccacat cgttactact gcggaaatta taatactcta 
cacatttttt
   645001 attatttgga atctccattc cccataatcc cataatttca ggacgcgtaa 
caatacgtat
   645061 agcattagga ttacttgcag tgcgaacagg ttgtgctgtt ggctgttgag 
tcgctgtctc
   645121 agccatagca aaaccagaac aagccaataa taatcccata atataaatat 
ttttcataga
   645181 tttattaatc attaaacgca tgggtttaag ttagcacatt tttttagaaa 
aacattgttt
   645241 cataaccata taaaaacaat atttttcaac cgtaacgaac caatacttct 
catcaaacaa
   645301 tttctatctt taactcggta ttcctaacaa tttttatcac tatttaatct 
aagaaactga
   645361 cttttcgatt tgtttaggta accaatagac aaagcacaaa ccaaatagaa 
ccactaaagc
   645421 agcgatcata aaaatatact cacccgtaag aattttccag taatgaccag 
ccaaaatgct
   645481 cccaaacgcc actccaagcc cccacatggt gctataaaaa gcctgacctc 
gaccttgttg
   645541 ccctattgaa aagttttgaa agataagccg cattgcgatg agatgaaata 
agccaaaact
   645601 aaaagcgtgt aggcactgtg caaataactg acctatgaaa tagtgagaga 
aaatagcaac
   645661 taataaccag cgtatacttg tcaaaatcaa acatactgct acaaggctac 
gccaagaaaa
   645721 atatttaaaa aacgtagttg catatgcaaa catcacaatt tcagaaacca 
cgcccatagc



   645781 ccataaaaaa ccaatttccg ttgtactaaa atttaacgat ttcagaaaat 
tgctatagaa
   645841 gctataaaaa ggtgcatgtg aaaaaagaag aataaactca attgtgaaaa 
aagcagcaac
   645901 ttcaggacgt ttcagcacag gcaataaagg ttctaaatgc ttttgtgaag 
ttggggcccc
   645961 ttctggttca cgtatcgtaa atgcccaaat aaatgctaag gaggcaatga 
taagcaataa
   646021 tataggcaac attgaaatcg gaatgatttc taaaattgcc cctattgtaa 
atacacctac
   646081 aataaaccca actgatcccc attttcgaat cttgccataa agtttcgccc 
tttggtctcc
   646141 taaccaaaat aaagttactc cttcaaattg agctaaaata gcattttgga 
aaaaactaaa
   646201 aataagcatc agtaaagcaa ctgactgaaa agtattagga attataaaaa 
tagccaacca
   646261 tatacatgcc tccatccatg tggcaatacg cactaatagc attcttttac 
cggatttatc
   646321 ggcgatccag ccccaaacca aaggggcaaa gaagcgcgtc acaatagcaa 
tagaagataa
   646381 aatacctatc tcttgataat taaacccctg atcttggaga tataaattcc 
aatacggcat
   646441 aaatgtgcca acaatggaat aatagaaaaa gtagaatcca cctaatctgg 
tttggattgt
   646501 aaatggttgg aacaagactt aaacctttgt actttcaata ggttaaaaat 
ttcaggtagc
   646561 tgtatatgaa tgtattcatt tgctcacact tataggatgc atgtttttaa 
accacataca
   646621 tatcaactta ctgactttcg taattctatc atttcccaca gatgcaaata 
atgtattaaa
   646681 tgaaatactt caggttatta gtttatagat gggctggatt taaagtatta 
aaaaagccta
   646741 ttcatatgta aataggcttt ttagttttta tcaattattc gtcttactat 
gaatacaagt
   646801 tatgctaact tctttgcttc taagtagtga atatcagcaa tttgtgcatc 
ccaaaactca
   646861 ttccataaag cacaataatc catacaaagc gttgttaagc tctcatagtc 
ttctttagtt
   646921 attgcttgcg ctaacgcaaa ccagagatca tcttcatgat catcatctgc 
tgcttctgag
   646981 gtttcgtcag tagatacccc atgaacatgg taatagccgc caccttcaac 
atctacacca
   647041 atagccttag tcgcttcacg aagtggtggg ctaaaaagaa tcacttcttc 
ttcggccact
   647101 gcaagtaaag caactacttt aatataacta tcataagatg attctagaaa 
atttcttacc
   647161 tgatctgcaa tttttgaagg ttgatactct ctacggtcct tctcactcaa 
accataatca
   647221 ttcaataaat cttcatataa aggataatgt gcatactccg gattacctag 
ataataattg
   647281 tccgggtctg ttcctggtct aaaaccaaat tcatcaagta catttaaact 
taataaaacg
   647341 cgtggaaaca ttttagctcc agaatggagt ttaggctcca attgttttgt 
ctggaactgg



   647401 gccattaata aggcatcagt aaagatctga acaatcgcat gacgatattc 
taaatgaatt
   647461 cttgttaaag tgaatttatc aagcaatcca ttatttaaaa cttcgatcgc 
cggatgttta
   647521 catactggta attcagcaat tctcgctctt aattgtttga gaaattttag 
attttcttcc
   647581 cactgttctg taggaatact attcttcatc cccagtaatg ccttttgtct 
tggattatcg
   647641 aaatcttcaa atttttttga cataatcatt ctcaataaca aattaattct 
tatagttagg
   647701 ttatgagttc cccattattt taatcgtgca ttcatttgct actaaataaa 
attgtatact
   647761 catccctaaa caatttgata ttaggtttat tattactaca aatcaatgga 
taatttaatg
   647821 aattttttta atgaatcaaa taacaattaa tatcgaaaaa tactattttt 
ttaggctctc
   647881 acatgttgta ttacattagc gttttcaata tgattaaact gacttttgcc 
agagcactag
   647941 ccttaaaaaa gaaacggatt tcaaaagatt tactacgggg aaatcgatgt 
caaaaagaga
   648001 cactattata aaaacagcaa ctgccctttt taatgaaaaa agctataact 
ctattggagt
   648061 ggacagaatt attgctgaat ctaatgttgc aaagatgaca ttctacaagt 
attttccttc
   648121 aaaggaaaag ttaatagaat catgtcttta caaaaggaac tctgatatac 
agtctgctat
   648181 attagaaaga atcaatacca atgacctacc tttagttcaa ctcagaagct 
tatttaattg
   648241 gtatattgac tggatttaca cagaagaatt taatggatgc ttatttaaaa 
aggcaactat
   648301 ggaagtagta caactttacc catccgttaa aaatcctatt aatgaatata 
gagaatggct
   648361 ctatgagctt gttttttcta tcttaattaa aattcaggta gaggacgccg 
ctgcattaac
   648421 caatctattt cttaatatcc tcgatggggt tattaatgat ggaacaattg 
ataaaaattt
   648481 aattaatgct gaaaaaactt ggtcttatat taaaaaaata atcgatcttg 
agaaaattga
   648541 ggaattagtc gctatttaat ttaataatat tgaaatacta gactaaaaag 
caagtgagta
   648601 tacttttgtt ttttagtcta gaagtttcat ttaaaaattt tattaagcac 
taaatattat
   648661 aaaaattaat aagataattt ttcttaaaat attaaccaat agaattagta 
acaatataaa
   648721 attttattaa aaagcttata catacactct taatatctct aaaagagttc 
ttactcatta
   648781 gctgcactca ttcaaaccaa catcataaat ctattggtac tagaataaat 
tacggaatta
   648841 taatactaac aaataaatca tagataattt agtttctcta gataaattaa 
aagaataata
   648901 tttaaaacaa acttaacaat aaaaattttt ctataaagtg ctttttcata 
aatatctata
   648961 ctaaatattg tattgatcat atgagctgtg tatttagaga gcaaaattta 
cgagatattt



   649021 cataacacca agcaacagca ttgctagtaa ttcagcacaa tgatacttta 
gaaaatctac
   649081 aatcaagcta accaatgaaa agtgcaattt caaaatacaa tttaaagtag 
atatacttca
   649141 cgacaaagtt tgctcgatat cactttaaaa tgtcccctac ttctagcttt 
tggcgtagtc
   649201 tcttccgtct catacatatt tatgctggta tttttattgc cccatttata 
tttgttgccg
   649261 catttactgg cttactatat gcaattacgc ctcagctaga gcaattcatc 
tataaagatg
   649321 tattatacgt tcagccttta aataaggaga tacaccccct aagccagcag 
attgaaagcg
   649381 caagagaggt catgcctgca actgcaaaaa ttacagaagt cagaccatca 
ccaagccctg
   649441 tgcaaactac gcgggttatt ttttccgatc atacacacca tctaaataat 
gaagccattt
   649501 ttattgatcc ttatacgctt tctgtaaaag gacaacttgc tgtgtatgga 
accagtggcg
   649561 tattaccgtt acgtacattc ttagatcaat tacacagcaa tttattatta 
ggaaaatggg
   649621 gacgttttta tagtgaactt gctgcaagtt ggcttggttt tttaacttta 
agtgggctat
   649681 acagttggtg gaagcgtcgc tcaaacttca aaaacagaca aacaaataaa 
aatcacttat
   649741 taaaatggca tagttctatt gggttagctt tactaccact tttattgttc 
attgcgatta
   649801 ctggtcttac atggtctcaa tgggctggtg ataatattcg tattgcccgt 
caatggttaa
   649861 actggcaaac accaacattg accacctcac taaatcagat ttcattgcca 
gaaatggctc
   649921 atcatgaaca tcacgaaatg atcatggaaa cgccaaattt agacatcatg 
ccagctgaat
   649981 tcgatgctgt attagcaatt gctcgagcaa atgggattaa ttcaacagaa 
atacaaatca
   650041 aaccgccagt tgctgagaac caagcttgga ctgttgcgga aatacagcgt 
aaatggccca
   650101 cacaagcaga tagtattgcg attgatatgc atgaacacaa ggtaatcgat 
aaactcgctt
   650161 ttaaagatta ttcattagtt gcaaaactta cacgctgggg agttgatgca 
catattgggg
   650221 tactattcgg ttgggtcaat caattgattc tggttctgta tgcgctcggg 
ctatgtgtaa
   650281 tgattgttta tgcgtataaa gcttggttta aaacctccaa tgtaaaactt 
acgacccatc
   650341 attttattaa ccaaactttg ttcgtatgga aacatgcaac tacacaacaa 
agaataatta
   650401 cgatattaat gcttgctgct ctagggctga gtttacctat ttttggattt 
agcttagtca
   650461 tcaccttatt tattttgctc ataaaaaaac agctccctct taaagcttaa 
taaagctctg
   650521 gtctttgcca actcatcagc ttctcgtatt agggagatga tcagttggta 
aaagattaaa
   650581 tgaataaaat accggttaaa caattcccta cttgtagttt tggctgcttc 
ttggcaaggt



   650641 atgtgccagt aaaacattag gaatttgttc acatatggcg agtccggcac 
aaatcattcg
   650701 acataaattt ctcaatacat tcttttcacg ccactctatt tggttcttgt 
gtatttttac
   650761 tgcactcaca atcacgtggt ttagaaccgt atatacacct catagtattt 
attattttat
   650821 ttcggatact ttactcaacg gtttatgggt cgtcagtggc gcattaagct 
tattaggtct
   650881 atatgatgtc ttacaaaata gacattcaat cttaagaaat tacccgatta 
tgggccattt
   650941 ccgtttttta tttgaagata tacgccctga aattcgccaa tactttattg 
aagcggatca
   651001 agatgccctt cctttctcac gtatgcaaag aagtttggtt tatcaacgtg 
ctaaaaatga
   651061 gaatgcagat aaaccttttg gatcaattat tgatgtctac caagaagatt 
atcgctttat
   651121 tgttcattcc attagtccat gtccaccagc ggatcctaag agtttccgta 
ttcaaattgg
   651181 taatgcccaa tgccttcaac cttatagtgc atccattatg aatatctctg 
ccatgagctt
   651241 tggtagttta agtgcgaatg caatacgtgc attaaacaaa ggagcacaat 
taggcggttt
   651301 ttatcacgat accggtgaag gtagtctcag cccttatcat ttagaaaatg 
gtggtgatat
   651361 tgtttggcaa attgccagtg gatattttgg ctgccgaact ttagacggaa 
aatttgatga
   651421 acagaagttt gctaagcagt ctcaattgcc acaaatcaaa atgattgagc 
ttaagctttc
   651481 gcaaggggct aaaccgggcc atggcggtat tttacctaaa cataagatta 
ctgctgaaat
   651541 tgccgaaatc cgtggtgttt cccgtgacca tgattgtatc tctcctgcca 
agcattcaag
   651601 cttttcgaca ccaattgaaa tgatgcattt cttacagaag ttacggactt 
tatctggtgg
   651661 caaaccggta ggtttcaaac tgtgtattgg tcaaccttgg cagtttatga 
gtattgtaaa
   651721 agcaatgctt gaaacaaaaa ttgtgcctga ttttattgta gttgatggtt 
ctgaaggtgg
   651781 tactggcgca gcccctattg agtttagtga ctatatcgga acaccattac 
gtgaaggcct
   651841 acgttttgtt cataatacac ttgtaggtgc tggcctaaga gatcaagtta 
aaattggtgc
   651901 aagcggtaaa attattagtg catttgatat tgccagcaca tttgctctcg 
gtgcagattg
   651961 ggtgaactca gcacgtggtt ttatgtttgc agttggatgt attcaagcgc 
aaagttgcca
   652021 tacaaaccaa tgtcctgtag gcgttgcaac ccaagataaa gatcgccaga 
aagcacttca
   652081 tgtaccgacc aaagcagaac gtgtatttaa tttccataaa aatacattac 
atgcattatc
   652141 agaaatgatt gctgcggcag gtttacgtca tccatcggat attaaagctc 
atcatttagc
   652201 tcaacggatt aatgaccgtg aaattaaaaa ctatgctcaa ttacacttct 
tcttaaaaga



   652261 aggtgagctt ttacaatctg aactgaaaaa tgatgatgat aatttctatt 
atcgtatgtg
   652321 gaatatggct gacgccaatc atttttaaat agttaaaact ggagctgcct 
atagaggcag
   652381 cttcaaactt taataataaa aatgtttcgg ctttgcatgc aaaaaggctg 
gaattaaacc
   652441 tgttaaagcc gcacgaatat ctgcacgttc gttaattaat tgatgagaac 
cctcttctag
   652501 catcaataag gtttgaagcc taaacttacg gcgaataaac tcgatgttgt 
aacgccagtc
   652561 tactgtttga tctaatgccc cttgtgcaag ccagacagga atacgacaag 
caggtcgctc
   652621 ttccatttcc tgcatccatt ttgacattgc caaaatccag tccatgccca 
tcatgcgtgg
   652681 ctgcaatgga tcttttaaac gaataaatct taaaaattca ggattatggt 
tattccgtct
   652741 aaagtgtcga ggcacttgac gcttaatacg acgaataatg cctagaccta 
ccggattatg
   652801 ccaccatgcc gttttagcag gtcgaattaa tggtgaaagc aataaaaccc 
tatcgacgat
   652861 tggatcttgt cttttttctg catactcaag caagtgatgc atccagattg 
ccccacccgt
   652921 actttgacca atacctaccc atggtttcgg taattgatca gcatgtttga 
catattgata
   652981 aaccgccatc aaaacttgtt gataatggtc aaaattttga atacttgcag 
gtgaaccatt
   653041 actcaaacca tgaccaggta agtcgtaggt aataacacta aaaccttgtt 
cgagtatttc
   653101 gcgaataatg ggttgataaa ttccgctatg ctccagataa ccatgcaata 
aacatacggt
   653161 tccttggatt ttgtctaatt taggtttaaa aacttgaaca tgcagacgaa 
ataaaggcat
   653221 ttggacatag ccttgccaat gctcacagtc cagtaaatgt aaaccgtata 
atttacgata
   653281 tgctaaaagc tcgcgagaag gctcttctaa ggtatttaaa ttgagtgggc 
ttaaaacttg
   653341 cggagtgagt tcacggttcg gaaccggtaa atctaattgt tttaatacgg 
caggattgag
   653401 aaatggaatc tcagacatta aggcacctct cgacaatcac ttgaaccaaa 
taacatgtca
   653461 cgaattgtcg caagtaattc ataatttgca cgacgactat gatcgtagtt 
ttgtatactc
   653521 ggttgccaac gtgtaagcgg ggttggcatt ggagcagtaa caggaatagt 
ttctatccca
   653581 tttaaagcaa ataaacggcg cgtacgtggc atatgatatt catctgtgac 
cagcataact
   653641 gtaggcgcac cacctttctt ttgaagtaac aatgaactaa agcgagtatt 
ctcacaggta
   653701 ttcatactgc gcttttctaa taattttgca tctaccccac gcgctttcaa 
ccatgcttgc
   653761 atataaggag cttcaacacc acttagtacg ataggtagat ggtttttctt 
ttcaacttct
   653821 aaggtttttt ctagtcttaa ccgcgtatag ctgttaacta caatatcttt 
gccattttta



   653881 tctaaagtta aaccaccgcc caatactaca atcgcataag gttctgataa 
ctttttaggt
   653941 tgagcaggca gagggttttt acgaacatat tcaactttct gctcaggctc 
actcgccgct
   654001 ttttgatgct ctggcactac aggttttctt gctaaaaact ccgtatattg 
ctctgtaagg
   654061 gctttatttt cagaactatt aatagaaagt gctgcatcga taggactact 
tgcttcatcg
   654121 gccgcatcaa tttctgagtt tttcgcaacc aaaggaacac tcacagccgt 
cgtttctttc
   654181 tcttcctgta gttcttgttc tttttcttct aaaagaataa tttgctgcaa 
agccttatag
   654241 ttttcttgta tgtaacccaa atctgctgtc ttattttcac gtaaagcatc 
ttctgttaac
   654301 ttcaaataag cctgacgagc aatccataaa tttgaccctg gctctaagtt 
atcatgttca
   654361 cttaatgctg cttttcgctg gctttccgca gccacctcat taacatctac 
cggaacaaaa
   654421 tagttaagtc cagctacaat aagttttgaa taaaacggcg aatataaaaa 
aatcacgaaa
   654481 cagcctaata gtacaaatag tacagtaact acttgtacaa aacgtaccat 
caagtgtact
   654541 tttggcataa aactattccg tatgattttc aattaaacct aaattgttat 
aaagcacagg
   654601 ctctggttct aacataattt ggaaacgctg ttcaacatca tgttgtacag 
cttgataagt
   654661 tttctttaca tccgcaagag atgcattggc ataattcacc aaaaccaagg 
cttgcttatg
   654721 gaacattccc actacaccga gctgtttacc tttccatcca gcctgatcaa 
ttaaccaacc
   654781 agcagcaatt ttaacgttac cattagcctg aggataatgt ggaattgttg 
agaattgtgc
   654841 gattaatcgc tcaaattctt gagtatttac aatcggattt ttaaagaaac 
ttcctacatt
   654901 cggatattct tttggatcag gtaatttact ttgacgaata tgaatgacct 
gattttgtaa
   654961 attttcagca gtcaggttat ctcctactgc ctgttttaaa tcgccgtaat 
ttagctttag
   655021 attggcttgt ttaagcagct taaaggtgac atgagtaatg atgtaacgag 
ctgggtcatc
   655081 tttaaaaatg ctatgacggt aagaaaaatg acaatctgct gccgaaattg 
atctggtttg
   655141 ttttaataga cggtcataga cttgtaccga ctcaataaac tcaccaacct 
caacaccata
   655201 agcaccaata ttttgcactg gtgaagcacc aaccaagccc ggaataagtg 
ccaagttctg
   655261 caagccaaac caattctgct ttgtactata taaaacgaaa tcgtgccaaa 
cctgccctgc
   655321 accgacttta actcgaataa aatcctgatc ttcagataaa acgtctatac 
cctgaatatc
   655381 aagatgaata actaaagcat taatttgttg cggtaatagc atgttactac 
cgccagataa
   655441 tacaagtaca tttagctcat gctctttagc aaaagctaaa gcttcttcaa 
tatcttcaat



   655501 agatttgacc ttagtgtaat gagaagctgt aacatctaaa cttaaagtat 
tgaatggctt
   655561 aagctgtact tgattttgaa tttgcattgt attgaaaaac ctgtttttaa 
acattcaatt
   655621 gtttttttag gatattaatc cacgccaacg cacttgattc acattggtcg 
agtacacgtt
   655681 caaagccctc atctccacca tagtaagggt caggcagagc ttgttgtgga 
tattgaggat
   655741 catgttcact cattaatgcc acttttgccc gaatttgatg actgccaaat 
tggaagatag
   655801 ctctttgtag caagtcgtga atatcatcaa agttttgatg atccattgcc 
aaaatcaaat
   655861 caaaatctaa aaagtcttga gttgaaagtt gtcttgcccg caaagaagat 
aagtcataac
   655921 ctcttttttt tgcatgcaat tggctacgct gatcaggtgc tttatttgga 
tgatagttac
   655981 ttgttccagc tgaatcgaca atgatattga gttgatgctg atcacaataa 
tgtctaaaaa
   656041 ccacttcagc cgtgggagaa cggcaaatat ttcctaaaca gacacataac 
accttatact
   656101 gtgcttccat tagaaattta ttccaaccac ttaaactaaa aaataaataa 
gtattttaca
   656161 cgcaaaaatc tgcaaaaacc cgacaaaatt atccattatt atcaggtttg 
aattgaccat
   656221 tgtgacaagc tctcattttc tcaaaactca cgcggcttga aaagtaaaat 
aagagatttt
   656281 aaaggaattt tctatgtgct caatcctcaa ctcaatcttg attgtctttc 
aagattgagt
   656341 atctgtagca atgaacactg aaaaatctaa tagcttataa atattgcagg 
atcagtgtga
   656401 ggaaaaatta ttaaaagaat ttgatatcag ttggagtcga tattttagct 
gcatcgccta
   656461 aaggttttaa tgagccattt ttggtatcaa aacggaataa gctaatgtta 
ttactataaa
   656521 cattcgtcac atacagatat ttacctgact catcaaatga aaaagcacgt 
ggttcaatac
   656581 cattggcctt ataaacttgc ggttgaccta acagcccatt ctgttggatt 
ttaaatacca
   656641 aaagtttgtt atccgcacca cgatttgcag cgatcacata cttaccattt 
ggactaagaa
   656701 taattccact tgcgctcttg aattcaggtg ttttatcttc gtgaactagt 
tttagctcag
   656761 cgactttttt caaatggcca tcttgtacgt taaacgtcac aatttcactt 
cgcatttccg
   656821 cggtaatgta tgcctgttta ccatttggtg aaaagaccat atgacgtgga 
ccagaaccat
   656881 gcttaaaact cacatctcgg ctcttgtccg cttcaagtgg ttgaggctta 
cttgggttgt
   656941 aacgaaaagc atagactttg tcatttccaa gatcacttgc atataaatac 
ttaccatctg
   657001 ggctaaaagt tgtcgaatgg gcatggccac tatcctgacg tcctttaaca 
tgaccagaac
   657061 cctccgaaaa aacaatattt tgtaccattt cacccaaatg tccatttggt 
aaaattggca



   657121 aaacagcgac accgccacgt cctttatcaa atgcagaata attcgacaca 
aataggaatt
   657181 taccatctaa actgatggat gcatgtgttg gatgcccgcc atgactattt 
accgtgttca
   657241 atacctctac ctttccgttt tgaatcgata atgccgttac cgccccttca 
ttttcttcat
   657301 tagtggtata tgcaaaacgg ccatctttcg attttacaac ccaagatgga 
cttttcattt
   657361 gcaatacctt aacaggagtt aaggtcccgt cagcattaac ttgtagctgg 
tacaaacctt
   657421 cactggcttt ttctggtttt tgcacaagcg gtgcatctgg gatagatgtc 
caggttccta
   657481 ctaaagcgat ttgttgttgt gctgcgttta ctgtagagcc ccatccaaat 
gacaaaagcg
   657541 tcaatgataa tgttgctgtt aatttttgaa ttagctcacg atacttaata 
tttgcatatc
   657601 catttttgtc ggtatccttg ccatatccag ttttgacatc agtatctatt 
ttcacatgca
   657661 tatccttaaa aaaatttacc ttatttgcat ttaccaataa ggtattcaca 
atctaatttc
   657721 atttaatgat tttgaaaatt agtttataaa atgccaattt tcaagtgaat 
tttctttaac
   657781 taaatgcagc ttaaaagcac agctactttt aagagaattt gcagaatgaa 
tcctatagaa
   657841 tgcatctata ataattttca aaaataagga aataatgtat atgagccatt 
ttcagtttca
   657901 gaccgttccc aacattattt caggactcgg ttctatacaa gaattacaga 
atgtgttggc
   657961 atcaaaaact taccgcaagt tattactggt aacagatgca ggtatgatta 
aaaatcagtt
   658021 acaccggcct attcttcaaa ttttagatac tcttaaaatt gaacatgtca 
tttatgctga
   658081 tgttcaggcc gacccaccag agcaagtggt attagatgca gcgaattatg 
ctaaacagca
   658141 aaatgtagat gttattgtcg gctttggagg cggaagttct ttagatgtag 
ccaaagtgat
   658201 tgccttactc gcacatccta accaaactca aaacctacaa gaaatgtatg 
gggtaaatca
   658261 ggtcaaaaca gcccgacttc cacttatttt aattcccact acagccggta 
ctggctcgga
   658321 agtgacgccc atatcaatag tgactacagg tgaaacgaca aaaatgggaa 
ttgtctctcc
   658381 ggtactctat gccgatacag caattcttga tgcaactttt actcaaaatc 
tccctgccca
   658441 tattacggct gccacaggta ttgatgcgat ggtccatgcc attgaggcat 
atacctctaa
   658501 acataagaaa aatatttata ccgatatttt agcgaaacac gctttgaagc 
tgctgaacca
   658561 taacttaccg aaagttctta aaaacggtaa tgatttagag gcacgtcaga 
acatgctgtt
   658621 cggctcaatg cttgcaggtc aggcatttgc aaactcacct gttgctgccg 
tgcatgcttt
   658681 agcctatcca ttgggtgggc attttcactt gtcgcatgga cataccaatg 
ctttggtgct



   658741 cgttgaagta ctgaaattta atgcgcctta tgccaaacaa tactatgcag 
aacttatgca
   658801 atggcttgat ccatatagta atggcagcac cgatgggttg tgtgatctgt 
ttattgacca
   658861 tatgcaaaat cacttagacc gtagtggttt gactttaaaa cttagtgatt 
taggtattga
   658921 agagtctagc ttaccaagac ttgctcaaga tgccatgttg caaactcgat 
tactacaaaa
   658981 taatccacgt gacatgacag aagcagctgc tttagcaatt tatcaggcga 
tttattaatg
   659041 actaaacccg ttttaaaaac tcgtgatcaa tttaaattct ttttagatat 
tcaaacgcgc
   659101 tgggcagata acgatattta cggtcatgtg aataatgtga cctactatag 
ctattttgat
   659161 acggcagcca atgctttgct catccagaaa acaggttttg atattcatga 
agcaaaatca
   659221 attggtttag tcgtcgactc agcttgtagc ttttttcaag agttatcatt 
tccagaagtt
   659281 attcaggtag gcgttgcgat tggtaaaatt ggtacgacat ctttacgcta 
tgaattggca
   659341 atctttaaac aaggtcaaga ccaagcatca gctcaaggac attttgtgca 
tgtgtttgtt
   659401 gatcgtgaaa cacgcaagac tgttccaata tccgagtcag tccgtgaagt 
tttagagaat
   659461 tttttattat aaaaaatgag gcaaaaagaa aataagttcc tctttttgcc 
tcatcctaac
   659521 ttagatcatt gcgggatcac taaaggagtc ctcacctgtt tcgactcggc 
cagcaaaacg
   659581 tcggtaataa tactgatcac tctggctcgc aacttcaaaa tcataccaat 
gcccaacatc
   659641 agccaacgac caatgttgct taacaacttg tcccgctttt acggtcagtt 
gcaatggcgc
   659701 atcttgtcga tatgcacaag gttttactgt caatattgta tccttggttc 
cctcattcat
   659761 gagttcgaca taaacatcac cattagcaat gtcatagcac actcgaattt 
caggtttaac
   659821 accactatcg ataatacgtt gagtatcccc tttaaaatga cgatggtagc 
catttggacc
   659881 aagtacccat aggtcataac ggcctaagtt atcgtttaaa gtatcccact 
catcatctaa
   659941 agttttattc ggctcgacaa tataacgctt tggaatacgg tctaaattga 
gcttatcata
   660001 tacgtggaaa accgctgctt gcttacccgt attagaaaaa atcaattgca 
ccttaccatc
   660061 tgctttacaa cgcgcactag tatgcaactc ataaggtagc gcccgtgata 
gacggatccc
   660121 actttgctga atgggtaact taatatccgt gggtacagga acagctggca 
aagcttcttg
   660181 gttttccctt agcgcatctg cctgcacacg tgtttgttta ccactcagct 
gcggtaaaac
   660241 atctgcattt ggtgttttaa agttaaatgc actggttaaa tcaccacaca 
ctgcacggcg
   660301 gtatggactg atattcagct cttttacacc aaaacgtttt tctaaaaaca 
tgagcacgga



   660361 agtatgatca aaaacttgtg agttgaccca accgccacga ctccatggag 
aaatcacata
   660421 taaaggaaca cgaggacccg gaccataaac tcgtccatca ggtgtaggct 
gtgaatggct
   660481 cccctcaggt gcagcatgat caaaatattc atcttgcata tcagcattgc 
ttagtgtcga
   660541 tttacctgcg tactggccgt ttttgagtcg agatggtgct gatggcgatg 
gcatatggtc
   660601 aaagtaacca tcattttcat caaaattgat gagcagagcc gttttactcc 
acacctctgg
   660661 tacagcagtt aatgcatcaa taatttcttg gataaaccaa gctccttgaa 
ctgggcttga
   660721 agggtccgga tgttcacaat aaattgatgg tgcattaatc caagacactt 
gaggtaattt
   660781 accttcacga atgtctcttt taaaagcgtc gagatactct tctggtttat 
tgcccggtag
   660841 cgtatttgca atgcctttat agagtggatt tttggcatta tcagtagccg 
catcataggc
   660901 tttatacggt agtttttgac ccgtatcggc atatggttta ttcggctccc 
caccgcttga
   660961 aacgggataa ccggatgcaa tgttggcctt tctaaaagaa cggaatgcac 
ccaacatatt
   661021 atcgccccat tcatctggca tattctgata acaaatccag cttatccctg 
cttcttctaa
   661081 tctttcggca taggttttcc aagtgtaacc acggtctgcc gtcgctgggt 
taccatcaat
   661141 ccagtcccat tcattattta caaatgaacg cttggtcggt gttgcaccat 
tggtaccagt
   661201 taaatgaaaa gagcggttcg catctgttcc ggtgtgcatg gaacaatggt 
aggcatcaca
   661261 aatcgtaaag gcattggcaa gtgcaaactg atatgggatt tctttttctt 
taaaatagcc
   661321 catagatata tcggttttat gagttggcca gtttgccata cgtccattgt 
cccacgccaa
   661381 ctgactgtca tcccacgtat gaggcgtacc atctgcacgc tgtgcattat 
tggccgtccc
   661441 atccaaatga aaaggcgtta aaacctgacc attacttctc agctgttccc 
agacacggcg
   661501 accatttggc agagggatcg taaaacggtc agcaaagcct cgaacgccct 
ttaacgtacc
   661561 aaaataatgg tcaaaagatc ggttttcctg cattaagatg atgacatgtt 
caacatcctg
   661621 aatagtaccc gttttattat ttgcaggaat tgctagagct ttttgaatac 
tcgatgggaa
   661681 agccgccaac gctgcagcgc caaagcccat atttaaagag taatttaaaa 
atttacgacg
   661741 tgtaatcatg atcaaattct ttttattatt taagtttatg gagcacagcg 
catgacaggc
   661801 tttttacctg tgtcgggtgt attcgaatta tcatttgccg agtcgttaca 
accactcagc
   661861 agaatggcac cgattaataa aaaataagaa tatttaaagg aaattgttcc 
tgtgtattgc
   661921 cttttcatga cgatatatag tccatttaaa atctaaaatg gctaacatag 
aaaagtacaa



   661981 tgacagtggc gtgacctgaa tatttcaatc cagtgaaaac tatgaaaatt 
ctattttttc
   662041 aagtttctca ccagatcaaa actcaattga acttaaggct ttaattgaat 
attttgcagc
   662101 tcaccatcaa aagtctctat gaggctttta ataacgggtt gttgctgtaa 
tagttctgta
   662161 gcccgatgga aagctttttc tttacgaacg ctttgcataa catacggtgt 
agcagtattg
   662221 actgcaccat actcgaccgt aaattgtgta tttggccact gctgctttaa 
agcttcaatt
   662281 agggcttgtt gtagctgagt caacatattt tcatattctt gaggaatatg 
gaaaaccgtg
   662341 ttgccaccaa tttccccagt catcacacca tgttgagcaa gttcttgaac 
ggctggagaa
   662401 agctggctat ttctaaacca aaactcccac ttttcaagtg tccactcacc 
ttccaaagtt
   662461 tgtgatggca actttaaaat atcttgtggc atcagctggc tgttatctgt 
tgcgttaggc
   662521 tcttttacca ccgcaactgt ttcaacaatt tcaacttgca ccaatgactg 
ttgttcaata
   662581 acaggttcag aaaccaagtc ataagctgac gtatcttgag caagtgaaaa 
ttcagcactc
   662641 gatgcttcaa ataaacctat aggctcagca gtagaagctg gttcaggttc 
gatttgtttg
   662701 acttgggttt cagcctgaac ttgtactaac ttttgttctg gtaccggaat 
gaaatcttcc
   662761 tcaagaacac taacagtctc ttgaacaact gctgactcaa gtccaatcaa 
ctcatgatga
   662821 tttgggtcaa ataccattaa gtcctgatta ggctgaggtt caggttcagg 
ttcaggttca
   662881 ggttcaggtt caggttcagg ttcaggttca ggttcaggtt caggttcagg 
ttcaggttca
   662941 ggttcaggtt caaccatagc gggttggcta ataacttcaa taggctgaac 
agcacttaca
   663001 ggagcaatca cttgggctgt ttgagcttgt gaatttaggc ctacttctgc 
ttgcccattt
   663061 tgttgaacag gctctgaaac taaaatttca tttggtgcta aaggacggaa 
tgccaataat
   663121 cgtaaaacgc acatttcaaa accttgctct tgcgttacgg caagctgcaa 
gtctgaacgg
   663181 cctttacatg cgatttggta gtaaagctgc aaatcttgag ccgaaatcag 
tttagaaagc
   663241 tgaagaattt tggcattaat ttcttcactg tactttaagc cgagctctgg 
taaatattgt
   663301 aataaagcca actcatgcaa tgttgaaatg agctgatcca gtactaacga 
gacatctaag
   663361 gcctgatatc taaattggag tagtaattgg ctcacttttt cacgttggtt 
ttgatgaacc
   663421 gctaaaatca aatcatatat gatcgtacgg tcaatcaagc caagcatttc 
tttaacatct
   663481 tgatgatgta cagcaccctg cccataagca atcgcttggt cagttaaaga 
taatgcatca
   663541 cgtaatgaac cttgtgcaga ttcagcaatt tgccagattg catcttggtc 
agcagcaatc



   663601 tgttcttttt caagaatagc accgaggtgc ttggtaattt catcgacagc 
taaaggtcgt
   663661 agagtaaatt gcaaacaacg tgaaatgacc gtaatcggta acttttgtgg 
gtctgtcgta
   663721 gcaaacaaaa acttaacgtg ttctggtggt tcttctagtg tttttaataa 
cgcattaaaa
   663781 gaatgcgtag agagcatatg tacttcgtca atcaggtaaa ctttaaaacg 
gccttgagtt
   663841 ggtgcataag gaacgttgtc taaaagttca cgcgtatctt ctacttttgt 
tcttgaagca
   663901 gcatcgattt cgattaggtc aataaagcgg ccttcattta ccgccttaca 
agtggcacaa
   663961 acttcacatg gcgtagaagt cacacctgtt tcacagttca aacacttggc 
taaaatacgt
   664021 gcaattgtag ttttacctac accacgcgtt cctgtaaata aataagcatg 
gtgaagacga
   664081 ccgcgttcca atgcactact taatgcacga gaaacatggt tttgtcccac 
taactcattg
   664141 aaattacgtg gacggtattt tctagcaagt acttgataca tgtatgctcc 
ttgttacagg
   664201 cataagcata ctttgttttt aaaagagtgt gaacgtataa agctcatatc 
cgtacagata
   664261 aactgcgaac tacatcattt gtctggacta tcagtgaatt ttaaagtttc 
gaagaaaagg
   664321 ttctctaccg aaactttaaa tactgtgaaa aatattaatc tactttcttc 
ggaaaactaa
   664381 accagacaaa tacagttaaa aggaagaaac agatcgctga gagggtaagc 
acccaactat
   664441 gtgcatagct aaaagcttgc tgcgccacta caactaattg ccctcctaaa 
ggattttcaa
   664501 gattagaggc taattgcatg gtttctccaa tcgagatact cgctttttca 
attaagtctg
   664561 acggaagctc ggctggcaaa ataattgagc ggctataaaa ccaagacaac 
attaaaccaa
   664621 aaatagcgac acctaagcca gcgccaagtt cataggccat tccctcaatg 
gcacctgctg
   664681 cactcgcctt ttgagggggc acagatgaca taatggcagc agttgaggcc 
agtaaggcaa
   664741 tctcaatgct aaagcccaaa aagaccatac atgtccatgc taaaaagtgg 
tcggttgaaa
   664801 aattaagctg agcaagcccc cataaactga gcgcgctcac taaaatacct 
aggctcgata
   664861 ctctacgtaa accccattta tttaaacaaa tacctgctaa tggaccacct 
aaactaattg
   664921 caatcataaa tggaataata aacatcgccg cctgtaatgg agaaaacccg 
tgtacaaact
   664981 gcaactcttg agacaaaagt aattcaaagc caaccaaagc aatcatggac 
acaactgcca
   665041 taacaatact ggtagaaatc actggatgtt taaataattc cagatcaatc 
attggtgtcg
   665101 tagctctttt ttggcttcga atgaagtgaa ttaatgtgct tatacccacc 
acaaacatca
   665161 caaccgtgag caccgagaag ttatacatag ccgatttaat tgaatagatg 
aggcttaaaa



   665221 ttgctacaac caaaactaaa gcttgcccta agttaattgg ctgatcagtt 
ttctcttgtt
   665281 gtttaggaat gatcatcacg atcataacta gaacggctaa aataatcggg 
atattaatga
   665341 ggaatacagc tccccagtgg aaatgctcta atacaaaacc accgactaat 
ggaccaaaag
   665401 ctgctccgcc tccccctact gtagaccaaa gaccaagtgc aaaatttctc 
tgcttttctt
   665461 cggtaaaggc attacggata ccggataaag tggcaggaat aagcatagct 
gcccctagac
   665521 ctaagacagc acgagaagca attaaggcat aggcagttgg agaaaaagcc 
gcagctaacg
   665581 aacccacacc aaaaactgcg gttccaataa ataataattt tttaaagcca 
atacgatcac
   665641 caagtgcacc catcggcaaa atcaaacccg ccataatcag tgaataaata 
tcaataatcc
   665701 ataaaagctg attggcagtt aaattcaatg ctgcacttaa agatggtgtt 
gcaacatgca
   665761 ttaccgttgc atcaatcgta actggtaaat aaatgaggac gataattgtc 
aggattaacc
   665821 attttttttg cataacgctc ttcaatatcc aaaacttgga catgtgttca 
aatcatggtt
   665881 attatataca caactggaca cttgtccaac ttttagtttt aatgtaattt 
gtgtcgaatt
   665941 cagtcaggta aaaaaacatg gcctatctta atcgcgatca acgcagagaa 
atgattctgc
   666001 aagctgccat gcaaattgct ttggctgaag gttttacagc catgacggta 
cgtagaatcg
   666061 caacagaagc acaaacctct accggacaag tccatcatca tttttcttcg 
gcatctcatt
   666121 taaaagctga agctttttta aagctgatgg aacagcttga tgaaattgaa 
caaactctcc
   666181 aaacaactag ccaatttcaa agacttttca tcttattagg cgcagaaaat 
atcgacagac
   666241 ttcaccccta cttacgttta tggaatgaag ctgaactctt gattgaacaa 
gatattgaaa
   666301 tacaaaaagc gtataacctc gccatgcaaa gttggcatca agctattgtg 
caatcgatcg
   666361 aatgcggtca aaaagaaggt gaatttaaaa ataggtctaa ttccacagat 
attgcgtggc
   666421 gactcattgc ctttgtgtgt ggattagaag ggatttataa acttggttta 
caaggtttag
   666481 ttgaagaaga ttttaagcgt cataccgaag caattattcg cctagaatta 
ttataaatgt
   666541 tgagctggca ttgcttaaaa ataccagctt taaaatacta aaattagaac 
caacctttac
   666601 ggccttttaa aatttggtct gtgcaacgta aagcttcttg ggtcagcccc 
cacaaacgat
   666661 aatcgcctgt gattgaacca atctggaagt tatgagtata agcaaagctg 
aggtcacgct
   666721 caggatcaca ccacgctcct gaaccattgt aaccaatatg tccaaagcca 
ttttttgcac
   666781 gtttacccat agtaataata cggtgatatc ctaagcgcca attcatcggt 
attggcatga



   666841 cacgatcacg tgcataactt tgaatagtac taagttcttt aaatacttct 
gggcgaatca
   666901 attgctgtcc atcccattca ccttgatttg ctagcatcgc ataaatttta 
gcaaggctat
   666961 ttgcagtaaa tgtcccgttc gctgccggaa tgactgcttg cagtccctca 
tcactaaaaa
   667021 aactaaaatt tttcattcct tttggaatca tcgcatcctg aaagtcttgc 
gggtcttgac
   667081 ccgtccatgt aatcactttt tcagagagtg aactcttacg cgtctttggc 
tttttaggtt
   667141 tttcaacttg agtagatgct ggtttttctg gttttggttg aataattaaa 
cgtgctacac
   667201 gatccaactc atttgcaggc gttccaaaat aagcaccatc taactgtaat 
ggctcaacaa
   667261 gatatttttg catgagctga tctagagatt gaccagttgc tttttcaagt 
acgccaccga
   667321 caagccaacc aaatgttaaa gcttgataag cattaccctc tcctgcaagg 
aatcttggct
   667381 tagtcgccgc gaccacatct aacatatgtg accagtcgag catttctctc 
gcactttcga
   667441 tgatatttcg aacatcaaac atgccgcttt gatggcttaa cacatgacgc 
aaagtcattt
   667501 gctcttttcc attttgagca aactcagacc aataggtcgc aatcggtttg 
tcgtattcta
   667561 aaaaaccttc acttactaaa atatgcgcta aagttgcaag tacaccttta 
cccgtagagt
   667621 agcaaacagc caaggtatca ggttgccaag tttcattttg tgattttaga 
ccggtgtaga
   667681 tatctacaac tttttggcct ctaaaataaa ccgctaaagc agctccacct 
tgtcctgttc
   667741 tagcatcttg aagacggcta aactggtgag ctaaatcaat aaaacgttca 
tctaaaatac
   667801 cgtgatagtt atgggtatcg gccagtaaaa tctctttaat cacatgaagt 
tccttgcatt
   667861 ttttgttatt ttgctcaaaa gcagcccaaa cctctgttca ggctgctgct 
atttttataa
   667921 tgcttttata gttcctgcaa catgcggttt ttgtgatttg gcattacgaa 
tcaagaaatc
   667981 tgtcttttta tctgcatttg ccgttaaaaa ctcaactttt gacggtaaga 
acattggcag
   668041 cttaaaccac acatctgctt cataagcatt tggtaattca aggttcgcta 
gtgctttcgc
   668101 tttactccac atgccatgcg caattgcttg tttaaagcca aaagcttttg 
ctgtaatagc
   668161 atgaatatga attaagttaa aatcaccaga cactttcgcg taacggcgac 
cagtgttttc
   668221 taaaatattc cactctgcct ctggcacata agttggtact tgttcttctt 
tggctttctc
   668281 acccactctt ttctcgactt tttggcgaga taaataagtc gttaagcctt 
ccatcaccac
   668341 ttcattgcca acttttgccg tggtaataaa gtcaaactga acgcctttat 
catgtggttt
   668401 tagttcccca aatttacatg acagagtgag tttttcagtt acgccaatcg 
gtctggtctg



   668461 tttaatctgg ttacgaatat gcactaaacc taaaattgga aatgggaagg 
cttctgctgt
   668521 catcatgtgc atttgcaagc tttgagaaag taccgctaaa taaattgcag 
gtacaaagcc
   668581 attattttga aagccacata cttcgttata agctttgaga tggttctgat 
caatttctaa
   668641 agtatctacc acatattcaa cttgcggtaa tatttttgga cctttcggtt 
ttttaaaaat
   668701 taaaccttgt actacttttg gataagccaa tgccgctttt ggtagctggc 
taaaatgacg
   668761 agtattcata cctaaccttt tataatttat agattcttga ataaaaaagg 
gatgcacaag
   668821 caccccctct ttagctaaaa gtgcttaagc gcccaacaag ctttgaccgc 
acacgcgtac
   668881 aacgttgcca tttacgcctg tagaagcagt tgatgcaaac catgcaattg 
tttctgccac
   668941 atcaacaggt aaaccgcctt gttgcattga gttcatacgg cgaccagctt 
cacgaattgc
   669001 aaatggaatc gcagcagtca tttgagtctc gataaagcca ggtgctactg 
cgttaatggt
   669061 aataccattt tttagaatag gcgcagtaaa tttaactaga ccaatcacac 
cagctttaga
   669121 tgcagcatag ttggtttgac caaggttacc agcaatacca ctaatagatg 
atacacaaac
   669181 aatacggcca tttgcattta gaccatcgtt ttctaacaag tagtcgttta 
cgcgttcagc
   669241 agcagacaaa ttaatgttaa tgaccaagtc ccaaagctct ggcttcatgt 
ttgccaaagt
   669301 tttgtcacgt gtaatacctg cgttatgaac gataatatct aaaccgcctt 
gttttgtcgc
   669361 agcagcttta attttttcgc ccgcatcagc agctgtaatg tcaattgcca 
atgtagaacc
   669421 gccaatatca gcagctacac ggtcaagatc agcttgttgt tgtggtacgt 
ctaaacaaat
   669481 aacatgcgca ccgtcacgtg ccaacacatg tgcaattgcc tcaccgatac 
cacggcttgc
   669541 accagttact aacgcagttt ttccagcaag cggttttgcc caatcaacat 
caaccacatc
   669601 tgctttagaa acacgaatca cttgaccaga tacataagct gaacgtggtg 
aaagcaagaa
   669661 acgtaatgtt gattcaaggt ttgcagcagc accttcgtct acatacacaa 
cttgagcagt
   669721 aatacccttt ttaaattctt tacctacaga tttgataaaa ccttcaagtg 
cacgctgagc
   669781 aatcgcttgt tttacagttt tcgcagtttc aggcgttgta ccaataacaa 
tcactcgacc
   669841 agaagtcgca acttgacgtg caatcgggtt aaagaattta taaagttcgt 
ttaactgttc
   669901 tgagttttga ataccagatg catcaaatac aacagcctta aattttgatt 
ctttatcgcc
   669961 tgcattgaat ggacgtaaat ttaaaccaac ttttgcagct tcttgttgta 
atgcaacatt
   670021 attgcctaca tagctatctg catgaatatt gctaagtact tgtgcaatca 
caccagacaa



   670081 aacgcttgac ggcgccgcgc caaccaatac tgcacctttc actactggct 
gagcactttc
   670141 aaaacgctct aatacaacag gcgaaggtaa acccagattt ttaacaacga 
atttaccaat
   670201 aggagattgc gtaaatgctt ggtattgatc agtcatgatt attatctctc 
aaagaaatga
   670261 attttctacg acaggcttca ttatgttatg agatggatag aaacaatatg 
aaagcagtcg
   670321 ttcattagag ttactccaaa tcatacttga gttcatcttt ggatgtcttg 
acctgaatgc
   670381 tatctacaat gtcattctag tcaatacagg tctatttgaa ttgtgttaag 
gtagctaaca
   670441 agaatatcgt tattatgctt ggaaaagcct tatgagcaaa acaactcaag 
aaaatccagc
   670501 agtcgagaat tctgctcagg aaaaagtgtc aaatacatca aagtcggctt 
ctaacacggc
   670561 taagcgtaac agcactactc ctaaagcagc aactaataca ccaaaaacga 
cacgtactcg
   670621 ttcaacgact gcacctgcac gtagccctcg tagtaagagc gctgcttcag 
caaccccgtc
   670681 tacatcttca aatgtagctg cagcaccaaa agcaacaaaa accaaaactt 
ctgttcaaca
   670741 ggataaaacc atgagtcaaa acactgttcg ccgcgttgca attattggtg 
gcaaccgtat
   670801 tccatttgca cgttcaaata ctgcttattt caaagcgtct aattctgaca 
tgctgacagc
   670861 agcattgaat ggtttggttg aacgctttaa cttacaaggt aagcgtattg 
gtgaagtcgt
   670921 tgctggtgct gttttaaaac acagccgtga ctttaatatg actcgtgaag 
ttgtattgag
   670981 cacagatctt gctcctgaaa cccctgctta tgacattcaa attgcttgtg 
gtacaggttt
   671041 acaagcagct tttgttgttg ctaacaaaat tgcgcttggt caaatcgacg 
taggtattgc
   671101 aggtggcgta gatacaactt ctgacgcacc gattgctgta ggtgatggtt 
tacgtaaggt
   671161 tttacttgag cttaatgttg ctaaaacggg taaagaccgc cttaaagcac 
tcacaaaaat
   671221 tgattttaaa aagcttcttg atgcaccaag caatggtgaa ccgcgtactg 
gcctttcaat
   671281 gggtgagcac caagcaatca ctgctttaga atggggtatc actcgcgaag 
cacaagacga
   671341 attagctgca agcagccatc aaaaacttgc tgctgcttat gagcgtggtt 
tctttgatga
   671401 cttaatgact ccattcttag gtcttaaccg tgacaacaac ttacgtcctg 
acagtacagt
   671461 tgaaaaactt gctaagttaa aaccagtttt cggtaaaggc gaaactgcaa 
caatgacagc
   671521 gggtaactca actccgttga ctgatggtgc ttctgtggta ttgcttgctt 
ctgaagaatg
   671581 ggcaaaagaa aacggacatg aagttttagc ttatctttct ttctctgaaa 
cagcagctgt
   671641 tgacttcatt ggcaagaacg gtcctaaaga aggcttattg atggctcctg 
cttatgcagt



   671701 acctcgtatg cttaagcgtg ctaaccttaa gcttcaagac ttcgatttct 
acgaaatcca
   671761 tgaagcattt gcatctcaag tactctctac cttaaaagct tgggaagatg 
aaaaattctg
   671821 taaagaacgt cttggcttag atgcaccatt gggttcaatt gaccgctcta 
aactgaacgt
   671881 aaatggttca tctttaggtg caggtcaccc atttgctgca actggtggcc 
gtatcttggc
   671941 tactgcagct aaattaatta atgaaaaagg ttcaggccgc gcattaatct 
cgatctgtac
   672001 agcaggcggt gaaggtgtgg ttgcgattgt agaaaaataa tttctattta 
tcgaccaaaa
   672061 aaataagcac ccatctgggt gcttatttca tttcaatcta tgtgaattag 
tgaagtgatg
   672121 ctgctttagc atttgggaaa aacttatctt caatatggtc ataacaccac 
tggaaaataa
   672181 aggtataaac caaaatacat aaggtcaaac ctatatctaa aataaatgca 
tcaatcactg
   672241 tcatctgcat catatatgca atcattggaa cagtcgcaat cagcaaacca 
ccctcaaaac
   672301 caatcgcatg taaaatccgc acagggatcg ttctttccca attaaattta 
tgctctactt
   672361 tttcgaaata gtggttaaaa atcatattcc agaaaactga aaccactgcc 
ataaacacac
   672421 caagtgttcc ggtcacttcc atcggcatgt caaaaataaa acttaatgca 
atcgcaatga
   672481 tgaccaacaa aattccttca taactgattg catgaatgag tcttctcttg 
gaaatcaaca
   672541 tttttaaata ctcaataata acttggataa tgtgcatttt atttttataa 
ttttgattaa
   672601 tccaattagg ttctttcaat ttttttgaca gatgaatgtt aatcaagaac 
aactactcat
   672661 gttccaagcc gttatggaaa caggttcatt ttcagcagca gcaaggaaac 
tcggtaaagt
   672721 cccctctgct gtgagtatgt cgattgctaa tttagaaatc gatttgaacc 
tgactttatt
   672781 tgaacgtaaa ggccgcgaac ctactcctac agccgaagca cgagtgctat 
atgaaaaaac
   672841 ggcgcaacta ttgattgaaa tgaatcaatg gaaacagcac gcgcatgcat 
taagtactgg
   672901 gctggaacct aatcttacta ttgttgtggt gtctgagctg ctacatacca 
attggaccga
   672961 ctatgtttgc ctgctagaaa gtcgctttcc cgatctacaa attaatattg 
tgtcggcccc
   673021 tcaagaagat gcgcttcaaa tgttgttaga tggatctgcc caactggccc 
ttatgtttga
   673081 acgtgagcat ttagataata gagaacagtt tgttgaactc aaacgtgaag 
ccttaattcc
   673141 tgttatttca aaaacccatc cgctcgcaag ccaagagcat gtctcatatg 
agcagatttt
   673201 gggtacaaga caaattgtgg tggcaagtcg agatgaaaca ttaaaacccg 
aattattatt
   673261 ttcaaaacat tactggcgta cagataacca ccactctgct tgcttaatga 
ttttacgtaa



   673321 tttaggttgg ggtgtactgc cacaagagat gtttaaagaa aatcccgagt 
taaacaacaa
   673381 gcttaaagca ttagatgtat ttgattttac gcctcgattt gaatattacg 
ttgatttggt
   673441 ctggagccgc gaaagtgaac tcggtgctgc tgcacggttt ttgattgact 
atattcgtaa
   673501 taagcgaatg caactggctc cttaaaatca tttcaattta gatgcagaac 
ctaaacgttt
   673561 ttctttgaaa cataacaatt gatatatcga cagtatggat agagtttgtg 
ctataaagaa
   673621 aacataagat tttttattga agatgttgaa tatcaatgac tcatacagca 
cttgaccaat
   673681 taaaaacatt aacgaccgtt gttgctgaca gtagcgacct tgaagcaatt 
cgtaaatttc
   673741 gtcccttaga tgctacaacg aatccttcgt taattaccgc tgcggcagaa 
caaccagaaa
   673801 gtaaagagct cattgaagat gcttattatc aagctaaaga agaaggctat 
aaaaatgatg
   673861 aactgattga aagaaccatt gatattttaa ccgtaaaatt tggtgtagaa 
attttaaaac
   673921 tcattgaagg ccgtgtttct acagaagtcg atgctgcact ttcatatgac 
accgaagcga
   673981 ccattcaaaa agcgcatgaa ttatgtgagc tttataaagg gtatgggatc 
gatcagtcac
   674041 gtattcttat taaaattgca tcgacttggg aaggtattca agcggctaaa 
gtgcttgaag
   674101 ctgaaggtat tgcctgcaac ctcactctcc ttttcggttt acatcaagcc 
caagcgtgtg
   674161 cagatgccaa agttacttta atctcacctt ttgtaggccg tattttagac 
tggtacaaaa
   674221 aagctgaagg tgtagattct tacccaatcg agaaagatcc aggtgtggtt 
tcagttaaga
   674281 aaatctacac ttactacaag cagcaaaata ttccaactca agtcatgggt 
gcgagcttcc
   674341 gtagcatcga ccaagtgcta ggccttgcag gatgtgattt gcttacgatc 
tctccaagct
   674401 tgctaacaca gcttgaacaa gatacgcgta cagtcgatgc agcacttgat 
gcaaacaaag
   674461 caaaacaggc agaagcgatt gttagaccag ctcaagatga gcaaagtttt 
aaagatgaac
   674521 ttaaccatga cttaatggca ttccaacttt tacaaggtgg tgttgatggc 
tttattaaag
   674581 cgcgagatca attaagtctt ttattacgtc aatcttttgg aattgatgca 
gaaattaaat
   674641 cttaaaaact gcacttttca tacaaaatta ccgatttttg ttatcatgac 
aaaaatcggt
   674701 tttttattgg gtttctcgtg ttcggcataa cagacttaac aacatatatt 
attggtacat
   674761 tcctaattgt gttattgcca gggcccaatt ctctttatgt gatgtcgatt 
gcttcacgct
   674821 atggtattaa aaccggatat atgggggcac ttggtatttt tacaggtgac 
ttaattttaa
   674881 tgctctgtac cgtacttggt gcagcttctt tactaaaagc attcccttgg 
gtttttattg



   674941 tacttaaact cgtcggcgca ctttacttgt cttatttagg ttttaagctt 
ttacaaggca
   675001 gcattcagcg ttggaaatta cgtaatcaac cccaagcaga aatggctgat 
ttacctgctt
   675061 tagataaagt tcacccttat aaaacagcct taagtattag tttactcaac 
cctaaagcga
   675121 ttttattttt cctgtctttc tttgtgcagt ttgttgaacc ggattatgcc 
tatccagctt
   675181 taagcttttt aattttagcg gtgattttac aaattattag cttcagttat 
ttaactgcgc
   675241 ttattttctc tggaattaaa ctttcaactt ttttcaaaca aaaccataaa 
attgcagcaa
   675301 gcggaatttt cttagttggc attttatttt tcggatttgg cttaaagctg 
gcaacttcaa
   675361 caatgtaagc tgccgagtca agaaagtctg aatctattag gttgttaaaa 
tgccagcatg
   675421 ccatctgttt taacttcatt gagcacaaaa aatgtcctca cctgtcttac 
cccaggtaag
   675481 gcaataattt tttcactatg aaaacggtta aaagcagcca aatctttaac 
acgaattttt
   675541 agaaagtaat cgacttctcc agcaaccaag taacattcta gaacattctc 
caaatcacct
   675601 gctgcttgtt caaatgcctg aaagctatca ggtgtcgagc gatccagcac 
tactccgacc
   675661 aaaacaatgg tctcacgttg caccataccc ggattgattc gagcacgcac 
atccaagatg
   675721 gccccaatct taaaaagacg ctgagtatgg ttccaacatg acgaagtact 
aatgccaaca
   675781 agttttgcca gttcagcatt acttaaacgt ccattctctt gtaaacagcg 
cataattttc
   675841 aattcaagag gtgatagatt ttcagcctgt tcatccataa aacaatatcc 
caaattcccc
   675901 gtttgttatg aaataaataa tatcattatt ggctatttaa aaaatattct 
ttcattttaa
   675961 agccaaaaat agaaagcacc ttcttaaaaa aaattgttaa atttacctag 
ctgaaaacat
   676021 aggcagaaac atattaattt ttcagggact tagaacattt agctatgcaa 
aagattcttc
   676081 aagatttctc aataccagcc gtatttgctg gttttattac ctttcttatt 
ggtattagtg
   676141 tttcggctat tttagtgatt caggctgctc aagctttagg tgcgtcatct 
gaacaaatca
   676201 cctcatggtt ttgggcttta ggcttaggta ttggtttatc aggactcatc 
ctttcttgga
   676261 aatttaaata tcccgtagca acagcttggt caactgcggg cctcgcttta 
attatggcaa
   676321 caggtagtgg ctatagttta aatgaagcaa ttggcgcttt tttagtaggt 
ggtttactta
   676381 ctgcgatttt aggcttttca ggtatattcc aaaaagcgct ttcctatata 
ccacaaagct
   676441 taaccagtgc catgcttgcc ggagttttgc ttaagtttgg gatttcgctt 
ttcgcgagct
   676501 tgcaaaatga ttggacattt gttttatctt tactcgctat ttatgtcatt 
acaaaaagat



   676561 tatggccgcg ttacagcatt gtatttaccg cactggctgg tattgccctc 
tgccctgtct
   676621 ttttagactt tcatatgcct actcttgagt ggtccttggc taaacccgtt 
tggattagtc
   676681 ctgaatttag ctggtcagca cttttaggct tagcattacc actttttgtg 
attagcatgg
   676741 catcgcaata tctacccggt atagccatga tcaagagtta tggctataaa 
ccgcatgtta
   676801 atcaactgat tggctggaca ggtctaaccc aagttgtgct tgcacctttt 
ggatgttaca
   676861 gcgttaatat tgctgcgata agtgctgccg taagcttaga cgaccaagtt 
catcctgacc
   676921 caagcaaacg ttatattgcg ggtataagct gtggcttttt ttatgtgttg 
atggggctat
   676981 ttgctgcaac cctcacaagc ttactgatgt cttttcctca tatttttatt 
gtagctttag
   677041 caggcattgc cttacttggt acgattagtc acaacattgc gcttgcgttt 
ggtccagttg
   677101 aagaccgcga agcggcatta tttacctttt tatgtagtgc gtcaggtatc 
caatttttcg
   677161 gtgttggttc agctttctgg ggactggttg tcggtattgt tgtatttata 
gtccttaaat
   677221 ttaaagctaa aaaataaggc ttaaacgaaa gagtttgcgc ttcatcattt 
agagaaattc
   677281 ataaaaaatt aagcgcaaac tctcgttaaa ttagttaatt gtgtttttat 
cccaaaaagc
   677341 ctgccgtatt tgtggcatag catttaagtg attaatgatg tgttgtgctt 
cttctgcttc
   677401 gattgaagtt gcaattagtg ttacttctat ttcaacctct ttttctccaa 
aaggtgtgac
   677461 atcaatatct ttagcaggat aattatgatg ctttaaggtt aggtttaatt 
catccataac
   677521 gaccttgctc tgacttcggt cacatataat gtaaattaca tgtaaaactt 
ctgtgtcatc
   677581 gtctaacgga cgacggtcaa tgatatggac aatcggtctt aatagtgtat 
tggcagataa
   677641 aataaaggct gtcgccaata ttgcttcaat aattaaatca gcacccgcgg 
cagcacctac
   677701 tgccgcagaa caccataaag tcgctgcggt atttaaaccg tggatgttgc 
cttcttggcg
   677761 cataatgaca cccgcaccca aaaaaccaat acccgaaaca acataggcaa 
ttacccgaac
   677821 agctccatct gctccagtaa gattaattgc aatatctaca aaaattgctg 
cacctaccgc
   677881 aactagaaca tttgttcgaa gaccagctgt acgttgccta tactgacgtt 
cgaacccaat
   677941 taacgcccct aaaataaaag cagccgagag actaattaaa gtatcaataa 
tatttgataa
   678001 gtctgtatgt tgtagaaatt gcaatttcat tttgcaccta ttgttttatt 
gccagccata
   678061 acggcggata tagattttct ttacccattg agtaacacac atataagcac 
ctaaaattaa
   678121 aggtaaatat aagaaataac ttaaaggtaa agcttgtagt tttaaatagc 
ttgctaaagg



   678181 acccattggt aagaaaatcc cgatacacat aatcaccgct gtcattatta 
ataatggagt
   678241 cgcggcacga ctctgaataa atggaatttg agctgtacgg atcatatgga 
caattaatgt
   678301 ctgggtaagt aaacccacca caaaccagcc tgattggaat agcgtctgat 
gttcaggagt
   678361 atttgctgaa aatacaaacc acattaaccc aaaagtaatc atgtcaaaaa 
tggagctaat
   678421 cggtccaaac accaccataa agcggccaac ttcttcaggt tgccaacgct 
gtggttttgc
   678481 aattagctct tcatccacat tgtcaaaagg aatcacaatt tgtgaaacat 
cataaagtaa
   678541 gttttgaatg agtaagtgaa taggcagcat tggtaaaaat ggaataaaag 
cactcgcaat
   678601 aagtaccgaa aaaacgttac caaaatttga actcgccgtc attttgatat 
acttcagcat
   678661 attggcaaaa gttctacggc cttcaatcac acctttttca agaaccatca 
ggcttttttc
   678721 aagcaagatt aaatctgcag actctttagc gatatctact gcggtatcta 
ctgaaatacc
   678781 aatatcggca gcacgtatag cagcggcatc gttaataccg tctcctaaga 
aaccaaccac
   678841 gtgaccattt gcttttaact gctcaacaat acgttctttg tgaaccggac 
ttaatttcgc
   678901 aaaaatgtgg tattgctcta ctgctctttt gagttgttga tcagttaagg 
tttcaattac
   678961 accgcccaat aaaacttgat cataattcag gccaatttct cggcacactt 
tttgggtgac
   679021 aaactcatta tccccagtta gcacttttac cgttacacca tgggcatgta 
aactctgtac
   679081 agcttctttg gcagactctt taggtggatc aagaaaagta atataaccta 
ttaaaatcag
   679141 atcactttcg tcaacaactg aataattttc ctgatgattt ttaaactcac 
gatacgctac
   679201 tgccaccact cttaaaccat ctcggttata gcgttgagtt aatgcctcaa 
ttgctacttc
   679261 acgttgcttt gttaaaggct ctactttgcc atttacctcg acataacggc 
aaacctttaa
   679321 catttcctca actgcacctt tggtaatcat acgggctttt tgttgaggcg 
tttgtaccac
   679381 gactgacata cggcggcgat caaaatcaaa aggaacttca tctaacttct 
tgtaacgtaa
   679441 cttctgtatt ttgatctgat catcaacagc ttctaaaaca gccacatcaa 
gcaaattttt
   679501 taggcctgtt tgataataac tatttaaaaa tgcctgcatg agtacaaagt 
ctgatttctc
   679561 accttgaaca tcaatatgtt gggataaaaa gattttgtct tgagtcagag 
ttccagtttt
   679621 atcggtacat agaacatcca tggcaccaaa gttctgtatc gcatctagac 
gtttaacaat
   679681 cactttcttt ttagataaga aaaccgcgcc ctttgccaaa gttgaagtca 
caatcatcgg
   679741 tagcatttct ggagtaagac cgacagctac agataatgcg aataaaaatg 
cttcggccca



   679801 atcgcctttg gtgaagccat taatgaaaag tacaacaggt gccatcacca 
acataaagcg
   679861 aatgagcaac caacttactt tgttgacacc catttgaaat gcagtcgtgc 
tccgatcagt
   679921 agccgtaact cgatgagcca atgcaccgaa atatgtttga atacccgtac 
ttaaaaccac
   679981 tgcctgagct gaaccagaaa caatattggt ccccatgaat acaatattat 
ctagctctaa
   680041 agcgctggtt tcttcaagat ttttctgcaa cggaaatttc tcgacaggca 
ttgattcacc
   680101 agtcattgca gcttgagaga caaacaaatc tttagcagac aaaattctac 
aatccgcagg
   680161 aatcatgtca cccgcagata ataaaattac atcacccggc actaaatact 
gaattggtat
   680221 ctcaaattgg tgagtggttt ggtttttagt atcaatgcta taacgctcat 
gcataagttc
   680281 taaatcttct gcactgactt gatggcgcaa tacagtagca ttattactca 
ccattgcctt
   680341 taaggcatcc gcagcttgat ttgactttgc ttcttgccag taacgaagta 
gtgttgaaag
   680401 aattaccatc acactaataa tggttgaacc tgttagatca tcggtaaaaa 
aagcaatcaa
   680461 tgccaacagg ctaagtaaaa tattgaacgg attacggtag caataccaaa 
ggtgttgcca
   680521 ccaagttaat ggcttttcat gagtaacttc attaagaccc accgtcattt 
gttggctatg
   680581 cgcttgctct tctgtaagcc ccgtcaaatg agtatcgaat tgttttaata 
gatcattcgt
   680641 ttgatctctt gatgcattaa gcaaacgctt agataaattt ttgctaattt 
cttgagcata
   680701 actagattga tgtagctctt taaaagatcg attacgaccg aaaaaacgca 
tcaaatgaaa
   680761 tctttgtaaa aatgatgtga agagtcgttg ccagaatttc atcacgaaat 
cctccatttt
   680821 ttaggcgtac aaagctctcg accttattga aaataaagtc ttttaaattt 
tttaatttag
   680881 aaaggaatag gagatcgtag acttacgatg aagaagagaa aattagccca 
aagccagacc
   680941 aacgttgacg gaatgtcaca taactgaaca tggtccgaat gctttgaatc 
gcatgagacg
   681001 aattgtttac caagattaaa atctggtaga tataacggtc gtgtatggaa 
gcgtataaaa
   681061 acattggctt ctccccattt ctagcgagaa actaaacaga taaatgctga 
agtgaatgat
   681121 tacaaatcaa gtaatttgta taggtttaat ctaattttta acaaagctat 
ctcattgcaa
   681181 gatagcctct cctaaaggtt accttgctca gtattggctt tggtttaatt 
gataattaaa
   681241 ctcgaacctc gaacaactac ccatttagga tctccgttaa ataaactcgc 
ggcaagtata
   681301 ggttttactc tacaaggcac aagatttttt ttgtaatttt ttattaattc 
atcagtgact
   681361 ataaatcaca gttctctaac caccactgtt ttcgccatct tgtcatgcca 
tccttgtttt



   681421 ttagcatcaa atgcgaccca aataagaccg atacaaaaca ctaaaataga 
tggaatatat
   681481 ccgatatagc gaatgagaga ttgtacgaaa gttaacttat tacctgtctt 
ttcatcgaga
   681541 acttttaaac gcattagacg ttttcctgga gtccctgcaa agtagatcca 
acacaaaaca
   681601 gtatataaaa atggaaatgc ataatttacg atcatatcaa accaatagtt 
ttgcggttta
   681661 ctactcatac ctgtagcaaa tatgagatcg taatctccat gataaaagat 
ccatgcggct
   681721 ggaataattg ctaaaaaaag aataagagta tcaatgatca ttgcgccaaa 
tcttaaccaa
   681781 aaccctgcat attcatattt ataggtcatg tgttcacctc gcttttgtta 
ttttttacct
   681841 aatgccacag taactaattt attcgtcttt catcgtaatt gaaatctttt 
tatttttaaa
   681901 tacttaatgt attttttaat ttccggtttt atttagaatt gtaataagat 
ttttgaaaat
   681961 aaaagccata tcaatttaag ttaaaataat atatatcata ttaaaatatt 
tagattacac
   682021 ctcatttgta tgaggtgaaa actaattata tttattaatt taatcattta 
taaccaatgg
   682081 ttatttccag aataaaacat caattttaaa ttcttttttt agcaaaaaag 
ctgcacaaat
   682141 aagcccaata ccgatgatga ttaaaaacat acttaaactt aataatcctc 
ccacagcaga
   682201 gcaaaagcct aaaatagcta aaatataaaa taaaattaca ctaatacttg 
gcattcaatt
   682261 tattccacta cttaaaaata aaagcaattt attctatcga gtctgtaaag 
gaatgctgtt
   682321 ttcaaatgtt gattacaccc catatttgta tcaacttaaa aacaatatgt 
taataattcc
   682381 tactaaatgt aaacaacaaa aatataaatg tgataaatat cacatttata 
ttttaattaa
   682441 cttcaaaata atgtttttca gtaataagtt ttatttttag atttttatat 
aatcgatctt
   682501 ttgagttttc taacgaagga acaacttttt ctgcaaactt atcatctgcc 
atgagtcttg
   682561 cataagtttt atatccaatc actagctttt ctggctcttt accagtttgg 
cgaaattcct
   682621 cgataagttt actgactttc tttgctgtta aatcggccat atcttactac 
ttcccccctt
   682681 acatatgatt cggttatacg atttctgtgt gacaaaaata tgaaaggtaa 
tttattgtaa
   682741 agttcttcta aaaaattaaa tttggcatag tctcaactcc ctatttatca 
acctccaata
   682801 aaatcattaa aaatcaaata tataattaaa caccatttaa tttaactaca 
agtgaattga
   682861 attgatttct acctttaaac aaatgtgtta atctttaagt aagaaaagct 
tcatacatat
   682921 aacaacttgt aaataagagg aataacatta tgaattaccg acatattatt 
gtacctgtag
   682981 atggttctga gatttctttg gcagcagcac gacaagcggc ccatatcgct 
aaagcttttg



   683041 gtagtaaact tacagcaatt agtctggttg cagtggaccc gtttagtggt 
gtcgatttct
   683101 attacatctc tcctgttgta aaagattatt ttgttgaagc gcgtgctaat 
gcagaaaaaa
   683161 cacttgcgaa agtaaaagcc ctatgcgctg aagaaggtgt tgatattgaa 
acacaaatta
   683221 ttcaaggtga aatctcatct gatggcattc ttaaagctgt agaagagttg 
ggttcagacc
   683281 tgattgttat tggttcacat ggtcgtaaag gtttccaaaa acttattttg 
ggtagttttg
   683341 cgcaagatgt tctaaacagc actaaaatcc aagttttggt ggtaaaagaa 
taattgctga
   683401 gtcgactaaa agcctaatcc attgattagg ctttttatcg taaaaaatgc 
ataagtttta
   683461 cacagcttaa aaaccgttat acactattgt tctctttccc tctattttgt 
gagtcacgcc
   683521 aatgaagtaa gtctttttct catcaatttt ctcttttttg atgtgcaaaa 
tagactattc
   683581 tttagtgact tagcgtcttt atttaaagct ttacattcct attttgtaca 
tcctgtattt
   683641 atgaggttct tatgactcag caggtatgtg taatatcaca actcactttg 
gagtttcctt
   683701 caaaagtgat gtttaaagaa ttgaatttct cacttgagca tcatcaagta 
tcagccttaa
   683761 ttggccgcaa tggtcaaggt aagtctttac ttatgcaatt gcttcacaag 
atttcaccca
   683821 ctacagaaat gcatatcagt ggccaaataa actggcaaac caagtatgca 
tatttatctc
   683881 agctcactcg tctccaatca gacacaattg cagaagcttt agaggtcaac 
catctttaca
   683941 acgcttttca aagagtggaa aaaggcgaag ctgaatacga tgattatgat 
ttgttagaag
   684001 gacattggga tcttcctaat atttgggaag ctttactacg atctgctcag 
ctaccaaccg
   684061 atttagactt tcctgttaag cagttgagcg aaggccaaaa aaccaagtta 
gccttatccg
   684121 cattattttt aaaaactgat cattacctat tacttgatga gccaagcaac 
catctcgatc
   684181 aagaagctag acagtggtta attgctcagt taaagaaaca tccagtaggc 
gctctgatta
   684241 ttagtcatga tctgactttg ctaaatgaag tcgaccatat ttatcactta 
aatgagcatg
   684301 gcctacagca tactacagga aattatgaaa aattttatga gcaatatcag 
tcccaaatcg
   684361 aggctttaga acagtcagta catcagcatc aacgtgaagt taagcacatg 
aagcaaaagc
   684421 agcatgaagt tttaatgaaa gcccaaaaac gtgagcgtgc tggcaacaaa 
cttcgtgact
   684481 caaactcgca agctaaaatt ttgctcgatt ttaaaaaaga acaggctggg 
caaagcctag
   684541 gagcaattca ttctcaacat cagcgtcaaa tcgatcaaaa ccagcaagac 
ttgaagagta
   684601 aaaaagtact tctagaaact gttaagcccc aacaatttat attcccctct 
tttaacaaaa



   684661 gaacaggaga aattcttaga attgagaact taaaactcaa ctatgggaca 
caacaaccaa
   684721 ttcatctcgc cttaagagct tgtcaaaaga ttcatttggt tggccgaaat 
ggtattggga
   684781 aatcaacttt gctgaaacag attgatcaat cagctgtaac tgctacagat 
gaaattaaac
   684841 tgtttgtaaa ttgcttttat ctcgatcaga actttagctt tttattagac 
catctctctg
   684901 ctgttgaaaa cttaagaaat attaacccaa atattactga gttagagtgg 
agaaatttat
   684961 taggtcagct tcggattcgt ggtgataaaa gcacatatcc cttagctcaa 
ctcagtggtg
   685021 gtgagaagtt aaaagttgct ttactaggtt tgagccatgc tcagcctatg 
cctgaacttt
   685081 tactacttga tgaaccagaa aaccacttag atatcgagtc aagagatcta 
tttgcaaatg
   685141 ctatttctag ttatgaaggt gctgtgctat tagtttcaca tgatttaagt 
tttgttgaaa
   685201 aatgcgggat tgttgattca atttatttaa attaacacta cgctattttt 
atgcctatat
   685261 aaaagctcta actattagag cttttatata aatcttttaa ttatcatttt 
attttttatt
   685321 atctaatatt tgtagatcta gattaaaaga aactgctcta tttctttgtg 
cgcttttttt
   685381 catttgataa acttgaacaa tataatcacc atcaacaggt agcgttactt 
cacctgaaaa
   685441 acctacagtc gaacccacga ataatggctt atctttacca ggcttttgac 
ctggagcgaa
   685501 aatattaata taagctaaat taccataact attaatatta aattttaaaa 
tctgtccact
   685561 ttttgcaaaa actcgatatc ttacatcatc ataaccttga aactttccgg 
ttaacgtagt
   685621 ttgagaagaa ccttttaaaa agcttacttt agtctcaaca tttttagcaa 
ctacagataa
   685681 tggtatagat aaaatcaaac tagataataa taaaatttta atgatttttt 
tcatttttag
   685741 ccctcaaaat tatttttaaa ttattataag aaagataatt tttattaaat 
ttaactttat
   685801 gtatagattt gatgagtagc gtttggattt gtaagttatt tcatcgctat 
tcaaaagtaa
   685861 gtatcattaa acttaactta tcagcccttt aaattttaca gccgaaattt 
atggtaatgg
   685921 ccataatgag tcattttata aaagtggctt aagtacatgc catataaaaa 
ccgtatttaa
   685981 ttcaatgcaa gttatggaaa ccaagtggca catataaaag aagattcata 
ttttttcttt
   686041 agggctgtct tattaacgca agatgagttt gatccctaac aatagctagg 
aatagcaaga
   686101 cacagcaaag ttattttaaa gcccatctaa cgataggctt taaaatttat 
aaaaattagg
   686161 agtctttatc cattgagtgt ggagtcgtgg ttttatcttg ctgtttagta 
tcattctcac
   686221 cttggcaagc cgccacagaa agcgaaacga ttgctgctaa acctagggta 
gcgataattt



   686281 tagtcatatc tcacctcata cagttttaat tgattagctt ataaatactg 
gctatcaata
   686341 ttacgatcag catagattta tagacttttt tgtagtgttc acaaagaaat 
gtaaaatgag
   686401 aaagtatccc aaagatttta atttattgaa ttcatcttca ggatactgct 
tcaaatgatt
   686461 aaaaaattaa aatctgtagc ccacccctaa atatgtaatg atcgggtcaa 
tatcaacttt
   686521 agttgaccca tgaattaagc gagcgcccgt attttggtta atgacatcaa 
tttgtgttcg
   686581 attatttagt tttgcataag atattgaggc aaccgtatac caagaatcat 
taaaatcata
   686641 agtaaaaccg gcagtaaata taggcgcaat cgcatcatct gcatctactt 
taaccaccat
   686701 atttccactc gactctttac gatccaaggc agccccagcc ttaccatcta 
acacattttg
   686761 aatcatatgg cctgcagaga tcaggtcaga acgaatttcg tcatttagct 
taatatcatt
   686821 aaaatgagca tacattaatc ccacacctaa atagggtcta aacttgttca 
ccccactctt
   686881 cccaaattga tattgtgctt caattgcagg tgtccaggca cgaacactag 
ctgctttagg
   686941 tttattgcct aaattggtaa tcgggaccgc ttgacctaag gtaatgccgt 
tcggaaaaag
   687001 aattttaact aattcatttg gtgacaacgc gacaccgctt aatggtgcca 
agatttcacc
   687061 ttggccttta atatcgactt tagggggaat gcctccaata aattgtaaag 
acacattgtc
   687121 attgaggtaa tagttaaaca taagccctaa tgtgtctgtg tcatctactt 
caaggccggc
   687181 atcattttga tgccactgct ctaacccttg aatcgttgcc tcacctgcta 
cctcaggttt
   687241 tatattgcct tcttcatcaa gtaagagccc ttttaaaaag tcatcattta 
aagcgagttc
   687301 aagaaactct ttttgattaa aaggttcacc gcctacatct acctctgtag 
cattaggatc
   687361 aacggagttt aagaaactgg tcggcgaaat gcttccaact ttagcaactg 
ttccattttt
   687421 aacacttgta ttgatattaa atggattagc tttaccttga ggcattacat 
gtaaccaacc
   687481 tgccgagaca gaaaaccgtt ttactccctc tgcataactc atatttgcaa 
atatcaataa
   687541 tgagctggct attactattt tcgataattt tattttcatt tttattccat 
cctagaaatg
   687601 catattgcta actctgcaat atgttcttgg aatatagcca agttatattt 
tttatcaatt
   687661 agtataattt ttaaacaaat aaatttaagt taaattcatc acattttcat 
atataaattc
   687721 atgacttagt tatcttaatt agcagacgaa cggtaaaatt ttagttaaaa 
ataattttat
   687781 caaatggtaa aaaatagaga taaaaaccag tactcttttg atacttagct 
ctttttagaa
   687841 ttataaaaaa agcacccgta ggtgctctta aaaaataact tcattaaaac 
ttatattgta



   687901 gtgttagcgc cgcatttcga ggggcaccta aagtaatttg gccatacgcc 
gggaaaacac
   687961 cgtaatattt tttattaaat acgttgttaa tattaagctg agccgaaaaa 
tcttttgtaa
   688021 tttgataacg agccataagg tttacaagtg cataacctcc ttgctcaact 
ttctcaataa
   688081 ctttcttcgg attcttagca ttaacataag tactgctttg ccaatttacc 
ccgccaccca
   688141 cggttatgtt ttctaatttg cccggtaatt tataggtggt aaatgactga 
atcatcttgc
   688201 gaggaagttg ggtattaaca tcggcatcat ttgcatcttt ggcagagaac 
tggctataac
   688261 ctgctgtaat attccagtct ggtgtgattt gtccacttac ttcaacttcg 
aaaccttcac
   688321 tcgtcgcacc ttttgctgcc cgataatagg tttcttttac cccgttacga 
gtaacttgtc
   688381 ctgcttcctg agctaaattg tcttgcttaa tatgataaag cgctaaagta 
ccattcaaac
   688441 gtccatcaaa ccatgcagat tttaagccta cttcagtact gtttccttca 
accgggtcta
   688501 aatagtttcc atcaaagtct ttattatctt gaggctgaaa aatactggta 
taacttgcat
   688561 aagcagtata aacatcattg aaatcataga taacccctgc ataaggaaca 
aattcgtggt
   688621 catattttat ggatgaacta cgaccatata tattcttttc ataatttgta 
aaacgtccac
   688681 ctaaaataaa ttttagaggc tcaatcggat ttaaataagt cgcagcgaat 
agtgcatttt
   688741 gttcaatatt atatttctca ttgagtgtag gtgcattcca cactggctca 
ggcatgctgc
   688801 cgttccattc aaagaaattg ccaatttcca tttttgtatc agttgaacga 
gcatatgctg
   688861 taaagtcctg attggaatat tgataaccca aaacaacctt ttgttctaag 
ccccacaaat
   688921 caaaactacc attgagctgc aaagaagcat tatcttgctc tacctcaagg 
tcatacgctg
   688981 atgcataagg agatagccct agaccagtat ttttatctac actacctgaa 
acatataaaa
   689041 gcttagaatt agcatcacgc ttaccatgaa aataagatag tttagctgac 
cagttgtcat
   689101 taaatttatg agttaaatct gcaaataggt tggtatattt aacattccag 
cgtgtccagt
   689161 cagcacttgt agtggtattt ttagaccagt tcgtttttgt gccatcacta 
aaccagacag
   689221 gtaaacctcc ccacattggt ccacgcggat catcttcctg ataagttacc 
ccacccgata
   689281 aaagggtatt ttcagataaa tccgcttcag cacttaacag taaagatagc 
ttttctttag
   689341 acaacaagtc ggtatagctg tcgccttgtt catattgggc cactgctcgt 
ccacgtactg
   689401 tccctgattg attaagggag ttggcaatat cacccataac acggtaatta 
tcccaactcc
   689461 ctgcactcac ttctacgtta gctgttggct ctgtactcgt agcacgctta 
cgaaccatat



   689521 taatcgcagc agatgggttt ccagcaccaa atgtaagacc tgttgcccct 
cgaactacat
   689581 caatatgatc atataaggcc atacttgaga aaatttcacc tgaagaccaa 
ggcaagctat
   689641 atgtggtggg aataccatca ataatatagt tatctactac aaaaccacgt 
gaatagattc
   689701 cacctcggtt ggtttcataa cggttgacac ttacccctgt aacattttcg 
gcgacctcaa
   689761 ccaaagttga caattgctgg tcttgtaaac gctgttgagt aatgacagaa 
acagattgtg
   689821 gaacctcacg aacagataaa cccagtggaa ccgctgtatc tgttttccct 
gctatataac
   689881 ttttttcatt ttcttggcca cttccagctt ttactttaat ggtaggaaga 
gttccatatt
   689941 ccgaagtctg ctgatcagtc tctgcatgcg ctgaaattgt gctcattgct 
attgcaagtg
   690001 ctaatgcatt aatttgaaag tgtttcgtag tcctttgcat aatctttaag 
tagctttaaa
   690061 aaattacatg aataatacaa agaataatta tcatttgata ctgattatca 
atattacttt
   690121 catttatttt atttatgaat tatacaagtt tttatgattg aaatttatgc 
ctaactaagc
   690181 cgattgatgc taaaaataaa agagtagctg agaaaaacgg atcaaactta 
agatgaatat
   690241 ttttattcgc gatgagcgag aagaagatat taaagaaatt gaagaattga 
ctaaagcggc
   690301 atttctaaat gctgaacata cgagccatac tgaacacttt attgttaata 
atttaagaaa
   690361 gcacaaacaa cttacagtct ctttagttgc ggttgaagat aatactattg 
ttggacatgt
   690421 ggcaatttca ccagtgcaaa tttcatcagg tgaaaagaat tggtatggct 
taggacctat
   690481 ttctgtcgcg ccgaataagc aaggacaagg cattggatca ttgcttatga 
atagctcttt
   690541 agaaaaatta aaaaaattag gcgcaaaagg ttgtgtttta ttaggtgatc 
caaagtatta
   690601 cagtcgcttt ggttttaaag cataccctga cctaaaacta gctggagtgc 
cccctgaata
   690661 cttccaagcc ttaagttttc aaaattatgt tcctaaaggt gatgtaagct 
accatgaagc
   690721 atttaatgcc caagactaat ttagaatttt ctttattaaa aatagatttt 
attaattata
   690781 agaaatacaa aagtctaatt tatcaattgg ttgcttaaaa caggtccatg 
aatctttttc
   690841 cggtttttca ataatttttt tagattttaa atcacgataa taaatagtcg 
catcttttaa
   690901 attcgacaaa ttacttccta cagaaacaca tgaatcatta tttgaacaaa 
tatttgattc
   690961 tttaataaaa acttttgtat tagcaaaagt taatctttca aagttagatg 
tcgagttatt
   691021 tgtagaagaa agtaagcaag gctcagtaat atttctacca ttcactacaa 
aacaactttt
   691081 actgacttcg aatggcactt gagcaaagga gcttgtagca taagctaata 
gaaataatat



   691141 aataaggcgc ttcatgttct ttctctctat ataatcaaca tctagtctaa 
aactgcctat
   691201 aaatatttag actatatttt cagttcgcta tttataatac ctgtattaag 
ataagttaaa
   691261 tatttactat tcgataaatt ttacaaaata ttaaagcatt agcttatagg 
ctacctaaca
   691321 atcgcaaagt tattcattaa gcactttcca atcggttcca atttgcgcca 
aagctggtag
   691381 ctcatcacta ttaaaaacat tgtaattagc atctacagcg aatcgataga 
gtggtattga
   691441 atctgcctct gttttcttaa aaaaactaaa atcttcagtg atatgtatta 
agtcttccgc
   691501 cctattatct attcccaatt tgtttccact ggcacctgac ggtatatgta 
tataactttc
   691561 acaagttaat tcgactatat ttccatctag atcttgatat gaacatttca 
tgtttaaacc
   691621 cttccgtaat ttttatagat gtgtagaaaa acttaacatg ctatacagat 
aagttatgga
   691681 attttttatg atgtaattgt ttaagtatgt atatggcaaa agaaaaccgc 
cccagaaggc
   691741 ggttgctgaa attttccagc gattataaaa gtgcggtgga cacacacttt 
tatatggttt
   691801 taaaccagat ttattttttt attatttttc tgatattctt cagaattaaa 
ataattcaca
   691861 atcatctttg cattttcttc cgatactgct tttttatttt caactaccgt 
ctgagcttct
   691921 ttttttacgt taaagtcggc tggcacaata cttgaaagtg gtggtaattt 
tggctgcccg
   691981 ccaaccgtga ttctttcaat aaagctcgct agccacataa tatattcacc 
cttattctta
   692041 tatttaggca ttaaactcat gtcgagttta atcgtgcatt cacttaaggg 
tttacttagg
   692101 cattcttcaa aatcgataaa attgtatttg agtttacagg gagttccctt 
tatctcttta
   692161 cgaataatac tgaccaagtt atttagttgt tcgatcaggt tatctgaaaa 
caatttatct
   692221 tcttctagtt ttttataaac cttctcggca attattagaa attttggcat 
atttcctttc
   692281 ctcttatatt gaccatcgcg attgatcaga cttttaggga agtatgatga 
atatattatt
   692341 gcaatatgta agtgttgaaa taccaaatgt aatctataag agtgttctga 
aactgacttc
   692401 cataacgaac cacagcaatg aataaaaatg taaaatccat cacattttca 
atccgaaaaa
   692461 tttttatagt tagtaataat tttctaaaaa aattaagctc atcaataata 
ttatttgacc
   692521 ggtatttttt ggtttttttt gagtaaaaaa tagaatatag aaatatttga 
attattttta
   692581 ttttactgcc ttgctgaata accaagttgc ctagtcgagg ggctagaacg 
ttaactgtat
   692641 cttcagcaag gtcttttatg attatgtttt agtttgatgc tgctcacgca 
ccgcttaaag
   692701 ctgcttcaaa catttcaata attgctttgg ctccttctgc cttttgcctt 
gcgtcctgat



   692761 cgtcaaagat aaccgtttcg tcatttagtt cactcacata tcgccgggct 
tcgtctagag
   692821 ctctccttat tttttgtact ttatgtttgt ttacgtcttt ggcaatggtt 
ggcgcatatc
   692881 ctccacgttt agcgttttta agttgtctag ctctgttctc aattgctgta 
gccattcaaa
   692941 cactccaact cacctaacaa atcttagtaa agcaacttta ttgtttgtca 
ttcttaagca
   693001 tttagtattt tctttgttca aagtgtcaaa tttgttactt aagccttact 
cctgcaagtt
   693061 ttagattgag tttgcttaaa atcttttaat ctacaatgta catgtagctt 
ttaaagtcaa
   693121 cttatacagc tatttaataa taattttcta agaatagtta taaattaatg 
tattaaatta
   693181 ttaaaaagat gctatctatt tgaaaataaa atagatagca cgctaatagt 
tgtttattct
   693241 actgataatt tctgaaaatc atggcctgaa ggtgcctgat acactcttaa 
gccaaactca
   693301 ggcaaaatcg caatcagatg atcaaaaata tcggactgaa ttgcttcata 
agaaacccat
   693361 gcagtggtat tggtaaatgc atagatctct aatggtagac cttcactcgt 
tggttgtagt
   693421 tggcgaacaa taagcgtttg attttgagca atccctttat gctggcgcaa 
atagaattca
   693481 acatatgctc taaatgttcc gatattggtt aagcgtcttt tgttataacg 
ggattgacta
   693541 cctaaatgct tattaaattc gtcaatctca gattgcttgg cattgagata 
ttgatctagc
   693601 aataaaaaat ctttgagttt ttgttgctct tcttcggtca tgaagtgcac 
gctagtttga
   693661 tcgatataaa gagaacgctt catacggcga cagcccgcat tactcatacc 
acgccagttt
   693721 ttaaaagtgt ctgtcactag tttattggtt ggaatcgtgg tgtatgtttt 
atcaaagttt
   693781 tgaacggtca ccgtgtgcaa tgaaatatca atgacatcac catcagcatt 
aagcgatggc
   693841 atttcaatcc agtccccaat acgaaccata tcataagagg caatttgtac 
actcgcgacc
   693901 aatgacaaaa ttgtattttg gaaaactaac attaatacgg ctgccattgc 
accgaagcca
   693961 gccaacaacg taaatacatc ctttttcagg aatgtaccca aaatcattaa 
tccgcaaaca
   694021 acaaaaataa tgagtttaac gagttgcaag taacctttaa tcggcttgtt 
tctagatttt
   694081 ggattacgct gatagattaa attaaatata tttaataatt cactaatggt 
gagcgcaatc
   694141 gtgaggaaaa tgaatgcttg tgcgcccatc tgtaccaaag caaccgcttt 
ttccgacaaa
   694201 tgcggaacgg tagtaatacc attcataatg acaatggccg gcacaatatt 
ggcaaatcgc
   694261 ttaatgacac tatgctgggc aaaaactgac tggttgagtg acttaatttt 
agtcactaaa
   694321 tgacgtattc cccgaacaat aattcgttta gcaatgaaat ttgctaatgc 
agcaaacagg



   694381 atcaaaagtg tgagcgaaac tagcatttct agccaaggat agttgcttaa 
ctcagcttga
   694441 agatcacgat aaaaattaaa aaaatccaaa acctacacct taaaacttta 
ttttcaataa
   694501 ttttaaagtg ttcatgtgtt atagattaag gcttgtttac atatgtcgtc 
ataaatacaa
   694561 caaggaagta atattcaatc gtaaatttag ataaaagctg atcactacta 
ttcgactaga
   694621 caataaatag attaacaagt atggaatagg tggaaagata ttgatctcaa 
gtcactgctt
   694681 ctctttgtac ctatataaaa aaagattttg actccttaag aatgctgcat 
atgaaaaaat
   694741 ttaaggcttt tcaaatatat taaattaatc aaaactctta actctcttag 
aagatctttt
   694801 gttatttatg tttatttaag agccacaaat acttctatta tatagattaa 
taatattatt
   694861 aattaaaatc attctcattt ataattcgac gaatttacaa tcactctcag 
ggcgagaaaa
   694921 tgggaaataa gataaaaagt aataaacttt ttactaggaa gtctgaagca 
aaaaatatca
   694981 ttccacttct atcacttggt ggagccatct ttctctcaaa ctcggccttt 
gcagcctcgc
   695041 cttctgagac aacagatgct gaaaaaaaac ctgaagcact ccctacaatt 
acaatcaccg
   695101 cttcacgtgc agatgaactt tctacatctg ccaaacaagt gaccaagcta 
gatgaaaaac
   695161 aaattgaact tttaagaaat ggttcatctg gaaatattgc aactgtttta 
gctaaagccg
   695221 taccgggcct gtctgactca agccgaacca ttaccgatta tggtcaaact 
ttacggggcc
   695281 gtaatgccct catcttggtc gatggcgttc caatgaacct gacacgcgac 
acatcaagag
   695341 gtctttcagc tatcgaccct gaaagtattg ctaacattga agtcattcgc 
ggtagtaacg
   695401 caatttatgg tggtggcgct tctggcggta ttatttcaat taccacgaaa 
gctgctggcg
   695461 gtgaacctac cgccaaaaca gtcgttgggc ttcaaacacc tttaacaaat 
ttccgttcta
   695521 atgctttaag tggtgacatt catcaatatt tcacaggcag ctttaacgcc 
tttgactatg
   695581 cactcgactt tggttaccaa cgtattggta gtccatacga tgcaagtggc 
gaccgtgttg
   695641 cccctgaacc aagtcaagga gatttatatg atgccgatgc ttacagcgta 
ggcggtaagc
   695701 ttggttatca tattgatgac aaccaatatg tccagtttgc tgcaaactac 
tataatgccg
   695761 agcaagactc agattatgca tctgacccaa gtgtgaagaa tgcccctgcc 
ggaaccgtac
   695821 cagccaaagc tattaaaggc ttaaagctca aagaccaaaa taaaaacgaa 
aatcagatct
   695881 acaatttaac ctataaccat aaagactttt ttggcaataa ggttgatgcc 
caaatttatt
   695941 accgcgactt ctttacccgt ttttcaccat ttgatgcacg aaaaaatgca 
aatcgtggtg



   696001 gacaagtcga tcagatctat caagaaaata atgtactcgg tagccgctta 
actgtgacta
   696061 caccacttga gtttttaggt gacacctcat tggtttgggg tggtgacttt 
agtcgcgaaa
   696121 agagcgaaat gtctttagat atttttgatc aaaaaattta tgaccaatct 
ggtggcctag
   696181 agtttgtaaa aattggcaaa cttatttatt taccggaact caccacacaa 
agtattggtg
   696241 gttttttaca gttaaagcac cgctttaatg accaatggtc ggcagaagct 
ggtacgcgtt
   696301 atgaagacag ctatgcccaa attgatagct ttgttccatt atcacaatta 
ggcaaaacta
   696361 acccttacac cgttcagggc ggaaaagtga aagctgatgc atggttgtac 
aatgctaatg
   696421 tgactttctc tccaaacgac caacattcaa tttatgcatc gtttaaccaa 
ggttttcaat
   696481 tacctgatgt aggtttaatt attcgtaatg ctggtgaagg ttttaacctt 
ggttcgtcat
   696541 tcttagaacc tgtaaaagtc gataattatg agttgggctg gaaaggaaac 
tttaataact
   696601 tctcttcaag cttagcggtc ttccactcta cttctgacct tggtgctgta 
caatcattca
   696661 acaatggttt agtcctcgct agaactaaag aaaaagtcac tggtgttgaa 
gcaacttttg
   696721 actatctgga cgatgccaat gtttggggaa ctggtggtag tgttacatgg 
atgaaaggcc
   696781 gtgaaaaacc gcaaaacggt gctgagcaag acatgacagg cttccgtatt 
ccgccattaa
   696841 aactcacagg ttatatttct tatagcccaa cagaaacttg gacaaaccgc 
ctacaagcta
   696901 cttacttcgg ttcagaagat taccgcctaa acggcaagaa tagttttggt 
cgctacgatg
   696961 taaaatctta tacaacagca gatttaatca gtagctttgc acttaataaa 
aaagacacca
   697021 tgacgattgg tttagagaat atgtttaacc gcaagtacta tcctctatat 
agccaattat
   697081 taagaacaag cgataatacc agtcacttag ttgcaaatgg tgtaacgtta 
aaagtgactt
   697141 atagccataa gtggtaattg agattttagt tagtaactaa cattataaaa 
gccccattat
   697201 cggggctttt attttagtct aggacatcat tattaaaaaa taatctaata 
atttatctcg
   697261 ttcatctatt ctatctttac tcaaaagctg gaccattgcc ccatcaatca 
caaacaaaaa
   697321 catataggcg tcttcgagtg tagctgtggc tttaatggtt aaaagtaatt 
gatgtatttg
   697381 ggtcaccaac cagtttctat aatcaaccac cactttatag gcagttggat 
aaaacttttc
   697441 aatttcaaaa atggcctgta aaggtaaacg gtacagccct tcgaggttgg 
catgcagaaa
   697501 aaagattttc ttgagcttat caaataccat aagttcacgg tatgaataaa 
taatagaaaa
   697561 tacttcttct tttagcccgt ccttttgaaa ggttaagcac atttcaatga 
gtctttcttt



   697621 agagtggaaa tagttgtaaa aggtggcttt ggtaattttg gactcagcaa 
taattcggtc
   697681 gacaccaacc ttgtgaaatc cgtattgttt aaataaatct cttgctgtgt 
gaagcattct
   697741 aagtgctcta aatgaagctt ctaaatttgg catagttata ccgcttaaaa 
taattttttg
   697801 ttgtatataa aagagataga catgccgtca ctcttaaatt gagcgctaaa 
aacagacatg
   697861 caaaagccgc acaataaaga tgtgctcgcc tatctcgggt ttattgttgc 
tatgattttt
   697921 gagtcgtaac gatgtttagg tttaaaaacc tagagtcgat tcaatcgctt 
tatagactgt
   697981 ttaagtggta tagcaaaaag actttggcaa aaaccaataa atgagaagaa 
ttagtacgca
   698041 tagcgaactc ctttggctat aaagaagttt caccacatta ctgctaaata 
atggtggcga
   698101 aacgaaagag ggttagcaga ctggagccaa agaatccagc acacccgaag 
gtgtccccct
   698161 cccgttccgc cgcagagggg acacgcaggg attcccacaa aaaagtgatt 
actttttcgt
   698221 gttctttggc taatggtctg ctaaaaccaa ctggcaatgt aggccagcag 
gcaaaggata
   698281 atcggagggg ttttaggtgt caatgtgata ttggctagaa ataaagcttt 
aaaaactcta
   698341 taaaataact ttacttaaga tttagtcatc cattctagaa tcttttattt 
ttgaaattta
   698401 aaaatataag taaacttaaa atgtactccg ttatattaat taagactttg 
aatgccgact
   698461 gatgcttatt tttcctccat aatacataac gaacggctaa tccaaggaag 
gaaatgttat
   698521 ttttatggtt acaataaggg attcaaacta aaaaatgatt attgttagat 
ctaaaacaag
   698581 gtgaagtttt atattagcta attttttaag aattattctc taatttaact 
agtaaattta
   698641 tagaccgata aaatgaataa ttaaatccat cttatcggct tgctagaaga 
ggtttttaaa
   698701 accttatttt ttattgttta atatattttg gaaattcttt taaaacctta 
tgacaaaagt
   698761 ggccttgtgt atcctctttc ttacgctctt caaattcctt catcccaaat 
ttcataacct
   698821 ctctaccata tttttcgccg agatcatgtt tagtacattt tgcggcagcc 
tcttttaact
   698881 cttctgaata atagtgatag ttacagtcaa gttgagctcg gcttaaaaaa 
ccatggagct
   698941 ctactgcttt ttcgcattgt gtttgctcta gaagatttct agattcttga 
ctcgcataaa
   699001 ttgatgttcc tactaataaa gtgaaaatcg ttactaaaaa attacgcatt 
atttccccga
   699061 cgaagttatt aaaagtatta gtcataatat tgcgggcgta ttaaataata 
attatctcta
   699121 agtgtctatt aataataaag aaaacaggat aaccttcttc tctttcgaat 
atttaatcac
   699181 cttattaaaa ttaggtgatt aagttttaac aagtatatat tatttatttt 
acttccctat



   699241 ttaattgtta aattagtact ttgattaggg attaaagtat gtgcttttat 
gaatttcaat
   699301 aataatattt agccatttag gatatttaat aagatttttg gaaagatgag 
cgctatgacc
   699361 aataagaata tatttattat ttaaccaata tttgatgaat ctaatgtatg 
aatcaaaaat
   699421 tcctgatatt tgatttttgg gtaagatccg caaagagcac tgtttagtca 
cccttactga
   699481 aacagtgctc tttgcttcat cacaactcct atccagtaga gtccgatgca 
tagaaatagt
   699541 gtatggctgt gtcgctcaaa atgtttactg aattttcagt ttttttaaat 
gatatcagca
   699601 taaaaatcac gtatatttaa aattaacaga agaatcttct ttggtttata 
ttttgaacag
   699661 cacagaatac acactagatc gtatagatcg gaaaatatta tctgccctac 
gtagaaatgg
   699721 ccgtttaacg gttgcacagc tcgccgaaga agtcgggctt tcatcttcgc 
cttgctggac
   699781 tcgactcaaa cgtttagaaa gtctaaaaat tattgaaggc tataccgtaa 
acgtaaaccc
   699841 caaagcgatt ggcattcatg agttgttttt tattgaaatt accctagaac 
gccacgatga
   699901 tgaaatgtta gaaaacttta gcgaggcttt ggcagatatt ccggaagtgg 
tcgaagcgca
   699961 tttagttacg ggcgactatg attatttggt gaaagtggcc gtaaaagatg 
ccgagcatta
   700021 cgaacgtttt ttacgtaaaa agctctactc gattaaagga attcgccaca 
cgcgttcaac
   700081 ctttgcttta cgaccgctta aatctgccaa tactgccgat ttaatgttga 
ttgaataatt
   700141 tacttatagg gacggctttg ggtggttcat tgttttaatt tgattttatt 
caatgttaca
   700201 cataaagctc tcttgtcagc ttctttaagt tgaggatgct gaacaggcca 
catatagcta
   700261 cagccatgag gcgctttgtt attatttttc ttaagttcat aggcgatatt 
ttttagcagc
   700321 tccgtgttta aagcgctaat ttttacgcgt acttcgctta agtcttgagg 
cttccagttg
   700381 gtttctgggc tcgacatcca gtcggcgcga taacggtact ggattgcttt 
agccacatcc
   700441 atttgcgcca ctataaatgg ctttactgtt tcgctgttaa gcccaaaagc 
gtcagcttca
   700501 gaaagcgatt gatcgagtac tttcttttct tgtgttaaat cttcaatcgg 
taaatgctgc
   700561 tctgccttat aacctgcgac atctttcata taagataagc gttcgttaat 
taaacgcgcg
   700621 gtttgctcat attgatatgc ttgtgccagt gaagaaaagc acatcaaagc 
tgccactgta
   700681 gtcgctactt taaccgtttg ttgaatattc ttaatattta acatttaagt 
accttcaaaa
   700741 ttattgttct gttgtcattc caaagaagta ctctatttta agaacactcg 
aaagtaaaat
   700801 ctcaagacac gctaagctct tgactccatg cagtgttagg ttgttgatag 
atgtactgac



   700861 agacttgttt aacagatgaa ataaagtgct ggttttgccc atcccatttt 
tccaccatgc
   700921 aatatgtcac atgtatacct ttgggttgaa actctcttgc caatgactgt 
gataacgctc
   700981 gaatactcgc aaacatgctt tggcttaaca catcgtagtg agccgagtta 
ttagatggcg
   701041 ctccaagaaa aataacagtg cctcgctgct gctttagcat tggtttaatc 
actgcttgtg
   701101 acacgctcac tgcgcttaaa cccgttgttt gccaactgtg ctcaatttct 
tctaaagata
   701161 aagcttcaat atttggcgca gatgaaaaat ttggctgaaa cacgcataac 
tcaatgttat
   701221 gactatggct ggcaatatat tttagtaagc tttttaaatg ctcagtattc 
accaagttta
   701281 aacggacact cgttatgcca tcatttacac ggtttacttg tatattctga 
acgctagaat
   701341 catgcacagc ttgatagaca tgcaatggag attgctcatt tttgtctaaa 
attacaaagt
   701401 tctgctcaag tagttctata tcatgacctg caataactac acagccctgc 
tttttttgaa
   701461 acttctgaaa tattgttttt agcatatgag tctctcaaaa tttttcttgg 
tatgggcgta
   701521 aatctagctc gtgtgtccaa agctcagggc tttgctggta aagcatccaa 
tagttgtcgg
   701581 ctatggcatt aatattgagt ccacccgttc cccgtgtgag tcgaatgaaa 
cgtcctagac
   701641 caaataaagc tttattaatt ctgtcgccat ccaccattcc atcaataatg 
acatgagcaa
   701701 tatgaatgcc ttgagtttta taaatttgag ctaagtttaa tgcataagtc 
cgcaaggcag
   701761 atttccccat agtgaaagct gcaaaaaaag gctttccacg caacgaagca 
ctggctccgg
   701821 taaaaataag cgtaccgtgg ttttgttctt taaatatttt taaacagctt 
tgagcaacta
   701881 aataagctga taaaaaagta gattgccaca tttgagtaaa aaacgataac 
ggactgcgta
   701941 aaaaaattga gggaatattt cccccaacat tatgaataac tgcagtaatg 
cgttcattct
   702001 gacttatgat ggtgtcaaac aatgcttgaa cttgattgat atcttctgca 
tctagacgaa
   702061 atgccacagc ttcacctaca ttggcatgaa tttcggcagc tactgcctca 
attttttgga
   702121 aagtacgtcc agcaacgtaa acttttaagc cctcttttgc aaagcgatga 
cagacagcag
   702181 caccgatgcc ctgtgatgcc ccaacgccaa taacaactgc acaatctcgt 
attttatctg
   702241 gtgttgctga tgccatagtc gtctcaacct gtttgttttt tataccattc 
tgccataaat
   702301 ggacgatcca agatttcctt accaaacttc ttacttgtac gaatgacttc 
accaagttga
   702361 gcaactacag ctatgtctgc aatcgtttga ttctcaccta ctaaccattc 
actttgtgat
   702421 aaaacctgct caacacggtc gaggtgtcgt ataaattctt cttcaacatt 
ttcagctttc



   702481 attctgccca agccttgaaa gaaaagctgt gttttgagtt cagctaaaat 
aaaacccttc
   702541 accataggtt tttcatatgc agggcggcca atactgctaa tacgaattgc 
ttcttctaaa
   702601 gcttccgaat catttactct taaatatact tcataaaaat agagtgattc 
atctgcccag
   702661 tcttcccaaa gttctgcaag tgccttttga tttgcgtctt cgggataaag 
tcgaggtgta
   702721 tccggaaaag tttcgtctag gtagcgagcg atacgggtac tgtcttgtat 
acgctgccct
   702781 ttatggtcaa taacaggtac tttgcccact ttactgagca aaggaacttt 
cgctccaaga
   702841 atgccgttgt aattaatcgt ttcgtatggg attcccttaa atttcaaagc 
tcttgcaact
   702901 ttttggcaaa atggagaaat ttcccattga tgcaaaataa tatccgacat 
ttattcacct
   702961 ttatttttaa ttgcctgttt tgctactcag ttcctttttg gaactaatta 
ttaaatatac
   703021 agaatgtctt tttaagtcaa actgtttttg atgacgacca agtttcaaaa 
actaagaata
   703081 ttttaacttt ctctttttat actcaaacta tcgtggacaa tatcaaaggt 
attacgcgga
   703141 tctattgaaa taaaagatcc acgtatagtt ttaaaattaa taagtcactg 
tcacaacaac
   703201 actatcagaa tagtttcccg gtttagttga gatggaagta ccttgcggaa 
tttttccata
   703261 aacgggtgta ctttgggcgc tacctgtacc agtttttgag actccacctg 
aaccaccaac
   703321 attggttaca cctcctgtgg catcccatac cgtactatag ttagaatctt 
tatatagctg
   703381 atagggaata taatcattat tgtcatgaat catacgccta aaaccaccag 
ctatgcggtg
   703441 gtttccatcc cctaaataaa tgctataagg tgttccatag ttgcaagtag 
tattcactgc
   703501 tccttgagct gtgtaatcac gcttagttgt accaatatca ttaatattgc 
cgaaatctac
   703561 agttgaagtt gagtttaatt ggcacagact tgggaccaca aagtttgctg 
ttagtaatgt
   703621 atcaccagaa tcccagccac caagtaaatc gccacatgac aaccccaaaa 
gatccatatc
   703681 ccaatacaac cgaaccgaag ccgtataggt tcctttagga tatgcaatga 
gagaccccgt
   703741 tcgagctggt acttttatat ttaccgagta actcacaata ttatttgatg 
cgactgttgc
   703801 tactggacca taccacacat tggaggtttg gttggtagta gaagagccag 
ccccgcctac
   703861 agttgcagta actgtatagg gtaaagtcac actattattc gcagtggttg 
ctcctgtaaa
   703921 tacggttttc atacacataa aattagaaat ctggggaagt cctaaattcg 
tacaagtaat
   703981 tgttcctgaa aggtttacgg ttgcatcact attaatattt gctgcagtgt 
aattaaaagt
   704041 actatttgta gtcccgttta ccgtgcaagc agcttgtgca ggactaaaaa 
atgcataaac



   704101 gagataaaat aagcaaatgc ctatgaagta ttttaaagac cgtggaagtt 
ttttatagct
   704161 ctctatttga gccttattca taaaatttaa tgacatacat aaggtcccaa 
ttttttagtt
   704221 gagtactgat tactgttata ggtaaagtca acttggcatg agccatgatc 
aagaagatcg
   704281 actacaagtt tgttttgttt taataagttt ggaataaaca cttcaccgtc 
atagccaacc
   704341 actccgtctt gctgtccatt aatttgaacg ctatatcccg gtaataacgg 
tgagttattt
   704401 ttatcaacaa gtttcactaa tcctgagatg acctgatgtg cgccaaaatc 
aatcattgtt
   704461 ccttggcgat aacctacaac agttttttgt tcagtggagt taacgctcca 
atttagaggc
   704521 aagaatgaag gatctaaata aatatggttc tcttgatatg gcatgagact 
aggaatcaaa
   704581 aatctccctg atttatccgt aaagcctaaa tttactccac catttaagat 
ttggctttgc
   704641 gggcctgcat tagtgacaac agcatatcca tctccaattt cattggccgc 
aaagagccgt
   704701 cctgctgcag ctaccaaaga tcccgttgcc gaaagagcaa cctgatcgtt 
atctccaatt
   704761 cggttatagc gacctgccaa ataagcagca cgggcacggt aagaggcgta 
gatcgatgca
   704821 ttgttgtcgt ggttatcttg atctcgctca acatagcctc cccatccaaa 
tgacccaatt
   704881 tgcgggtccg acaaaccgaa aatttcttgt cgataactca atctaccgct 
gtcgctagaa
   704941 acactagtaa tggcattgaa tttattcgaa ggcgtatatc gcagcgcaaa 
gtaaataccg
   705001 tagtccttgt gattttcata atctttatag gcagaggtat aaaatcccca 
gttcttgttc
   705061 agacttccac ttaaattggc cgatagcagt ttatattggt tatcactata 
tttaatctgg
   705121 ttatacccca gataggcccc ataacctgca taaaagttat agttaattcc 
tgccctaaaa
   705181 atttcatctg ccagcgcact gtagttgagg tagttttgtg actcggcatc 
gctctgatta
   705241 tcttttaaat atcgaacctg agatacgcgt gccaaatcaa aatagttatc 
gaatattttg
   705301 cggtaactgg tgttaaaaga aatattttta ctaatccgcc cttctaaacc 
caacaaggca
   705361 gaataaccgt tttcatcttt atactggctt gctgcaatat cagcattaat 
caccccaata
   705421 ccgaacaggt tcttggcaaa gcctgttcca atgttagaca aaccatctgt 
tgaagcctct
   705481 accccaccgc ttaaggttaa tgagttgctg taaccatatc gaattgcccc 
tgatgcaaag
   705541 gtagcatcgt cataatcgtt cgagtatagg ccatagttat agcgcggaac 
cccaacatcc
   705601 actgaaaact cattaatacc ttttgccaga atcttggatg aaaaatagta 
aggctttttg
   705661 gtaatgctct gccgaccagt agcatccgta gttacaagtg tgacctcatt 
tccggaaata



   705721 aacgggagct gtttaatatc aaaagggcct gacgggacaa gtcctgaata 
aatcttttgc
   705781 tggttaacgt ataaatccag tgttgaaggc agtgcggctg aaccggagaa 
ttgtggcagt
   705841 gccgaagtga caatatcgcc acgttgagta taggcactcg accattgaaa 
gcctgcaagg
   705901 cggacgctgc tgccccaatc cgaactattg gagataaagt cccctagggt 
atatatcctg
   705961 atcttttcag ggtctacata ttgccattta ctttccagac gtacccattt 
ttcgtggcta
   706021 taactatttt catcatttcc gttatataac acaccagacg aaaagttacc 
gatcgcactg
   706081 ttgaaaattc cctctgccga accggagaaa acattctcat cattagttat 
ggtgtgatac
   706141 aggctatagt tcaggattgc agcgtttaaa ggctttattt taagtagctg 
cggactggtg
   706201 atctgctgcc cttttaagtc aaccgaatag cctgtcatca tgtgaggagg 
tacttgtaag
   706261 tttaaagact gctcattctc caagtattta aaccggatat ctttaagctc 
attaagacaa
   706321 atccactggc tatcagaaat ggaatcatcc atttttagtc ttaaagtttt 
taagtcacgg
   706381 gcacggatat ataatttttt atcttgatct tgtcttacgg ctactaaatc 
ctcagaaggg
   706441 ttggaattaa tagaaatatt taaaaaaagc tgtgcaacgt tattatcttg 
ctcctgttca
   706501 ttcatcttta tctgcgtgtt tttacttttg ctgtcaatcg tatccggaat 
acttggaacc
   706561 ggcacattcg tattgtcctg taactgttca gcaaaagcat atgcaggaag 
atatgtaaca
   706621 cataagacac ctataatata tttcatataa gcctcttata gcgtgacttt 
cttaccatta
   706681 actgttaagg aaatactgta tttatggtcg ggctgatatg aaaaattact 
aatcggatag
   706741 cttcgtgatt gttctgcaag aatataacca ttcactgtat ttactttaat 
ggagtaaatc
   706801 ttattttctg ttagatctac aagttttaag tcatttaaaa gtgcatgcct 
gtttccaata
   706861 ttgctgatat ttaaagaagt ggttttttga ctattatcaa ttttccaatt 
tagttgagta
   706921 atcgcatctt tattcactac aaatacaggt aatgatgagc gaagtaagac 
atttacacct
   706981 tgactaactt tgcggctatc cataggtttt ggcagctcat caataataat 
acgataagtt
   707041 ttttcgccag aaactggcgt tggattaacc ctcactacac gtaaattata 
agagtcatta
   707101 ggttgtaatt ttaaaaaagg tggactaacc gcaatttcat ccgtaggggt 
taattgatcc
   707161 tgtccattgt tttgactcca ctcaaataca cgcacctgta aatcggtact 
ttcatttgac
   707221 tggttatata aactaatcga agaagcactt tgattactta aaatttccac 
cgttacaggc
   707281 gaaagacgaa ttgtagcggc ataaatagtg ctcgataaag ataagaataa 
tcccgtaata



   707341 ataaaaatgt tttttttcat aattaaccca agtatatctt tctaaagtat 
tagccctttt
   707401 aaagggctaa ctatatttat aatttataaa atttaataag ttactgtgac 
tgtcacagtg
   707461 tcaacatagc tacctgcact tggtaaagtt gtaccagcag ggatacggcc 
atacacgtta
   707521 actgtctgga cattacccgt gcctgttcca ctataagcag ttgttgcaac 
tccaatagcc
   707581 gtagcacgtc ctgtgtcaga gtaaaggtta taaggaatat attctgtagt 
agacgcgcca
   707641 ccaatcatac gacgttgagt tgatagaaca ttttgtccac catcaaatga 
taaagtccat
   707701 ggcactgtgt tgttacacaa caccctaatt ggagtaccac cagtagtcgt 
agtatctgcg
   707761 tctacattac cagccagaga acttaaggtg ccaaagtcta gaactgcatt 
agctgtcgta
   707821 ccagtagctg aggtattcag gacacagcta tttgttactg tagctctaac 
cgtcaaggtg
   707881 cctgttgctg tagcggcatt ggctgcattg agagaagata atcctacagc 
aaatgctgat
   707941 aaataaaaaa aaagtctttt tcatggttaa aaccttttta cattaaattg 
ttggaattaa
   708001 tagatgtaaa aaaattaatc ttcaccatta caatcacttt tattcgactg 
ctcttttaaa
   708061 gcttatattt tttactctat ttttggcatc atacataaaa aaatttaaat 
tgtatgagta
   708121 tgtttttatt tcaattttca attaataaaa tacaattacc cattctaacc 
cttcattaac
   708181 aattcattaa caatacaaaa aacaaataat tgatttttat taatttaatt 
aaataccaat
   708241 aaaataattt agaaaaaatt taaataaata tttcaatatt tttagcaaaa 
actataagta
   708301 taaaaataaa atttatagaa taatttaaaa tatttttcta attaatcgat 
aagtagtctc
   708361 tatttttaag aataattaaa agatatattt aaaataaatc attaattatt 
aattgagata
   708421 taattcctat ttctttatat ttttttgatt tagttaatta tataaaaata 
aaggcccctc
   708481 aagaggcctc tattcaatat gcttaaatat tattaaacgc tcagcatact 
atttaaagtt
   708541 tcagaaacgt ttttagattt cactttaggc tgcaatgctt gtaaagcctg 
ttgcacttga
   708601 gtgcgctgag gttcggcaag cgtataccag cgagataaca cctgtaataa 
gcgtgaacct
   708661 aaaatcgggt ttttctcgtc cagatattct gcaagattaa taaagtgagc 
tacaccaaag
   708721 ccccatgtat tttcagggtt atttgacaaa ccaccactca cggcgcgaat 
acggtttggt
   708781 gtggttaagt cataatcagg atgctgagtt agatattcaa ttgtctcaac 
tgtggcattt
   708841 gggtttgctg cctgaatcat aaaccattgg tccaaagaca atgcttcgtc 
tttaaagcgg
   708901 ttatagaaat cagctagggc ttcttgtgct tgaggcgcac tttgccacac 
tagtacacgc



   708961 agcgcaccta aacgttcaga catattccct gtgctttgat attgatcgta 
agctaattca
   709021 aatgcacttt ggtcaccctg acgcgccatc atcatgagca taatgttctt 
taatgcacgt
   709081 acacccatcg ctaaagaaaa ttctttttgc aagtcagggt ccagtgtaag 
gtacgtatct
   709141 ttccagaacg aacccagctc ttgagccaaa cgattgagta aggcttcacg 
ttttacatga
   709201 atatcggctg gtgcatagtt ttgatcaata cggctaccta aataaccttc 
agttggtaca
   709261 tcaaacaaac gcgatgctaa aagtggatca cgaccaacta attcaggcaa 
tgtgctttga
   709321 atagcttgaa tataggtatc cgcagagtga tcttctaaca aaatacgttc 
aagcaaggtt
   709381 tgtgttgctt gccattggtt aaaaccattt gtttcatgtt gaattaagaa 
tgctaattct
   709441 tcatcactgt aatcaaatac cagatttaca ggtgcagaga aattacgtag 
tagtgaaaca
   709501 acaggttgct cagttacccc tgtaaactca atagctgcct cgtcttggtc 
aaacaaatac
   709561 acaccatctt taacaccatt tacaaatagg ctttcgcttt ggagcgtata 
ttgttcacct
   709621 gttttcgcat taaataatgc caacgctaca ggaattggga cagcttttaa 
atttggatat
   709681 ttcggatgcg cttttaggct ttgtttaaag cttaaacgat aagtttgcgc 
tgctgcatca
   709741 tattcacctt tcgcttcaag ctttggtgta cctggttgat tataccaagt 
taagaatgca
   709801 gataaatcaa cacctgaacc tgcagagagt gcagcaaccc agtcttcaac 
agttacggct
   709861 tgtccatcat gacggcggaa atattcatcc gttccctgac ggaatttttc 
tttacccagt
   709921 aatgtcgaca tcatgcggtt aatttccgca cctttttcat aaacagtcgc 
tgtatagaag
   709981 ttattaattt ctacaaagtg gtctgggcgt ggtgggtgcg acaatggacc 
tgcatcttct
   710041 gggaattgat gtgatttaag aacagcgaca tcgtcaatac gttgaaccgc 
agcagattgt
   710101 aaatcttccg aaaaagactg atcacggaat accgttaagc cttcttttaa 
gcacagctga
   710161 aaccagtcac ggcaagtaat acggttccct gtccagttat ggaaatattc 
atgggcaatc
   710221 acagactgta cacgcataat cgctgcgtca gttgtatatt cttcatcggc 
aagtacacat
   710281 gaggtattaa agatatttaa acctttattt tccattgcac ccatgttgaa 
ctggctcacc
   710341 gcaacaatca tatagttgtc gagatcatag gcacggccat agtgctcttc 
atcccagcgc
   710401 atagaatgct ttaatgcttc cattgcgata tggcattttg gaatgtcttt 
ctcaatggca
   710461 tagatttcta aagcgacatc acgtccttcc gaagtcgtat agcggtcttt 
caatacagct
   710521 aaatcaccaa tcacacaagc aaacaaatag cttggctttt tagtcgggtc 
ttgccagatc



   710581 gcaaagtgac ggttttcacc aacttcacct gtttcaagca agttaccatt 
cgcaagtaaa
   710641 accggatatt ttttgtctgc ttctacacgt gtagtaaaaa ctgaaagtac 
gtctggacgg
   710701 tctggataga acgtaatttt acggaaacct tcaggctcat tttgtgttac 
aaataagtcg
   710761 ccagctttat ataaaccttc aagctgagtg ttggtttccg ggtgaataat 
cacttgagtt
   710821 tgtaaaatga cttcatctgg tgcatcagtg atcaccagtt gttcactatc 
gagtgaatat
   710881 tgtgcaggag taagatcttg gccatttagc tgaatagatt gcaactcaag 
atcacggccc
   710941 agtagcacta agtctccagc agtttgacgc ttcatgacca atgttgaatc 
aacaattgtt
   711001 ttatcgtcat agacttgaat atcaagatta attgattcaa ccaagaacgc 
aggtttttga
   711061 taatctttta aataaactgt ttgatctgcc tgaactggag gctgggccgc 
aatattcatc
   711121 tttattcctt atatactttt ggaaaccgta gtacgaattt tatgaacttg 
atcatacaca
   711181 ttcatacata ctgtgtttgt ttacctttat aaaattaatg ggacttcatt 
tatacatttc
   711241 aaattagaat cgtcttttat tagcacagat tagaccaaaa ttacgataat 
cgctgcttat
   711301 ataatcaatc tatacaataa aaataaaaac tcctttcgct tttaacattt 
ttgaggagct
   711361 gcttacattt tgggcatggt tcttgcctta tccaatatac cagtataagt 
atttcaatca
   711421 gaacaagagg aactcactat ggaattaaaa gcttatttac atcgactaga 
aaacattaaa
   711481 gtgattcatg atctagatgc agcaggactc gaccatcatg tgattgccgt 
gttcttgtcc
   711541 gccgaaggta tttcaatgac agctcaggag gtaactacta tcgttaatac 
ttatgacgcc
   711601 ttaggtaaag tgaaattacc aagtaaaaaa gtgcaggcac tgatcaatgc 
caaaaaactt
   711661 ggacaaaatg atgagacctt gccgtgccct gtttaatctt aacttttaac 
ctcttataaa
   711721 aacctaaagt caaaacaaag actttaggtt ttctattttt gcatcaaaca 
aaaagacaat
   711781 ctcatctatc ggcaatgcag ctgtgtataa taggtcagtc agtcgtgatt 
gatttaaacg
   711841 ctcggagcaa aatggcctta caaattctac aaaaacagct agatgaaagt 
agccattgcc
   711901 ctctctgcca agcgtcgatg tactgggtag atgccgaaca atttgagcaa 
gacgttcaat
   711961 ttcatgaatg tagccattgc caacaccgtg tatttaaaga cacaaaaatg 
acgtgtcatt
   712021 gcgaccaatg cactgaacaa agaaaaaagc ttttacagca gaccagatta 
caagaacaac
   712081 gccagtttaa gtcaaaagac caaccacaac gtagtctgga acaactgagt 
tttttacata
   712141 aacttttttt actgagccta cttgatgact atgctcgtga tgacgttgca 
catgacgaat



   712201 acattcattg ggaccagata aaatatcagc cgattacccc caactggatg 
ttccagaacc
   712261 atctcattaa acagcttcat aaagatggga ttttaaatgc acaagatcaa 
accgatgaac
   712321 cacagtgctt ttatttaaat attcgtttag atggttatag cgacccgagt 
ttatttagtg
   712381 tagctcagca attacgccac tggttctatg aaaacctaag tcttggtatt 
ccatttcgta
   712441 atgccgatga agtgaaagac gtgctgtttc aggtgctcta tcaagaaatt 
attcagttca
   712501 ctcagttcta ttgccgaact tggggtatcc aaattgcagg aagctctaat 
tttcaagcct
   712561 tttgctaccg tttaatggac tcattggcga ttggtcaaat ttattatctt 
attcagactg
   712621 cacttgaata tctttataaa caaaaggcac tacagccacg aaatgaaaag 
tttattaata
   712681 ccaatctatt aaagaaaact ttagagcaat atcgggaacg agctttgact 
gaaaagtggg
   712741 aaacttcgat gttgccccgc ccttacaata ttccttacag taaaatgagc 
catatattat
   712801 ttaaccgctt tttaggttat gacgaacaga tatttgtaca acctgtatgg 
aaagcatggc
   712861 gaaaaatcgc acctcgttta aacttttact cggttaaacg ttgtatgtac 
tgtggttcaa
   712921 atgatctaag tgttgactat gatgcagcag attatgtgtc gttgatttgc 
caaaattgca
   712981 aacatcaaga tcactatttt acccgttaac tttcttatct ctggcttaat 
aaggattatc
   713041 agatgacttc gacatccaac ctcattgaac aggtgattga agcttggcaa 
aacatgcagg
   713101 caaaaacgcc gctggtacaa tgtattacca acagcgttgc tgccaactat 
acagccaatg
   713161 tattacttgc ttccggtgct tcacctgcca tgattgataa tccttatgaa 
gcagaaagct
   713221 ttaccaaaat ttcatcggct ttaagcatta atttgggtac accgacttca 
gagcaaatgc
   713281 aagccatgca aatctctgcc aaaacagcac agcttaacaa tattccttgg 
gtacttgatc
   713341 cggtaggcta tggcccaatt ttagcttggc gcagtcaaat gacagacgag 
cttttacaat
   713401 tcaagccaag tgttattcgt ggtaatgctt cagaaatcag tacgcttgca 
ggcaatcaag
   713461 ttcaatctaa aggtgtggat agtaccttaa gtagtgatca ggcctatcaa 
caggcttatg
   713521 cactattaac acatgcagac tgtatcgcta tttcaggtga gtcagattat 
atattgtcta
   713581 atgaaataga tgctgtgatt caagtaaacg gcggaagtcc tttacaacct 
aaaattactg
   713641 caacaggctg tgctttgggt gcattaattg cagcatatag cgctgtggca 
acaccaacta
   713701 ttgcggctct ttcagctcat gttcattttg caattgcagg taaacttgca 
gcaaatcagg
   713761 cgcaaactat gggaagcttt agtagcatct ttatggatta tatccatatg 
ttagatgaca



   713821 acctgattga acaatatgca gatatcaaac ttttaaacat acaggcataa 
cctaagctat
   713881 gtctgtatca ccctagactc actttaaaag taagtaaatg tcggtaataa 
gatcagacta
   713941 cttttacata gtgctcattg ctattcttga tcgaaattgc gcttttttga 
gttatacaac
   714001 ttgcttgaaa taatcgtctc ttggcatgtc aataagctca acacacaatt 
gaatttcttt
   714061 attaaactct tgtggtagat attttttgtt gctgagcgcc gctaataatt 
gctcacccac
   714121 aagctgtttt tgttcagcag ttcttcccga caaaatatag gcttttacat 
ggatataggc
   714181 ttgatcaacc cctaagccaa tcagaaaaac ctcatctcta cgcgcacgac 
ttttaatgtc
   714241 ttctggacta aacaactctg tttcaatgag cgtggtatta atttcttcaa 
gtaattgttt
   714301 tgcatttagt ccagttaagt tatctgaata atcaactaca acgtgcggca 
tagccacctc
   714361 aatttatata ataagtcatt taagccaatt aaactttatt caataaataa 
taaagctaat
   714421 cgaacctgat catatcccat tcgaggactg gttgcctcaa caattggtct 
tagtttgatc
   714481 gaaccatcat cagaaaaatg atccggattt tggcgttttt tcaacttctt 
ataaatttta
   714541 cgtacttctt cgaccacttc ttcaccagga tgggcaaccg aaatatctag 
cttttgttct
   714601 ttatgcagtc gagccaagtg attaataatg gttgcaggtg ttagaccacg 
ttcatgtgca
   714661 atatcttcaa tttcgtagcc ttcttcaaac aatgcacgag tttcatccaa 
agtcgctgag
   714721 gcgtaatttt gcttctcgcc tctcgctagt tttttctcat ttcttgaaat 
ctcagtttca
   714781 tttaaggttc caccacaatg acgaataaag gctttatgtt gagccgttaa 
atcgacatta
   714841 gcaaaattat cttcggcttc tttagaaagc tcttgaaaac ggcgatcagc 
ttttacagcc
   714901 agactatcta actccaaagc ttgttcatta aaacctaata attttaaccc 
tgttaaagac
   714961 ttcaaacgtg agagcgcaac ataaccttgc cctttttcaa aggtatgcat 
caggttaatt
   715021 tcagcagctt ccaaagtcat accttggctt ttatgaatgg taatcgccca 
tgccaaacga
   715081 agtggaattt gctgaaaact tgcaatgact tttcctgctt cattttcaat 
tgaccatgtt
   715141 tcaggcgcta ccagcaaagt tgtaccatcg gttaatttta cctttggcaa 
taacccattt
   715201 tcgtcatctt cttcaaaacc gatcacctca cctaaacttc cgttgatata 
acccatatca
   715261 aagttgtttt ttacaaacat cactttggca tgttttttaa gtgtgagttc 
ttccggagca
   715321 cgaactgaag actttaaagt ttctaataat ttttcattac cgtctaaaac 
ggcattaaat
   715381 tgatgtcctt cattatcaat ttcgtttaag tgctgataat tgatattgtc 
gacatccatg



   715441 ttatgcgtat aaagacgagt aaaggtttcg ccaatgtcat gagtacggga 
ttgatgcaaa
   715501 gcttgcaaat gctcggtttg aatactttgc gcacgaatcg catttaatat 
ctgattcaga
   715561 atttcatcat cttggcggtg ttgttctgtt aaataacata cccgaaattt 
ggcttcgacc
   715621 catgcatcag acataaaaca gaatttgtca cggttggctt caccattacg 
gcctacaggc
   715681 ggcaactgga agaaatctcc agccacaatc acttgaatgc caccgaatgc 
ttcatcactt
   715741 tctttaaaat attttaaaac ctgattgacc agattaagct gcttcgcatg 
gagcattgag
   715801 atttcatcaa tcacaagaac ttgcgcgttt tcaaggtgtt ccttgagata 
tttacgctct
   715861 ttcatccgtt tcaagtcatc gtcagttaga tgatctttga tgccaatacc 
agcccatgta
   715921 tgaatggtca tgccattcat atgcgttgcc gcaataccgg tagacgctgt 
aatcgctaca
   715981 ggtactttac gcgcttttaa ataatggatg tactgattga gtgtataggt 
tttccctgca
   716041 ccagccgaac cggttaaaaa aacattttca cctgctttta gcagtttaag 
tgcagtttcc
   716101 tgtttcataa tctcatatgt acatcttcaa cagcccatag cttaacgatt 
ttcccgaaaa
   716161 atttaaatga atgagccaaa ttttccataa aaacaatata aatcaataac 
taatatcaag
   716221 ttggtatttg gtaggttttt ggtaggtagg aaaataatct acacatcaca 
atactaaggc
   716281 catggtgagg ctcacctgta ataacaaaca atggatttat ggaaaaagga 
atcactccat
   716341 ggcttttaaa aatattgcag atcaaacaaa cggtttttat attccttgcg 
tatcactctt
   716401 tggaccagga tgtgccaaag aaattggaac aaaggcgcag aacctcggcg 
caaaaaaagc
   716461 attaattgtg accgatgaag ggctatttaa atttggcgtt gcagatctta 
tcgcaagcta
   716521 tttaaccgaa gcaggcgtag cgagccatat tttcccgggc gcggaaccta 
acccaaccga
   716581 tattaatgtt cataacggtg tgaatgccta taacgaaaat ggctgtgact 
ttattgtgtc
   716641 gttaggcggt ggctcatctc atgactgtgc aaaagggatt ggcttagtga 
ctgcgggtgg
   716701 tggtcatatt cgtgactacg aaggcatcga taaaagtaaa gtcccaatga 
cgccattaat
   716761 tgcagtcaat acaacggctg gtacggcatc tgaaatgact cgtttctgta 
ttattaccaa
   716821 tacagatact catgtaaaaa tggctattgt ggactggcgt tgtacccctc 
tcattgcgat
   716881 cgatgacccg aaactcatga ttgcaaaacc ggctggttta accgctgcaa 
caggtatgga
   716941 tgcactaacc catgcagttg aagcatatgt ttctacagca gcaaacccaa 
ttactgatgc
   717001 gtgtgcagaa aaagcaatca ccatgattag tcaatggtta caacccgctg 
tcgcaaatgg



   717061 tgaaaacatc gaagctcgtg atgctatgag ctatgcgcag tacttggctg 
gtatggcatt
   717121 taacaatgca tctttaggtt atgttcatgc aatggcgcac cagttgggcg 
ggttctacaa
   717181 cctacctcat ggtgtatgta acgcaatctt gctaccacat gtatgtgaat 
ttaacttaat
   717241 tgcttgtcca gatcgttatg caaaaatcgc agaattaatg ggtgtaaata 
cgcacggtct
   717301 caccgtaaca gaagctgcgt atgctgcaat tgatgccatt cgtaaactgt 
cttcttcaat
   717361 tggtatccca tctggcttaa cagaacttgg cgtaaaaact gaggacctcg 
cggtgatggc
   717421 cgaaaacgct caaaaagacg catgtatgct caccaaccca cgtaaagcaa 
accatgcaca
   717481 agttgtggag attttcaaag cagcacttta atactgatgt aacgctatgt 
tcctgtagta
   717541 agtcaaatcc ctccgaccgt tgacttactt tttggggaat acttagctcc 
agcggtattc
   717601 ccttttttta aaacctatac tccaaccttc tctaaacctg attgacaatt 
tgcccatttc
   717661 attgaaggat acttaacatg acttaatgac aatagctcga taaaaatgaa 
tacatctaca
   717721 gctaaacaca attatgcccc agatatttta ggtgccggct atgagcagct 
aacgctcaac
   717781 tttccagatg attatgaagg taaagttgta gccaccttag ttcgtaaaaa 
agccactcaa
   717841 ccaactcaaa aagcggtact ttatattcat ggttttttag attatttctt 
tcaaaccgaa
   717901 atggccgagc aatttaatgc ccatggttat gacttctatg cactcgattt 
aagaaaatat
   717961 ggccgctcaa aactgcctca tcaaattttc tataatgtgc tcgatttaaa 
tgaatatgat
   718021 gccgaaatta ctcaagcatt agagattatt ggccaagaaa aacatacaca 
agttttactt
   718081 gcaggtcact caacaggcgg cttaacggca acgctttatg ctgcgcatca 
tcctgatcat
   718141 cccctcatta aagcactctg ggcgaatagt ccgttttacg attttaattt 
aagcttagtc
   718201 gaaaagaagt ttggtattcc aatgctcagt cgagtaggaa aatatctgcc 
aaaagttaaa
   718261 tttccaagcc aactgaacaa atggtacacc accagtcttc ataagcagct 
taaaggtgaa
   718321 tgggttttca acctcgattg gaaaccaacc tctgccccga cagttcaact 
cagctttgta
   718381 catgcaattc atactgcgca aaaagaaatt caccgcggtg ttaaattgaa 
tattccagcc
   718441 ctgattatgc attcgcacca aactaaaaac ccacgcaaat ggggacccga 
tgcaactcaa
   718501 agcgatgtca ttttagacgt taaagacatt gccaaatttg ggaaaaaaat 
gaaaggcgat
   718561 gtctcggttg tctctattca caatggttta cacgatttag tcctttcggc 
ccagccagta
   718621 cgggaacaag tctatcagca actattccaa tggctggatc aaaaagtcac 
ctaacttagc



   718681 ttaggtgagt caatatattt caccagcaat tgatgcgcag gatgttcact 
cggtaataac
   718741 tccataagac gttctaccgc atcgattgct tcgggaaaat gagctaaatg 
tttaagtaat
   718801 aaatctgttt cttgtgtttt aaaaatcgca tcactcaagc gtgactcaag 
gcagtcgcgc
   718861 catgcacaca gaaacggact ttcggttttt gccagaaaaa ctccggtata 
gagctgcaac
   718921 gcagaggcga catacccagc atcaagcgct tgttcagctt gtaaaaaatc 
ggcctcaaca
   718981 tgcacaagta accgatatgg acgtgaacca agcaaacctc ccaatatatc 
tcgcaattga
   719041 gacatttcag ctttaagcgt acccatgctt actttacgct caccataaag 
tgcctgatag
   719101 agatgctcta aggttaaacc atgcggacat agtgccaata tcgttaaaat 
ttcaatttga
   719161 cgcggcgtca ataataaact tttgccgtta aatttaactt gtggcgtcga 
aaatgcccgg
   719221 atgtgtaagt gctggcgctg ttgttctaac aaggcagatt gaataatgga 
ggcacaacgc
   719281 tcagcggcca aaatgcccaa ggtattatgg tttttccatg tggttgataa 
atctaccacg
   719341 cccaaggttt gttttgagta tggatcgata atgggtgccg cataacaaac 
ccaatcgtga
   719401 atcgactcca tataatgttc attggaaaaa acacagcttg attgttgagt 
ttttaaagat
   719461 aacgccaatg cattcgtacc tacaaattct tcacgccatt gaccaccttg 
tacaaaatgt
   719521 acacgttcag cagcactctg catttgagca ctggaagctg tccagataat 
ggtactacca
   719581 atgtcaccca cagcaatgac catagaagat tgctctgcaa tatgacgtaa 
gtcatcagca
   719641 cactggctta gtgccagatc taaagcattt tgtgaagcag attttctttc 
aagtagaggt
   719701 gctgcaaatc gttctttagg aatcgcagca gaagctgatc gttcccacga 
gcttgcaata
   719761 ctttggccga gtttggcagc gttctgagga gagagactat tttgcgtgcg 
cagttgatca
   719821 atcaacatcc gttgctgcaa taaatccttt tttgtgaaca tttgtaaatt 
ccttatatat
   719881 tcacatttct attccaacct ttctccaacc ttcttcttta tatcctaatt 
atacaaagta
   719941 cgaaagtact tactgacagg gttcttgtta gtctttagtc ctaaaaaagc 
aaaggaatat
   720001 ttatatgcgc tatatcgatc caaatcaacc aggctcaaaa gttcaattta 
aatcacaata
   720061 tgaaaatttt attggcggtg aatgggttgc acctctaaag ggtgaatatt 
ttgataatgt
   720121 gtcaccagtg gatggaaaag ctttcacacg cattccacgc tctagtgctg 
aagatattga
   720181 acttgcttta gatgcagcac acaaagcaaa agcttcatgg aataaatctt 
caccgactac
   720241 acgttctaat atacttttaa aaattgctga tcgtttagaa gcaaatcttg 
aaatgcttgc



   720301 ggttgcagaa acttgggata acggtaaagc agttcgtgaa actttagcag 
ctgaccttcc
   720361 acttgcaatc gaccatttcc gttatttcgc agggtgtatt cgtgctcaag 
aaggcggcat
   720421 ctctgaaatt gatgaagata ccattgccta ccatttccat gaaccactag 
gtgtggttgg
   720481 tcaaatcatt ccatggaact tcccgatttt aatggctgca tggaagctcg 
ctcccgcttt
   720541 ggcggctggt aactgtgtgg tgattaagcc agctgagcaa actccggtag 
gtattttgtt
   720601 ggttgccgaa ctcatccaag atatcttacc gccgggcgta cttaatattg 
tgaatggttt
   720661 cggtgcagaa gttggccgtc cgttagcgac aagcccacgt attgccaaaa 
ttgcgttcac
   720721 aggttcaact caaactgggc aaatggtgat gcaatatgcg accgaaaata 
ttattccagt
   720781 cacgctagag cttggcggca agtcaccgaa ccttttcttt gaagacatca 
tggataaaca
   720841 agatgacttc ttagaaaaaa cgctggaagg ttttgccatg tttgctttaa 
accaaggtga
   720901 agtatgtact tgcccttctc gtgctttagt acaagaaagt attgctgatc 
aattcttaga
   720961 gttggccgtc gaacgtgtaa aatgtattaa aactggtcat cctcttgata 
ctgaaaccat
   721021 gattggtgct caagcatctt tgcaacaaca agagaaaatc ttacgttgta 
ttaatacggg
   721081 ccgtgaagaa ggtgcagaac ttttactggg tggtagtggc cgtaaagaag 
taggtgatgg
   721141 tttctatgtt gatccgacta tttttaaagg ccacaacagc atgcaagttt 
tccaagaaga
   721201 aatttttggt cctgtactgg ctgtgacaac atttaaagac tttgacgatg 
caatcaaaat
   721261 tgccaacgac actatgtatg gtttaggtgc aggtgtatgg tcacgttcag 
cccatatttc
   721321 ttaccgcgct ggtcgtgcta ttgaggcggg tcgtgtctgg acaaactgct 
ataacatcta
   721381 tcctgcgcat gctgcatttg gtggttacaa gaagtctggt attggtcgtg 
aaaaccataa
   721441 gatgatgctg gatcactatc aacaaaccaa aaacttgttg gtgagttatt 
caaccaaacc
   721501 aatgggcttc ttctaagttt cgcaccaagt tgataccaaa ctatcaacgc 
tagaaggaag
   721561 caagctcatt aattatataa gaagccggta atttagattg ctggcttttt 
tatttaatac
   721621 agtcagctct caaattttta ctatccggaa taaaaaagcg tcatctaata 
tttaaagcgc
   721681 accatttagg cattgctttt gcattcattc atacaaacca actcgcagga 
gtattgtatg
   721741 aatcaaccag aaacagcttc cgttatttct tcaagtgcag aagtctcatc 
agcagaatat
   721801 tttgctcagc gtcaacttaa acaaggtacc gtgggttggt tactcctgat 
tggtttaggc
   721861 gtagcgtatg tgatatcagg tgattttgcc ggctggaact ttggtattgc 
tcaaggtggt



   721921 tggggtggta tgtttattgc cactgctctt gctgctttga tgtacctgtg 
cctatgtctt
   721981 tctatgtcag aaatgtccac catgatgccg acagcaggtg gcggttatag 
ttttgcccgt
   722041 gctgcctttg gaccttttgg tggttattta acaggcacag cgattttaat 
tgaatacgca
   722101 attgcgcctg ccgctattgc cgtattcatt ggtggttatt gcgaatctct 
atttggtatt
   722161 aatggctgga tgatttacct cgcctgttac gccattttta tgggtataca 
tctcaaaggt
   722221 gctggcgaag ctttaaaaat catgtttgcg attacacttg tcgccgctgt 
tgcccttgtc
   722281 gtgtttattg gggcaatgat tccacacttt aatgcacaaa atttatttga 
tattccagtt
   722341 agtacaggtg ttggcgcaag tcttttttta cctcatggct acttgggcat 
ctgggccgcg
   722401 gttccttttg ctatctggtt ttttcttgca gtagaaggtg ttccgttagc 
agcagaagaa
   722461 gcaaaagatc cagccaaatc tctgccacgc ggtttaatcg gtgcaatgct 
catcttaaca
   722521 gcatttgcca tgcttatttt gttcttgggt gcaggtgcag caggtgcaag 
tactttacaa
   722581 aactcaggcg ctcctctggt agatgctttg gttaaagttt atggcaccaa 
cacttggctt
   722641 gcgacattcg taaactttgt gggtttagct ggtttaatcg caagtttctt 
ctcaattatc
   722701 tatgcctatt cgcgtcaaat ctttgcattg tcacgagctg gttacttacc 
tacttcactc
   722761 tctttaacca ataaaaataa agccccttat cttgcaatta ttattccggg 
cattatcggg
   722821 ttcttacttt cacttaccaa agaaggcgat tcactcattt taatcgcggt 
ttttggcgca
   722881 actatttctt atgtgctgat tcttttatca cacatcaaac tgcgcttatc 
taaacccgac
   722941 atgcctcgtc cttataaaac tccaggagga gtcatcactt caagcattgc 
actagtttta
   723001 gcagtcgctg ctgtgatcgc aggttttgtt gttaatccga aagtgtggtt 
tattgctgcc
   723061 ggtatctatg tcgtatttat tgcttacttt ttgttctaca gccgctatca 
tttagtgaaa
   723121 ggaacaccag aagaagagtt tgcaaatatt aaagccgcag aacaagaact 
ataaataaaa
   723181 ggatgtaact atgagttatc gcaatattgt cgccaatcaa cagtatcact 
ttgctgacct
   723241 aaaaacgtta atggccaaag ctacaccgtt acgttcaggc gatgagttag 
caggtgtagc
   723301 tgccagagat gcaaccgaac atgttgcggc acaaatgact ttggctgatg 
tgccattaaa
   723361 aaccttttta aatgaagttg taatcgatta tgaaactgat gaaattacac 
gactgattat
   723421 tgatgaacat gatctggcag cctttgcccc tatttcacat tttacagtag 
gcgattttag
   723481 aaattggcta cttggagaag atgccactcc agaaagctta aaagcattag 
catcgggttt



   723541 aaccccagaa atggtggctg ctgtcagcaa aattatgcgc aatcaagatt 
tgatttatgt
   723601 cgccagcaaa tgtgaagtgg tcacccaatt tcgcaacaca attggtttaa 
aaggacatct
   723661 ttctacccgt ttacaaccga accaccctac cgatgatgtg ctcggtattt 
cagccagtat
   723721 tttagatggg ttgatgtatg gcaatggtga tgccgtaatt ggcattaacc 
ctgccacgga
   723781 taacctgcat aatttgtcag agctactgaa attgcttgat catgtcattc 
aggaatatca
   723841 aattccaacg caatcttgtg tacttacgca tatcagctca ggcattcaac 
tggctgaaaa
   723901 aaatgtaccg attgatttaa tgttccaatc aattgccggc acccaactgg 
ctaatgaagg
   723961 ttttggaatt tcacttgatt tactacaaga aggatatgaa gccaccctct 
cactcaagcg
   724021 cggaaccatt ggacaaaacg tcatgtactt tgaaacaggt caaggcagtg 
ccctatcaag
   724081 caatgctcat cacggcgttg accaacaaac attagaaact cgtgcctatg 
cggtggcccg
   724141 taaatacaat ccgcttttag tgaatacagt cgttggtttt attggccccg 
aatatctctt
   724201 taacggtaaa caaattatac gtgcaggact ggaagatcac ttctgcggta 
agttacttgg
   724261 cgtgccaatg ggctgcgaca tttgttatac caaccatgcc gatgccgacc 
aaaatgatat
   724321 ggatgtactt cttactctat ttggcgccgc aggcattaac tttataatgg 
ggattccggg
   724381 ttcagacgat gtcatgctca actatcaaac aacatcattc catgatgccc 
tctatttaag
   724441 acaactcctc ggtttaaaac ccgctcctga gttttcagct tggcttgaac 
agcaaggtat
   724501 ttttaaacaa caaaactctc aaatctgttg ggcagaccac atgcccgacc 
aattctctcg
   724561 tctgctcatg aactagggag aacgccatga aactgaaccg tgatattcaa 
tatccatctt
   724621 ctactcatca agatcagtgg gaaaaactta aacagtttac tgatgcccgt 
attgctctgg
   724681 gccgtgcggg ttgtagcatt ccaacacgtg ccttacttga gttccagttg 
tcgcatgcgc
   724741 aagcaaaaga tgcggtttat caagagatgg atgtttccta cctctcggag 
caattaacac
   724801 aacggcagct gcaaagtctg cgtgtacaaa gtaatgcacc taataaagaa 
atttatctta
   724861 aacgtccaga tttaggacgt cagctttcag atcaatcaaa agaagcctta 
attaagaagt
   724921 atgcagaaaa cacgcaacag tatgatgttt gtattgtggt cggtgacggt 
ctctctgcaa
   724981 gagcgattga agcaaatgcc atcgcattta ttgcagcgct aagtgaacaa 
attcagcaag
   725041 aaaattggag ccttgccccg attgtacttg caacaggaag cagagttgct 
ttaggcgatg
   725101 aagttgcaga aatttttaaa gcatccatgt tagtcatgct gattggagaa 
cgccctggtt



   725161 taagctctcc tgacagtatg ggaatttact acacatggaa tgcatattca 
ggctgtctcg
   725221 attccaaacg caactgtatt tcaaatgttc gctcagcagg tttaagtatt 
ccggttgctg
   725281 tacaacgttt aatggcatta atgagaaaat caaaacagct tggcttttca 
ggagtgaatt
   725341 taaaagatga acatcaactt tcaaatatcg accataatga aaacgtaaag 
cttttatttt
   725401 aaatagcagt tacgcgtaga tatttcttcc ctacaaaata tttatgtgta 
acaagattat
   725461 cttaacgaaa aatagcaatt ttcaggtatt gacgatttgt atggatattt 
tcttctttat
   725521 atttatcgct atactccacc tattggtcct ctctgaatca tttgtatgaa 
cacaacaaac
   725581 gccttcccta aaaccattta tgccattcag catcttgctt tcgaagacct 
aggttcatta
   725641 gaagatgttt tttatcaact tgggtttcgt gtccgctatt ttgaagcagg 
tgtggatgat
   725701 ttaacccctg cttttacaca tgacggttta actattattt taggcggccc 
aatcggagtt
   725761 tatgaaaccg aagattatcc gtttttaaaa gatgaaatcg ctttacttaa 
acaacgcttg
   725821 gcagcagata aacctacact tggtatttgc ctaggcgcac agcttattgc 
gcatgcactt
   725881 ggcgccaaag tatatgcagg ccatcaaaaa gaaattggct ggggagcctt 
aagcttaagt
   725941 ttacgtccta atcaggtatt atcacctttg cttaataatg tgcatgtttt 
acactggcat
   726001 ggcgacactt ttgacctgcc tgaaaacgca gtgttattag cgagttcaga 
gatttatact
   726061 aatcaggcat ttgaagttgg aaataatatt cttgccttgc agtttcatat 
tgaaacaaca
   726121 gaagaaaatt ttgagaaatg gctcattggc catacatgtg aacttcgtaa 
tgccaaaatt
   726181 tcaattccga aactacgaga agaaaactta caatatgctc aagcacttga 
acatgctgca
   726241 tttgaagtta ttcaaaagtt tctaaaacga atcggatata gtggttaaat 
tagaaatttt
   726301 ctaatatcta caaaggttag agtttaccat ttggtattaa ttgtttattt 
ttcaagcaaa
   726361 ggaaagttta tattctatct ttggaaacat ttcttaaaat tttcagtgta 
ttattaattt
   726421 gtaacataaa atatacgctg aattactatg gatatctgga aatttattaa 
aagctttaat
   726481 acggtcaata cttatttatt gctttcatgc gttctcctca tcatcttagt 
tctttatttt
   726541 tatgtgatta acccggccta agctactttg ccaaggacgt taatcataaa 
gaaaaagaaa
   726601 atatgagaag acacctgaat aaaaagccca actttacagt tgggcttttt 
tatatcttct
   726661 gtttactcac cacatgatat tcgtcttgcg aaaaagtaag agataatcaa 
tctcaactat
   726721 ctactcacaa catgttgttc gtcttgcgaa aaagtaagag ataatcaatc 
tcaactatct



   726781 actcacaaca tgttgttcgt cttgcgaaaa agtaagagat aatcaatctc 
ttactttttc
   726841 tcaggcttga agctgtcttt taagtcaaga acacggttaa acacaggctt 
ctcaggagta
   726901 tgatcgtatt gatcagcaac gaaataacct tcgcgttcaa actggaagcg 
atcttctggc
   726961 ttcgcttgag ctaaagcagg ttcgatcaca gcttgaacca ctttcaaaga 
atctggattt
   727021 aagtttgcta agaaatcatc accagtttca gggtcagctt ctgtaaacaa 
tcgatcataa
   727081 atacgtactt cagcaggaat acctttagtt gcagataccc agtgaattac 
gccttttact
   727141 ttgcggcctt caggattttt acctaaagta tccggatcga tcgaacactt 
cagctcaacg
   727201 acttcaccgt ttgtatcttt aatgacttca tcacacttaa tcacatatgc 
atggcgtaaa
   727261 cgaacttcac catcaggaat taaacgttta aagccttttg gcggtacttc 
ttcgaaatct
   727321 ttacggtcaa tatagatttc tttagttaat ggaataacgc gctcacccat 
atcgacatta
   727381 ggatgacgag catgggtaag gtctaaatct tccggtaagt tcgtaagtgt 
tacttttaat
   727441 ggatttaaca ctgccatacc gcgcgctgcc gtattctcta aagattgacg 
aatacagaac
   727501 tcaagcattg cgacatccac aataccgtca gttttagaca cacctacacg 
tttacagaaa
   727561 tcacgtaggc cttctggtgt gaaaccacgg cgacgcatac ccacaaccgt 
tggcatacga
   727621 ggatcatccc atccattcac ataaccgcct tcaaccaatt tacgtaattt 
acgtttagac
   727681 gtaatggtgt aatctacgtt taagcgagaa gattcatact ggtgcggcac 
agctttagac
   727741 ttaacttttt caacaatcca gtcataaaac ggacggtggt cttggaactc 
taatgtacaa
   727801 agtgaatgtg tgattccttc gatcgcatca gacaatggat gagcatagtc 
atacattggg
   727861 tagattttcc acttatcacc tgtttggtga tgctctgaat gtaaaacacg 
atacaaaatt
   727921 gggtcacgca tatgtacatt cgggcttgcc atatcaattt tggcgcgtaa 
aacagcttca
   727981 ccctctttaa gttcaccatt gcgcattttt tcaaaacgag caaggttttc 
ttcaacagaa
   728041 gcatcacgat atggcgaatt tttacctggc tcaacaaagc taccacgatt 
taatttgatt
   728101 tcttctggag actgcaaatc aacatatgca tcgccttgtt caatcaactg 
aattgcccaa
   728161 gcataaagct gatcaaaata accggaagca taacgtggtt cgccattcca 
gctaaatcca
   728221 agccacttca catcattggc gataccatca acatactctt gttcttccgc 
atccgggttg
   728281 gtatcgtcaa aacgtaaatt acaaagacca ttaaactctt cagcaacgcc 
aaagttgagg
   728341 caaattgctt ttacgtgacc aatatgtaaa taaccatttg gttctggcgg 
gaaacgcgtt



   728401 acgatttgtt tggcacgtcc ggcagctaaa tcatcggtaa tgacttggcg 
aacaaaatct
   728461 aatccagcct gttgttcttg ctgcgcagaa tcgacagagg catgagtatt 
cggtgtcggg
   728521 ttgtttggca ggttcgagac aacatcatta ggcttcatag tgtatcaatc 
acttctttgt
   728581 agataaaatt tcgaaaaaat aaacgctatc ttcatttttc acaaagattt 
taacgttttt
   728641 tacttgcctt gtagtttaca gtttgcttat gcttctctca accaaaaacc 
catggtcaat
   728701 ttgcccatgt ttaggagatt aatgtaatga gttttcctca agtcgaatta 
aacaccaaca
   728761 aaggtcgtat tgttcttgag cttaacactg aaaaagcacc gaaaacggct 
gctaattttc
   728821 tagaatacgt acgtgacggt ttctatgatg gcgtgatttt ccaccgcgtt 
attgacggtt
   728881 tcatgatcca aggtggtggc tttgacgaaa acttcaaaga aaaagcaact 
cgtgatgcga
   728941 ttgaaaacga agctgacaac ggtttaagca acgatgtagg taccattgca 
atggcacgtg
   729001 ctcaagctcc acactctgct tctgcacaat tcttcatcaa cgtaaaaaat 
aactctttct
   729061 tgaaccatac ttcaaaaact gcacaaggtt ggggttatgc tgtattcggt 
aaagttgttg
   729121 aaggtatgga cgttgtagaa gcaatcaaag gcgtacgtac aggtaaccgt 
ggttatcacg
   729181 ctgacgttcc tttagaaaac gttgttattg aatctgctaa aattatttct 
gaataatttt
   729241 aggataaagc tgtgacttat ctgtttattt cagatttaca cttgtcacct 
gaacaccctc
   729301 gactcgttcg agggttttta gatttgttgg tacattatca aaataaacaa 
acacagcttt
   729361 atattttagg tgattggttt aatgcttgga ttggtgatga ctattcagcg 
ccttggctcg
   729421 acgaaattgt cgaggcttta aaagtattta accaaaaagg gaatcgcgtt 
tatttccaag
   729481 tgggtaaccg agactttgct ttaaatcagg ttttccttga taagtttaat 
ggtgtattac
   729541 ttcctgatat ttattatctc aacattgcag gtcaccaata ccgtttggaa 
catggcgatg
   729601 cgttatgtac tgatgatatt tcctatcaaa gatttaaaaa aattatccga 
aaccccttcc
   729661 tagttgcttt tttacgccgt acccccttga gtttccgtac aaaactggtc 
aatggttttc
   729721 gcaaaagaag tcattcagac aaacagcaaa aaagttatga aattatggat 
gtaaatgaac
   729781 aagctgttct ctctgccctc acagatgtag atatacttat tcatggacac 
actcaccgtc
   729841 cagcaattca tcaattacaa cataaacagc ggattgttct tggcgattgg 
cgtgaagatc
   729901 aggcttatat tctggaaatt gatccatctt caaatacgca acagctcgaa 
ttgattgtct
   729961 ggaattatta gctagaaatt aatcactttt tatttgaact ttcaattctt 
taattttttt



   730021 atttaaatca aaatcccaaa tcatacatag acaggtaata tatacaaatt 
tccagtttat
   730081 atgtgcatac ttttgatatt cgatatataa aattaaaaga cacaatacaa 
atgcaaaaat
   730141 tagaaaggct ttaataattc taatttctcg cagcttactt tttcgattaa 
ttgggattaa
   730201 ttcaaacatt ttcaataaat tagtaaaaaa tttatataag tattatattt 
ctttatcaca
   730261 ttaaaatgca gatgtttttc tctaaaatcg cgtatgatgc caaagattag 
aacccttcca
   730321 ttgtaataag attgatatgg agtaaagtat ggatttatta aatacggtta 
aaagtcgcta
   730381 cactaccaaa gcgtacgatc ccgagaaaaa aattcctcaa gaaaaattca 
ataagttatt
   730441 agaaatttta cgctttaccc cttcttcagt gaatattcaa ccttggcatt 
tcttggttgc
   730501 agacaatcct actgctaaag aacgcattgc caaagcctta acaggacgat 
atgcctacaa
   730561 tgcacccaag gttcttgagt catcacatac ccttgtattt tgtacaagaa 
cagatatttc
   730621 acccgaatat ttaaaccagt tacttgaaca agatgattta agtggtcgtt 
ttaaagatga
   730681 gaaagccaaa cttggtcaaa aggatactcg tcatggctat gttgagtttt 
accgtaatga
   730741 gcaaaagaac ttattcggct ggatggaaaa tcaaactttt atcgctttag 
gacaactact
   730801 gtttgcagct ggtcttgaag gtatagatgc aaccccaatg ggtggctttg 
acgaagatgt
   730861 tttaaatgaa gaatttggct taaaagaaaa aggtttgcgt agctctgtaa 
ttgtttcact
   730921 gggttataga agcgaaaatg acttcaatgc gaaattgcca aaatctcgtc 
tgccggatga
   730981 agttattttt acacatttat aagaacttag cggagttcaa aagaacagtc 
ttttgaactc
   731041 ctatttcata gctaaggcta aactcactag tccgcttatt cctaaaataa 
ttcctacgag
   731101 ggttggtaat tttaattttt ctttatataa aagtacgcca caaactattc 
caagtaacac
   731161 gaccaaaata ttcatactcg caaagacaat ggccggagaa tctttgagta 
aaatatgcgc
   731221 tttaacgtat agggcaatat ttgaaaaatt tagtgcgcct agcattaacc 
cagcaaaagt
   731281 atttttaaaa tgccatgctg aatttttttg aaatattaaa taaataatcg 
ataaaacaaa
   731341 ggccgttata aaaattagat ttaaagtcaa agtaaactgt aggcctaagc 
tactcgtata
   731401 ttttaacaag atatctacag cggcatatcc aaaccagaca ctcatcaaag 
caaaaattgc
   731461 tttttttgat tgagatctgg aagactcgtt gaaatgaccc aataaaatta 
agagaacagc
   731521 aaaaattccc aaacctatcc ctaataattt aagagaatta aactgctctt 
ggaaaaagaa
   731581 ataagccgct aataaagaaa gtaccacgga cagccgctga gcaatttcgg 
ttttgacaat



   731641 acctgcgtac tctaaagatt tagcaaggca caaaaaaata ctcggtagaa 
tgacgcctaa
   731701 agccactatt agccaccaag gtgtatgttg tatagaaata tgctgaatat 
ctggcttaaa
   731761 ccacagataa catagcaagc tggcacttgc gtaattccat gcaatcattt 
gcatgggttg
   731821 atatcccttt ttctttaaat ttttaagtag tacagaaacc agaacactgc 
acaatgctgc
   731881 agcaaatatt aataccattt gcaaagaacc tattaattta aattttaaga 
aacagagatg
   731941 gaccgcaggt agctttaata tgctttttta tatttttaaa gccataaaaa 
aaccagtcat
   732001 cactgactgg tttttttcaa gctaatcaat taacgattgt tttcgtcatc 
ttgaccatct
   732061 tcaaatttag aatcgttatc aaaaccgcct tgatgtccgc cgaagccgcc 
ttgaccaccg
   732121 aagccgcctt gaccaccgaa gccaccctga ccaccgaagc cgccttgacc 
accgaagccg
   732181 ccttgaccgc cgaagccgcc ttgaccaccg aagccgcctt gaccaccaaa 
gccagcacct
   732241 tgagcaccac caaagccagc gccttgacca ccgaagccac cttgactacc 
accctgagct
   732301 gggaaacctg caccttgtgc acctgctgga cgtgggttac gagctggaac 
aactgtagaa
   732361 attgcgtgtt tgtaaaccat ttgacttaca gtatttttta ataaaacaac 
atattggtca
   732421 aaagattcaa tatgaccttg taatttaata ccgttaacaa ggaaaataga 
aactgggatg
   732481 cgttctttac ggagagaatt taagaacgga tcttgtaaag tttgaccttt 
agacattttt
   732541 aactccaaaa aaaaattttt aaatcagcgc aaaaaaacta tctttatttt 
tcaactaaaa
   732601 attataaaaa gacagtgtgc aaattttgct ttatccataa gagtttcgca 
agtcttcttt
   732661 cgcctgcttt atcgtcaagt aagttttaaa atcgtgtatt tcttgcaaag 
aacgtaacca
   732721 cgtatattga cgtttggcaa gttgtcgtgt tgcaaataag gctttatcct 
ccatttcctg
   732781 cttttttttg agactcatat cactttttaa tagaaattct agagcttgtc 
gataaccaac
   732841 agaacgcata gagggtaaat tttcatctaa atcgtatttt tcaattagag 
actcgacttc
   732901 actcaaaaaa ccgatatccc acattttgct taatctttgc tcaatgcgtt 
gatgtaattc
   732961 taaccgatct ggaagtaaag cgtagttatg aaatgtgtat cgatatggta 
cattttttgg
   733021 ttgttctgcc tgcaatttgg taattggttg acctgtaata cggtaaactt 
ccaacgcccg
   733081 aataattctt tgtttatcag aaaccttaaa cttcactcca gccgccggat 
ctactgccac
   733141 cagctcatca taaacagctt gccacccttc atttgctgct ttttcttcaa 
ttgctgcgcg
   733201 aacatttgca tctgcacttg gcaagttact tgataatcct tctaagagag 
ctttgaaata



   733261 cagcatggtt cctcctacca aaataggagt tttgccacgt gaatgcatct 
catcaattaa
   733321 agcgcaagca tcttcaacaa actgagcagc cgaatagacc tcaagtggag 
taataatatc
   733381 aattaaatga tgcggatata gctcctgctc ttcacgcgtt ggcttagccg 
taccaatatc
   733441 catatcttta tatacaagtg cagaatcaac tgaaattaat tcaaaatttc 
cacgttcata
   733501 gagttcacat gccaaagcgg tttttccgct tgcagtcggt cccattaaat 
tgatgacggg
   733561 caattgattt gacatgtaaa actactctcc tcgagcaaat aatttatcta 
gttgagataa
   733621 tggaaatgca cgccaagttg ggcgaccatg gttacattgg ctcgcaaatt 
cggtttgttc
   733681 catttggcga agtaaagcat tcatttctga gagactaagt tgtcgatgag 
cacgtactgc
   733741 accatgacac gccatacctg ctaacagttc atcacgcttt tgcaataaac 
cttgtgcttc
   733801 atcatttgga tctaagtcat tgagaagttc gggaataaga ttttcaaaat 
ccgctttttg
   733861 caaaatagcc ggcacaccac gcacaatgac ttgctcatcg ccatataaat 
caatctctaa
   733921 ccctaagcgt tcaagctgag gttttaaatc ctcaacacga acagcttgca 
tacgactaat
   733981 tgagatcact ttagggataa gcaactgttg agatgtccag aactcaggtt 
tatcccaagc
   734041 atttttcatt tgttgcagca aaatacgctc atgtgctgca tgcatatcaa 
caataatcag
   734101 gccttcagta ttttgcgcca aaatataaat tccatgaagc tgggcaattg 
cgatacctaa
   734161 tggaaattca tctaccttag cgacaggctc aatattttca tcaactgaaa 
aattagcagg
   734221 ttgatcacgt aatggagcca agtaagtctt taatgcatta tttaactgcg 
cagaaccatt
   734281 atattttgga gtttgttccg cataatgaac agcttgggga cgactattat 
taaaatcagt
   734341 taaaagctca gtagaaggct gataaccatt tggtttgtct actgctgtat 
cagcggcttg
   734401 cgctgtacgg tgcaatgtaa attgttcttg gtatttaggc tgaggttgta 
ccgaaagatt
   734461 ttgaatatca tccactttca tggcttgtgc taaatcagca ctagctgtct 
gaaattgtgc
   734521 taatgtttct ttagcataat gtcttacaaa ctcatgtact tcacgttgat 
ttagaaaacg
   734581 aatctcatgt tttgtcgggt gaacgttaac atcaatattt tcaggatcaa 
cttctaagaa
   734641 aagtaaataa gatgaatgct gatggccatg taaaataccg tcatatgcca 
ttcttaaagc
   734701 atgtgaaatg gttttatctt tcacaattcg gccatttaca tacacatatt 
gtaagtctgc
   734761 ttgggcacgt gcatctgaag gatgccctag ccaacctgac aaacgcatgt 
taatactttc
   734821 ggcatcgatc cagtaagcat tttgaacaaa ctgttgaccc aataattgct 
gtacacgctg



   734881 aaatcttaat tcaccactat ctgctattgg taaattaatt cgaatattat 
cgttatgctc
   734941 aagtacaaaa cgtatatcaa aatgcgttaa agccaaacgg cgtacaattt 
cttcaatatg
   735001 cccaaattca gtggttggct tttttaaaaa tttacggcga gcaggtacat 
taaaaaacaa
   735061 gtcctgaact cgaatatgag tgcccttttg tgcagcaaca gcttggactt 
gttgatgatc
   735121 aaaggcggta ccattcacct caacctgatg accaattccg ctttcatctt 
ggctactggt
   735181 taaagtcaat cgtgaaactg ctgcaataga agcaagtgct tcaccacgga 
aacctaagct
   735241 aacaatcgcg tgtaaatctt ctgctgtttt aattttactg gttgcatggc 
gcatcactgc
   735301 caatggtaaa tcatcaggat gaatcccatg tccattgtca ataatctcga 
ttaatgttga
   735361 gccgccttgt gcaatccgca caattaattc ggttgcacct gcatcaattg 
agttttctaa
   735421 taattctttt acgaccgatg aaggacgttc aatcacctca ccggcagcaa 
tctggttcgc
   735481 taacgcggcg tctaatgtat gaatacgacg ttgtgttagc ttttcatcag 
tcatgaagct
   735541 gttcctgcaa agtctggtac aaatgctctg ttggtaaagt taaggtgacg 
aaacgattga
   735601 gttcatcatc tgatttttga atatcaatga tgatatctgc ttcagggatt 
tcgtctccac
   735661 ctttcgatgg ccactcaaat aaaaatagtg catcctgaat atctagataa 
tcacggattc
   735721 ccattaattc aagttcgtac ggatcattga gacgatataa gtcaaaatga 
aaaatttctt
   735781 tattattgat tttatatggt tcaaccaacg tatacgtcgg acttttaacc 
gagcctttat
   735841 gccctagagc ttgcaaaaaa taacgggtca atgtcgtttt accggcgccc 
aaatctccaa
   735901 tcagataaat cacaccagct tgaacatgct gcgccaatgc ctgagctaaa 
cgctgggtat
   735961 cttcttcatg atttaagacc attttcaatg aatacgacat aacacacata 
acatgattca
   736021 aaataatcga tatgatacca ttgccctgct ttaaagccta cttaagtgct 
taaagttggc
   736081 tttttttaca tcacatttat taaatattga cacactttta tgtctagccc 
gattgaattt
   736141 ttcccaccta tgattgatgg cgtaagcgca agccaagtct atcttcctcc 
acaaacgaca
   736201 gcacaaacca tctatcaatt tctttgcgaa aattttccac atataaaagc 
aacagagtgg
   736261 cagcagcgtt ttcaagatgg gcttatttac gcggcaaatg gcgaaaaatt 
aacattgaac
   736321 agctcttata tagcaaacac acatattttt tattaccgat tccttgctaa 
cgaagtacat
   736381 gttccctttg agcatcagat tttatttgaa aatgatgact tgcttgttgt 
agataaaccc
   736441 cattttttaa cgattagccc aacagggcaa tatgtacaag aaacattatt 
agtccgatta



   736501 aaaaagcaaa ctggtaatga gtttttaacc ccgatccatc gattagaccg 
tgaaactgcc
   736561 ggtgtcgttt tattttgcaa acgcccacag tcacgtggaa tttaccaaca 
gttatttgca
   736621 gatcgtcaag tcaataagat ttaccatgca atcgctgcat ataaagctga 
attaaaattt
   736681 cctcagaatt taaaattgta tttagataaa ggtacaccct tttatacaat 
gcaggtgatt
   736741 acacatacaa aaaccaatac cgaaactaaa attgagttga ttgagcataa 
tcactcatgg
   736801 gctaaatatt gtttaacgcc aaccaccgga aaacagcatc aactccgcgt 
ccatttaaat
   736861 catttgggaa ttccgattaa aaatgatccg ttttatccaa tagttcaaca 
taaagccgat
   736921 gatgattttt ctcagccctt acagcttcta gctaagcaaa tttcttttat 
agacccgcta
   736981 acaaaacagg aaatggtttt caattcacag cttgaattga cactgtaatc 
gcatcgtaat
   737041 gacaaaaaga ttatttttta tgctgaaaga cattgaaatt acattccgat 
ggtttaaaat
   737101 aaatccctaa aaattaaaaa tcatttggtt ttgttattca tgcgaaaaac 
agaagtttat
   737161 caggttcgac ttgactccca agagaaaaaa caggcttttg ctgtttttaa 
acaattgggg
   737221 attacccctg cccaagcagt gcgactgttc tttaaacaag tcgtcttaac 
caaatctatt
   737281 ccttttgcga tcgaaaacca gaatattaat atggaacaat tattaaaact 
gagaaaagca
   737341 aaagcatctt cattaaatca gaacgcttca actttaaatg aagatgatga 
ccatgaagat
   737401 ttatttgaag agttaaatgc actattaggt gaaagtgaca aaacttaacg 
gtgttgcatt
   737461 tttaaacaac ttttaacgtc aattcgcttc ttttttagtt atgctctctt 
tgtaaaaata
   737521 taaacataaa tacaaggagc gcctaatgat tgtaagacga gcgacctatg 
aagatctaag
   737581 ccaactcgct gtcctatttg atgaataccg acaattttat ggtgcatctt 
ctaatctcga
   737641 agaatcccat cattttttaa aacaacgttt tgagaataaa gagagcgtat 
tttttatcca
   737701 tattaaggac gaaaaaatta ctgggttcgt attgctttat ttaggttttt 
cttcagttgc
   737761 ttgttcaact tactacatct tagatgatgt atatgttacc cccctattcc 
gtcgtcaagg
   737821 ctcggcaaaa cagctcattg atacagcgat tttatttgca aaacaagaaa 
atgctttacg
   737881 tattagccta gaaacccaat cgaataatca tgaatctcac cgcctctatg 
aaaaaatggg
   737941 gtttattaga gacagtgagt ttcagacatt tcattgtttt cttaaataat 
attttgggcg
   738001 agttgttttt cctgctccga caaatatacc cagccccctt cctcaatttc 
aggtaaaacc
   738061 aattgaccaa tttgatgtcg atgtaacttc tcgactttat tgcctacggc 
tgcaatcatt



   738121 cttttaactt gatgataaac accttgatga atagtcatcg ttaattgatg 
agttcctagt
   738181 agtgctacat ctgtggcagc aaataccccc ttttcttggt gtaaattaac 
accctgagta
   738241 agcatttcaa tttgctcagg ggttacgggg tcgtaagttg taacgtgata 
aacctttggt
   738301 acatgtttac gaggatgagt taaagcttgt agatatttac catcatcagt 
aagtaaaagc
   738361 agacccgttg tgtcttgatc caagcgtcca accgcctgca caccacgatg 
aatcatggtt
   738421 tcaggcagta ggctaaaaac actttgatga tgctgaggat gatgagaaca 
ctcgaaacct
   738481 tgaggttttc ttagagcaat ataaattttt tctctatatt gataattttg 
gccaaaaacg
   738541 gaaaactcaa aattttctgg ggagaactgc tttttgagat cactcacaac 
ctccccatca
   738601 ataattactg aaccattttt tattaactgc tgacaatatt tacgtgaacc 
aaacccttgt
   738661 gattgtaaaa ttttttccag cagcataaag ctttctcttt aaaacgaaac 
cattatttta
   738721 acgtaatttt agtgttttat taccttctgc tttatcatct tcgcatttaa 
cttcattaac
   738781 tttgaattat tcttcaatga cacgataaat tttttcgttt tgttcacttt 
caaatagcaa
   738841 ttctgtagtg ggtaagatca cctcattatc tacaataata tgttcgatac 
gctgacttag
   738901 ctttaaaggc tcattttcat gttcaactaa attcttcttt aattgagctt 
tcgcatcatg
   738961 aatttgatca aattggtctt tgatcttgat atctataata tccataagat 
taatcctgta
   739021 ctcatgagta gtgattattt ttatatcaca ctatctcaaa agaatacttt 
ttaagttgtt
   739081 aatttatata acattgtttc caagcgtaac cacagataaa actctttatc 
attgagtcat
   739141 atacaagaaa atttccacta aaaagccttt gtttgatctt ttttaacctt 
aaaagctctg
   739201 acattttggc tctcaattat tatacaattc aaattatttg cttttcttgc 
cgcttctcat
   739261 gcttgcccaa tttgatgtta atttagttgt tttattagtt ttacttatct 
gcggtttact
   739321 aagtcaaaat gcagctgtaa ccatcgcagc aggtattcta atcgtcataa 
aaatcacgcc
   739381 cttaaatcaa ttttttcctt atattcaggc ccatggccta aacttaggca 
tacttattct
   739441 aacaattggc gtactcaccc ctattgcaag tggcaagctt agtggagaga 
gtattttaaa
   739501 atcctttatt agttttaaat ctttggtcgc tattgcaatt ggtctgctcg 
tcgcgtggct
   739561 aggtggtcgt ggtgtaaaac ttatgtcgag ccaacctgat gttgtggcag 
gcttacttat
   739621 tggtacggtt gcaggtgtag ctttactccg tggtgtacct gttggcccac 
tgattgcagc
   739681 aggtctatta tctttattta taggtaaata aaaggcaccc gaaggcacct 
tttaataaat



   739741 gcttaggcta aataagtact tttaacctga atagtaagaa gtgcgtttta 
aagaaaactt
   739801 ttctagctgc tttaagaaac cttcaaagta gctcttctct ttttcttcag 
ttcgataacc
   739861 tgcatacaat gtacgtctta aacccgctgg agaaacacaa tctagacggc 
ggctagtcac
   739921 ccaacccttt tgttcgtatt cattgactac ccaatctggc aaagcagcaa 
tacctcggcc
   739981 actcgcaaca agttgaataa gcatttgcgt taagtctgtt gttcggattt 
gttttggttg
   740041 aatatttgca ggtataaaca gtttcgacat gatatctaaa cggtgcttat 
caaccgggta
   740101 agtaataaga acctcttctg cgagatcctg aacagtaata ttttcagcac 
gaaccaatcg
   740161 atgagtattt gataaaacca aacgcgactc atattcaaaa atcgggaagt 
attcgattcc
   740221 ttttagcgca atcggatcgg ctgtaataag taaatcaaac tcagcatttt 
gtaaaagttc
   740281 atgtggattc gcttcaaatc ccgaagcaaa gtctaaatcg acgtctggat 
attgctgacg
   740341 gtactgattg agtaaaggca ttagccagtc aaaacagcta tgacattcag 
atgaaaaaat
   740401 aattctgccc gtttgtccgt gcacaatacg tgtaatgtca ctctgagtaa 
tctgaatttg
   740461 cggcaataca tcatcagcta acttaagtag gcgttgtcct acattagaaa 
aactaacagg
   740521 tcgactgcgg cgattaacca cctctacccc ataccaatga tctaattctt 
ttaattggtg
   740581 agaaatagcc gagggcgtta agcataggtc attagctgca gcgaccagtg 
aaccatgttc
   740641 acgtaaagca actaaagttt taaggtgtcg aatttctaac atgggcacaa 
gcctgaatac
   740701 ataaatttat ctataaattt ttaagttatc tcttgtttat tactaaacag 
agttacggag
   740761 ataaatcatc actaatgaat accattcatc ttatcacaaa attaattaat 
ttgtctcaac
   740821 ataagttttt gttaattaca tatggacttt actaacaaat aaaaaataga 
cccattcaga
   740881 tctatttttt ataaaatgaa aatattctta ctcggtaact tgtaagctaa 
caatcgtata
   740941 attttgattt ttaggcttta actttaaatc tactggagct gtgacttcca 
ttaaatattc
   741001 tccagctttt ggaaatttaa gttcaacttg tcctttatta tcagctttaa 
aatgtagtac
   741061 ttgtttatca gttacacctt tttctcttaa attaatttca gcataaggta 
ggttctggcc
   741121 tttttcactt atggttagct gaactgcttg ggtaacttta agctggttag 
gatgaacaga
   741181 aaaattaact ttaactggtg tatttggaag ttgaatatct gaaactttac 
cttttgaaag
   741241 ataactttgt aacacccatt ctcttgttac ttcctctgtt ttaatttttt 
tagttttaag
   741301 atcagcagga attagatagt cacgctcttt tcttggcgga gctttatctg 
ctggtaaatc



   741361 aaaaaataaa tgccactcct tttgatcata tacatatttt aaagggtaag 
tcgcctgagt
   741421 ttgcagaata tatgtaccgt cttccggtaa agcaacatcg aaaacagtta 
cagatttatg
   741481 tagggcttca gcattaataa ctttaggatc ttgtttaggg gtaatgacgg 
taagcttggc
   741541 atcttttaaa gcgtattcac tatttagtgc ttcttcagca taaccagcta 
ctaccggtac
   741601 ttgtgtctgc tcagttttat acgctaatgg cgcaacataa ggttcatgag 
caaggctgta
   741661 actacataca aaaataagtg atgttactaa taatctattc attctttctc 
gatcctaatt
   741721 aggaaaattt aaatttttac agacaaatca taagcaaatg tattatacac 
aaataaaaat
   741781 aattcttatt atcattaata aatttaagtt aaagattttt atataaaaag 
aaaaaggcca
   741841 agtggcctct ttcattacct cattgttctt ttacttttgg aaaagcttga 
ttaaagtcaa
   741901 taagcttata actttttact aaatcatctt caccataagt cacttcataa 
gttgtttctt
   741961 taccattaaa gtatgcttca gctggagttc caaatacttc ccataaacct 
attgaggcaa
   742021 catctgcaac cccatgccca aatgcacgac ctactttcac ccactttgaa 
taaccttgct
   742081 ggaatgtata gatttcaact cttgtcccat cacggtactc agacaataca 
ggtgccccaa
   742141 actctgcaat aacataatta cgagagctac ccggatttaa aacatttaaa 
ttttttttac
   742201 ttggttgatt gccagccata aatacggcac aaccagacat agataacata 
gccataccaa
   742261 taaggcaggc aatacataat tttctcacga tttaacttct ctatttctta 
agtatttata
   742321 caacttattg taatgcttaa agtattacgc gctcatcata tccaatttga 
taaaagaatt
   742381 cgataaatta ttcaatataa agataaaatg ttccggtttt aaatgtgcaa 
acttcctctc
   742441 gagattctag ttttttatta ttttggtctc ttttccctta tactttcttt 
tttgagtttc
   742501 cttttattaa tttattatgg cgtcacccca atcctcttct tcttcccctc 
gacattactc
   742561 actcttcttg gcaatttttt ctctcgcagt aggcggtttc tgtattggca 
ctacagaatt
   742621 tgtcgcaatg ggtcttattc aggaaattgc acacaattta aagattacag 
tacctgaagc
   742681 agggcatttt attagtgctt atgcattagg tgttgttatt ggtgccccta 
ttattgccat
   742741 tttgggtgcc aaagtaccta gaaagaccct attgctttgc ctcatgctgt 
tttatggtat
   742801 tgccaatgca tgcacagctt tagcacatac cccagaaact gttttagtct 
ctcgttttat
   742861 tgcaggttta cctcatggcg catattttgg tgtcggcgct ttagtcgcgg 
ctgaactagc
   742921 aggcccttca cgaagagctt cagcagttgc gcaaatgatg atgggactaa 
ccgttgctac



   742981 cgttattggc gtacccttag caacatggtt aggtcaacat tttggctgga 
gagcaggttt
   743041 tgaattttca gcaacaatcg cattctttac tttaattgct gtagcttgct 
ttgtaccgaa
   743101 tattccagtt caagctactg ccagcataaa aacagaatta gctgggctta 
aaaatataaa
   743161 tatgtggtta acccttgcag tcggcgcaat tggctttggg ggcatgttct 
cggtatatag
   743221 ctatgtctca ccaattctca ctgaatacac taaagttaat atccagattg 
ttcctattgc
   743281 attagcgctg tggggcattg ggatggtgat tggtggttta gctgcgggtt 
ggcttgcaga
   743341 taaaaacctc aataaaacta ttgtgggcgt actcattagc tcagcgatcg 
catttgtagt
   743401 cgcaagcttt ctaatgagta atagctatag cgcaattggc tctttattct 
taattggcct
   743461 aaccgttatg ggtttaggtg gggctttaca gacacgcctc atggatgttg 
caggtgatgc
   743521 acaaacgcta gcagcttcac ttaaccattc cgcctttaat cttgctaatg 
cattaggcgc
   743581 ttttttaggt ggttgggtac tgagccatca gatgggttgg attgcaccaa 
tctgggtagg
   743641 ttttgtactg agccttggtg gccttattat cttactcatt gcatttgctg 
tagaaaaagc
   743701 aactcaaaaa gcctgagtat gatcaggctt tcgttgaatc tctaatctgt 
taacttttca
   743761 ccacagtgcg ggcaataaca ttttttctct ctaacagctt ctttctcttc 
taatactttt
   743821 tcgcgcataa tttgaataat cagattatgc gcttgttctt ttggtagccc 
tactttttgt
   743881 cgaatacgtt ctatttcaac ttcatcatgc atgatatcaa taccacgcac 
ttgaagtaac
   743941 tcacggaact cttgttcaag gcgctgatta cgctggttaa gttcattggc 
caaaccagaa
   744001 gctaaaatac cagccggtaa agcagcaatc cctaccccta gaattgtaat 
taaggctccc
   744061 aataactttc ctaaactagt tactggtgtg acatcgccgt atccaactgt 
agttaaagtc
   744121 acaaccgccc accacattgc tttaggaata gagctaaaag cttccggttg 
cgctttattc
   744181 tcaacgacat aaataccaga ggcagtcata ataatcataa tgattaaaat 
aaaaatcact
   744241 gcctgaaaag aacctttttc tcgcttaatc acacatagca atatttgcaa 
tgaaatgaaa
   744301 taacgagtta attttaataa tcgaagtaac cgtaaaattc ttaacatacg 
aagatctatt
   744361 cgtacaaaga aatttagata cgcaggcaaa attgccatga ggtcaatcag 
tgcttcacca
   744421 cttttcatcc atgctaaacg ctgcttccat gcagcttggg tcggatcacg 
ctcgactaca
   744481 ctccagagcc gtaagagata ttcaatactg aaaattgcaa ttgagacatt 
ttcaaagtag
   744541 tcaaaccata tacggtagct gtaatacaga tcatttactg tttctagtaa 
tacagcaact



   744601 acattcccaa taattaagaa aactaaaaag tagttaatac atctacttac 
tgtcgtttcg
   744661 taatcatgat tatgaaggtt gttatagaag aaccgacgta ctgtcttcca 
tgctaaaatt
   744721 cgcatacgga tctgaaccac gttatattga acatatatta agctcacata 
cgtaaattca
   744781 ccactatagc ggccaataaa atattttatt aattgtatta gctaaacaat 
cataaataat
   744841 atttcatatt tactaattat attttaatgc gctgcaacat atctaaactc 
attttcctcc
   744901 caccattgca catcatatat accggcatgg gacttcaaaa tgacattaat 
ataattttgt
   744961 agcaacataa tatggtgagt aatatctaac tttctaaaaa gaaatcttct 
taaaattggt
   745021 gtatttggtg aaataaatat tgcaaaacca ttactgtatt cttcataaac 
gctaataccg
   745081 atatacatcg taatctcagg taatggcact tctatttccc agccccaacg 
ctcagcattt
   745141 aactcaatat ttaagtgata tctatttttt aatatactat aaatatattg 
tgcaatatct
   745201 tcagttttct gtactaaagt attcccgtct tctgctgata aattttgatc 
atatagctga
   745261 taatcatcaa atttaaattc aacaattgtc tttagcattt ttaaattcca 
tatataaaat
   745321 acccatgttc tttttaatta tttttaagtt catacaaata ttttaaaaca 
aaatcttctt
   745381 taatatctag cgttatattt atttttacat tttattagaa taaaacatga 
ttaatttatt
   745441 attttaataa ttaaaatatg taccaattct cattaaaata aaaaggagct 
gaataatcag
   745501 ctcctttttt gtactaaatc gacctattaa gtcaactgag cagcagcaat 
tttcttagta
   745561 tctactttat cagcagcatt tgtatattcg cccatttggt cgaaattcaa 
atatttgtaa
   745621 atgtcagcag acatactgtc aatttgagct gcatattgtt ggtattcttc 
tggagttggc
   745681 aatttaccaa gtacagcagc aacagatgca agctcagcag acgctaagta 
aacgttagaa
   745741 ccttgaccta aacggttagg gaagttacgt gtagaagtcg atacaacagt 
tgtgttcggc
   745801 gcaacacgtg cttggttacc catacataat gaacaaccag gcatttcagt 
acgcgcacca
   745861 gcacggccat aagtgttata gaagccttct tccattaact gatgttcgtc 
catacgtgtt
   745921 ggtggagcca accataaacg agttgttaat gaaccgcttg gtactttctc 
aagtaactga
   745981 ccagcagcac ggaagtgacc aatgttagtc atacaagaac cgatgaatac 
ttcatcaatt
   746041 ttgtcgcctt gaacgtcaga aagaagtttc gcatcatctg gatcgttcgg 
gcagcaaagg
   746101 ataggttctt tgatttctga caagtcaatt tcatacactt tagtgtattc 
agcatcagca
   746161 tcagctttaa gtaagcttgg gtttgctaac catttttcca tgttttcaac 
acggcgagcc



   746221 atcgtacgtg catcaccata gccttgtgaa atcatccact taagcattgt 
gatgttagaa
   746281 cgtaagtact cagcaacttt ctcttctgaa agtgtgattg cacaaccagc 
agctgaacgt
   746341 tcagcagaag catcagaaag ttcgaatgct tgctcaactg ttaagtcagt 
ttccatttct
   746401 gttaagtcga tttctaagat acgaccagag aagatgtttt tcttaccttt 
tttctcaaca
   746461 gtaagatcgc cttctttgat tgcatagtaa ggaatcgcat gtacaaggtc 
acgtaaagtg
   746521 ataccaggct gcattttacc tttaaactta acaagaactg attcaggcat 
atcaagtggc
   746581 attacaccag ttgcagcagc gaaagctaca agaccagaac ctgctgggaa 
tgaaatacca
   746641 attgggaaac gagtatgcga gtcaccacca gtacctactg tatctggaag 
aagcatacgg
   746701 tttaaccaag agtggataat accgtcacct ggacgtaaag atacaccacc 
acggttcatg
   746761 atgaagtctg gaagtgtatg ttgcatttgt acgtcaactg gctttggata 
agcagcagtg
   746821 tgacagaaag actgcattac caagtcagca gagaagccca agcaagctaa 
gtcttttaac
   746881 tcatcacgag tcataggacc agttgtatct tgagaaccaa ctgtagtcat 
tttaggctca
   746941 cagtaagtac ctggacggat accttgacct tctggaagac cacatgcgcg 
accaaccatc
   747001 ttctgagcta aagtgaaacc tttgccagtg tcagctggtt gtactggagt 
acggaataat
   747061 gtagatggag ctaaacctaa agcttcacgt gctttagcag ttaagccacg 
accaataatc
   747121 aagttaatac gaccaccagc acgtacttca tctaaaagta ctggagtttt 
aagttcagac
   747181 tcagcgattt gttcgccatt tttgaacgca gttacttttg ctgcagcatg 
atcgatttta
   747241 agagtaactt cgtcacccat gttcatgtta gaaacatcga tctctactgg 
taatgcacca
   747301 gcatcttcca ttgtgttaaa gaagatcgga gcgattttac cgcctaagca 
cacaccaccg
   747361 tcttttttgt ttggaatgtg agcgatttca tcaccaaaga accaaagaac 
agagtttgtt
   747421 gcagatttac gagatgaacc tgtaccaaca acgtcaccaa cataagcaac 
ttgattgcct
   747481 ttagcaatga gttctttaat ttggcttaat ggaccaactt cacctggttt 
ttcagggttg
   747541 ataccatcac gctcattttt caacattgca tttgcatgca atgggatgtc 
tggacggctc
   747601 catgcgtctt gagctggaga caagtcatca gtgttcgttt cacctgttac 
tttgaacaca
   747661 gtgattttga tttcttctgg tacatcttta cgactagtga accattcagc 
atcagcccaa
   747721 gattgtaaaa cagcttttgc atttgcattg ccagctttag ctttatcagc 
tacgtcatgg
   747781 aacgcatcaa atacaagtaa tgtttttttc aaagcttcag cagctaagct 
acctaattca



   747841 gcatcatcca gaagctcaac taaaggcgct acgttatagc caccaagcat 
cgtacctagt
   747901 aaataaactg cacgttcttt agaaactagc ggagatgtcg cttcgccttt 
tgcaatcgct
   747961 gccaagaaag ctgcttttac gtaagctgct tggtcaacac ctgcaggaac 
acggttttca
   748021 agcaaatcaa ccaagaatgc ttcttcacct gccggtgggt tttttaataa 
ctcaacaagt
   748081 tgagcagttt gagcatcatc aagtggcttc ggtgggactc cgagtgcggc 
acgttcagca
   748141 acgtgttggc ggtaagcttc tagcacggtg ttcattcctc tttttttaaa 
aaattacttg
   748201 taaattccag ctttcacaaa gcttcacaag taatatggac tacaaaattt 
tactagagtt
   748261 caagccaaaa gttaatgagc gcggggtgtt tctccgtgat gcccattatt 
ttgtaactaa
   748321 atacccgtgt ataaataatg atcttaatga ctgacttatc atgcggtatt 
ttaagttaaa
   748381 agaacactcc accttagtgg agtgtttgac gatgtcttat acacttagaa 
ttttttgtag
   748441 tttggcattt tgtcatgtgg ggtaaccaaa cactcatctg tcatttgttt 
tctaatcttt
   748501 tcttgtaagg cttctggatt cgtttttaat tcgtcttgtg gaatggcgta 
aactttttca
   748561 ataatattaa agatgaattt tttcgtaatt tcgtcctcaa ttttattagc 
atgctcaatg
   748621 gcttgaggct tctcaattgc ttgctgacga tcaaacagaa tacttcttgc 
tgcatttccc
   748681 acacttgtac aatagccatg ccattgctct tcaggtgtta aaggcttttt 
ttctgtacag
   748741 ccgactaata acatgcccat taaaacaaat aaaacttttt tcatcattac 
tctacacaga
   748801 ctatgctgcc cacatcatac tgaatctgac agactttgca aaaattctac 
ttatatgtct
   748861 ttatttttgc ccaacttcaa taaaaaaccg agatgttttc atctcggttt 
ttagtgttct
   748921 taaagcgttt agaatcgcca gttatagaat aaatctattg ctcgttctaa 
agattgactt
   748981 gcttccaaat acaaacggcg gttcatttga taacgcaacg tcagtttatt 
gactggagta
   749041 aacactccca caccataacg aataaataaa tcaggtgtaa tgtacccagt 
taaacttact
   749101 tgagtatcat cccctgtacc ttgagcatct aatgcaagac cactcaaacc 
aaaagtacgt
   749161 ccaatttgat tcgttaaagc acgagtacca cccaagccca tactaatacc 
ggcagcagca
   749221 attgtattgt tcacatcaga tttaaagcct tctgcattac ttaaaccact 
tgcaccttca
   749281 ttaatacgcc ctgtcacgag tgcatttaat gcctcttgct cagaaaggcc 
tgcatcatta
   749341 taaacttgaa tgtttggtga tgaagcagta ccagtgacac gaaccccaac 
catactaccc
   749401 tgaacatttt tattcgcatc aatatctaac gtcgggtttg ctaatggacc 
attaaaacgg



   749461 gcaattgcac ggtttaaatc taggctttga ccataggcct caattttcac 
tttttgactt
   749521 acaccaatag cacccattgc tcgcattgcc gtttcataac cgcgttgagt 
taaattcaaa
   749581 cgtcccacta aaggaatatt actgttaaag ccttggaaga tgacttgatt 
accaatattt
   749641 accgagatat ctgcacggat atcccacggt tttgccgcac gtaaaattgc 
aagtgggtcc
   749701 tgaccttggc gaacaatacg aacatctgaa gatgtgttaa ccaccggtgc 
agttgtttca
   749761 ggcattgaaa tacgtgcacg aggaacatct actgatcctt tcaagcttaa 
acgcttatca
   749821 aaaggataca tatcaagtgt caaattcgga tttgcaatgg ccgtaattaa 
tggagcttga
   749881 cgtacaagta agttatcacc ttttaagttt aactgtagac gcggtgcatt 
tttccagtca
   749941 aaactacctt taagtaaccc tacaccttgt ccactattga atgcaccatc 
aattgttgcc
   750001 atgtcctgac gaatagatga atacacctgt acattggtta aattaaccgg 
cagggaaatc
   750061 atactgatcg ccccgttttt caaacgcatt tcgcccgtaa actgtggctg 
ggtcaaagta
   750121 ccattcactt tgccagctaa ggctaaggta ccactcattg aacgtacatc 
ttgaatgaat
   750181 ggttttaaca cttttaactg tacatcgtta aaagctacct ctccatgcat 
cggcatagat
   750241 gattggtatg gattaataat aacattcgca tatcctgtac caatatcagg 
tgtttttaca
   750301 tcgacacgga acaataagcc ttctgaaata cttttcgcaa ttacactcag 
ttcatcataa
   750361 gccaaagtag tcggtggatc ttgcgggtct tccgctgcta agcccagttc 
accttttctg
   750421 gtcactaagc gtgcatcaag cttaggatgc ccgccattta cccaagaggc 
tttagcataa
   750481 ccattaagtt ggccagtcat agccaaacct tccggcatga acgcagcaaa 
atcacctaaa
   750541 tctagattct gagtaacaaa tgaaatatta ccttgtgctt tactcacacg 
cacaggctgg
   750601 tcaagacaca actgactatt tgtactttgc cagcaatgtt gcccaacata 
taattcagaa
   750661 cgtgccgatg agaaaacaac tggtgcattt tgattttgtg ctagacgaat 
tcggcgtgaa
   750721 tcaaaacttc ctttttgaat ttgccctaac caatcattct tcgcattaaa 
tccacctgct
   750781 aactgaacat agaatttaga aacattatta tttccttgca cttttaataa 
atgtgctttt
   750841 cttgttcctg ttaaattcac ctcagcagac tgaatttgac ggctaccact 
acgtaaattg
   750901 tctaattttg ctgttaactg agttggtgtt gtttcggaag taggcaattc 
accctggata
   750961 cgaagttttt taatactgac taatgtatta aatgcaaaat tatcaaccgc 
aatattagcc
   751021 gtagctttca aacgcggttg agattggaca ctcaagtctc catatgcacg 
tccacttaaa



   751081 cccggataca actcataaag cgcaggtgca ttcagcttaa tttttaaatt 
ctgtgcatta
   751141 ccagtcgcct gcaactggtt ttgtgcataa actaaaaata gattatttgc 
ctcaaattgc
   751201 tgaggtaaaa aacctttttg gttcgaatcc ataagtatgg ataagttacc 
tttacctctg
   751261 actggcttat tattcaaata acccgcaagg ttcaattgtt gaatatcaat 
acgctttaac
   751321 ttgtcagacc agatgccttg tgtttttaca tttcctgaaa tttcgccttt 
tacactagag
   751381 gcaaaatatt gaggtttaaa gcgtactaac gagctattaa tatcccaagc 
aatacggtct
   751441 tttaaattta atgccccagt cgcatagatt ttcccagcaa caccatcatg 
ttgtaactga
   751501 ctaattcgga taaattctgg ggtacctgca atagaaaact ttaatagtcc 
attagcttga
   751561 ttaagcgctt ttaaagatcc gtcataattg accgcaaagc ctttaaaacc 
gccaccagct
   751621 ttaacatcat taaataataa agctgctgta ctttttccag ctagcgcaac 
catttcttga
   751681 cctgcttgag ccaagcgacc ttttaaatca attttttcaa gctgaataat 
ttgttgattt
   751741 ggctttgcaa aaccgctggc tttaattgat ccgttgagca agttaactgg 
cgccgctgta
   751801 tgtatacttt gtggattaaa gtcttttgca tttaataatg cattccatgc 
cagctgacgt
   751861 ttttcacttg gtaataagac tttggcctga cctgtgaggc tacccttttg 
agccgcaaaa
   751921 ctaaaactag gaacattaag aatattatct ttaacattca aagttgctaa 
atattgtcca
   751981 gccggtaata aggtctgttc atgctgatat acttttgtcg aaactttaat 
atcttgctga
   752041 ccatctcgca aagtcaaatc aacttgacca ctatcactac ttaaccaacc 
tatatatggc
   752101 atagcacgat ctatatttgc ccaagccaca ttcataaaca taggttgtgg 
cttcttattc
   752161 ttttcaggtg cttggtttag tttaagtttc caagattcat agcggtcaaa 
gtctacattg
   752221 gcaaatactt ccgtaccttt ttccaaagag ccagttgaag aaacggctgc 
atctagactt
   752281 ggcggcaaga aatcctgaac gacctgtgga atagctttgt ctttaggatt 
aacatgatct
   752341 aggcgacctt tgatgtccca agtgacatga tctttccagt tcactaatcc 
tttaagatta
   752401 actgcaccct tcatgacctg cccgttaaaa tcagtaatat tcaactgatg 
aaccagatca
   752461 gtattcatta aggcgttgta ctggccttca ggtaaattct ccccttttaa 
atctgtctca
   752521 agtgctaagt tgagttgctt aatatcaccc tgaaatttaa ttacaccgtt 
tttagcaaat
   752581 aatttttgct caaccagtaa aggcaagtga taatttttga gtaacaatgc 
accttgcata
   752641 ggcacttcat gacgaacagg atgtaaaaca acccaacctg ttaataaatc 
tggtgttgtc



   752701 gttgctacac cggcttgcaa ggtatctaaa ctaccccgcg ctgccacctt 
aatattttgg
   752761 atgtttaaac tttttaaaga aggaattctt aaatctgcag tcgcattcag 
tgggtatttg
   752821 ccgctaaagt ccatatttcc tgttgcgtta tgaacagaaa gataccccat 
atccatactt
   752881 gaattttcaa atttcagttt tgtctctgac cacaaagcat catttaaatg 
aacatcatgg
   752941 aaatttacga cagaacctga atttttaatt tctaaatgat caacatctcc 
aacatctaca
   753001 cgaagcacaa atggtaattt aatgggttta aactcaaatg gcttatccga 
tggcggagct
   753061 ttgttaataa taactaagtt acggacatct gcattgctca aatgcacttc 
tttttctaat
   753121 attaaagaac gccaccctaa acggacatca gctctatcta aagtaacgtc 
aacttctttt
   753181 aactgaacaa taatattttt aagaataatt cccctgagta aattaccccc 
ctcatactcg
   753241 tatttaatga cttgctgagc ttgtaaaaca cgatctaata aaaaacgact 
tccacggtca
   753301 gtcgacatca taataatgat ggaagcaaca agtaataaaa gtatgatcaa 
gattgtcagc
   753361 aagaagctac gcaaaatacg tcgcttctta ggagagctag gtgccgaagt 
gggctgctgt
   753421 tctacttccg ccataaaata aacctaataa aattttattt ttaaagttgt 
ggaccaataa
   753481 agaaatgcaa acgaatcgga tggttatcat cagaaatacc agaagccacg 
tctaaacgaa
   753541 ttggtccaat tggggacttc caacgaatac caacacccac actataggcc 
gtcggattac
   753601 taaaactctt atcgtaagca ttaccaaaat cagaaaaaac agctgctcgc 
caaccctctt
   753661 tgaattgata gttatattct aaagagccta ctgctagagc ctgtccacca 
atcttatatc
   753721 cattatcttc tggtgaaaga cttttataat caaaaccacg aattgtctgg 
tcaccaccag
   753781 taaagaatct taaattgtat ggaactttat caaactcatc ggtaaaaata 
taactaaaat
   753841 cggaccgccc aacaaactga tggtcatcat tttcacctaa agaataaata 
aatctccaac
   753901 ccgcagttgc aatcgccata ttggcatctg aaagtaaact ttcactacct 
aattctaatt
   753961 tataagtttg tttaaaagct ttggtcgggt ttaagcgtgt attacttgaa 
gttttagagg
   754021 tctcataact aaataataat gcttcttgct ctgatgcagc agttttaaat 
gcatctggta
   754081 gctcagagat atccacattc cccttttgag ttaggcggtc gagacgataa 
cgtaccccaa
   754141 tagtatgttg ccagtttccg agcggttttt taataactcg ctcaccccct 
aaaactgccg
   754201 attctgtaag taaacttaca tccggaccaa tatcatccct cgtctcacgc 
tcgtaaccac
   754261 ccacaatatt aaagtaatca tttaacggat gtttataagg aatactatag 
cgcccatcta



   754321 tagattgacg aatttgggaa agctccaagt ttgcgtcaaa tgaatgaccg 
tatttattca
   754381 caatcgaacg tctatattgg ctacgtaaac gggcgccagt gtcggtacca 
taaccaatac
   754441 ctgtttccag actatttagt ttatcggcat ttaacgtcac aatcactggt 
atacgttttt
   754501 cttcccgagc ttgagcctgt aaacggtctt gttcagactc ttgttcttca 
tgttgtacag
   754561 ttgcagcttt taaagatgca ggggcggctt gtacactttc agttccggca 
aattgttttt
   754621 catctaccac attttgtgtt acttctttac ttgaggaagc caactggcgt 
gctttggcaa
   754681 gttgttgttg ctctaaagga agcagcttcg attcgtcaat atcaacattc 
tgctgatcga
   754741 ccaacgcttg taaatcgggt ggtaactcaa gtggtttttc aattgggtcg 
ggtttaattg
   754801 aatcgaccaa ggtatagtta aaataacgtg agttagtcag gttatttgct 
aaaacattta
   754861 cacgccaaaa agcatagtca tcaccctctt tccacggtgc catgctttca 
agaatattca
   754921 tatttaaagg taatggtttt gatggatcgc tcatgcgaaa ctcaacctta 
ccaagcttat
   754981 aacgctcacc agtctcatac ttgaggttaa tatccgcttt attttcaggt 
tggctcactt
   755041 ttacgtcatg taaacgccaa tacgcatcaa aataaccatt atccgatgca 
gcatcgacaa
   755101 ttcggctttt tgtggtttcg taaaggccat gattaaaaat atcacctaca 
tcttggtcag
   755161 gaactaaacg aatgacctga aattgtggct gttttgcacc agcaccagta 
aattcaatgt
   755221 tttgttcatt aatccgtact ggttcatttg gcgttacatt aacgcgtacg 
cgactggcac
   755281 ttaacttttc aaaacgaaac tcagcattgt aataacctac agcttgagca 
gcctgattac
   755341 ttaagctcct aagttgcggt agcgctgcat taaaatcttc aaatgattct 
tgggtaaatg
   755401 tagataattt acctttgata tttttagcta aatcatctgg cgcacccgta 
acctcagcag
   755461 taatacgggg tatctgctcc attggaatta cccgaggtgg acggatttta 
ttgaatatac
   755521 gtctaaagaa acctttttct tcgggtggct cttcaacggc agcagtaagc 
tcaggtaaag
   755581 tttttcctgt ttcattggct tcaaccacaa tcttactatc agattgaatc 
tcatgcatga
   755641 gctggtcaat atttacaggg gcctgattaa tttcatgtaa ttctgcttgt 
gatgcgtcat
   755701 tcaccaccat ttctggttgt ttttgcgtac cattctggaa gttttgagcc 
tcgttttttg
   755761 cctcttctgc tacccgataa atttcatttg ccatattctg atcaacaggc 
ataaccggta
   755821 agtcttcaag attatcaagc gtaattggct taaattcttc aatctgattc 
ggaaattgtt
   755881 cttgttgttg caatatagcc aagctatctt gttgttgctg tgcttgagtt 
acaagagtag



   755941 cgacatcggt aattggaaca tcacttgggt tatttgtatt agtttgttgt 
accaatgaat
   756001 ctgttaccga ctgatttgct tctggtgtaa cggtctcagc cgaactttga 
gcataacaag
   756061 gagtaacaca taaacttaat aataagctgc tacaaataag tttaggtata 
ctctgcattt
   756121 ttaagattaa atgcatagag tgagaaagag ttgactgttt aaacttaatt 
ttagaaggca
   756181 tgaaaaactc taaacttatt ttttaataaa cgcaccaata tgaggacaaa 
actcactcaa
   756241 aaccattgat ttttcattta atcaagcgtt aaaaatatca tacatggttt 
tagatgcaaa
   756301 ttaacactcc gtcacatttt tttataaaac tcaatgaagc ttgcacatga 
tgaaacaaga
   756361 tgaatccctg atgacatcac gtcggtttgt accgatgttt tttacccagt 
tttttggcgc
   756421 attaaatgac aatgtttata agcaagcttt attgttagtc attacttatg 
gttggattca
   756481 gcaacaatct gccccagtaa gcacactcaa taatttagca gcattgttgt 
ttattttgcc
   756541 atatttcttt ttttcagcaa ctgccggaca aattgctgat aagtatgaac 
gctcacaact
   756601 tgtccgtggc ataaaaattt tagaaatcat tattatgctc atcggttctg 
ccggtttttt
   756661 attggggcat ttatggttgc ttcttttagc cctatttttg atgggcacac 
attcgacttt
   756721 ctttggcccc attaaatatg ccattttgcc agaaatctta aaaccacatg 
aactcatgtc
   756781 tggcaatgcc ttgtttcagt ctggtacatc catggccatc ttattcggaa 
tgatcttggg
   756841 tggtgccgta attgcatcat cagatggaaa cttattgtgg attagtatta 
ctgtagtagc
   756901 gattgcttgc ataggttatt tattcagccg tttcatcttg ccacaaaaag 
ttgccgcacc
   756961 tgatttagat attgactgga actttattcg tacaagcttt caaactatca 
aatatgccaa
   757021 aagcttaccg ctagtattca caattttgct aggtaactca tggtactggt 
tttatggagc
   757081 gacttattta actcaaattc cgcagttgac tcagcaaaac cttcatgcat 
cggaaaatgt
   757141 ggttagcctg ttactgactt tcttttcagt cggtattggt gtgggttctc 
ttctttgccg
   757201 taaaattggt ggttcagaaa ttaatattaa aatggtgccg attggtgcaa 
ttggccttac
   757261 tgtttttgcg ctctaccttg ctgccagtct ggcttttgta ccagaaagaa 
ccggagcatt
   757321 actgacttta aaagatgttt tcacccaagg ctgggtttac taccatgtca 
tgattgctgt
   757381 gactttattg ggtattagtg gcggttttta tattgttccc ctatatgcca 
tgatgcaggc
   757441 ttattcacca cgttcacatc gtgcacgtgt tgttgcggca aataatatct 
taaatgccgt
   757501 ttttatggtt tcttctgcaa ttttttcaat cttaatctta agtgttttaa 
aaattgatat



   757561 taaaatacta tttattatta cagctgtact tagtgcaatc tttagtatat 
ggcttcttgc
   757621 ccgactaaaa ccaatgcttg ccacagcaca tctttctttg gaggactaat 
ttatgcgcca
   757681 ctatactgga attgatcaac ttattaactc ttttgatcaa gcattacgta 
gtcttgttcc
   757741 gggtgcaaca gcagcgcagc gccaaaatcc agctgaaaca gtagaagcaa 
aacttggagt
   757801 agaagatgct cgccatgttg caggtttaat gcgtgttaac cacagtggtg 
aagtgtgtgc
   757861 tcaagcactt tatcatgggc aagcattgac agcgaaattg ccaaatgtac 
gccgcgaaat
   757921 gcaacaggca gcgattgaag aacaagacca tttagcttgg tgtgaagacc 
gtttaaaaga
   757981 gctaaatagt catacaagct tattgaaccc gatttggtat ggcctttcat 
atggtatggg
   758041 tgctcttgcc ggtattgcag gtgataaata tagcttaggt tttgttgctg 
aaactgaacg
   758101 tcaagttagt ctacatttgc aagatcactt aaaccagtta cccgctcaag 
atgaacgctc
   758161 gcgcaaaatt ctagagcaaa tgaatgaaga tgaattgcat caccgtcata 
ctgcacttga
   758221 agcaggcggc gttgaattac catatgcagt aaaaatcacg atgactgcta 
tttcaaagtt
   758281 aatgacaaaa acgagttatt atctttaaaa aaacaaagga ttgatctcaa 
acagatcaat
   758341 ccttttttaa aatattattt taatccatga tcatatttaa aacgttcgat 
atctcgaatt
   758401 gagttccaat agtttctgtt aatacggtca cgatcaattt gtaattctct 
taaaagttta
   758461 cgataacgtt cacgctcttc tggctttaat ttttcgttat aagcgctatc 
agaatattgc
   758521 ttaaacttct cgtcataacg atcatattca gcttttgcat tgtagtaatc 
tgaggcagct
   758581 cgataataag gtcttaaacg attacgctgc tcaactgggc atacattaat 
attaccgtta
   758641 ccttctaaag cattataaaa aatatttgct ggctggcaat aataaccaag 
gccttcttta
   758701 tacccacgtt catatgactt ttgatctgga acaatattgg cttttccaca 
tgctttgtaa
   758761 tattgatcta aacgtggcga agaacctttc gaaccatctt tctcacccac 
taatgaccaa
   758821 ttcgcagtct tacattcttc tacgctcatt gcagcacaac ctgaaaggct 
gattgctaaa
   758881 atggctaaac cgatattttt catattaaga gaactcaaaa ataaaaatta 
aaaaaacgca
   758941 aaaaataaaa ttccagtaca tacactatat aagtcttgct caattcaaga 
tttatacata
   759001 aatgtttaac tggataagat tttaagttta aagcagtttg accatctcac 
caaatttaag
   759061 gatcacaatt cctaattatg tttaatttta aaagcgaaat catgaacgat 
cagacaactc
   759121 tttgatggcc cttatacgtt aattttactt taaagactta tcataaaagc 
accaattaac



   759181 tttttaatta ttaaaataaa aatccaaaat tatttataaa aaaacccttt 
gtctttttac
   759241 tcttttttta cgagattaac ttcaaaggct aaggtaggat tttagctaaa 
taaccaccaa
   759301 ggttttttat aatgagtacg cttatttacc caagtttaaa cttaaaagat 
tctcacttta
   759361 aagcatttaa aatatcagat gattttattc cacaaacgca aattcatacg 
ttcaactcag
   759421 agcttttttt aaaagaagtt gaagaatatt taagtttata tccacacact 
cagcacattg
   759481 atatttgtct acatgactta aacgggcata ttcgtggcaa acgtattgac 
tttaagagtt
   759541 tgaaaaatct atcgaatggt tgttattttc ctctttctgt ttatgccatg 
agccttgatg
   759601 gaaaagtgat tgaagaaaca ggactgggaa aatatattgg tgaaccagat 
agactttgcc
   759661 tgcccatttt aggcagcttg caacccagtg ccttatcccc agaattaaat 
gctcagcttt
   759721 acctatccat gcaagaagaa gatggttctg gctgtcgcta tgaaccacgt 
aatatattaa
   759781 aaaaattatt aaatcagtta catgctaata attatttccc tgtcatggct 
gccgagctag
   759841 agttttatct tttctcacct cagcatcaat tcgagacatg ttcagaaaac 
caatgttttg
   759901 atatagatgc gccaaataac tatcaacaag tcctagatga agttgagaaa 
gcagccctac
   759961 ttcaatctat tgaaattacc gctattgttg cagagtcatc gcctggacaa 
tacgaattaa
   760021 atcttcaaca cagccatgat attttaaaac tctgcgatca aattaatgct 
ttaaaaagaa
   760081 ttgtaaaaca agtcgcaaga aagcatgact taaccgcttg tttcatggcg 
aaaccaaact
   760141 tggcaaaggc tggtagtggc atgcattttc atatgagcat acttaatcaa 
taccataaaa
   760201 atatatttag ttcagaagta aaaaaagatg agctttcagc caaattattg 
agcgcgatta
   760261 gtggactcat tgagttaatg cctgcatcta tggcgatttt agctcctaat 
attaattctt
   760321 atagacgttt taaaattggt catcacgtgc cattagaagc caattgggat 
accaataatc
   760381 gtaatgtcgc aatccgaatt ccatgctcag atgtacaaaa tcaacgctta 
gaatatcgtg
   760441 ttgctggagc ggactgtaat ccctatctag ttacagcgac tattttagcg 
ggcgcgtctt
   760501 atggcttatc tcataagtta ccgctaccaa aacctgccca tcttttaaaa 
tttccagacg
   760561 agcacatttt attagccaac aaccaaccag aagccttaaa aatatttaaa 
ggaagcctta
   760621 ttttaaaagg atatttagga actgactttg tagagcattg gtacacagtt 
aaacaggctg
   760681 aatatcaaag catttacacc caaatgactg aagcagaaca acattgggat 
atataaataa
   760741 aaaagcaaaa aaactataaa ccactttgca aacccttagg gagaaatacc 
ctaaggtttt



   760801 tttatatttc attaattatt tttctgttta gctaaaaaac gcaatccaac 
accaggttca
   760861 gtagcaatat agcgtggttg aattgcgtta tcccccagtt tactgcgcaa 
tttacccacc
   760921 aaaatacgta aatagtgcgt atcttcctga tgggtgggtc cccatagctc 
ttttaagagc
   760981 tgaggctgtg ttaaaagctg cccttgatag cgcattaata aggtcaaaag 
ttgaaactct
   761041 tttcgagtta aagtaattgg ctgttgctcg atccaaacta aacgttgcgt 
gacatcgact
   761101 ttaagataac catcgtcata cacatgagct tcttgctgaa ttggttgatt 
tcttaagatg
   761161 acacgaatgc gcgccaaaag ctcttgcacg ctaaaaggct tggtcatgta 
gtcatttgcc
   761221 cctgcgtcta gcaaggcaac tttttcatat tcatcagcac gtacagataa 
cacaataacg
   761281 ggaacagtcg accagctacg taattcttga aggacttctt tcccatctaa 
atcgggtaag
   761341 cctaagtcta gaatcaccaa atcagcccct tgggttgcca atgcctctag 
gcctttgtaa
   761401 cccgtttcac agagcgtggt tttgtatttt tgagttctta aagcaatatc 
taaaaattta
   761461 cggatttgag gctcatcatc aataatcaca atacgtgttt ctacaggtga 
tgtttctgga
   761521 cttatcatga atttacaact tattctttta ctggatgaat gggtaatttg 
atttgaatta
   761581 aagtaccttt attttggcgc cctgaaaatg cttctattgt acccatatga 
gcacctatga
   761641 tcgcttttac aattgttagc cctaaacctg taccaaactt tccacggtcc 
ccacgctcca
   761701 tagtataaaa catatcgaaa atgcggtgtc tttcgtcttc aggaattccc 
gctcctctat
   761761 cttcaatttc aatttttact tcatcttctg atgaaagctg agcacgaatc 
atgactggtt
   761821 catctggagg tgaaaagttt gcggcatttt ctaaaacatt aaaaatagtt 
tgctctacca
   761881 gtgctgggtg aacatacaaa ctaattggtt gctcaggtaa ctgaacgacc 
acttgcgtat
   761941 ctggtttata acgctttaaa cggcgggttg ccgaaccaat taattcatct 
acgccaatcc
   762001 agtctctttt taaagttaga ccttcgtgtc ccaaacgggt catatcaagc 
aagttttgaa
   762061 tataacggtc taagcgctca ccttctaaat gaattgtttc aagcagatct 
tgttggtctt
   762121 gttctgtcat ttcagcttta aaattggcaa gtgtgtctgc tgccccaata 
atagaagcga
   762181 gtggcgagcg taaatcatgc gataccgaag ataataaagc agaacgtaag 
cgctctgttt
   762241 cactggtgac ttttgcttgt tcaagctcat tcaccaattg ggttcgcagt 
actgcctgtg
   762301 caatatattc aattacactt tcagtcaatt tcttttgctc aaaatttaga 
gaaactacgt
   762361 catccttaaa gtaaattccc acaataccta ggctattttt ctgctctaaa 
agtggtaaaa



   762421 accaccagtt tgattgactc agagtatcgg taaaacgtcc gcacggctgc 
ttgtgtttca
   762481 aacaccattc tgcggctact ttttctttat catttagctc aatatcagat 
gaaataactt
   762541 tatcttgaat agaaatccac actttagttt gaagttgtgt ttctaaagtc 
atacgtcctg
   762601 tttgcatgac ttcttcaagg tttactgcac tagaaagctt acgcgccaag 
tcttgcatta
   762661 ccgtagtata agcattcgca gcttttaaag acaaaacttg ctggcgtaac 
tgagaagcta
   762721 aacggccagc aattaaagct gctgcaaaaa aagcaacaac ggtgactacc 
ccttggtgtg
   762781 ctgaaatctg aaaggtataa cgcggggcaa taaagaaaaa attataggct 
aagaaacaaa
   762841 taagagcagc cactactgca gctaacattc gggttttcgt tgcaacaatt 
aaaacagaaa
   762901 taataaaaat gacagagaag tcttcaatac caaatagaac ttctgcgaag 
tgagctataa
   762961 aaatacttgc gcatgtaaca gctaaaacaa aaacactttc ttttaatgat 
aaaaatgaag
   763021 gtttttcgag ctgattaatc tttttagtac cctgttctgg gtgcaaaatg 
gttaaagcaa
   763081 tcgaattttc ttgatttaat aattgctgag ctaaattttt cttaaataac 
tttaaccacc
   763141 acggtgaaat acttttacca atgactagat tggaaatacc tcgatcaacg 
gcggcatcca
   763201 ttaacactga cgcaactcgc ggcccatata aaacctcggt tcggccaccg 
agttgccgag
   763261 ccaactcaaa cgcacggtca atctcgatat attctttttt ataagaattc 
gctgaactct
   763321 gtccaaagtc cgaactttta gcaacattca ctacagtcca tgtagcacca 
ttacgttctg
   763381 ctaaacgaca gcctgctcgc actaaatatt cagaagagcc ttgcccatct 
atcgcaatca
   763441 tcaattcatt ttgcaacgag atagatttca atccctttga agcataactc 
tcttttaagt
   763501 ctgaatcgac atgctcagca acgcattgca ttgcgagttc acgtaatgct 
gttaaatttg
   763561 aaatgctaaa aaagccttgt aatgccagat ttgcttgctc tggtacatag 
acttttcctt
   763621 gatggagcct ttcaatgagt tcactgacgg gtaaatcaat taagcgaatg 
tcccgaatac
   763681 ggtcaaatac ccgatctggt accgtttcat ttactcggat tcccgtaatc 
tggtacacca
   763741 catcatttaa gctttctaaa tgttgaatat ttatagtggt gaatacatca 
atacctgcgt
   763801 ctagcaattc attgacgtct tgccaacgtc gttcatggcg actatttggg 
acgttgcgat
   763861 gagccagttc atcaactaaa acgatttgcg gatgcctaag taaaatagca 
tccaagtcca
   763921 tttcttctaa agtatgcccc tgatattgca tttcctttct agcaatttga 
ggcaaccctt
   763981 ccaaaatttt tagagtttca attcttccgt gggtttcaac aataccaaca 
acaacatctg



   764041 tgccctgttg aaatagttct ttagcgcggg cgagcatggc ataggttttt 
cctacacctg
   764101 gtgccgcacc aagaaagacc gttagtcgac cggcttgata tctattaaca 
tgatttaata
   764161 aggcctcagc ctgattttcg cgattgcttt gcacttgata tcatccggta 
aactaacaac
   764221 tttattttta agttaatgtg tagattgtaa ttgatctaaa gcaatattga 
gttctaatac
   764281 attaacacga gcttgcccca atacaccaaa ctgcttcggt tcaacatact 
tttgcaaaag
   764341 ctcttccaca accttagggt ctaaatgacg cgcttgagcc actcgagcaa 
cctgtaactg
   764401 agcagattca ggactaatat gcggatcaat accactacca gatttagtca 
ccaaatcact
   764461 tggtataggt gtattgcccg tgtgatcttg ttttttcaca gcaagaatct 
gagcatcaat
   764521 ttgttgctgt agctcaggat tagtacgcgc taagtttgta cctgccatcg 
ccatcgggtc
   764581 ataagcgact gctgaaggac gtggatgaaa ataagcctct ccaacaaatg 
gctgagcaac
   764641 taattttgac cctaaaactt tatgatctat ttcaatcaaa ctaccatttg 
cttgattgtt
   764701 gaataacacc tgtcccgcac ctgtagcaat cgcactataa gcagcgccac 
agccaactaa
   764761 ggtaaaaatt agaagtccga aagatgctct taaggtctga cccaaatttg 
cttctgaatt
   764821 ttgtacataa gttttcattt caaactccag attacaaacc aaataattga 
acaatcacta
   764881 catcaatcgc tttaatggca aggaatggca gaaccacacc gcccacacca 
taaatcaaca
   764941 tatttcgacg taataactga gttgcagttg aaggtttaaa tttgacgcct 
cgtagtgcga
   765001 ttggaattaa tagcgggata ataatcgcgt taaaaattaa tgcagataaa 
atcgcgctgt
   765061 ttgggcttgc taaatgcatt acattcaata cttgcatttg tggaatcgca 
gcagcgaaca
   765121 atgcaggcaa gatggcaaag tatttagaga cgtcgtttgc caatgaaaat 
gttgttaaag
   765181 caccacgggt aatcaactgc tgtttcccaa tctcgaccac agcaagtagt 
ttggttggat
   765241 ctgagtctaa atcaaccatg ttgccggctt cttttgcagc ttgtgtaccc 
gagttcatgg
   765301 ctagaccaat atcagcttgt gctaatgctg gcgcatcgtt ggttccgtca 
ccgaccattg
   765361 caactaaacg accttgttgt tgttcggtgc gaatacaagc caatttgtct 
tctggttttg
   765421 cttcggcaat atagtcatct acacccgctt cagcagcaat cgcggccgca 
gttaatgggt
   765481 tatcacctgt aaccatgacg gttttgatac ccatttctct caaacgagca 
aaacgttctt
   765541 taatgccatg tttaatcaca tctgaaagtt caatcacgcc caatacatga 
tgttgatttg
   765601 cgacgactaa aggtgttgct ccttttttgg caacttgttc aacacgtgct 
tttaactcta



   765661 aatcttgaga ataatcttca tctacaaatt tcaagattgc atctaaagca 
cctttacgaa
   765721 tttggtcacc attcggtaaa ttcacaccag aaattcgagt cgaagcacta 
aaagagataa
   765781 attcggcttg ctcaggttct tgctgtttta aatcttgctc ttttgccaac 
ttaacaattg
   765841 atttcccttc tggtgttggg tcggcaagtg aacttaccca agcagcggct 
cttaattcag
   765901 attcactcac agaagttaaa ggataaaaag aggtcgcttg acggtcacca 
taagtaatgg
   765961 ttcctgtttt atcgagtaaa agcacatcaa tgtcacccgc gacttctaca 
gctttacctg
   766021 attttgccaa aacattggct ttgagtgcac ggttcatccc cgcaatacca 
atcgcaggta
   766081 acaagccacc aatggttgta ggaatcaagc agaccaataa cgccacgagc 
acgactggat
   766141 caagttcaat atgcaaatac ttggcaataa atggcaagct aatcacgaca 
attaaaaacg
   766201 tgattgtcat caccattaac aagaagccaa gcgcaatctc attcggagtt 
ttctggcgat
   766261 ttgagccttc gaccaaagca atcatacggt ctaagaaact ttgaccagat 
tcagcagtca
   766321 cttgcacaac aatacgatct gtaagtactt tggttccgcc aataacacct 
gaacggtctg
   766381 ttccagcttc acgtagcaca ggtgctgact cacctgtaac agccgattcg 
ttaatagttg
   766441 caaagccttc tacaatctca ccgtcggctg gaacaagctc acctgcatgt 
acttcaataa
   766501 aatcatttaa atgaagttcg gtcgctgcaa cttgagtcgc ttgacggtct 
gtcaaagagt
   766561 taagtcttcg agccgttaaa ttttctcttg ctgcacgtaa tgaagatgcc 
tgtccacgac
   766621 ctctggcctc tgcaacagct tcggcatagt tagcaaataa aatggtaata 
aacagaattg
   766681 ctgtaaccac taaaccaaat aacagcgtgg tgtaacctaa gattgtacta 
atgcctgtaa
   766741 ccactgttcc aagccataca attgccatca cagggttttt aattgcatgc 
tgtggtagca
   766801 gtttcacaaa tgcatttttc caaacttcaa aatttggcac tgccatggtt 
tgtttatggc
   766861 tatttacatg agtttgtgta ttcattttca ctcgcctcct tagcctttaa 
ccaacaaaag
   766921 ttgatcggca ataggcccaa ggacaagaac tggcataaat tgtaataagg 
taagcaacac
   766981 aactatcgta atcagcgtta aggcaaaggt tggtgtttca acctgaagac 
tacctgatgt
   767041 ttcgggtgct tttctttttg ctgctaaacg tgtggcaatc attaatggca 
aaattaatgt
   767101 agggaaacgt cctaacagta gaccgatact acaagtgaca ttccaccata 
cagtgttgtc
   767161 tccaagacct tcaaaacctg aaccgttatt agcaaacgca gaaacatatt 
catagaacac
   767221 ttggctaata ccgtgtggtc ctggattact aattccagat atgcttggaa 
tgctgaggct



   767281 taatgcagta aacgcaagaa tgactaaagg ttgaatcaag ataataatcg 
cgagcaactt
   767341 aatttctgcc gcttcaatct tgcgcccaaa caattcaggg gtacgacctg 
tcattaaacc
   767401 tgcaataaat actgcgagta acagataaat cataaactgt tgcagaccac 
agcccacacc
   767461 accccaaatg gcattaatca gcatgttaat gagttcaacc agcccggtaa 
gcggtgcaga
   767521 agaatcatgc atcatattga ccgagccgtt attcacctga gtagtgatcg 
ctgcccaaac
   767581 tgctgatgcg gctggtccaa atcgttgttc tttaccttcc attacagcaa 
attgagatgc
   767641 tgtcgctgac atactctcag accagacagc agctgcacct gaaataatcg 
acatgaaaag
   767701 catgctacca aagacgaagt aagcaaactt tttacgctga gtaaaatgcc 
ccaccataaa
   767761 aatgactgtg attggaataa gtaagatcgc aatcatttct agtaaattag 
aaaatggtgt
   767821 tggattttct aaaggcacag aactatttgg accgtaccaa ccaccaccgt 
tactacctaa
   767881 ttgcttaatc gccaccattg gcgcaactgg tcctaaagga attttttgag 
tttcaacgct
   767941 attggcttta tcaataagct gtacttctgg cccaccttga aaagttgctg 
gcacgccttg
   768001 gctattgagc aataatgacc agacaaaaca aagtggaagc aaaaagcgaa 
ctgtaggacg
   768061 aattacatct gcccaatagt taccaattaa aatttgatct ggctgctcgg 
caacatcggc
   768121 cgcaatatgg ttaggacgtt gataaaagaa agctcttaag gtcgcgacca 
ccaaagccag
   768181 ccccatcatt ggagtaatga cttgcaaacc cacaatacct gtcatttgcg 
acaaataaga
   768241 taactgagcc tgaccagaat aatgttgttg gttcgtattt gttaaaaatg 
aaataacagt
   768301 gtgtagcgct aaatcccaac tcatatttgg tgcatgattt ggatttaatg 
gtagccatgc
   768361 ttgcgtcata aaaatagcaa gaatagccac tgcaagaaaa atacagctca 
caacaaatgc
   768421 tagagaatat tgtttccagt tcatttgttg ttgtggagat acacctaata 
agcggtatac
   768481 aggattttca atccagcgaa ataatccatc accccacatc ggctgatttg 
ccatcacttt
   768541 ggatagatat ttactgaggc accatgctag aaaaataaca ataaataaaa 
caagtataag
   768601 ttctaacatg gctattctcc tctatacccc ttgttggctt gatttgccaa 
actggaaata
   768661 aggagagatg gagaaatatc atttgtttta agtccgcata agacaatgcc 
agactgatgc
   768721 aagatgcgca tttgagaatt tataagcatc tttattgtcc tgaaataaca 
ctaatttagt
   768781 gaatttcagt attgataaaa tgcccgtaaa ttctctattg aggaagtcaa 
agcccgcgta
   768841 aagtttgcgt aaaatttagt ttgaagggta ttaaacttta aaattaacga 
ctggataaat



   768901 catgctatca gcctttaagg tttcacaatg ccaaagttca tataaaggaa 
tttttacatc
   768961 gagtgccaaa ggtagctttt tagaattaaa ttgcatatgg tccagatcac 
ttccccatgc
   769021 aatcaaatct acatctaaag aaatatgatg cgacggacga acacgccccg 
aatctgactc
   769081 aagtttcttt agaaaagatt caatttgttc acacgataaa ttgcttttta 
atagacatgc
   769141 cgaattccag taatcatctc caataccatc tcggcatgga atttgataaa 
cagatgaaaa
   769201 ctgcactttc cccaaagttg ccaattgcgt ataagcaaaa gtaaagtgct 
gatctgcgtc
   769261 taaattactc gctagggcga gcgcaaaaat tgtttctggt gcgttcaaga 
cgaattccta
   769321 cagcatttgc ttctgcaatg atggctggct tacggatggt tatggtaatt 
ttttcaattg
   769381 atggaaaggt ttcaaacaaa cattgtaaaa ccaaatgtgc tgcatgctcg 
attaattcag
   769441 gtttagcttg ttgaatggct tgagccgata actcacaaat ctgggcatag 
ttgagtgtgt
   769501 cctcaagctt gtcagacgct gcagctcggc tcaaatcatt atggatggtt 
aaatccaaca
   769561 ttaaaggttg aatgatttgt ctttcccagt tgaaacagcc aatcactgtc 
tcaaccttca
   769621 agccttcaat aataatggca tccataaatt taaactgacc ttagtgcttt 
aacaacgaag
   769681 caggttccat attttgaacc attttcaaac gttggtctgc ataaatatca 
gtataaggtg
   769741 cgagtacgcg cataaaacga tcgaaataaa gcatttgctt aaataataag 
gcaaaatctc
   769801 gagggaattt aataccatga cgctcaccaa cagccaccat atccatcatg 
atgtcattta
   769861 aatcggctgg attagaagcc aaaatctgct gtggatcagc cattaacaca 
ccattaaata
   769921 aacgctctag atcttgtgct aaaacctgaa cgtcaatttt attatgggtc 
atacccattt
   769981 tgagcatgtt ttcagccatt gcctgataat cagttttttg taaagcatcc 
ataaatgcaa
   770041 tgcatgctgt ccaaacttcc ggctttaact gcccgacaat accgaaatca 
ataaaaccaa
   770101 cacggccatc ttcaagcagc attagatttc cagcatgtaa gtccgcatgg 
aagctcttac
   770161 ataacattaa gctaccaaac catgtgttca tggcagtaat gagtacttgc 
gatggatctt
   770221 tagcatattg tttaaccacg ctaaagtctg tcaaagggac cccatataaa 
cgctgcatgg
   770281 tcaaaacacg gcgcgtagaa aactgatgat aaactttagg tgcagtagca 
gcttgatttt
   770341 gggaaatatt taaatattcc acaaagtcat ctaaattttg tgcttcttca 
atgaaatcga
   770401 cttcacgcac catacgggtt ttaatttcat caacaatgtc agaaagagcg 
gcaaatttaa
   770461 ttttaggtac cgcacgttca agtaatttag cagcccaatg caccacattt 
aggtcagtgt



   770521 acaaaatggt ttcaacgccc ggtttttgta ctttaataac gacatcttca 
ccagtagtta
   770581 gtttagccgc atgaacctga gcaattgagg cagaagctag tggtgtttca 
tcgatataac
   770641 taaaaatctg gcttaaatca cgcccttcaa actcagacgc aagtacacct 
tgaatatagc
   770701 taaaaggtaa agttggggtc tggtctaaac agccttggaa ttcttctacg 
tactcacgtg
   770761 ggaatagcga tggggtactc gcgataaact gaccaagctt aatatatgtt 
gagccaagcg
   770821 actcaaaagt ctcacgcatg agtttggcat tacttggctt atcagttgca 
tacttaatac
   770881 cggctttagc cgcaactact gcggtttcac cgatgcgggc aactgagcgc 
aatccatcaa
   770941 ataaaatatt ttttttcata tttctttaaa accagaatat tcaaatcaag 
tgtagcaaat
   771001 tttggtttat ttgctgatta gcttgcctga caaagtggac aatttatgtc 
tttatcaaaa
   771061 ctaacaatac gttgcgtcat atttaaccca tcccaaagta acagtttttg 
ttttagcggc
   771121 gttctgttta gtcctaaata caataaagcg tgatgtgctt gtaatgacgc 
gatcattaca
   771181 ggtgtggtcg caagcacacc tgattcggca catcgcagcc cttcattggc 
atgttgttct
   771241 tttgggaaca aacattcata acaagctgaa tcaccttcaa ccataaacat 
ttgcgcctga
   771301 aaaccaattg cagaagcgct aattaatgcg acttgatgct ttttacaagc 
tgcattcact
   771361 aaataacgcg ttgtaaagtt atcacagcca tctaaaacga cgtcttgatg 
ttcaactagt
   771421 ttatcaatgt tatgttcgtc taaacgttca ttaaagtatt caacacagat 
ataagggtta
   771481 attttctgta accgtttagc taaaacttca gctttataac gtccaatatc 
ttcatgacca
   771541 aatgcgattt gtcgttgtaa attacttatc tcaatggtat ctgcatcaat 
gagggtaatt
   771601 ttcccgactc ctgctcgtgc aagtagttcc gcgctactac agcctattcc 
gccagcaccg
   771661 acaattagca cattagcaag tttgagtttt tcctgagctt caatatccca 
tccatcaagt
   771721 aaaatctgac ggctatagag atgcatttct tcatcactta actctacaaa 
atcgatatct
   771781 tggagctcgg tcacacgtta atcctttcac ttagaagcca agtgatttta 
tgactaagtt
   771841 cgtcattagg aaagctataa aatggaaaca acttttttat tcagttaatc 
ccctattaca
   771901 ttacttctca catgctttct gcaacaatag agctatccct tttctgtatt 
acttaggcta
   771961 aatatgtccc aatcatatat tgcaccagta gagttagaaa aagcttatcg 
tttgttaaat
   772021 catggtccaa ctgtactagt ctctgctcag catggtgatg accgtaacgt 
gatggctgcc
   772081 gcatgggcat gtgccttaga gtttaaacct gccaaagtga ccgtcgtttt 
agataaaagt



   772141 actaaaaccc gacagctggt tgagcaaagt ggttatttca cactacaagt 
tccttgctat
   772201 gcacagctca atatgaccaa gcaacttggt accattagca aattagatga 
cccacaaaaa
   772261 cttgaacact gcggggttga gctgttttac caaaaagatc tgaccagtcc 
gcttgtatca
   772321 ggttgtatcg catggctggt atgtaaagtt attcctgagc cacataatca 
gtcagctcat
   772381 gacctattta ttggttctgt tgtaggtgca tgggcagata gtcgcgtttt 
tagagatggg
   772441 cactggcatt ttcaagatgc accaaaagaa cttcgtagcc tgcactatat 
tgctggtgga
   772501 acattttatt taattggtga ggaagtgaaa gccgatcttt aatataaaga 
ataaagggaa
   772561 attctaaata tttccctttg ttcaaattag cttgcgtagg cttgctgcat 
ttttgcaatt
   772621 tcttgctgct tcaacagtcc tctttgaatt tttccgctcg tggttttcgg 
tagactgtcc
   772681 acaaactcaa tttcttttgg ataagcatga cgagataaac ggttacgaac 
atattgctgt
   772741 aacttatctt ttaatgtttc acacgcttga taagcaggct taagtaccac 
aaaagctttg
   772801 actatttcgg ttcgttccgg atctggctta ccaattactg ctgactctaa 
tacggcctca
   772861 cactctaata aagtactttc aacatcaaat ggtccaactc tatagcccga 
agttgtaatg
   772921 acatcgtcag cacgacccac aaaatcaatg cccccatgtt cgtttaaagt 
gaccgtgtca
   772981 ccagttaaat agtatttgcc aacaaaggct ttgcgattat tgccaccata 
acctttaaac
   773041 cacatcaatg gagattgctc cgagtccatt gccaaaatac caacaccacc 
agttggcaat
   773101 tcttgataat tttggtctaa caccgcaaaa cgatgtccag gtattgcaaa 
accagctgaa
   773161 cctactttta atggatgctc aagagcatga tgatttgcaa tcatcatccc 
tagctcagtt
   773221 tggccatatt gatcaaaaat attgacctct aaatcctgct taaaccagtt 
cacaacctca
   773281 ggagttaatg gctcacctgc actgctcact acgcgtaaat gttgtttaat 
tgaagggtca
   773341 aatttttcct taaaaccaaa gaacatgcga aatgctgtag gcgatcctgt 
taaattactt
   773401 actttatatt ttttaattaa ctcaattgcc tgatctacat taaatgaacg 
ctcatccata
   773461 ataatgctat gccccaagct taaagggcca gtaatgccat aatacaatcc 
atacgcccag
   773521 cccggatctg ccagattcca gaacatatcc tcttcacgca aatcgacagc 
atgagtcata
   773581 taacctttaa atgccaaaat tgcttttagt ggaacaggta cagacttcgc 
aagcccagtt
   773641 gtgccagagg taaacatcat taaaaagtca tcatcaacgc tacgatttac 
tggctcacat
   773701 tgcttagaat agcgttgtaa agattgccaa aaatcaaagt catgctcaga 
taaaagacct



   773761 gtttgatgaa cagtgacaat aaccggaaca ttcaaactat tcagtttagg 
acgctgttca
   773821 tcattggtca caatcaattt agtttgagca gtcgtaatac ggtgatcaat 
cgattttgct
   773881 tcaaaggcag taaataaagg ctgataaata gcacctatac gccatgctgc 
caaaattgta
   773941 attaataact caggcgttct tggtagaagt cctgcaatac aatctccagc 
ttgaattcct
   774001 tgtgctttaa agaagttagc aagttttcca gaaagttcag caagttgttc 
gaacgtatag
   774061 tactctgcct gcccgttttt tccttcccag ataagcgctg tcttattttt 
tcctacataa
   774121 cgctcacagc actcaacata agcatttatt gcttggggat gcccaacaag 
ttgctcttcg
   774181 atgagccttg taagatcaaa ttgctgataa gcttctgcca aagttttcat 
gatgcttacc
   774241 ttcattccgt ttgatgattg attttgtgta aggccacaaa atctgtcctg 
tctgttattg
   774301 ttttagctaa agctcgaaga atatttcttc aacttttcca tctatttcaa 
gcaaaactaa
   774361 tagcaaaaat gcatcatttc aattgcaaga agccgcacat agtgtgcggc 
ttcttgcagt
   774421 tttaagttta aaaactcaat accttatgat ctaaacttga gccacttcac 
gagcaatcac
   774481 caagcgctga atatcagaag caccttcata aatctggctt acacgaacat 
cccgataaat
   774541 tctctcaaca gggaaatcac tgacgtatcc ataaccgcca tgaatctgga 
ttgcatccga
   774601 acatactcgc tcagccatag ttgatgcaaa gagtttcgcc attgaggcct 
cttttaaaca
   774661 aggtagtccc gcatctttta aagttgcagc atgcaatgct agctgatgcg 
ccgcttcaat
   774721 ctgagttgcc atatcggcta agcgaaaacc aaccgcctga tgctgaacca 
gctctacacc
   774781 aaaggcctta cgttcatttg cgtattgcac ggctgcatca aaagccgctc 
ttgccatacc
   774841 gacagattga gccgcaatac caatacgtcc agctgctaaa ttagatagcg 
caattttata
   774901 accttcacct tcttgtccca ccaaattttc taaaggaatt cggcagtctt 
caagcgtaat
   774961 ggttgcggtg tccgaagcat gttgacccat tttgtcttca atacgagtca 
ccaagtaacc
   775021 tggtgtattg gtcggtacaa gaaagcacga aatgcctttt ttgccagcct 
gtttatctgt
   775081 aaccgcaaat accaaagcca cttgagcatt tttaccactg gtaataaatt 
gctttacgcc
   775141 attgagtacc caatggtcgc catctcgctc agctttgcat aaaatcgcgc 
tcgcatcgga
   775201 accgacatgt ggctcagtta aacaaaagca tcctagccat tcaccagaag 
caaattttgg
   775261 caaataggct tgtttttgct gctctgaacc gtatgccagt gtaataccgc 
aaatcaaaga
   775321 gttttatacg cttacgattg tcgaaatagc accatcgcct gcggcaattt 
cctcaattgc



   775381 gagtaccaaa gatacataat ccattccggc accgccccat tcatcgggca 
cagtcatccc
   775441 catagcgcct agggcgccta agtcttttaa ttcctgagcc ggaaattcat 
gggtcttatc
   775501 gcgatgtgca gcagttggtt ttaactgatt ttgcgcatag ttacgcatca 
tctcctgaac
   775561 catactttgt tcagcattta gaatcatttc aacatcctta ttttattatt 
ttgctgccat
   775621 gcgaattgca ccatctagac ggatgacttc accatttaag taagagtttt 
cagcaatatg
   775681 ggcaaccaaa cgagcaaact cttctggttt tcctaaacga gatgggtacg 
gcaccatttg
   775741 ccccaaagca tcttgtacat tttgtggcat acccttaagc attggagttt 
ccataattcc
   775801 cggtgcaatg gtcataatac gaatggcatg tcgtgctagc tcacgagcaa 
tcggcaaagt
   775861 catcgccaca atagcgcctt ttgatgcaga ataagctgcc tgtccaattt 
gaccgtcaaa
   775921 tgctgcaaca gaagcagtgt tcacaatgat gccacggtcc tcttcacctt 
cttcaaccgt
   775981 gtttttgctc attgcatctg ctgcaaaacg caacatgtta aatgtacctg 
tgacattaat
   776041 atttaaagtc tttgcaaata accccaagtc atgaacgccc tcacggccaa 
ctacttttgc
   776101 agaagggcca ataccggcac aattaaccaa accatgcaaa tgaccatgtt 
taaccaacac
   776161 atctttaaag aactgctcag cagctgcttc atcggttaca tcaagtttta 
caaagtcagc
   776221 ttttggtcct aactgtttcg cctgctgctc acctgcttct atattcatgt 
ctactaatgt
   776281 gactgaggca ccctgcttta ctaaatattc agccgttgca gctcctaaac 
cagagccacc
   776341 acctgtaatc acgaaatgtt ttccttgaat tttcattatg taatgtccta 
tagaaatgtt
   776401 ctttaagctt agtagtgaga gtaaaagttg tttttttccg atacaatttc 
aaaaaacctc
   776461 aaaatgcttg cagcttttga tcaatccaaa ttttgaatat gaaatatttc 
acttgaaata
   776521 cgtaaaaaat gagtctttgt catggttgtc caatcttctt taagtaaagg 
aacaatttcg
   776581 attgcactgg tacatgaagc attaagtgcg gcttatgcta aaggtctaaa 
tactcaaatt
   776641 attttgaata aagctggcat tcctgctgaa ttacttatga cacctaaagc 
gcgtgttccg
   776701 gtagcaacat atgcacaatt atggatagaa cttgccaatg ccatggatga 
cgagtttttt
   776761 ggcatggata gtcaccctat gcgccgtggt agttataaat tacttacaaa 
actcgtcagt
   776821 acggctgaaa ctttagaaaa agcgctctac gatattttga agttttttaa 
ttttgtgctt
   776881 gacgatatac gaggagaact cattcgagaa caagaaaaag cttatttggt 
gattcatgat
   776941 caagaacaac ccaaacgtat gtttacctac gcaacctttt taatgttggt 
acatgggctt



   777001 atgtgttggt tagtagatca acgaattagt ttaaacagta ttgcggtacg 
ttgtccaaaa
   777061 ccgaacgata ttcaagatta tttggtacgc ttttgtgaag atatacaatt 
taatgccgag
   777121 acaaatcaga ttgaatttga tgcccactat ttagatataa aagttaaaaa 
agataaaaaa
   777181 gcgctttatg attttttaga acaaactcca caaaatctat tagttcgctt 
taaaaatgaa
   777241 aatgcattga gtgttgttat tcggcgtcat ttattaaagc ttcacccagc 
ccaatggccc
   777301 gaactcaaag atgtcgcaca gcagcttaat atttcagaag ctaccgttca 
acgccgactc
   777361 aaacatgaag gagtgagtta tcaacaaatt aaaaatgaaa ttcgctgtga 
tattgcaatt
   777421 gaacgtttaa gcaaaagcaa tgattcaata caagatatta gtgaagactt 
aaatttccat
   777481 gacccgagtg catttcaccg tgcttttaaa aaatggacag gtgttagccc 
cggcgcttat
   777541 cgggaagcaa cccttaactc tacagcttaa gtttttctta ttttattaat 
aatgatgcca
   777601 aagtgactcg atcattttgg ccatagtctt gaatagtttt tatctcacta 
aaaccatgcg
   777661 cagcaaatac atttcgcaca gcttgtccct gatcgtaacc atgctctagt 
gcaatccagc
   777721 cttgcggttt taaccagttt ttgccttgag caataataat ttcaatatcg 
gctaacccat
   777781 gatggtctgc aaccaatgca cggcgcggct ctgttgccaa agcttgcatg 
tgttcatctt
   777841 cagggtcaat gtaaggcgga ttagaaacaa ttaaatcaaa ttgttggggt 
tctagtgctt
   777901 caaaccaagc gccacaagca aatttcacat gatgcaagcc gtgtgtttgt 
gcattttctt
   777961 ttgcaacatc taaagtaggt gcgtaaatat cagttgctgt gacgaaccag 
tctggacgtt
   778021 cacttgccaa tgcaagcgca attgcacctg ttcccgttcc caaatccacg 
atatttgcat
   778081 tctttggcaa atttagattt aaaacagttt cgaccaaaac ctcagtatct 
ggtcgtggca
   778141 ctaaagtatc cgacgttact tttaaatcga gcgtccaaaa tggctgcgaa 
cctgtcacat
   778201 aggctaaagg ttcaccattt tggatacgtt caagaccagc caagtaatct 
tgctcttgtt
   778261 gggctgttaa ctcttgctca agtctgaact ttaattcgag tgaattgatt 
tttagaaaat
   778321 gctcaagtaa ccaagcattt tcctgtcgtt cataactgtc aggctcacca 
cgaattgcaa
   778381 gcgcttgagc aatattcatt agccgccatt ttcctgtgca agcatcgcaa 
gctgatctgc
   778441 ctgatattca cgatgtaaac tatcgagcaa ttccgttaga tcaccttcca 
taatggcatc
   778501 taacttatat aaagttaggt taatacggtg atccgtcata cgtccttgcg 
ggtagttata
   778561 agtacggata cgttcagaac ggtcaccaga accgaccaaa tcacggcgca 
tttcagaagt



   778621 tgctgcatcg gctgctgcac gtttagcatt ttctagacgt gatactaaca 
atgccatcgc
   778681 cttagctttg tttttatgct gtgaacgttc ttcttggcac tcaaccactg 
tacccgttgg
   778741 aatgtgagta atacgtactg ccgaatcggt tttgttaatg tgctgaccac 
ccgcacctga
   778801 cgcacggtaa gtatcaatac gcaaatctgc cgggttaatt tcaacgttag 
tatcaacgtc
   778861 aatttcaggc aagattgcta ctgtacaagc tgacgtatgc acacgacctt 
gtgattcagt
   778921 tgctggtaca cgttgtacac gatgcgcgcc actttcaaac tttaagcggc 
catacacacc
   778981 atcaccatct acacggcaaa tgacttcttt aaaaccacca tgctcgcctt 
cattttcaga
   779041 aaggacttca atacgccaac cttgcgattc ggcatatttg ctatacatac 
ggaataaatc
   779101 gcctgagaaa attgcagctt catcaccgcc cgtcccggca cgaatttcta 
aatatgcagc
   779161 attagagtca tttggatctt ttggaatcat caaaatatta agctggcttt 
ctaattcttc
   779221 aagcaatgct ttatttgctt gaatttcttc ttctgccata tctttaaagt 
cagggtccga
   779281 cttcatcatt tcagcagttt caatatcttc ttctgcttga cggtatttgc 
cccaaacttc
   779341 ggtaatttca gttaaatcac tatgttcacg agacagttta cggaaacgtt 
tgttatcgga
   779401 aatcacttct gcatctgcaa gcaatgcagt aagttcttca tgacgatcac 
agagttgatc
   779461 aagacgtaaa cggagtgacg ctttcataag aggaaatatc tcaaaagtcc 
aaaaaactta
   779521 tctagataaa tataagaaga taagccaaat cataaaaata gcgcatagtt 
tacagtttat
   779581 gccgattaaa tgacatatgt aatccttcaa aacattaact ttccaaatcc 
atataataaa
   779641 agagacttta tttataaagc ctctttaacc gctatagtta ttttaatttt 
tctaataaag
   779701 atttaccgac aagaacagcc gaagctggat tttgtccagt aataagttca 
cgatccagca
   779761 ctacatttgg cgaccaagct ttcgtattgc tttgatattt tgctccaagt 
gactctaatg
   779821 cagtttgtgg atagaacttc atctcaccgc cttttaataa gcccttcgct 
tgctcttctt
   779881 cttgattgct aattactgtc atccgataat ttttataaat ccattcgcca 
gttttgactg
   779941 ttttaccttg ttctagttgt ccaactactt ccgaggcatt aggtaaagct 
gacatcaaag
   780001 ctataggccc atgacaaacc aaagctgtag gttttccagc tttatggaaa 
gctgtaagta
   780061 cttttccaag ttgtttatct tttaataggt cttgcatagg cgcatgtcca 
cccggaatat
   780121 aaatagcatc aaattgatct ataccaattt gctcaatacg cgccagactt 
acaacaggag
   780181 aatcttgagc agaagttaac tttagatcat gtaataaacc agcatactgc 
tttaatgctt



   780241 tttcatcttg attaaaatac attgcattat ttgatgactc atctaacgtt 
ggagctttcc
   780301 cctttggagt ggcaaacgtt acggtatgcc ctgcatctaa aagcattttt 
gtaggctgca
   780361 tcaactcatt aagataaaag cccgttttaa aaacctgctt attctttagc 
tgtaactgtc
   780421 cttcatcaga caatacaacc aatacatgag cggcatttgc acttaatgct 
gccgaagctg
   780481 caatcattgc aaacattatt tgatttaact tcttcattat tcgaccttca 
ttccaagcat
   780541 ttgctggatt tataactggg atggatatat tctattttta ccccagaggt 
agaaaaacaa
   780601 ctcatttcac aaatcttttt tgcgtttgag gacaaaatgt ctcgccaatt 
tgaccatctt
   780661 gccgatgttg aagtcttttt aattgtggct aaaaagcttt ctattagtgc 
agctgcaatt
   780721 gatttatcta caacgccttc agtcattagt agaacaatta caagactcga 
gaaaaaatta
   780781 ggtatacagt tttttagaag aactactcgc catttaagtc tgaccgaagc 
aggccagctt
   780841 tactatgaaa aaatgcaaca tgcttttcaa ttaattgacc atgctgaacg 
cgtggttcaa
   780901 ggtgaacaac tacaaatttc tggaaaaatt aaattaagtg tacctacgtc 
ttatgggcac
   780961 tatcgtctcc cccccttatt agaaaaattt cttttgaaat atccggacat 
tcaaattgaa
   781021 attagtattt ctaatcgaaa cgttgactta attgctgagg gttttgattt 
agccatccgt
   781081 caaggacaac ttcctaacag cacccttatt gctaggcctt tagagcaagc 
acctttaaaa
   781141 cttgttgcct cacctgctta tttgaaacgc atgggtattc caaaaaattt 
ggaagaatta
   781201 aaacatcatc aatgtattgc ctttgaattg cccagtagcg gcaaaataac 
cccatggttt
   781261 ttaaaaaatg ataatgagga aattcaatgg ataccaacaa atcgaatttt 
agtaaaagag
   781321 gatattgtgg gtgtggtaac tcttgctgaa agcgggctag gtatatgtca 
aagttatgac
   781381 tttattgtta atgaaaaaat tcaacaagga aaactacaac ctatacttaa 
tacatatgca
   781441 ggccatacac gtcctttttc tttgttatat gcgcagcata aacacatgtc 
ctctgctacc
   781501 cgagctttaa ttgatttctt atgttcaaat gatgactagc taaactgaat 
atatataaat
   781561 ggtatttaat ttttctaggt gaatagtaaa tattctattt taatagaaag 
catacaaaga
   781621 agacactaaa ctccaataat cgaatgaagg ttctccacat ttaaagagaa 
gtgttttgtt
   781681 acatttgccg taacgaaaga tattaaggtc ctgtaacttg ggacacggag 
taaatgatga
   781741 aattaaatgc tttattatgt agtgctgttt tagctacttc tatggtaact 
gtagcacatg
   781801 ctgacaacac aactcatgta gcagcagctt ctgctttagg tagtatcgct 
ggtactgcaa



   781861 ttggtaaaag catgggtggt acatctggcg caacaattgg tgctgcttta 
ggtggtgctg
   781921 gtggtgcagc agttgcaagt gaccgtcgtc accgtacaga atctgcaatt 
ggcggtggtt
   781981 taggtggcgg tgcaggttat actgttggta aaagcatggg tggtacgaac 
ggtggttaca
   782041 tcggtgctgc tttaggtgca gcaggtggtt ctgctttagg taataaaatt 
tctaaagacc
   782101 gtgatgcaga ccattcttct aagtattgga agaaaaaaca ccgtcatcat 
cgtcactaat
   782161 taccgtgatg aaatcggctt aaaaacacct tcgggtgttt ttttataacc 
aaaaattttg
   782221 gtttccaaga tagttgctca tagtttatcc acatattaat agaaacaata 
caaagcagac
   782281 acaaaactat cgtatcagca tgtgccttct tcataatttt ctcgaaattt 
ttaattacat
   782341 ttagctcaag acataaagat tgctcgttat tgaaaagagc atggagttcc 
acaatgaaaa
   782401 tgaatgtttg gttagcaagt gcattaatcg caacaacatc tatggttaca 
gttgctcatg
   782461 cagataatgg tacccgtgta gcggcaactt ctgctctagg tagtgtagta 
ggaacagcaa
   782521 tcggtaaaag tatcggtggt acatcaggcg caacaattgg tgcagcttta 
ggtggtgctg
   782581 gtggtgcagc agcagcaagt gaccgtcgta accgtacaga agcggctatt 
ggtggtgctt
   782641 taggcggtgg cgcaggttac accgttggta aaaacatggg cggtacaaat 
ggcggatata
   782701 tcggtgcagc agttggtgcc gctggtggtt ctgctctagg tcgtaaagtt 
gcccaagatc
   782761 gtaactatga tgaccgttat gaccgtcgtt atgatcgtga tgaccgtaga 
tattatgatg
   782821 gtgatcgccg ctattacaga ggtggtaact accgtcatga caacggttta 
caccgtggtt
   782881 ggtacaaaca tcgttaattt atatatcaat ctaaaaaagc acctgagtgg 
tgctttttta
   782941 ttttaggaag aaatccatat cgaaaaaaaa cgatatacat tggcttcttt 
atatcgtatt
   783001 atttcgatat aacgttttcc gagaatatcg catgcgatca cttcaagata 
ctaaattttc
   783061 aattttggag cttgccccta tacgtgatga taaaactatt gagttttcat 
tacgtcatgc
   783121 attagagctt gcccaacatg cagaaaagtt aggttatgac cgtttttggc 
ttgcagaaca
   783181 tcataatatg gatggaattg cgagttcggc aacagctgtt ttacttggtt 
ttatcgcggc
   783241 tcatacccag cgcattcgct taggttcagg cgggatcatg ctgccaaacc 
atgctccctt
   783301 agtggttgca gaacaattcg gtacattagc tactttatat ccagaccgta 
ttgagttagg
   783361 tttaggtcgc gctccaggta cagatcaggt caccatgcgt gccctacgcc 
gcggacatca
   783421 ggaaacagaa gatcagttcc cgagagatgt tgtagaaatc ttgcaatatt 
tcaaaacacc



   783481 tcaagtgggc caaaagatta ttgcgacacc tggacaaaat actcatgtac 
ctgtctggtt
   783541 gttaggttca agcttattta gtgcccagtt ggctgcaaaa cttggtttac 
cctactcatt
   783601 tgcatcacat tttgcaccac gtatgcttgg tcaagccatt gaactttatc 
gtgagaattt
   783661 cgagccttct gaatatctag ataaacctta cgtttcaatg ggtgttccag 
ttgtcgttgc
   783721 taatacagat gaagaagcac agttcttggc aacaagtgct tatcaacgtg 
tattaggatt
   783781 aattcgtggg gaaagcctca aacttaagcc accagttaca tctatgcagg 
gattatggaa
   783841 cacggcagaa caactttctg ttgaaaactt ctatacgatg gcacaaatcg 
gttcagttga
   783901 aacagtacgt tcgggtctgc aaaaacttct ggacacttat gaagtcgatg 
agtttatttt
   783961 tacttgtgat gtatacgaca cagctaaacg cttagatagt tttactcaat 
taatgcaagt
   784021 aaaatcaggc aattaacata tccgcgacat ctcatgtttg aatctatatc 
aagcatgaga
   784081 taaccaccta tctgaaaata ctttacccag actccttgct tggttattta 
tattaaaacg
   784141 ataaaaatca tcataaatga aaaccaaaag gacttttgga aaatgagtat 
tgaccttaaa
   784201 aataatgtcg ctaaatcagc tatttttcaa aatacagttg aggattttga 
agccttcact
   784261 ggtcaaattc tgccatcaaa taaacttaaa gaatttgatt tttctcattt 
aaatgtagcc
   784321 attattggaa cggatcagga gaccgtaacg caattagaaa aaatctgcca 
acaggcaaaa
   784381 tttgtaacgg tatttcaaat tacgcctcac tttattttac ctcacagtca 
aattggtata
   784441 catcgattaa ttacccatcc acttattgcc aagaaccgga ggttatttaa 
caatcgtgtt
   784501 aaaagcatct tagctttacg ttttcttgaa acccaagtaa atgaaacatg 
gcttaaacga
   784561 cttttgacgc ccaataccgc acgggcaaat aaaacatttt ttaaatcgga 
tagctactat
   784621 acggcactgc aaagaccaaa ttgcaaacta caaacttggc cgattgtaaa 
agttaccgat
   784681 acagccattt atagtatgga tggcactcaa cgacccgttg atatcattat 
cagaactaca
   784741 ccttaaaaat aaaaaagcat ggttgataga ccatgctttt tttcactcat 
ttcaaatcat
   784801 atcgagttaa atacccctgc tcatcataat gtaagatgat gcgctgagac 
ttttgtaatt
   784861 ctgataatga ttcggtactg accataaatt gtgaggccag caactcaaca 
gagctattcg
   784921 gagctttgct gcggcgatca tctccatgaa atctaagcca gttataactt 
gcccataaaa
   784981 ttaaaatgag cgcgctcaga cctattaaca gaagtaaatg caataaagtt 
ttcacttctg
   785041 aaacatgatc tacccacaca tagtcataaa tgaggtggcc ttcaaaaatc 
cataaaaata



   785101 atgaaatgag tggaaaaagc agccacatta aacaaaacca acctattgtt 
tgtaacgtat
   785161 agtttgcagt tttatttttc acatattcag gctgatcaat atattcaggt 
atatctaaaa
   785221 cttctacgtc gatatttgca tcatttttca tgaatgatct ccacggaagc 
ctcggtcagg
   785281 gcttacccaa cgagcacgtt ttttggtgtt aaaaatagtc ttaggtactg 
caacaacact
   785341 ggtaaataac gtcagtaacc agaaaaataa tggataccaa attacccaaa 
aataatttct
   785401 aaaaagccga ccacgatcat aacgatggtc tatccataaa cttactagaa 
attggacaag
   785461 acatgttcca cctaatatca cgccatacca ctgcggcatg agtgaattaa 
tttgaaattg
   785521 ttgcggtaaa tccacaaaca atcccacaaa aaatagaata aaaatcataa 
tcatcacata
   785581 tgaccaaata atgctaacta aagcttcgag cattaccggc cacatacggc 
gcaagcgcag
   785641 tttgaacatt ttcggaatat attctaataa tacctctacc ccaccttgtg 
cccagcgtaa
   785701 acgctgtttc caaaggcctt taaaggtttc tggcatatag atataacaaa 
gggcttgagg
   785761 aatatattga atatcccaat ggtccatttg gagcttccaa gagatatcaa 
tatcttccgt
   785821 aattttgtca tcagaccaaa agcccacgcg aaccaaagcg gtctttctaa 
atgctgcaat
   785881 tacgcctgat actgtaaaaa tacggccata tgttctttgt gcgcgcttaa 
tcaagccaat
   785941 aattgaagag aactcgccaa cttgtaattt acctagaata cttgagcgat 
ttaaaattct
   786001 aggattccca gttacagcac caattcttgg aaaatttaaa aaaggctgca 
taagccaaag
   786061 tactgcatga ggatgtaata aagcatctcc gtcaatacaa actagatatt 
cgtatttact
   786121 tactaacact cccgatctta aagccactgc cttaccttgg ttttctgcca 
ggtgcacaac
   786181 tcttaatcgg gcatcttgag ctgccagttc atcaagaatt tcggcagtgc 
tgtcactact
   786241 tccgtcattt acggcaatga cttcaaaatt cggatatttt gtttgtaatg 
cataacgaat
   786301 cgtttgtcgg acctgagctt cttcattaaa gcaaggaata ataatactgc 
acccttcact
   786361 tgatggctca ggcagttgct gctcatgata ttccctttta aagaaaaacc 
agagacctcc
   786421 taccatccat gtccaagcca tcaacaacgg atataaaaag gcaaaagcaa 
ataaaatatc
   786481 gagtaatact ttcattactt tttcccctca gtcgcgagac ctgcaaaggg 
ctgatacatg
   786541 accgaactcg aatttaaact aatcgggtta tataaatatt catgaacatt 
ttttgagttt
   786601 tcattggtat agccatcaac accaaatttc tgaataccta tacgctgaat 
attgaaaaga
   786661 ccttgtttta cttcttgcca ggcattttgc tgattatttt cgggtaatga 
taaagtcagc



   786721 ataatgcgct gtttatattt cgcatcaagc gtatttaaaa gtgctaatac 
gtgattaaac
   786781 tgtttttgct tacccactat attgaaatta agatttacta aatcatgttg 
ggataacagc
   786841 gtttttaaaa gtgttggtaa attttcgata tgctcaaaat caggtgtaag 
caataaacta
   786901 aactgagcct gattactcat gtttaaataa ggcttcacag ccttttgagt 
aagctggctc
   786961 acatatgtaa gctgttttaa ttggtcagca caggcatttt cttttattgt 
tgtgcttttc
   787021 atagcacaat ttaaagtggt tccagcatta agttgaatac cacttaaatt 
actattgaaa
   787081 cgtgcgatat ccttcgctaa gtctgccacc aaaaacggtt catttttttg 
aggatataca
   787141 ggcaactcta aaataaccga ctgtccggca cgagtctgtg cctgccataa 
agttcggttc
   787201 aaaatatctt gctggacgct tagttgagtt gttgggaaat aagcaatgtc 
atactgccca
   787261 tcgccatctt gatcatctaa aggtttcaat atcaatgtgt tattttttaa 
gctataaagc
   787321 ttggataaca ataatcctag tttctcatct gactgagtat tagttgaagc 
agttaattgt
   787381 tttaagtcca tactcacaaa gtggcgaggt tgcttaaata aatctaattc 
ttcaaagttg
   787441 agaatattga tcataccctc tgttaactgc tcagctgtag gattattagt 
gactaaacta
   787501 cgtttaaaag tcgagtcact caccctattc attccatcac gtcctaaact 
gaaagaaaaa
   787561 ataaagccgg cttcttgaga caatttttct aattgctcat tcacagcacc 
ataaggccaa
   787621 ataattgctt taggttcaac acccacttct ttctttaaaa cggcgtatga 
tttttttaag
   787681 tcctgcaaaa tacgttgttg atattccaca tccgtttcat aacgcttttg 
ggattttaaa
   787741 tacgtgtaag aagtcgcagc aggctgttca ttcccttgag gattagccaa 
tactccatga
   787801 tgcaaatcat cactatgact tgcaaactcg gctaagcccg aagcttgcat 
ttctcgcact
   787861 tgcttccact tgactagatt tccttgccca taagcttcat aaccagcttg 
tgtattccca
   787921 tttagccaac tggtcggaag tgcaaatact gccggaatct gatattgctt 
aagtaatgga
   787981 aatacacggc tataactact taaagcgcca tcatcgaaag ttaacaaaat 
agaattatga
   788041 ggtaattcct taccttgttt acgcgcctct tcaatatctt ttaagcgaat 
gggcttccag
   788101 tcagattgac ttaaccagtc aaagaactgt gctaaatttt tcgtttggat 
tgcataaata
   788161 tcccgatccc cttcttttaa gacatcatcc ctgacatcat gaaaagttaa 
agaaaccgta
   788221 tgattttttg gtaaatcttt ttctatctgg gcatatgcaa attgcagagg 
caacaatgtt
   788281 gagaccaagg tacagcccaa cattttcgac aataaattat tcattaaaaa 
cgcccttcaa



   788341 atccaaaaat accgtaggta tgttgttcat catgtccatc gtaaggatgg 
tattgccaac
   788401 caattccata attgagctgc catgtccgtg atagctgcca ttgatgttga 
tattgcaaag
   788461 agtaagtagg tttagcagag taatcggcct gtttataaag gcctacaccc 
gcttcaaaat
   788521 gctgcttaaa tgaacgctca tattcacgcc aagtcaccca gtcatgactt 
aagttcaact
   788581 cagcgctgta atgtgaactt ggactaaaat aagctgtttg atcttggctg 
ttagtaccgt
   788641 agaaacctcg aacagtgcca tacgtaatat gatgaggtgc gtcgaatagc 
ctttcacgcc
   788701 aaaatgttga aaattcttgt tgtttgttac catcactaat atcagttaaa 
ccgtaactcg
   788761 cgccaatctg gcgagattca tctttttgcc atgtaacagc agctcggtaa 
gattgaccat
   788821 cttcccctgc atcaagggct tgtaaaggaa tgtcagcctg actgttatat 
tgcaattgat
   788881 actgccaatg gtcatttagc cattgggacc aatcaagacg gactcctgct 
tgcccaccat
   788941 ccgtactttg cgacacaatt gccgccaacg ccttacggtt cgcctgccat 
tctgctccga
   789001 tcccataacg ctggtcatgc acatcgccaa aacggtactc cccataacga 
tcttgatgcc
   789061 aagcgaataa acgataatta ttcttaatcc aagggctatt aagacgcgtt 
tccatttcac
   789121 ggtcttttaa accattctgc ccacttacag tatcgcgacc gtcagcctta 
ctttggcccc
   789181 aagtggttga gtgtgaaatt gtggctctat tacgatcttc taattctttt 
cgacttttaa
   789241 taaccccact atcatcaggg taatattgca ctaagttttg agtcgttttt 
cgccatgtcg
   789301 gaatatcacc taaagcttga gcattttgca tttcattaat gcgggtgtct 
ttagcaatcg
   789361 gatctatacc atttaaccgg gaaattgttt tttttgcctc tagcggtttt 
tctctccaac
   789421 gttctacacg cgcaagatta ttaatcaggc tctcattcgc aggcgtctgc 
tctacttttt
   789481 tttgaaaatg cttttcagct tgatccagat gattagcgta ggctaaatgc 
attccttgta
   789541 aagcaatata atcatcacga tcaggatggc tggttttatc tacaccctta 
gcctgactat
   789601 atttataagt cggaataagc cgatcaactt cagcgagaag ttgttcagct 
tccttatatt
   789661 tttcttgttc aatataagaa taatacagtc ccgtataaac ggtcatatcc 
ggataattct
   789721 tttcacttaa aagcgtttta taagcaaact cggccttttt cggtttttgc 
tccgccaaat
   789781 aactatccgc aattgcatga cgtacatatg ccggtaattt ttcgagtgga 
atattcaact
   789841 gggtaaaatt ctctataacc gcttttgaac gccctctaaa atctaatcca 
tataaataat
   789901 cgtaataaaa ccgtaagtaa ttaggatcgg aaggattcat ttgctgatgc 
attttttgtc



   789961 cttgctccag cactttatct aattcagcaa agctttcggc atcggctagt 
ccttcacgat
   790021 ttaaatattt atatcgagca attgcattgt tgatatgttg agaaaactca 
ctaacttgta
   790081 aagtctgcaa catttgcgct gtttgttcag ttttttcgct cgcttgcagc 
aattgctgcg
   790141 cctttttata tgagccaata gcaattagat cgtaaacata ttcttgtaaa 
acggatgaag
   790201 attttggttg ttgttgataa gcatgctcaa ctgtagctaa agcatctacg 
ggtaaattta
   790261 ttaaacgata agcatatgca acccgtacca actgatcagc agttaaacct 
ttaatatcga
   790321 tcttcgacaa ctgatcttta gcattcgcta catcttgagc ttcagcatac 
aaaaccgata
   790381 ataaaatacg cccatcaact gacttttgaa tattgaactt atttgaccag 
tcaattgcag
   790441 ttttaaaatg cttaaaatca cggaaatttt gaattaaagg taactttgca 
tattctggaa
   790501 agtctacata attaatattt accaaaaacc gtgaaaaatt cgtaagatcc 
cttttttcac
   790561 ttgacataat aaacagataa tcagcaagca gcttttgatc atgcgggtat 
ttatttagca
   790621 attgatctag ttgagataca gcttgttgag tttgtcctgc tctataattt 
tgaatagctt
   790681 gctcacgcaa tacatcaacc tgagcagcgt ataaatgaat tggcaagaga 
tagaccaatg
   790741 aaaaaacaca tttctttagc attttgagaa tcgaatagtc ccatatcgag 
atgggaaagt
   790801 atagttaaaa atgtgacata catcacaata atcaaataac tagcaacttt 
aatcacaaat
   790861 gataaatatg gagaaaaaaa gtatttgttt ttttaaaagc cacctaaaaa 
caaacattta
   790921 taaaaatata gattattctt ttatatacat ttcttttcaa aattattctt 
tttgaatata
   790981 tttaatttgc acaaaacaca cttaacatta accaatcaaa aacattttta 
tataaatggt
   791041 tttatattta aaacttttat ttttaatttg ttttatattt aaaaccattc 
aatttaatca
   791101 tattaataaa gtttaaattg aatggttaaa ataaataatt gacttaatta 
accaatacga
   791161 cgttttaaac ctgtcatttg taaaatacga gtagaaattt cttcaatcga 
catttcggta
   791221 acatttaagt atttaattcc ctcagaaata taaatacctt caatagcccg 
caactccatc
   791281 tgacactggc taaaacttgc atatcggcta ttcgctttac gttcacttcg 
aatggcaacc
   791341 aagcgctcgg catcaatcat caaaccaaat aatttactgc ggtgctctct 
taaaactgcc
   791401 ggtaaacgat tatcgtctaa atcttcttcg gttaaaggat agttagcaac 
acggatacca
   791461 aattgcaaag atagataaat agaagtcggt gttttaccgg aacgagacac 
cccaattaaa
   791521 attaaatcgg ctttgtcata atggcgggta cgtgctccat catcattatc 
aagcgcaaaa



   791581 tgaacagcat caatccgggc cttgtaatac tccgaatcgg tcacagcatg 
agtctgtccg
   791641 actaaagttg taggcggggt tccaagctcc tgttccagct tactaattaa 
cccttcaaac
   791701 acatccagat taaccgcttt agccgtatta ataatttctc gcacatgcgg 
atcgaccaaa
   791761 gtatcaaata ctaatggcag gcaaccatct ctggtctgac acttgttaat 
ctcgaccacc
   791821 actgccattg cggcctcttc agtggtgata taaggcatga tgtgaatatc 
aaaatctacg
   791881 ttaggaaatt gagctaataa cgaatgtcca agggtctcgg cagtaatcgc 
agttccatca
   791941 gaaataaaaa aaacactccg cttaaattgt ttactttctg acattaaaat 
tctccttaaa
   792001 catttgtctt agtgctatat aatctttata gtaaactgat cttacatgac 
tgtcgcttag
   792061 taaaattctc aactaagcac tttatttttt aatttcatgc caagatagac 
attaatactg
   792121 caaaagtgga gtgaaaactt tggaagcgcg cgtaatcggt ctagaaaaat 
tagggaaaca
   792181 cgatgtcgaa ctcgtaggtg ggaaaaactc atctttgggt gaaatgatca 
gccatttatc
   792241 aaatgctggt gtatcggtac ctggtggttt tgcaacaact gctgatgcct 
atcgtgagtt
   792301 cttagaccaa agcggtctta acgctcgaat tcaagcagaa cttgcagagc 
ttaacgttga
   792361 cgatgtaaat gccttagcag aaactggtgc taaaattcgt caatggattg 
tagagactcc
   792421 acttacacct ggcttagaac aagaaattcg tgaagcattt gctgcacttt 
caaatggtaa
   792481 cccagatatt gctgttgctg ttcgttcgtc tgctactgca gaagacttac 
cggatgcatc
   792541 tttcgccggt cagcaagaaa ctttcttgaa tattcgcggt attgataacg 
tattaattgc
   792601 tgtaaaagaa gtatttgcat cattatttaa tgaccgtgct attgcatatc 
gcgttcacca
   792661 aggttttgaa cacagtctag ttgcgctttc tgctggtgtt caacgtatgg 
ttcgctctga
   792721 aactggcgct gcaggcgtaa tgtttaccct tgatactgag tctggcttcc 
gtgatgttgt
   792781 atttattact gcatcttacg gtttaggtga aatggttgta caaggtgccg 
ttaacccgga
   792841 tgaattctat ctttctaaac cattattaaa tgcaggtaaa cacgcggtat 
tacgccgtaa
   792901 ccttggttct aagcaccaga aaatgattta tggtgaagaa ggttcagcgg 
gtaaatctgt
   792961 tgtagttgta gacgttgaaa aacaagaacg tcaacaattc gcgttaaatg 
atcacgagtt
   793021 acaagagtta gcgaaacaag cgcttattat cgaaaagcac tatggcgctc 
caatggatat
   793081 cgagtgggca aaagatggtg acgatggtca aatctatatt gttcaagctc 
gtcctgaaac
   793141 tgtaaaaagc cgtcaaaatg tcggcacaat ggaacgctac ctactcaagc 
aaaaaggtac



   793201 tgtactttgt gaaggccgtt caatcggcca acgtattggt tctggtaaag 
tccgtattgt
   793261 taactcaatt aaagaaatgg acaaagtaca agacggtgac gtacttgtat 
cagacatgac
   793321 tgacccagat tgggaaccag taatgaaacg tgctgctgcc atcattacta 
accgtggtgg
   793381 ccgtacttgt cacgctgcaa ttattgcccg tgaacttggc gtaccagcaa 
tcgtaggttg
   793441 tggtaacgca actgaagtat tgactgatgg tcaagaagtt actgtttctt 
gtgctgaagg
   793501 cgacactggt ttcatctacg aaggcgcgtt agattttgaa gttcaacgta 
actctatcga
   793561 atctatgcct aaactttcat tcaaaatcat gatgaacgta ggtaaccctg 
accgtgcctt
   793621 tgactttgct caaattccaa acgaaggtat tggacttgct cgtctagagt 
tcattattaa
   793681 ccgtatgatc ggtgttcacc ctaaagctct tctgaacatt gaaagcttgc 
ctcgcgaaac
   793741 tcgtgctgcg gtaatgaccc gtacagctgg ttatgcatca cctgtagaat 
tctatgttga
   793801 aaaactagtt gaaggtattg ctacacttgc agcagcattt gctgataaac 
cagttattgt
   793861 tcgtatgtct gactttaagt caaatgaata tgcgaatctt attggcggta 
agttatacga
   793921 gccagaagaa gaaaacccaa tgcttggctt ccgtggcgca agccgttatg 
tttcggacaa
   793981 tttccgtgac tgtttcgaac ttgaatgccg cgcacttaaa aaagttcgtg 
atgaaatggg
   794041 tttaactaac atccaaatca tgatcccatt cgtacgtaca gtgtctgaag 
cgaaacgcgt
   794101 tattgagtta ttagctcaaa atggcttgaa gcgtggtgag aatggcttaa 
aagtcatcat
   794161 gatgtgtgaa ttaccaacta atgcattgtt agctgaacaa ttccttgaac 
acttcgatgg
   794221 cttctctatc ggttctaacg acttaactca gttaacactt ggtcttgacc 
gtgactctgg
   794281 tattgtttct cacttgttcg atgaacgtga tgctgctgta aaagctctcc 
tttcaatggc
   794341 aattcatgct tgtcgtaaag ctggtaaata tgtcggtatc tgtggtcaag 
gaccatcaga
   794401 ccaccctgac cttgcaaaat ggttaatgga gcaaggcatt gaatcagtat 
ctcttaaccc
   794461 tgactcggtt ttagatacat ggttcttcct tgctgaagaa aaaatcaagc 
aaatctaatt
   794521 tgttataaaa aaagacccat ccgtgggtct tttttcatct ttagaataga 
gaatttttac
   794581 ttatgcaaat ttacttggca cgtaataatc aacaagctgg gccttatacc 
ttagaacaac
   794641 taaatcaaat gttggcaagc caacaagttt tgcttactga tttagcttgg 
catgaaggca
   794701 tgacagaatg gaaagcttta ggagaattaa cccaaggtaa acttgtatat 
caacctactg
   794761 gttattctgc tttttcagca aatacaaata cgccttataa taagaccatt 
cagcacattc



   794821 gtgtagaaac taaaacacac gagcttgctt caatttcgtc tcgtgctctt 
gcaaaaatta
   794881 ttgacttatt actttggcta cctattgcag ctattccgtc ttttttcttt 
aatgaagctc
   794941 aatataaaca actttttgag ttacaaaaac agatgcaatc tgcagaagtt 
gcatcaacta
   795001 aagcagctga actccaacag cagcttttta cccttattcc tatagaagct 
tggcatacaa
   795061 tgctacttta tgtcgtcata atgctcgcta ttcaagcatt tttgttgacc 
aagtttgggc
   795121 aaagtattgg taaaaaaatt gtcggaatta gaattgtcga tgccgaaaac 
aatggtaaag
   795181 ttaatttaac gcgtatcttc cttctaagaa gtgtcgtttt cattatatta 
aacttactat
   795241 ttatgcctat tagtacaatt attgactatg cttttgcatt aggacaaaag 
cgacaagctc
   795301 tacatgacaa aattgcaaga acaaaagtga tcaaatgata gtaaatgact 
cattcattta
   795361 atgtctaaaa aaaaggaggc acctcgcctc ctttttttcc atagagagtt 
gatatttaaa
   795421 taaaagctct gttgaaatta gataccctac aaaaaaaatc gggttttaaa 
acaattattt
   795481 cagacgactt tatgtgtagc ttagtttgtc gatatgaggc ataatgccct 
acaacgtagc
   795541 ggtgtcacat cattgagaag tctaattttt aagactagcg ttctcaatca 
tgcgacactt
   795601 taatcgctat cccatattta attagggaat gggactcttc accgaggttg 
taaaatgaga
   795661 caaacgattt tagctgtatt gtctttatca acgcttgccg cacttttgac 
tgggtgtggt
   795721 ggtgatatgg tacttctaaa ctctaaaggt ccagttggtc aaggtcaaag 
tgaccttatg
   795781 atgactgcga tctatttaat gttacttgtg gtgattcctt caatcatcat 
ggcattatgg
   795841 tttggttgga aatatcgtgc gtcaaataaa gatgcagact ataaacctac 
atgggcacac
   795901 tcaactgcaa ttgaagttgt agtatggggt attcctgtca ttattattgg 
tattttagct
   795961 tggttaactt ggtggggttc ccacaagtat gacccatacc gtcctttaga 
atcagataaa
   796021 gcacctttaa ctattcaggt tattgctgaa cagttcaagt ggatttttat 
ttatcctgaa
   796081 caaaacattg cgactgttaa cgaagtacgt ttcccagaga aaactccgtt 
aagtttcaaa
   796141 atcacttcta acttcacgat gaactcattc ttcattccac agttaggcgg 
tcagatttat
   796201 gcaatggcag gtatgcaaac tcaccttcat ttgttagcaa atgaaactgg 
tgtatatcgt
   796261 ggtttctctt ctaactactc aggctatggt ttctctcaaa tgcgtttcaa 
agcgcatagc
   796321 gttacagagc aacaattcaa cgaatgggta gcggctgtta aagcaggtaa 
tggtacaact
   796381 attaacccag aagcagttca aaaaactacg cttgaccaag ctgaattggc 
aaccttacgt



   796441 gatggcgatc gttctaagca ccaaatcgag catttagtaa atcgtgctaa 
agctgctggt
   796501 gatcaagaag cgcttgctaa agcagaagcg atgaaaccgt tcccgactaa 
gccacaccct
   796561 gtgacttatt actcttcagt tgaaccaaaa ttgtttgaaa caattatcaa 
ccattatatg
   796621 agtaactatc atggtgctga ccactctgct gcacatacaa cagcagaaac 
tcatgttgca
   796681 gctgaacacg ctgctcaagg ggaataagac atggatatga tttttggtaa 
attgggttgg
   796741 gactctatcc cgacagagcc aatcgtactt gtcaccatgg tctttatggc 
acttggtgca
   796801 attgctgtgc ttggcggtat cacctatttc aaaaaatggg gatatttgtg 
gaaagaatgg
   796861 tttacaactg tagaccataa aaagattggt atcatgtata tcatcgtatc 
tgttgtcatg
   796921 cttttgcgtg gtttcgccga tgcgatcatg atgcgtttac aacttttcct 
cgctaaaggc
   796981 ggtggtgaag gttatttaca tcctgaccat tacgaccaga tcttcaccgc 
acacggtgta
   797041 atcatgatct tcttcgtagc aatgggtcta gttgtaggta tgatgaacat 
ctctgtacct
   797101 ttacagatcg gtgctcgtga cgttgctttc ccattattaa actctttaag 
cttctggtta
   797161 ttcgctggtg ctgctggttt aatgatgctt tcacttgtat taggtgaatt 
tgctgcgact
   797221 ggttggatgg cttaccctcc tctgtctggt attcaatatt ctcctggtgt 
aggtgttgac
   797281 tactatatct gggcacttca ggtttctggt ctaggtacgc ttttatctgg 
tgttaacttc
   797341 ttcgttacca tcatcaaaat gcgtgcgcct ggcatgaaat tgatggatat 
gcctattttc
   797401 acgtggactt cactttgtac ggctgtatta atcattgcat ctttccctgt 
attaacaggt
   797461 actcttgcga tgcttacatt agaccgttac ttcggtttcc atttcttcac 
aaatgagctt
   797521 ggcggtagcc caatgcttta tgtgaacttg atctggacat ggggtcaccc 
tgaagtatat
   797581 atcttggtat taccagcatt tggtttatac tcagaaatcg ttgcaacctt 
ctctcgtaaa
   797641 gcgttgttcg gttacaagtc tatggtatat gcaacaattg caattactgt 
attagcattt
   797701 gttgtatggc ttcaccactt cttcaccatg ggtgctggtg cgaacgttaa 
cgcgttcttc
   797761 ggtatcatga ccatggttat tgcgattcct actggtgtga aaatcttctc 
ttggttattc
   797821 accatgtata aaggtcgcat cacctttact actccaatgt tatggacgct 
tggcttcctt
   797881 gtaacattcg gtatcggtgg tttaactggt gtacttatgg ctgttccacc 
tgcggacttc
   797941 cttgtacaca actcattatt cttgatcgct cacttccata acgtaattat 
cggtggtgtg
   798001 gtgtttggta tgtttgccgg catcatttac tactggccaa aaatgtttgg 
ttggaagctc



   798061 aatgaagcat ggggtaaagc tgcattctgg ttctggttct tcggtttcta 
ttttgcattc
   798121 atgccacttt atatccttgg tttcatgggt atgactcgtc gtttgaatac 
atatgacaac
   798181 cctgaatggg acccatacct tgcgattgca ttattcggtg ctgttcttgt 
tgcgattggt
   798241 attgcatgtt tcttaatgca aatcatcgtt ggtttcttac aacgtcacca 
aaacatggac
   798301 tacacaggcg atccatggga tgctcgtaca cttgaatggg ctacttcttc 
ccctgctcca
   798361 ttctataact ttgctcatga accagatgca agcggtattg accgtttctg 
gactgacaaa
   798421 gagaacggtg tagcatacgc acgtaatact aaatatgaag acatccacat 
gccgactgat
   798481 cgtgctgctg gttttgtcat tgcaatgttc attactcttc ttggctttgc 
actcatctgg
   798541 catatttggt ggctcgttgt tgtttcattc gttgcagctg ttgttagctt 
gatcgtaagc
   798601 tcattcacta agaatgttga ttactatgtt ccagctgcag aagttgagcg 
tattgaaaac
   798661 gaacgctatg ctttacttga aaaacacttg aagaaggact aaggaaatgg 
ctgaagtact
   798721 tcatcacgac aaccatggcc atgatggtca tcatgaacat gatgatactg 
acttaacggt
   798781 ctttggtttc tggacatact tgatgagtga cttgattctt ttcggatcac 
tcttcattgc
   798841 gttcgctgta ttaagcagtc atgttccacc aggaactcca agtgcatatg 
acctgttcca
   798901 tgaatcatta ggctacgtgt taactgaaac atttgcctta ttgatttcat 
cggtgacttt
   798961 cggttttgcg gtacttgcat cttataaaaa gaatgtaaat caagttatca 
cttggttatt
   799021 tattacattc ctttttggtg caaccttcat cgggatggaa ctctatgaat 
tccatcacct
   799081 tgtagaagaa ggtcatggtc caactcacag tgctttctta tcatcgttct 
ttactttggt
   799141 aggtacgcac ggtatccacg taacttctgg tttagtgtgg atgttggtac 
tgatgtatca
   799201 aatcaaaact aaaggtttga ctttaccgaa tacacgtcgt cttgcttgct 
taagcttgtt
   799261 ctggcacttc cttgacatcg tttggatctg tgtattcagc gtcgtttact 
tactgggagt
   799321 tctctaatga gtagtcatga gcataatgct gctggtgcgt cacacggtaa 
ctttaagcaa
   799381 tacactgttg gctttattct ttctgtcatc cttaccatca tcccattcgg 
gatggtgatg
   799441 gcaggtggtt tcagccgcgg tcttttggtt acagtgattg caatcactgc 
cgttgctcag
   799501 gttcttgtac aacttgtgta tttcttacac atgaatacat catctgaaca 
acgttggaat
   799561 atgattgcat ttatctacac aatcctatgt atcgctgtac ttttaatcgg 
ttctgtgtgg
   799621 attatgaatt accttcacta caatatgatg atctaaactg attgtcatgt 
tgaaaaagta



   799681 tttattcctg actaaaccag gaattctctt cggtaatttc attaccacct 
tgggcggctt
   799741 cttcttagcc gcccaaggct ctatagacat cttattatta ttgctcactc 
ttattggaac
   799801 aacattagtt gttgcttcag gctgtgtggt taataatgtt atagatcaag 
atattgatac
   799861 aaagatgcaa cgcactcaaa accgtgcact tgttaaaaaa accatctctc 
ctactgttgc
   799921 gcttgtatat gctttcgtac tcggagtaat aggttttagc attttgtggt 
ttggtgtaaa
   799981 tggttacgca tttttgtttg caatgattgg ttttattgtc tatgtcggtt 
tttacagttt
   800041 gtggactaaa cgtacctcaa tccatcaaac cgtcattggt agtatctccg 
gagcgagccc
   800101 tcctgttatt ggttatacag cagtaactca tcaatttgat gtggcagcct 
tgcttttgtt
   800161 tttagcatac gctttatggc aaatgcctca ctcttgggca attgcaattt 
atcgttttga
   800221 tgattacaaa aatgcgggaa ttcctatctt gcctgtagca cgttccattt 
atcgcacgaa
   800281 aattgaatgt gtaatctata tcctgttgtt tgcagctgtt ttgaatgggt 
tatattgttt
   800341 tggctacacc aatgtatttt tcttgattac ctttaatgct ttgaccgcat 
actggtttta
   800401 tttatcaatt attggattta aagccgaaaa cgaccaactt tgggctaaac 
gctttttcct
   800461 ttactcagta atcttaatta ctttgctaag tttaagtttt agctttacct 
atcaatcccc
   800521 tgctccaaat cttcctctct tttaattaag ggaggatttc ctcctctctc 
aaataacttt
   800581 tatatttctc atcaaaagat ttgtttttag tctaattttt acctataatt 
cagccttcgc
   800641 attttttgcg acgtagctat ttatattttt agctatgact ccttgcttct 
aattttatta
   800701 ggggctgttt aaaccgtaag gagctgacaa tgcgtcatta cgaaatcgta 
cttttggtac
   800761 acccagacca aagcgatcaa gttgtaggta tggttgaacg ctatatctct 
cagatcaaag
   800821 aagctgatgg tcaaattcac cgtttagaag attggggccg tcgtcaattg 
gcttacccaa
   800881 ttaacaaaat tcacaaagcg cactacattc ttatgaatgt tgaatgtggt 
caatctacgc
   800941 ttgatgagtt agaagaatta ttccgttata acgacgcaat cattcgtaac 
cttatcatcc
   801001 gtcgtgaaca cgcaatcact gaagagtcat tgcttgctaa gagtgctgaa 
gaaaagcgtg
   801061 cgcgtaaagc tcaacgtgaa gaagcacagc aagttgctca agaagctgaa 
taaggagaac
   801121 atcaatggca cgtttttacc gtcgtcgcaa gttctgccgc tttacagctg 
agaatgttgc
   801181 gtacatcgac tacaaagata tcgatacttt aaaacagtac atcactgaaa 
acggcaagat
   801241 tgttcctagc cgtatcactg gtactaaagc tcgttatcaa cgtcaattag 
cgcttgctat



   801301 caaacaagct cgctacttgt ctttgattcc gtacactgac aaccataagt 
gaggtgatct
   801361 gtggacgtta tcttattaca acgcattaag aaccttggta aattaggcga 
taaagtatca
   801421 gttaaagctg gttacggccg taacttcctt atccctcaag gtaaagcagt 
tgcagctact
   801481 gaagctaaca ctgctgcttt cgaagctcgt cgcgctgaac ttgagaagca 
agaagctgaa
   801541 gtattagctg ctgctcaagc acgtgctgaa caattgaacg aagttaacat 
cgttatcact
   801601 gctaaagctg gtgacgaagg taaactcttc ggttctatcg gtactcgtga 
catcgctgac
   801661 gcgttaacga atgctggtct tacagttgac cgtgcagaag ttcgtttacc 
aaacggtgcg
   801721 cttcgtcaca ctggtgaatt caacatcgca attcaattgc accatgatgt 
tgttgcagaa
   801781 gttctcgtta ctatcgtatc tgagtaattt ctcatcaaaa aaagagcatg 
cttacgcatg
   801841 ctcttttttt atctcttaaa tttaagcaat aaaattagat atattaattc 
ctgatcagtt
   801901 cttcagttta attggttttt taattaggta gtttatttag ttttgtttta 
agatagttct
   801961 cggcttaaaa ccctttttgt gtacacattt tatcatcagg tctaattatg 
tctcaggcga
   802021 atgccacttc tttaaccctt tcatctccaa cagaaaataa gacgagtgaa 
tcaggccaac
   802081 ttaaagagtt tcgcactccc ccacacaatt tagccattga gcaagctgta 
cttgctgcgc
   802141 tgatgaccgt tgctgaatct tttgaacaag tcagtgactt actcaaagaa 
aatgattttt
   802201 atgccactcg ccataaatat atttatcgtg caattgaaaa attagcacag 
gaaaactcac
   802261 cgtatgatgc ggttttggtc aacgactggc ttttaaaaca aaacttactc 
gatgcgattg
   802321 gcggtgaaga atatttgatg cagcttatgg ctgactcacc ttcgagtttc 
tataatcttg
   802381 aaacttatgc gactaaaatt aaagaatttt ctacactacg cagtatgatt 
aaggtaagta
   802441 ctgaaatttt acaaaatgct tacgacacaa aaggtcgagg tgtaagtgaa 
attttagatt
   802501 tagccgaaac gagtattttc tctttagcag aacaacataa caacaataaa 
aaagattctg
   802561 gacctaaagc aattagttct gtaactgccg atgtaattag taaacttgat 
gaactttcaa
   802621 aattagacgg aaatattact ggtttaacga ctggcttctt agagctcgat 
aataaaactt
   802681 ctggtatgca accgggtgat ttgattattg tcgcagcacg tccatctatg 
ggtaaaacta
   802741 ctttcgccat gaacttggtt gaaagtgttt tgcaatacaa taaactccca 
gctctcgtat
   802801 tctctatgga gatgccagca gactctattg cgatgcgtct aatttcagct 
atgggtaaag
   802861 tgcatcaagg gcatttacgt tcaggtaatt tggatgctga tgaatggact 
aaagtaacgg



   802921 gtaccattct gcaacttcaa caaatgcatt tgtatattga tgattcctct 
gccctaccac
   802981 ctactgaagt tcgtgcccga gctagacgta tcgcaaaaat gcatgatggt 
aaaatcggct
   803041 gtatcatggt cgactattta cagttgatga aagttccggg catgggtgac 
aaccgtgttg
   803101 gtgagatctc ggaaatttca cgtagcttaa aagctttagc taaagaaatg 
aactgtcctg
   803161 tgattgcact atctcagctt aaccgaagtc tggaaaaccg accgaataaa 
cgcccagtaa
   803221 tgtctgactt acgtgaatct ggtgcgattg aacaggatgc cgacttaatc 
atgtttattt
   803281 accgtgatga agtctataac aaagaatcga aagaagcagg caccgcagaa 
attatcatcg
   803341 gtaaacagcg taatggtcca attggtaccg ttcgccttgc ctttgaaggc 
caatatactc
   803401 ggtttagtaa tctctctcct gagtattaca gccaatatga tgatgaagaa 
taaactctat
   803461 ctctagccca aaggagtaaa tgagggtgcg tcaagcaaca gtttatattg 
atcgccaagc
   803521 gcttcaatat aatttaaacc gtgtcaaaca actcgcagca aattcaaaaa 
tcgtaagcat
   803581 ggtaaaggcc aatgcttacg gacatggagt caaagactgt ttagcagcct 
taaatgcctc
   803641 agatgccttt ggtgtcgcct gcctacaaga gggattagaa atccgcgaac 
ttggtttcga
   803701 gcaaccagtt actttaattg aaggggtatt ttctgaagat gaaatgccca 
tcgcaattga
   803761 acaaaaattt gaatgcgtca ttcaccatca acaacagttt gaatggttaa 
ttaaacacaa
   803821 acaagcatat attgcccaag gcttaaaagt atgggttaaa ttaaatagcg 
gtatgaaccg
   803881 tttaggtttt aaaaacccag aaattattga agtgattaag acattaaagt 
ctgaaggttt
   803941 tacatgtgta cttgctatgc attttgcaaa tgcagatgta gatcaccctt 
taaatgaaca
   804001 acaaaaacag caatttttgc atattaaaga aacttgcgat ccaattttag 
catcgtgctg
   804061 caattcagct gccatcttta aatggccaga actaaatttt gactatgtac 
gtcctggtat
   804121 tatgctctac ggcgcttcac cttttgcaga taaaacagtg catgatcttg 
atttgaaacc
   804181 tgtcatgact tttactgcag aaataatagc gttaaaccat attgaagctg 
gtgaacacgt
   804241 aggttatggc tctacttttt gtgctcaaca ggctatggat atcgccattg 
tttctattgg
   804301 ctatggtgat ggttatccaa gagcttatgt taagcaaaat tttgtcgcta 
ttgatggcaa
   804361 actttgccca gttgtgggcc gtgtaagtat ggatatgatt gcgattgatg 
tcacaaatac
   804421 tcaagtaaaa cttggcaccc aagttgaact tttgggaaat caccgtttag 
ttgatgacgt
   804481 tgctgaagct aacggcacaa ttggttatga attactttgc cgcttaagca 
ctcgtccagt



   804541 ccgccaaagt acttaataat ttagtaaata aaaaatccaa gcttgcttgg 
attttttttg
   804601 aataaatttt agcgccaata atcatctgta ggttttggca tttcctgtaa 
accacggcgt
   804661 aacgtatctg accattgacg actaatttgt gaaaaatatg gatcgtcttc 
agtaattcgc
   804721 ttacccatag ggatcacaaa actatcttta ctataaacca atgcatctaa 
cggtaaacca
   804781 acagagacat tagaacgcaa tgtagaatca aatgaaatta gactacaacg 
aagagcatca
   804841 tctaatggca tcgcataata taaagctcga tctaaaatag gtttgccata 
tttactttcg
   804901 ccaatttgaa agtaaggcgt atctgtggtg gcacaaataa aattgccttg 
cggataaaca
   804961 ttataaagct gcatatctcc gcctttgatt tgtcccccca ctaaaatact 
acaggcataa
   805021 ttcatttgtt cttgggtatc tgaactgata tcttctaaaa cgcttttcaa 
ggttttaccg
   805081 actaggtcag ccacttcaaa catagtatta atgctatata aattaggttc 
ttgttgcaaa
   805141 ataagcgcat tttgcaaatg cccgataacc gcttgtgtag ttgctaaatt 
gcctgctgtt
   805201 tgcaaggcaa taaaccgctc tcccgttact ccaaaagtat gcagtttacg 
gaacacagaa
   805261 atatgatcga ccccggcatt ggttcgagta tcacttataa acaccaaccc 
ctgttccaat
   805321 ctcagcgcac aacaataggt catttcgttc tctttacatt caacaagcca 
gcacttgaac
   805381 cacagacatc atattttcag taccaccttt ttctcgcact cccctaatgg 
gcgcaacatc
   805441 gagatagtcc cgaccaacag caagataaat atgatgcttt ggtgtaaaca 
attgattgct
   805501 cacatcaaaa caataccact gattatctaa aaatacctcc gcccaagcgt 
gactggcaag
   805561 gtgtggagaa ttttgatcaa atagataacc agagacataa cgtgctggta 
attgtaacgc
   805621 acggcacata gcgattaaaa catgtgcatg atcttgacac accccctgac 
ctgcctgaaa
   805681 ggcttgcgta gccgttgtat gaacagatgt actatccggt tgatatggca 
tcttttgcag
   805741 aatattttca ctgagcaaag caatatgttg tcggtctttg acagttacaa 
ttctctgggc
   805801 aaaatccaac atttcagcat catatttagt ggcctctgta ctttggagaa 
atagatttat
   805861 tggtatagat acatctactc ctcctatttc tgtatttaga agctctacaa 
tgccttgtgc
   805921 cataaaagta aggtgctgat actcataacg ctggctagcc gttatccaaa 
tattattaaa
   805981 aatatctctt ttgagcgtct tgtcaccagg tacactgatt gcccaattaa 
taacatgttg
   806041 atgcagcgat gtttgaggca tcatcttgat atactgaata ctgtttttag 
cagtttcagt
   806101 atagttataa tgcgtttgat gattaaccat caatttcata attatgcctc 
gaacatatat



   806161 tccaactgct gggtaaaatt ataataagct tcccaatttg gatgatcttt 
taataattgc
   806221 catggttgag ttaatttatt ccaccctaag tcattcagct gttgaagtaa 
ttgttctaac
   806281 tcctgcaaga gctgtgtaag gtcttgctga aaacgtagtt gtatatcaaa 
taattctatc
   806341 ttttgtccta aatgcagaaa taacgctata tcttcatgtt cagcatcaag 
tatttgatta
   806401 catttcgcta aagcctgctt taatgagtca ggatgagctt gaactccctt 
aatcgcatga
   806461 tttaattctg cataggcatt tgaagataat attcctctta actcttgaat 
attatctttg
   806521 gcaatagcga actgattcag taacgaatat gtttgtttcg tatccaacat 
atagcaattc
   806581 agtaattctg cttgatcaat gactagccca aatgctgctg caaattgggc 
tgctttagca
   806641 tcatctgtaa atggcaaatg tgatacagca aattgaattc gcattaaata 
acgacccaac
   806701 caataaatgt ggtgcgcact cgaattgagt aaaaccataa atttcctctt 
taaccaacca
   806761 ttaagaatgt agcgtttcaa caacccatgt atctttaata cctcctcctt 
gtgaggagtt
   806821 aacgactaaa gaacctgcct gcatggctac tcgtgttaaa cctccgggca 
caatttcggt
   806881 ccgataagga gaactgagta caaacgggcg taggtcgatg tggcgctcag 
ccactcctgc
   806941 tgtagttaaa gtcggtgcaa ccgataaagc caatgttggc tgggcaatat 
attcatgcgg
   807001 cgtagcaatc agtttttgtc taaattcatc aatttcacat gagcttgctt 
taggaccaat
   807061 taacatgcca tatccacccg atccttgagc ttctttaatg accaattgat 
ctaaatgagc
   807121 cagtacatag tccagatgtt ctttctcacg gcactgataa gtaggtacat 
tctttaaaat
   807181 gggtgtttca cctaaataat attggatcat ctgatcaaca tatggataaa 
tcgatttatc
   807241 gtcagctact ccagtgccag gtgcattggc aatcactacg tttttctgta 
aataagcaga
   807301 cattaaacct gccacaccta aagcactatc aggtctaaat gcaagtggat 
ctaaaaaatc
   807361 atcatctaaa cggcgataaa tcacatcaac cttttgacgg ccgcgaatcg 
tttttacaaa
   807421 tacttgatca ttttctacaa ataaatctcg attggtaacc agtggcacat 
ccatttcacg
   807481 tgctaaaaaa gcgtgttcat aataagcact gttaaaacgt cctggcgtta 
agaccacaat
   807541 aaaaggctga tcaacctcgg agttttcttg aagtatttct tttaataagc 
ttgggtagtg
   807601 ttcaatacct tgcagattgt tagcagcaca gagctcaggc atgagttgct 
gactaatatt
   807661 cctacattca atcatataag atacgccaga tggtgttctt aaattatctt 
caagtacaaa
   807721 aaactcgcct tcactgtcac gaataatatc tattccgcta atttgagaat 
aaattttgcc



   807781 tttgagcgtg tgtttaagca tatggggctg aaaagcctca tgacaaataa 
tctgactttc
   807841 cggaattaat tgctctttta aaatatgttg cccatgatag atgtcatcta 
aaaaataatt
   807901 gagcgcttta actcgctgtg cgcagccagc tgcgattttt tcccactgtt 
ttttttcaat
   807961 aacccttggg atgagatcaa aaggtatcgt tctctccact ccttctttat 
cgccgtatac
   808021 gttaaatgta atgccgtgat agagaaaatg ttgcttagct tccgcattta 
attgtttcaa
   808081 ctcatccaaa gtacgaatgc tcagccattg ttcaattttt ttagaggcca 
caccgttaga
   808141 cgttgcatca tctaacatct cattaaaaaa ctgcgatttt agttgttcaa 
ataggttcga
   808201 ctgtacggaa agattttcta taaacgaagt ttggttaagt aatgcgttgg 
tcgcctgttc
   808261 ctgtaaaaaa taatcaatat cggcttgtag gtctttctct tgttctgaca 
tagcaacctc
   808321 gtcttatcat ttatctatat ttcattttta aataagcaat ttcagtgcca 
cttatatatc
   808381 tataatgctt attgagtatc attgttataa ctttcttcta aattttagca 
ttgattgtaa
   808441 aagctgctat aaaccgaatc tgacaaactt gctaaatctg taaagttttt 
ttattgtgtt
   808501 gacaccaaag caattggata tagatgtatt acgcttatgt ctgtaacaga 
aaaagaaact
   808561 tcaaatagtt tatatcgcca atggcagatt ctatctcgcc ttcctaccgg 
taaatggatc
   808621 ggaactcgag aattgcaaga aatgcttgag cgtgaaggta ttgaaatcag 
tttaaggaca
   808681 attcagcgtg atttaaacca aattgctcag cgttttccaa ttgaaagtaa 
taaagctgta
   808741 cctcaaggct ggcgttggca atcagatgca ccaattcaaa gcttaccgca 
tatgacaagc
   808801 tctcaagctg taacttttat gatggttgag gaacatctca aacatttact 
tccacccagt
   808861 ctacttgatg agatggggcc ttggtttgat ttagcaaaac gtagtctgtc 
tacacaaaat
   808921 aatgtgagac agtggattaa tcgtgtccgt attgtgccag caagccaacc 
tcttattcca
   808981 cctgtagtgg accgtgctgc tcagcaggca atttatgaag gtctactaca 
agacaaacag
   809041 attgagtgcg tctatcgggc ccgtgtaaat caaggcgaag ataaaactta 
tattttaaat
   809101 cctcttgctt tggtccaaaa aggtgctgtg atttacttaa tttgtactcg 
ccatgataaa
   809161 actgaagtac aaacatttgc cttgcaccga ttcaaatctg ctaaagtttt 
agaaagtcgg
   809221 gctttacacc ctgtcaattt cgatattgac cattatattg actcaggagc 
tttaggtttc
   809281 agagtagatt acaaccaacc cactgaatct attcagctta ctttaaccat 
gaccgagcaa
   809341 actgctaaaa ctttttatga aagtcagtta agtaaagatc agaccattac 
cccaattgaa



   809401 gaaaatattg tcgaagttac ggcgaccgtt ccatttacat cccaactcgt 
atggtggtta
   809461 cggagttttg gtaaaaaact gcttcatatt gagccagttc aagtacacaa 
tgctgtgcga
   809521 gaaattgagc ctgatagcaa ataatcaata gatataaaaa agagaaccat 
atggttctct
   809581 ttagattttg aattgtaatt ttcttaattt tatattgttc ttatattttt 
acttgttttc
   809641 agatcaatgt gtttaccccc accaaaactg atctgctctt tcttttgcgc 
tattttgaac
   809701 atgagcattg gcatgccatt tcatatccat tgtagcgaat tgatttcatt 
gtcatgttta
   809761 aagccctctt gtttgaacgt gaatttaata taactttcgc tttaaaactt 
gtgaaataag
   809821 aaaaaaagga tgcaaaatct tttttgatgc ttaggaaaat tccagatatt 
ttttgatcag
   809881 aaaataaaaa agcccagtct taaccgggct tttttacacg cttaaataat 
taagccgttt
   809941 ttttcgtcat attattttta cgaatcgtga tcattacaag ctgaacagca 
gctggggtaa
   810001 caccaggaat acggctcgct tgagctaatg tttccgggcg aactgttttc 
aacttctgag
   810061 taatttcgcg agataaacct gaaacgacgt cataatcaaa atcagcagga 
attttagttt
   810121 cttcaagacg ttttaattga gccacatctt catgctgacg gttgatataa 
ccttcatatt
   810181 taacagcaat ttcaatttgc tcaccgactt gctgtgatac ttcagaacct 
gtaagttccg
   810241 caatttggcc aaaattaata ttaggacgtt taagcaagtc aatcgcacta 
cattctttac
   810301 ttaagtcagc accggtcatt tcaacaaact ttttacccat tgggttgtta 
ggtgccgccc
   810361 ataaatgttg taaacgagat gtttcgcgct caactgcttc cattttttcg 
caataagccg
   810421 cccaacgaac atcatcaacc aaaccaagct cacgaccaat agttgttaaa 
cgttgatcgg
   810481 cattatcttc acgtaacatc aaacgatatt ccgcacgtga agtgaacata 
cggtatggct
   810541 ctttcgtacc taaagtaatc aagtcgtcaa ccaatacacc catataagct 
tggtcacgtt
   810601 taggtgtcca ttcttcttgt tcccatgcac ggcgtgcagc attcaagcct 
gcaagtaaac
   810661 cttgggcacc cgcttcttca taaccagtag taccattaat ttgccctgca 
aaatacaagc
   810721 cgttaattgc tttagtttct agagtaaatt tcaaagcttg cgggttgaaa 
tagtcatatt
   810781 cgattgcata acccggacgt aagatatggg cattttccat accgcgaatc 
gagcgcacaa
   810841 gttcaaactg aacatcaaat ggtaatgaag tcgaaatacc atttggataa 
agctcatgtg
   810901 tatcaaggcc ttctggctct aagaatacct gatgcgagtc tttatcagag 
aaacgatgaa
   810961 tcttatcttc aattgaagga cagtaacgtg gacctacccc ttcaataaca 
ccggtataca



   811021 ttggtgaacg gtctaagcca ccacgaataa tgtcatgagt tttttcgtta 
gtatgcgtga
   811081 tatagcaatt cacttgttct gggtgcatag acacatcacc catgaacgac 
attaccggag
   811141 acgggaagtc gcctggttgt ggtgtcataa ctgaaaaatc aactgaacgt 
gcatcaatac
   811201 gtggaggtgt acctgttttt aaacggccta ccggtaattt caattcacga 
agacgctgag
   811261 caagagcaat agaaggagga tcaccagcac gaccgccgct tgatttctct 
aaaccaacgt
   811321 gaataacacc gcccaagaat gtaccagtag ttaacacaac agtttttgca 
tcaaagcgga
   811381 tacccatttg ggtcacaaca cccttaactg tatcgccttc aacaatcagg 
tcatcagccg
   811441 cttgttggaa aatatcaaga tttgcttgat tttctaaggt ctcacgaatc 
gcagctttat
   811501 agcgaacacg gtcagcctga gcacgcgttg cacgtactgc tgcaccttta 
cgcgagttta
   811561 aaatacggaa ttgaataccg cctttatcgg cagctaaagc cattgcaccg 
ccaagcgcat
   811621 caatttcacg aactaagtgc gacttaccaa tgccaccaat tgctgggtta 
cagctcatct
   811681 gacccaaagt ctcaatgtta tgggtcaaaa gcaaagtctg tcgtcccata 
cgcgcagcag
   811741 caagcgccgc ttccgtacct gcgtgaccgc caccgataac gataacatca 
taaactttag
   811801 gatagtgcat gagtacaaaa acaccagaaa aaaaagacgg aacattatag 
caaaattatc
   811861 tgcttataga tgtacataat tacaaaattg tcgtgacatg atttacggta 
agccacatgt
   811921 tttgacattt tgtttcatga attcaataca aagtgaatgt ttttaaaact 
ttttcatttt
   811981 agaataaaaa acgtacagca cttctatgac tttaaaatta acgcaactag 
aaggaacaca
   812041 aaatgaaaac gaccatgttg aaaatcttaa cagcatctct aatttgtttt 
tcaggcgtca
   812101 cttttacaca cgctgctgac acgagcaaag ccgaaactca aaaacaaatt 
cgagtgtgtg
   812161 caaaaaaaca gcaaggtgaa tgggtttctt acaatcacaa cggtgtaacc 
tttaatggta
   812221 cttgccagcc gaacgaaaat ggcaaattac aattcaaggc ccctgctcct 
taatacagtt
   812281 ttgacttaag atatagagaa atcgttttat attcttctat atcacatcat 
catttttaaa
   812341 aagcggtcca ttaaagatgg gccgttttct tttttaaact actctagtca 
gctacaatat
   812401 gcctttaaat aaaattttag gtccttttcg tgaagtggtt acaaatacac 
attaccgttg
   812461 atcaagaaca agttgaattc acagaaacac ttttaatgtc tctaggtgcg 
gtaagcgtaa
   812521 ctttggatga tgccgaagat caggctttac tggaaccatt accaggtgaa 
acaccactct
   812581 ggaacaaagt cattgttact ggtatttacc aacaagacga acaagaccca 
attgatgttg



   812641 atactttaga agctttctta aaagcacaac ttccagatgt gccgatgcgt 
catgaagaac
   812701 ttgaagatca agtttgggaa cgcgcatgga tggattatta tgagccaatt 
cagatcgggg
   812761 aaaaattctg gattgttcct gaatggttag agccaccaga agcagatgct 
acaaatatta
   812821 agcttgaccc aggccttgct tttggtacag gtaatcatgc aagtactttc 
ttatgcttac
   812881 aatggttagg taaaactgat gttaaagata agatcgtgat tgattatggt 
tgtggctcag
   812941 gcattttagg tgttgcagct ttattattag gcgctaagaa agtctatgcg 
acagacatcg
   813001 acccacaagc agttttagca actaaacaaa atgcagaact caatggtgta 
ttagaccgtt
   813061 tatatgtagg tcttcctgaa gagtttgatc aagaattcaa acctcaacaa 
gcagatgttt
   813121 tagtcgcaaa tattttagcg ggtcctttaa tggcacttgc gccagagttc 
gcaaaattac
   813181 ttaaatctga tggtgatttc gcacttgctg gtgtaatcga agagcaagtt 
gctgatgttt
   813241 caggtgttta ttctgaattt tttgatatat tagatgtcga aaagcgcgaa 
gaaaactggt
   813301 gccgcatttc aggaaaacgt aaaacaacaa attgagatgt tttaactcat 
gaatgaaaaa
   813361 caaacccgct gccctaagtg tctaacagtt tataaagttt ctcttactca 
gttaactgtt
   813421 gctcagggta tggtttgttg ccctaaatgt aatttaaatt ttaatgctct 
gactaattta
   813481 gtaaatgttg agcagccgga aacggtaaac tcatctgctt tagctcatgg 
ctctatgcaa
   813541 acacgatata tgacccattc tcatgtgtta gatatctttg atcaaaaagt 
tgaaaactct
   813601 aatattgatc ttttgactta tttgaataat ttaaattact tccataatga 
acctattaat
   813661 gctcttccta atcttaattt ggctgagcaa gcaacctctc ctgaacaaga 
taacggtaaa
   813721 aagcatagct ggttgtacta tacgctttgg agttctgcaa atctgattct 
gattttggtt
   813781 tttacttttc agattctttg gtttaaccct aaactcatgc aacaaagccc 
tgcgattagc
   813841 catgcattta attatgtttg tcaaatattg cattgcaaca agtcagctga 
acaatatcaa
   813901 cttctttata tagaaaaggt aaagctacgt aaaattggta cagagcatac 
tcaactttca
   813961 ggtgttctca taaatcagaa taataaaagt attgagttgc ccaacctaaa 
actcagcttt
   814021 ggcaaaggaa ccgatcaaga agaaatcatt tttacccctc aacaatactt 
ggtcgaaaat
   814081 ttacgtggta ttcaacgtat tccgaccaat acacctttta gattccaagt 
tgagctaaat
   814141 aaaagcaaaa aaagcctagt aaattatcga ttagaaattg tccaccccta 
atttgtaaaa
   814201 aaagtgaaaa aaaattaaaa aaaaatgcag ttaatttgct cactttttcc 
tagacaatgg



   814261 tatgatacgc gccacgaaag ctttgactca tatactcctc gctctcaatt 
caaaaaatat
   814321 actgttaagc atgtgtgctt ttctacatta agcgcatagc ctaacttttt 
ttgtttttga
   814381 gggggctgta acaaatattt aattattgtt acgcttattt tttactcaat 
acgaagaaat
   814441 atggcaagct aattgttctt atgttttaga gtcactgttt taggatctaa 
aacaggactc
   814501 cgtattttta gaccacattt atatactact ttacccaagc tagtatttga 
ttttcggatt
   814561 aactcgcatg aatagcaaat ctcctatttt tactgcacaa tctgatgttg 
ctcttcgcat
   814621 ccacgtggat cgcgcagttc gccattattt tgcacaattg caaggtgagc 
aaccatctca
   814681 ggtatatgac atggtgctag cagaaatgga gaaacctctt ttatctgtag 
ttctagaata
   814741 tactcgtggt aaccaaacac gtgccgcaga aattcttgga ctcaaccgtg 
gcactttacg
   814801 taaaaagtta aaagctcacg gtttaatgag tgaataaatg ataaaatgct 
cacggcttcg
   814861 tgggcatttt ttttgtgctt ctaattggtt ttaatccgta gacttgaaat 
tgttgacttg
   814921 aacatcatga ctattaaacg tgctttgatt tctgtatcag acaaaacagg 
aattgtcgaa
   814981 tttgctcaaa accttgcagc tttaggggta gaattattat ctacaggcgg 
cacatacaag
   815041 ttgcttaaag ataataatat tgctgttgtt gaagtatctg aacataccgg 
tttcccggaa
   815101 atgatggatg gccgtgttaa aacactacat ccaaaaattc atggcggtat 
tttggctcgt
   815161 cgtggtctag acgaagctgt tatgcaagaa cacaacatcg atccaatcga 
tttagttgta
   815221 gttaaccttt acccatttgc ggctacagta gctaaaccta actgttctct 
tgctgatgct
   815281 atcgaaaata tcgacatcgg tggtccaaca atggtacgtg ctgctgctaa 
gaaccatgca
   815341 tctgtcggta ttgtggtaaa tgcttcagat tacgatacag ttattagcga 
attaaaagct
   815401 tctggttcac tttcttacga aacacgcttc gatttagcgg ttaaagcatt 
tgaacataca
   815461 gctcaatatg acggcatgat tgcttcttac ttaggcgctc gcgttggtaa 
ggccgaaggt
   815521 gaagcagatt tattccctcg tacgttcaat acccaattaa acaaagcaca 
agatttacgt
   815581 tacggcgaaa atccacacca atctgctgct ttctatgttg aagcaaatgc 
aaaagaagct
   815641 tctgtttcta ctgcaaaaca attacaaggc aaagaattgt cttataacaa 
cattgctgat
   815701 actgatgctg cccttgagtg cgtgaaatca tttgcaaaac cagcttgtgt 
catcgtaaaa
   815761 catgctaacc cttgtggtgt tgccgtttct ttagacggta ttaaagctgc 
ttatgattta
   815821 gcttacgcaa cagatccaga atctgctttc ggcggtatta ttgcatttaa 
ccgtgagtta



   815881 gatgttgcta ctgcccaagc aattgtagac cgccaattcg ttgaagtaat 
tattgctcca
   815941 agtattgctg atggtgtact tgaagttact ggcgcgaaga aaaatgttcg 
tgttttagta
   816001 tgtggtgaat tacctgcaat tgatgcacgt gctctacaac ttgactataa 
acgcgttaac
   816061 ggcggtttac ttgttcaaga ccaagacttg ggcatgatta ctaaagatga 
tcttaaagtt
   816121 gtgactaaac gtgcaccaac tgaacaagaa attgatgatc ttatttttgc 
atggaaagtt
   816181 gcgaaatacg taaaatcaaa cgctattgtt tatgccaaaa accgtcaaac 
tattggtgta
   816241 ggtgcaggcc aaatgagccg tgttaactca gcacgtatcg cggcaattaa 
agctgagcat
   816301 gctggtctgg ttgttgaagg cgcagttatg gcatctgatg cattcttccc 
gttccgtgac
   816361 ggtattgata atgcagcgaa agctggcatt aaatgcatta ttcaaccggg 
tggttctatg
   816421 cgtgatgaag aagttattgc agctgctgat gaagctggca ttgcaatggt 
cttcactggt
   816481 atgcgccatt tccgccacta atttaaattt agtcctccct aaccctcctt 
ttattcagga
   816541 gggttttcca caataatgga actatctctc caccttgaga aatagagggg 
gatgaaaaag
   816601 gattaaagtt aaggaacaaa ttaaaaatga atattttagt tttaggtagt 
ggtggtcgtg
   816661 agcatgcttt agcatggaaa atcgcgcaag atgccaaagt tactcaagtt 
ttcgttgcgc
   816721 ctggtaacgc aggaactgca acagaaccaa aatgcgttaa cgttcagctc 
gatattttag
   816781 acaacccggc aattattgct tttgctaaag aaaataatgt tgaactgatt 
gttgttggcc
   816841 cagaagcgcc attagtaaat ggtgttgttg atgctgcgcg tgaagcaggc 
gtaaaaattt
   816901 ggggacctac tcaatatgca gcacagcttg aaggttcaaa agcatttgct 
aagcactttt
   816961 taaaacgcca caacattcca acagcttttt atgaagtatt tacggaagtt 
gatgcagcaa
   817021 aagcttatgt tgaaaaaaat ggtgcaccaa ttgtaattaa agctgacggt 
cttgcggctg
   817081 gtaaaggtgt tatcgttgca atgaccaatg aagaagcttt tgcagccatt 
gatgacatgc
   817141 ttgcaggcaa caaatttggt gatgcaggct cacgtgttgt aattgaacag 
ttccttgctg
   817201 gtgaagaagc ttctttcatt tgtatgattg acggtaaaaa cattttacca 
atggcaactt
   817261 cacaagatca caaacgtatt tttgaaggtg accaaggtcc taacacaggt 
ggtatgggtg
   817321 cctactctcc tgctccagtt gtgactccag acgtttttga gcgtgtaatg 
aatgaaatta
   817381 tgcgcccaac tgttgatggt atggctgctg atggacatgt ttatactggc 
ttcttatatg
   817441 ctggtttaat gattgatgaa caaggtcaac cacgcgtaat tgagtttaac 
tgccgtttcg



   817501 gtgatccgga aactcaacct atcatgatgc gtttgaagtc atctcttgtt 
gatttggttg
   817561 aagcaggtat cgcaggtaac ttaccaagcg aagcagaatg ggatgagcgt 
aagtcaatcg
   817621 gtattgtact tgcagcagaa ggttacccag acagcgtgcg taaaggtgac 
gttatctcag
   817681 gtatcggtca atcaccagaa gatactaaaa tcttccatgc aggcactgct 
actcgtgaag
   817741 atgggcatat cgttacttct ggcggacgtg tactttgcgt gactgctcta 
ggtgatagcg
   817801 ttcttgaagc acaaatcaat gctttagaag tatgtgggca agtaaccttc 
acaggtatgc
   817861 aataccgcag tgacattggt taccgtgcta ttgctcgtga aaaagctgaa 
taaaaattta
   817921 aatagtaaaa aagctctctt atgagggctt ttttattttg cttattcact 
tatcacaaat
   817981 attcatatta atcttaattt ttattcaatt ctgattaata agatcgaaac 
atgtccacta
   818041 tattgaatat gtttttattg ttatgattgg ttaaaccgtt ggaactttca 
acatcaccaa
   818101 ttttcccagc tgagagccaa cccgaatggt tgagatctct cataatcagg 
acttttttta
   818161 catgaaaaag ctgatcagtc tttttttaag cgtgtctgta gtattacttg 
cagcttgcgg
   818221 caaacagcaa aatgaaccac aaaatggcaa agactctgct cagttacaaa 
ctgtagtcat
   818281 tgcttcaact ggttctgacg ctgatatttg gcgctatatt gcaactttac 
cggaaactaa
   818341 agctgccggt cttaaacttg aggtgaaaaa cttcactgat tatgttgcaa 
tgaatacagc
   818401 tactgcaaac aaagaagttg acctaaatgc attccaatct tatgcctacc 
ttgttgcatt
   818461 taatgcttca aataaagata agattgctcc tgttgctaca acttatcttg 
aaccaatggg
   818521 tatttactcg agtaaataca aaaaagttga tgagttccct caaggtgcaa 
gcattgctat
   818581 tcctaatgat gcagcgaacg aagctcgtgc attgttattg ttacaaagcg 
caggtctaat
   818641 caagcttaaa gctgactttg atccagcgaa aggcactcca agcgatatta 
ctgacaacag
   818701 caaaaaaatt gacattaaac caattcaaat ggcaactgct gttcgtgtaa 
aagacgaagt
   818761 tgatgcaatt gttttaggga atactttagc aatggaaggt ggtttaaatg 
tgcttaaaga
   818821 ttctatctat tatgagccag ttgaccaaag tacaaagctg aatgtaaata 
ttcttgcaac
   818881 tgctgaatca cgtaaagatg accctgttct tcagaaagtt ggtcagcttt 
accacactga
   818941 agctgttaaa aaatacgttg aacaacactt tggtggtaca aaagttgacg 
tgaatcagcc
   819001 aatcagctac ctcacgcaag ctaaatagta atataatagc tgcaacgcga 
aacaggcaaa
   819061 gactctttgc ctgttttttc tttttagcat agtttttgac gacatgattc 
aatttaaaaa



   819121 catttcaaag cactatcagc ttaaaggcca aactatacgt gcactggacc 
aaattaattt
   819181 ggaaattcct gaaggcagta ttttcggcat tattggctat agtggtgcag 
gtaaaagtac
   819241 tttaatccgc ctgattaact tacttgaacg accaaatgaa ggtcaggtta 
tcattaatca
   819301 aaaggacttc actgctttgg atgcgcgttc attacgtcag gaacgtgcaa 
atattggtat
   819361 gattttccag cacttcaatt tgcttcaaac caaaacagtt gctgaaaata 
ttgaaatgcc
   819421 aatgcgtctg ctaaattaca gcaaagcaga acgtgaaaag cgtttaaatg 
agttacttga
   819481 attcattgat cttaagcata aaaaagatgc ttatccggat gaattatctg 
gcggtcagaa
   819541 acaacgtgtt ggtatcgctc gtgctttagc caaccaccct aaaattcttt 
tgtgtgatga
   819601 ggccacctct gccctcgacc cacaaacgac aaagtcggtt ttagaattat 
taaagaaaat
   819661 taaccaagag caaaaaatca caatcgtcat ggtaactcat gaaatggatg 
tgattgagac
   819721 tgtatgtgac catgttgctg tcatggaagc tggtaaagtg attgagcaag 
gctcaaccat
   819781 tgatatcttt agtaatccac aacatccgac aactaaaaac tttatacaaa 
ctgttttaca
   819841 tcagcagttg cctgtaaata ttttaaatca actggaaaac cagcatcatc 
acagcattta
   819901 ttgcttacag ttcttagggc gttcagcaca agagcctgtg attcagtcgc 
ttattaaaca
   819961 atttgatatt agtttaaata tcttatttgc caatatgact gaaattaacg 
gcaccgtcat
   820021 tggtcagatg tttgtacagc ttttaggtga tccacagttg attcgtcagg 
cgattgagtt
   820081 tttagagaaa aatgaagtga gtgtagttca atcaggagat caagtatgag 
agatttaatc
   820141 gtacagtggt taactgaact tactcaacct ttctggcaca gttctctttc 
aattgaccag
   820201 tttgtaactg cgttgcaaga aaccttccat atggtgttct ttgcgctttt 
atttggtggt
   820261 atttggggct ttatccaagg gattattcta cttgtaaccc gcccagaagg 
cattttgcca
   820321 aataaattca tttatcattt actcaaccca attgtaaatg ctttacgctc 
tctgccattt
   820381 attattttac ttattgcagt tattccactg accaaattat tggtaggaac 
ttcaattggt
   820441 acatgggcag cgatcgttcc tttaacaatt tacgttgggc catatatggg 
acgtcttatt
   820501 gagacttccc tgcttgaagt aaatgaagga attatcgaat ctgctcaagc 
tatgggtgca
   820561 acaccttggc agattatttc gcgctttatc ttacctgaag ctcgtagttc 
gcttattttg
   820621 aacttaacga ctgctacgat tagccttatt ggtgcaaccg ctatggctgg 
tgcagttggt
   820681 gctggtggta ttggtgactt ggcaatttct tatggctatc aacgttttga 
tacaagcgtc



   820741 gttattttaa cggttattgt attattactt ttggtacaaa tcgttcaaat 
gctaggaaat
   820801 tggctcgcaa aaatgcgcta attgaactcc taaaaaagcc ctcttttatg 
agggcttttt
   820861 tattttagag agtctaattt ataggacatt ttattagaca ggttactcaa 
ggtaatttct
   820921 gttattatca aaattagccc gtagatactg cttttggatt tagtttcagg 
ataaaaaaat
   820981 gcgttataga attcattata ttgatgtgca aaatgcccta caaaactata 
tctggatttt
   821041 agaagatact gagactcatg aagctgttgc agttgatcca acagaggctg 
agttagtcat
   821101 ccacttttgc caagaacatc aattaactct aaaacagatt tggcttaccc 
attggcataa
   821161 agaccatatc ggcggtgttg ctgatttaac ggctaacacg cctatggcgg 
tatatggccc
   821221 aagagatgaa ctaagtaaaa tccctggcat tactcatccc ttacaacacg 
atgatcatct
   821281 aaaatttaat gatttaaaag tagagattat tgcaacacca ggccatactt 
taggtcatat
   821341 tgtatatttt attgaagagc ttaatgccct cttttgtgga gataccttat 
ttgcaatggg
   821401 atgcgggcga ctatttgaag gtacagcaga acagatgtac cactcactaa 
atcgtcttgc
   821461 tgcactaccc actgcaacaa aagtgtattg cacacatgaa tatacacttt 
ctaatgcgga
   821521 atttgcctta agtgtagaac ctgaaaacca cgcactgcaa gaacgtgctg 
aacaagtccg
   821581 catgcttcgt caagaaggta aaattacctt gccaagtagt attgaacttg 
aactagcaac
   821641 aaatcccttt ttacgtgctg aaagtgtaga tgagttcgct cacttacgta 
gcttaaaaga
   821701 taatttttaa aattataagc tttcaaccaa gatacagttt aattttaaga 
actgtatctt
   821761 tttgaataaa gcatgttgca tgaaattatt ttttacattt attgatttta 
gattaattta
   821821 aattgattaa atttcaacct aatatcatta ttttaaaatc tatataaaaa 
acaaaagctt
   821881 aaaatttata agcattcaga ttaattacat aaaaacttaa taaatttata 
aaatgaagga
   821941 tattgtttta tctattttac tttttttaca agatgcaaaa taaaacaaag 
ttttccccct
   822001 ttaaaaaatt cgagtaaatc cctattaata aataaggtgt aagacacgga 
tagaaggagt
   822061 tctcacgtga aaaaggttgt taaagcgaaa aatttaattg cgttccgtat 
ttggttagaa
   822121 aaattagggt attcggttaa aaaccttgct gatggaaaag gttttacttt 
cagttttaaa
   822181 aaagaatatg gcttagtgac ctgtgatttg gcaggtaatg ctttagcaat 
gcaattaggt
   822241 gaagagtttg aggatcactt aaaagcataa acccaggcga gtttgtatac 
tatttttata
   822301 gtgtagataa ctcagaagtt ctgcttttta aaaagtagtt ctatacgaga 
atttacgaaa



   822361 tttttatagt ggctttcctt aataactatt aatgagtata tagtttttaa 
attatatttt
   822421 tttgatcatt aaataataaa acctgtagca cagcacctct cccgatttgc 
cagttgctac
   822481 aggtttttta tttcgaatta aaaaattaat tcgttttcga tttgcgtaaa 
gctttatcta
   822541 gaacgtcctt gtccagagct ttgtcccaac gggcaaccac aatggttgca 
catgcattac
   822601 caattaaatt ggttaatgca cgacactccg acataaaacg atcaatacct 
aaaataagcg
   822661 ccatacctgc cactggtaca gcaggtacta ccgataaagt agctgagagt 
gtaataaagc
   822721 ctgcgcccgt tactcctgcc gcacctttag aactcaccat tgccactaaa 
agcaatgcaa
   822781 cctgctcacc aattgataaa tcaacattac atgcttgtgc aataaataaa 
gccgccatag
   822841 tcatatagat gttagttcca tcaaggttaa atgagtaacc tgtcggaatg 
acaagaccta
   822901 ctacagattt ttcacaacct gctttttgca ttttatccat taaagatggt 
aaagcagctt
   822961 cagaagagct tgtacctaaa actaaccaga gttcgtcttt gatgtaacga 
attaaatcaa
   823021 taattgaaaa gccattgtag cgtgctacag cccctaaaat gattaatacg 
aacagcactg
   823081 ccgtgatata gaaagtcata atcaatagta ataaattacc gattgattcg 
attccatacg
   823141 caccgatagt aaatgccata gcaccaaaag ctccaattgg tgcaagtttc 
attaacatgc
   823201 caaccaaata gaaaaccgga gccgtgaggt tatttaaaaa atcagtaatt 
ggacgtgcac
   823261 ggtcacccaa tgcagctaag gaaataccaa ataggactgc cacaaataga 
acctgcaaaa
   823321 tttcaccacc agcaagcgga ctcactaatg tttgcggaat aatattcatg 
aaaaagtcag
   823381 tgatatttgt agcatgagcc ttttcaacgt aactatttac tttatcgttg 
actaaggttg
   823441 ccgggtcaat atttaagcct ttaccaggtt gaatgatatt agccacaatc 
ataccaacca
   823501 caagcgcaag gctagagaaa gtaaggaaat atagcattgc cttacctgtc 
actcgcccaa
   823561 ctcgactcat gttcgtcatg ctggcaatac cggtaaccac tgtcaaaaag 
attacgggag
   823621 caataatcat tttgacgatt ttgatgaatg catcaccaag cggttttaag 
ctctcgccaa
   823681 gttctgggta aaaatgacca attaaaatgc ccaaaataat tgcaaagatg 
acctgtacat
   823741 acaaaatttg atgaaacttt tgttttttct gtaccgtttc ttggtcaagg 
gtattgaaat
   823801 ccattatcta aatacctttt cgatggggat aaaaaaataa aatataaagc 
gtgcaccaca
   823861 agctgcttta aatgaagtgg agccattgta aagaataaaa aacaccctgt 
gtcataaatt
   823921 taaaaaatgt aaaatttaaa aaccatgcat atttttgtat agaaaatatt 
tatctcaata



   823981 agtttcataa aactaaaagt ctttaaaaat ttacataaat gcatgtttat 
aaaataattt
   824041 aattaattac atcatgcatt atctatgttt atttttgatt tttaaatgag 
cagaacaggt
   824101 attttaaaaa taaatgatta actcatcctc atatcaatct taaattatga 
gaatttattt
   824161 tttaaataat aagaaagatt gatatatatt tatttaataa aaacaaggga 
ctagtctttt
   824221 tatagatttt atctacttat tttttataaa aagacggttt aaaaggtcat 
atacatactc
   824281 aagactaaga tcatgattgg taaataaaat tcgaaataac ataggtgcga 
ttactgcctc
   824341 gatgatttcc tgattaggta tagtaagctc attacgtaat tttgccctgt 
tttgaataat
   824401 atcgagctgc tggataatta aagtctcaca tttacgggca ttagaatccg 
agtttgatgt
   824461 atagagtaca tctcgcaata agtcttgccc aacctctgaa gcatattctt 
caaaatattg
   824521 ctcaacccat gctgtaatat cttgttggaa cgaacctaaa tctttgggtt 
ccatgtcagg
   824581 tttgagttca tttaaagcta catctgaaaa taattgattg atgtcacccc 
atcgacggta
   824641 aatggttgaa ggcgtaactc ctgcctgcgc tgcaatcata ggaatagtaa 
tttggctttg
   824701 ctcaaaatct ttttgtagtt cttttacagc ttgatgtacc gcagtttgta 
ttctttcgct
   824761 gcgtccacca gggcgtaatc cagtaacaac ttttgccatt tataaactct 
gtaaagggat
   824821 caaaaaattt ataaatattt ataactatat acaaaataca ctaaagctaa 
ggatttgctt
   824881 tagtggaaaa ataatgtata aaagctaaat atttgctttt atgttattca 
tcttatatga
   824941 acaattcaag ttcaaaacgg tcaagagctg tttttcaatt agatgcggca 
agtgctttga
   825001 cacttaatac catcacgctc atgacattca tggccgcatc tagtgcgccg 
acaccactct
   825061 accgcctata ccaacagctt tggcaatttt caccggttac attgactttg 
atttttgcca
   825121 cctatgcttt tacgctgctt ggctcattac tcattattgg ttctttgtct 
gactatattg
   825181 gacgccgccc agtcattatt gcagctattt ctctgcaaat tatttcaatg 
agctttttct
   825241 tatttgcttc agatgtttcg atgttattta tcgcccgagg cttacaagga 
atcgcaacag
   825301 ggcttgctgt ttcagctata ggcgcagcaa ttttagattt tagtaagctt 
catggctcac
   825361 tgattaatag tattgcacca atgataggta tggctgttgg gatttttctg 
acttgttcta
   825421 ttttgcaatt ctctgcccac cccttacagc ttgtttttga gttcttatgt 
tttcttctta
   825481 tttgtgaact cattttaagt tttcttactc cagagaccgc acaaagaaga 
tccggtgcac
   825541 ttgcttcatt aaaacccaat atggccattc cgccacagac aaaaagcgct 
ttattgagta



   825601 ttagcccgat taacattgca ctttggatgg tcagtggttt cttcctatcg 
cttatgccct
   825661 ctttactggc aaaaattttc cacacgtcat cggcatggct aaacgggatt 
atgtttatgg
   825721 cgctcgccct ttccggtgcg gtaggtatat taacgcttag gaagtcgaca 
aatttccgta
   825781 ttttattaac cggtacgcta tcgattgcta ttggtgccat tgtcttattc 
atcgccatta
   825841 atctaaccaa tgctgtagtt ctatttttag gttctattat tactggtgtt 
ggttttggta
   825901 cagcatttat gggggctatt cgtagtgtaa tgccattggc gcttcccgaa 
gaacgtgcgg
   825961 gtcttatggc tgcttttttt gttgaaagct atttggcttt tagtattcct 
gcaattttag
   826021 ctggctattt tgtaggtaaa attgggctga tgagtacggc aaatagttat 
attagtttta
   826081 ttatcttatt gtcactggtc gcccttctaa tgattattaa aaattttaaa 
aataaataag
   826141 ccataaaaaa tagcctcact agaggctatt ttttaataga tgctctttaa 
gttctattaa
   826201 aaagtatctg ctacatacat acgtaccatc tcgccttcct catcctttac 
caacgttaaa
   826261 aaccgccaac cacatttttc ataaaactcg gtatggtctg ttattaaata 
aagtgtttgg
   826321 atgccctgat tactcaagtc ttcacgtaca aaatctaaaa tctgttttgc 
aatattttgg
   826381 tttcgatagt tctcttctac aaataaagca cataagtttg gtgttaaatc 
tttacgctca
   826441 tggaagtcat tatcaataac tcctgctcca gcaattaaat gcttatcttt 
atttaaaaca
   826501 atgtaccact gtggaatagc atgcttttga tcaatggaaa tctgaatact 
ctcaagatag
   826561 gcttccacag ggatttgcca tttttcagaa aaccactgtg cagccatttc 
tttgtattga
   826621 gggtaatcag ataaccgtaa tatttgcata aaataaacct attttgccca 
acctttttaa
   826681 ggttgagtta ctgaactacg aatggattgc tgggttggac tctcataagt 
tgtttcagca
   826741 actggtgaaa cacgccatat tgtattacca acatcatctg cgactaatac 
tgcacccgaa
   826801 aaatcaattg ctaccccgac aggacgccca tacgctttgc ctttttcact 
taaaaaccct
   826861 gtcaaaatat cttgcggtgg accagagggc tgaccacttc taaatggcac 
aaaaatgact
   826921 ttatatccac tatgtggttt acggttccaa gaaccgtgct gtccaataaa 
tgctccgcct
   826981 ctaaattgta gcatgagttc ggctgtataa aatgcaagac ctaacgaagc 
agtgtggtta
   827041 cctagagcat agtctggttt aattgcacga gccaccatgt caggattttg 
tggtttgact
   827101 cgtacatcta cgtgttgacc atagtaacta taaggccagc cataaaaagc 
gccatcttgt
   827161 accgacgtca tatagtcggg cactaaatca ctaccaattt catcgcgctc 
atttacaact



   827221 gtccaaagtt ttccactttg aggctgccaa gccataccat ttggattacg 
cagtcctgtt
   827281 gcaaatggac gtgactgacc acttgcaata tcaaactcca taatttgtgc 
acggcctttt
   827341 tcttgatcta gaccattttc ggccacatta ctattggagc caacggtaat 
gtagagcttt
   827401 gtaccttcac gattggcaat aacatttttg gtccaatgat ggtttagagg 
cccacccggt
   827461 aagtccaata ctttagtacc ggttgaagta atatgtgttt ccccttcttg 
gtaaggaaaa
   827521 cgcatgagtg aatccgtatt ggcaacgtat aaatgattac ctaccagtac 
cataccaaac
   827581 ggtgagttta ggtttttaag gaatactgtt ttttggtcag ctataccatc 
gccattcgta
   827641 tcacggagta aactaattcg gtttgcgctt ggatgagatg accctgcccg 
tctcattacg
   827701 aaggtcataa tcttgccttt aatccctttg ctgtcttcag gtttaggcgg 
agcatccgtt
   827761 tcagccacca gcacatcacc atttggtaac acataaagcc aacgtgggtg 
ctcaagtcct
   827821 ttagcaaatg cttttacttt taaaccttcc gccggagtcg gcatcacacc 
acttggccaa
   827881 ccttgtgccg gtgctatatt tacggtcgga aataagcttg ttttcggttc 
aggcaacttt
   827941 ggttccggac cataactctc gttaatcgga tattgagagg aagaagcaca 
gcctgtaact
   828001 aaaacggtag tgcccaaaat cggcagtaaa aaacgtgtaa gcatctttta 
tctccattta
   828061 ttattttttc gcaataaaca cagggtaatg ctttagaaga gagacttata 
gttgatttat
   828121 ttaactgtac tgagcattac agtctatatt tttaaaattt taatacataa 
ctgggtgttt
   828181 tctagaggtt tagcttaccc taatgcttag ctataaatta atacctgaca 
tttagtttaa
   828241 ttaccaaaag tatttatgtt ggctgataat acttattagg taatttggtc 
tatcgtgcct
   828301 attttttaat taaaaattcc tttaccctga cttactttaa ttatttttaa 
ctttcactgt
   828361 agctcaggtg ctcaattaag ttcatttatt tcttatgtca aaaaatttag 
caaccttgat
   828421 tggtttaagt gccatcctaa tgtgggcctc tatggtaggc tttgtaaaac 
atattacgac
   828481 cgcaatcggt ccagatgttg gcattacgct gatctattcc ttaagtgctt 
tactcctgct
   828541 cattattttt agggtgccaa attttaaatt aatttctaaa agatacttaa 
ttttaggggc
   828601 aattttattt attgcttatg agctttgctt ttcgtttgca cttgcctatt 
caaagacggc
   828661 gcaacaagcg attgaagtaa gtattgtgaa ctacctttgg ccaagcctga 
ctgttttagc
   828721 ttttgttatt tttagagagt taaaatttaa tgtgtttatt attttaggat 
tactcatttc
   828781 aatttccggt atcattttta ttcagaccgg gaacggagat tttagtttag 
gtcgtgttgt



   828841 cgataatttt catagtaatc ctttaagtta tgttttggcc tttataggtg 
ccattatttg
   828901 ggctttttac tgtgtgttga ccaagaaaat gggtaaagga caaaacccta 
tttctatttt
   828961 ctttcttggt gttgccataa ccttatggct aaaattgctt tttagcggtc 
aagtgagttt
   829021 gccttcactc gatttaaata caattttatc tttaatcgtt gcttctgctg 
caattggcct
   829081 cggttatgca gcatggaata ttggcattat tcatggcaac attaccatgc 
tggtggttgc
   829141 gtcttacttt accccaatca tttcatcttt acttgccatg ctggttttac 
agacagaatt
   829201 atcaatcagc ttttggcaag gtacagccat ggtcacggcg ggttcactga 
tctgctggct
   829261 ttcaacaaat tgggctgtga tacgttccta tttcagaata aattaaaagc 
tgatgagtat
   829321 ttataccgaa ctagcagcaa tagaacgggc tgccgttttt tgctctaatg 
caaaatttac
   829381 agcttctttc gcatgaatgg tggtggtatc aaatagaggc acagaaaatt 
tgatatcacc
   829441 aatcaacata caaatttcgg tacaccccaa aataatgccc tcggcaccct 
gcccaatcaa
   829501 ctcttcaaca atggtcatat acttgttttg cgaatcgggg ttgatcacac 
ctaaacaaag
   829561 ctcgtcatag ataatgctat gtactatttt ccgatttgca tcatttggaa 
taatcacctc
   829621 aataccacga tcttgtaatc tggctttata aaagtcttgt tccatggtga 
aagcggttcc
   829681 caacagtgca acttttcgga tattttgact taaaatttct tttgctgtgg 
catcagcaat
   829741 atgtataaat ggaaccgtaa tggcatcttc aatttgaggt gctaccttat 
gcatggtatt
   829801 agtacagact aaaatacagt ctgcccctgc tttttctaaa ttttgtgctt 
gctcagctaa
   829861 gtaggctcca gcttcttgcc ataaaccttt cgcttgtaat gctgctattt 
cttcaaaatc
   829921 gacactattt agaatgattt tggctgaatg tagtttccct aacttgttct 
gaaccattct
   829981 attaatttgt tgatagtaaa gtgctgtaga ctcccagctc atgccgccta 
ataagccgat
   830041 tgttttcatt attgaatcct tctatttatg caaaacttat ctatatctct 
tatgggtaaa
   830101 gcgcagctag aataaaattg ctttctttat tgaattatta ttcatcttat 
aagctataat
   830161 tttttaaact atttaataag aactctatgt tagaaacaga acgtttaatt 
ttacggccat
   830221 tccttgaaga aaacttacct attatgttgg agatgtttca agacaaagat 
tttatggctt
   830281 tttcacctca tggtgcctta tcaactgagg cagcaactga tcgtttttta 
gaaattttgg
   830341 agcactataa aaatcataat tttggcaaga tggctatcgt tttaaaagat 
acccataaaa
   830401 ttattggtta ttgtggtttt gaaacttgtg aggttgatag caagacagaa 
gctaaactag



   830461 gttttagact tattaaaact gagcgaaata aaggttatat tgttgaagct 
tcacttaagt
   830521 tactagaaga catgcaaagt cgaaacttta agcatgtgat cgctttttca 
gaaaaagata
   830581 atttacctgc ccacaaccta ttaaataaac ttggttttga aaaaacaaat 
tcatctagtt
   830641 acatgaatat ggatgttatc tttttcaaaa aagacctgtc atttcttcga 
taaaaataac
   830701 gtattacctt aaaaaacttt aagtgaatga agatctattg gtttcaagaa 
aaccactatt
   830761 aaacccaaat cataaaacat aagaattcac gcaaaattca cgaccagctc 
tttaatttaa
   830821 tcttataaag ttggctcgga tatagacatg aaaattataa ctacagccct 
agggctgatt
   830881 accttggcag gtttaacggc gtgtaaaagt gtgcctagct actcaggtga 
ctatggcaaa
   830941 gctgaacaaa aaattactgg tatagaatta gatgaccaac aggcgctaga 
tgtgggcaat
   831001 cgttttgtcg ctgcatttaa tacgctcggt actccttctt ttgttaataa 
tgctagcaat
   831061 ctttacgctg atcagctcta tatcaacgat acactctcgc agttctctca 
aaagaaagat
   831121 ctgattaagc attttgaagg catgaatgcc cgagtgaata atgtcacggt 
aaaactcatt
   831181 agtgcaactc atcaccaaga tacagcctac attcattggt acatgaccta 
tgactttaaa
   831241 atgctaggtc gttcaaaaac gatggcttct tatggaatta gtcaaattaa 
gattaatgac
   831301 caacaaaaaa ttattttcca gcaagattat tgggatccag cgaatggcct 
ctaccgttct
   831361 ttacccatat ttggaggagt atataaatgg atattgccgt tcaaaaaagt 
cgaatcttga
   831421 tatttctagg aatcttaatc gtatctcaag ccaatgcggc tgaattgaaa 
aaatgcagtt
   831481 cagcaccttt aatggttacg agtaaaaagg tgggaaatgt cagttacttt 
gctgaagatt
   831541 gccaaaaaaa ttggcaaagc caaagcatca aaatggactt tagctataac 
cgcgatattc
   831601 ccgaatgggc atttaaacgc gcagccacgc actttttgaa gaaaaatgtt 
agcggctttg
   831661 atgctaaatc tccgcttaat catattaatg aactatatag gccaattaag 
agtggagatc
   831721 tttatagtct ctattatcaa catgaaaatc aaaaactaga actgaaatta 
aaccagaagc
   831781 tactcggttc tttgaacaat ccgaatgcaa atcaatattt taaaatctgg 
tttggtagtg
   831841 aaccgtttaa tgctaaatta aaacaacaat tattaaatta atggcttaat 
aaaatctcat
   831901 gggtaatcac tttatcctca tggttgagga ccattttgaa cttgcagcaa 
cggtctgcga
   831961 atttcttgaa gtgcatggtt atgttgtcga tcatgcacgt aatttagagg 
ctgcacggac
   832021 ttttctcaaa tctcagcatt atcatctttt gttgctagat ataaatttgc 
ccgatggctc



   832081 gggttatgac ctatgcaact ggctacgcac cgaacaaggc gttgatattc 
ctgttcttat
   832141 gctcacagca agagatactt tagatgacaa acttaaaggt tttaccgctg 
gaacagatga
   832201 ttatttggta aaaccttttg attttaatga actagtgatg cggattcgtg 
cattaataaa
   832261 aagagcagct ggcgaagtca ctcaccataa aattcaaatt cacgacttaa 
ttcttgatag
   832321 cgcaactcaa accgtggttc gtgctggaaa taatatcgag ttacccccta 
ttcaattcaa
   832381 actattaaaa attttgatgc gccagtctcc aaaagtggtg accaagcaag 
aactgatgat
   832441 ggaattatgg ggcgacgaag agcctgaaag tgatgcgtta cgcagtcata 
tctataactt
   832501 aagaaaaatg gttgataaac cttttgaccc aaagctatta catacagtgg 
caggtgtcgg
   832561 tttaaaaatt gctttggaag attccgcgac ttaacttaaa tagaccacaa 
caattaagcc
   832621 tgtggttggc tccaaatcga gttcaggatg agtggttaaa taatattgtc 
gatcaaacag
   832681 ctccactctc catcctagtt gtttgcaaag cttttgtacc aattgcaaac 
caatgccatg
   832741 acctttagcc tttaaggaaa gttgcgaatc gctgagctct tgcactttca 
catcgttagg
   832801 taaagaaatt ccaattccat tatcagcaat aatcaggctg tttttttgtt 
gaataatgtc
   832861 gatttgtgag ccttgagaat agttcagcgc attacgtaaa atattaccta 
aaaccatttg
   832921 agtcatagaa ggatataacc aacgcggctg ttcagaaaca tcaggttgaa 
tattaatctg
   832981 tatcccttta cccgcgctca ccgcttctaa actttcaaca agatctttta 
ccgttttgga
   833041 taataaattt ttctcagatg gcaagctttt taccgtattc cgagcaatcg 
ccagtaaggt
   833101 atcgacgagc aactgcatat cttcaattgt gttatgaaga cggactaaag 
atttatcgtc
   833161 tccgaatttc gcctgacaca gttgtacatt acctttcaaa atggtgagtg 
gagtgcgtaa
   833221 ctcatggctc acatctccag taaattctct ttcacgtcga ataaaatcac 
ttaaaacctg
   833281 atgatatttt tctaaagctt gtttgagata ttcggcttcc atattgccat 
tggtattaat
   833341 atctctaaaa ggagatgcct gagtgtcttg atgtgcccaa tcaatatttt 
ctaaagcatt
   833401 tgctaaacgc gtaattgggg aaaaatagcg tcttgctctt cggtttgacc 
accacaaaaa
   833461 actatataga acagataagc tgaacatgag tggagcaaga ccaaataacc 
agatcagctt
   833521 attaacattg ctttcgccaa ataccaatag aacatgttga ccattacgct 
caccatagac
   833581 cgtcattcgt tctttaccat caacgaatac tcggtgcacg ccactttcta 
aatgcatgcc
   833641 ccgaaaaggt tgaggcgcga cctgtgtatt ccaccgatat ccatataaat 
ttttagtatc



   833701 tggtaaatca gcatttgggt tacgttctat acgtaaccag taatgctcca 
tttcctgttc
   833761 taaagcggtt ttaagtaaag aacccttaat cacccaagca ctacaagcca 
acccgaccac
   833821 gatcgataat gcaatcagac caatttgcaa ccagtaatat cgattgaaca 
tttgggctaa
   833881 tggatgactc gttttgccat catgtcgagt tcttatcata tctttatcgt 
cgggataggc
   833941 tatagaaatt actatgatcg ctttttaaat aaaaagtgac caatgaccca 
ttcttgtcct
   834001 tgctcaaaac cgaatagctc agcacaagcc atgaagaaaa tacgccagcg 
ttgccaccaa
   834061 atattggcat cttttccata gattttttta aacagtggtt tcagttcgac 
ttcttggtta
   834121 tccatattct caagccaagc atttgccgtt ctcatatagt gctcacccga 
ccattgccac
   834181 tgttgggtca actctaaatg ctcttgaaaa tgcaaaaaag tcgaagtcga 
aggcattaaa
   834241 ccaccagtaa agaaatactt ggacatccaa tcataatctg atttcacttc 
aaaaggataa
   834301 tgtaaaaagc gatggcaaaa aatatgacac caaagtaagc cgtctgcctt 
taaccagccc
   834361 tgaatttttt caaaaagaag ttggtaatta cgaacatgtt caaacatttc 
gaccgataca
   834421 acacgatcaa acttgtcttg gtccaagtcg agtacattca catcacaggt 
aagcacttca
   834481 acattggtta aacctctcaa ttctgcttgc cgaagaatat gctttttctg 
cgttgcagaa
   834541 tttgaaacag cagtaatctg tgagcgtgga tagttttctg ccatccacaa 
agttaaagaa
   834601 ccccagccac agcctaactc taaaatctgt tgaccgtttt taagttgtgc 
tctttcacaa
   834661 taaatctgaa gagccaactc ttctgcctga tctaaagttg tcgttttagt 
cgggaaatag
   834721 cacgcactat atttgagtct ttttccaagc accgcctgaa aaaactcggt 
cggcaattca
   834781 tagtgctgct catttgcctt atccgtttca accgcgattt cgctcttctt 
cagcatatta
   834841 agcacatcca tgtagcgatg cgccccttgt tcagggtcat aacggccttc 
ttggattaag
   834901 cgctttttac ttaaagctcg aattgcagct cgaattgcat gatctggaat 
cacaccactt
   834961 tcaacaattt tcaaagactg atgaacaata aaatccatat acgcacctat 
ttttttggtt
   835021 ttcgcggaat aaacattgat gttttttgtt gataatcaag ataattttga 
ccgcgacttt
   835081 taattgcttg tttttcacta aatggaatac ccgtgacgta atataaaaat 
agccacatca
   835141 gtaacggata aatccacaat acatattggc ctgccgctaa accaataatt 
ggataggcaa
   835201 accagtgtaa ccattcaaaa aaataattgg ggtgacgtga ataacgccat 
aaaccctgat
   835261 ccatcgtttt gccatgatga tctggattta atttaaatcg gtataactgc 
tgatcagcga



   835321 gctgctctcc catgaaagca attgccatga tgacagcagc aattactaaa 
gcgactttat
   835381 atccactact ccattcagtt gcctctacat tgagtagcgt ccacatcggt 
aaaaagaaca
   835441 aaagcactaa aagtgtttga aagataaaaa agaataaaaa gccaatatgc 
tgaaacttac
   835501 ccatcgcttt acgcatgctc gcgtaacggc catcttcttt ttgttcagat 
tgataacgtc
   835561 ttaacaggtg ccaaaataat cttaaaaacc ataagccgct aaaaataccg 
ataaaaagac
   835621 gcacttcaac tggggcaact gaaatgagta aagaagacac gataatgttt 
actgccagac
   835681 agaaactcca tgcagcatct acaattccag ctctgccatt tagagtggca 
agtagccagc
   835741 tcagcaacat gatcattaaa tctagaatca gtaaattcca aaacatgagc 
agtctcctta
   835801 cttgagctgt ttgatttagt aactggtact ttcaaacaac aagtgaacat 
tgcttatcac
   835861 gccttcttta aaaccacctt cgcaataaca taaataaaaa tcccacatgc 
gaatgaagtt
   835921 ttcatcaaaa cctagagcca atacttgttc ccgcgctgct aaaaaccgcg 
ctcgccagtg
   835981 atgaagtgtg tgcgcataac ttaaaccaat atcatttaaa tgctttaacc 
ttaaaccact
   836041 ctcagaggcg gtttgagtca acacactcac gctagggata aaactacctg 
ggaaaatata
   836101 gcgcttaata taatcaactg tatttaatgc ttttttatat cggaaatctt 
caataataat
   836161 ggcttgaata aatgccaagc ctttcggttt taagagtgct ttacattgat 
caaagtatgt
   836221 cgataaatat tgcgcaccaa ctgcctcaac catttcaatt gaaaccagct 
tatcgaactt
   836281 gccttcgagc aaacggtagt cttcaagttg cacatcaatt cgatgcgcca 
agccagcttc
   836341 atttacacga gtaacggctt catcatattg agcttgtgaa atggtaatgg 
tggttactct
   836401 acagccataa tgttgagctg cataaatggc aaaaccaccc catccacttc 
caatttcaac
   836461 taaatgatct agtggtttta aatctaactt tttacaaatg atctcttttt 
ttaaatcaga
   836521 tgcttcttcg agagtcatgt tttcattttc aaaaacggcg ctcgaataca 
ttaaagatgg
   836581 atctaaaaat aatttaaaaa agtcgttgct taagtcgtag tgctcggcaa 
tatttttacg
   836641 gctaccactt atagagttct ttcgattttg ataccacgct ttaagaaaaa 
actggctcgc
   836701 ttgagcaata acattctggt tgatttggtc caatacagct cgattacgtg 
ccaagatctg
   836761 aatcaactcg acaaggtgct cgctgctcca gtcaccacgg atgtagcctt 
ctgctgctcc
   836821 caaaacacca ttttttaaaa tgagatccat caataaagga ttgtgaactt 
caatcacagc
   836881 atgtaagtct gaaacttcac cgaccgtccc attccacgcg ccctgaaaag 
tgatctgtcc



   836941 atgacgtagt ttgagaagac tcttgagcaa taacggcagt gagtcatctt 
caccataaag
   837001 aaatgttttt atcatgtctt atctaccttg atctttttag gatgacgata 
aaatggaact
   837061 ttttttcgcc acaacttaaa tgcctctaaa tatattgaaa acaacatttt 
aaaaggcgct
   837121 aggctgttta taagagcata tcgatattgc tgtgaaggaa atgtgatggg 
cacaagctca
   837181 aaacgcatag tggcatcaaa gacttgtttc tgctcttcaa aaagttgcat 
gtgaatgaca
   837241 ttctgctgat ctgaaaaact aaatcgccaa cggtaagtca actgcatggg 
catgaatggc
   837301 gaaacatgaa atgatttttc aaagttaaaa tcgaaacttt ggtaatcacc 
tacctgacct
   837361 tgttgtttta tacagtcgtg tgtatagact tctcgttcat tccacggagt 
attggtgatt
   837421 tcactaagaa taaagagcgg ttttccggct ttatttaaaa caaaataaaa 
tacgaccgaa
   837481 ttaaaccgaa agcccaaaca acgaggcaaa gccaacactc tgatttgcca 
gtctggccga
   837541 aggtgtaagt gattattttg cagtatcgct ttctctactc tatcccttat 
agaaccgtga
   837601 tacatgttta aaaaatcatt tttagatagt tttaatacat tccagtgatc 
cgtcgaccag
   837661 agtgaacaat cgtttgtgat atcaactaat tgatctggat cgaaccataa 
ataatttaag
   837721 gtcgatgtaa actcatgcgg tttagggcta taacgccgat gacgaataag 
cgcaggagcg
   837781 atagcaagtt tatttaataa catttgatag ctccttattt attcttataa 
cgctaagagt
   837841 tgctcaacaa cacgtgccgc actgcgggcg ccgtcttcat gaaagcccca 
gccccaatat
   837901 gctccacaaa atgaagtccg attttgccca ttaatttcgt gccaacgaga 
ttgagcttga
   837961 atcgcttttg catcaaatac gggatgccgg tattgccgct caaccaagat 
gtcttcggct
   838021 ttgattttca tattcggatt taaagtagaa aaaatttgcg tagcgcagga 
taaattctgc
   838081 aaattgttca tccagtaggt aaaaccataa tgtatgtcgg cctcatcgtt 
ttggacttga
   838141 gattttggtg ttacatgtac atgccagctt gcccactgca aacggctttt 
aggcataatt
   838201 gaaagatcac gatgaacgac cattcgatta tcttgataac caaattggct 
taatatttct
   838261 tgttcaagct ctgacgcatc tttaattaaa cttaggctat cgtcagcatg 
gcttgcaaaa
   838321 atcacccagt catattgctc ttgcccttca acggtttcga ttaaaactgt 
ttctggtgaa
   838381 cggctcacag cttttacttc tgcaaatttc cactcaatgg gtgggcattt 
cttttgaata
   838441 gcacgaatat agcttgctga accgtgttta accgtttgcc attgcggccg 
ctcttttaac
   838501 tgcaacatgc ggtgatgctg aaaaaagctc acgacaaatc gatatggaat 
ttggcctacc



   838561 tgctcaacgg gtgccgacca taaggcaccg cacatcggat aaagatgttc 
ataacgaaac
   838621 tcatgactat atttgtgaag gtccaaatac tcttcaatcg ataaattagg 
atcgatatcc
   838681 gccacatcta tatctttatt gtcatcataa aaacgcagca aatctgagag 
catttgcaga
   838741 aattttcggt ttaaaaagtt ctgcggacgg gcaaagagcg accatttttt 
tgaagggtta
   838801 tattgtagtc cactgaccag attattcacc gaaaaactca tatcgctgct 
ttgagtttct
   838861 acgcctaatt ttttaagcat gtcagtaaat aacggatagt tatagtcgtt 
aaacacaata
   838921 aaaccactat ctaccgcgac tttagtgcct tctatctcta gctcgtgagt 
gtcagtatga
   838981 ccgccaaaat agttattttt ttcatacaca gtgacttgat gttgttctga 
caatctccaa
   839041 gctgcgtaaa gtccagatat acctgaacca ataatggcaa ttttcataac 
acttcaccgt
   839101 tttcaatttt ttctatcgat aggtttttaa tctttttata ttgataaacc 
ttgtctggta
   839161 cgggctttag gccccacact aaaccaaata aagacatcag cttgagcaca 
taaaaagtga
   839221 tatctatctg ccaccaataa aaaccttgac gcacactgcc tgcgtaaaag 
tgatgattgt
   839281 tatgccatcc ttcacccaag gtaattaaag aaagtaggaa gttattacgg 
ctatcatctg
   839341 gggtgttaaa ctcacgtgaa ccataacgat gagcgagtga attaatacac 
aaggttgcat
   839401 gtgttaatag aacagtggaa atcacaaatc cccacactaa aagctgtaaa 
ccattggtgc
   839461 ccaactcagg gaaatgttgt gcaagccatg aacctaatcc ataaattgct 
aaggccgtca
   839521 aaatcacaat aggcaaacta aatcggtcta gccaaatcag ctctggatat 
ttcaaccagt
   839581 ctttaatgac tttttttcga gtagcaaaat tttgctcatt taaaaaccag 
cctacatgcg
   839641 aataccaaaa gcctgctttt gctgaatgcg ggtcctgatc ggtgtcggta 
aagtgatggt
   839701 gataacggtg atgggctgcc caccataaag gtccgcgctg cgcactcatg 
gttccgatca
   839761 gtacaaaaat gaattgaaca atacgtgatg tctgaaaagt tttatgcgaa 
agatagcggt
   839821 ggaaaaaagc agtaattgca aacatgcgaa gaaaataaaa ccccagcatg 
aagatcacag
   839881 caaaccaaga tacgcccacc caaaatgcag ctaaacaagc gatatgtaat 
aaaataaaag
   839941 gaataattct taaccattga attttctttt caatgacata ttcgctagaa 
gcacccactt
   840001 gcgcattttc tgaatctgac cagctatcga tccagcgcag aaaaaattta 
gacattgatt
   840061 cttcctgatc taaagcattt cttttggttc taatttagaa aatgcgcaat 
gaattttatg
   840121 tgaagttcac tcggttacga gataaatata agcatctacg caaccagaat 
ttcactattt



   840181 agattgtgtt gttttaacga gtttagaaac gtcgtagcca tagcttttcg 
cggtttgcag
   840241 ataagattga tatgtcgcct catcaagttg agggctacga gaaagaatcc 
ataaatattt
   840301 atggcttgga ccacccacta aagcgacctg ataatttggg tcaactctta 
aaacccagta
   840361 atcgcctttt gtaaaaggaa tccatctaag accagaaggt aaaaagctca 
ccttcaattt
   840421 actgttgcct tcattttgcg gataagcaac tccttcagat gagatcattt 
cgcctttttt
   840481 tgtcgtacag ctatttaaaa caccaacggt tttgtccgcg ttaatagaat 
agtttgcagt
   840541 tgtatttgct acacaattac gctgaaaaaa catcggtaaa tgcgcaattt 
cataccactt
   840601 acctgcgtat ttattaatat caatagaatc aacagcgaca ggtttagtat 
tggtgtctgc
   840661 aaaggtgctc aaaggaagca ttaaactgac cgctgcaagg ctactgctga 
tgacaagtga
   840721 tttaaataat aatttcatga ttgccctctt ctgtttattt catacgttta 
aacatacgtc
   840781 agagggctgt gaacaaagtg tgaattttaa aaattaagca acattaataa 
ggatttaatt
   840841 gtatttcttt agtgcatctg caactggaaa atcaagctca aagcacacac 
cctcaaccgt
   840901 gttataaact cgatagcggc catgatgtag atccagaatt gaagcaacaa 
tcgacaaacc
   840961 taatccacct gtttgattct catcacttcg acttgcgtgg cattggtaaa 
atctttcaaa
   841021 aagatgctca agttgatgtt cagcaattga aataccaccc gtgaccacag 
tcagactcac
   841081 ccattgctta tgctcaatca tcttatgttt tgttgcgata taaatagttc 
gcttgtcacc
   841141 accgtgaacc aacgcattta aaatcaggtt ataaacggct ctttgaaaaa 
gctcaggatc
   841201 tgcaaataac gtttgagctt ctaagttaaa actaaaatga cagtcttgtt 
cctcggcctg
   841261 atattcaaaa atctggcata acctatccat aacatcttgg aggtttattt 
cttgtttatt
   841321 tacaagcacc attttctgat cggctcttgc caagaaaagc atgctatcaa 
tcatgcgttt
   841381 taatctgtga taatcatcta aatgagaaac cagtaaatct tcatattgtt 
caaccgaacg
   841441 ttcaccagtt aaagcaatct cagtttgccc aatcagatta tttaaaggtg 
tgcggaactc
   841501 atgtgcgata tcttcagaaa aacggttgag ctgcgtatag cccttttcaa 
tacgctcaag
   841561 catgtggttt atatcttttg aaagcagatc aacttctaaa ggtgaatttg 
ggaggtttaa
   841621 ccgtttttgt agctgattta cgttaataga atgagtttgc ttgcgaagct 
gttgtagcga
   841681 ctttaaacct aaatgacaca ctaaaatgca aagcacaaag atcgcaaaca 
cgcccccgac
   841741 cacatagatc aagagacttt cttgaaaagg taaaagaata ttaatgcgtt 
ccgaccattg



   841801 tttacctgca atgagcagat aaggttcgtt attaattttt atggttttcc 
acgcaattct
   841861 cgttggatat gagttgttag ctaaatcttg aaattgaaga ctgtcgcgct 
gtgcaagcgg
   841921 aggtagttga atgtgaagcg gattgatatt aattaaagtt ttgtctttat 
gaataaaaag
   841981 aaataagttg tcttgattgc caagcatgtt ttgatacagc ttaggccgcg 
caatgatttg
   842041 ctctacattt tcgctatctt gcagcaaaat ttccaaacgg ttaattctgt 
ctgctaaagc
   842101 tttatcttgc tgctttaaca aaatctggtt aatacccaaa taggtcataa 
agccgactga
   842161 acataaaatt aaggcagaac aaagcgtgac cagtaatgta atacggactt 
caagagaacg
   842221 cacaaattta aagttcataa actaaccgaa attttatagc ccaagccacg 
tatggtatga
   842281 ataagtttta attcatatcc ctcatcaatt ttgcttcgta aacggcgtac 
tgcgacgtca
   842341 ataaagttgg tatcggtgtc aaagttaata ttccaaactt cggaaccaat 
ttgtctgcgc
   842401 gtcacaattt gctctttgtt gagcaacaaa taacgcaaca aattaaattc 
ggttttactc
   842461 agctcaatta agttgccact acgccatact ttatgaccaa ccatatccat 
ttttagatca
   842521 ctaatagaca actcattttc ttgcaggtat tgctgtcgtc ttaacagact 
tttaatgcgt
   842581 gccaatagtt caatatagga aaagggttta gccaagtaat catctgctcc 
caactccaaa
   842641 cctttcactc tatccatcac ctgatctttc gccgttaaaa aaatcaccgg 
aatttttgaa
   842701 aactggcgta ggacttgtaa tacgctccag ccgtctatgt ctggcagcat 
gacatcaaga
   842761 ataagcaagt catattgatc tctctttagc atttccaaac cttgcagccc 
taagtgaaca
   842821 cactccgctt gatatccaga ctcttttaat cctttgacca aataagtggc 
gatcttcatc
   842881 tcgtcttcaa taataaggat acgcattttg tagagactca tttgaaagat 
gacaactttg
   842941 taatgtgatt gtcatgcttg aaattaagca atttgtttaa gattttcaaa 
gcgacataga
   843001 ggcaatcatc atgaaaaaat tgaactggct gatgttagca gccatgctat 
tcggtagtag
   843061 tacttttgca cagccccctg ctttgaatca agtttattcg ttagatcttc 
aaactgccca
   843121 cctgctagcc gacagtgcaa aagaggcatg caaaaaatta aatcaaaaca 
ttgcggttgt
   843181 tgttgtagat cgcggtggta atccattaac tgccgaacgg catgagttgg 
tgggcccgca
   843241 taacttaatg gctgccgaga aaaaagccta taccgcgtta tctaccaaaa 
catcgacctt
   843301 agttttaagc caaaatagta accaaaaccc cgatgcaaaa aatttaacta 
ccgtagcaaa
   843361 tttacttttg ttaggcggtg gcgtacctgt ccgttttgag aaccaagtga 
tcggagccat



   843421 tggggttgca ggtgctggcg gcgcacaaaa tgacaatcaa tgcgcaagca 
aagccattga
   843481 aaccgttttt cgttcataag gagttcatca tgactaaatc atttattgct 
ttatcttcat
   843541 tatttatagc ttcagctaca tttgcacaaa ctaatccact aagtgttcat 
gtgttaaacc
   843601 tagagacggg tttgccctct tctcaggttg aagtggtttt agaaaaaaat 
accaataacc
   843661 agtgggttaa actcaaccag caagtgaccg attcaaatgg tcgtattact 
gcgctctatc
   843721 cagaaaataa aaaactagag caaggagttt ataaagttac ctttaaaact 
gaagactggt
   843781 ttaagaagaa caaacaacaa actttttttg ccgaggttcc agtaattttt 
aaagtcgatg
   843841 gaagcgtaaa tcactaccat attccgttac tacttagccc ttacggttat 
tcaacctata
   843901 gaggcaacta aaataaaaac cccctttatc tgttgtacaa ataaaggggt 
tgattaaaaa
   843961 cgatgcgttt tacgaacaga caccattgct aataatcgat tttttatttg 
aatctagcgc
   844021 cacaattgaa gaagagatgg tattaataat ttggctcatc gcttcatttg 
aagcacctac
   844081 aattgcttcc atttttttag ctttttgatc aatcggctgt ttaaacgcaa 
ttctacaatt
   844141 gagctgcgct cctctattcg agattacttt aggattcgtt gactctagtt 
gcgtaggcgg
   844201 tatttggcgc ttcactaccc aagatacggc aacgttgata ttgctattat 
ctacaatatc
   844261 aaaatgagaa aagtcagtag aaactcgata tagaggctga ttgtttccag 
aaagcccact
   844321 gctataactg tcaattgctc caagtttttg ttgcaaacca gccgataagg 
tatcgcgtag
   844381 ctgtgtaccc aaagtcgatg tccagcgctc attatcaagt acagtcgact 
taccattact
   844441 gtcttgtagc accagtggcg cacggtctaa gcgatctgga atcccgaccg 
gcaagacctc
   844501 aatcacctgc acagtcgagt tcgagaccgg agtcacttta ggtgtaagcg 
tataatagtt
   844561 tggtgttggt gaactagaac atgctgtcat agctatggct gtcaaaagca 
ctccactccc
   844621 aagcagccat ttggctactt tagagtgttg caatgatcgg ttctttttat 
ttttcatcgt
   844681 tggcctctgg tctcttacca cgaataatag attcaggatg ttgttcaata 
tagtctgcca
   844741 ttaactgtaa tgacgcagcc gcacgagtca tttgttgtag tgctttacgt 
acgtcttgtt
   844801 gtaacggcgc atcgctcgac aaaatagact cggaagatct tacagtttta 
cgaacatcgt
   844861 ctaaggttgc ttgtaaacca ggagcaactt taccatctaa ctgtttaacc 
agcttgtcgg
   844921 tagactcaat ggctgtattc atattcttaa gcgttttgcg aacatcctgc 
ccaatttcga
   844981 ctagtgggaa ttttgttaat ttatcagcaa tttgggaaac ctgtgcctgt 
aaaccactta



   845041 actctgttgc agtagttgga attactacac ggccatcatt caagatttgt 
agagtggcag
   845101 gttttgcttt agagaactta tctaaagcaa tatagttttg acccgttaag 
aggttgccgg
   845161 ttctcatttg ggcacgccat ccatgctcaa caaaatcttt gaaaatgtcg 
ctgtttggat
   845221 tgagtgcttg accattttca acgcgtgaag gataaatcac tgcctcaaca 
cgcatgcgaa
   845281 tctgcttata gttgttataa aactctgcat taattgattt aatactacca 
atttcaattc
   845341 ccatgaagtc gattggcgca cccacagcca aaccacgtaa tgagtgatca 
aagtacataa
   845401 tcacgccacg cggtagacca tccggctctt ttaatgcttc agcttttgag 
tcccaaagat
   845461 taaaacggct cttgttagca gcgacagtcg catttgagtt ttcagggaaa 
ccaaacgcaa
   845521 taccaccagc aacaatactt gcaagcgatt gagtatctaa gttaaagcct 
gaagcattta
   845581 acgtcacatc aataccactt gcctgccaga aacgtgtgtc agtcgttaca 
aatttatcgt
   845641 acggcgcacg aataaacgtc tgaagttcta cacttttacc gtcatcagat 
agcttataag
   845701 ctgtaatttg tcctacgtta attcttcggt aataaattgg cgaaccaata 
tctaaagatc
   845761 ccaaatcatc ggctttcaag aaaaactctt tgcccggcac atcggacgta 
atcactggcg
   845821 gtatttccag acctgtgaat tcaagttttt tctcgggtga tttcccgcca 
tccacttcaa
   845881 tatatgaacc cgataataaa gtatcgatgc ctgaaacccc acttgtccca 
atccgtggac
   845941 gcactaccca gaaccgtgaa tcttgagcgg cgaaattgct tgcatcctta 
cgtaaatcaa
   846001 tgcgcgcaat aatgtgagat cggtcttctg caagatcgat ttgccgtacc 
accccaatgt
   846061 ctacctgctt atagcgtact gttgttttac ctgcgactaa accttcggcg 
gtacgaaaag
   846121 atacttcaat ggttggtcca ttagaaagta atgctttcac cgccaaagaa 
agcgcaatca
   846181 gcagcgcaat aagtggaata atccagatta gtagaggctt ccaccgattt 
ttcttttctt
   846241 ggggttctgg taaatcattc atgttttcca gttcaacatc tgtttcatga 
tgatctgagg
   846301 tctcactggt tgttttgttt tcagacatac tcattgttct tttattgact 
gggattaatg
   846361 gaatcattat tcaaaggcga atgctctgcc tgaataattg tgtttttttc 
cgaagaaaca
   846421 cggttaggtt tatttgtatt ttgagatgca taaaaattat cccaaataat 
acgtgggtca
   846481 aaacttaaag atgcaaacat ggttaaaacc acaaccgcac caaaagcaat 
tgaacccggt
   846541 cccgctaaaa tagttgcaag tgattgaatt tgaataagag cggtaagtaa 
ggctaccaca
   846601 aacacatcaa tcatggacca gcgccctaca aattcaacaa tgcggtagag 
tttaatgcat



   846661 tgctccggtg caaacttcca cgccgcggat gactgtatat atacaaccaa 
caacaggaaa
   846721 tacaaaataa gaagctttag catcggaata aaaatactcg ccataaaaat 
gaccaccgat
   846781 actaaatagt ctccactttg ccaaaagtaa atgaccccac tcatgatggt 
atcttgctga
   846841 cggcccaaaa gagagtcagt taccgtcata ggaaggacat ttgcaggaat 
atagagaatg
   846901 gtcgcagcta ccactaaagc gaaggtacga tttaaacttc ccggcttacg 
ctcgtgcaaa
   846961 acgctatggc atctaacaca gcggagaaat tggtttttat gagcatcagt 
tttatttact
   847021 tttgaagaat tcaataagcc acagcaatga cacaatatca gtgaaagatc 
tttggctctt
   847081 ggatattgtt ttaaaatcat attggtattt gtgatttttt caggagtcac 
attttttatt
   847141 tttgccatgg ctgtgaccta tcaatttcat tccatatatc actcaccttt 
acggaagtaa
   847201 tataaaccat taataggctc aagaccgcaa atgcccatag agcaatttcc 
ggaataacaa
   847261 gaaccatgcc cattaatttt acaagcgtga ccagaattcc aatcaggaac 
acctcaacca
   847321 ttccccacac tctcataaaa taaagtgttc gcaaggcacc gactaaaaat 
tgggggcgtt
   847381 tctttaatat actgaccgta ccgagtacat agcccagcaa taacaaatac 
gtaagtggca
   847441 caatgaatgt agtaattaaa ataagaacac cgacaaatgc ccgatcgtaa 
tgaaacatta
   847501 cccacacggc gcccagtaaa gtggtttcgg atatgttgcc ttgcagttca 
attttgacaa
   847561 tgggaaagct attggcaata acaaatacaa tgagggccgt taaaattaga 
gctaacaatg
   847621 tagtaaaagg cttggtatgc cgataaagct ctgcaccaca gcagacacaa 
taagctcttt
   847681 ttccgtaagc aagcgggact ctacgataga cggtatcgca ctcctcacat 
cctgctaatt
   847741 ctttaagctt catagttata ctctaagatt tatcgtttta ctctgctaat 
aattgcttac
   847801 tataacgctt gcctaaaata gtatttataa gcaatgtgcc aaactaatct 
catttcttca
   847861 agaaaaaatt agtggctgta tcaatgaatt attttattaa ataaaagaaa 
aagaactaaa
   847921 agcccctttt ctcaaaggag cttttaacac gtttaaaatt aaatggatat 
tatatttgaa
   847981 taaaattagg cgctcttcaa cgcaaaaata ttccaatgca acttcacacc 
caatacgcct
   848041 aataaaatta aacctgcacc taaaacttga gtactcgtca acacatgatc 
aaagaagaaa
   848101 taatcaatca ctatggtcga tattggataa ataaaagata agatcgcaat 
attatttaaa
   848161 ggtattttct taatcgccga atacattaaa tagtagagaa atgcagtatg 
caaaactccc
   848221 aatccgacca caaacagcca ttgttgaccg atcggcgggt tttcaaaaac 
cgacataaat



   848281 ggagtcatgg caatggcccc gctcagggtt tgtataaata caattaataa 
cggcggggta
   848341 ttacttaatt ttttagtgat taataccgat attgaataaa gtgttgtagc 
aataagaacc
   848401 agtcccaaac cgactaactc attagagttc accgaagcat tgcctaagcc 
tataatcacg
   848461 attagcccta taaaagcaac gatggtccat agcacatcat ttttattgag 
cttttcgtga
   848521 aagaccaaag cccctaaaaa taaaatgaca aacggattca cgtgataaac 
aatcgtcgct
   848581 aaagaaatag aagttttagg aaaagcggca aacagtagaa cccagttaaa 
aataattaga
   848641 aggcccgaag tcaccattaa aaacagttct tttttaccga agtatacttt 
tttaaaatga
   848701 ccatagtagt aacaaatcgg tattaaacac aatgctgaaa taaggcaacg 
gaaaaataca
   848761 atattaacgg gtgattgacc tgacttaatc acaaatagac caatactccc 
tgaaagcagc
   848821 atggctacga ccatttcaag cgtgccgact tttcttttta aatgatgatc 
atccacgaat
   848881 ttctccaaaa atttatattg ttaagtcttc atctattttt atttcagatt 
ttataaactc
   848941 actctttctt agtatttggt gagtttttag tctaaataac ttgtcctttt 
taaaatctag
   849001 aacaataaaa taaaagatta atcatgttaa tttttaatta agaaatcatt 
atttcaaaat
   849061 aaaaagatag ttaattcatt ctaaaatact aattctttag ctcaataaat 
ttagttaacc
   849121 ctcactaaaa agtaatctaa caacttggtt tgttcttcaa cgctatctga 
agtcaaaagt
   849181 cctaaaattg ccccatctat cataaatata aaaatttccg cttcggcata 
tgaaacggct
   849241 tttttagttt ccataagcag gcagaaaatt tcatttttaa tccatcgtct 
atagcgtatt
   849301 gccgtttggt aagctatagg ataactcgtt ttaatttcaa aaattgcttt 
aaacaacaga
   849361 taataagcgc tctttaaatt ggcatgtaag agatagattt gcctgagttt 
atgagcgaaa
   849421 gttgaatagt gagtcgtttc tatctccact cttacttttt ccattaatgt 
gtctttttga
   849481 agtaagaggc acatttcaat cagacgttct tttgaatgaa agtagttata 
aaaagtagct
   849541 ttggaaattt tagtttcact aataattcgg tctaccccaa ccttatgaaa 
cccgtattgt
   849601 ttaaataaat ccgatgctat gtagagcacg tgtaatgctc taaatgaagt 
gcctaaattt
   849661 ttcatgtata ccgcttaaaa taattttttg ttgtatgtaa aaagagataa 
aaatgccgtc
   849721 actcttaaaa tgagtgctaa atacaggcat gcgaaaaccg cacaaaatgg 
tgtgctcgcc
   849781 tatctcgggt ttattgttgc tatgattttg agtcgtaacg atgcttaagg 
cgtagaaaac
   849841 ctacggtcta ttgagccgtt ttaatgactg tttaggcggt ataaatagag 
agaatttggc



   849901 aaaggccaat aaataagaaa tagtacgcat gtgcggactc cttttgattt 
aaaagagtct
   849961 taccaattac tgtcaaataa tggtggcaag actagaaggg ttgacagact 
ggtacaaaag
   850021 gaaaccagcg cacgcaagcg tgcccctcct agcctcacca taaaggcgtg 
acttaggagt
   850081 acgcacaaaa cgaaataaaa cgttgttgtg cgccttttgt accagctctg 
tcaaaagctg
   850141 actggcaatg taggccagca ggcaaaggat agtgctctgc cctattacag 
tcaagcacac
   850201 aaaatgacat ttgttttaaa ttagatcatt aaaaactaag gataaataat 
taaaatttat
   850261 tgttcatttg ggtttataaa ttatttatat aaaacgtagt atatatacct 
aataaaagtt
   850321 tattgtttac tttaacttga gtatgaatca tatattttga taacaattta 
attcatttat
   850381 acaaggataa ttatgacttt aaatacagta atgctctcta ctcaaaggct 
taccctaaaa
   850441 ccatttaccg caaatgatgc agatgaaacc tataactgta ttacccctac 
gctcacacgc
   850501 tatatggctt gggatcctca accaaggcat gaattcgatc aaacttggag 
taattggcta
   850561 aagaattttg ctcttggcaa tgaaattatt tttgttatta gagagacatc 
ttctcaagta
   850621 tttataggtc ttgtaggact acaccgtatg caaacaagta acccagagtt 
aggcatatgg
   850681 atacgcgaag attaccacta tcatggctat ggtagagaag ctgtaacagc 
agtagcaaaa
   850741 tgggcaattg actttgttaa gccggacttt tttgtttatc ccgtcgcaga 
agaaaactac
   850801 ccaagtcgca aaattgctga atctttaggg ggcaaagtag tttcaaagtt 
tactggcccc
   850861 aaatacgaac ttgtaaccta tgagattcct gttagctttt aattctataa 
aaaccatatt
   850921 aatcaaatgg ctatcggctt cataaaagat acaacttgca aaatagctgc 
tatgacaata
   850981 ttttagagta attactctaa aatgagatct aataatgaaa aatataagaa 
ttggttcata
   851041 tcaatggatg caagctacaa atggtcagct cagcttcaaa gaaaaaatta 
aattaattca
   851101 aaaaattatg atgcctagca tcctgaattc tataaagata aattattatc 
gatttcaaac
   851161 tggtaacgat tttgatatag ggcaaattgt aataccagat actcaaatga 
ttaaaatcgc
   851221 acttgaggaa ttagaatcaa aagcaagtat atctatttac aatcattcat 
ggcgaacata
   851281 cttctgggga gccgccctag gtcatttaca aaaccggcag tttgaccctg 
agtcactctt
   851341 attagcttca ctttttcatg atattggtct aactgagcaa catatgcata 
gtaaaggctg
   851401 tcaatgtttt acatatgaaa gcgctaaaca atttgagcaa aaggcgaaag 
aatataactt
   851461 tgatgacaag aaaagcgaag tgattaaaga tgctatatgt ctacacatga 
atggatatat



   851521 agaggattct gatccatctg agattattct attacagcaa ggtgcttctt 
gtgatgtaat
   851581 tagtgacaac caatataagc tccccttatc ttttagaaat gaaattttag 
aaaaatatcc
   851641 tagaaatcaa tttaataaag aatttattaa acttattaat ttagagagaa 
aaaaagttcc
   851701 gagttcgcga acaggcttat tatatgacct tggattaccc ctcatgatta 
aatcaaattt
   851761 atataatgaa taagtttaat taaacatatt agtcataaaa caacttttct 
atcatgacga
   851821 gaaatttcaa ttaacaactg ttttatattc cttagcatga gtatgcctta 
atatatgcaa
   851881 aagatataaa ttaaaggcac ccgctctaat gaatgattca gttaagtggc 
tagaaattct
   851941 aaataaaatt actggtattg ctcaaacagg tttacattac tcaaaagatg 
tttatgacaa
   852001 agaacgttat gagcagcttt tagggcatat tgaacatcta ttagaactaa 
aagaaattaa
   852061 tacagaaaat tttattaata atgttctgca agatgtgggt tatgcgactc 
ccaaactaga
   852121 tgttagagca gttgtgttta aagaaaataa attgttatta gcaaaagaaa 
ttggcgatgg
   852181 acgctggtct gttcccggtg gttgggctga tgtaggctac tcagcatcgg 
aaaatgcaga
   852241 aaaagaagtt ttagaagaga caggattgcg ggttaaagcc attaaattat 
tagctttaac
   852301 tgatagaacc aagcaccctc atcctccaat gtttttacat gtgtataagg 
catttttctg
   852361 gtgtgaaatt attgatggcg agcttacccc aagtattgaa acaccagaag 
ttggcttctt
   852421 tagtagagat gaattacccc cgatttctac agcacgtgta actgaagaac 
agattcaaca
   852481 attttttgat tatttagagt caatccctga agcaacgaag tttgattaat 
aaaaacctga
   852541 tataaggcaa gctcagtttt tgtatatgaa aagtaaaaaa aacttggtct 
tttaaactca
   852601 aaaaatagcg cttaactttt atgctaatct tatgtctttt atcaattttt 
atataatttt
   852661 cttaccccat gattcagttt taccactaag taaacttatg taactttatc 
catacaattt
   852721 ctccacaatt taaaactcta acataaacaa ataattagtt ctcttttgct 
atcttgttga
   852781 tcattaagag aacacctctt aattcccttt tcttgagtaa cttatcgtta 
ttctgtctct
   852841 ttattctgca attttttaat tcagtattta aaaccgtata ttttcacttt 
aaatactgag
   852901 attcaattct taggctagat atgcgcacat ctgaaaaaca agtaaaacct 
attgagattg
   852961 atgatatcaa tatcatcgag aacgaaaaaa ccaaaaaagc gattactgca 
gctgcattag
   853021 gtaatgcaat tgaatggttt gatttcggcg tttatggtta tgtggcatac 
gttctcggta
   853081 aagtattttt cccagatgct tcaccaagtg tgcaaatgat tgccgcgctt 
gctacatttt



   853141 cagtaccttt tattttccgt ccattaggtg gtcttttctt tggacattta 
ggtgacaaat
   853201 acggacgtca aaaagttctg gccattactg tcattattat gtccatcagt 
acctttggta
   853261 ttggccttat tccatcttat gaaacaatcg gtttatgggc acctattctt 
ttactcatcg
   853321 taaaaattgt acaaggcttc tccattggtg gtgaatactc aggtgctgcg 
atttttgtag
   853381 ctgaatattc tccggaccga aaacgtggct ttatgggaag ctggcttgat 
tttggatcga
   853441 tagctggctt tgtacttggg gctgcaactg tcgccttgat cacacacgcc 
gtgggtgaga
   853501 cacgctttgc cgagtggggt tggcgtattc ccttctttct cgctctacca 
ctgggcataa
   853561 tcggtttata tttacgaaac cgccttgaag aaacccctgt atatcaacag 
cattcagagc
   853621 aacaagcaca aaaaagcaaa cctcaaaaat ttagtttcaa agaaattttt 
gttaaacata
   853681 agcgtagttt attggtgtgc attggtctag taatcagcac taacgttact 
tactacatgt
   853741 tgctaactta tttaccaagc tatttttcgc ataacttagg ctattcagaa 
gcacatggtg
   853801 cacttattat tattgcggtt atggttggca tgttatttgt acaacctgtg 
attggttatt
   853861 tgagtgataa gttcggacgt cgcccattta tttttattgg aagcttttct 
cttattttct
   853921 tgtcctatcc tgccttcgta ttacttaact ctggggtaaa ttatcaaatt 
tttataggct
   853981 tacttattct tgctttatct ctcaatatgt ctatcggagt gatggcatca 
actttaccgg
   854041 ccctatttcc aactgaaatc cgttatagcg ctttaggtat tgcctttaat 
ttctcagtag
   854101 ttatcgctgg tttaacccca actcttaccg caacgctagt tgaaactacc 
cataatctga
   854161 tggttccagc ctattacttg atgatttgcg gggtggtagg tattgctact 
gcaatgtatt
   854221 taaaggaaac agccaataag cctttaattg ggggcgtgcc tattgctcac 
aatatagagg
   854281 aagcacaaga gttacttgaa gagtttcatg aaactattga acagaaaatt 
gaaaatattg
   854341 atcagaaaat tcaggagctt caacaaaaac gtcaaaaact tgcagataaa 
caccctgata
   854401 tagcatgagt gaagcaacgt ttttcataag agtagcgact taaatgtcgc 
tattctttta
   854461 atatattttt cattcaattt gatagtaaaa aagaattaac ttagtaaatc 
tattattagg
   854521 aataatattt aataaataaa aaagccaatt ctttcgaatt agcttaatta 
cagcagacca
   854581 gctttagttg aaaattgctt cttggtttta ttgttcgcaa caatcttcat 
tcgtttttgt
   854641 tataggtcta acttagcttt ccattgtgac aattcaatta aaaaaacgcc 
tcagcctacc
   854701 ccaaaacaaa cttaatacat atataagtta ttttagagaa ctccatcaca 
attttgatgg



   854761 gtgcttatga taaacagcta cacagcaaaa ggtttaaatc tattatgctt 
gagttatcta
   854821 attgttaagt atgtatgatg gaacagcaaa ctttattaca agaactgaac 
tcactcattg
   854881 aatactattc aaaaagaacc gattgcccgc ctagtcgaat acgcatcggc 
tatagagctt
   854941 atgcaaaact catgcagtgc ccgccttttg ccgatgaagt aataaactcg 
gcgctcgatc
   855001 caaataagcg gaaatataaa aagataaaaa ttaaaattac caaagatgat 
gatcagttag
   855061 aaattgaata gtttggttaa agataaaagc ccatgaactg agctttttat 
ctcctatata
   855121 aaacagcttt taaaactcga cttgtaccgt gaccgtatct tgataagttc 
ccgctggtat
   855181 cgtgtctgcg ttttcatcca caatttttgt agtaaacaca tagttctgct 
gagttacccc
   855241 gttatgtacc cccgggttaa ttgttgcatt taaactcgac caacgctcgt 
taccgcttcc
   855301 ccatcggtca ttcgatgaat tcttgaaaat atcgtatttt aaaaatgtat 
ttcccgtttg
   855361 tgacttcatg gctcgctggt tgccattttg cggggaaagt ccattattta 
aactgacata
   855421 atatggtgta tttacagagc aacgtattcc catagaagac tgaacaggtt 
caagcttgga
   855481 agcaaacgcc gccgtaccaa agtttacgtc ttgagctaaa attcggcagt 
ctggaagtac
   855541 ggtaattgag agtgaaccaa gcgagtctgc cccacttccc cagttaaaac 
caatacccaa
   855601 tgcaccgcgt ctaaacccag gactctcaaa gaacaccccg attcccacaa 
tcgcgactgc
   855661 gggcacagaa tagaaccatt ttacttttaa cggtgagtcg gcttgataaa 
cacccggcga
   855721 tacactttgt ccagccggaa gccgtatgta gaaaggtaaa ttgccatcag 
gcccgctaaa
   855781 aagattgacc agcgtaaagc tactcatgtc tttttcttgg cctagactaa 
tgatttcatt
   855841 gttactgtct agaataatgg cgttaagttt ttctccggtc tgagcattgg 
taaatgaatt
   855901 tgacatttgc tcaacccgat attttaggta ggtcatgttt gctaaagcca 
agctaaaacc
   855961 cgtacacgac aaacccgaat taaattgtga tgagttttca ccattttcca 
ttaagtaaat
   856021 agacgggacc gaaatagaag atgtacctga agcgctcacg ctacatgcag 
catgagccat
   856081 atttcccgtc aacatcagtc cagagaacat gcataaatgt ctgagtaatt 
tttttgtttt
   856141 tatattcatg gcaaagatac ctcgtgacaa gtaacaggtt taaccaccac 
aatctgctgc
   856201 ttggcttgtt ctacatctac agaaaaatct gctttacaaa tactttggtc 
cgaacgctga
   856261 accgttacgg tgttattcgg ttttaaattt tctaaataga caatgccatc 
cattcccaca
   856321 taagaagact cttgatcagc tctatgtact acagccccta ccggcacagg 
tttgccatct



   856381 gcctgagtca aatagacatt tgcggaaata gactgatgaa ctgggaactt 
aatcacaaca
   856441 cccgagccac gtttagcagc aatacgttgt tcaacttgcg tgatagtgaa 
gtttgaaggt
   856501 aaatcgattg ggtcgacgct gtatttaccc gaatagtaag gcgtcaccga 
tggcacaaaa
   856561 atatggcctt ttttattact gcggccaatt aaactgtttt cgtatctgac 
cagaacatca
   856621 ggcacttggt ttgtatcaat caatgcaaaa gattcaccta atcggtttga 
agcaaataaa
   856681 tcacctgcca tataaattag ggaaccggat aggccaaacc agtagttata 
gtcatggttt
   856741 ccagacagac caaagtcagt attaatataa ctgttgcgat aattgacacg 
tgcctgattt
   856801 aaatcttcac tattttcatt aaagcgtcgg gttaaatcga caccaaaacc 
accttcagac
   856861 ggaacagagc ggttgaagtt aacgtagcca gtatcgccct gcttattaaa 
cgcataacct
   856921 gagttaacag tcgcgtttcg ctgaaacaac ggtatcgaaa gctgaaatgc 
agcactccat
   856981 tctttttcga tgaaatcacg gttggcactt aatgaaacag tcacaccatt 
catataagtc
   857041 ggtaaaacag gcgcccaaga caaatttaag aagcgatttt taaagtcatt 
tgccttggta
   857101 ttgatataac cgacgccaaa agttccagag tttttggtcg caaaataagt 
attggccgtt
   857161 aagcttttat tgctatttac tgaaattaaa ttgctatatt gcagccgtga 
aaggtcggta
   857221 tattcatcat cacgttggtt atggttaatg ctaaaaccaa accgattacg 
gttatagctg
   857281 tatccaactg tatattggtt accttccaag tctttcgttc gatcttcaga 
catagatttg
   857341 tcggctttac tttgggtaaa agaggcactc agcacaccta aatttgcaag 
cttgagtaca
   857401 gacccagcac ccaataactg taaatctgaa gaaagctcgg tgcgtccttc 
tacagtcagc
   857461 cagtcattta ccccataacg ggcatcggct gcacttgcaa attttccata 
agaaaaattc
   857521 ttaagtccgt agtcttctcg aatttttcct aaagacaatg agtaatcaaa 
taagccaggc
   857581 ttgagcaaag tattagaaat ataaaatggg accgatgttg tgacttgacg 
cccgactgca
   857641 tcagtcgtaa ccacaacggc ttccccttta ccgttaataa aaggaacatt 
atttaaaata
   857701 aacggtccgg actgtacttc tgttgagcta gttttttgcc cattaataat 
taagtcgact
   857761 gtacttggca acgcggcttg cccaataaat tgtggcaatg gataggtaat 
taaatccggt
   857821 cgggttgaat agtttctctg tacctgaaaa ccacctagtc gaacagaact 
tccccacgtc
   857881 gttttactac cggtaataat gtcacccagt aaaaaagatg tagcattctt 
ttggttatca
   857941 aactgccaag atgtgtcata acgacgatag ccgtcattat ctacagactc 
ggcgttacct



   858001 tcatttttgt attggttttt gacatagaca ccagagtttt taatgacccc 
taacggagag
   858061 aaaaaacgct gctcagtaaa taaactactg gttgaaccgc cttgataggg 
tctatatgta
   858121 taaaaatcat agttattgag cagccctata ccagactgag cgacttccgg 
cttataccat
   858181 gagtctttac ccaaaacttg agtgggcatc caagcgggcg gaaaattgag 
cttaaagtat
   858241 tggttcgaag attgatattc atagcttaca tcttttaatt tatctaaaga 
tatccaatca
   858301 ctcgcatcac cactaaaccc caaggtcaaa acatcttgat tcgataaaga 
tgtgtcagtg
   858361 tttgttaata actcttgagg gatgttaatt tctaattcat caatcagctt 
ctttttttgt
   858421 atgaagtact catcattttt cacaatcact ggcacaactt gctggaccga 
atattggttc
   858481 acaaccaaat cgagatacag tttaaaaagt tgattaattt cattaatgtc 
tcttggtggt
   858541 ggaggcaaat cgcctgcaaa cacagtattt ggaatattta aacatccacc 
cgacaataaa
   858601 atcagcaaaa tacttttgca taaattatta tgccgaagga tcatgatgga 
tcctccattt
   858661 tggtgatttc gatcaattct tgtttaatac cagaactgtc cacaccataa 
attttagatg
   858721 tttttgccaa ctcatgtgcc gttgactgat caatagcaaa ctttacagtg 
ctatttgata
   858781 aaacatagcc aaaagcagcc tttcctaaag agatatcatt acctgttttt 
gaagttttca
   858841 gtgccgaaag acgcgcaaac ttctgaccat tatttttaag atatagctca 
gactggcctt
   858901 gttgattatt gcgaactgac cactgtaaaa ccggttttgc taaagcattt 
tttgcattaa
   858961 gtttttgact ttcttcggtt aatccactgc caattccttt cccataagca 
aacaatggaa
   859021 ttgagtaacg catttggaaa cttactttag aagcatcttg ctcgttgcca 
tcagaaagtc
   859081 ggatcggcaa ctcatctaca atcagacgat atgactgctc tttgccatcc 
ggcaaattga
   859141 cgcttttggt taagcgaagc atatgcttct cgcctgcttt aattttagct 
acaggcgggc
   859201 ttggtataat ttctgattgc tcactatagt tatcttttaa gccatcttga 
ttccatttaa
   859261 atacccgaat ttgcaccatc gcatcggtct tacccgtatt ttgaagccaa 
accgcagttg
   859321 ccttttcatt ggcttcaatt tttggataaa tcggccaaat tagaaaagtt 
gcttgtgcca
   859381 tcacaggtgt aacaagtgat aatgtacttg caaataaaaa agattttaaa 
atgccatttt
   859441 taataaatgc agaattgttc atacaaatca ccatgtaatc attattgaaa 
cagtatcttt
   859501 ataaattccg gccgtatggg gttcattatt attttctaaa tcaacgacac 
catatatttc
   859561 aaaatttgcc agacggtttg taggtgttgt agcaggcaat aaatatttat 
tacctacaat



   859621 atattcattg gataaactac tagagttata tagcttgtaa gataaataat 
tagtggacga
   859681 accattcttc atacgtcttg tattattttg aaggttttca ccaccatcta 
tagaaacact
   859741 tacaggtaaa ctttccgtac aacggatatt ccaagaacct ttgctattaa 
taatattagt
   859801 cactacttta ttttttgata aagcagagta tttaccaaaa tccatgtttt 
gctcaatatt
   859861 atctattgaa cagccatttt caattttagc ttgtacttta aaacttgaat 
tgagctgagg
   859921 atctgctgca tatataaatt gactaacaga tagcaaaaat attgctttaa 
aatataagta
   859981 tttcattttt cttaaaactc aatcgtaatt ggtactatat ctttatattc 
acccttagat
   860041 atacgactac catcatgggt tgcttgacca aaaatatcga tattcttttt 
attattcata
   860101 tcattaagaa taaaagcttc atttgcttta atgacttgtt tatttaaacc 
atagagcaag
   860161 ttataagcaa taaaatctct accattactt aaagcatgat aataattttg 
tgaaaatgaa
   860221 gctggaatat tactatcatt atttcctgct ccaaatatta tttttacagt 
tgaaatacca
   860281 gcacactcga tctgaaaacc tgaattacca ttattaacta aactagcttc 
taaaacccct
   860341 ttaaaagctg tggtagcttc accaaaatct atagttccaa aatttaaatt 
tgttgcatta
   860401 ttttctacaa cattattatt aacagaacaa gaaggcaata attcaatttg 
actagttaat
   860461 ttagctccga tttcacccgc atttactaaa gaaattaaaa aataagaaat 
tataaatgct
   860521 gaaccacgat tgaatatcat cttccctcca tttaaaacag gtctactcat 
atttgagcaa
   860581 acctgctact caattaatta tttctttttt atatttagaa atttacagtg 
actaatagag
   860641 tatctttata atcgccttgt gcttttggtg tacctgtgtt tggagcaatt 
gcaccgaaaa
   860701 ttggtacggc agtagcttgg ccacttactg tagtgaactg ttgtggttgg 
tttacaacat
   860761 aaaggtttgt acgtgcagca tcacgataaa cgttatatgc aactacatca 
gcagaagcag
   860821 tattttttaa agtgcggtct gtacgttcac caccgtcaat tgcgactgta 
aaatcaacag
   860881 gatctgttcc gtcacaagtc acagaaatat tgccacctgt tgctgctgaa 
gcaacttcag
   860941 ctgttaatac gttgttccaa gtaccggaag ttttaccaaa atttaaagta 
ccaaacttgt
   861001 tcatatttcc ttcagtttga ctaccaccta cagtacagcc tgttgagata 
tttaatttaa
   861061 cgtcaacctg accagtaaca gctgcttgag tatttaccgc ataaccagca 
actattaatg
   861121 ctgcaagaag tgatttctga atgtttttca tattcataac ctacatatat 
aatgattaga
   861181 tttgtagaac aaaatgaatc aaactcgaca aataaaatat ggctaatctg 
ttttatatat



   861241 aaaacaaact accttttact attgtgtgat tctcttcaca atttaataac 
aattatttaa
   861301 cttgtataca tatattacaa aaagactatg ttgagttatt taaaatcaat 
ttttttaatc
   861361 ttacaaaaac tcccaattaa atacccaccc ctactttatt aaaatggcta 
aaaattagaa
   861421 aaagaaatta tctttttaac gatcatactt tttaaataat tattcaaata 
caattattta
   861481 tacacacaac aaaaacaagt attatttgtt tttattaaaa taggtaacat 
gacctatttt
   861541 aaccctacct aaagaaataa aaataagtca tttgacccat tttttaacca 
ttaattaggt
   861601 cgaatgacct agattaaaaa aatataggtc gttcgaccta attttagttt 
aatagaattt
   861661 aaatatttta tttatattag gacttacgca ttgacggatt caaaaaagta 
ttaaaatact
   861721 ttataaagta tctgtgatca gacgaattaa acatgcttct acagcaactt 
gtacattacc
   861781 catttatatg ggctttctca tgac
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                     /locus_tag="DSM_00809"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLADGPHTVSVTATDVAGNVSTPVTGTVTVDATAPTLAITTDDL
                     
ALAAGESANITFTFSEAVAGFDANDITLVGGTLSALVTTDNITWTAVFTPDGTGTAPS
                     
IAVADGSYTDLAGNLGTGDVLDGTDGFVVDIVAPVVGFTNVTTNDDTPPLTGTIDDPT
                     
ATVVVTVDGVDYPATNNGDGTWTLADNTLPSLIDGPHTVSVTATDPAGNVSIPATGTV
                     
TISSSSILAFDNTDHAVLSPQPSLVGDDVSLGSTSYLVLTSVAGLDLQLGGNSLGFTV



                     
AAGHEGDVTFQYSGLIDAAVLSDYKLVVQKFNTTTNQWESIHGDANSSLISLHLLGIG
                     
TGNVPGAVLDGLDAGQYRAFLAYDGLLGLGVLGTLSATMDDYDLSVAGGYEIGNAEGN
                     
VITDPDPTTGQVDQVTANTYVSSVNGHPIDADGETFAGTYGTITFYQDGSYVYVPNAD
                     
GSGVGQTDVFTYTLTDSVTGATGQANLNIVFDSIRAADNLVEVELNPQYQLVGTETDS
                     
AFYGVLLNVGNIVDLQLLTVDTVDFTIGAGQEGVATFNFNSLIGASALGDYNVVLQKY
                     
NDVTGQWEAVNGTGDRSLLNLTLLGNTPTAQIGGLTEGEYRAFLSFNGLVGGAVAVTL
                     
NGSVDVYNPAVITGYDVVAAHGNLISDPNTNGDVDIATPNSIISEVNGVAVSASPTEI
                     
IGTHGTLLIYANGDYTYTPNADSAGLGQVDQFTYTLLDPASNTTSQATFYVHLDSKVV
                     
DMNWDAADPPQPATVTITAVDDAVNAAIAAEPHLIEDDRALGSATYLALLSLAGINLQ
                     
APLPFVNSTVEFNVGAGETGTATFKYSSLINEGALGDYQLVVQKFNTATNRWESITGS
                     
SEASLLNLSVLGIGVNATPGVVVEGLDEGQYRAFMTYNGLYGKSILGTLSGTMDVYDP
                     
NQIDFTGLASEGNVITGLGVGTNADAVTGYTIVDSVTVNGVTTNVDPNTGTIIQGQYG
                     
TLQIFANGDYIYTPNNTNANLGLVDHFTYTLADPLGGNISASLDFTIGNSTPVIAVDD
                     
LAVAVVNPEYLQIGNDVAVGNTTYLALLTLTDNFDFQAGGQSVNFTLTDATLNDVTFN
                     
YSALISASLLADYVLVVQKFDTATNQWVAVNGTGDADLLSLAAFGGNSVTLEGLAAGQ
                     
YRAYMTYAGSGVGVSLLGTLSVQKDVFDATNITGYSTQVAEGNVIHDVGLNGHADTAS
                     
GFSTVTSVEFNGTAFAVNATGVTTIVGDHGTLSIYANGNYSYQPNGEAASLGQVDQFT
                     
YTLSDGLNTSQATLYLHIDSDAVDMTWNTSDPSQPAVITVTPVDAIDNVVSAGVDIVP
                     
QGELGVAVGSATYLALVGITENLNVSLLGTPSVAFTIDAGHEADVTFAYAPVLSLSLF
                     
NDYKVVLQQKGADGAWHNIDGGSSTGLLNIGLLGNGGIGVTVPDLGQGEYRAFMVYTG
                     
LGVGILGTMSVVKDDFDYTVAPTNTAVVADGNVLTDDVTTLTTQVTTVTSEVVGALPQ
                     
TVGTDTVINGAYGTLVISTNGHYTYTPNTTDLSAIGKVDSFTYTIRDVLTGATDTATL
                     
HVQVGSPDVTIAWDAANPANDGVVQLTANPDHVVTTTDFSNAADLPVDVASPVVSVNL
                     
IGSNSVVSDQFVVGAGTVANIDLSAVYTAQPLASLLPTVSYVIQSWNGTAWVNTIYSG
                     
SQTALGSVATIQAGSVAFQDTVEHLAAGTYRVQYTLTGVSLGATSLDTNVSTTTVHLD
                     
TYRSDWISGNVLAGDNIGGVADTGILSHEGAKLQVWDNAQNAYVDAVGQTINTGNGVL
                     
IMQSNGEYEYRPNDVTTTTQLASTDSINYKIVSVTGNVESQSTLTIDLTHNDYNLLYT



                     
STSANDTFTTGTGSDTVIYQVLNNVAIGNGGNTGGNGVDTWTDFHVGNVATDKQADLI
                     
DIRGLLDGAQTDANIGEYLNVTVSGGNTTIQIDRDGLTGLFPANNFTTLLVLQGVTTT
                     ETELLNNGQILY"
     gene            6076..7731
                     /locus_tag="DSM_00810"
     CDS             6076..7731
                     /locus_tag="DSM_00810"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MAVFLDFKRQLKLWLEHIVHHVSDLQEETILFISFGPKDHRCSV
                     
WHSEKTVLTQATLQLFDFIDDQFSPDQLPDYIKIDVAYNLEKQSWNQIEQQVHHQFHN
                     
NHYRRGIGFDDSCSVAFLEQEIYGKAIIRGLSYDKPNFFDETNLNYAIKQKYRAAKPE
                     
IRLQSLQEVWTFDTYATFYENGQFINLASRYDANGIRAITSNKKQHFRDLIEKNAAFL
                     
QSQIQENGKFIYGYFPAYDRDIRNYNTVRHCTSLYALLETFEVQDKPEYWPKIVAAIQ
                     
YALTTFYKEKDPITAFMIDGKEGELEIKLGANAAAILMLTKYQEITGKDDYLKYAEKL
                     
AHGILELVDPDGLTTHVLNYPNYDLKEKFRIIYYDGEAALALLRLYQINQDKRLLDTV
                     
KLMFENFIHKRYEKYHDHWLSYCTNELTKICPEEKYFIFGLNNYLKHFIFIRNRKTTY
                     
ATLLEMLMAAYKMVNRLKEQGHNALFEQAYMSELKKLITFRAEFQTTGFFYPEIAMYM
                     ARPDKILHAFYVRHDRFRVRIDDQEHNLSGYIAYVKDFEGGEI"
     gene            7728..9452
                     /gene="capA"
                     /locus_tag="DSM_00811"
     CDS             7728..9452
                     /gene="capA"
                     /locus_tag="DSM_00811"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P19579"
                     /codon_start=1
                     /transl_table=11
                     /product="Capsule biosynthesis protein CapA"
                     
/translation="MSYPLFEIKLLAALDHAQFEEAIWAFEIDGDISTLLLIDYALEQ
                     
FHQKKVQADEVYRVPEQKIKKIGKQNLGLEKNESYTFAELLQFLIFTQANDVKDALSN
                     
MLFGSIEQTQLILSKRAEDHQLALRAPNQLKNLFLLVKHIYSYPAELKKLFFIKTLSF
                     
KNKVYQPITPLLAHPVLTSVLYISHTFRQIYITYSEHNRSIGFFSFLDDIHRLEHMVP
                     
YYHYFQEEHVEAKKYSSQTGIINILGDTYFGEMYTEKRKSRGQTDALQQYGYHYSFEK
                     
IQPFLGKNDINIANFEAVFSLENQSPLKDKKPFVLKADAKKTLEEFKSIHLNYLVLAN



                     
NHLKDYGEQGLAYTLHQLDQASISYIGAGLNQKDAHNYFEITFETKHYAIFNGYWHRD
                     
TAYLDYDFYAIGSRSGVACLNGVLLEQIMRYKQAHPERKIIVICHWGVDFKPITKDQT
                     
KLATILTQAGADLIVGHGAHTIQPIQIINQKPIVFNIGNAVFNSDGEYEQQNALPFGC
                     
IARLDLAKDIIRLYPIYTNNLQTFWQPYPVDTEDFSKASIYMTSLLTPENYMASQDKL
                     GRYLEVKF"
     gene            complement(9449..10165)
                     /locus_tag="DSM_00812"
     CDS             complement(9449..10165)
                     /locus_tag="DSM_00812"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKILLLISGTLLCVSCTTRPPLLSERGPSISADGRPIVPVTFV
                     
FTTNTPQATKFDNYQQMRKEIKILNKYYVDDKNNKIFKFKLHRYIPYEEFSKLHCDLK
                     
QQINQPYPISTETIPASVNTCFPKRTVSKEVIVFIYDAYSTKWKFEDVTSRAFRNNGK
                     
PFILLDWNRLNYNIQAGSVHEMGHVFGLKHVCAPKATKRTPTNIMTSAECKLGSGGLR
                     NLGFTPVQLQTILSTYNQYP"
     gene            10241..10576
                     /locus_tag="DSM_00813"
     CDS             10241..10576
                     /locus_tag="DSM_00813"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A6B4U8"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA base-flipping protein"
                     
/translation="MFMDSILTTQYELHRQILEVIALIPYGKVATYGQVARMAGLPKH
                     
ARLVGYVLKHLEADHQVPWHRVINSQGKISLSKFNEKGENVQQLKLEAEGIYLLNGKV
                     NLKQFAWQP"
     gene            complement(10632..11069)
                     /gene="teaD"
                     /locus_tag="DSM_00814"
     CDS             complement(10632..11069)
                     /gene="teaD"
                     /locus_tag="DSM_00814"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:E1VBK4"
                     /codon_start=1
                     /transl_table=11
                     /product="TRAP-T-associated universal stress protein 
TeaD"
                     
/translation="MLYQHILVPIDGSETSMVAMKEAIKIGKALNSKITVVQVMALDP



                     
IIADLYVKTGQTNELIERTRTYLLDILEQAKQQFLQEGLSVETKLLEGFVVHEEIIQA
                     AQELNADLIVMGSHGRTGVRKLVLGSVAQKVLGESHIPVLIVR"
     gene            complement(11191..11823)
                     /gene="cat_2"
                     /locus_tag="DSM_00815"
     CDS             complement(11191..11823)
                     /gene="cat_2"
                     /locus_tag="DSM_00815"
                     /EC_number="2.3.1.28"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P26841"
                     /codon_start=1
                     /transl_table=11
                     /product="Chloramphenicol acetyltransferase"
                     
/translation="MDTPLINTPVRHWCEFEFISKTVKNPNIHIKGNYSYYSAYWDQG
                     
FERCVVRYLHDKPSTPDKPIDQLYIGNFVCFGAECVIMMGGNQLHRPDWISTFPFDTR
                     
SFLAAGDTIIADGCWIGSRAMIMQGVKIGEGAVVATGAVVTKDVPPYTIVGGVPAKII
                     KYRFPQEQIEKLLALKIYDLDEKQVLKMREYLQTDDIDALTVHLKKLQSE"
     gene            complement(11902..12378)
                     /gene="greA"
                     /locus_tag="DSM_00816"
     CDS             complement(11902..12378)
                     /gene="greA"
                     /locus_tag="DSM_00816"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A6W5"
                     /codon_start=1
                     /transl_table=11
                     /product="Transcription elongation factor GreA"
                     
/translation="MQRYPMTPEGKIALEKELQHLKTVERPRITQAIAEAREHGDLKE
                     
NAEYHAAREQQGFCEGRIQDIEGKLGAAQVIDVKDLEQNGRVVFGVTVTIENLDTEER
                     
KTYKIVGDDEADFKINKISVNSPIARGLLGKNEGDEVKITTPQGEVEYEVVSVEYL"
     gene            complement(12466..15696)
                     /gene="carB"
                     /locus_tag="DSM_00817"
     CDS             complement(12466..15696)
                     /gene="carB"
                     /locus_tag="DSM_00817"
                     /EC_number="6.3.5.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P00968"
                     /codon_start=1
                     /transl_table=11
                     /product="Carbamoyl-phosphate synthase large chain"
                     
/translation="MPKRTDIKSILIIGAGPIVIGQACEFDYSGAQACKALREEGYRV
                     
ILVNSNPATIMTDPSMADATYIEPITWQTVAQIIEKERPDAVLPTMGGQTALNCALAL



                     
DENGVLEKYGVELIGATKEAIEKAEDRKLFDEAMRKIGLECPKAAIAETMEEALEIQS
                     
RFGFPVIIRPSFTMGGSGGGIAYNREEFLEICERGFDLSPTHQLLIDESLIGWKEYEM
                     
EVVRDKNDNCIIVCAIENFDPMGVHTGDSITVAPAQTLTDKEYQLMRNASVAVLREIG
                     
VETGGSNVQFGINPKDGRMVVIEMNPRVSRSSALASKATGFPIAKIAAKLAVGYTLDE
                     
LKNDITGGVTPASFEPSIDYVVTKIPRFNFEKFPQAEPVLTTQMKSVGEVMAIGRNFQ
                     
ESVQKALRGLEVGVSGFDEKIEAGATNVKETILKELKVPGPERIWYVADAFRHGFSLD
                     
DVFEATKIDRWFLIQIQDIVNTEAQVKTLGFGDLTAENIRSFKRKGLSDLRIANLMGI
                     
SQKQFRKQRWNLGVYPVYKRVDTCAAEFESGTAYMYSTYDEECEANPSNRDKIMVIGG
                     
GPNRIGQGIEFDYCCVHAALAMREDGYETIMVNCNPETVSTDYDTSDRLYFEPVTLED
                     
VLEIVRTEKPKGVIVQYGGQTPLKLARALEEAGTPIIGTSPDAIDRAEDRERFQQMIQ
                     
RLQLRQPNNSIVKSAEEGISEAAKVGYPLVVRPSYVLGGRAMEIVYNEDELKRYLREA
                     
VQASNEAPVLLDHFLDDATEVDVDCVSDGKDVVIGGIMQHIEQAGIHSGDSACSIPPY
                     
SLSKEIQDEMRRQTIAMAKELGVVGLMNVQFAVKGNDIYVLEVNPRASRTVPFVSKCI
                     
GESLAKVAARCMAGQSLESQGFTKEIIPNRFAVKEAVFPFAKFPGVDPMLGPEMKSTG
                     
EVMGVGQTFGEAFYKAVLGSNDRLPGLPTEGEVKHAFLSVRESDKKYIADIAKKLVEY
                     
GFKLVATGGTYQVLKEAGLECESVNKVTEGRPHIVDRLKNGEIHLIVNTTEGKQAQYD
                     SAMIRRAALQGKVYYTTTINGAEAVCQAFAVKLPMDVYRLQDLTVG"
     gene            complement(15711..16850)
                     /gene="carA"
                     /locus_tag="DSM_00818"
     CDS             complement(15711..16850)
                     /gene="carA"
                     /locus_tag="DSM_00818"
                     /EC_number="6.3.5.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A6F1"
                     /codon_start=1
                     /transl_table=11
                     /product="Carbamoyl-phosphate synthase small chain"
                     
/translation="MSTPAILALADGTIFKGTSIGATGSTTGEVVFNTAMTGYQEILT
                     
DPSYAQQIVTLTYPHIGNTGCNEEDVESGRIHKVWANGLIIRDLPLLHSNFRSEQSLS
                     
EYLQAHNVVAIADIDTRKLTRILRDKGAQNGCILAGENITEEEAIAKARAFGGLNGLD
                     
LAKECCDPTGFEWSEGSWVLGKGFTQPELKYHVVAYDYGVKTNILRMLADRGCKLTVV
                     
PAETPAEKVLALNPDGVFLSNGPGDPAACDYAIEAVKTIVETTTLPVFGICLGHQILA



                     
LASGAKTVKMNHGHHGANHPVQNLEDGTVMITSQNHGFAVDAETLPANLKATHKSLFD
                     GTLQGIHRTDKPAFSFQGHPEASPGPHDCAPLFDHFIELIEASKQ"
     gene            17164..17751
                     /locus_tag="DSM_00819"
     CDS             17164..17751
                     /locus_tag="DSM_00819"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSDNQVSKDIAENTSSVAETVKTEVAEAKEAVAKTTTRAKKAVS
                     
TKATQVKEVVAEKTEQVKEVAHEATSQVKEAIAETQEQVKAVINETEEKIEAETQELN
                     
QNIHNQFAQIKQDILQRLDVIKAQFNTSQEGLNELKNTLKAEINALIEDLTKVTKELK
                     GDISQISLKHKDSLTESLKRTKNNAVEAWNKARDH"
     gene            complement(17811..18347)
                     /locus_tag="DSM_00820"
     CDS             complement(17811..18347)
                     /locus_tag="DSM_00820"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MASYELSAFDRFHAVSVVGAIEQQAPYTLNVGFWIRDPNQLIIW
                     
PQEVAAHPRQDFLWEETCFEIFIGVHDEDFYREINLSPSQAWQTYQFEEYRYPESMPP
                     
LVAYDIELNHLKRTHYGLNVSLDLSQFMQQHRLKWANLYLGLTAVLKTKDGMQYYAMQ
                     HSGKHADFHNKRDWLHEF"
     gene            complement(18362..18685)
                     /locus_tag="DSM_00821"
     CDS             complement(18362..18685)
                     /locus_tag="DSM_00821"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P71376"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA-binding protein"
                     
/translation="MAALSIHERKRLRQIGHVLNPVVMIGGQGLTDAVIEETLRALND
                     
HELIKVKIAGEDREARAAVIDAIVEATGAEAVQKIGKIVLLYKKAAKQNQHLSNLVRH
                     AHLAN"
     gene            18885..19535
                     /gene="rlmE"
                     /locus_tag="DSM_00822"
     CDS             18885..19535
                     /gene="rlmE"
                     /locus_tag="DSM_00822"
                     /EC_number="2.1.1.166"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:P0C0R7"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribosomal RNA large subunit 
methyltransferase E"
                     
/translation="MATRITNQKLSKSSRAWMREHLDDPFVKKAQKEGYRARAAYKLL
                     
EIQEKYKLIKPGMTVVDLGAAPGSWSQIAGKLVGSKGLVIASDILPMDALPDVTFLQG
                     
DFREEAVFEKLLNILNGRQVDIVISDMAPNTSGNRAVDQPRQIYLCELALDFAQKVLG
                     
PNGQFVVKVFQGAGFDEFRKQVVDSFDVLKTAKPAASRARSKEVFLVGQGRKKALQ"
     gene            19670..21565
                     /gene="ftsH"
                     /locus_tag="DSM_00823"
     CDS             19670..21565
                     /gene="ftsH"
                     /locus_tag="DSM_00823"
                     /EC_number="3.4.24.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AAI3"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent zinc metalloprotease FtsH"
                     
/translation="MSDYFKNAVLWLIILGVLILIFSNISDRNKPTAMKYSDFVAAVN
                     
AGQIKQVTIDGLNISGEKTNGSQFETVRPQVEDTELMPSLNKQNVVVEGTAPQRQGIL
                     
MQLLIASFPVLLIILLFMFFMRNMGGGAGGKNGPMSFGKSKAKMLSEDQIKVTFADVA
                     
GCDEAKQEVVEIVDFLKDPAKFKRLGATIPRGVLMVGPPGTGKTLLAKAIAGEAKVPF
                     
FSISGSDFVEMFVGVGASRVRDMFEQAKRHAPCIIFIDEIDAVGRHRGSGTGGGHDER
                     
EQTLNQMLVEMDGFEGNEGVIVIAATNRVDVLDKALLRPGRFDRQVMVGLPDIRGREQ
                     
ILNVHLKKLPSVTGVDVKVLSRGTPGFSGAQLANLVNEAALFAARRNKNTVDMHDFED
                     
AKDKIYMGPERKSMVLREEERRATAYHEAGHAIVAEILPGTDPVHKVTIMPRGWALGV
                     
TWQLPEQDQISHYKDKMLNEIAILFGGRIAEEVFIQQQSTGASNDFERATKMARAMVT
                     
KYGMSDKMGVMVYEDENQNGFFGNVGSRTISEATQQQVDQEVRRILDEQYKVARDILE
                     
NNKDIAHAMVKALMEWETIDRDQIRDIMEGREPQPPKVYIAENPVSAFEPPKDGPSTP
                     PPLPAMN"
     gene            21697..22548
                     /gene="folP_1"
                     /locus_tag="DSM_00824"
     CDS             21697..22548
                     /gene="folP_1"
                     /locus_tag="DSM_00824"
                     /EC_number="2.5.1.15"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AC13"
                     /codon_start=1
                     /transl_table=11
                     /product="Dihydropteroate synthase"
                     
/translation="MQLISLPKQILQCGQLQLDLSQPHVMGILNVTPDSFSDGGKHNQ
                     
LDQAVDHALSMIEQGATIIDIGGESTRPGASEVAVEEEVRRVVPVVEALSHHNVILSI
                     
DTSQPEVIRAAKAAGAHIWNDVRALTRPNALKTAVELDIPVVIMHMRGEPTTMNQLDQ
                     
YTDVTLDVMQELQQRIDEALAAGVKKHNIIVDPGFGFAKNAQQNLKLLKEFWKLNELG
                     
YPILSGLSRKRFIGEALQGAPADQRAVGSVTGHLLSIQQGSSIVRAHDVKEMHEAILV
                     WKAVQQA"
     gene            22683..22997
                     /locus_tag="DSM_00825"
     CDS             22683..22997
                     /locus_tag="DSM_00825"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFEDLLLPMFDDEYYPDILVAELKQLIEQFAKKVQKPALAEQDI
                     
YRYAHQTVNEINEMKPQFEDLDSSLDDSAADYIAEAMMMVVQDAGYLDLEMEELVMNR
                     EW"
     gene            complement(22998..23363)
                     /locus_tag="DSM_00826"
     CDS             complement(22998..23363)
                     /locus_tag="DSM_00826"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPDENNAMIRILIFISALLFFIPFANAEDIFNGTILFKNNDWHF
                     
VRCSITQDDYLIEAPQEIFTQFKELQQQQKNYWVSVLAEVNEQQNGNLILKIEKIDEV
                     HLGETCHLLEALKNSENRE"
     gene            complement(23418..23503)
                     /locus_tag="DSM_00827"
     tRNA            complement(23418..23503)
                     /locus_tag="DSM_00827"
                     /product="tRNA-Leu"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Leu(taa)"
     gene            23700..25463
                     /gene="phoD"
                     /locus_tag="DSM_00828"
     CDS             23700..25463
                     /gene="phoD"
                     /locus_tag="DSM_00828"



                     /EC_number="3.1.3.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P42251"
                     /codon_start=1
                     /transl_table=11
                     /product="Alkaline phosphatase D"
                     
/translation="MSEKISRRELIQKSLLGFGALSIPVAFTGCNDGSDDESPEIQVD
                     
FLHGVASGDPLQDKVILWTRVTPTDSGVRLKVVWEISTDNQFKQNLKTGMVETSKTDD
                     
FTVKVDAAGLQADTVYYYRFKFGNKVSPVGQTKTLPTSTNKVSFAVCSCSNYPAGYFY
                     
VYREMAKQNVDVIIHLGDYIYEYGADGYATEDATKLGRNLPADNNKEIIKLDDYRKRY
                     
ALYRQDKDLQAAHQRHPFIVIWDDHELANDAWREGAENHQSNEGAFSDRKLAALQAYF
                     
EWMPIRPVSSTDHLNIYRQFNFGSLVQLTMLDTRIIARDKQLAYADYMTTTGLDIAKF
                     
QADLTNPVRTLMGYTQRDWLVDKLKQSTATWNVVGQQVLMSKMWIPAELLASLGQITS
                     
GGTSPEALAKMNAQITELVALKLRLQQNDPTLTAQEKARIMTVSPYNLDAWDGYYAER
                     
EFVYDKLAEFNKKIIVLAGDTHNAWASYLYSQKGKYVGVELATSSVSSPGLEKYLSIP
                     
LTQLQQFEFAFTTLIDELVYCNLNQRGYLLVTLDQAQVHSEWRFVDSIKNTEYQIDSS
                     RQNDIVLDLNLMPLKQGQKTA"
     gene            complement(25562..25647)
                     /locus_tag="DSM_00829"
     tRNA            complement(25562..25647)
                     /locus_tag="DSM_00829"
                     /product="tRNA-Leu"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Leu(taa)"
     gene            complement(25659..25732)
                     /locus_tag="DSM_00830"
     tRNA            complement(25659..25732)
                     /locus_tag="DSM_00830"
                     /product="tRNA-Cys"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Cys(gca)"
     gene            25885..26733
                     /gene="folD"
                     /locus_tag="DSM_00831"
     CDS             25885..26733
                     /gene="folD"
                     /locus_tag="DSM_00831"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q7A697"
                     /codon_start=1
                     /transl_table=11
                     /product="Bifunctional protein FolD protein"
                     
/translation="MALVLDGRALAKQIEENLLVRVEALKAKTGRTPILATILVGDDG



                     
ASATYVRMKGNACRRVGMDSLKIELPQETTTEQLLAEIEKLNANPDVHGILLQHPVPA
                     
QIDERACFDAISLAKDVDGVTCLGFGRMAMGEAAYGSATPAGIMTILKENNIEIAGKH
                     
AVVVGRSAILGKPMAMMLLQANATVTICHSRTQNLPELVKQADIIVGAVGKAELIQKD
                     
WIKQGAVVVDAGFHPRDGGGVGDIQLQGIEEIASAYTPVPGGVGPMTITTLIRQTVEA
                     AEKALG"
     gene            26974..27642
                     /gene="prmA_2"
                     /locus_tag="DSM_00832"
     CDS             26974..27642
                     /gene="prmA_2"
                     /locus_tag="DSM_00832"
                     /EC_number="2.1.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45558"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribosomal protein L11 methyltransferase"
                     
/translation="MSCTFQLSKAPEHLLQALHEVIPHCELMAQQLPETPISLWLIPP
                     
VFPTDRLDDEVIRRIWNDTPYWIFCWASGLAMAQWILAEPHHVKDKVVLDFGAGSGVV
                     
AIAAKMAGAKRVICCDIDQVSLNACRENALLNDVELEYLDDLYKAEQVDILLAADVLY
                     
DQCNRFFLDEFLKFAPEVWVADSRVKNFSHPKYEKIEERSATTWPDLDEAKEFRNVSF
                     YKTL"
     gene            complement(27665..28087)
                     /locus_tag="DSM_00833"
     CDS             complement(27665..28087)
                     /locus_tag="DSM_00833"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNKSILCLALSSMFILTACQTTPRQYNGSTGYQIENQTKTSATL
                     
AYTLAGRSNQQLDERKLQRACQNVLGAQKVYKLSILSINEIPNPAKDEHYGIQLGETR
                     ASFGLSNTPSLNNGEDYATRQALEARPSTLKVVRYTCS"
     gene            complement(28204..29523)
                     /gene="kgtP_2"
                     /locus_tag="DSM_00834"
     CDS             complement(28204..29523)
                     /gene="kgtP_2"
                     /locus_tag="DSM_00834"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AEX3"
                     /codon_start=1
                     /transl_table=11
                     /product="Alpha-ketoglutarate permease"



                     
/translation="MVDQPSTATTPHSNLDTKTRLKSILGGSAGNLVEWYDWYVYAAF
                     
TLYFAHAFFPKGSQTAQLLQAAAIFAVGFLMRPIGAWIMGIYSDRKGRKAGLTLSVTL
                     
MCIGSLLIAVTPSYESIGVFAPLLLVIARLIQGLSVGGEYGASATYLSEMAEKDRRGF
                     
FSSFQYVTLIAGQLTALCVLLILQMILTEEQLHDWGWRVPFFIGALLAIVVFRIRRGL
                     
LETQSFKNAQAETDQPKSGMFALFKHYPKEAFTVLFLTAGGTLAFYTYTTYLQKYLVN
                     
TSGFTKPEATQITTLALFIFMCLQPLAGALSDRIGRKPLMIAFGVTGVLFTYILFDTL
                     
ANTHNYWTAFWLCLGGLVMVTGYTSINAVVKAELFPAHIRALGVALPYAIANTLFGGT
                     AEFFALSFKEAGHESWFFIYVSIMIFISLLIYIFMKDTKHHSKIKEH"
     gene            29910..31418
                     /gene="glpK"
                     /locus_tag="DSM_00835"
     CDS             29910..31418
                     /gene="glpK"
                     /locus_tag="DSM_00835"
                     /EC_number="2.7.1.30"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A6F3"
                     /codon_start=1
                     /transl_table=11
                     /product="Glycerol kinase"
                     
/translation="MSNCPKKYIVAFDQGTTSSRAIVLDHDANVVSIAQREFTQIYPQ
                     
PGWVEHDPMEIWATQSAVWVEALAQAGIKSEQVAAIGITNQRETTIVWDKKTGRPIYN
                     
AIVWQSRQTTEICNQLYKAGWQEYIRKTTGLVIDPYFSATKIKWILDHVEGSRERAER
                     
GELLFGTVDTWLIWKLTNGAVHVTDFTNASRTMLFDIEKLEWDEKLLQALDIPRAILP
                     
EVRSSSEVYGYTHTISGQEVGIPIAGIAGDQQAALFGQMCVESGQAKNTYGTGCFLLM
                     
NTGKKIVRSEHGLLTTIACGASGEVNYALEGAVFNGGSCVQWLRDELKVIKNAKDSEL
                     
YATRVKDNNGVYVVPAFTGLGAPYWDPTARGAIFGLTRGASIEHIIRATLESIAFQTR
                     
DVLDAMQQDAEEELRTLRVDGGVTENNFLMQFQADILTTPVERPIMKETTALGAAFLA
                     
GLATGFWQDLHELRNKSAIEKVFEPKMPSEQAELIYKGWLKAVKRSQNWAED"
     gene            31573..33090
                     /gene="glpD"
                     /locus_tag="DSM_00836"
     CDS             31573..33090
                     /gene="glpD"
                     /locus_tag="DSM_00836"
                     /EC_number="1.1.5.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P13035"
                     /codon_start=1



                     /transl_table=11
                     /product="Aerobic glycerol-3-phosphate 
dehydrogenase"
                     
/translation="MKVQPNDYSKIYDIAVIGGGINGVGIANDAAGRGLSVFLCEKDD
                     
LASHTSSASSKLIHGGLRYLEHKEFRLVREALAEREVLLAKAPHIIKPMRFIMPHRPH
                     
LRPAWLIRAGLFFYDHLGKREKLLGSNLIYFKEDSPLKPAITRGFEYSDCTVDDARLV
                     
VLNALQAKEKGAKVVTRTRCVKAYRQQELWHLELQSGAEFYQIRAKAIVNAAGPWVEE
                     
IISENLGLSSPYQIRLIQGSHIVVPKLYDCHKAFIMQNEDRRIVFAIPYLEKYTLIGT
                     
TDQEYTGDPQKVEITDVEIDYLLTVTNSHFKKQLTRADIVSQYSGVRALCDDESDNPS
                     
AITRDYTLALQAEDKTTPLLSVFGGKITTYRKLAEAALEHLAPFFNDMAEEWTADEAL
                     
PGAENWTTLEDLINQIKTRVSGISDSLANRWAHAYGTRVWNMLKERNAVEQLGQHFGH
                     
DLFECEVRYLCEYEWAHTAEDILWRRSKLGLAFDEKQVKVLEAYLSERRLKDDAA"
     gene            complement(33134..34966)
                     /gene="pckG"
                     /locus_tag="DSM_00837"
     CDS             complement(33134..34966)
                     /gene="pckG"
                     /locus_tag="DSM_00837"
                     /EC_number="4.1.1.32"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9AGJ6"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphoenolpyruvate carboxykinase [GTP]"
                     
/translation="MTTVNAPEFVRHPKLIAWVEEIANLTKPAKIEWCDGSEEEYQRL
                     
IDLMIANGTMQKLNQEKHPGSYLANSDPSDVARVEDRTYICSQNKEDAGATNNWEDPA
                     
VMREKLNGLFEGSMKGRTMYVVPFSMGPLGSHIAHIGIELTDSPYVAVSMRKMARMGK
                     
AVYDVLGTDGEFVPCVHTVGAPLAEGQKDVAWPCNPEKYIVHYPETREIWSFGSGYGG
                     
NALLGKKCLALRIASVMGREQGWLAEHMLILGVTNPQGEKHYIAAAFPSACGKTNFAM
                     
LIPPAGYEGWKIETVGDDIAWIKPGEDGRLYAINPEAGFFGVAPGTNTKTNPNCMATL
                     
HKDVIYTNVAVTDDGQVWWEGLSKEVPANLTNWKGQPHVNGEKAAHPNARFTVAAGQC
                     
PSIDADWENPAGVPISAFIFGGRRADTVPLVSEAFDWVDGVYKAATMGSETTAAAVGQ
                     
QGIVRRDPFAMLPFAGYNMADYFDHWLNLGAKVSEKAEASGNKLPKIFNVNWFRRDAE
                     
GNFVWPGFGQNMRVLEWIIDRCEGRANAVETPIGFVPTYEDLNWEGTEFTKEQFDLIT
                     NQDKDQWVTEIESHTELFNKLGERLPKALKERQAALLEAVKTGF"
     gene            35358..36296



                     /gene="bmrU"
                     /locus_tag="DSM_00838"
     CDS             35358..36296
                     /gene="bmrU"
                     /locus_tag="DSM_00838"
                     /EC_number="2.7.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39074"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative lipid kinase BmrU"
                     
/translation="MRPLKPLSIIYNEKSGFHASKHEDVYEQLMTVFTEYGFEIQVFE
                     
LNENTLFDDLINNVIHRHSQNENTGVVVAAGGDGTLNAVATKLKNTSIPMGILPLGTF
                     
NYVAKVLEIPLDLLEAAEVIATGKPRSVHVAVINDHIYLNNASLGLYPLFIKKRELYN
                     
KYLGRLPLHAYTSALDVLLRENKSMKLSITVDGKKYPVKAPLIFFGNNQLQLCDMKLR
                     
IAECAAQGRVAGVVITKSDKLSLLNMLWQWVQGKVEDAQDVYSFCADHVIVECAKKTK
                     LTVALDGEIIEMKPPLNFTVEKNALNIMVPNVTTSV"
     gene            36277..37035
                     /gene="cpdA_1"
                     /locus_tag="DSM_00839"
     CDS             36277..37035
                     /gene="cpdA_1"
                     /locus_tag="DSM_00839"
                     /EC_number="3.1.4.53"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_00905"
                     /codon_start=1
                     /transl_table=11
                     /product="3',5'-cyclic adenosine monophosphate
                     phosphodiesterase CpdA"
                     
/translation="MLLHLSDLHFGTEKKECLEAISDFCIQQQPEVIVVSGDITQRAK
                     
YEQFFKCRQYLDSLNIPYLVVPGNHDIPLYHVWNRFFSPFTRYRYFFGELEPTLETEH
                     
FYIVGVNSIRRRYHTRGHISIEQIQATYERLDRGPKNKIKLVVFHQPFYTPPDNKHGI
                     
KDCPVLGKIALEKWSTTGLFGMLHGHLHKTAIYDLTQIYSLKIDHPIFDIHAGTATST
                     RLYHHNPNSFNTISNEGKIQHYWFNYDLKIFQLI"
     gene            37339..38376
                     /locus_tag="DSM_00840"
     CDS             37339..38376
                     /locus_tag="DSM_00840"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVQVSLMANNASKNNTVDINVGQTKNIVVDPKVIAKIDINPERI



                     
ASITRDGNSAVIHLKDGTEIVLENFFISENPQILLNEGQTYWTANLAEDATGQTTVNY
                     
LELKEIPKYIDASSSVPIWSWVVSALAGAGTVALLSQQDAKDKTPPEPGKLSFQNLLD
                     
SGELTQDQITNDNKFNLKLSGQEKGSSVTYLISTDEGKTWQETTLNQKDLADGIYLYK
                     
AVVTDAAGNTSETAVQKVVVDTTAPQAGELALSDLSDTGVSVTDQITQDKNFNLKLEG
                     
QESGSRVTYLVSTDEGKTWQETTVVQKDLADGVYQYKAVVTDTAGNTSETAVQKVVVD
                     TTXEKLGRKPR"
     gene            38388..47306
                     /locus_tag="DSM_00841"
     CDS             38388..47306
                     /locus_tag="DSM_00841"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MADGVYQYKAVVTDTAGNTSETAVQKVVVDTTTPQAGELTLSDL
                     
NDTGVSVTDQITQDKNFTLKLEGQETGSRVTYLVSTDEGKTWQETTVAQKDLTDGVYQ
                     
YKAVVTDAAGNTSETAVQKVVVDTTTPQAGELTLSDLNDTGVSVTDQITQDKNFNLKL
                     
EGQETGSRVTYLVSTDEGKTWQETTVVQKDLADGVYQYKAVVTDTAGNTSETAVQKVV
                     
VDTTAPQAGKLTLSDLNDTGVSATDQITQDNSFTLKLVQPIVIGEQAALLDHYEVSKD
                     
EGKTWQETTADQKDLADGIYQYKAIVTDLAGNISESAIQKVVVDNSLNVESTTVIVKP
                     
ITEDNTISLVEKDQVISIRLEIANLPTDLNSSLTSVNTTLDNVTYNFHFDEVTQEWVT
                     
EIPAEFLWSVEPQTNISIDISLTDQAGNTAIITHTQNYNVDPTPNSPTLDSLTFNNID
                     
GAIISGSAYKGSKVDIYNKNGDWLASTITNEEGKFTLQDLSINSNQEVYAVATYNGYS
                     
SENSSIGLVTEVPAISITRISPEGVISGYATEGSHFIVKDQNGNILQEFNSNVFDSSG
                     
ITPFSVMALGEVRPFILSLDQPLEEGAQIIISTDKDNISGHPQYITADYTPAVFLETP
                     
QFDISGETLSVHVNEPNSFIRAFSGEGNLIATGFTDEQGFASLQVFQFLKEGETVTVQ
                     
VVDKNQNTSETLIEVPNFAYIPHVERITQEGLISGVAEDNSTVIVRDADGNELGKVTL
                     
GDDNSWSDFSHFSLSVNRPLIDGEKISVQIIDNKGLMSPEQNIIVDLTPPSAPTELNF
                     
NDAGDLVYGHAEPFSEILVKDGQGNILNKWFWNNWTDESGSFSIELGTFLTNAETVYV
                     
TATDVNGNVSLAAQIQAPNYAFAPHVDSFTSDGVISGQAENNSTLTVKDAKGDVVAEI
                     
KVGEDNGWNGSSYFKLQLDRPLVDGEQFFLSIKDARGQVSADTVITADTVAPTPASNL
                     
VFSEDGSYLTGVAELNTTIQVFDHNGQLVNIWNNTINSDGTFTIYLGSNNLHGEAFTV



                     
TVKDQAGNVSEAISINAPLDDIAPNPIKNILLDANGQNFTAQAEANSQIEVFDSLGNQ
                     
TGWGSTDSAGNASGSFNQTYLHGEELTFVVIDRAGNRSIEFKQNALIDTIAPNPIENI
                     
IFNENGQSFTAQAEAGSSIDVLDQTGNKIGFGYTDSSGNVSGYFQQVYLHGEELTFVV
                     
IDRAGNRSAEVKQSALNDDVAPNPIENIVLDLNGQNFTAQAEANSQIEIKNNNGDVVG
                     
YGSADSAGNVSGYLYQVHLHGEELTFIVVDRAGNRSTEVKQNALIDDIAPNPIENIVL
                     
DLNGQNFTAQAEANTQVEVRNAAGEVVGSGYVDGAGNVSGYLYQVYLHGEELTFVVVD
                     
RAGNRSTEVKQNALIDDIAPNPIENILLDANGQNFTAQAEANTQIEVKNTAGEVIGSG
                     
STDSMGNVSGYFYQVYLHGEELTFVVVDRAGNRSTEVKQNALIDDIAPNAIENIIFNE
                     
NGQNFTAQAEANSKVEVKNAAGEVVGTGYVDSAGNVLGYLNQVYLKGEELTFVVIDQA
                     
GNRSVEVKQTAFLDNTAPENATNLVFSEDGSYLTGMAEPNATIQIFDQNGQLLNLWNN
                     
HVNWDGTFSVSLDTNYLHGEEFKVVVVDRAGNLSSAVTVKAPLDDTAPVAASNLVFSE
                     
DGSSLSGVAEPNTFIQIFDQNGQQVNTWNQSVNADGTFTISFGTYNLHGEEFTVTVKD
                     
RAGNVSEAVSVKAPLDDIAPNPIKNIVFDANGQSFTAQAEANSQIEIFDSFGSQIGWG
                     
STDSTGNVTGYFYQVYLHGEELTFVVIDRVGNRSDEMKLNALMDTIAPKPIENIIFNE
                     
NGQNFTAQAEANSFISVKNAAGEFVGYGYVDSTGNVSGHFNQVYLKGEELTFIVIDKA
                     
GNQSIEYKQNALTDDIAPNPIENIVLNKNGQNFTAQAEADSQIEVKNTAGEVVGSGYV
                     
DSIGNVSGSFNQVYLHGEELTFVVVDRAGNRSTEVKQNALIDDIAPNQIENIVFDVNG
                     
QYFTGHAEADTRIEVLDQFGNRAGWGYVDSQGNVIGYFNQVYLHGEELTFIVVDIAGN
                     
RSVEVKQNALIDNVAPPAAANITLTSDGLLFGEAEPNSTVEIIDQYGAVITTTYVWYD
                     
GTFNQWINLSQYQTQNLSIVVKDQAGNRSEVVHELVPVFTNSPIAATELKLDIDGHIL
                     
TGKATVGMSVVVTSTDGQTINGGWNNAVNEDGSFAIQLNDYYLQGQTLQVRVYDQNTN
                     
QYSLISEIIAPLDNIAPVINEVVINNDGYGITGQTDSKAIIQVMDADGDLRAEFQADE
                     
TGYFNASIYPPILRGEQLFITAIDLAKNISKPFNITFNADTNAPPSAEHIVVSENGFF
                     
IEGTAVAISTVHIFDVHSNHVATNVADEAGNFNIQLYPPLASGQILRIVVEYNGYQSA
                     
YTEITAPIDTVAPNAATQLLLEDGNVLSGQAEAYSIVNIFDANNNLVGQTNVGSDGAF
                     
LTHLWYEYWHGETLTVKVVDANQNVSVGTTIVAINDTVVPDVVTQLAIDEWGSLTGRV
                     
ESYATVELTYHFTDQPLSVTSTTALANGMFFIYLDRNATSLDLTVIDRAGNRSETISQ



                     
IISDLPTVIIDHFKGDATDNTYNIDTIDDFVQEYIVEPYAIYKDVWIDNSYMYSDWVI
                     
EGHYEQIWFVDGYYESQWATSGYSTVQNIYQNQNGITYIDNGTADSDYSRYEQQYYDF
                     
VNGQWQEGYELTYIRSEEGWVDTSHYEDVYIDTSHYEEVWVDTSHYQDIWVENSYWES
                     
QLVESGRRDVDLGGHDKIISSVNYSLVGLYQTVNDPTTVDSFLESGRYVEDLELVGSA
                     
HLNATGNALDNLLTGNSGNNILNGREGNDTYITNEGTDTILFQLLNSQDATGGNGHDT
                     
VLDFTLGDIRTNLQADKIDLSELLIDYSKDVSALAKFITVEQDAGNTTISLDRDGEGT
                     MFNSVSLLTLNQVNTTLDELLNNQQIIV"
     gene            47547..47837
                     /gene="groS"
                     /locus_tag="DSM_00842"
     CDS             47547..47837
                     /gene="groS"
                     /locus_tag="DSM_00842"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P31295"
                     /codon_start=1
                     /transl_table=11
                     /product="10 kDa chaperonin"
                     
/translation="MSNIRPLHDRVVIRRVEEETKTAGGILLPGSAAEKPSQGEVIAV
                     
GNGQITDNGVRALDVKVGDKVLFGTYAGTTVKVNGEELLIMKESDILAVLEG"
     gene            47896..49530
                     /gene="groL"
                     /locus_tag="DSM_00843"
     CDS             47896..49530
                     /gene="groL"
                     /locus_tag="DSM_00843"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P30718"
                     /codon_start=1
                     /transl_table=11
                     /product="60 kDa chaperonin"
                     
/translation="MSAKDVKFGDSARSKMIAGVNVLADAVKVTLGPKGRNVVIDRSF
                     
GAPHITKDGVTVAKEISLKDKFENMGAQLVREVSSKTNDIAGDGTTTATVLAQAILNE
                     
GIKSVTAGMNPMDLKRGIDIAVKTVVENIRSIAKPADDFKAIEQVGSISANSDTTVGK
                     
LIAQAMEKVGKEGVITVEEGSGFEDALDVVEGMQFDRGYISPYFANKQDTLTAELENP
                     
FILLVDKKISNIRELISVLEAVAKTGKPLLIIAEDVEGEALATLVVNNMRGIIKVCAV
                     
KAPGFGDRRKAMLQDIAILTGATVISEEVGMSLEQATLQDLGTAHKITVSKENTVIVD
                     
GAGDAAAIAERVQQIRAQIEESTSEYDREKLQERVAKLAGGVAVIKIGAATEVEMKEK
                     
KDRVDDALHATRAAVEEGVVAGGGVALVRAVNALEGLKGANEDQTAGINILRRAIEAP



                     
LRQIVANAGDEPSVVINAVKNGEGNFGYNAATGEYGDMLEMGILDPAKVTRSALEHAA
                     SVAGLMLTTECMITDIPEDKPAAPDMGGMGGMGGMM"
     gene            complement(49706..50080)
                     /gene="dgkA"
                     /locus_tag="DSM_00844"
     CDS             complement(49706..50080)
                     /gene="dgkA"
                     /locus_tag="DSM_00844"
                     /EC_number="2.7.1.107"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABN1"
                     /codon_start=1
                     /transl_table=11
                     /product="Diacylglycerol kinase"
                     
/translation="MDSYSPYKGKSGLKRILNATSYSISGFKAAYQNEAAFRQIVLIN
                     
LVLIPVSFFLDVTRGEHALMIIVCLFAIIVELFNSAIEAVVDRVSLEKHQLSKNAKDM
                     GSAAQFVALSIIVATWLIILFG"
     gene            50220..51149
                     /gene="ytnP"
                     /locus_tag="DSM_00845"
     CDS             50220..51149
                     /gene="ytnP"
                     /locus_tag="DSM_00845"
                     /EC_number="3.1.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O34760"
                     /codon_start=1
                     /transl_table=11
                     /product="putative quorum-quenching lactonase YtnP"
                     
/translation="MGSLHISYAEPASAQQVPGYYHHQFGNYRITSLLDGTIYLDPKL
                     
FKNLSPAEKTKILTKYAAVNEKGIQTSVNAFLVDDGKSLTLVDSGAASCFGPQLGSIA
                     
KNLELAGYQLANVKTVLLTHLHPDHACGIAQNGKAVFPNATIYAHEREADYWLNPENE
                     
KTVPADKKENYLGTVKNVKAALAPYQAKKAFKTFKDGDVIQGFEVINTQGHTPGHHSF
                     
RLKSKGQQIVFVGDIVHSHSLQFDAPKTGVDFDVNSEQAINTRLKMFAEVSNKQQWVA
                     APHLPFPGIGHVYKVNAEQYQWIPLYFNNSLDK"
     gene            complement(51193..52335)
                     /gene="glpQ"
                     /locus_tag="DSM_00846"
     CDS             complement(51193..52335)
                     /gene="glpQ"
                     /locus_tag="DSM_00846"
                     /EC_number="3.1.4.46"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P09394"
                     /codon_start=1
                     /transl_table=11
                     /product="Glycerophosphodiester phosphodiesterase,



                     periplasmic"
                     
/translation="MFRKALLCLSLISLVGCNDDDKTETTPTTPEYQLPKILVVGHRG
                     
ASALRPEHTLASYQKAIDDGADFIEPDLVSTKDGVLVARHENEIGGTTNVSTLSQFAD
                     
RKKTKNIDGVDLTGWFTEDFTLSELQQLKARERIPEFRPANTAYNDLYPVPTLEQIIE
                     
LAEANYKKTGKIIGLYIETKHPTYFKNQNLAMEDTLLETLAKYKYTRDIAPVYLQSFE
                     
VSNLKYLKNELDLHKTLKHAQIIQLYDSKTSRPADFVESGDTKTYADLATAQGLKDVA
                     
KYANGVGPSKGYILTFNNDGSYKTSTFISDAHTAGLKVHPYTFRPENNFLPAPLKCSP
                     DKPAERCPSGALKEFEAYFKAGVDGVFTDDPALGREAVTNFEKAAK"
     gene            52599..55694
                     /gene="mexB_1"
                     /locus_tag="DSM_00847"
     CDS             52599..55694
                     /gene="mexB_1"
                     /locus_tag="DSM_00847"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P52002"
                     /codon_start=1
                     /transl_table=11
                     /product="Multidrug resistance protein MexB"
                     
/translation="MLSKFFIQRPIFANVLAIIVMAFGIFSVMNLPVERYPDIAPPKI
                     
TVSANYSGADAQTVEQSVTQILEQQIQGIDHLLYFSSSSDSSGRSRITISFDNGTNPD
                     
TAQVQVQNSISGVIRRLPDEVQRQGVTVSKSLGDTFMVIGLYDSTGKTGNIELSDYLT
                     
THVVDNLNRIEGVGETDVFGSQYAMRIWLNPDKLKQYNLMPSDVANAITAQNTQVAAG
                     
AIGDLPVIDGQYLNTKVTAGSRLKTVEDFKNIVVKSNKTASYVYLKDIARVELGAENY
                     
QSFNTINGYPAAGLGISLSSGANAIQTSKLIHQTLDQLTTKLPAGYKIVYPRDNTPFV
                     
QESIKEVVKTLVEAIILVILVMFLFLQSWRATLIPSITVPVVILGTFAVLYVLGFSIN
                     
TLTLFALVLAIGLLVDDAIVVVENVERLMHEQHLSPKEAAIESMGEISGALVGITLVL
                     
TAVFIPMSFLGGSIGVIYRQFSITLVAAMALSLIVALILTPALCALILKPNPQPQRWA
                     
VWFNQKIEQLKNQYIKLVQTSIHYSKSVIVIFVALIAVFTLFYNGLKSGFIPKEDQGI
                     
LSVQIKLVDSAPISQSQKIGEQVRQYFLTQEDKNVDLVLIRYGRNYSGTGQNLAQGFI
                     
ALKPWDVRTGKENSAEAIQKRAMKYFSHFNNAQINVTLPASVNGLGQTDGLDLWIQDL
                     
NGQGQDFLDSAFRQLQAQSKNYSTFENFDKQSTNSKANLNIKIDQKQALANGLQLSAI
                     
NNTLSSAWGGTYVNDFIDRGRIKRVMIQGDAEFRSKPEDLYNWSVRNDQNEMVPFSSF
                     
ATFSWGGAPEIVKRYMGYSALQLQADVASGSSSGQAMKDVEQLVNQQKDIGLAWTGLS



                     
FEEQKSTNQAVWLYLISAGFIFLCLAALYESLSIPAAVMTSIPLGVGGSVIFSYIFGL
                     
PNDVYFQIALLTTIGLSCKNAILIVEFAALAQEKGKNAIQAALEGASLRLRPILMTSL
                     
AFGAGVIPLVFAQGAGAVSRQEIGISILGGVMFGTVLVLFFIPVMYVLLRSLFKSKAS
                     T"
     gene            55767..56342
                     /locus_tag="DSM_00848"
     CDS             55767..56342
                     /locus_tag="DSM_00848"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPQEKKLTQQQVIALERDLAKFATMMDSAVRIPFTKQGIGADAA
                     
LSTIPIAGDVAGFALTCYAIYKAKQIGVPQHKLTPVIKLAVVDAVVGFVPVAGTIFDI
                     
FIRPSRKALDVVHTHIREEYAIQSDIHVIHPYLHEKLEKKQQQSAFWRNPVVSWLWLH
                     IPDLLGAFILLLIGLAVWWGASYLWGLYQTI"
     gene            complement(56392..57297)
                     /gene="htpX_1"
                     /locus_tag="DSM_00849"
     CDS             complement(56392..57297)
                     /gene="htpX_1"
                     /locus_tag="DSM_00849"
                     /EC_number="3.4.24.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9PA93"
                     /codon_start=1
                     /transl_table=11
                     /product="Protease HtpX"
                     
/translation="MMRIGLFLLTNLAVLVVAGIILSLFGVGSYHGAGGLNLGNLLVI
                     
CFVFGMVGSLVSLFMSKWMAKKTTGTELIDPNAPRNQAESWLLQTVAELSQRAGINMP
                     
EVGIFPSYQSNAFATGWNKNDALVAVSSGLLERMNKDELRAVLAHEIGHVANGDMVTL
                     
ALIQGVVNAFVMFFARVVGDFIDRNVFGRQDNEAPGMGYFIITMVLDIVFGILASAIV
                     
MWFSRYREYRADEAGARLAGKQAMISALLRLQAETELPDQMPKEMKAFAIAEGKEQGF
                     SLAALFQTHPTIEQRVAALHQLDCP"
     gene            complement(57555..58331)
                     /gene="slt_1"
                     /locus_tag="DSM_00850"
     CDS             complement(57555..58331)
                     /gene="slt_1"
                     /locus_tag="DSM_00850"
                     /EC_number="4.2.2.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AGC3"
                     /codon_start=1



                     /transl_table=11
                     /product="Soluble lytic murein transglycosylase"
                     
/translation="MYIYQDKNGSTLLTNRKSYDHSLKKVKVTYYPDSNIHSYSNWGT
                     
SEASVLPSYSKNKNAFDHIIKQAAQQHGVSEGLIKAVMHTESGFNVNARSPVGAQGLM
                     
QLMPATARRFNVSNAYDPQQNIFAGAKYLSWLLKRFNGNTQMALAAYNAGEGNVDKYG
                     
GIPPFRETQDYVRRVTSRYQNLYSSGVGLSSFSNSSISAQAINQPAIPHSTSTQVSAQ
                     PIKYSSSRQIVTLPDGTYTDAPTGTYVTNNATAIAHIRIE"
     gene            58922..59827
                     /gene="ttcA"
                     /locus_tag="DSM_00851"
     CDS             58922..59827
                     /gene="ttcA"
                     /locus_tag="DSM_00851"
                     /EC_number="2.8.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9JZJ6"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA-cytidine(32) 2-sulfurtransferase"
                     
/translation="MYAPVESNEGFNFKPELPTSSAYYRLLKKLRRQVGHAIRDFNMI
                     
EDGDKVMVCVSGGKDSYTLLDILLQFKRIAPINFDIVAVNLDQKQPGFPEDVLPRYME
                     
ENNIPYYILEKDTYSITKRLTPEGKTYCAVCSRLRRGSLYGFAQEIGATKVALGHHRD
                     
DIIATFFLNLFHGGSLKAMPPKLLSSDKKNILIRPLAYVEEKDIIKYAELRKFPIIPC
                     
NLCGSQENLQRAMINEMLREWDRQYPKRLHSIFGALQNVSPSQLADRDLFDFEVLDSQ
                     RELDFKDPEELKKRLDVVNLSFAAE"
     gene            60034..60417
                     /locus_tag="DSM_00852"
     CDS             60034..60417
                     /locus_tag="DSM_00852"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPAFLTDDWFATVEKLTAEAGDLNLPPALANLAINLVVTDASGN
                     
TELALDGGKIQKGLSSNAKTTLNMDAETLRKVFLEFDMAAAMQAFMTGKIKVQGDMSQ
                     LMALQTAKPSQEQKDLFKKVLEQTA"
     gene            complement(60509..61621)
                     /gene="mltF"
                     /locus_tag="DSM_00853"
     CDS             complement(60509..61621)
                     /gene="mltF"
                     /locus_tag="DSM_00853"
                     /EC_number="4.2.2.-"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:Q9HXN1"
                     /codon_start=1
                     /transl_table=11
                     /product="Membrane-bound lytic murein 
transglycosylase F"
                     
/translation="MHSNSSSGSRLGLSSLFSSLPLKVLALSTMFFPFHSINAGKTLQ
                     
YNTVVNTNTLTVVAVESPTTVFKEDQFLHGFGYDLARNYAQSLNVKLDFKIVTDNATA
                     
LKWVQQGKANLAMTTASLSSIENKGLMSFSASCGDIVNLQKNGLNPNLSWVFKQADDP
                     
LTQTASGFVCQSKQNGLTQQLASFYNRNVVKPEAWSTIQRDLSARIPIYKASFKQSAA
                     
QYDLDWHLLAAIGYQESYLKPESVSPTGVRGLMMLTNSTARAMGVSNRNDPAQSIQGG
                     
AKYYDLMLSEYDDIPFPDRNWYALVAYNMGPGAVNQIQKRLQAQGKDPNQWVNLYNYL
                     QSNKTRNGRYKQAVQYVTRIRAYLEHIKTAQTRINI"
     gene            61994..62488
                     /gene="greB"
                     /locus_tag="DSM_00854"
     CDS             61994..62488
                     /gene="greB"
                     /locus_tag="DSM_00854"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P30128"
                     /codon_start=1
                     /transl_table=11
                     /product="Transcription elongation factor GreB"
                     
/translation="MKSNLITRSGHDKLVAELKQLWHEERPEITKKVNWAASLGDRSE
                     
NADYQYNKQLLRKIDRRVRYLGKRLEELKIVDYSPEQEGKVYFGAWVDIENEEGEQKT
                     
LRIVGVDEIYDHHPQHISIESPMARALLSKEVDDEVEVHTPLGKKLWYINAIRYEKPK
                     NDEI"
     gene            62578..62667
                     /locus_tag="DSM_00855"
     tRNA            62578..62667
                     /locus_tag="DSM_00855"
                     /product="tRNA-Ser"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Ser(tga)"
     gene            complement(62747..63106)
                     /locus_tag="DSM_00856"
     CDS             complement(62747..63106)
                     /locus_tag="DSM_00856"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQAFAALFDKEATFVNRFGHYVKGVDEIIAMHQPIHETIYRDST
                     
LKNELIDLTPMSEDICISHFWSRLTAGVAHPQGPHQIDTLILTVLTQKNHSWYIQALE



                     NVTLTNPRTGETILRNM"
     gene            63884..67882
                     /gene="dhbF_1"
                     /locus_tag="DSM_00857"
     CDS             63884..67882
                     /gene="dhbF_1"
                     /locus_tag="DSM_00857"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45745"
                     /codon_start=1
                     /transl_table=11
                     /product="Dimodular nonribosomal peptide synthase"
                     
/translation="MNQFVTNTKNVIRGKYHPEFLQNEVLADIFAHTAQTLPDKTALI
                     
EADKTLSYGELYQQALIMAQHLALKGVKPGHIVGVWLPRGIELLKAQLAICLSGAAWL
                     
PFDMDTPADRIAVCLEDAEAVGMITTDEWYEHLAEVPQTKWTNTELQKPLSESVSLAK
                     
TTPDQPAYIIYTSGSTGKPKGIVITQKNICHFLRSENSILGIQEQDKVYQGFSVAFDM
                     
SFEEIWLSYFVGATLWIAPKSLVSDPERLCQTLKQEQITVLHAVPTLLALFPEDVPNL
                     
RIINLGGEMCPDSLVDRWALPHHQMFNTYGPTETTVSASLELLERGKPVTIGKPLPNY
                     
GMLVINSERELLEQGETGELCIFGPSVAQGYLGRPDLTADKFIENPWAMSIEEELLYR
                     
TGDLAKIDEFGQVHCLGRADDQVKIRGFRVELGEIEAALCDIDGIGTAAVILRPEDGI
                     
DQLIAFIAPEIDAKQAIEIKELRHNLSQRLPPYMVPNRFEIIEEVPRLLSGKIDRKAL
                     
KARPLTSVVDRSESDQPQNPAEEILFEILNRLFPNMPIKLDSDFFDDLGGHSLLAAVL
                     
ISNLREHAEYSHLTIQNLYQARRVGAIAALMLEQPEPTLFDSQIGQDNPRNQTYKWLC
                     
GIAQLVTIPVLISINILQWLAPFFTYHYFTGGTRDSIPYAIALSLLVYVTVIISSFVL
                     
SITVKRLLMLGIGAGRYPLWGLTYFRWWLADRISNISPVYLLSGSTLLNLYLKALGAK
                     
IGHDVTISSVHIRMPSLLTIEDGVSIGSQVNLENAKVEHGHLVLGSIHLKQDCYVGSY
                     
AVLEENTVLEKQAHVNALTSIEYDTVVPEGEIWDGTPAQKIGHIDEQSKLPERPKLSF
                     
IRKIAEYGYYGVSALIIACLFFIPIFPSFLLVDWLDVNVFNINPNNHLQIALYYFILA
                     
IPASAMMMMITAVISSGLRKIALPRLETGTYAVHGSTYYRKWFAAQILETSLQTLHGL
                     
FATIYAPTWFRMLGAKVGKNTEISTATGVIPEMLTLGEESFIADAVMLGDEEIKGGWM
                     
SLKATKIGNRSFVGNSAYIADGTVLPDNVLIGVQSKTPDNREMYDGQTWFGSPALLLP
                     
AREAAEKYPDHLTFKPSIKRRLMRGFIEGLRIVLPAALAIGVGYMIVLDVIDVINNYN
                     
IETGLVALTLAGLLYGVGCFLIVALLKWILIGRYQPRSAPMWTMFVWLSEGITSLYES



                     
VAIPNFLNYLRETPMLPFFLRILGVRIGKDVYMDTADITEFDCVSIGDRAEFNSFSGP
                     
QTHLFEDRIMKIGQVNVGHDVVVNARSIILYNANVSNHAVLGPLTLVMKGENIPAKSA
                     WIGSPAVPWVHK"
     gene            complement(68013..68474)
                     /locus_tag="DSM_00858"
     CDS             complement(68013..68474)
                     /locus_tag="DSM_00858"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MYQNLLISIVSGTVIAIVSSYLTSIWTMKKFYTEKWWDRKEQAY
                     
TEIINALYDMIQFYKVYKEDYGQDDFISDERATDLRQKYSDGIRKLYRATDLATLYVS
                     EEAVNVLVKLRNREILDQRSNPLWEVYELEYKYYNQSLTQLLIIAKKDLKK"
     gene            69085..70347
                     /locus_tag="DSM_00859"
     CDS             69085..70347
                     /locus_tag="DSM_00859"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLDGYSAKHFARAFKKNDIQRFQLSGIEVEDFFKELVQRCQSNK
                     
FNINGLKISKDKKIHYIHNDYPHEHLMARHCSNILINLHNVSIPDRKNLITLLTNIIK
                     
DSLKTNYISIHRFDIKSFYESIKFHNVEHIINDSRLEGSIRTTLKSLYKNKNKLFRGV
                     
SVTAVLSEIYMKEFDYRMKSNKNVLYFFRYVDDIVLIVKEGISEKEVLNLVESNLPDD
                     
LQLNNNKHSYVIIKNNMILTQKCEKRISSGVYFPSKLQNECFIDFLGYKFIFIIKDKI
                     
EVEVGISEVKKSLIKKKVLRSFFKYRKENDFNMLVYRLNYLCSNVRILSSRRLYSGIY
                     
YNYSLIDFDINKKCGVGYNDLCDIDNFIKSIIYSSNKHPAVRGINFNKQQITELKKIS
                     IISGFNDKRILKLSNEKISKIKGAWYNV"
     gene            70340..72304
                     /locus_tag="DSM_00860"
     CDS             70340..72304
                     /locus_tag="DSM_00860"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSKKIHKIKSTEAESILSSEVLPFETLIFFDNRNLINFFNEEVS
                     
FLGKAFRKEFTIAYDYKIKQNGKIRALSIMHPMTQLSFVELYRKYYNQILYHTSISKH
                     
SLRKPIAISKTYYTPKMIQKIKRIDDENLEGYENTSFFRYGPMRLAHKIYDSEFLLEM



                     
ETSYKYMKKMDISKCFYNIYTHSIVWAIHDKNYAKNNTGINDLFGNFFDKKMQNSNHN
                     
ETNGILVGPEVSRIFAEIILQKFDVNLALNIESNCSLKIGSDIDFYRYMDDILVFSNK
                     
IENLDLIKDIISDELSFFKLHLNNSKESLIERPFCTNLSSLKVKISEFINNFVKDNFQ
                     
KSNLEKLIDNIDYALNKDRFDFELLKKSIKTSKRNKIIDKDFNFSVKKIDKLYIKFIS
                     
DIRALCSLYEMKVEEISYYILKILDKKIFEILRSVRYSENDKFNIFNIFVRIYFYLFK
                     
INPEYKNFLCIARFLLFSIDCFSENFKRDVKKIFSIQIGNFLKDYNGDDVVYCNLVIL
                     
TSWMGKKYEINEDYLKNILNKNDYFCVITGINYCRNIKARNSLKIKFLENALNIIEKY
                     
ENPLLSSEALMLCCDIYNCNYLDKMDKNIIIELFCNKSILHVNKGMPIYLNPETFKNK
                     SKGLNFFQWNTGKIADLKKIVLSKQLLNVY"
     gene            73251..73826
                     /locus_tag="DSM_00861"
     CDS             73251..73826
                     /locus_tag="DSM_00861"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPNLALPTRALYVVNKAIDLFHHRGFHLIGVDRIVKESEITKAT
                     
FYNYFHSKERLIEICLMVQKEKLQEQVIAMVEYDLGTPAIDKLKKLYFLHTDLEGPYY
                     
LLFKAIFEIKNSYPNAYQTAVRYRTWLKNEIYSQLRTLKSDASFNDAKLFLYMVEGTI
                     IQLLSSGGVDERERLLNCFLGQFITESKSIL"
     gene            complement(73906..74511)
                     /gene="drgA"
                     /locus_tag="DSM_00862"
     CDS             complement(73906..74511)
                     /gene="drgA"
                     /locus_tag="DSM_00862"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q55233"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein DrgA"
                     
/translation="MNVIDALRKRRAVKRFDPAFQLSEDDKKQLLQEVLANAPSAFNL
                     
QHWRPVIVEDAELRQKIRAIAWDQPQVTESSLLIVLCAKVNTWEVDAKRVWDGASPEV
                     
QDIMVGAIDQYYRDRPQTQRDEVMRSAGIFAQTLMLLAQEHGLDSCPMDGFDFDAMAK
                     LINLPEDHVVCLMIAVGKAASEPYPRVGKLPYDDVIIQNTF"
     gene            complement(74549..75331)
                     /gene="isfD"
                     /locus_tag="DSM_00863"
     CDS             complement(74549..75331)
                     /gene="isfD"



                     /locus_tag="DSM_00863"
                     /EC_number="1.1.1.313"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:D3U1D9"
                     /codon_start=1
                     /transl_table=11
                     /product="Sulfoacetaldehyde reductase"
                     
/translation="MSVQSKVLITGASSGIGSVYADRFAQRGYHLILVARDTNRLDKI
                     
SKDLQEKYGVQVEFIQADLSNDQDIRKIEDVLKNDADIEILVNNAGIALNGNFLTQDR
                     
NEIEKLLTLNMTAVVRLSHAMSQSLIRKGKGAIINLGSVLGLAPEFGSTIYGASKSFI
                     
QFFSQGLHLELKDHGVHVQAVLPSATKTEIWERSGIDLSQVPPLMDVNDLVDAALIGF
                     DRKETITIPVLKDENQWNNFEKSRMTLLPNFSSAEVAQRYKN"
     gene            75454..76020
                     /locus_tag="DSM_00864"
     CDS             75454..76020
                     /locus_tag="DSM_00864"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKVSKTQVKENRDKIVEKATQLFRSKGYDGVGIAELMSSAGFTH
                     
GGFYKHFSSKTDLVTITAKYGLEQVLKRIEGLNLTQFIQMYVSRTHRDNRDQGCTLTA
                     
LSCDAARQPDEVKVEFEEGIEQLIEFIMNERAKQVSLETEELRKQAINILAQSVGAIA
                     LSRACPDQSNLSDEILESCRESLLKLAD"
     gene            complement(76017..77174)
                     /gene="garK"
                     /locus_tag="DSM_00865"
     CDS             complement(76017..77174)
                     /gene="garK"
                     /locus_tag="DSM_00865"
                     /EC_number="2.7.1.165"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P23524"
                     /codon_start=1
                     /transl_table=11
                     /product="Glycerate 2-kinase"
                     
/translation="MKVVIAPDSFKDSLSALKVAQAIAQGWQAVFPDAETILCPMADG
                     
GEGTIEAVLEVCDGQWREKTVVGPLGQPVQAKWGWLEKQKIAMIEMAQASGIQLVPPS
                     
ERDACHSTTFGTGQLILDALDAGAKDIILTVGGSATNDGGTGLLSALGAVLLDANQNV
                     
LPAGGLALSHLSKIDLTHFDSRIQHTRFLLAADVTNPLCGPNGASHIFGPQKGASPAQ
                     
VQLLDAALAHFADVSLKLLGFDKRDEAGSGAAGGLGFAAKSYLNADFKAGVKVVAELN
                     
QLEHKISNADWVITGEGKFDQQTLSGKTVFGVSQIAKAHNVPVIVIAGTLGEDYQALY



                     EHGVSAAFSLANGPITLEHACEHAAELIYERTVDIARLIQFSQTSLNDKKA"
     gene            77569..79977
                     /gene="ydeP"
                     /locus_tag="DSM_00866"
     CDS             77569..79977
                     /gene="ydeP"
                     /locus_tag="DSM_00866"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77561"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein YdeP"
                     
/translation="MDNSEEQKHIQENNGFARIEPYTHPAGGWGALLSVARNLKRQDI
                     
LGKGSITLLNINQPTGFDCPGCAWPEKKDAHAFNFCENGAKAVAFEATSKTVTPEYFA
                     
GHTVSWLSEQSDFFLEDLGRLTDPVRYDAATDKYVPISWDDAFKLIAQHLHALDHPDQ
                     
AAFYTSGRASNEAAFLYQLFVRSFGTNNFPDCSNMCHETTSVGLLDSIGLGKGTVTLE
                     
DFDLADAIFSFGHNPGTNHPRMLGTLREVSKRGGNIIAINPIKERGLERFQDPQAPLE
                     
MMTNGSTPISRYYFQPKIGGDYALMLGILKHLHEWDKKALASGKPSVFDRNFIAVNTV
                     
GFDEMIAEVERTEWADLYKHSGLSPEHLEKLAKLFLESERSIFCWGMGITQHRHGTAN
                     
VHMLANLLLARGQIGRPGAGLCPVRGHSNVQGDRTMGINELPSPKLLDNIDRVFGIKS
                     
PRKNGYGVVETIKAMAEGDIKVFIGLGGNFAVATPDTAYTQEALRKCNLTVHVATKLN
                     
RSHLVCGKDALILPCLGRTEIDEQLHGPQAITVEDSMSNVHLSAGRNTPISKNILSEP
                     
DIVARMAEAVLPESQIKWKWYIESYDRIRDSIADVFDEFHDFNLRVYKPGGFHLEHPA
                     
NQHIWNTKSSKAQFLITPLEEVYADKENQYAAAYTESKVYTLMTTRSHDQYNTTLYGL
                     
DDRYRGVFGQRRVLFMNQADIDEAGFEANQWVDIESVFSDGVKRIVHSFRIVPYNIPR
                     
GSLAAYYPETNPLVALSSHDKYAKIPASKSVPVILHPGNAPEHFNLATAVDPEDANKK
                     VSSL"
     gene            80056..80847
                     /gene="fdhD"
                     /locus_tag="DSM_00867"
     CDS             80056..80847
                     /gene="fdhD"
                     /locus_tag="DSM_00867"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O87816"
                     /codon_start=1
                     /transl_table=11
                     /product="Sulfur carrier protein FdhD"
                     
/translation="MTPHAYGVETLPVQRFNKTESENVLDHIVQEYPIALVYNGISHA



                     
VMMATPTDVDLFAKGFSLSEGILTGLKELYALEVHQNELGITVEMTISSRAFAALKEH
                     
RRMMVGRTGCGLCGIESLEQFQLDVPKITTHASKIWLEQIPSAISHLKTQQEITALTG
                     
GAHAAAWVVDGQIVALFEDVGRHNALDKLLGYLAQENYDTSLGFVVMTSRASYELIRK
                     CAQLNISLLASISAPTSMAIQLAKQSGLTLASFCRGDGFVLYTEI"
     gene            80967..81359
                     /locus_tag="DSM_00868"
     CDS             80967..81359
                     /locus_tag="DSM_00868"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSWVQSIKEWAKRLKKQIIMLWFASRHPQMPWLPKIIAVVAVAY
                     
AFSPIDLIPDFIPILGFIDDAVILPILIWLAVRFTPQQVIFDAEQQAKEWLDEHEKRP
                     KNYLVAVLIILIWLTLAVMAYFYFGGGL"
     gene            81464..82531
                     /gene="pdxB"
                     /locus_tag="DSM_00869"
     CDS             81464..82531
                     /gene="pdxB"
                     /locus_tag="DSM_00869"
                     /EC_number="1.1.1.290"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9KQ92"
                     /codon_start=1
                     /transl_table=11
                     /product="Erythronate-4-phosphate dehydrogenase"
                     
/translation="MKIVADENLAFTDYFFSEFGDIQHKAGRTLTHTDVQDAEALLVR
                     
SVTAVNESLIQNTALKYVGSATIGTDHLDIQALEKQGITWANAAGCNAQAVAEYVITA
                     
LLHLDASLLEQQEKFTLGIVGLGNVGKRLAYMAQLLGWKVIGFDPFVQLDSIENVSFQ
                     
ILLQQANAVSIHVPLTKKGEHATYHLFDEKAFAAFQPNTILINSARGPVVKEAALIED
                     
IQRTQRKVVLDVFEHEPVISEELLNMLALATPHIAGYSLEGKARGTQMIYEAFCQKFG
                     
YDINKRFETQLPACEDYFSGHDLKAVLKQKISQIYDIAQDDANIRACVKEGKVEQKAF
                     DLLRKNYPLRREWAAHGGPQA"
     gene            82528..83502
                     /gene="epmA"
                     /locus_tag="DSM_00870"
     CDS             82528..83502
                     /gene="epmA"
                     /locus_tag="DSM_00870"
                     /EC_number="6.3.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9ZJ12"
                     /codon_start=1



                     /transl_table=11
                     /product="Elongation factor P--(R)-beta-lysine 
ligase"
                     
/translation="MSLSYQPTCSIDALKARAKLYTQIRQFFAERGVMEVETPVVSQA
                     
GVTDVHLASVQALRHINGKLQTQYLQTSPEFAMKRLLASGSGPIYQICKVFRDDEHGR
                     
KHNSEFTMLEWYRPGLDLKALMHETADLLQTCLQHRFGEVRPFILSYKHAFQDRLDIN
                     
PLQATLKQLKDTANRVGLNLDLGDDRLAYMDLLFSHFVEPSLGFDAPVFLTDFPPEMA
                     
SLAKVKLDEDGEEVAARFEVYIEGLELANAYDELLDSDVLRSRFEADNAERAKQGLHV
                     MPLDEHLLAALPHMPECSGIALGVDRLLMVATDQLKIEKVIAFPAEIA"
     gene            complement(83561..84538)
                     /locus_tag="DSM_00871"
     CDS             complement(83561..84538)
                     /locus_tag="DSM_00871"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MEVHQRGLITGILMAALAISPLAEAKRAGGGKSHGMARSTTSSQ
                     
SYQQPRQVTPVQQPATAPQRSGPGVGSMVAAGVAGAAVGAVAANALADDKSTSAEHQV
                     
TQPGNEQAVQAQEEKKGGIPGWLWVLLAAAVAFFVFRKLGSKKKLAANNPYAPNNGGQ
                     
NPFGRSAAPTNTGDNTNIFGQSVGGGAATQAPFGSATTNSGNQLPDGSEPASFLRVAR
                     
QRFNHIQSINSASNIEEIRRYLTPELYNSMYNDIMENQDQDVAEFSNLNAMVVDSATE
                     NGQYIVSVRFTGTVSEDLNSLPQPFTEIWHFVKPVGSQQDWVVAGIQQA"
     gene            complement(84621..86009)
                     /gene="radA"
                     /locus_tag="DSM_00872"
     CDS             complement(84621..86009)
                     /gene="radA"
                     /locus_tag="DSM_00872"
                     /EC_number="3.6.4.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P24554"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA repair protein RadA"
                     
/translation="MSKVKTVYRCEQCGADHLKWAGQCSECGEWNCLNEVKLESTTAH
                     
RARPKVGGYAGQVANITTLNKVSVSHETRLPTGISEFDRVLGGGLVTGSVVLIGGDPG
                     
IGKSTILLQTATHMASAKSSALYITGEESLSQVALRAQRLDLPTDQLKVMAETCVERI
                     
CEVLEQERPVVAILDSIQTLYTETLQSAPGGVSQIRESAALLTRYAKNSGTALFIVGH
                     
VTKEGALAGPRVLEHMVDCVLYFEGQSDSRYRMIRAVKNRFGAVNELGVFGMTDKGLR



                     
EVANPSAIFLSRYDEAIPGSIVMISREGTRPLLVEVQALVDDAQGQPRRVALGLEQNR
                     
LNMLLAVMHRHGGVQTTGQDVYVNIVGGLKITETGSDLAVLLACASSLRTKALPQQLA
                     
VFGEVGLSGEIRPVPNGQERLKEAAKHGFKYVILPRGNAPQKAIPGVQVIAVARLHEA
                     LTEAMQLSDELT"
     gene            86427..87905
                     /gene="cycA_1"
                     /locus_tag="DSM_00873"
     CDS             86427..87905
                     /gene="cycA_1"
                     /locus_tag="DSM_00873"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AAE0"
                     /codon_start=1
                     /transl_table=11
                     /product="D-serine/D-alanine/glycine transporter"
                     
/translation="MVRYRLFDLILANGLKKLLECIHKMSNQNLSDPHEQGELHRSLS
                     
NRHLQLIAIGGAIGTGLFMGSGKTISLAGPSILFIYMIIGLMVFFVMRALGELLLSNL
                     
TYKSFIDFSTDLIGPWAGYFVGWTYWLCWITIGIADLSAIIYYLQFFNNGLPFSPVEG
                     
AMISVAAIVFIMGLNLLTVRLFGELEFWFALIKILAIIILIAVGLWMIFTGFTSTTGE
                     
VASFTHLWANGGFFPTGVHGFLAGFQIAIFAFVGVELVGTTAAETKDPERNLPKAINS
                     
IPIRIIIFYVLALLIVMSVTPWNRIDPAISPFVNLFSQAGVAAAAILMNLVVLSSVMS
                     
SMNSGVFSTSRMLFGLSREDQGPKAFGKLNRRAVPANALYFSAACLLLGAALQYFVPN
                     
TVEAFTLATTLSTILFICVWLLIIWSYIRYYTTRPELHAKSTFKLPGGLFTCWITIIF
                     FIGMIYVLSLEPDTFKALKVSPIWFVILIIGYFFFYKPRHKK"
     gene            88046..88270
                     /locus_tag="DSM_00874"
     CDS             88046..88270
                     /locus_tag="DSM_00874"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRRVICLISLLSSSILLSACGQSGALQLPSDPNYDKRAKYLLYR
                     NKEQKQVVQQDEQAEQSVESSAAQPQTTSP"
     gene            88293..89543
                     /gene="lysA"
                     /locus_tag="DSM_00875"
     CDS             88293..89543
                     /gene="lysA"
                     /locus_tag="DSM_00875"
                     /EC_number="4.1.1.20"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9KVL7"



                     /codon_start=1
                     /transl_table=11
                     /product="Diaminopimelate decarboxylase"
                     
/translation="MSFTRINGVLHAEQCSLEQLAQQFGTPLYVYSKAAFEKHYLDMD
                     
RAFDFIDHQICFAVKSNSNIAVLNVLAKLGAGFDIVSGGELARVLKAGGDASKIVFSG
                     
LGKTEADIETSLNVGIACFNVESYAELDRIQKVAARLGKKAPISLRVNPDVDAKTHPY
                     
ISTGLKENKFGIPSDAVYETYQYAASLPNLEIVGIDCHIGSQLTETKPFVDALDRVIV
                     
MIDELKKLGINLKHIDIGGGLGVCYKDETPPSVEEYANSMKPALEKLGLKVYMEPGRS
                     
ISANAGVLLTKVDLLKPTTHRNFAIIDAAMNDLIRPALYEAWMDIQPVVPRTDTVEKT
                     
WDLVGAICETGDFIGKDRSLALQENDLLTVLGAGAYGFVMSSNYNTRGRAAEVMVSGE
                     KSYLIRERETVESLWEKERLLPEE"
     gene            89549..90394
                     /gene="dapF"
                     /locus_tag="DSM_00876"
     CDS             89549..90394
                     /gene="dapF"
                     /locus_tag="DSM_00876"
                     /EC_number="5.1.1.7"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:B7GY71"
                     /codon_start=1
                     /transl_table=11
                     /product="Diaminopimelate epimerase"
                     
/translation="MLLEFTKMHGLGNDFMVVDLISQRAYLDTATIQRLADRHFGVGF
                     
DQLLIVEPPDVPEADFKYRIFNADGSEVEQCGNGVRCFARFVHERHLTNKTNITVQTK
                     
AGIVKPELGQNGWVRVNMGYPKFLPNEIPFVAEEPEALYTLELANDQNISIDVVNMGN
                     
PHAVTIVPDVLTADVAGIGPQVESHKRFPERVNAGFMQVIDDKHVRLRVFERGVGETL
                     
ACGTGACAAAVSGMRRGLLANSVEVELAGGKLQIEWQEGDVVWMTGPTTHVYDGRLDL
                     RYFQG"
     gene            90474..91397
                     /gene="draG"
                     /locus_tag="DSM_00877"
     CDS             90474..91397
                     /gene="draG"
                     /locus_tag="DSM_00877"
                     /EC_number="3.2.2.24"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P14300"
                     /codon_start=1
                     /transl_table=11
                     /product="ADP-ribosyl-[dinitrogen reductase]
                     glycohydrolase"



                     
/translation="MQNKIRGAIYGLLIGDAVGVPYEFHSDLQLPLYSHIDMIPPKDF
                     
RRTYPDIPIGTWSDDGAQALCLLASLLHCQKLDSIDFANRLRNWYRYGYMAVDYQVFD
                     
IGVQTAQALQRYEAGVSVEEMANTDEHSNGNGALMRTLPLALWYRGSDQQLVELAYQQ
                     
SHLTHAHLRSKICCALYCLWAKCLLKGQSVNNAWKSSISILMQLYKNSVNEQQELNHI
                     
IDSTHEKKISGSGYVVDCLHSARFALQQDNYEDVIKTAIALGQDTDTTACVAGGLAGI
                     VFGYEGIPQIWLQQLRGKEILKPLLTQLEEA"
     gene            91399..92001
                     /gene="rsbQ"
                     /locus_tag="DSM_00878"
     CDS             91399..92001
                     /gene="rsbQ"
                     /locus_tag="DSM_00878"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O07015"
                     /codon_start=1
                     /transl_table=11
                     /product="Sigma factor SigB regulation protein RsbQ"
                     
/translation="MNLIFLPGASGSTTFWHPLIEKLPQQYRAKIIGYPSFGDTPESL
                     
EVKSFEDLTNYVVNQIHDESVIIAQSMGGIFAVTAALQKPQLVKGLVLIATSGGINLE
                     
PFNVQDWREAYRQAFLKYPDWFITTNANYEEFLSDINIKTLLIWGDNDPVSPVQVGQY
                     LNQKFENSTLYVVKGGDHQLAEKYADEVAVQIKNYLKGLM"
     gene            complement(92051..92674)
                     /gene="rhtB_1"
                     /locus_tag="DSM_00879"
     CDS             complement(92051..92674)
                     /gene="rhtB_1"
                     /locus_tag="DSM_00879"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AG34"
                     /codon_start=1
                     /transl_table=11
                     /product="Homoserine/homoserine lactone efflux 
protein"
                     
/translation="MTAILIPYVIAITLLTLTPGLDTTLIIRTATLEGKSKAFQAALG
                     
ISLGCIAWGIVVACGLGALLMASDLAFNILKWMGAAYLAWLGLNMILKPRSQLADIQD
                     
NHSNRSTSENWFIKGFFGNLLNPKVGIFYISFLPQFIPAQASAVTWVMGLVMIHVVIG
                     VLWSSLLILAMQPLSRYLKQPKFVKYMDRITGSIFVLFALKLALSKR"
     gene            92798..93724
                     /gene="xerC_1"
                     /locus_tag="DSM_00880"
     CDS             92798..93724
                     /gene="xerC_1"
                     /locus_tag="DSM_00880"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:P44818"
                     /codon_start=1
                     /transl_table=11
                     /product="Tyrosine recombinase XerC"
                     
/translation="MESNLDFALQLLSMWLKERKIQNQSEHTITAYERDVKSFLEFCE
                     
LKKVDLRNVEASDLREYLAQRVEQDQLSSSSMQRHLTSIRQFMKWAEQGKYLEINPTD
                     
DFKLKRQPRPLPGMIDIETVNQILDQPMPEKPIDQQLWLRDKAMLELLYSSGLRLAEL
                     
QGLTIKDIDFNRQLVRITGKGNKTRIVPFGKKAKESLLNWLKIYNIWKGHFDQNAPVF
                     
ISQRGGALTPRQIEKRVKLQAQRAGVNVDLHPHLLRHCFASHMLSSSGDLRSVQEMLG
                     HSNLSTTQIYTHIDFDHLAQVYDQAHPRATKH"
     gene            94160..94909
                     /gene="etfB"
                     /locus_tag="DSM_00881"
     CDS             94160..94909
                     /gene="etfB"
                     /locus_tag="DSM_00881"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P38975"
                     /codon_start=1
                     /transl_table=11
                     /product="Electron transfer flavoprotein subunit 
beta"
                     
/translation="MKALVAVKRVVDANVKVRVKPDNSGVDLTNVKMSINPFCEIAVE
                     
EAVRLKEKGTVSEIVVVSIGPKEAQEQIRSAMALGADRGILVETTDEIGALEVAKILK
                     
GVVDAEKPELILLGKQAIDDDSNQVGQMLGALLGAGQGTFASEVKVDGGKVQVTREID
                     
GGLQTVELALPAIITTDLRLNEPRYAALPNIMKARKKPLDTKSPADYGVTAGTKLKTI
                     KVEAPAERKAGVQVKSVDELVEKLKNEAKVI"
     gene            94927..95859
                     /gene="etfA"
                     /locus_tag="DSM_00882"
     CDS             94927..95859
                     /gene="etfA"
                     /locus_tag="DSM_00882"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P38974"
                     /codon_start=1
                     /transl_table=11
                     /product="Electron transfer flavoprotein subunit 
alpha"
                     
/translation="MSILVIADHNNQTLNGATLNVVAAAQKIGGDITVLVAGSGAQAV
                     
ADAAAKVAGVSKVLLADNAAYANQLAENVAGLVADLAKGYKYVLAASTTTGKNILPRV
                     
AALLDVSMITDIISVESANTFKRPIYAGNAIATVQSDEAIIVGTVRGTAFDPVAAEGG



                     
SAAVETVGEVKDAGVSKFVSEEIVKLDRPELTAARIVVSGGRGVGSGENYHKVLDPLA
                     
DKLGAAQGASRAAVDAGFVPNDFQVGQTGKIVAPELYIAVGISGAIQHLAGMKDSKVI
                     VAINKDEEAPINSVADYWLVGDLNAVVPELVSKL"
     gene            96226..98940
                     /gene="gyrA"
                     /locus_tag="DSM_00883"
     CDS             96226..98940
                     /gene="gyrA"
                     /locus_tag="DSM_00883"
                     /EC_number="5.99.1.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AES4"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA gyrase subunit A"
                     
/translation="MSVSEIRPIAIEDELKHSYLDYAMSVIVSRALPDVRDGLKPVHR
                     
RVLYAMHELGNDYNKAYKKSARVVGDVIGKYHPHGDSAVYETIVRMAQDFSLRYLLVD
                     
GQGNFGSIDGDSAAAMRYTEVRMTKLAHELLADLEKDTVDWEDNYDGSERIPEVLPTR
                     
VPNLLINGAAGIAVGMATNMAPHNMTEVVNACLAYADNPNISIEGLMEYITGPDFPTG
                     
GIIYGKSGIVDAYRTGKGRLHIRGKYHFEEDEKTGRTTIVFTEIPYQVNKARVIERIA
                     
ELVKEKKLEGISELRDESDKEGMRIAIDLKRGENAEVVVNNLFLNTQLENSFSINMVC
                     
LDNGQPKLMNLKDIIAAFIRHRQEVVTRRTMFELRKARERGHILEGLTVALANIDEII
                     
ETIKTSANPAEARERLLAGEWAGGGVVALLEKAGAISVRPDEIEGEDPNRPFGLSDSI
                     
YRLSPTQVGAILELRLHRLTGLEQDKLHAEYTEILGQIAELTAILNDFNLLMGVIREE
                     
LAQVLQQYGDARRTEIVESRVDFCREDLIPEEQVVLTVSQTGYAKTQPLSDYQAQRRG
                     
GRGKSATSMKDDDFIQHLIVASNHATVLCFTNVGKVYRLKVFEVPQASRGAKGRPIVN
                     
LLPLDATETVTAILPLTEFPENHYVFMATASGTVKRVELEQFANIRSNGLRAIELNEE
                     
DTLIGVAITDGNQQIMLFSNEGKAIRFAETDVRAMGRTAKGVRGMRVSFASSTLSEED
                     
ADVENDDSDDNDDSADSSLVSRIVSLVVVPETGEVLCASANGYGKRTPVNDFPTKKRG
                     
GKGVIAIKTSERNGELVGAVSIDETKELLLISDGGTLVRTRAAEVAMTGRNAQGVRLI
                     RLSEEETLVGVVSIEAVEDEEELLEGEVDTTETDSEEAVSNNEDTSEE"
     gene            complement(98993..100639)
                     /gene="arnT"
                     /locus_tag="DSM_00884"
     CDS             complement(98993..100639)
                     /gene="arnT"
                     /locus_tag="DSM_00884"
                     /EC_number="2.4.2.43"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q7N3Q9"
                     /codon_start=1
                     /transl_table=11
                     /product="Undecaprenyl
                     phosphate-alpha-4-amino-4-deoxy-L-arabinose 
arabinosyl
                     transferase"
                     
/translation="MQQWLRSSKFLLIFLPIWLFVLSWIRPLSVPDEGRYGDISRTMF
                     
ESGDWLTPRIDGLPFMHKPPLLHWLSSMFMELFGVHVWVLRLVPVLAGTLMLVGLFLF
                     
VKKHISESVAQLTVIILATNLLFFGSSQYINHDLLLASWITISVLCFVDFTISAQKSI
                     
LFLGYIAGAAAFLSKGLIGILIPGMILLPWLIYTKQWKKIPSLLNPLAILLFLLIVSP
                     
WLYLVQSKYPQFLHYFFIDQQFNRFSSKEFNNKQPWCFYLMILFVSFLPWLFASRFTS
                     
IKTIFKDYKSCSLLALFVWWFVSVTVFFSIPPSKLAGYILPAVPPLAIFFALVMNKVL
                     
ESSNKTRLQTWGIPVFTILVGIGVSAIPHFIRAHQPFFQNQAIFIYLIGALLIVLPLV
                     
LVGLYKKQKLKYLTYIFISLIVLCSAVPFAVRILDTKNNVGQTDFAEYIAPSTKIVFY
                     
NYYFYDVPFLLKLKQPVYIVNQWDTVHSDSASLEIKDGLLFEPQLKKYLWSEQQLQDA
                     LMQKQDLIVISQPHNFATKDPSVKTLHYKNYDVFIFHPSK"
     gene            complement(100649..101029)
                     /locus_tag="DSM_00885"
     CDS             complement(100649..101029)
                     /locus_tag="DSM_00885"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFAHILQFARFTTTGTAAALTHYSIAMLLFKKHVALQYANLCAF
                     
LLAYWVSYFGHRVFTFKAQHLTHRQTLPKFTLVAGLGFLFNESFLLLSNLYFNVPVST
                     LVCTAIVLTSMVTFLLNRFFAFQH"
     gene            complement(101029..102009)
                     /locus_tag="DSM_00886"
     CDS             complement(101029..102009)
                     /locus_tag="DSM_00886"
                     /EC_number="2.4.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q55487"
                     /codon_start=1
                     /transl_table=11
                     /product="putative glycosyltransferase"
                     
/translation="MNIKPFLSCVVPAYNEAENLKTFIPALANSLKQQNLSYEIIVVD
                     
DGSKDDTIPILQTMIEDYPLVVLELSRNFGKEAALSAGLDHVTGEVALLIDADFQHPF



                     
EAIPTMINLWKNGYDMVYGIRNRTTESWLKRVLTQAYYRILNLSSPIDIPESAGDFRL
                     
LDAKVVEAIKQLPEKNRYMKGLYAWVGFKSIGINFSEQERQHGRSSFNLKSLFNLAMS
                     
GLTGFSDLPLRVCIYLGAILALGAMSYGVWIIIKTLIEGISIPGWATLAAGMTLLGGI
                     QLLFIGILGEYIGRIYAEVKNRPKYIISTEHSRTKQEHSIAHQENTFSSF"
     gene            complement(102006..102800)
                     /gene="chbG"
                     /locus_tag="DSM_00887"
     CDS             complement(102006..102800)
                     /gene="chbG"
                     /locus_tag="DSM_00887"
                     /EC_number="3.5.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_01246"
                     /codon_start=1
                     /transl_table=11
                     /product="Chitooligosaccharide deacetylase"
                     
/translation="MAKVCYCADDFAMNAEISDAIIQLIEQGALQATSCMTQSDLWET
                     
AAAKLKPFSDRVDFGLHLNLTHAFASGNLVFPLPMLIVRAWSASLNRELITQCIEEQW
                     
DLFVSVLGKQPDFIDGHQHIHQFPFIRDILLQLLKEKKFTGWIRNLQQPINPPHYRFK
                     
ARMLSALGSNSLAKACQTYHFNQNGQFAGIYDFKLTNYGELNQYWLANAKDHLLIMCH
                     PALAQSKDQDPIQHARIQEYQYFSSDQFQLDCQQYGIQLTRLGAMQ"
     gene            complement(103066..104157)
                     /gene="ybhR_2"
                     /locus_tag="DSM_00888"
     CDS             complement(103066..104157)
                     /gene="ybhR_2"
                     /locus_tag="DSM_00888"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFP9"
                     /codon_start=1
                     /transl_table=11
                     /product="putative multidrug ABC transporter 
permease
                     YbhR"
                     
/translation="MKEFLKAYVQTFKDIVSNSSVFTTLILSVILYSFFYPTAYKAER
                     
AESIPIVIVDEEQSLLTSQVIGQTANSPHVKIVDVTGNFLEAEQMVREQKADGILLLP
                     
SNLTQSLRRGETGGIGLYLSTTNFLKTKEIGLGLATSIEATLKEYIERFGQRTHFQPA
                     
LSIHQMPLFNTLSGYGSYIFPAVASLIIHQTIVLGLAMLVASYREQHEKITPIRFAGI
                     
FASIFTIGCLGSFYLFGFTLWFNDYPHGGNFVGLLVAVPIFISCVIGLGMLIGSLLDI
                     
PERAGHIIVFSSVPLFLLTGAAWPHQAMPEWLQWFAWCLPSTYAVQMFVQLNQMGVPL
                     NVVAPKLIFLATIGVIFLITAYSRLKVSK"
     gene            complement(104154..105224)



                     /locus_tag="DSM_00889"
     CDS             complement(104154..105224)
                     /locus_tag="DSM_00889"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVTLIPAFIIFLFSSMFYAGKAEHLPIAIIDQDQSELSRNIGKY
                     
LSLNHTVDVKTITTSSSEAERLLNETKIWGYIFIPDGAEKRFVKAKDAQISIAFNQSF
                     
FSVGNTISSAMLVSTLNALADYAGQNYLANNIPYIDVPTAHVKISTLYNPSMSYEFYL
                     
EPFMVPAVLHLLLCCCVAFAIGQEIKRGTLTQWVNRESFIQGLLAKNLLYSFIFCFWT
                     
WLWMFWLVEIRGWFVAGSLSFLLAAQFLLYFSYALISSTVILATKNLSKTFGFIAVYG
                     
GSSLSFAGVTLPLNNAPIFTKFWSLIIPYTPYAKLQTEQWVIGSPLFISMSPFLILIG
                     YCLIYFFLSCLLLKKLVQGATP"
     gene            complement(105288..106409)
                     /locus_tag="DSM_00890"
     CDS             complement(105288..106409)
                     /locus_tag="DSM_00890"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75777"
                     /note="UPF0194 membrane protein YbhG"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNQDSAHSEQNSPVADTAENHQNQQNTQTDNTQEVKTSKSDSQP
                     
PKNSKIKLIIVVVVIALLGLIIFGLWKSYQPKPIELQGRVEAETVHVSTKVPSRIEEI
                     
YVQEGQKISKGQPLVRLVSPEIEAKKQQALATLQSALAFQSTVDRGSQQENIDTLYAN
                     
WQSMKAQANLAKTTYQRGENLYRQGVISRQRRDEMLAAQTSAQELSEAAYQQYARAKR
                     
GSTSQQKSTADAQVEIAKAAVSEAQALEAETRLLAPISGTVSKTYGKPSELVAMGVPV
                     
VSILEDDDLWVSLNVGENQYASVYKNKTLEGFIPALNQTVMFKVKNIDAEGEFATIKT
                     TRQTGGYDIRSFKLHLVPERPVKDLKVGMSVLFKIKEEK"
     gene            complement(106422..107909)
                     /locus_tag="DSM_00891"
     CDS             complement(106422..107909)
                     /locus_tag="DSM_00891"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPTHQYRQSKRPFLFKPNYLALVLGVLIATPIYAQSLSYAEAEQ
                     
QALKSSYSTQANQALQQASQLEAEAVKGLGLPRVDLNVRAYAFHSETDVPLGSFKQKL



                     
ENDLSQGLNDKLSQWNNVIPSDVLGQVQEGSNQIIHDGINRFPDYANLTVEDQVVRPS
                     
ISVVMPLYTGGLTTSAKKIANIQAQRSELSSQQQQDIQRFEVVQSYFNVQLQQQLVAS
                     
SLFNFNAMQKHYSNALKLEQQGFISKGQRMQFEVARNNAERTLQNAQANLNASQFNLN
                     
NLLHQQNNADLSTPLFVNTVRSQSLESLLSSYSQKSSLVQKMQLDTQLANANIQAQQA
                     
AKKPSLFAFGEYSLDENENWIVGVMAKYNLFSGVDKNKNIHAAELKRYASELMTERTK
                     
QEIEALLNKSYNELNSAQQSHTLLQRNISAAQENLRIQELSFREGMGTATQVIDAQNA
                     LSALKTEMALNAYKYVMSLATLLQSHGSMDQFKAYVTQPHTDYIR"
     gene            108290..109369
                     /gene="serC"
                     /locus_tag="DSM_00892"
     CDS             108290..109369
                     /gene="serC"
                     /locus_tag="DSM_00892"
                     /EC_number="2.6.1.52"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HZ66"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphoserine aminotransferase"
                     
/translation="MRAYNFCAGPAALPTAVLEKAQQELLDWQGKGLSIMEMSHRSAD
                     
YVAVAEKAEADLRKLMNIPENYKVLFLQGGASLQFSAIPLNLLGKNNKADYIHTGIWS
                     
EKALKEAKRYGDINVVEAGIKVDGKFAISEQSEWNLSDDAAYVHYADNETIGGLQFAG
                     
VPDVKAPLVCDFSSSILSAPLDVSKFGLIYAGAQKNIGPAGLTIVIIRDDLLDQAKAE
                     
IPSILKYADQAKNGSMVNTPSTYAWYLSGLVFEWLLEQGGVDAIHKVNLEKAQLLYGY
                     
IDSSDFYNNPIAIPNRSIMNVPFTLADEALEKQFLKEAEANHLLNLAGHRSVGGMRAS
                     IYNAVPLEGVQALIRFMDDFAKRNG"
     gene            complement(109427..109573)
                     /locus_tag="DSM_00893"
     CDS             complement(109427..109573)
                     /locus_tag="DSM_00893"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKIIPEQTTSLIQTSNPRIRVDTGAFCFFVLGMFLAAIMIHQFG
                     FMPF"
     gene            complement(109607..110548)
                     /locus_tag="DSM_00894"
     CDS             complement(109607..110548)
                     /locus_tag="DSM_00894"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1



                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKNQNSPEVITVNDQNFGSHGEHWNLLTSHPETDVPKWLGLALD
                     
APVMPMGLCQNEDEMDQSFWLIQGPQGQKVTINQIIAVENQKPRALKTAFPSFDSPYQ
                     
YNAQIERIITCDSATQAVLSLKLNKSTTIYAFDNLFSVNRCQYDKTQTYQVQFNAWAY
                     
ELESVPAGETIVVDDPASIKHHRALNAILTEHNGIAPENLQELINEWQPKTKEDQEPV
                     
TVDFSKMVAYLYGENLGQEDEAWFQGNIVGKTSMSFMGAEYTLYDVTLVLEDNLPAIL
                     VRIATKNDLYKNFNIGEYIRGNIWIQANIYAKNSETN"
     gene            110823..111290
                     /locus_tag="DSM_00895"
     CDS             110823..111290
                     /locus_tag="DSM_00895"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A8D3"
                     /note="UPF0178 protein YaiI"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLPFKLWVDADALPKILREVILRASDRYQLEVIFVANQNVGITP
                     
SVRIKSLQVLSGADQADQEIVNRMSENDIVITQDIPLAAQVIEKGGIAIHPRGEVYTT
                     
ANVKARLHLRDFMDTLRGAGVQTGGPPPISERDKREFSSALDQTILKQKRKTA"
     gene            111301..112209
                     /gene="yedA"
                     /locus_tag="DSM_00896"
     CDS             111301..112209
                     /gene="yedA"
                     /locus_tag="DSM_00896"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AA70"
                     /codon_start=1
                     /transl_table=11
                     /product="putative inner membrane transporter YedA"
                     
/translation="MPSQTNLASTYVLLVFIWATTPLAIVWSVSDLHVMWALLLRFYI
                     
ALPLSVIVLLVLKTSFPTHKQALHSYFAGSFSLIGSQIFTYAATQYLSSGMIALMFGL
                     
APIMAGLIGRFAFGQYLFKLQWLGMVVAVCGLAIICLNGSNQHVHPFGIVLMLVSVFV
                     
YSFSIFWVKKVNAKIQPMAQATGSILVSSILASCLIPFIWQYAPTHLPQAKSLFALIY
                     
TVLMASLVAMFCYFKLVQNIKPTTLSLTTVITPMLAMIIGAVLNHEQLSIMVFVGAFI
                     ILFGLFLYFYKDIQANRNFAQHIKSK"
     gene            112412..113692
                     /gene="lolE"
                     /locus_tag="DSM_00897"
     CDS             112412..113692



                     /gene="lolE"
                     /locus_tag="DSM_00897"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75958"
                     /codon_start=1
                     /transl_table=11
                     /product="Lipoprotein-releasing system transmembrane
                     protein LolE"
                     
/translation="MNTSLFPSMTLDLEGMFKPISLYIGLRYTRARRSNHFISFIALV
                     
SMVGLTLGVAVLITVLSVMNGFDRELKNRVLGMVPQATVSSTQILTDWPELVKRVENH
                     
PHVTGVAPFTQLQGMLTAQGQVAGIMVTGIDPKYEKNVSIIQNHIVAGSLDSLKKGEF
                     
GIVLGKDMADSLGLRLNDSVTLVLPEATPSPAGVVPRFKRFKVVGIFSVGAEVDSMVG
                     
YIALYDASTLLRLPDGAQGVRLKLDDIFAAPQVADDIVKNLPSNFYATNWTYTHGNLF
                     
NAIQMEKTLVGLLLVLIIVVAAFNIVSSLVMVVTDKKSDIAILRTLGASPSMITKIFM
                     
VQGTVIGVIGTVAGTVLGVILALTISDIISWFNNVLGLNLFDAYFVHYLPSYLRWQDV
                     TIIVIVSLLLSFLATIYPALRAAKVQPAEALRYE"
     gene            113685..114371
                     /gene="lolD_1"
                     /locus_tag="DSM_00898"
     CDS             113685..114371
                     /gene="lolD_1"
                     /locus_tag="DSM_00898"
                     /EC_number="3.6.3.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75957"
                     /codon_start=1
                     /transl_table=11
                     /product="Lipoprotein-releasing system ATP-binding 
protein
                     LolD"
                     
/translation="MSKVVLEAKDIYKHFDDGKSKVEVIKGLSLQVEAGQFVSIVGAS
                     
GSGKSTLLHVLGGLDQPTKGQVFLNGQRFDNLGEAERGFQRNQYLGFVYQFHHLLPEF
                     
TALENVAMPLMLRADSQYKSVKAQAEYLLDRVGLSHRMDHKPGELSGGERQRVALARA
                     
LVTKPAVVLADEPTGNLDRKTAVGIFELLTDLKKELNMAMLIVTHDEQLAQAADSILH
                     MEDGLWVNGS"
     gene            114456..116888
                     /gene="comEC"
                     /locus_tag="DSM_00899"
     CDS             114456..116888
                     /gene="comEC"
                     /locus_tag="DSM_00899"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39695"
                     /codon_start=1



                     /transl_table=11
                     /product="ComE operon protein 3"
                     
/translation="MFKIILLGWIGGIALMGIDFPLIMQYEKVGKALLLLAFIFYLYK
                     
RPMFGDRPFLKAVFCLLCTTSLFMVGYHYAEKALIERLEQRETDTRNLDIIVYINRLS
                     
EEKDNKVQQTAQVLNLSKEPVNWLLYLKSNNQNLLKNNQNLELGHYYRISGKTRPAHS
                     
YATPGAFDQEKWFIQRNIMSGFNVRYIEPLSLDEIYRLGYQQHLKEQQSFSNSFRLNI
                     
EKLRLTFRQILNSSSLQQKGLILALLTGDESLLSDETQLQFKQLGISHLLAISGPHVL
                     
IFAIMLSWACHQFISRYYPQIYLWKPKQVLMAVPCCLGVLIYTAFVGFEIPALRTLLS
                     
AFIFIGFLLLKQPIKPFTLLVYSASLLLLMDPFSVLSAGFWLSYGACFILLRIYQTIA
                     
QLPEQHFLSLSSKMIFMSKVLIESQGKIFIALSPLTLLFFQQISWVAPLTNIIAVPIV
                     
GGVIVPLNIMAACAWFVIKPFGNMLFHFNDMLLSILLSCLGLLEKLSLPLQGISLTPL
                     
SLLAISCAIIILFLPKGILPKTWGILCCLPLVIMNKTSQQIQLNILDVGQGQAIFLQH
                     
PEQNWLIDTGGSYDEKIFSIGQNVVVPFLRQQGVRQLDHVVLSHLDQDHSGAFPLIQQ
                     
EIPVKQLISNEQLPNDLKQPFQYCYQGQQWHYPELDIQILWPKEKDLAFVASNQNQYS
                     
CVVYLQFKKVGGYQNFLIMGDAGWEAEYELLKDYPNLKIDVLVLGHHGSKHSSAYDFL
                     
ATLKPKLAIASAGFDNRYGHPSQQVIARLKALHIPLKSTVEQGTLSFVLENHKIVLHD
                     RRLDRLWLSRGF"
     gene            complement(116841..117800)
                     /gene="lpxL_1"
                     /locus_tag="DSM_00900"
     CDS             complement(116841..117800)
                     /gene="lpxL_1"
                     /locus_tag="DSM_00900"
                     /EC_number="2.3.1.241"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACV0"
                     /codon_start=1
                     /transl_table=11
                     /product="Lipid A biosynthesis lauroyltransferase"
                     
/translation="MNYQLLKTFSRQPIQFGRFLARLLAGLVNTLKITRTSKSIELNL
                     
RIALPYLTPQQRIAITEKAVRNELTSYFEFLSIWGSSNSKNISRIHRIEGEHFFHEAL
                     
AAKKGVVLIVPHFGTWEVMNAWCAQFTSMTILYKPVKNADADRFVREARSREQANLVP
                     
TDESGVRQIFKALKQGETTVILPDHTPNVGGDMVNYFGVPLASSNLSAKLIQKTKAKA
                     
LFLYAIRNENDGFTMHIEPMDEKIYEGTADDGTYVIHQAIEQLIYQYPEHYHWSYKRF
                     KANPALDNIYNIDPTEALKIVDRLKAEALKTSTQPEPIQTSVM"
     gene            117880..118977



                     /gene="sppA"
                     /locus_tag="DSM_00901"
     CDS             117880..118977
                     /gene="sppA"
                     /locus_tag="DSM_00901"
                     /EC_number="3.4.21.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O34525"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative signal peptide peptidase SppA"
                     
/translation="MKSYYLDSFYQINVYNDIISIDLDWNFMSDWPPKPQNEPIIPKQ
                     
NGPEWQILEKAVLASVEEQRRSRRWGIFFKTLTFIYLLFIIVLMGKGCSTTKDGSTAS
                     
SSSAHLAVVDIIGTIDASSNQAVNSEDTNKALKRAFEASNSKAIALNINSPGGSPVQS
                     
DEIWQEIRYLKKEHPDKKVYAVIGDMGASGAYYIASAADEIIVNPSSLVGSIGVIMPN
                     
YGITGLAQKLGIEDRTLTAGTNKDILSMTKPINPVQRQHIQSVLDNVHTHFINAVKEG
                     
RGKRLKSNDPAIFSGLFWTGEQAIQLGVADRSGNITSLMRELKLDNKVDYTIERNPLQ
                     SILGRMGSEMGKGLSESVAERLQTSQDAKLQ"
     gene            118996..119805
                     /locus_tag="DSM_00902"
     CDS             118996..119805
                     /locus_tag="DSM_00902"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSVKPVIHFAHANGVPSMVYQKLFDQLKDEYDVIYVPLIGPDKR
                     
YPITNHWPFLVDQVIDSIVRQAKGRKVIGLGHSLGSVLTLMASFRRPELFSQVIMLDP
                     
PLILGRYSFAFHMAKLFKPKIVDDMTPAGLSARRREHWESREQAAALLRPKGFYKDFD
                     
EDCFQAYIDYALKEDSVRGGVTLTISREDEVAIFRKNPSWWWLPMPKPKMPVHLVVGK
                     ESAFLKRGFPQMAKRKMGIPFSVVEGGHMFPLEHPIDTVNYIKELIHRNSR"
     gene            complement(119869..120498)
                     /gene="purN"
                     /locus_tag="DSM_00903"
     CDS             complement(119869..120498)
                     /gene="purN"
                     /locus_tag="DSM_00903"
                     /EC_number="2.1.2.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P08179"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphoribosylglycinamide 
formyltransferase"



                     
/translation="MMKIAVLVSGNGSNLQALIDANLSGQIVGVLSNKADAYALERAQ
                     
NANIATAVISHKDFPSREDFDEAMHQQLIAWQADVVILAGFMRILTADFVDKWQGKML
                     
NIHPSLLPAYKGINTHQRVLNTGDRLHGCTVHFVTSELDAGQAIAQSAIEVKEHDNVA
                     SLAERVHKLEHFIYPQVAEWLCNGQLTWKNGQAYFRNKILEHPIRFASW"
     gene            complement(120495..121565)
                     /gene="purM"
                     /locus_tag="DSM_00904"
     CDS             complement(120495..121565)
                     /gene="purM"
                     /locus_tag="DSM_00904"
                     /EC_number="6.3.3.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P08178"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphoribosylformylglycinamidine cyclo-
ligase"
                     
/translation="MSNSTSTPNTGLSYKDAGVDIEAGDALVDRIKSVAKRTTRPEVM
                     
GGLGGFGALCKIPKGYEEPVLVSGTDGVGTKLRLALNLNRHDTIGQDLVAMCVNDLLV
                     
CGAEPLFFLDYYATGHLNVDVAANVVTGIGKGCELAGCALVGGETAEMPGMYEGEDYD
                     
LAGFAVGVVEQSKIIDGSKVKSGDVLIGVASSGAHSNGYSLLRKILDVKNVDLTQVID
                     
GRPLADVAMEPTRIYVKPVLELCKQVDVHAMAHITGGGLPGNLPRVLPNGAQAVINEA
                     
SWEWPELFKLLQREGNVERFEMYRTFNCGVGMVIAVDANDAEKAIEVLNAQGEKAWKI
                     GHIQENAESVEGADEKIRVIFE"
     gene            121701..122894
                     /locus_tag="DSM_00905"
     CDS             121701..122894
                     /locus_tag="DSM_00905"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WFM5"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative transport protein"
                     
/translation="MQDRILRRIFLLAGIVLLVWVLYLLKPVVIPFIGAFFLAYLFSP
                     
LVEVLVKIKIPRWLAISIVFIGIGVTLTVALWYLVPLIWKQLVYARDSIPAGIHWINA
                     
ELLPWISSTFHVQQMEIDTDQMSKAVMDYVQTNYSADSIQAVLLKLAQSGLNFIQIGG
                     
TVVLIPIIAFYFLLDWDRMLQNLRRLIPRPYEATTLQIVRECHSVLGAFVKGQFLVML
                     
LLGVVYAVGLQLIGLEVGLIIGMVAGLASIIPYLGFAVGIIAAVIASLFQFGMDWTHL
                     
LLVGVVFMIGQAVEGYILQPFLLGDKIGLSPVAVVFAVLAGAQLAGFLGMLIALPVAA



                     
VIVVLLKHLRENYERSSFYAPSSTLLIQEGNIEQLHVETENTKLDLEVKKQQDTDTPN
                     LSDQK"
     gene            122915..123613
                     /gene="hda"
                     /locus_tag="DSM_00906"
     CDS             122915..123613
                     /gene="hda"
                     /locus_tag="DSM_00906"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P69931"
                     /codon_start=1
                     /transl_table=11
                     /product="DnaA regulatory inactivator Hda"
                     
/translation="MRQLQLDIEPQLDARISDFSGPGWGHVVDAVRQLHAGLVNRFYI
                     
YGGAGTGKSHLLSAICDSYLEVGKSAIKVSLLELLDAPIEAITCLEHYDLVALDDIES
                     
ISGVPHWQKAVFHLMNNHEGQLVFSSRVAPIELKLELPDLQSRLTQAVSVKVPSGSLY
                     
ADRYALVTSVMARRGIHFDQQIVDYLLLHGPHQASILLQTVAQLEKLLKGEKTKLSNA
                     TLRQIYALIDEYQQ"
     gene            123930..125783
                     /locus_tag="DSM_00907"
     CDS             123930..125783
                     /locus_tag="DSM_00907"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLKRSIAFALLAAAGHAYSADIEVTTTIDEDVDNTVCSLREAVE
                     
LINKRNSSDSTVVASVKDGYHGCGNKDASSNIILQRDKEYTLNSRITITAPLTISTAK
                     
NDSTLVDTDQPGSHNATIKMAGTDQLFKIDDESVEKASFSVLLSDLNLQGAGANSKVL
                     
TGGLILNHEKLTIQNSRLTGGYANQGGVIYNQGFASKSDRTFGFVYIVNSLIQNNKAA
                     
QGGVIYSEQPLFLITQSVIRDNEVSNTSGSLFFSQDSFDDESTGEYVVQRAIGLSNST
                     
VFHNKGGFITNVRDGMFVNNITMIKNDKGLFLEAPQGNASISNSILVGNTINCQANST
                     
DKAIIQSNLVTTECNRNASVKVPNILYPANQKLIAGSTDEGVCDVASKDGLLCPFNTP
                     
KDSFLGFFKPRLLESYNTLADSLIINKGRLYSDGTSVGLASCETLDQRGKRRTGYDEL
                     
CDLGAIEYILNSEISSVGQDIRYGQVAKFSILGSLSEADLVTPATCKRLFGERPDGKE
                     
WQPGCLKIKQSTDTPVSKGTVTIDQNGNVIYTPNGNWHGADIFSIQVVTSISRFNEGV
                     EFQYITIPTRIVQEPLSGIEDKSVSSGGGGSIGAGFILSLLGLVALRRFKS"
     gene            125799..128240
                     /locus_tag="DSM_00908"
     CDS             125799..128240



                     /locus_tag="DSM_00908"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKNYKKALLALSILATMPLFADSTNKRIEVTTFADEDGENPNAC
                     
SLREAIKVAATRKSDYGCTIFSLDDNQAIQLKAGTYTLNKELVPNANISIYGYGERGE
                     
DKNWTEKNPLTNDYPALPELKTRINAAGKSRIFNTAENKKALTLQNIILENGIASTQG
                     
GAIYAGGNVTLLDSQILNSQAPKGGAIFLGGSGVNLSISHSLLQGNQAVTGSVLAMSC
                     
KEEPAYAKRDITITSSSIFKNGSLNSKSTFEFCGEPNAILTINTIAKNIADKINGSIL
                     
KFTGDAVPGSTTNPSTILSGSSSLNLQNNTIVENTAHTTFLYDSLGIKELRFNLIGYN
                     
LGSYACRYLVGPAADLKNSGFTLSFNALNLTNNVEKCDLPTEALTSSNKTIDIANIPF
                     
SSLLEPQSSASPETGFLPVYYPLNNTSSPQNDLIDVDPDGKDTCITLDQRGLIRSVTN
                     
KLYYQSGIKNSCDIGSIELMKLTAGDIKDLGNDSFTDRISTYQTRYDNVQENLKNQAF
                     
SYLWPVLKIRSVEYKNLLDQTKANAKYRAIYIDLKAKGLPLPNEGANHTLKFFNTTDY
                     
NINVETIGTGLIDDKVYNIKDKEENILKCEWNSALQQIIFYRLDDRITQAGDYNYCKY
                     
TVSTKDGSIQSTGLLEARFDNIAPVATDETVSFKYLANEIIPINLLKYANDDGDGPAN
                     
TLQTKPNKPQFWVNDKGVELPIYLPSKSSKDGIFKVVKADREGPCPNNDKDNTCYGGN
                     
IYIQASNVFNTFNDTLTYYVYDADGKISNEGTIKLISTATTTDDSRGGGGGGSIGILS
                     IASLLSLIAYRRYRK"
     gene            complement(128330..128719)
                     /locus_tag="DSM_00909"
     CDS             complement(128330..128719)
                     /locus_tag="DSM_00909"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVAKKLALILCSLSFLQTSFAGFERFWIFSKDANTQVDDTWNAL
                     
SEEEQRAVIKRYQSLKELPSNQSANLQQRMDWFNQLPDAEKQKMREAWQKMSTQERND
                     LRQRMLKASADERTAIREEYINKYLEH"
     gene            complement(128709..129029)
                     /locus_tag="DSM_00910"
     CDS             complement(128709..129029)
                     /locus_tag="DSM_00910"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MNHDDFTKKVTSKLDSLAHHHKNKTVVMNHVLDHIQQKPASYYS
                     
VWKMTGFALAAAITGFVILPNSVDMLDKPQNQVVVNPKLSPQMVEDLEMLMVLGEDKV
                     QHGS"
     gene            complement(129019..129633)
                     /gene="sigE"
                     /locus_tag="DSM_00911"
     CDS             complement(129019..129633)
                     /gene="sigE"
                     /locus_tag="DSM_00911"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:H8F0N6"
                     /codon_start=1
                     /transl_table=11
                     /product="ECF RNA polymerase sigma factor SigE"
                     
/translation="MDLAPKKSRSEASSAHASTAEQRLKVFMQDVTGRALVMMESATQ
                     
GQQGIAMDLVQEAFIALHKSYADRSTEEWYPLFYTILNNKLQDWRRKEARRANPFSFF
                     
KKVSLDNDDEEIIDIVDEKAINPADFLDQAVTIEEIQEAIAKLPVRQQQAFMLRAWEG
                     FDTHTTAQIMNCTEGSVKTHYHRAIQGLREYLAHLNPMGGSNES"
     gene            complement(129793..130569)
                     /gene="rlmB_1"
                     /locus_tag="DSM_00912"
     CDS             complement(129793..130569)
                     /gene="rlmB_1"
                     /locus_tag="DSM_00912"
                     /EC_number="2.1.1.185"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P44906"
                     /codon_start=1
                     /transl_table=11
                     /product="23S rRNA (guanosine-2'-O-)-
methyltransferase
                     RlmB"
                     
/translation="MAVIFLESKVNAKIKHLRGLIELNSARKKHQQTVLEGTHLCLAW
                     
LQQQKKLFSLFTTEQALEHPDLKKIIELHQGHVFIISEVLYKDLSTLGNTLPCLAIID
                     
LPKTASTIDYSVDTLILENVQDPGNVGTLLRSAAAANIKQIICTQGSASLWSPRVLRA
                     
GMGAHFSLSCFENFQLTDILPKFDIPVFVTSSHRSTSLYSKDLSKPCVWILGNEGQGA
                     SDYALDHAQSVTIPQPGGQESLNVAIAGSICFFEMVRQRQ"
     gene            complement(130626..131597)
                     /gene="fbp_1"
                     /locus_tag="DSM_00913"
     CDS             complement(130626..131597)
                     /gene="fbp_1"
                     /locus_tag="DSM_00913"
                     /EC_number="3.1.3.11"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A993"



                     /codon_start=1
                     /transl_table=11
                     /product="Fructose-1,6-bisphosphatase class 1"
                     
/translation="MSNLTLSQFLQQEKGNLTPELAQVIDTIAATCKTIDQALQKGAL
                     
AGILGSAGNENVQGETQKKLDVISNDYLIDALKVHPHVGGLASEELDDFTPAQENGEY
                     
LVLFDPLDGSSNIDINMCVGTIFSILPAKNAVTQAQDFMQAGTQQVAAGYVLYGPSTM
                     
MALTVGNGVAFFTLDPETQTFLLTTENVQVSADTQEFAINASNQRHWEQPVKQYIEEL
                     
LAGKTSVREKDFNMRWVACMVGDVHRILCRGGIFLYPYDLKDPKKAGRLRLMYEANPM
                     SMLIEQAGGASTTGRVRILEIEPTELHQRVPVIIGSKNEVERVTSYH"
     gene            131780..131968
                     /locus_tag="DSM_00914"
     CDS             131780..131968
                     /locus_tag="DSM_00914"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTTKKFDATPTAGEPINLEEISKESVQEAWKDYEAKPEYKAFNK
                     HDLIESMQHSEEEQNKSS"
     gene            complement(132023..132586)
                     /gene="pal"
                     /locus_tag="DSM_00915"
     CDS             complement(132023..132586)
                     /gene="pal"
                     /locus_tag="DSM_00915"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A912"
                     /codon_start=1
                     /transl_table=11
                     /product="Peptidoglycan-associated lipoprotein"
                     
/translation="MKSIKYLAFPLLSAALVMTGCASRKPATTATTGTTNPSTVNTTG
                     
LSEDAALNAQNLAGASSKGVTEANKAALAKRVVHFDYDSSDLSTEDYQTLQAHAQFLM
                     
ANANSKVALTGHTDERGTREYNMALGERRAKAVQNYLITSGVNPQQLEAVSYGKEAPV
                     NPGHDESAWKENRRVEINYEAVPPLLK"
     gene            complement(132614..133894)
                     /gene="tolB"
                     /locus_tag="DSM_00916"
     CDS             complement(132614..133894)
                     /gene="tolB"
                     /locus_tag="DSM_00916"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q83F59"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein TolB"



                     
/translation="MKTSRKHLLALTLLTALSPLAPTAAFAQLHLEIAKAPDQAPKIA
                     
IVPFNNDNGLYPIVETDLNRSGRFTSSSKNLPANAAINQIQASDWQAAGIPYVVTGQI
                     
KQTADGFEVHYQLYDVQKQQYLLNELLNVPASRIRQAGHMVSDAIYQALTGIPGDFSG
                     
RIAYVLRNPATPAERYTLQIADTDGEQPKTVLSSRDPILSPAWTPDAKKIAYVSFETK
                     
RPAIYLQDLSTGTREVITSFKGLNGAPSFSPDGKSMLFTASMNGNPEIYQMDLSTRQV
                     
KRMTNDSGIDTEARYTPDGKAFIFTSDRGGSPQIYRYDFGNGSVKRLTFKGSFNARGT
                     
LSADGKKIALVHRPSGSNYKVAIQDINTGIVNILTPTSLDESPSFSPNGQMVVYATRE
                     GNRGLLSIMSTDGRFRMNLPSEQGEVREPAWAPK"
     gene            complement(133988..135391)
                     /gene="rtxA"
                     /locus_tag="DSM_00917"
     CDS             complement(133988..135391)
                     /gene="rtxA"
                     /locus_tag="DSM_00917"
                     /EC_number="3.4.22.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9KS12"
                     /codon_start=1
                     /transl_table=11
                     /product="Multifunctional-autoprocessing repeats-in-
toxin"
                     
/translation="MNKNQKPPFKQNAIALSFTLGVHAIAIVGLLFLGLSKPPEQPKK
                     
LTTVLVKPEDLPPPLAKEVEQPTVAENQAEEVLSPIVDETLPQNLPAAPPPPTAQQLA
                     
AQKQKAEQAQQAKLAEEKRKAEEAAKVKQAAEQQRLEEAQKQQAEAKRQAEAKARAEA
                     
EQKRKAEQNAKAEADAKARQKVTEEAKRKAETEARLKREAQKAENAKLQAQQEAKRKA
                     
EADAKAKQQKAAEDAKRKAESDAKAKQQAADNAKRKAEADAKAKQQKAAEDAKRKAEA
                     
DAKAKQQKAAEDAKRKAEADAKAKQQKAAEDAKRKAEADAKAKQQKAAEDAKRKAEAD
                     
AKAKQQKAAEDARRKAEIEAEEKAASAKKAQEEAAQKKGEAKKIASSAKRDFEQKIRR
                     
AWDVPTGSSGKTVSVRFTLSDSGSVSSIVITRSSGDDALDASIKAAIQASAPYPMPSD
                     PDARREARSVTSTFRAQ"
     gene            complement(135395..135847)
                     /gene="exbD_3"
                     /locus_tag="DSM_00918"
     CDS             complement(135395..135847)
                     /gene="exbD_3"
                     /locus_tag="DSM_00918"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABV2"
                     /codon_start=1
                     /transl_table=11



                     /product="Biopolymer transport protein ExbD"
                     
/translation="MAIQRSGRFERIKKPLKSDMNVVPYIDVMLVLLVIFMVTAPMIT
                     
SGIKVDLPQANNHPIESKDMPAMVTIGKDGNIYLQYEDYKDNEPLSLEKLESVLSEAQ
                     KQAEQENKQLTVLVNGDKTRPYGEVVSLMASLQEAGLTQVGLLTEPLK"
     gene            complement(135847..136545)
                     /gene="tolQ_3"
                     /locus_tag="DSM_00919"
     CDS             complement(135847..136545)
                     /gene="tolQ_3"
                     /locus_tag="DSM_00919"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABU9"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein TolQ"
                     
/translation="MATNIESTLHISDLILQASPVVQLVMLILLLASIFSWYLIAKLH
                     
MSYKKARQDDEHFQKMFWSGAELNTLYNNAQLNSKRSGLEDIFYQGLSEFFKLKKRQA
                     
PTSQMIEGTERILRVGLSRDQGSLEYGLGTLASIGSVAPYIGLFGTVWGIMNAFIGLA
                     
AVDQVTLATVAPGIAEALIATAIGLFAAIPAVLAFNHFTAKSESVYSDRALFAEEMIA
                     LLQRQSVGSSQEDA"
     gene            complement(136569..136976)
                     /gene="ybgC"
                     /locus_tag="DSM_00920"
     CDS             complement(136569..136976)
                     /gene="ybgC"
                     /locus_tag="DSM_00920"
                     /EC_number="3.1.2.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P44679"
                     /codon_start=1
                     /transl_table=11
                     /product="Acyl-CoA thioesterase YbgC"
                     
/translation="MANHFEFNIRVYIEDTDAGGIVYHANHIRYMERTRTEWLRAAGV
                     
DHYWHQKDYNFVVYKIDVKYMRPILMDDLITVTARVVSCKAASFVLQQNIYRGEILLA
                     SGEVELACLSKDLMPRRLPEEIRDLIRKELEQD"
     gene            complement(137187..138521)
                     /gene="hipO"
                     /locus_tag="DSM_00921"
     CDS             complement(137187..138521)
                     /gene="hipO"
                     /locus_tag="DSM_00921"
                     /EC_number="3.5.1.32"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45493"
                     /codon_start=1
                     /transl_table=11
                     /product="Hippurate hydrolase"



                     
/translation="MYKKTALIFPLALISQLSLADWVKDATQQNENQVIQLRQHIHEY
                     
PELGNMEFKTSALIQKELKSYGIQVKTGYAKTGVIGILKGNNPGPIIALRADMDALPM
                     
EEKSGVPFASKQKAIYQGKETYVMHACGHDAHTAMLLGAAKILAANKDKISGTVVFVF
                     
QPAEEGGADIDNFTHGDQIGSRKMIADGAFKDYKPEAIFGMHVMSGMKSGHLYYKDGA
                     
ILNSADHLRIQVNGKQVHGSTPWLGRDPIYASAQMINNLQSLISRRTDLTQGMGVISI
                     
GNIQGGTAGNVIHEQVNMIGTIRSNNEQIRENILKSLPTLVENNAQANDVTAKVEIAP
                     
YAPVTMNNKALTQLIQPTLAKTVGDSNLHVLDHNASASEDFAYYGKLMPSFFVFLGAT
                     
PENQDLSQAAPNHNPSFIVDDKALKTGTELHIRFVLDYPNIAKQVQAAWKQS"
     gene            complement(138726..139730)
                     /gene="ruvB"
                     /locus_tag="DSM_00922"
     CDS             complement(138726..139730)
                     /gene="ruvB"
                     /locus_tag="DSM_00922"
                     /EC_number="3.6.4.12"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q51426"
                     /codon_start=1
                     /transl_table=11
                     /product="Holliday junction ATP-dependent DNA 
helicase
                     RuvB"
                     
/translation="MQDRLISGTEKPEDHFDRAIRPTSLADYIGQPVVREQMEIFIGA
                     
ARGRGEALDHTLIFGPPGLGKTTLANIIAREMGGNLKSTSGPVLERAGDLAAMLTNLE
                     
EGDVLFIDEIHRLSPVIEEILYPAMEDYQLDIMIGEGPAARSIKLDLPPFTLVAATTR
                     
AGLLTSPLRDRFGIVQRLEFYSVEDLTHIVSRSANLMDVPITVEGAEEVARRSRGTPR
                     
IANRLLRRVRDYAQVKGTGEVNHEMAQRALDMLNVDKAGLDTLDRRYLSMLLERFDGG
                     
PAGVEALAAAMAEDSGTLEDVIEPYLIQQGYVMRTARGRIATNQSYLQFGMTPPEPKN
                     "
     gene            complement(139739..140338)
                     /gene="ruvA"
                     /locus_tag="DSM_00923"
     CDS             complement(139739..140338)
                     /gene="ruvA"
                     /locus_tag="DSM_00923"
                     /EC_number="3.6.4.12"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A809"
                     /codon_start=1
                     /transl_table=11



                     /product="Holliday junction ATP-dependent DNA 
helicase
                     RuvA"
                     
/translation="MIGCLIGEVFALEAPTVLLNVNGVGYEIDTPLSTFCQLQKGQKV
                     
TLWTHLVVREDAQQLYGFSDAQEKTIFRTLLKVNGVGPKMALGILSTLSVELLVHTIE
                     
HDDVNTLVKVPGVGKKTAERLMIELRDRFKTLAQGTSSAAALPQIQFVSNSPVAEAEA
                     ALQSLGYKPLEAQKAVAAVKADYTESADIIRAALKSMMK"
     gene            complement(140430..141770)
                     /gene="dgt"
                     /locus_tag="DSM_00924"
     CDS             complement(140430..141770)
                     /gene="dgt"
                     /locus_tag="DSM_00924"
                     /EC_number="3.1.5.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P15723"
                     /codon_start=1
                     /transl_table=11
                     /product="Deoxyguanosinetriphosphate 
triphosphohydrolase"
                     
/translation="MEQMRWLELLSAVRLGSKKSSTELARSPFHKDYDRIIFSQSFRQ
                     
LNRKTQVHPLAQHDGIHTRLTHSLEVSCIGRSMGMLAAEKIKDELPVWISPADVGAII
                     
QAACLAHDIGNPPFGHAGEYAIREWFDDASHNDFLKKLTPEEEADVRQFEGNAQGLRL
                     
LTRIDYHPDDGGMRLTYATLGAYLKYPWLSKTIASQGDRPSHQRAKFGCYQSEKEILK
                     
QIAEQLGLIQLGEYHYCRHPLTYLLEAADDICYALIDLEDGIILNMLNYQEVEPIFLN
                     
LIADYGQPEELSLPSSTWQQKISALRGRVMKRLVDEVTTAFAKHHYEIITGQLKGSLL
                     
QYCSPDIAAGIETAKNLAREKIFEHPQKSGLEIIAHQSLQTILDAFVPLTMPHKSLSF
                     
KEQRLMSILNLYGARFSNNHYSNIMQVLDIISKFSDHQAYSLAQELQGNKIGLF"
     gene            142080..145913
                     /gene="purL"
                     /locus_tag="DSM_00925"
     CDS             142080..145913
                     /gene="purL"
                     /locus_tag="DSM_00925"
                     /EC_number="6.3.5.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P15254"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphoribosylformylglycinamidine 
synthase"
                     
/translation="MFIVAGAAAHSSFKKAQLLTRLSSISSVQSFDSQWVYLFDQALN



                     
EQQHQSALQLLNDGESFELRQPASDEIQILVTPRVGTISPWSSKATDIFKNCNTPVHR
                     
LERGLLFTLKGVSEISNEVKQVLHDRMTETVFAQIEDAKALFSETAPKPLNSIDILGQ
                     
GKKALVKANNEFGFALSEQEIDYLTEAFTRLGRNPNDIELMMFAQANSEHCRHKIFGS
                     
EWTIDGEKQPLSLFQMIKNTYKESPTDVLSAYKDNASVIVGYDTMRFYPKADENGHFV
                     
YKYKSQAAHILMKVETHNHPTAISPFAGAATGSGGEIRDEGATGRGGKPKAGLTGFTV
                     
SNLNIPGFEQPWEENYGKPSRMASPLQIMIEGPLGGAAFNNEFGRPALNGYFRTFEQN
                     
VNGEVKGFHKPIMIAGGYGNIRPDHVEKDAIQPGDLLIVLGGPAMLIGLGGGAASSVD
                     
SGTMGESLDFASVQRENPEMERRCQEVIDTCWRLEDFNPIVSIHDVGAGGLSNAMPEL
                     
VNDHELGAVLNLRKIPSLEPGMSPMEIWSNEAQERYVLAIRPESLEQFESICARERCP
                     
FAVLGEATEARHLTVEDPLFQNNAVDIPMQVMLGGTPRMQRSYETIERKGNEFDASKV
                     
DLKDAIFRVLKNPTVASKSFLITIGDRSITGMVARDQMVGRWQIPVADAAVTTTSLQG
                     
FTGEAMAMGERPPVALLNPAASARLAVAEAITNIACANIEQISDIKLSANWMAAAGQK
                     
GEDQALFEGVKAIGMEMCPALGIAIPVGKDSLSMRTTWNDNGEDKAVTSPMTGVITAF
                     
APVADVRKTLTPELKNLEDSVLVRIDLSKGQFRLGGSILAQVYKAIGSVTPDVDSFDD
                     
FKAFFALIQDWNNRGLIQAYHDIGDGGLLATVAEMMFASRLGVALEDQTTAGLFAEEI
                     
GAVVQIKAADWEALQAEVAASSLKDAIAVVGRVNNTDQLSVNGLTLERAELQQAWSEV
                     
SHQIQRLRDNVETADQEFALITDKSHQGLIAKPTFDLNEPIEAPFINSRRPNMAILRE
                     
QGVNGHIEMAAAFDKVGFNTIDVHMSDLLAGRVSLSDFEGLVTCGGFSYGDVMGAGGG
                     
WAKSVLFNAKLRDQFEQFFHREGTFSLGICNGCQMLSQLAPLIPGAEHWPRFHRNMSE
                     
VFEARSVNVRVEKSVSVLLDGMEGSILPIAVAHGEGRAVASEADIASLNAANQVALRY
                     
VDSHGNPTQHYPLNPNGSPEAITGVTSKDGRATIMMPHPERTFRAIQHSWKPEEWTED
                     GAWLRMFRNARKFIG"
     gene            145996..147201
                     /gene="bcr_1"
                     /locus_tag="DSM_00926"
     CDS             145996..147201
                     /gene="bcr_1"
                     /locus_tag="DSM_00926"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P28246"
                     /codon_start=1
                     /transl_table=11
                     /product="Bicyclomycin resistance protein"



                     
/translation="MKSKIHFREFALLMALLMSIVSFSIDAVLPALGEVGRVFELKNN
                     
NQTQWVIIGIFSGMTIGQLIAGPLSDAIGRKRILFTGIIIYFLGSLLCFTTQSFEWFL
                     
VGRFIQGIGVSGPYVASISIVRDKYSGAQMARIMSLIMMVFMVAPAIAPSLGQLIIHF
                     
FGWRDIFVLYMIYATVVGAWVALRLEETLLPENRLPMRLQAFQDGFKEVVSNKTTMSY
                     
LLCAGFCFGGFIGYLGTSQQIFMQQFGKTGQEFSAYFAVLAGVMGIASFTNSKIVMKF
                     
GMRPICIYGFLGLCLISLIFLGIQLIGVTVAFWMFMLYACILFLLFGTLFGNLNAIAM
                     
EPMGHVAGMASAIIGAASSVLSLILASIIGQLYNGTLIPMTCGFVILCGLAFMMTVYE
                     NRYLKESNV"
     gene            147402..147527
                     /locus_tag="DSM_00927"
     CDS             147402..147527
                     /locus_tag="DSM_00927"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MMKNKNHIRTMYTRDKGWRLFGLALAIQILFIGANYLAMMS"
     gene            147596..147913
                     /locus_tag="DSM_00928"
     CDS             147596..147913
                     /locus_tag="DSM_00928"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WFM1"
                     /codon_start=1
                     /transl_table=11
                     /product="GTP cyclohydrolase 1 type 2"
                     
/translation="MLKLIYYVPESHLESTKQSIFAAGAGGIGNYEQCAWQVKGIGQF
                     
KPVKGADPYIGELGELEQVDEWRVETIVLEEKASAVAKALKASHPYEEPAFEFIQIIE
                     VDF"
     gene            complement(147910..148710)
                     /gene="paaF_1"
                     /locus_tag="DSM_00929"
     CDS             complement(147910..148710)
                     /gene="paaF_1"
                     /locus_tag="DSM_00929"
                     /EC_number="4.2.1.17"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76082"
                     /codon_start=1
                     /transl_table=11
                     /product="2,3-dehydroadipyl-CoA hydratase"
                     
/translation="MTLSCIQQPHQHLQANLEGGVLTLAINRPEAKNALYGELYLWIA
                     
KALDEADQNKDVRVIVLRGAEHDFTAGNDMKDFMGFVQNPNAGPAGQVPPFVLLKSAA



                     
RLSKPLIIAVKGVAIGIGVTILLQADLVFADNTALFQIPFVSLGLSPEGGASQLLVKQ
                     
AGYHKAAELLFTAKKFNAETAVQAGLVNEIVEDAYATAQATAQHLTALPLASLKQTKA
                     LMKHDLDQIIECIDHEAEIFMQRVQSPEMLEAVQAFMQKRKPDFSQFN"
     gene            148778..149410
                     /locus_tag="DSM_00930"
     CDS             148778..149410
                     /locus_tag="DSM_00930"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q55928"
                     /codon_start=1
                     /transl_table=11
                     /product="Bifunctional NMN adenylyltransferase/Nudix
                     hydrolase"
                     
/translation="MSVTGEFIKSEKLIMYTFDYLVFIGRFQPFHLAHMQTIEIALQQ
                     
SRYVILALGSAQMERNIKNPFLAIEREQMILSNFSLDEQKRIRFVHVVDVYNDEKWVK
                     
QVKSLVNGVIEPNSKVGLIGHFKDESSYYLRLFPEWVMVELDSLKDSISATPMREAYY
                     QGKIKTDAFPKGTIQFLEEFQNTPLYLQLQQKFLQADHSNIEETVSSHKE"
     gene            complement(149482..150051)
                     /locus_tag="DSM_00931"
     CDS             complement(149482..150051)
                     /locus_tag="DSM_00931"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNLLKVCTLLPCSLVIAACSVNSSSTPPTLSSSTPQVQKSSIEI
                     
SCQDLQNPAYRQAVLNAINQIRQDSRQCGQQYFSAAKPLSWNNNLYQGANAHSKDMAN
                     
NNFLGHVGSTGLDLRARLKKYHMLSKANGENVASGQKTLNEVMAKWIASPLHCSNIMN
                     PRYTEYAIACASDQSAKQKSYWTQQFAGF"
     gene            complement(150177..150638)
                     /gene="bcp"
                     /locus_tag="DSM_00932"
     CDS             complement(150177..150638)
                     /gene="bcp"
                     /locus_tag="DSM_00932"
                     /EC_number="1.11.1.15"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8P9V9"
                     /codon_start=1
                     /transl_table=11
                     /product="Peroxiredoxin Bcp"
                     
/translation="MSENIQLPNQVFPTTHGEVNLAEVDNEWLIIYFYPKDSTPGCTT
                     
QAVGFSCLKDQFDALGARIFGVSRDSVKAHQNFTEKQALTIDLISDKEEVLCKHFDVI
                     KEKNMYGKKVMGIERSTFIFHNKTLVKSYRKVKAAGHAEQVLEDLKALQTA"
     gene            complement(150656..151342)



                     /locus_tag="DSM_00933"
     CDS             complement(150656..151342)
                     /locus_tag="DSM_00933"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQEQWKTNAHNRPSIVSFSGGKDSSLALYHAMQTGNVIGLIVML
                     
EEQGQRSRSHAMPLDIIRAQAQAIGLPVFMASSSWNDYENKFINLLNEAKQKGAEVLV
                     
TGDLDMPEHGCWHDRVTKTVGLKLGMPLWLRPHREVVEEFIQLGFQSVVVTVNLKLGM
                     
KVEDLGQVLSLEYIQKLENRGIDPCGEGGEFHTTVIDGPIFNKAIPVRKLDIVYHEEY
                     AFLPLELDQI"
     gene            complement(151433..151849)
                     /locus_tag="DSM_00934"
     CDS             complement(151433..151849)
                     /locus_tag="DSM_00934"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKLLKSNLILSSLFSAAALMAGSAQAAENPVQAAYKSTNVKGAL
                     
INVCKDQTAKGGKLSSAEVSKFCSCQVEAQGKVTEAQKWEIQSAINAKKSPSSLAFVQ
                     QQNRDLKACFGPQLTTKLEKLTEEAMKAAQQQAPKK"
     gene            complement(151863..152534)
                     /gene="queC"
                     /locus_tag="DSM_00935"
     CDS             complement(151863..152534)
                     /gene="queC"
                     /locus_tag="DSM_00935"
                     /EC_number="6.3.4.20"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O31675"
                     /codon_start=1
                     /transl_table=11
                     /product="7-cyano-7-deazaguanine synthase"
                     
/translation="MRPRAIVLLSGGLDSTTCLAWAQARYECIAISFMYGQRSTTELD
                     
AAKALAQRAGVEHRVINIDLANLGGSALTDHNIAVPEQLQEGIPVTYVPARNTIFLSY
                     
ALAAAEVFNAEAIVIGINAVDYSGYPDCRPEFIDAFANMARLATKAGVEGKPLKFETP
                     
LLHLSKANIIRLGIEHGVDYSQTVSCYQADAQGRACGKCDSCRLRKEGFIDAGVTDPT
                     RYIPQ"
     gene            complement(152575..153285)
                     /gene="queE"
                     /locus_tag="DSM_00936"
     CDS             complement(152575..153285)
                     /gene="queE"



                     /locus_tag="DSM_00936"
                     /EC_number="4.3.99.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA 
sequence:UniProtKB:A0A0H3KB22"
                     /codon_start=1
                     /transl_table=11
                     /product="7-carboxy-7-deazaguanine synthase"
                     
/translation="MASLRSSAIPVSDPASGLRITEIFYSLQGEANASGLPTVFIRLT
                     
GCPLRCSYCDTTYSFEGGERLSLEHIIETAEKYQTPYICVTGGEPLAQPNCLILLQGL
                     
CDAGFDVSLETSGALDVSRVDPRVSKVLDLKTPTSGEEHRNLISNLDHLTPRDQIKFV
                     
ICNREDYEWSKQQVEQYQLQTKVSTVWFSPAFAVEKGAVGLPRLARDLAQWILDDKLP
                     VRFQLQLHKLLWNDESGR"
     gene            complement(153364..154185)
                     /gene="dapD"
                     /locus_tag="DSM_00937"
     CDS             complement(153364..154185)
                     /gene="dapD"
                     /locus_tag="DSM_00937"
                     /EC_number="2.3.1.117"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q5DL43"
                     /codon_start=1
                     /transl_table=11
                     /product="2,3,4,5-tetrahydropyridine-2,6-
dicarboxylate
                     N-succinyltransferase"
                     
/translation="MSQLSTIIEQAFEDRANFTAADCPSEIRQAVEEAIAGLDNGTLR
                     
VAEKINGEWVVHQWLKKAVLLSFKLNDNKPIESCDLRFYDKVETKFSGWTEEQFKAAG
                     
VRVVPPAVARRGSFQAKNVVLMPSYVNIGAYVDEGTMVDTWATVGSCAQIGKNVHLSG
                     
GVGIGGVLEPLQANPTIIEDNCFIGARSEIVEGVIVEEGSVISMGVYIGQSTRIYDRE
                     
TGEIHYGRVPAGSVVVPGNLPSADGKYSLYAAIIVKKVDAQTRAKTSLNDLLRAD"
     gene            154480..155229
                     /locus_tag="DSM_00938"
     CDS             154480..155229
                     /locus_tag="DSM_00938"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKVLRVLVTTTALLAAGAAMADEAVVHDSYAFDKNQLIPVGARA
                     
EVGTTGYGGALLWQANPYVGLALGYNGGDISWTDDVSVNGTKYDLDMDNNNVYLNAEI
                     
RPWGASTNPWAQGLYIAAGAAYLDNDYDLAKRIGNGDTLSIDGKNYQQAVPGQEGGVR



                     
GKMSYKNDIAPYLGFGFAPKISKNWGVFGEVGAYYTGNPKVELTQYNLAPVTGNPTSA
                     QDAVDKEANEIRNDNKYEWMPVGKVGVNFYW"
     gene            complement(155320..156243)
                     /gene="cbl"
                     /locus_tag="DSM_00939"
     CDS             complement(155320..156243)
                     /gene="cbl"
                     /locus_tag="DSM_00939"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q47083"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator cbl"
                     
/translation="MNFQQLRIIRETVRQNFNLTEASAALYTSQSGVSKHIKDLEDEL
                     
GVQLFVRKGKRLLGLTEPGQSLLSIVERMLVDAENIKRLADDFNKVDEGTLTIATTHT
                     
QARYVLPPIVNQFKKLFPKVHLILQQASPVEIAEMLLQGEADIGIATESLTTEENLAS
                     
IPYYQWQHSIITPQDHPLTQLDKIDLDALSEYPLITYHGGFTGRSKIDKAFEDAQIDA
                     
DIVMSALDADVIKTYVELGMGVGIVNDVAYDAERDYRLKQIKTDIFGVNTTWIAVRKG
                     HLLRGYGYEFISLCSPDADIKALKKIAYPDE"
     gene            complement(156315..157376)
                     /gene="cysA_2"
                     /locus_tag="DSM_00940"
     CDS             complement(156315..157376)
                     /gene="cysA_2"
                     /locus_tag="DSM_00940"
                     /EC_number="3.6.3.25"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P16676"
                     /codon_start=1
                     /transl_table=11
                     /product="Sulfate/thiosulfate import ATP-binding 
protein
                     CysA"
                     
/translation="MSIQVKNIEKHFGAFHALKNISLDFPEGELVALLGPSGCGKTTL
                     
LRIIAGLESADGGQVLLEGEDATNVHVRERQVGFVFQHYALFRHMTVFDNIAFGLRVR
                     
PRATRPSEAEIKKRVTRLLDLVQLGFLADRYPAQLSGGQRQRIALARALAVEPRVLLL
                     
DEPFGALDAKVRKELRRWLRNLHDELHITSIFVTHDQEEALEVADQIIVMNKGNVEQI
                     
GSPREVYEKPATPFVFDFLGQANRFEGEHASGIIRIGNDRIELPTTVQAPQGKVIAFA
                     
RPDELHIHAQPQANTIEATFVREVWIAGKVVAELQDRNGRLIEIALSSEAAKQHAFKP
                     NQTVWVSASQLHLFADQVA"
     gene            complement(157388..158272)
                     /gene="cysW_1"
                     /locus_tag="DSM_00941"



     CDS             complement(157388..158272)
                     /gene="cysW_1"
                     /locus_tag="DSM_00941"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AEB0"
                     /codon_start=1
                     /transl_table=11
                     /product="Sulfate transport system permease protein 
CysW"
                     
/translation="MNLHTDSNALALKLQSRDATREPTWVRYTLITIALIFFLSCLML
                     
PLILVFVEAFKQGLEVYVQALIDPDTLSAVKLTLLTAAIAVPINVIFGVAAAWAVSKF
                     
QFKGKAILTTIIDMPFSVSPVIAGLMIVLIFGAQGWLGGWLMEHDIKILYAVPAIVLA
                     
TIFITVPFVARELIPLMEAQGTEEEEAAIVLGASGWQTFWKVTLPNIKWGLIYGVILC
                     
NARAMGEFGAVSVVSGHIRGETNTLPLHVEILYNEYTFSAAFAVSSLLAFLALLTLIL
                     KTWLELHQDKPEPHSTDS"
     gene            complement(158269..159102)
                     /gene="cysT"
                     /locus_tag="DSM_00942"
     CDS             complement(158269..159102)
                     /gene="cysT"
                     /locus_tag="DSM_00942"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P27367"
                     /codon_start=1
                     /transl_table=11
                     /product="Sulfate transport system permease protein 
CysT"
                     
/translation="MSQRSRVLPGFGLSLGFTLAYVSFIVLIPLAAVFIKSFGIGWDG
                     
LWEILTSERILKSLQLSFSSALIAAFINVVFGLLLAWCLVRYNFPGKRLVDALVDLPF
                     
ALPTAVAGIALTSLYAPTGWIGQYLEPLGIQVAYTPIGITLALVFIGIPFIVRTVQPV
                     
LSDIETELEEAASALGANRWQTITKIILPILLPALFTGFALAFARGVGEYGSVIFIAG
                     
NQPFKTEIAPLMIISRLEEYDYAGATTIAAVMLVLSFIILFVINLLQAWANRRTGRNV
                     T"
     gene            complement(159183..159791)
                     /locus_tag="DSM_00943"
     CDS             complement(159183..159791)
                     /locus_tag="DSM_00943"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTHTVIVPGVGGSEHQHWQSWLQRQLVSSSRVEQKNWDRPVLSE
                     
WIEQFVNTVQAVQAPVQIVAHSFGCLTSVAALAEHPELQLQVKKLILVAPANPARFGE



                     
AGFARHSLTDYKDYFHQLKINVPATLLISENDPWLDFFDALQLAKSWQLTPINLGQVG
                     HINVASGFGPFPDLLNHLLPEDSMCSHSSIDPVKTHFSLKFA"
     gene            complement(159822..160829)
                     /gene="sbp_1"
                     /locus_tag="DSM_00944"
     CDS             complement(159822..160829)
                     /gene="sbp_1"
                     /locus_tag="DSM_00944"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AG78"
                     /codon_start=1
                     /transl_table=11
                     /product="Sulfate-binding protein"
                     
/translation="MRFSQLKVGVIAALLSVSSFAAQEFLNVSYDPTRELYTDFNKQF
                     
GTYWKQRTGQDIEFKQSHGGSGKQARAVIDGLNADVVTLALAADIDEIAEKAKLLPTD
                     
WQKKLPQNSTPYTSTIVFLVRKGNPKQIKDWGDLIKPGVEIITPNPKTSGGARWNYLA
                     
AWAWAKHQAGGNDAKAQEFVRQIYKHTKVLDSGARGATTTFAERGIGDVLLAWENEAH
                     
LAIREQPGKFEIVTPSLSILAEPPVAIVEKNAAKKGNLTIAKGYLNYLYSPAGQEIAA
                     
RNFYRPRNAAVLKKYSNVFKPLKLVTIDKEFGGWTKVQKQHFDNGGVFDQIVKINSAE
                     K"
     gene            161093..161905
                     /gene="pabC"
                     /locus_tag="DSM_00945"
     CDS             161093..161905
                     /gene="pabC"
                     /locus_tag="DSM_00945"
                     /EC_number="4.1.3.38"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P28305"
                     /codon_start=1
                     /transl_table=11
                     /product="Aminodeoxychorismate lyase"
                     
/translation="MWCFKNGQPVETIPLLDRAFHYGDGCFTTIRVFQNKIELKARHW
                     
ERLKLACQKLSLVADFELIEQSLQHLQNQNLVLNGTLKIVISRGEGDRGYSLPKHAAD
                     
IYIWFYPKALEQFQPDFIQCGVLNQALGLTMPSLVGLKSLNRLEQVLLKKEADQQGWV
                     
EALVTDVQGYIVEGVSSNCFIRLNDRWITPELRYNGVHGVMRAEILARMQHYGIACEV
                     
RIIELDEVPQIQSLFFCNALHPMRVVTQISEQILESQACLNLFHTLNLNQIH"
     gene            161907..162977
                     /gene="mltG"
                     /locus_tag="DSM_00946"
     CDS             161907..162977
                     /gene="mltG"
                     /locus_tag="DSM_00946"



                     /EC_number="4.2.2.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P28306"
                     /codon_start=1
                     /transl_table=11
                     /product="Endolytic murein transglycosylase"
                     
/translation="MPKPPVNAKAKNAKKKGKKTASNFPKKLVLIGCFIVLISIFAIL
                     
WSSLFKAYPIEGKKQMLSITSGETYSGFIDRLAKENKIHFPIVLKLYQKFMIHDSMKA
                     
GVYEIEQGMSVRQVLEMLSDADNAQMNRVLVIEGTTFKQLITALKNDKNVKNTILDLP
                     
DDQLMKALGIPYHHPEGLFAPNTYFFAKGETDKKILTDLYHRQMKALDAAWAKRAPNL
                     
PYKDKYEALIMASIVEKETSLDSELTQVSGVFVRRLKLGMRLQTDPTVIYGMGANYKG
                     
NITREDLRTPTPYNTYTINGLPPTPIALPSQKAIEAALHPDDSNNIYFVATGNGGHKF
                     TADLQAHNQAVQEYLSVLRSKK"
     gene            162987..163586
                     /gene="tmk"
                     /locus_tag="DSM_00947"
     CDS             162987..163586
                     /gene="tmk"
                     /locus_tag="DSM_00947"
                     /EC_number="2.7.4.9"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HZN8"
                     /codon_start=1
                     /transl_table=11
                     /product="Thymidylate kinase"
                     
/translation="MFISFEGTEGVGKTTLIRKIHQHFEEQGKQVVLTREPGGTPLAE
                     
QIRSMLLAVNHDENMSHDTELLLIYAARAQHLQQVILPALESNKIVLSDRFTDASFAY
                     
QCSGRGLSQDKLQLLNQNFVSRMPEVTFWLDAPIELGMNRARERGALDRFEQEKLSFF
                     TKVREGYETLWKAEPERIKRLDATQSPDQVFEQALQYLA"
     gene            163723..164139
                     /locus_tag="DSM_00948"
     CDS             163723..164139
                     /locus_tag="DSM_00948"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKSSKEEIVAFLEKEFPQSLEHCTIESVTSKAAVVYYHVDQRHQ
                     
RPGGTISGPTMMTLADFALYIAILGEIGIIGLAVTTNFNINFLRKPAGDQDLRSECKL
                     MKVGKSLVVGEVWIYSVGQEEPVAHVTATYSIPPRP"
     gene            complement(164194..165843)
                     /gene="nadB"
                     /locus_tag="DSM_00949"
     CDS             complement(164194..165843)



                     /gene="nadB"
                     /locus_tag="DSM_00949"
                     /EC_number="1.4.3.16"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P10902"
                     /codon_start=1
                     /transl_table=11
                     /product="L-aspartate oxidase"
                     
/translation="MRMDMPNQQTIHHFDVIIVGSGGAGLSLALSLPSHFNIAVLAKA
                     
ALTEASTFYAQGGVAAVLDETDSIQQHINDTMIAGAHLCEMDAVQHTVEGGRPSVDFL
                     
LKQGVQFTLDEDEQLHLTREGGHSQRRIIHSADATGKAISTTLVERAKERKNITIFEN
                     
YIAIDLITSHKLGHTDQANRAIGLYALDESTEKVHTFLAPFTALACGGAMKAYLYTSN
                     
PDIATGDGIAMAYRAGCRVANMEFNQFHPTCLYHPQARSFLITEAMRGEGAYLRLPDG
                     
ERFMLRFDDRAELAPRDIVARTIDHEIKRLGIRHVWLDITHKSPDFIKEHFPTLYARL
                     
LELGIDITKDMIPVVPAAHYTCGGVVVDSNSQTDIEGLYAIGETSYTGLHGANRMASN
                     
SLLECFVYGMSAAKDIESKFDKNFKLPEVPTWDDSQVTNPDEDVVILQNWDELRSTMW
                     
NYVGIVRTTKRLERALHRIEMLKREITEYYQDYRVSKNLIELRNLVLVSEMIVRCAMH
                     RKESRGLHYTLDYPETSSEIRKTVLTPPNFAVEQPLVNTSV"
     gene            166068..167444
                     /gene="degQ"
                     /locus_tag="DSM_00950"
     CDS             166068..167444
                     /gene="degQ"
                     /locus_tag="DSM_00950"
                     /EC_number="3.4.21.107"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39099"
                     /codon_start=1
                     /transl_table=11
                     /product="Periplasmic pH-dependent serine 
endoprotease
                     DegQ"
                     
/translation="MKSRYLQQGMYAAVFTVAAVQANAAVDFSNLVEQVSPAVVSVNV
                     
VKKMTQDELLQQQVPEILKRFFGNQVIIPQQQGPQEKTAYGSAFFISKDGYLLTNHHV
                     
IENASRISITLNDRREIDATVVGSDERTDVALLKVNGTNYPALRVGNVDRLRVGEPVL
                     
AIGSPFGFDYSASAGIVSAKSRNMSGETSVPFIQTDVALNPGNSGGPLFNQNGEVVGV
                     
NSRIFSGTGGYMGLSFSIPIDVAMDVAEQLKTKGKVTRSYLGVMMQDIDRNLADAYKL
                     
PKPEGALITQVSPNSPAQKAGLRAGDVILKLNGASVLRTSDLLYALNKVQPNQTVQFE
                     
VLRDDKTRNISATLATAPDETPATGNQASASKGPVLGMSIRDLAVPEKNALGIKGGIY



                     
VQDVRRGGLASLSNIIPGDVIIQVNNTQILNSQDFAKVVSNLPKNTVARVGIIRQGQR
                     AMLGLRIQ"
     gene            167565..168017
                     /locus_tag="DSM_00951"
     CDS             167565..168017
                     /locus_tag="DSM_00951"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSSIFDLHIQVQPQHIDALGHVNNVMYVQWMQDVAAAHVETLGV
                     
GVTKYLELKHAMVAVEHHVQYRKAAFEGEEIVLRTWLDDINALYSFRQYAFFRPSDQA
                     ILFVGNTKWACIEIASGRPKRMSPTFTQAYKPLDSSINPLDFTVSYAR"
     gene            168192..170009
                     /gene="lepA"
                     /locus_tag="DSM_00952"
     CDS             168192..170009
                     /gene="lepA"
                     /locus_tag="DSM_00952"
                     /EC_number="3.6.5.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P60785"
                     /codon_start=1
                     /transl_table=11
                     /product="Elongation factor 4"
                     
/translation="MAQAKKSVDIKNIRNFSIIAHIDHGKSTLADRFIQMCGGLQDRE
                     
MQAQVLDSMELERERGITIKAASVTLYYTHPNGQEYQLNFIDTPGHVDFSYEVSRSLA
                     
ACEGALLVVDAAQGVEAQSVANCYTAIEQGLEVLPILNKIDLPQAEPERVIHEIEEII
                     
GIEATNAPTCSAKTGLGVEGVLETLVDVIPAPTGDREAPLQALIIDSWFDNYLGVVSL
                     
VRIKDGRIRKGDKMLVKSTGQTHIVTSVGVFNPKHTETGVLEAGEVGFVIAGIKDIFG
                     
APVGDTITLSTTPEVASLPGFKKVKPQVYAGLFPIDASDFEPFREALQKLQINDSALF
                     
FEPESSDALGFGFRCGFLGMLHMEIVQERLEREYDLDLISSAPTVVYEAVTKKGDTIY
                     
IDSPSKMPDGSVVEDLREPIAECHILVPQEYLGNVMTLCIERRGVQKDMKFLGNQVSI
                     
TFEIPMAEVVMDFFDKLKSCSRGFASLDYNFIRFESSSLVKVDVLINGEKVDALAMIC
                     
HRNDARHRGIALVEKMKDLIPRQMFDVAIQAAIGAQIIARSTVKAMRKNVLAKCYGGD
                     VSRKKKLLAKQKEGKKRMKQVGSVEIPQEAFLAVLKVER"
     gene            170080..170907
                     /gene="lepB"
                     /locus_tag="DSM_00953"
     CDS             170080..170907
                     /gene="lepB"
                     /locus_tag="DSM_00953"



                     /EC_number="3.4.21.89"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P00803"
                     /codon_start=1
                     /transl_table=11
                     /product="Signal peptidase I"
                     
/translation="MDFDFNLILVPVTLILFAVWLLDKLVFKQRANKGRENENFVITW
                     
AYDFWPVLAVVLVLRSFLYEPFNIPSDSMVPTLETGDFILVNKFDYGVRLPIVNKKVI
                     
DVGEPKRGDVIVFRYPPQPTISYIKRVIGLPGDHIVYDHGQLIINGQKIPKVPTQFSR
                     
EKDALDTPTSIYHKETIGDHTFTMRELEGVNVARQAPFINYVDNGKYANQDGLYWEVT
                     
VPKGHYFAMGDNRDQSADSRFWGFVPEENLTGRAFYVWMHKEPGFHLPSFNRNGKID"
     gene            170931..171305
                     /locus_tag="DSM_00954"
     CDS             170931..171305
                     /locus_tag="DSM_00954"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRKAQQGTSYLAILFGVVIFAIAVKAVLAVWPAYWDDRVINNQI
                     
TELMQQSSADITPQKFMTQMDQRLEMNNIRDLHFKEIAEVFNQPSLTVKKKYEVRKPF
                     LLNIDLVLTFEKSFDKTSVQAK"
     gene            171277..171969
                     /gene="rnc"
                     /locus_tag="DSM_00955"
     CDS             171277..171969
                     /gene="rnc"
                     /locus_tag="DSM_00955"
                     /EC_number="3.1.26.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7Y0"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribonuclease 3"
                     
/translation="MTKHQFKLSDPRLLSRIGYQFKQPELLQLALTHRSVSHKYNYER
                     
LEFLGDSLLGMIIANYLYHAYPHENEGRLTRMRATLVRQEALGKIATDLQLSRCLILS
                     
TGELKSGGHHRESILADTVEAIIGAIYLDSSDLNLLKDIVLKWYTPYLDHIEPTDQLK
                     
DPKSRLQEYLQARKKPLPVYEVVDIQGDAPHQHFKVECLVDGLSKIHGEGSSRRFAEQ
                     AAAAEILKLLEQ"
     gene            171975..173003
                     /gene="era"
                     /locus_tag="DSM_00956"
     CDS             171975..173003
                     /gene="era"



                     /locus_tag="DSM_00956"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P06616"
                     /codon_start=1
                     /transl_table=11
                     /product="GTPase Era"
                     
/translation="MSMHSDQINPDSNENQDPNNLIDQFFSSKGVTIPSDFKSGFVAI
                     
VGRPNVGKSTLMNHLLGQKLSITSRKPQTTRHKIIGIDSREKMQAVYVDTPGMHKKEV
                     
RAINKMMNRAAHSALRDVNLVLFVIDAHKWTQNDDLVLDKLKNADMPVILVINKADTF
                     
GDKREILPLIQERAKLMNFAEIVPVSALRGANLEHLSETIEKYLPYQPPLYSFDQITD
                     
RSERFLASEIIREKIMRQLGEELPYDLTVQIESFKTEEATVNEKTGRLKPACTYIDAT
                     
IFVDRPGQKAIVIGEKGAKLKTIGMDARKDMEKMFEQKIMLTLWVKVKGGWSDDERAL
                     KSLGYSDI"
     gene            173022..173216
                     /locus_tag="DSM_00957"
     CDS             173022..173216
                     /locus_tag="DSM_00957"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKAITSILIIVGCTLMLQGCVYKLVTVPVGIAYKTTKGVVKGTA
                     AVVGAVIPDDDDKKEKESEE"
     gene            173226..173939
                     /gene="recO"
                     /locus_tag="DSM_00958"
     CDS             173226..173939
                     /gene="recO"
                     /locus_tag="DSM_00958"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7H3"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA repair protein RecO"
                     
/translation="MMRNEVLHGYMIHHRKYREKSHIVHLFTQEYGRVDGILRQTPPP
                     
QYQPIRLQATGKSELKNFTKLEILNQPVFFFGDAFFAGFYLNEIVLRLCPLEEAMPQT
                     
FEQYQLTLLQLQQLSSHENPDLFLRQILRQFEHILLAELGYAIDFSIDSSQKEILPQQ
                     
FYQFQVTEGFAPVVQARRSSLSGKAILSMLDYEQGQDFSHEQLQLLGKLYRQMITSLL
                     GDRPLKSRQLWIQNTQTQS"
     gene            173953..174678
                     /gene="pdxJ"
                     /locus_tag="DSM_00959"
     CDS             173953..174678
                     /gene="pdxJ"



                     /locus_tag="DSM_00959"
                     /EC_number="2.6.99.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8ZCP4"
                     /codon_start=1
                     /transl_table=11
                     /product="Pyridoxine 5'-phosphate synthase"
                     
/translation="MAALLGVNIDHVATLRQARGTAYPDPVEAALICEQAGAEGITLH
                     
LREDRRHIQDDDVRRMRPLLKTRMNLEMAVTDEMVEFAKEIQPQHVCFVPERRQEVTT
                     
EGGLDVVGNFEKVKAATQALAAIGCDVSLFIDADFAQIDAAIACGAPTIELHTGAYAD
                     
ATTEQEQQEELALIVKGVEYAASKGLVVNAGHGLNLKNIAPIAAIPQIHELNIGHSII
                     AESVFVGLVQAVKDMKTAIQAAG"
     gene            174685..175329
                     /locus_tag="DSM_00960"
     CDS             174685..175329
                     /locus_tag="DSM_00960"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSSINYDELMQPVLAFLGCQTPKEWLDEAVNNLDILMQDHANCE
                     
KKAAGTAMNLMFRYSFFTDLQVKLAQLVREEMLHYEQVLEFMTKRGQEWKGLSAGRYA
                     
GGLRKEIRTYEPEALIDVLVIGAFVEARSCERFYALAPRVDDELGRYYRYLLKSESRH
                     
FEDYLALALDVAKTAKMKDPEEDIQQRIEHIREVEKNLILTPDDTFRFHSGIPA"
     gene            175623..176381
                     /gene="ydfG"
                     /locus_tag="DSM_00961"
     CDS             175623..176381
                     /gene="ydfG"
                     /locus_tag="DSM_00961"
                     /EC_number="1.1.1.381"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39831"
                     /codon_start=1
                     /transl_table=11
                     /product="NADP-dependent 3-hydroxy acid 
dehydrogenase
                     YdfG"
                     
/translation="MLALVTGASAGFGYSISKKLIESGYKVIGCGRRAEKLEELQKQL
                     
GENFYPLVFDMTDTAENINKLFKELPNEFQIDQIDLLVNNAGLALGLEPADKADLDDW
                     
YTMIDTNVKGLVTVTRLILPSMVKKKSGLIINMGSIAGTYPYPGGNVYGATKAFVEQF
                     
SLNLRADLAGTGVRVTNIEPGLCGGTEFSLVRFKGDQEKANSLYDKKNPILPEDIANT
                     VAWIASQPPHININRIEMMPTTQTFNPLKVVEVE"



     gene            complement(176563..176638)
                     /locus_tag="DSM_00962"
     tRNA            complement(176563..176638)
                     /locus_tag="DSM_00962"
                     /product="tRNA-Asn"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Asn(gtt)"
     gene            176873..177301
                     /locus_tag="DSM_00963"
     CDS             176873..177301
                     /locus_tag="DSM_00963"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKTLTVASIFSNFDFYQRNYLNILNQPESYYTPVEDAWIDAFPF
                     
KKQDLYLGDLLQLWFSSKWDVHTSLKVLKCSKVLDQSKPLYIFQLEGELFLGKNKVLA
                     WSTQHHEVIELQLKNIWAPYVVAKTCDRPDIPYLMKKAAV"
     gene            complement(177316..177753)
                     /locus_tag="DSM_00964"
     CDS             complement(177316..177753)
                     /locus_tag="DSM_00964"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKNPMEMTGLEFLQAMIEGHIPPASISKTIPMQPTEISEGSVTF
                     
KAQADHNHLNPLGGVHGGFAATVLDSVTGCAVHTMLPAGVGYGTIDLNVKMCRPLPQN
                     QVLIATGKVINLSKNLGISEGKITDEEGKLYAYATATCMIIRP"
     gene            177939..178265
                     /locus_tag="DSM_00965"
     CDS             177939..178265
                     /locus_tag="DSM_00965"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNGQCLCGETAFEVELKNHDVHVCHCSMCRRQTSGVIMTVDVVK
                     
GSLKFIQQKHLSVFNSSEWGERGFCNACGTTIFWRTKDQSYCNINVFSLNEPVKDLKL
                     DMEIFY"
     gene            178714..180414
                     /gene="hscC"
                     /locus_tag="DSM_00966"
     CDS             178714..180414
                     /gene="hscC"
                     /locus_tag="DSM_00966"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77319"
                     /codon_start=1



                     /transl_table=11
                     /product="Chaperone protein HscC"
                     
/translation="MIDTKPLIAIDLGTSNSLVGIFENGQSKLINNPYGMKTTPSAIA
                     
LDEQGQILIGQAALELRSRGKEVLTSFKRLMGTSKRLKLGQQSFSAVELSSLILKSLK
                     
QDVEQALQCEVEEAVITVPAYFNDIQRQATISAAELAGLKVSRLINEPTAAALAYGLG
                     
QTQDSCFLIFDLGGGTFDVSIVELFDGITEVRASAGDNYLGGDDFVQLLMKQYWKQHA
                     
TIFGYTENTIPFDIETALRARAQHSLHVLSKEAKTDLIFKWEDKEATLEITQEEFAVW
                     
AEPLLLRLRRPLERALRDARVLPQQVDQIIMVGGATRIPVVRKLVTKLFGRFPSTSVQ
                     
PDEAIVRGTCVQAGLKAKDVSLKEIVLTDVCPFSLGIAVENDEQFSPILERNIVIPAS
                     
KVNTYTAMNKGQREIIVKIYQGEHRLCKENIFLGELNVPLPPNNDYLSIEVRFSYNPN
                     
GILEVDIEVPSTGEKLQKVIVNHQNVMSTEQIEQARQQLQELKIHPRDTLMNKSLLLR
                     
AERLFSEYTGDLRLQIGERTQQFNYILNLQDPRQIREAQQHFEAFLNEIEDLSLFEEY
                     "
     gene            complement(180466..182427)
                     /locus_tag="DSM_00967"
     CDS             complement(180466..182427)
                     /locus_tag="DSM_00967"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTAWQRLGIEPTDNQREIKKAYAKQLKLIDQDTQPEEFILLREA
                     
LETAQFEAEHLIYENEDLDNSSSIFEENNSFNDQNLNSDDLNDQTLENKLKRLKHHIA
                     
IQDINFNIRDELIHFNNEIEAYKDKSISNHFRDQILDLLRKNDLDDFCYIFTEKNAEN
                     
IVTNHQKIIEKEKTEYSVSSNECIQSDALSIPVILEEVSNALWNKDISDITFDKFNYL
                     
LSQQYDIPLSQQIEIKDQLQAPLAEIEIDDLQPEYFRFLELWHETYPDDIHQYNPSYY
                     
SSLLQEKLNSFLSRYKLLKKLPNEHFELLNELSGEKKFHPLKMLKLRKSLNKISKNYS
                     
TVEVIDKLQLSITQTNPNYLFLKSLSNFWKFTIINILFITITFLFFNSLIAPDNQIIV
                     
NLLITVCISLLYIFILQPILNTRILGHPGYERTLGYYLKYWCLSGFILCSLTPWLPDL
                     
PHQLLSYGWFISTTILLSALLLDATPYMNRLEQSAFINIDKWIINIGLISLSIFLISI
                     
FFIIGEPNHIWFIIYSLIPICFLFYPESFRPLFYIFGYNKEDTNLTDKQIMYRSIGII
                     
FFRLFWVFGFSYLFIKSSSQPFMYAAGLILGSILITGFSAKNLSSTLKYLTYIALCIA
                     TLYTILFPLILIYYLYQSYQAKKIILSSC"
     gene            complement(182650..183879)



                     /locus_tag="DSM_00968"
     CDS             complement(182650..183879)
                     /locus_tag="DSM_00968"
                     /EC_number="2.6.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P23034"
                     /codon_start=1
                     /transl_table=11
                     /product="Aspartate aminotransferase"
                     
/translation="MDVRLSDRVNAIKPSPTLAVTNKAAELKAAGKNVIGLGAGEPDF
                     
DTPQHIKDAAIEAINNGFTKYTAVDGTPGLKKAIIAKLKRDNNLDYQPNQILVSCGGK
                     
QSFFNLALALLNKGDEVIIPAPFWVSYPDMVIIAEGTPVIVKCGEEQRFKITPEQLEA
                     
AITPNTRLVVLNSPSNPTGMIYSKAELEALAEVLRRHPQVFVASDDMYEPIRWEDEFY
                     
NIATVAPDLYDRTIVLNGVSKAYAMTGWRIGYAAGPAKIIGAMKKIQSQSTSNPTSIS
                     
QVAAEAALNGPQDVLKPMIEAFKRRHDLVVNGLNDIKGISCLPADGAFYAYANIRPLI
                     
RAKGLKSCTEFSEWLLEETGVAVVPGDAFGLGGFMRISYATADEVLVDALARIKKAAE
                     SIEGVDAAIASIEAEKA"
     gene            184087..184266
                     /locus_tag="DSM_00969"
     CDS             184087..184266
                     /locus_tag="DSM_00969"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTEQQPKQKKALVKLPFPMPNESNQAGDAVHNQVRPKPEQYADR
                     TWMPPRGTRRSMGKR"
     gene            complement(184301..185737)
                     /gene="dgcM_1"
                     /locus_tag="DSM_00970"
     CDS             complement(184301..185737)
                     /gene="dgcM_1"
                     /locus_tag="DSM_00970"
                     /EC_number="2.7.7.65"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77302"
                     /codon_start=1
                     /transl_table=11
                     /product="Diguanylate cyclase DgcM"
                     
/translation="METLDSSIFDLTPIPMWIEDFSEVKQLFDLWRNQGVENLYEFLS
                     
QNENLVVECAHKIKIIKVNQKVLDLFEAKNQEELCANLNLIFKKEMFEAHIHELEALW
                     
NSKTHFSSTTINYTLSGKRIDVQLRGAILPGSETTFDRILITTEDITPYQNALRQEEK
                     
NRRLAESMFIYSPTSLWVEDFSRIKNRIDQLRLLGIEDFRTFLDVHPEFVRQCIEDIL



                     
ILDVNQSTLDLFKAPDKTTLLKNTHKIFAEEMVETFREQLIELWQGNIHHKREAVNYA
                     
LDGQIRNVLLQFTVFPGYEETWGLVQVALTDITARKKAENYLEYLGQHDVLTKLYNRA
                     
FFTEELNRLNRSIIRPVSSIFLDMNGLKETNDQLGHDIGDGLLRRVGNILNQAIMNTA
                     
YTASRIGGDEFVILMPGADEANVLMMLQTIQELFNIDNQYYSSHPISIAIGHATTKEN
                     EQVEDMLKRADHHMYQKKKSYYQEILLP"
     gene            complement(185907..186698)
                     /locus_tag="DSM_00971"
     CDS             complement(185907..186698)
                     /locus_tag="DSM_00971"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTYQYHDESIVTELPEDTVFVFGSNMAGQHGSGAARVASQHFGA
                     
VEGVGRGWAGQSFAIPTLNEHIQQMPLSQIEHYVEDFKVYAKNHPKMKYFVTALGCGI
                     
AGYKVSEIAPLFKGIHHNVIFPESFKPYVEEDAVSQFPTLTQKMVQSFINDEVIFYFN
                     
HGSESFEDALDKTDLSRAEKAIALIVLNEELYPRDRYGRGRDHELRDILGKLNGKIFN
                     IHGNSEGAMIFVSVIVALMELYDFDEQDFIKLWRGEKNIDHPINR"
     gene            186878..188899
                     /gene="uvrB"
                     /locus_tag="DSM_00972"
     CDS             186878..188899
                     /gene="uvrB"
                     /locus_tag="DSM_00972"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A8F8"
                     /codon_start=1
                     /transl_table=11
                     /product="UvrABC system protein B"
                     
/translation="MNENQPFDLVTHYQPAGDQPQAIEKLVNGIEKGFRNQLLLGVTG
                     
SGKTYTMANVIAQTQRPTIVMAHNKTLAAQLYGEFKAFFPNNAVEYFVSYYDYYQPEA
                     
YVPSSDTFIEKDAAINDHIDQMRLSATRALLERRDAIIVASVSAIYGLGDPNAYMQML
                     
LHVVQGDRVSRDEIIRRLVEMQYTRNELEFLRGTYRIRGEIIDIFPAESDQHAIRIEL
                     
FDDEVDSIRWFDPLTGKMVRKVPRVTIYPKSHYVTPKDNLTRAIDTIKDELQDQLKFF
                     
REHDKLLEAQRIEQRTRYDLEMMQQLGYTNGIENYSRHLSGRPAGEAPPTLFDYVPED
                     
ALLIIDESHVTVPQIGAMYKGDRSRKENLVNYGFRLPSALDNRPMKFEEWERIVPTTI
                     
FVSATPARYELEKSEQVVEQVVRPTGLIDPEIEVRPVLTQVDDVLSEINIRKNLNERV
                     
LVTTLTKRMAEDLTSYLKEYGVKVAYLHSDIDTVERVKIIHELRTGVFDVLVGINLLR



                     
EGLDMPEVSLVAILDADKEGFLRSERSLIQTIGRAARNVKGKAILYADTITDSMRKAI
                     
DETERRRTKQIEFNEQHGITPRSAVRQAVKEIDTGEVLSDDQIDEKVLEQAQALSADE
                     RHILSDPKLFSKHITKLEKEMLKASKDLQFEQAARIRDEIVRLKAQMLQ"
     gene            188993..189580
                     /gene="blc_2"
                     /locus_tag="DSM_00973"
     CDS             188993..189580
                     /gene="blc_2"
                     /locus_tag="DSM_00973"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A901"
                     /codon_start=1
                     /transl_table=11
                     /product="Outer membrane lipoprotein Blc"
                     
/translation="MAFRNNVPQASWRLAKIALGGIVLTGLAVGTYAYAQQKPLPTVD
                     
KVELDRYLGVWYEVARKPAFFQKKCAYNVSATYTLNENGNIVVDNRCYDNQKQLQQSI
                     
GEAFVVNPPYNTKLKVSFLPEAVRWIPIIRGDYWILKLDEDYQTVLVGEPSRKYLWVL
                     SRTPHPHKEVVDEYLNYAKTLGFDIRDIIHTEHKE"
     gene            189692..190636
                     /gene="rarD"
                     /locus_tag="DSM_00974"
     CDS             189692..190636
                     /gene="rarD"
                     /locus_tag="DSM_00974"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P27844"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein RarD"
                     
/translation="MLKGVILSVMASLTFGVLYFYTQLLGQLDSEQTFGWRIIATLPF
                     
LTLFMWWSGDLSHIKNIYQRILAKPSLLLLLITTSVLTSVQLWLFLWGPMHGRGLQVS
                     
LGYFLLPLVLVLAGSVLYGEKISKFQWIAIVLAIIGVGHEIFRLGSIAWETALVAIGY
                     
SAYFLLRKKIKTDNLGGFWWDLLIIMPVAIYLTHTGLLPYSKFLDQPTLGLVIAGLGV
                     
LSAIGLGCYILASRYLPLVVFGLLGYLEPVLLALASLVLGESIGKEEWFTYLPIWCAV
                     FVLVLEGAFHLYQQQQKAKNLQLNIEKYQKRLKNDAHD"
     gene            190853..192310
                     /gene="gap2"
                     /locus_tag="DSM_00975"
     CDS             190853..192310
                     /gene="gap2"
                     /locus_tag="DSM_00975"
                     /EC_number="1.2.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q02PG5"
                     /codon_start=1



                     /transl_table=11
                     /product="Glyceraldehyde-3-phosphate dehydrogenase-
like
                     protein"
                     
/translation="MSKDTIIALHAEHQGRWKNREEIAERMIALIGQLYREKNIVVSV
                     
YGRSLINRSVIQILKTHRRTRVVDVELSVVNTFPILEALAKVENIGSAEVDIGKLAVE
                     
YKEKGGDVDAFVAQAVESIKGSATSEQPKDVVLYGFGRIGRILARLIISQSGLGRGLS
                     
LKAIVVRKSSDGDLAKRASLLRRDSIHGTFAGTISVDEENEAIIANGNFIKVIYASSP
                     
SEVDYTQYGIENALLIDNTGKWRDAEGLSQHLKCPGVARVVLTAPSKGEMKNVVFGVN
                     
NSDILDEDKIISAASCTTNAITPILKVLDDKYKVLNGHVETVHSFTNDQNLIDNYHKA
                     
DRRGRAATLNMVITETGAAKAVAKALPALKGKLTGNSVRVPTPNVSLAILNLTLDKEV
                     
DREEVNEYIRQISINSNLQGQIGYTNSTEVVSSDFIGSRTAGVYDAQATITSGNRLTA
                     YVWYDNEVGYSCQVLRIAEQMCGVSYKKIPAETNA"
     gene            192460..193194
                     /locus_tag="DSM_00976"
     CDS             192460..193194
                     /locus_tag="DSM_00976"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQQFKRLLIVFFFIIIANICGVLIAIWVFKHFNIYIPLKNQAVA
                     
IDLQEPLQVQVKVKDALNVDVKGRVNANIPINEKLNIPLTQTLTPRVYFDNMVPISTV
                     
IPVKETLKVEQSLPIDTKVQVRVLGKDITLPLKGNIPLQLDVPIDIQVPLDQKVHLKF
                     
DAPVKTVLKENLHIPLNAQLKTNIPIQGSLNVPVKTALNASVDVKNTLPVKIEHGELK
                     IPLSSMSLNRVKSGEDHSSPVQNQTK"
     gene            193206..193880
                     /locus_tag="DSM_00977"
     CDS             193206..193880
                     /locus_tag="DSM_00977"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFGSLKSILISFFLIMILTAILFWFYLNIQASVVVSAHESDIRL
                     
PESLETKIHVGNNLQVQSIGKLDTSIDIDRQISVPLKGRYLADLEFEVETPITVSVDY
                     
ATTLKVDQVMPLETTTDLIYKNKLLPRFPLKLNIPIKLDIPFQLKRSYTIPVKIAFNG
                     
PVYFEFDESINLPIKHQFNPSLNVNDAMEMGNISSFNAIMYNSVQHTKANLDMKMDLP
                     LRNVHP"



     gene            194045..195265
                     /gene="obg"
                     /locus_tag="DSM_00978"
     CDS             194045..195265
                     /gene="obg"
                     /locus_tag="DSM_00978"
                     /EC_number="3.6.5.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q02GB1"
                     /codon_start=1
                     /transl_table=11
                     /product="GTPase Obg"
                     
/translation="MRFVDEAVITVEAGDGGNGVASFRREKFVPFGGPDGGDGGRGGS
                     
IYIQADDDTSTLVDYRYTRKFRAERGKNGAGANCTGRGGEDVVLKVPVGTTIVDTDSG
                     
DIIGDLVEDGQRVMVASGGEGGLGNTHFKSSTNRAPRKCTTGTKGEFREIRLELKVLA
                     
DVGLLGMPNAGKSTFIRAVSAAKPKVADYPFTTMVPNLGVVDADRHRSFVMADIPGLI
                     
EGAAEGAGLGIRFLKHLARTRILLHIIDVQPIDGSDPAHNAKAIMNELAKFSPTLAKL
                     
PIVLVLNKLDQIAEESREEWCQHILDELQWTGPVFKTSGLLEEGTKEVVYYLMDQIEQ
                     
QREREVEDPEYAAEVRAFREQLEAETREQTIAAKEAYRAMRKAQRLESMMDDDDDFDD
                     DEDDGDVESIYVRD"
     gene            195281..196414
                     /gene="proB"
                     /locus_tag="DSM_00979"
     CDS             195281..196414
                     /gene="proB"
                     /locus_tag="DSM_00979"
                     /EC_number="2.7.2.11"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q2SZF9"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutamate 5-kinase"
                     
/translation="MIEVVDGQRKLSECKRIVVKIGSSLLTANGQGLDLDAISHWAKQ
                     
IADLHNAGHEIILVSSGAVAEGMVRMKLASRPTDLPSLQACAAIGQMGLIHTWSSVLE
                     
NHSIRTAQVLLTHDDLADRRRYLNSCDALQNLIDWRVIPVINENDTVSTDEIRFGDND
                     
TLAAMVAGQVHADLLIILTDQQGMFDSDPRHNPDAKLLSTVRAMDDVLFEMAGGGGVL
                     
GRGGMVTKVRAARLAAKSGCPTLIASGESDNVLSRVMAGEMLGTLFTTDKDRMTAHQQ
                     
WLAAHLQTAGRLVIDDGAVEAIKLKHRSLLPVGVKTVEGHFDRGDVVECVDKQGKRVA
                     VGRVNFSSRSAEIIKGLSSDKVYQVLGEARSLEMIHRDHMAIY"
     gene            complement(196441..197097)
                     /locus_tag="DSM_00980"
     CDS             complement(196441..197097)



                     /locus_tag="DSM_00980"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MYATSETNKTIKNLALFDFDGTLCSKDSFTGFIFYALSKRHIVK
                     
QGLKILPWIQAYYLNFYPAHAMRAKLFRSMFRDTPAIELQRLGEEYAQELVSALSPEI
                     
FAQLQQHQLLGDQVVLVSASIDIYLAPLCKLLDIELICTETQIKNGMMTGYYSTPDCS
                     
SEQKKIRIHEQYSLKHYQRIYAYGNSSEDLDMLSLATHPFMVGEDRILPSLTPQKKLA
                     "
     gene            complement(197064..198272)
                     /locus_tag="DSM_00981"
     CDS             complement(197064..198272)
                     /locus_tag="DSM_00981"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNKPLSSRFLFKSFGMVAVCMSLAACGDKAWWSNNDEPELESQQ
                     
IKRLIPSRVHDRESWAKDIDDIMKDLDIPKTKQNVCSIVAVVDQESNFVANPQVPGLG
                     
QKAVEEVSTRLNEKFEDKLGKTIGGTIAGYFEEVLRTQPSPDNNYMSQMRKVKTEKDL
                     
DLLYREIFDFMAKHYHVSALTGAAKLVGQDIGEKMNPITTLGSMQVHINYAKANKRSS
                     
MNTAALRDDLYTEYGGLYYGIHRLMVYPADYDKAIYRFADYNSGMYSSRNAAFQKMLK
                     
ELTDKDISLDGDLLLYTKDGDPRATQSESEKELITVFASNNVLVTPRQIRDDLKLEKE
                     
KKFESTQTYIALTKLYKSKTGKDPLYAIMPQVVISGPKLSRDYNTNWYATRVNGRYET
                     CMQRAKRIKL"
     gene            198356..199381
                     /gene="dus"
                     /locus_tag="DSM_00982"
     CDS             198356..199381
                     /gene="dus"
                     /locus_tag="DSM_00982"
                     /EC_number="1.3.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WNS7"
                     /codon_start=1
                     /transl_table=11
                     /product="putative tRNA-dihydrouridine synthase"
                     
/translation="MYIGPYQLSNNLIVAPMAGVTDRPFRTLCKYFGAGHAVSEMMTA
                     
DKTLRMTKKSLYRANFDGELAPISAQIAGSDPEQLAEAARYQVANGAQIVDINMGCPA
                     
KKVCNKLAGSALLQDEDLVARILDAVIAAVDVPVTLKTRLGFLNGQENILRVAKRAEE



                     
AGIAALALHGRTREDMYLNTARYELIKHVKELIHIPVIANGDIDSPEKAKYVLDYTGA
                     
DAIMIGRAAQGRPWIFREIAHYLKTGEHLAAPNIEEVKEVLLGHLSELYQFYGEYSGC
                     
RIARKHIAWYTKGLRSSNEFRQNMYKVETTAEQALVVESYFNQLLAEGNLMSDVQVEQ
                     VNLLDTH"
     gene            complement(199425..200471)
                     /locus_tag="DSM_00983"
     CDS             complement(199425..200471)
                     /locus_tag="DSM_00983"
                     /EC_number="1.13.12.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O06179"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative monooxygenase"
                     
/translation="MSLLQQLAIKHPIFLAPMAGVSTPELAAEVSNQGGLGSLGLGAN
                     
TPQSAREQILKTQALTENPFQVNFFCHQSTELNVEKAKLWLDYLRPHFEKFGAQPPQE
                     
LHCIYPSFLDNDDFLNVVLETKPKAVSFHFGIPHPHQIKALKEAGILTMVSATNLIEA
                     
QAIEAAGIDIIIAQGIEAGGHRGIFNQTFDGAIKTSDLVQLIVQHCTLPVVAAGGIMT
                     
GLQAKHMLGLGAAAVQLGTAFVQCQTSNASAEYRKALFSKPVTQISASLSGRPARGIL
                     
NHWHTKIDSPTRPVQPEYPYTYDLAKQLNALASKHQDYGFGAFWAGSNVAQIRELEAP
                     DLVNQLVVEMLDNE"
     gene            complement(200582..201283)
                     /locus_tag="DSM_00984"
     CDS             complement(200582..201283)
                     /locus_tag="DSM_00984"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MAFPHHTEHHAIQRSGWLRASVLGANDGIISVTSLIMGMAASGA
                     
SSHTLFITCVAGLISGATSMAAGEYISVKSQEDIEKSDLAIEAKELKKYPQKELDELT
                     
QIYISRGLSKELAKEVAIQLTTHDALGAHARDEIGIHENTAANPIQAALSSAASFSFG
                     
AFFPMLAILFSPEHLIMPSVLITGIAALAILGALSSYFAGTSKIKGSLRITLWGILAM
                     AFSSWIGSLFNVTPL"
     gene            201536..202756
                     /locus_tag="DSM_00985"
     CDS             201536..202756
                     /locus_tag="DSM_00985"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MKNIKTINSITHSILLMGAVISSLGMIGISSVYAQEQVDPAYKP
                     
GNPIYDKWDRFYKIEQSQPQEAEKILVELSKLTPTDIKVWKSLTYLQIRLEKREEALQ
                     
SLRQARNLAPQDDTLKLQEAYLLNQQKKDREALVLFKELSSSSDPEIAAKATQAVKNL
                     
SGGEVKPYFRDIYFAPSYESRYDDVIFPLKMRYGKNIDNGRAQVYGFLNLNRDTQSQG
                     
GVRPEIIDENAATLGVGANYQPWTSIPVRAYVEVGGSYDLIDRNRKRFRESVVGGVTG
                     
YQEWYSQSNCDHSLCLDNYFTDLYGNVATYSREDYNVIGDLRLRTGLNLYKGESGTVQ
                     
AYVKLHGLADSEDEYYNNLFEYGPGISWQPFNYQPIKLRVERLYGNYFKDVPVNTKDH
                     YNNTRVELVFYKDF"
     gene            202759..203895
                     /gene="sacA"
                     /locus_tag="DSM_00986"
     CDS             202759..203895
                     /gene="sacA"
                     /locus_tag="DSM_00986"
                     /EC_number="5.1.3.14"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA 
sequence:UniProtKB:A0A0U1RGY0"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-N-acetylglucosamine 2-epimerase"
                     
/translation="MKKIFISIVFGTRPELIKLAPVILLAKQDSRFQVEVIFTGQHDE
                     
LVRDAIDFFGVEIDHRLKIMNAGQSLNQLLIHGLTQLENIYTDGQKRDAIVIQGDTTT
                     
VLAAGLVAFSMKIPVAHVEAGLRSYDLDHPFPEEGNRQLVSRITKWHFAPTEQSKRNL
                     
LNEQIPPSLITVTGNTVVDAVYLGRKLIAEKTGLKNQLEPYGIELKQNDKVVLITAHR
                     
RENFGEGIQNICNAVEYLAKQHPDLHFIWPVHLNPAVHNVVHDKFKSHAQIHLVKPLD
                     
YPSLLAVIDRSTFILTDSGGLQEESPSFNKPVLILRDTTERPEVVEVGAGVLVGTNQQ
                     KIIEEAEKLLTDSQHYQKMAHVENPFGDGRAAQRILDEIARTYN"
     gene            complement(203903..204808)
                     /locus_tag="DSM_00987"
     CDS             complement(203903..204808)
                     /locus_tag="DSM_00987"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKQIPIKITAFIILIICSVVGYAGLFKNHGQPPIIEGIFWQPD
                     
NDTTPPKGNWHYLGINTFVPQWSVVESKSWWKNSNLPQWEKAIDLQKIKQQPWAKNLI
                     
LGLAGEYNEHEARANVVALGEKSAQIIQEQNDTSLKGYYFPVEADPTWLRVSTLGHVL



                     
EKLPSPIWVSVYSGESEPENYDLWVKSWLPQQAGVFFQDGVGVGVRTPEQARRILDQL
                     
EQTLGKDKTVIVLEAFRTKKNGQFRAAYPWEIISQIKAYEGKKIYIFDGPHYMGRWSV
                     YIVGLWYRLVYGSTPATINEPKNSK"
     gene            complement(204786..206630)
                     /locus_tag="DSM_00988"
     CDS             complement(204786..206630)
                     /locus_tag="DSM_00988"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKTFDLYQTAQVLLASTSFLLGMSTHAYTWKLDDISTSTKYTV
                     
EPHFFYIGKGAEWQNIQFSSDYSTENDTTVLVKYDDKLIYNTTLNGDGQFKFNIPASQ
                     
SGFHRLDFIIQQYAKPTTLNQTKETFCTEDIDHLTYLSNSQLDFTPVRNEYRLKDLPD
                     
ALFNPQARRPTPFVGILKYNRKEITEASMLGRLVSSWSSVTPIEWVDSGQTNLNPETN
                     
FIIEVIRSASPLKGGALVQIAKPAEGVPTLSITYHTPQELTAAINGLINPTYVQQLDT
                     
GSAIFPTTISAPTWAQFKKIDTLADLGIQDFRLNHAEKNLFLDFPAVWQPTDILQGQI
                     
ALRIQSGLLQGSNITAWIDGGLAGSMKTADLASDPVNRQFNIFAKEISNTTNFSLKLE
                     
NSVIANSQCLPNAHGSLWVDTAKSTVKLPHKLKNGVAALSMTLATKPTIAIDDQSGAL
                     
NIAIILGQVAKNMLLTQAPMPVNLVRFSPTSPQAVNVRVNKEIYQQQVLMHQNIIYAP
                     
AAANGFIVSYNNNRFDVITDSENGAQTFMHLWGKIQHKIPNNVTKMLVSENGNIYVLQ
                     KLIVGNQKAPLVQQSSFFLLVVIISAIMIIVIFLWYWLRRNNEKTDTN"
     gene            complement(206631..207881)
                     /gene="icaA"
                     /locus_tag="DSM_00989"
     CDS             complement(206631..207881)
                     /gene="icaA"
                     /locus_tag="DSM_00989"
                     /EC_number="2.4.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q5HKQ0"
                     /codon_start=1
                     /transl_table=11
                     /product="Poly-beta-1,6-N-acetyl-D-glucosamine 
synthase"
                     
/translation="MAPIDILFLFGFLGIWIPQAFWAWLSYQAWKYSKTAEKELQNLP
                     
IPERWPVLSVLIPAYNEGVVIEDTLHAIAQQDYPAESYEVLLINDGSKDNTLEIAENL
                     
AKIYPCIKIVNVPKGMGGKGKSRTLNNGLPHAKGELIVVYDADSTPEPDCVRLLAQTL
                     
LADKKLVAVNGKVRTRNWQDSILTRFIAIEFIFFQWIFQGGRWQRFELSTLMGTNYVI



                     
WRDALETLGGFDEKSLVDDTEMSFRIFIGQKRIKWVPYAIGWQQDPPSLSVFVKQRSR
                     
WTQGNFYVTRKYLPVALRTPFPIGIEILNNIMCYILFVPALFWSHITLTLGLLDIAGI
                     
SVPGPFTLLWGLSFCLYVAQMWFTLSLEKVKPELYFYSVLSYVSYSQIFLFIVFKAAF
                     DMLKNKIQGNSLQWYKTERSKEKK"
     gene            complement(207868..208764)
                     /locus_tag="DSM_00990"
     CDS             complement(207868..208764)
                     /locus_tag="DSM_00990"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSNLLNICGIVIASSQYPDATLQQFYRQYYHCEIKAEQIKAEVQ
                     
SPSDLSMFFPYQDTWWPVFTIDQISSESFQKFIHNGIRPGIILPDEVFGFPHYFLLKE
                     
AVSQGAIPIVLFKTEQPQYFAAKATFSTAIGLRPMAAFVSTGWDENLISQPAGSYIIQ
                     
LNSANLPLPSREVRQGPHLFYSAKSFNGHVSGYEIIINPPADLPLSNIRYPQLGISWN
                     
FNNIDYESTPEHVSTNLIGYIFIILSIVVVPLDLILTTTYPDLLGTFGSYISWISLVV
                     GAILLLLLISSIIRRVRKNGSN"
     gene            complement(208764..209504)
                     /locus_tag="DSM_00991"
     CDS             complement(208764..209504)
                     /locus_tag="DSM_00991"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQQKHPGRTLVLWIIAAHLFMGMVAYEWLPVSFRGSWIFILLLL
                     
ISGAFLEVGLSLIVGLVAFIGVAVYFLLDLGAQTHIERQLLLLFIIPLIPLFLSAVRH
                     
NIEINVQKYRDIQSYDRNYRRDIFPLSALKYFQRSFFKLLDHHNVQDYEVFEIRILNR
                     
SLIKEMLGDDVWKTTQNEMIKILSQHEPNEIVFQFADDDLENIYSIMIRQQKTEEDPI
                     FLKKLKEITTLRLEVEYKIVPIPPEEMS"
     gene            complement(209698..211140)
                     /gene="phrB"
                     /locus_tag="DSM_00992"
     CDS             complement(209698..211140)
                     /gene="phrB"
                     /locus_tag="DSM_00992"
                     /EC_number="4.1.99.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P00914"
                     /codon_start=1
                     /transl_table=11
                     /product="Deoxyribodipyrimidine photo-lyase"



                     
/translation="MSNAYQLIWFRQDLRIHDHAALWHASQQGPSLGLVILSPEQWKQ
                     
HADAPIKIGFYLRQLRTLQKELAALHIPLVIQVIPYWKEIANFISDFSKKYNIENVYA
                     
NIEIGVNELKRDKTVQDYLNRHGKELFLFHDRTIFPLRSIRNQSQQPYQVFSAFKKAC
                     
YTKLDTSGLPQCYPVPNKQNEVPLDFLQGKNIDLDEIEKLFCPSLSKEQQDLWPVGEQ
                     
YALEQLDQFIEESVCHYKLERDFPHIQGTSKLSPYLNIGILSIRQCLQALFRNQHGNF
                     
HLVNEGQQIWLDELLWREFYQHILFDFPHVSKHIPFKKDTQKIKWNHNPEHLTAWQTG
                     
QTGIPIVDAGMRQLLQTGWMHNRIRMITAMFLCKNLLIDWRIGEQWFMQHLIDGDLAA
                     
NNGGWQWCASTGTDAVPYFRIFNPIAQSKKFDPEGEYIRQWVKELAHLDNKTIHEPYS
                     SKTDLGLNYPKPIVDLKETRLKAIETFKNI"
     gene            complement(211244..211726)
                     /gene="slyD"
                     /locus_tag="DSM_00993"
     CDS             complement(211244..211726)
                     /gene="slyD"
                     /locus_tag="DSM_00993"
                     /EC_number="5.2.1.8"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9KNX6"
                     /codon_start=1
                     /transl_table=11
                     /product="FKBP-type peptidyl-prolyl cis-trans 
isomerase
                     SlyD"
                     
/translation="MTAIANNHVVSFHYKLTNAEGETLDQSQGEPLAYLHGAGNIIPG
                     
LENALTGKTVGDKFTVNVPAAEGYGEYNPDLVQEVPAQMFQGVDNIQPGMQFQAQTDD
                     
GVQIVTVKAVEGDNVIVDANFPLAGQDLTFEVEIVEIREASQEELDHGHVHGAGGHHH
                     "
     gene            complement(211862..213148)
                     /gene="ndh"
                     /locus_tag="DSM_00994"
     CDS             complement(211862..213148)
                     /gene="ndh"
                     /locus_tag="DSM_00994"
                     /EC_number="1.6.99.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P00393"
                     /codon_start=1
                     /transl_table=11
                     /product="NADH dehydrogenase"
                     
/translation="MTQNLHHIVIVGGGAGGLELATQLGETFGKNGKAKITLVDQNLT
                     
HIWKPLLHEIAAGSLNPHEEQTNYFAHAEKHHYEFVLGTFIAVNKDKKIIDLIPPQVS



                     
KEQNTHIQQLSYDTLVLALGSVSNDFNTPGVRENCHFLDSRKQADIFQQDLLHLYIEA
                     
QNQPDQRTLNIGIIGAGATGVELAAELIETTKNFYRYGLKKIHPNQVKITLIEASERI
                     
LPALSEKTAEHSAKQLQKMGVEILTKHRVEKIDEHCIYFSNGNQLNSDITVWAAGVKA
                     
PKVLESLSDFERDNINRLMVYATLQTYSDPNVFAFGDCAHCQLDARHPPLGPRAQVAS
                     
QQASFLVDAMAARLNGRSQPMFTFNDKGSLVSLSRNKAVGELLGDVSVQGYIAKTMYV
                     SLYRLHQATIHGYTQAGLLTMKDLLTRRVRPKIKLY"
     gene            complement(213248..214567)
                     /gene="dacD"
                     /locus_tag="DSM_00995"
     CDS             complement(213248..214567)
                     /gene="dacD"
                     /locus_tag="DSM_00995"
                     /EC_number="3.4.16.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P33013"
                     /codon_start=1
                     /transl_table=11
                     /product="D-alanyl-D-alanine carboxypeptidase DacD"
                     
/translation="MKFFLSLFTLFSIFCTTLTNAALLNIAPESVEAAAWTIVDTQSG
                     
QIIAEHNSHVQRAPASLTKMMVAYIALKEIKAGKLKLNEVITATPVVSVVQWDESQMY
                     
LKAGEQISVDQLLAGLIVMSANDAAVTLAEKISGDVPHFVKRMNQEAQALGMKDTHFS
                     
NPAGITMPDHYTTAHDLSLLSQAVIHQTPEYLHYSKMPSFSYNQRFHHATNLALKYDP
                     
SVDGLKTGYTKAAGYNLALTASRPSFSPNLPQRRLLVIVLGTPSAVKRAEIADKLMNL
                     
AYAYTRDEVVIPEQKLIAELPVIKSTLKMFKVETKQPTIVTTSLYAEPTPIDLNTFDY
                     
ATQRIQVLDSNQQPKVIAPLETTQTRVNIQLNEQKLTAPLMKAMNLATVSIYQNNQLI
                     RSLQIENDVHIEEANIFQRIMMWFSSLFSIFSSSEHSAAKLYPIDSH"
     gene            214740..216443
                     /locus_tag="DSM_00996"
     CDS             214740..216443
                     /locus_tag="DSM_00996"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLHYQIEFDDYKQHLVHVTIRFLANPNQELWLPTWIPGSYLIRE
                     
FSKHIEAVKAYDEAGRMLNIKKTEKNRWRLFNTDHELITVEYDVYAYDLSVRGAYVDQ
                     
TRLYINPACVCLGLEGQEQSACELEIFLPDELKHFQLATGLASKSLVKGRFTLKADHY
                     
DQLIDSPFELADQTRFSFETHGIEHEFVISGTHATNVDRLKTDIEKICAAEIDLFGSA



                     
PFKNYTFMTMATGNSYGGLEHCNSTSLITPRDDLPKSNEPTEPSKDYQRFLGLCSHEY
                     
FHSWLVKFIRPENFANYNLHQEGYTSLLWIFEGFTSYYDDLILLRSGVISQKSYLDLL
                     
KSQIDRYLQNPGRFVQTVAESSFDAWIKFYRQDENSNNAGTSYYNKGALVALCLDLGL
                     
RLRGSSLDALMRRLYENTQNGVQVNERTIFDLCEELTGDSWVEQINHLINTTEELPLD
                     
QLFPEFGLSYTLKNDKTLAYGLKLADKPEGVLVQNAHREGAGAKAGISANDVIIAIDG
                     
LKATTKLIEKYAKQKGNYSVLAFRRDELLSFEVTSNSINLTEIELIIEDQSKADKWLK
                     A"
     gene            216844..219081
                     /gene="icd_1"
                     /locus_tag="DSM_00997"
     CDS             216844..219081
                     /gene="icd_1"
                     /locus_tag="DSM_00997"
                     /EC_number="1.1.1.42"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P16100"
                     /codon_start=1
                     /transl_table=11
                     /product="Isocitrate dehydrogenase [NADP]"
                     
/translation="MAGEKSTIIYTLTDEAPLLATYSLLPIIETFTKPAGIEIVKSDI
                     
SVAARVLAEFADYLSEEQKVSDNLAELGRLTQDPDTNIIKLPNISASVAQLTACIKEL
                     
QSKGYAIPDYPENPATEEEKTIKARYGKCLGSAVNPVLREGNSDRRAPAAVKNYAKKH
                     
PHSMSEWKQWSQTHVSHMEEGDFYHGEKSMTLDRPRNVKMELITNSGKSIVLKPKVAL
                     
QEGEIIDSMFMSKKALCDFYEKQLDDCREAGILFSLHVKATMMKVSHPIVFGHCVKIY
                     
YKEAFEKHGKLFDELGINVNNGMAGLYEKIETLPTSLREEIIEDLHACQEHRPALAMV
                     
DSAKGITNFHSPNDIIVDASMPAMIRAGGKMWGADGKQYDAKAVMPESTFARIYQEMI
                     
NFCKWHGNFDPKTMGTVPNVGLMAQKAEEYGSHDKTFEIPEAGIANITDLDTGEVLLT
                     
QNVEEGDIWRMCQVKDAPIRDWVKLAVTRARNSGMPAIFWLDPYRPHENELIKKVQKY
                     
LKDHDTTGLDIQIMSQVRAMRYTLERVVRGLDTISVTGNILRDYLTDLFPIMELGTSA
                     
KMLSIVPLMAGGGMYETGAGGSAPKHVQQLVEENHLRWDSLGEFLALAVSLEEMGIKE
                     
NNARTKLLAKTLDEATGKLLDNDKSPSRRTGELDNRGSHFYLSLYWAEALAAQNEDAE
                     
LKAKFAPLAKALAENEQKIVAELAQVQGKPADIGGYYAVDPAKVSAVMRPSATFNAAL
                     STVQA"
     gene            complement(219199..219987)
                     /gene="rluE"
                     /locus_tag="DSM_00998"



     CDS             complement(219199..219987)
                     /gene="rluE"
                     /locus_tag="DSM_00998"
                     /EC_number="5.4.99.20"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75966"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribosomal large subunit pseudouridine 
synthase
                     E"
                     
/translation="MKIVILNKPYDVLSQFRKDEAHMTVSDFVDDPTLRIAGRLDMDS
                     
EGLVFLTDHGGLNQFITNPANKKYKTYLVQVDGDVTEEALEQLRKGVELNDGMTLPAK
                     
AIKVSEPEWLWDRDPPVRYRASIPTSWIEISICEGRNRQVRRMTSAVGFPTLRLIRTK
                     
IGTIDLVQLGLQPGETKEIEPLLYPDFKDVPAEQPYRSRSYVKKPGGTGGKPMVRKNK
                     DGSAKKSGTKRIWQMDESEKPRRKTNGTTRPNTKAPRGRSRNSR"
     gene            220188..221444
                     /gene="icd_2"
                     /locus_tag="DSM_00999"
     CDS             220188..221444
                     /gene="icd_2"
                     /locus_tag="DSM_00999"
                     /EC_number="1.1.1.42"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q02NB5"
                     /codon_start=1
                     /transl_table=11
                     /product="Isocitrate dehydrogenase [NADP]"
                     
/translation="MGYQKIVVPADGDKITVKADLSLNVPNHPIIPFIEGDGIGVDIT
                     
PAMKKVVDAAILKAYGGKRSIEWMEVYCGEKANKIYGTYMPEETFEALREFVVSIKGP
                     
LTTPVGGGIRSLNVALRQELDLYVCVRPVRWFQGVPSPVQHPELTDMVIFRENSEDIY
                     
AGIEWKADSEEAKKVIKFLQEEMGVTKIRFPEGCGIGIKPVSKEGTQRLVRKAIQFAI
                     
DNDKPSVTLVHKGNIMKYTEGAFKEWGYELALDRFGGELIDGGPWVKIKNPKNGKDII
                     
IKDVIADAFLQQILMRPADYSVIATLNLNGDYISDALAAEVGGIGIAPGANIGGAIAV
                     
YEATHGTAPKYAGQDKVNPGSIILSAEMMLRDMGWIEAADLIIKGISGAIAAKTVTYD
                     FERLMPGATLLRCSEFGDAIIQHMED"
     gene            complement(221545..222036)
                     /locus_tag="DSM_01000"
     CDS             complement(221545..222036)
                     /locus_tag="DSM_01000"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MRIFREFYKVKNRHCTICFYNIYFKQINLYQLKTLKMFNVSNPA
                     
NAVVVGIIAIIATVSLLIWKFNFYLGIDIYTSGEVLFKTLLYAALIGLFSYYFRHTIK
                     
ISNTVILSLPLFFFCIRPILNYKMTHTIGNVPLYATHHGQGLILLSLTILACILWAYT
                     ANS"
     gene            complement(222037..222447)
                     /locus_tag="DSM_01001"
     CDS             complement(222037..222447)
                     /locus_tag="DSM_01001"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSNNNYIDELLKLLAMFAFIGVLLLVFKCQTIFALDMTTSYEVS
                     
VRIVIYIVTAAILGFLTRNHIEFTTQFLIAVPFAYFWLEPILDYKAIQTIPDVPFYLS
                     GHGQSLGLLIVIIFCFALWVFKETTSNSLESQNV"
     gene            complement(222796..223974)
                     /locus_tag="DSM_01002"
     CDS             complement(222796..223974)
                     /locus_tag="DSM_01002"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSTFYRMSLLVFLATCLGIGIFRFSYTALMPIMIVQYGWTHDFA
                     
SYLGSANLLGYLVGALLALFSIKEKSIPALIITSAVLGSLSLLCCSFIHMSLAWFVLW
                     
RTISGIAGGLLMILAPSFAMKNIAISQRLKVNFLGFSGIGAGVLSATLIIPALKNMPV
                     
QYVWEIFAAISIIGSLVLFQLLRHPPTESVQTANHAPQNFKHSRLGLVIIIAYMCSAF
                     
AYIPHSLFWMDYLSGTLHFPLQQRNLFWVLYGVGSYVGAFVAYCLSRLIGYLQAIKCL
                     
YGVYCLAVALPFFSHATALLTLSSFLTGLLTPATVFISSYSLLQIYEQRYQKIWSLAT
                     
IGFASTQLLGGVVISTLHHLHWSYAHLFLMGGIVLLFALSLLIPIRSSMPNTLGETET
                     "
     gene            224071..224952
                     /gene="gltR_1"
                     /locus_tag="DSM_01003"
     CDS             224071..224952
                     /gene="gltR_1"
                     /locus_tag="DSM_01003"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P94501"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator GltR"



                     
/translation="MLLKSLEFFLAVAESGSFSLAAQKMCTVQSNITSHVKKLEEELG
                     
VILLNRHNPVTLTNAGHQLHSYAVQMIALHNKAKTIFREGDIDPNETIRLGSMETTAA
                     
IRLPQLLNECMQQHPNLPLELQTHPTGYLLNAVQQGEVDCAFVASKYVIPELYSFPVW
                     
QEQLVLVCPKQQIIFPDIATLAKTRFIAFRQGCSYRHAIELFLNDHSVPPSQIMEMGS
                     
LDGIVSCVELGVGFALLPKSYLNKVADKVSLSCFEINTESAHFTTYLVAQPPETWGSN
                     LKQFICFIEQQFIQKCA"
     gene            225150..226544
                     /gene="tcyP"
                     /locus_tag="DSM_01004"
     CDS             225150..226544
                     /gene="tcyP"
                     /locus_tag="DSM_01004"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P54596"
                     /codon_start=1
                     /transl_table=11
                     /product="L-cystine uptake protein TcyP"
                     
/translation="MNIPLIINIVVFVGLIFLLAQTRKTDWSLSKKVLAGLILGVVFG
                     
LGLHLIYGGGHPILAESISWFNIVGNGYVKLLQMVVMPLVFVSILGAVAKLHQASSLG
                     
KISFYTIGTLLFTTLIAALVGVFVTNLFGLTAKGLVQGAAETARLTAIQTDYVGKVTD
                     
LSVPQFILSFIPSNPFAELTGANPTSIISVVIFAVFLGIAALNLMKDDAEKGQRILTA
                     
IQTLQSWVMKLVRLVMTLTPYGVFALMTKVVASSNVADILNLGGFLVASYLGLAIMFV
                     
VHAIILTLTGVSPLKFFKKVAPVLTFAFTSRSSAASIPLSIEAQTRRLGVPESIASFS
                     
ASFGATIGQNGCAGLYPAMLAVMVAPTMGINTLDPMWIASLVGIVTLSSIGVAGVGGG
                     
ATFAALIVLPAMGLPVTLVALLISIEPLIDMGRTALNVNGSMTAGVVTSQFMGQTDKA
                     IMNSEDEIELTQHH"
     gene            226693..227508
                     /gene="yddE_1"
                     /locus_tag="DSM_01005"
     CDS             226693..227508
                     /gene="yddE_1"
                     /locus_tag="DSM_01005"
                     /EC_number="5.1.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37757"
                     /codon_start=1
                     /transl_table=11
                     /product="putative isomerase YddE"
                     
/translation="MKMYQVDAFTKELFRGNPAAVIVEKEWPDADLMQKIALENNLSE
                     
TAFVKIIDSENYEIRWFTPTVEVDFCGHATLASAFVLFKDFTEKKTLNFHVRNLGLFV



                     
VHQDEDGKIRMDFPIRKAQQVEDYPAILRQALTKPFKAVYQNVQAYIVEYESVQDVLD
                     
EQPDMNLLKALGKRTAITTTAMDVAITSKADDQYDCVSRYFAPVAGIDEDPVTGSIHT
                     
AIAPLWAEKLAKNNIVAYQASSRGGVLYCNVLNQERIEISGYGKLYMQAEIFP"
     gene            227632..230394
                     /locus_tag="DSM_01006"
     CDS             227632..230394
                     /locus_tag="DSM_01006"
                     /EC_number="3.4.24.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WHT5"
                     /codon_start=1
                     /transl_table=11
                     /product="putative zinc protease"
                     
/translation="MFMQFKQLTLSLCIFGLSAASFAQTTLVKSKQNVEEYKLDNGFR
                     
VVLAPNDKENKIFINTIYLTGSLNDPQGKSGLAHLLEHLAFKGTQNVKGEEFQRRLDQ
                     
YTLMTNASTDYYSTKYTNIVRPEKTALDQVLYLESERMDKLVLQEKFVPSEIEIVKRE
                     
REVRMDQPFAVLMDQMWKSAYGNQYLGRLPIGDLPELKSIKMPELNQFYRSWYAPNNA
                     
VMVISGKFDKTDVLKTIDQYFSPIPARAVPKPVQVPVLDSTKLKNREFVVKKGSDLAK
                     
FHIYMDGKNTKIQPELAFAPMLYTMQPSGHLYQNMVETGVSTDVQASTWLDQDFNVVF
                     
LGAIYSPKNDPKKVESALLSGIEKGKPFTETELNRVKSLMKTQGELVNKDAVALGSRL
                     
SDYTVADGQWDQYFKDLDSIDKVKLNEVNQTLKQFLVAGHRIDGDILPTPEDQKKALQ
                     
LDAKDKPKTLDQTDVKAEPLKDPKVYQQEVAEFLKTSKQYAESNEKKIIRGKLKNGMK
                     
YALFPVETRDDRTYATITMDFGTEKSLFDKGTVVDLTSYLLLRGSDKYSLQDIADKSI
                     
DAGGAAYASADGNGMTINIQSKTEKFDEFFKFVLEVMKNPKFEQSQFDLIKSQSLSSL
                     
DRPYTEPDVVAGLTLSRLVEEYQPGDLRYHFEPELAKKQLKNVTQEQVKELYQHFFAM
                     
NHAQIAITGAFDAQKMKKLLNQEFGSWNSKQPYEKILIQHVDFPAQQVHVLSEQREFG
                     
SYQSVLALPVGKNHPDASALILMNYILGESQISSRLAQELREKNALVYGFGTGLQLDR
                     
DTNVGALSISANYTAGRSAQVSASVHKVLNDLITHGITEQELAAAKADIMKKRVTALE
                     
DERNIHGMLNLELESGKTLLDRVKHDQELTKLTVADVNAVIKKYIKPSNLVEVMADQY
                     GQAQKQ"
     gene            complement(230452..230835)
                     /locus_tag="DSM_01007"
     CDS             complement(230452..230835)
                     /locus_tag="DSM_01007"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1



                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSQKINATDITEEEALNAVFFERADEFIKQANDFCRPPKGQKPD
                     
PAELRGQVSAAMLFATARFNTWVAANNFKDGNEMRDAKDQVMSYLLQQFQMMLEDNFD
                     EYCEQFDNYLRFRKNEDFHTHKHDH"
     gene            230939..231571
                     /locus_tag="DSM_01008"
     CDS             230939..231571
                     /locus_tag="DSM_01008"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQDAIAVQSLKTDIALLRQHIFPPQYLEHVEGLPIYYGLQEEVV
                     
AYYQQWKDLIERAQELFQPFMEDELPDAIHLPSHLNLPLFFFHVDRIRINKTRAKESK
                     
TFRGVASLIEKCGQFDTNQIFTMQEWLQSDDTAALVAHREFIDLRTYVFQHGQSEYTR
                     SRFYTNGIVLGVEPHFKLVDARDKPRKQRSDSYSDPLADNGVWKVFGKYR"
     gene            complement(231607..233070)
                     /gene="ygiF"
                     /locus_tag="DSM_01009"
     CDS             complement(231607..233070)
                     /gene="ygiF"
                     /locus_tag="DSM_01009"
                     /EC_number="3.6.1.25"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P30871"
                     /codon_start=1
                     /transl_table=11
                     /product="Inorganic triphosphatase"
                     
/translation="MVEVELKFQLPESKKKTVQQYLKKHKAQYIHLQAKYYDTPDRLL
                     
AKNGMALRLRKENDLWVQTFKAAGQSHLHRVEEEVFLGKCDQEPDLNLELYKDNKAVT
                     
DLITQALGSEVEKLSLQFETDVQRTYHVFEADDTAIEVCLDDGVVKTATAQSKICEVE
                     
FELKQGAVKTLIQFAQQWINRYELWLDVRSKAERGNLLALGQAASPAVHAKNLNLDKD
                     
ISAEQALKKIVENCLGQFLPNMAAIADGVAEAEHIHQARVSLRRLRSALKHFSAWSDE
                     
LNPVWEEQIAELFRQLGDTRDEDAIRTEILPMIVQHGSPELLLPLSEQPLKDLATLFK
                     
SADTIKLILALLAFAYSEEEDQNAKGKLKKYIGKSLDKLHHQVVSNADHFTELEVTEQ
                     
HRTRKKAKQLRYCIEFISSLYPRKNVQQFLKQLQPVQNTLGLYNDLFIAEDLFNKAIE
                     HDPHFWFALGWVKAKQPYLQNQSAEALQKFKQAKTFW"
     gene            233242..233619
                     /locus_tag="DSM_01010"
     CDS             233242..233619
                     /locus_tag="DSM_01010"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNARVNFNHETQPEFELPIKNYQEFYRFYLTEHRNIMSRRLHAV
                     
GSSIGLYFFSKAIRKKQAKYALYGLVSGYTCAWVGHFMFEKNKPASFKQPLYSFISDW
                     RMLSDVATGRLSLIDRKHDKIPS"
     gene            233736..234347
                     /gene="thiE"
                     /locus_tag="DSM_01011"
     CDS             233736..234347
                     /gene="thiE"
                     /locus_tag="DSM_01011"
                     /EC_number="2.5.1.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39594"
                     /codon_start=1
                     /transl_table=11
                     /product="Thiamine-phosphate synthase"
                     
/translation="MRGLYLITNDDPIQLLLEKLDAALATRQIAILQYRRKKVDKADQ
                     
PAEVEQIKQLCEKYQVPFVINDDLKLAAQFGLGVHLGQSDGEITDAKSQLPEGVIIGR
                     
TCLNSLELAQKAIADGATYVAFGAVYATATKPEAGNVGIEVIKQAAAQYDLPICAIGG
                     LTVENSKPVIEAGADLCAVISDILGRSTAEIPARVQAWAQLFS"
     gene            234390..235688
                     /gene="hemL"
                     /locus_tag="DSM_01012"
     CDS             234390..235688
                     /gene="hemL"
                     /locus_tag="DSM_01012"
                     /EC_number="5.4.3.8"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P48247"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutamate-1-semialdehyde 2,1-aminomutase"
                     
/translation="MSLSPKQEQLFKQASKHIPGGVNSPVRAFNGVGGTPVFIEKAKG
                     
AYLWDVDGKRYVDYVGSWGPMILGHAHPDIIKAVQTAAEDGLSFGAPTVHETTLADII
                     
CEIMPSIELVRMTNSGTEATMTAIRLARGYTGRDKIVKFEGCYHGHSDSLLVKAGSGL
                     
LTKGEGEPTSKGVPADFAKHTLTLPYNDIAALKECFAKFGHEIAGVIIEPVAGNMNMV
                     
KPIEGFLQAIRDVCDEYKSVFIIDEVMTGFRVALGGAQSVYNVKPDLTTLGKIIGAGL
                     
PVGAFGGKREIMECIAPLGGVYQAGTLSGNPLAMRAGIEMFKHLRQPDFYNKLSAQLE
                     
KLLAGLQAAADEAGIPFKTQQAGAMFGLYFTDQEDITSFDSMLACDIEAFKKFFHGML
                     KRGVNLAPSAFEAGFISSAHSDEDIEFTIQAAKETFAEMK"



     gene            235750..236454
                     /gene="dhbB"
                     /locus_tag="DSM_01013"
     CDS             235750..236454
                     /gene="dhbB"
                     /locus_tag="DSM_01013"
                     /EC_number="3.3.2.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45743"
                     /codon_start=1
                     /transl_table=11
                     /product="Isochorismatase"
                     
/translation="MFYPLPRKIQLAASTSNWPIESTQSILLLVGLDDLENISDWAHQ
                     
PLADHLEILSKRAQALEIPVMMIQSSQLQQAMLQLGQHLSSNTQAQVIMAGNLSPLFK
                     
QVMQLVLSITDYVAVVNDAILASSLEQHIQWIEKISFDHIQHINTQTLMRLWSLSAPS
                     
LQVLSDKGILLAVAEQIARHPMEIHPEIDLRNYGLDASGVNYLVELWRANGASLTVDE
                     LMQTPTLQHIMQLLKR"
     gene            236587..237225
                     /gene="rluA_1"
                     /locus_tag="DSM_01014"
     CDS             236587..237225
                     /gene="rluA_1"
                     /locus_tag="DSM_01014"
                     /EC_number="5.4.99.28"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AA37"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribosomal large subunit pseudouridine 
synthase
                     A"
                     
/translation="MSDFLSEHLIYRDDDFMVIHKPSDILSVPGKGDLHDSVLTRLVA
                     
IEPRTLLIHRLDRDTSGILVFGLSKRGQSAIARQFQDRQTSKIYEALVAGHLEGEGTV
                     
DIPVVYDPSRPPLHIVDASHNKPALTHWQAIEHFQIQGQPVTRVKLTPITGRSHQLRV
                     
HMQYLGHPIVGDTLYATPEQLLVPRLCLHAKQLSFNHPVTGESLTFNCPVPF"
     gene            237370..240207
                     /gene="rapA"
                     /locus_tag="DSM_01015"
     CDS             237370..240207
                     /gene="rapA"
                     /locus_tag="DSM_01015"
                     /EC_number="3.6.4.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P60240"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA polymerase-associated protein RapA"



                     
/translation="MEKLQQYAIGQRWLSDTETELGLGVLIDVDERSVSILFPKSDET
                     
RVYARNNAPLSRIIFNTNDEVQDQEGQKWIVESVEDRHGVLRYNVVRTLENGEQERKA
                     
LNETRIGAQIQLSKPLDRLLASQIDYKEWYDLRIEAMLMQAQMQTSPLRGLVGARVGL
                     
IPHQLYIAHEVGKRFAPRVLLADEVGLGKTIEAGLIIHQQLKTGRSERILILVPDSLQ
                     
YQWMIEMRRRFNLQFSLFDLTRTASIKEHDPELNPFLTEQCIIASVDLMVDHDDLREQ
                     
ALEAGFDLLVVDEAHHLMWSEEEGGNDRYDLVEELAENTAGVLLLTATPEQLGVESHF
                     
ARLRLLDPQRFSSLERFLDEEAQYQQTAQVAEVLMSDEPLTQEHLTALEGLLGHSIED
                     
QPEQRFRAIHELLDRHGTGRILFRNTREAIQGFPGRDCQPAPLPAPADWSKDGKLREQ
                     
MWPEEAQIDGSWMQNDPRVPWLMEILRKELKHKKVLLIARSGPVVESLESALRLHAGI
                     
RTAMFHEGMSLLERDQAAAYFAEESYGAQILLCSEIGSEGRNFQFASDLILFDLPANP
                     
DVLEQRIGRLDRIGQENRIQIHVPYLMGTAQERMFRWYNEALNIFSNISPTAQTLQEN
                     
FIVELKDCLLADQGQTFEDLLEEVNVQRQALEAELQAGRDRLLEYNSCRPIVAQEIVQ
                     
ALEDYDDNTTLPMFVKRFMSSTNIDFDEQSNGTVIIRPTDQMQVQGLALDEEGMTATF
                     
YRDQAQMREDAQYLTLEHPFIESVMEMIRTQSFGSTNVAVLKSNALKQGSVLLEVWFK
                     
VDVVAPKSLNLPSSLPKQLIRVLLSENGQDLSEKIDPTILKPYLHHLDGNSCRQVVKA
                     
RREVIEERYKQALDIAKEGLPQLQQQAKEHYGNKWQYEIDRLTYLKQFNPSIRQDEIE
                     RLQKLQKEGLSLLEGLTVTPEAIQVLVVVKP"
     gene            complement(240265..241281)
                     /locus_tag="DSM_01016"
     CDS             complement(240265..241281)
                     /locus_tag="DSM_01016"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQSLSNRQSLIASYILMGIFLLSVIPLHLLASFFAGFLIYEIII
                     
SLSSIVERYIDGQRARIFISILLSIITISLLAFFITSLISFVVYDLKGVGLHSINGKV
                     
DQTLLHLQAEIGKYLPGYIPDSVTELKDEIFAFMKDNVTTLKNASSDILHNLVTMVMG
                     
LIIGILVAIHGFHRRTPQPVFKSLLIQRIQKLSISFRNVVFAQIKISAINTLLFILFA
                     
FVLLPIWGVHLPFAKTLTILTFMFGLIPILGNLISNTLTFIAALTISLGLAGVALLYL
                     
VLVHKLEYFINAKIIGHKINANAWEILLAMLIFESIFGLSGLIAAPIFYAYLKLELKD
                     ARLI"
     gene            complement(241448..242143)



                     /gene="fabR_1"
                     /locus_tag="DSM_01017"
     CDS             complement(241448..242143)
                     /gene="fabR_1"
                     /locus_tag="DSM_01017"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACU5"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional repressor FabR"
                     
/translation="MTQTSLSQSPNDTASSQDVIEIKTVTRSVGRKATITKEELFQAA
                     
LNLIGPQKSIASLSLREVAREAGIAPNSFYRHFKDIDELAISLIDRAGIVLRKIIRQA
                     
RLRASLQDSIIRSSVEIFLQQLDADEGNLSLLLREGFTGSASYKAAVDRQLNFFQQEL
                     
QEDLIRLERLNNNHLYHPELVAKAITQLVFHMGAKVIDLPIDQRAEVAEQTMIMIRMI
                     LEGARHLDEAKIR"
     gene            242284..243354
                     /locus_tag="DSM_01018"
     CDS             242284..243354
                     /locus_tag="DSM_01018"
                     /EC_number="1.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WNE9"
                     /codon_start=1
                     /transl_table=11
                     /product="NADPH oxidoreductase"
                     
/translation="MQAIEKRNSLFNSLTQAVFDKNMANFWLQKINPLWSVQHGLVQI
                     
VKKEFVAHDTVSLTLKCNRLVKMGAAGQHHPVIVEIAGRRYERTYSLTQIDAEHLRLT
                     
VKKVADGIVSNWFIAESKIGDVFELGQPYGDMQQNIQTPKLIMLAAGSGITPMLSLIT
                     
AIKQSQQLEKTQVQLLYWVKQRSDAAFTEYFEQVAEQNPNFSYQVFYTQETPNDERLN
                     
AEHLALVDGIENSTVYACGPSGFVSTVEQLFEKAPTVLTEAFSLTNESSADDIGYVNV
                     
TLTQSNKVIAIPKGQSILVSLEHEGLKPTHGCRMGICNKCVCSKTQGSTRNLLNGSQN
                     TEPSQLLKICVNSAQSDLVIDL"
     gene            243367..244461
                     /gene="desA3_1"
                     /locus_tag="DSM_01019"
     CDS             243367..244461
                     /gene="desA3_1"
                     /locus_tag="DSM_01019"
                     /EC_number="1.14.19.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WNZ3"
                     /codon_start=1
                     /transl_table=11
                     /product="NADPH-dependent stearoyl-CoA 9-desaturase"



                     
/translation="MNMPVKVEYFKNPKNRDLTPAELEAFAKELDQIKQEVLDDLGEK
                     
DAKYIRRVYAAIRYSSFLGRACLFAGWFPPAWILGTGLLGFSKIMENMELGHNVMHGQ
                     
YDWMNDPKFNGQTYEWDTVGTSDNWRQTHNYKHHTYTNIKGIDDDIGYGLLRLFPEQR
                     
WKPGFLLQPIYSIPFCLLFQWGVAIQNLEIGRVLYKRKTKAQFLEELKPVNKKIGKQL
                     
FKDYVFFPLIAGPAALPVFTGNLVANGLRNIWTFSIIFCGHFTKDAEVFPKSVLQEES
                     
RGHWYMRQIRGSSNLTGSEAFHILSGHLSHQIEHHLFPDIPARRYRQMAPKVEAVCKK
                     YGLNYNNASFVKQFGQVVGRIVKYAFPFKK"
     gene            complement(244528..245103)
                     /gene="ywrO_1"
                     /locus_tag="DSM_01020"
     CDS             complement(244528..245103)
                     /gene="ywrO_1"
                     /locus_tag="DSM_01020"
                     /EC_number="1.6.99.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P80871"
                     /codon_start=1
                     /transl_table=11
                     /product="General stress protein 14"
                     
/translation="MNKPLLLVFHPDLSQSKVNRALVATLQDQDKIDIVDIQKLYNGS
                     
LDIMNDGAIEAQRLISASHIILQFPIYWYSVPPIFKAWMDAVLTRMFYLFYEQEGQHI
                     
EGKPLYLHITVGNLSSAYQKLGQNGFTLDELMAPLKATARRCGLIWHPPHVIFNANQL
                     NENDITEQTSLSIKQFEQWGIFNNNSIIPSY"
     gene            245223..246119
                     /gene="pgrR_2"
                     /locus_tag="DSM_01021"
     CDS             245223..246119
                     /gene="pgrR_2"
                     /locus_tag="DSM_01021"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77333"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator PgrR"
                     
/translation="MNKQISWDDQKFFLVVLEEGSFSAAARKLGVTQPTVRTRIEHLE
                     
HQLGTVLFSRSVHGLKPTEHALALEVPTRAMQRASDYFMRTASAPLNVIAGSVRVSVS
                     
DFLGTMVLPQLLSKFRLLYPEVNIELSLNNSSANLLEQEADLAIRMYPPVQEALVAKK
                     
IGEVPLGLYAHRDYIQRKGNPTCLEDLRQHDLIGPDRNLLEREMIRMLLPELKNEQFK
                     
IRTDSHPAQFSAVKAALGIGFIQCPIANQCQELIQVIPDLEVHRYDLWLVIHEDFRQI
                     PKIRTLFDYLAQALGNYLVGKI"
     gene            complement(246237..246938)



                     /locus_tag="DSM_01022"
     CDS             complement(246237..246938)
                     /locus_tag="DSM_01022"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRTLAISTLLLGTVLSPMVFAQDDNALHYNIVNVQAEASRQVSN
                     
DEMHATLYIEKSNKQPAELSNQINQLMNQALATSRKYPQVKVETGAQSTYPIYDNDSN
                     
KLKEWRGRAEIRLESKDFKAASQLINELQQSFQTQSINFSVSDEQRKKVENELMVEAS
                     
KNFQQRAQMLTQAWNKSQYSLVTLNLNTNNYFPQPVMRASLAKFAATEAAPAQDMAAG
                     ESKITVNANGSIQFK"
     gene            247406..248779
                     /gene="dat"
                     /locus_tag="DSM_01023"
     CDS             247406..248779
                     /gene="dat"
                     /locus_tag="DSM_01023"
                     /EC_number="2.6.1.76"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P56744"
                     /codon_start=1
                     /transl_table=11
                     /product="Diaminobutyrate--2-oxoglutarate
                     aminotransferase"
                     
/translation="MSVTSVNPATNATNEYYLTRQSQMESNVRSYPRKLPLAIAKAQG
                     
CWVTDVEGTQYLDCLAGAGTLALGHNHPAVIQSIQDTLASGLPLHTLDLTTPLKDAFT
                     
EALLAYLPGGKEEYCLQFCGPSGADATEAAIKLAKTYTGRSSVISFSGGYHGMTHGSL
                     
AMTGNLSAKNAVNGLMPGVQFMPYPHEYRCPLGLGGEAGVDALTYYFENFIEDVESGV
                     
TKPAAVILEAIQGEGGVVTAPVKWLQKIREVTEKHNIVLILDEVQAGFARSGKMFAFE
                     
HAGIEPDVVVMSKAVGGGLPLAVLGIKRKFDAWQPAGHTGTFRGNQLAMGTGLVVLET
                     
IKEQNLAQNAQERGEFLQAELKKLATEFPCIGNVRGRGLMIGVEIVDERKPADRIGSH
                     
PADSQLAAAIQTACFNNNLLLEKGGRNGTVIRLLCPLIITQEECVEVIARFKKAVAEA
                     LVAVRGA"
     gene            248782..250314
                     /gene="ddc"
                     /locus_tag="DSM_01024"
     CDS             248782..250314
                     /gene="ddc"
                     /locus_tag="DSM_01024"
                     /EC_number="4.1.1.86"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q43908"



                     /codon_start=1
                     /transl_table=11
                     /product="L-2,4-diaminobutyrate decarboxylase"
                     
/translation="MVDFAEHRKALLCNDAQSIADYESAMGEAVKAVSAWLQNEKMYT
                     
GGSIKELRSAISFQPSKEGMGVQQSLQRMIELFLNKSLKVHHPHSLAHLHCPTMVMSQ
                     
IAEVLINATNQSMDSWDQSPAGSLMEVQLIDWLRQKVGYGSGQAGVFTSGGTQSNLMG
                     
VLLARDWCIAKNWKDENGNPWSVQRDGIPAEAMKNVKVICSENAHFSVQKNMAMMGMG
                     
FQSVVTVPVNENAQMDVDALEKTMAHLQAEGKVVACVVATAGTTDAGAIDPLKKIREI
                     
TNKYGSWMHIDAAWGGALILSNHYRAMLDGIELSDSITLDFHKHYFQSISCGAFLLKD
                     
EANYRFMHYEAEYLNSAYDEEHGVPNLVSKSLQTTRRFDALKLWMTIESLGEELYGSM
                     
IDHGVKLTREVADYIKATEGLELLVEPQFASVLFRVVPEGYPVEFIDSLNQNVADELF
                     
ARGEANIGVTKVGNVQSLKMTTLSPVVTVDNVKNLLAQVLAEAERIKDAIASGNYVPP
                     ID"
     gene            250591..252021
                     /gene="styD"
                     /locus_tag="DSM_01025"
     CDS             250591..252021
                     /gene="styD"
                     /locus_tag="DSM_01025"
                     /EC_number="1.2.1.39"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O06837"
                     /codon_start=1
                     /transl_table=11
                     /product="Phenylacetaldehyde dehydrogenase"
                     
/translation="MQQANMLNEFKLIIGGQLCSGEQGELEIINPATGLTGARCAKAS
                     
VAQVNQAVSAAKQASKAWQLVSHDERKSILNKIADGIEKHAEMLAELVVLEQGKPLAL
                     
AQMEVQGAIGWTRYAASMDLPVEVIEDSETKRIERHRQPLGVVASITPWNWPLMIAVW
                     
HIMPALRAGNVVISKPSEYTPLSTLRLCEIIQQEVPAGVISIMVGAGEIGEALSSHPD
                     
VQKVVFTGSTRTGQHIMAGAAQQLKHLTLELGGNDAGIVLPDANIDEIAVKIFNMAFL
                     
NAGQTCAALKRLYVHESQYEALSQKLADIANAQVVGDGMASSTTFGPVQNQMQYNKVK
                     
ALIAEAIAQGAKALSGQQQLPEQGYFIAPTILTEVSDSCRVVQEEQFGPVLPVLKYTD
                     
INDAIARANDSEFGLGGSIWSSDLKTAQTYATQLQCGTVWINTHAEVLPHAPFGGWKM
                     SGLGAEFGLEGLLENTIGQTVHISKV"
     gene            complement(252093..252578)
                     /gene="lrp_4"
                     /locus_tag="DSM_01026"
     CDS             complement(252093..252578)



                     /gene="lrp_4"
                     /locus_tag="DSM_01026"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACJ0"
                     /codon_start=1
                     /transl_table=11
                     /product="Leucine-responsive regulatory protein"
                     
/translation="MDKFDWQIIQALQKNGRLTNQEIGDLIGLSASQCSRRRQLLEQK
                     
GVILGYTARIQQQALGLEVTAMIHINLRTHEAKSQQAFQELIEAEDNIQDAFSISGDA
                     
DFILKVVAENLEQLSQFVTERLLSYNFIGHIKSYIVLKKIKEQNHFLIKPKSMSYHHS
                     Q"
     gene            252713..254434
                     /gene="ipdC"
                     /locus_tag="DSM_01027"
     CDS             252713..254434
                     /gene="ipdC"
                     /locus_tag="DSM_01027"
                     /EC_number="4.1.1.74"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P23234"
                     /codon_start=1
                     /transl_table=11
                     /product="Indole-3-pyruvate decarboxylase"
                     
/translation="MFIEIGEFLNLRLKQMGIQHLFGVPGDFNLSYLEQVEADPQLEF
                     
IGNCNELNAAYAADGYARINGFSALATTYGVGDLSAINGIAGAYAENVPLIHISGIPP
                     
LHAVQKGTLIHHTLVDGNYDNIMNCMKEFTVAQTRLTPANAASEIDRVLRQCFLERRP
                     
VHIQLPGDITHVKIEVSERPLDLSYPAVEPELLQSVVSKLCDIIENAQSPALLIDNEA
                     
SVFGVTSLLNDLSQKCSIPFAGMNTAKNIMDEGSPRYIGTYVGGASQPHVKNIIEQSD
                     
CLIGVGARFTDVGSAVFTHQIETKNYIEIKSYGLNIFGQDFPGIEIGQLLVELNKKVA
                     
PRKSSIPLLEKQPQKLIEAPAQQKLSQDVLWNYISGFLKEDDVIIGEVGTSNSALSGI
                     
KLPATAKYIAQPLWGSIGYTLPALLGSLLAAPERRQILFIGDGSFQLTVQELSTIIRH
                     
GLKPIIFLLNNGGYTIERLIMGENAAYNDVQNWKYTEIPAVFNGKKGHTTYVVETAGQ
                     
LKSVLDNVQQNDQLTFIELKLPAMDAPVSLKKFASVIARFDYGDRGYEILKERSQPVK
                     CKDAISF"
     gene            254575..255954
                     /gene="aroP_1"
                     /locus_tag="DSM_01028"
     CDS             254575..255954
                     /gene="aroP_1"
                     /locus_tag="DSM_01028"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P15993"



                     /codon_start=1
                     /transl_table=11
                     /product="Aromatic amino acid transport protein 
AroP"
                     
/translation="MDANNKHELKQGLSNRHIQLIALGGAIGTGLFLGLSQTIKLAGP
                     
SILLGYAIAGIIAFLIMRHLGEMVVEEPVSGSFSYFANKYWGKMAGFMSGWNYWVLYV
                     
LVSMAELSAIGTFIQFWWPEIPTWLTALFFFILINGINLVNVRFFGESEFLFSCIKIV
                     
AILSMIGFGAYLLLSGSAGPQAGVANLWQHGGFFPHGIHGFIMALAVIMFAFGGLELI
                     
GIAAAETKKPETTIPKAVNQIVYRILIFYIGAIGILLCLYPWNMVAEGGSPFVLIFQS
                     
LNSNGVANVLNFVVLIAAISVYNSCIYCNSRMLHGLAEQGNAPAILKKVNSRGIPVPA
                     
AIVSASITAVCVVVNYLIPGQAFQLFMMLVVAALVINWLMISVTHLKFTKAMKLQKRQ
                     
TKFQSIMSPWSNYLTISFVCFILIIMAMTPDMRLAVILGPIWLAVLAIMYFFKYRKKM
                     VAMPEVQSN"
     gene            256410..257441
                     /gene="sphX"
                     /locus_tag="DSM_01029"
     CDS             256410..257441
                     /gene="sphX"
                     /locus_tag="DSM_01029"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39665"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein SphX"
                     
/translation="MRLNPRQIAIALAVTGAAVTTTANAARDTIQIAGSSTVLPFASV
                     
VAEEFGNTFPQFKTPVVGSGGSSAGLKQFCQGVGDNTIDVANASRKIKSTEIEACNKA
                     
GVKQIQEIKIGYDGIVFASSSSKAAYKLKPYHVFAALAAQLPSKGKLVPNPYTNWNQI
                     
DKSLPNEPITLVIPASNHGTREVFQEKMVEAGCEAYEYFKSLDKDAQKKACSTFRKDG
                     
RVIEIAGDYTETLARLKTSPSAVGVFGLSFYDMNRDKLRVATVNNVVPSEKTVLNGTY
                     
PVSRPLYFYVKGEHLKSVKGLPQYVEYFLSKKATGKGSKAERDGLIAMSDAERAKVLA
                     DFKAGKTVK"
     gene            257542..258921
                     /gene="pstC1"
                     /locus_tag="DSM_01030"
     CDS             257542..258921
                     /gene="pstC1"
                     /locus_tag="DSM_01030"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WG07"
                     /codon_start=1
                     /transl_table=11



                     /product="Phosphate transport system permease 
protein PstC
                     1"
                     
/translation="MNLLLIGVLLALVAIAYQLGLRKSRHLAGKGSNSATLHSRPGYY
                     
GALVGLWCGIPAFLILIIWNLVEPSILNHIIFNNVPASVTASLDEAARSVLVDRVQAI
                     
ASGFGVSDHPAAYELAAAQQYAKFQTIGSFAKFAVVVCAALLGLVWAKKKISQEYRAR
                     
NQVERAINVGLILCSGVAILTTIGIVMSMFGEAMHFFHFVSPIDFFFGTEWNPGFSTS
                     
GNAEGSYGLLPLLWGTLMVSGIALLVAVPVGLMIAIYLAEYASPWLRSWAKPTIEVLA
                     
GIPTIVYGVFAMMIIGPFFKAAGAYVGIEINATSALTAGFVMGIMIIPFVSSLSDDII
                     
TQVPRALRDGSLGLGATKSETIRQVVLPAALPGITGAFLLAVSRAVGETMIVVLAAGN
                     
SPLLHANPFEAVSTVTVTIVKQLTGDTDFASPQALVAFALGLTLFVITLGLNIVALYI
                     VRKYREQYE"
     gene            258918..260315
                     /gene="pstA"
                     /locus_tag="DSM_01031"
     CDS             258918..260315
                     /gene="pstA"
                     /locus_tag="DSM_01031"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P07654"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphate transport system permease 
protein
                     PstA"
                     
/translation="MSTSNTSSPMDQNVFDPQAAAQARDRRKKVIEKSLAKRHRKEKA
                     
FRFAGLSAVVIGLAFVALLFGSILAKGLPAFWQTSMNVPVYFDPKVIDAGPVPVRTQG
                     
ETPAHYQERYVDWQTKMGMVDWDSLIVNGMIAKDPSLASQRDYLSSLYASSEAYRLRD
                     
MVFADPSLIGKKENLTFLGDANVDVWLKGNIDRSLPDDQQQLDPEIRKLADDLKAKGV
                     
LENTFNTTLFKNPDSRSSPAISGLAGAFMGSLFMMLIVIIISIPIGVASAIYLEEFAP
                     
KNVITDIIEVNINNLAAVPSIVFGLLGAAIFIGWMHLPLSAPFVGGLVLSLMTLPTVI
                     
ITTRASLKAVPPSIRQAALGLGASKVQTVFHHVLPLALPGIMTGAIIGVAHALGETAP
                     
LLLIGMSAFVASVPTTPFDQATALPVQVYLWQGNELRNFFEGRTAAAIIVLLALMIGL
                     NSLAIWLRKKFEVRW"
     gene            260329..261231
                     /gene="pstB"
                     /locus_tag="DSM_01032"
     CDS             260329..261231
                     /gene="pstB"



                     /locus_tag="DSM_01032"
                     /EC_number="3.6.3.27"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:B8GYG4"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphate import ATP-binding protein PstB"
                     
/translation="MNTIDITNSLEKDKLVNTEQSQLTDTQLHHGTSYVSHFEPHASK
                     
KPNSTEIKISAQDAHVYYGDFEAIKGIDLDIYQNEVIAFIGPSGCGKSTFLRTLNRMN
                     
DTIDGCRVTGKITLDNKNIYDPNLDVVLLRAQVGMVFQKPNPFPKSIFDNVAYGPKLH
                     
GLARDKYDLEEIVENSLRKAGLWEEVKDRLNQPGTGLSGGQQQRLCIARTIAVSPEVI
                     
LMDEPCSALDPIATAKVEELISELSDQYTIVIVTHSMQQAARVSDRTAYFHLGDLIEV
                     NSTEKVFTQPDHQLTEAYITGRFG"
     gene            261378..262340
                     /gene="sohB"
                     /locus_tag="DSM_01033"
     CDS             261378..262340
                     /gene="sohB"
                     /locus_tag="DSM_01033"
                     /EC_number="3.4.21.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AG14"
                     /codon_start=1
                     /transl_table=11
                     /product="putative protease SohB"
                     
/translation="MLFHLPKLPAEIRVSHLNARVNEQRKKIAQTTASRLELLQLAQQ
                     
LAKEAKIRRKNNQKIFVLDFKGDIQASAVENLREEITLILATAKAGRDRVVVRLESPG
                     
GMVHGYGLAAAQLVRLRDAGFHLTICVDKVAASGGYMMACIANEIISAPFAVVGSIGV
                     
VAQVPNFNRLLKEHNVDFELYTAGQYKRTVTMFGENTPEGKAKFEEELQQTHVLFKHF
                     
VEKYRPQLNVDKVATGEHWYGQDALDLNLVDKLQTSDEYLLALLPQHDVYVINTRKKA
                     TLGEKLGLQAAQMADSLIPAVMNKVADTLAKANSTLVQMRDTKF"
     gene            262616..264802
                     /locus_tag="DSM_01034"
     CDS             262616..264802
                     /locus_tag="DSM_01034"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTRIIVASKEGLDVLQDGQLNKVVLNQPTIIQIGVSQKDIASME
                     
KQGGSLVIHLKNGETIVLENFFNEATNTTEHSLVFPTEQGKFVEAQFDAQGRVIDYRG
                     
LNHVTDLAYTSTSHSAATMAVDNDPSFSMGNVLKAGLAVLAAEGLYLWAFDKDDKDDS



                     
PSTPDLIAPAAPTATLADDTVTVTGKTEANAKIYIKDAAGNTVASGVADASGNYTIKL
                     
DKPLVNGDKLNVIAQDAAGNNSKVTVVTGTKDTIAPDVPQAQLSDDGSLVTGKAEANA
                     
KITVYDATGKVLGTVFANKDGIYSLKLTPPLTSEAGGKVVAEDAAGNKSEEVKIIAGK
                     
DTIPPASPFVEVNKEGSVIHGKTEANAKVQIKDADGKVIGSGTADAQGEFQITLSPAL
                     
KEAQKGTVVVEDAAGNVSKPVEITPGFDSIAPDKPTVQINTDGTSVTGTAEANAKIEI
                     
KDTTGKVIGSGTADANGKFTISISPALTDNKHASVSAIDNAGNKSEVVDIVGTKDTTP
                     
PAKPILNSVDDDVGAVKGAITAGSETDDARPKLTGSGEANATLTIYDNGVAIGVVTVT
                     
SGRSWSFTFDKDLALGKHTITLTQTDAAGLTSEASSPFTFYVVAPKAASLSETSVDTL
                     
STEGPSLADSVGLHTLKAAQSTTTEMNNPQKSVPLDDLLKSSTASESDPIAKLLSSTA
                     LKTTQASEPIEVNASVGQTTSNPDHPLPDTTSSVLQNLLDQTYPVV"
     gene            complement(264852..265493)
                     /gene="yjdF"
                     /locus_tag="DSM_01035"
     CDS             complement(264852..265493)
                     /gene="yjdF"
                     /locus_tag="DSM_01035"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39270"
                     /codon_start=1
                     /transl_table=11
                     /product="Inner membrane protein YjdF"
                     
/translation="MIEKEFKVKHYIALGLLFIAIIISGIQPLEFEAYLLHQAGTVFM
                     
VILLFIIFKKIGLDFLSFTFYLLFLLIHIIGAHYLYSYVPYNDWIQQVFHFNLDQYMG
                     
WSRNMYDRLVHLAYGVLLYPLIYRVFQVWLPTARPFSLFLLVVQFVMASSVFYELIEW
                     
AIAIGLSPEQAENYNGQQGDMWDAHKDMLLATIGAILYGLIALLTTPKNQTIN"
     gene            complement(265576..266964)
                     /gene="purB"
                     /locus_tag="DSM_01036"
     CDS             complement(265576..266964)
                     /gene="purB"
                     /locus_tag="DSM_01036"
                     /EC_number="4.3.2.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AB89"
                     /codon_start=1
                     /transl_table=11
                     /product="Adenylosuccinate lyase"
                     
/translation="MNALTALSPLDGRYASKCDALRPFLSEFGLIHARVTVEVRWLQA
                     
LSNRPEIVEVAPFSAETNAALDAIVSNFSEEDANRIKEIERTTNHDVKAVEYFLKEKI



                     
AGIAELQNAGEFIHFACTSEDINNLSHALMLKNGREVLVSSMKQILNAISALATTHAE
                     
QPMLSRTHGQTASPTTLGKEMANVAYRLARQIKQFENVELLGKINGAVGNYNAHLSAY
                     
PNVDWPAHSQAFVESLGLTFNPYTTQIEPHDYMAELFDALRRFNTILIDFNRDVWGYI
                     
SLGYFKQKLKEGEVGSSTMPHKVNPIDFENSEGNLGIANAVLAHLGEKLPISRWQRDL
                     
TDSTVLRNMGVGFAQSLIAFDACLKGIGKLELNANRLNEDLDQAQEVLAEPIQTVMRR
                     
YNVEKPYEKLKALTRGQAMTRDMMVDFVNGNELAQVPSEERARLAELTPATYTGNAAE
                     QAKQINELISKI"
     gene            complement(267019..267753)
                     /gene="hflD"
                     /locus_tag="DSM_01037"
     CDS             complement(267019..267753)
                     /gene="hflD"
                     /locus_tag="DSM_01037"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P25746"
                     /codon_start=1
                     /transl_table=11
                     /product="High frequency lysogenization protein 
HflD"
                     
/translation="MVELPFQQSQALNVRQNRALALAGVFQATQLTHMTAMTGQQSIG
                     
ESGNFYFELLIKASLNIRPTTNNNAVQTLDFFNQLADISLGLKTLENCITQPFTNAPK
                     
SRLPKMRSAKLPMSYAMSLLQLEKKVYSNPEYVAIIEKAQQKILKQLSFFDNNYLHPS
                     
ILANLAQTYVDTAGQINPRILVRGNAEAFKDTNHTNRIRACLFTGLQMAHLWRQLGGS
                     SWNMIFSKRKLLQDIQALARLQYQVI"
     gene            complement(267767..268900)
                     /gene="mnmA"
                     /locus_tag="DSM_01038"
     CDS             complement(267767..268900)
                     /gene="mnmA"
                     /locus_tag="DSM_01038"
                     /EC_number="2.8.1.13"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P25745"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA-specific 2-thiouridylase MnmA"
                     
/translation="MQQRVIVGMSGGVDSSVSAALLLQQGYQVEGLFMKNWEEDDGTE
                     
YCTAMEDLADAQAVADKIGIKLHTANFAMEYWDRVFEHFLAEYAAGRTPNPDILCNKE
                     
IKFRAFLDHAMTLGADFIATGHYARRAETAYNSKGEAYAPLLRGLDNNKDQTYFLHAV
                     
HGREINKTLFPVGEIEKPEVRRIAEELDLATAKKKDSTGICFIGERRFNDFLKQYLPA



                     
QPGKIVLDNGKEVGEHHGLMYYTLGQRGGIGLGGMKGASEGAWFVLHKDVANNRLVVG
                     
QGHDHPLMQSTQLWSEAIDWVAGEQNIPAEGLRCTAKTRYRQPDQACTVFIDENSEHG
                     VRVEFDEPQRAVTPGQSVVFYSDEVCLGGGVIHHTNAPTPNFI"
     gene            complement(268905..269393)
                     /gene="nudJ"
                     /locus_tag="DSM_01039"
     CDS             complement(268905..269393)
                     /gene="nudJ"
                     /locus_tag="DSM_01039"
                     /EC_number="3.6.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A1AA28"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphatase NudJ"
                     
/translation="MAAWTPHVTVATVVEKDGRYLFVEEHSEGFVHTVFNQPAGHVEC
                     
GETLTEAAIRETLEETGHHIDIDALLGIYTYTPPMFPDRTYYRFCFLAHVTHVESDPK
                     
LDTGIVSAVWMTLDELKESARARSPLVIKAIEDAMKGQHYPLALIYEHPFSPSLTSHL
                     DA"
     gene            complement(269513..270058)
                     /gene="yrdA_1"
                     /locus_tag="DSM_01040"
     CDS             complement(269513..270058)
                     /gene="yrdA_1"
                     /locus_tag="DSM_01040"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A9W9"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein YrdA"
                     
/translation="MAKNIRPYLDHHPQIDPSCYIDEMSVVVGDVKLAENVSVWPFAV
                     
IRGDVNSIQIGKNSNVQDHCMLHVSHKNDAKPNGSPLIIGEDVTVGHHVTLHGCTIGN
                     
RVLVGINTVILDDVVIEDDVMIGAGSLVPPRKVLKSGYLYVGSPVQQVRPLTEKELAF
                     LPYSARHYVKVQNNHKDNQIN"
     gene            complement(270158..271306)
                     /gene="dacA"
                     /locus_tag="DSM_01041"
     CDS             complement(270158..271306)
                     /gene="dacA"
                     /locus_tag="DSM_01041"
                     /EC_number="3.4.16.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P44466"
                     /codon_start=1
                     /transl_table=11
                     /product="D-alanyl-D-alanine carboxypeptidase DacA"



                     
/translation="MTRKSAIAALLLLPSFSYAATVLSAPPELNNKSYVLMDYETGQI
                     
LASKNENEKLAPASMTKMMTSYIIEQKLLKGELTENEQVRMNESAWCKGSSSESCMYV
                     
PLNGTATVLEMLRGIIIQSGNDASKAMAEHIAGNEGTFAHMMNQEAKRIGMTNTQFIN
                     
STGMPAEGHYSTAKDMAVLAQHIIKDSSKYYPIYSEKEFTFNGIKQGNRNALLYTDPS
                     
VDGLKTGHTDEAGYCLTTSSKRGPMRLISVIFGTPSMSERADQTRALLAWGFANFETA
                     
NVQPANQVLAKAKVWFGKENEVQVGLAENFNVTMPKGKADGIKTQLVVQPNLNAPLQK
                     GQVVGKLVASLDGKVIAEKPLVALKPVEEAGFFARLIDHIKQFFSNLF"
     gene            complement(271433..271855)
                     /locus_tag="DSM_01042"
     CDS             complement(271433..271855)
                     /locus_tag="DSM_01042"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFMKKSLVQSLSVVLLMTMATVGYAADKKKTAEKKTENENVVEV
                     
TPSKGTTPEELAAIQVLSEICPSLIGKKDAEFAQGYERLVKDYLPNEADPVAALEKRS
                     KDKSFKKVLKEARNDAKAAGNEQNTLVCQDVKAYQSQN"
     gene            complement(272003..272374)
                     /locus_tag="DSM_01043"
     CDS             complement(272003..272374)
                     /locus_tag="DSM_01043"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKTFAPFFQVLGISITLCTQAVFADEGISTQEADSLIKDDIAST
                     
QVLQEICPTFVGANKKLETNTQKIIAMYLSGYSNKSISFSALQNDSEYKTLLSEARQA
                     AKEMDHHEQHELCEEVINYKD"
     gene            272477..273244
                     /gene="surE_2"
                     /locus_tag="DSM_01044"
     CDS             272477..273244
                     /gene="surE_2"
                     /locus_tag="DSM_01044"
                     /EC_number="3.1.3.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9PF20"
                     /codon_start=1
                     /transl_table=11
                     /product="5'-nucleotidase SurE"
                     
/translation="MNILIANDDGVFAPGIQALADALKPLGRVVVVAPESERSGFSSA
                     
LTLDRPLRPIQIAEDVWAVNGTPADCVYLSMNGLFDFEFDLVVSGINSGANLGDDVLY



                     
SGTVGAAFEGRLMKQPAIAVSLAGPDVRSYDHKDDYAQAAKWVHDFIAKGLPALPPRH
                     
IFNINIPDVPQLKGTQITYQGRRAQSKPITSHVDPRGRQVYWIGLAGEAVTDPQRIAS
                     QIQSDFFAVANGFVSVTPIQMDATNYAVLEDLQASLG"
     gene            273359..274189
                     /gene="nlpD"
                     /locus_tag="DSM_01045"
     CDS             273359..274189
                     /gene="nlpD"
                     /locus_tag="DSM_01045"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39700"
                     /codon_start=1
                     /transl_table=11
                     /product="Murein hydrolase activator NlpD"
                     
/translation="MHLTGQQSRLHIQRDKIMKIMMLSVAVGFTVAMAGCASKPQINN
                     
SSRYAMAPNYYTVRSGDTLSGIAMRYGLDYLSIAEMNGIAPPYRIYVNQSLRLKKSSS
                     
PRTVSTQVMAQPEPIKRQTIALPTTTAPTTTTPPPATVAPSTNTTVGASIPSSSLRWV
                     
KPNNGPVIQGFNLANNVKGIRYGGNQGDPIYAAADGQVVYAADGLKEYGNLVLIKHID
                     
GYISAYAHNSKMMVKSGDNVTAGQKIAEMGSSGASRVMLEFQIRLDGKPINPANLLPN
                     "
     gene            274291..275220
                     /gene="dmlR_3"
                     /locus_tag="DSM_01046"
     CDS             274291..275220
                     /gene="dmlR_3"
                     /locus_tag="DSM_01046"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76250"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator DmlR"
                     
/translation="MLDQLRAMGVFACVVEKSSFSGAARELGITTSAVSQQIRSLENE
                     
MDVILLHRSTRKLSLTEAGQAFFSSCQEMLAAAERGKIRINELRDDLIGDLRIATTPD
                     
LAVQHIIPALSHWMSAHRGLSVHFEVGHRYIDLIEERIDIAVRMSSTAVEESDSVIPM
                     
AFVDQILVASPSYLNQTSPILHPNDLNNHELLSINAMNDSRSFNFQHAKTGEKLNIEM
                     
TSRLQSNNLQVAKALCQQGHGIARILYLDAQKELKNGSLIEILPDWKLPAFTLYAEIA
                     KHDQQPMKIQRCVEALKQYFSQLAGGRAMQIVR"
     gene            complement(275278..277896)
                     /gene="lon2"
                     /locus_tag="DSM_01047"
     CDS             complement(275278..277896)
                     /gene="lon2"
                     /locus_tag="DSM_01047"



                     /EC_number="3.4.21.53"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P42425"
                     /codon_start=1
                     /transl_table=11
                     /product="Lon protease 2"
                     
/translation="MTQKLDQVTSSTLSLAKTNTTNVTINAFPSAFEQPDIKMTLDKT
                     
ALKPEQLTHIPNFENIPASTKRIKPLNNFLGQDRAKASVEAGISLPYSGYNIFAVGTA
                     
GLGKRTMIKRLLQQHAKTMPTPDDWVYVYNFKQARQPIALRFPAGQGTKFQQTLHQTW
                     
QIILKQLERRFSAETYHNRIERIRQETGDEQQQALVELTKEGEELDLKLISRNEKHGF
                     
VPVQLKDNQVQELTQTEIDALNSKQRAEIAANIRYMDKKLERLGLHLGDLEDDARDKV
                     
SVLNRDIATQVVMPRMDLILNKYGQVKGLEDYLKQYAQDIIDNVELILEQEEDDFAPA
                     
MFNRVPARYQANVIVSNKPNSGAPVIFEDFPTHYNLLGHVEQLTHNGTITTDFTLIRP
                     
GALHQANGGFLMLEAEQLLEQPYAWQGLKRALKSGQLKLSSLEHMLTLTGSISIEPAA
                     
IPLDIKVVLMAEPEIYYEILEVEPELGSVFKIRADFTDTLQRNDENEQAYMQLIADYV
                     
QADKLLPFDRSALAALLTDSSRQAEDQSSLSLHASTLGDLIREAHHHAFKANDKMVTD
                     
QHINLALQHRQYRLGYLRELYWQDLSRGTQLIETSGHRLGQINALSVIHYADVEFGLP
                     
SRLTASVYQGGGDILDIERSVELGGSLHAKGVLLMSSFLKAHFGREQILHFSAALAFE
                     
QSYGQVDGDSATVAELSALISAISQLPIDQSWAITGSMNQLGQVQPIGGVNAKIEGFY
                     
DACKLQGLTGKQGVIIPRQNMQHLMLRQDVIDAVRMGQFHIHAIDTIDQALEILMARP
                     
VGTLDKKGKYSKHSIYAAVMEQLEYWQAIEDGAEVEEEPKKKKKNKKKIKKHEELTAD
                     DLPQETQEEVATLKQK"
     gene            278063..280252
                     /gene="ampG_1"
                     /locus_tag="DSM_01048"
     CDS             278063..280252
                     /gene="ampG_1"
                     /locus_tag="DSM_01048"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AE16"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein AmpG"
                     
/translation="MENKKRMTTQTSGWVSAFKAFLDRRALIMLFLGFSAGIPILLIF
                     
SSLSLWLGEAGIDKSAVTFFSWAALGYSFKFVWAPLIDELPVPVLTKALGRRRAWLLI
                     
AQCLIVLAICTMAFADPALGHSYLVQMAAGAVLLGFSAATQDIVIDAYRIELAETEMQ



                     
TVLASTYNAGYRIGMIVAGAGALFLAAHLGTAKGNYIYEAWKTTYLTMAAVMLVGIIT
                     
TLLVREPKVDRIYKNYKSSDYYRLVLVFFIAVISFVLTYIYSGQVTEAISKAGNIQDS
                     
AALFGLETLRFLTATGVAILAGYLLVKIGVVNQQMAKETWIAPILDFFKRYGVKLALV
                     
LLFLIGFFRISDIIAGVISNVFYQDLNFSKEQIAEAVKVYGVIFSLVGGFLGGLLAQR
                     
MNIMKLMFVGAVLASSTNLIFIGLVKSGKPLDMVDVQIGNHHYKVKPDEVGYWKLKVP
                     
SSSFNGTQQIDVKAGYALQDQQAETIVRAQPLVTTHSESVPLQILPLMGSDQISAKSS
                     
EGSVVVRGQYFGKALLSTQKIVVNLDGQNFDAKMTDQKGVFNAAIDMQKLLSSPSRQL
                     
TASIVDGNQKILSITHHYEVASNSVPKPELDVNIDPLPYIDTQSGQEVEISGKVIKPY
                     
SSLWLYFAIVVDNMASGLAGAAFIAFLSSLTSVSFTAVQYAIFSSLMTLTPKLLGGYS
                     GTIVSNIGYPNFFLMTTMIGIPILILVVWVGKLLKDHQTHDIEKAGE"
     gene            280255..280656
                     /gene="gloA"
                     /locus_tag="DSM_01049"
     CDS             280255..280656
                     /gene="gloA"
                     /locus_tag="DSM_01049"
                     /EC_number="4.4.1.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AC81"
                     /codon_start=1
                     /transl_table=11
                     /product="Lactoylglutathione lyase"
                     
/translation="MRMLHTMLRVGNLEQSLKFYTEVLGMKLLRKRDYEEGRFTLAFV
                     
GYGDEENNTVLELTHNWDTSSYDLGNGYGHIAIGVEDAYKACEEIKARGGKVVREAGP
                     MKGGVTVIAFVEDPDGYKVELIQQDANARNN"
     gene            280796..281761
                     /locus_tag="DSM_01050"
     CDS             280796..281761
                     /locus_tag="DSM_01050"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLKFLALDRFTILLVGMVLLATFFPVSGQAAQYFNTLTTVAIAI
                     
LFFLHGAKLSREAVIEGILHWKMHLLVFAITFFIFPAIGLLAKPILLPLLGQQLYWGF
                     
LFMCFLPSTVQSSIAFTSVAKGNVAGAVCSASFSNLVGMFITPVLVSFFILGQSQHGF
                     
DPTSSIIQITLLLLVPFVLGQLLRPYVFPYMAKVPSIVKAFDQGSILMVVYGAFSGAV
                     
VAGLWHQVSWKTLLLLTIACSVLLTIIMLLALYLPRAFGFNRADQITVFFCGSKKTLA
                     SGVPMAQILFIGQPLGMIVLPIMIFHQIQLMVCGVIANYLAKSQD"



     gene            281955..282179
                     /gene="rpmE"
                     /locus_tag="DSM_01051"
     CDS             281955..282179
                     /gene="rpmE"
                     /locus_tag="DSM_01051"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q02EW8"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L31"
                     
/translation="MRADIHPKYEKLVATCSCGNVIETRSALGKETIYLDVCSACHPF
                     YTGKQKNVDTGGRIDKFKQRFAGMSRSIKR"
     gene            complement(282242..284350)
                     /locus_tag="DSM_01052"
     CDS             complement(282242..284350)
                     /locus_tag="DSM_01052"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRNSLLSKRLKRTEIRLLIIDDNQLRYNQILNLLSGNDYQVNAL
                     
LLDDLKSFEKQLNTSWDVIIFGRAYDLKIEQTLSLVQASEQPQLPILLLQPDDYQAQQ
                     
YQSYIQKGIYDVVPLELLDYFYITLVRALSYSRLLQTEQRLLAELDTIHTHTQTLVDN
                     
SHKAVAIFQEGIHIKANTEYLNLFGFQQEEDIIGLPILDVLQPNDLNIFKQRFKKISL
                     
GQFDQARFEIQSQHQAISGNNALKLEFIPSQEEDAVQLTIDYQVDLTTPANSALSEKS
                     
VGLSAAWPQINRHLSTHPAQANAVVLFRLAQCPERIFQQGWQTLGQYFNQLHGFLKDH
                     
AQMPIFQVDLGSYVGILQAENSSVLNSQLTSLQTLQKEHLLKVNEQNFSVQLKLGYAF
                     
LNQPLTENSFSSLLNEAEKQDLPRVTPQLEVMPTVEKTVSPSIEAVPLDLTIEHFDHT
                     
PQSSLLQQLRQKLAQGEIHLKYQQIYDKHDQETHNYEVTSGFIAGEQWYDLNDLSDLK
                     
EDAELSIQLDRWILVEACKQLHNFIAQYPKAKLIINLNIDILLKDKTFPELISKLLTI
                     
IGSKIESPLILQFSEQALQPYLPIAQQHIARLRQHGAEISIRDFASSMYSDSILQQLD
                     
IQLVKLQSSKTDLLSSDQGLNNLQEKILNYLTVKPIGILLAHLNDMNLFANAWNVEAR
                     FLQGDYFQKKLDRLTDVQDQ"
     gene            complement(284347..286092)
                     /locus_tag="DSM_01053"
     CDS             complement(284347..286092)
                     /locus_tag="DSM_01053"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MMNNALSDIFHNQTALTRERLSFCEANIKDLNEWVTTLSIMQLG
                     
DTSKALFTAILELNELNCSETLRFDLIQTLHPTINNVLASLEKNFFNQGVISTDRNEH
                     
IIELAMLLRCYFASIYLNIAQTSHEQLQKQKFSLFSFKQKKNLQTARILATFHALQQL
                     
TNLLYQQHMLYSEPVKGQWLIAHQLYETAVQYKYHLTNINHIQGVQHPLANITQAYAQ
                     
LILLDIFNTNQIRQSEIQALFQCSFDWARMIQILPKDTASTKYVVDPTKDHPPVYNKK
                     
QSSNFNPSIFISTQALLEHVTATMHKNAQYMSKNEKIYLSPALKFHVQTILGTTAQRR
                     
HERYEYNAALQICFGLSTAHFYLSKAKNFEETLQLSNNYNLQSESKVLSNLEKKEQQT
                     
SSYQRLSRESKTIYQTTVLDISVNGYRIKWSGEAPKNLRTGEYILVKETLHGQWRGGV
                     
IRWIKQSTEKSLELGLEILSQAMFPCAVHIQAERHTRNYHPALLLQTQNLEEIQNTLI
                     
LPGSQIFREQQTIHLRLGTEEIKVYLLKAQLITQSFIQFQFELLNEQQQYLLDQFMLK
                     KNNTVNSQDLWEALK"
     gene            complement(286108..287124)
                     /gene="epmB"
                     /locus_tag="DSM_01054"
     CDS             complement(286108..287124)
                     /gene="epmB"
                     /locus_tag="DSM_01054"
                     /EC_number="5.4.3.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39280"
                     /codon_start=1
                     /transl_table=11
                     /product="L-lysine 2,3-aminomutase"
                     
/translation="MINYLHQEQNWQSQLSDLITDPLELLNLLELSTDQLLSGAILAS
                     
EKFKLRVPRAFVGKMNVKDPLDPLLLQVLPHHLELEEHPEFVTDPLGEEAANQLPGVL
                     
HKYKSRFLLTLTGACAVHCRYCFRRHFPYQENLPKNEDWLNIKNYIESNPDINEVILS
                     
GGDPLTLSNRKLALWLERLSSLKQVKILRIHSRVPIVIPNRIDEELISLLKNSRLRII
                     
LVVHSNHASELDDFTCSKLLQLSEHHITVLNQAVLLKGVNDSAQTLTDLSYRLFEARV
                     
MPYYLHVLDKVKGAQHFDLIPSEIDAIYQDVLASLPGYLVPKLVREIAGEKNKTPLFG
                     ATTF"
     gene            287198..287767
                     /gene="efp"
                     /locus_tag="DSM_01055"
     CDS             287198..287767
                     /gene="efp"
                     /locus_tag="DSM_01055"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q83AR4"
                     /codon_start=1



                     /transl_table=11
                     /product="Elongation factor P"
                     
/translation="MANYSTNDFKPGLKVMLDSNPCSIMENEYVKPGKGQAFNRVKLR
                     
NLKTGKVLEKTFKSGDTLEAADIVEVEMNYLYNDGEMWHFMDPESFEQIAADKTAMGD
                     
AAKWLKDDSNETCTIMLFNGVPLNVNAPNFVVLKVVETDPGVRGDTSGGGGKPAKLET
                     GAVVRVPLFVQQEESVRVDTRTGEYLERA"
     gene            287934..290030
                     /gene="cstA"
                     /locus_tag="DSM_01056"
     CDS             287934..290030
                     /gene="cstA"
                     /locus_tag="DSM_01056"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P15078"
                     /codon_start=1
                     /transl_table=11
                     /product="Peptide transporter CstA"
                     
/translation="MDTMQAKSTLPSKLVWSLVAIIGAISFGMLALSRGEHVNAVWLV
                     
LAAACVYSIAYRFYSLFIATKVFELNPRRLTPAHRLADGLDYVPTNKYVLFGHHFAAI
                     
AGAGPLVGPILAAQMGFLPGTIWLLVGVVLAGAVQDFLVLFISTRRDGRSLGEMAKQE
                     
LGPFAGIVVMLGALGVMIIILAVLALVVVKALAHSPWGVFSIAATIPIALFMGVYMRF
                     
IRPGRIAEVSIIGFVLMMLAIVYGGHVAADPYWGEFFTLTGTQLTWCLIIYGFIASVL
                     
PVWLLLAPRDYLSTFLKIGVILGLAVGIVIALPDLKMPAVTHFIDGTGPVFSGSLFPF
                     
LFITIACGAISGFHALVSSGTTPKLVDNEVNIRMIGYGGMLMESFVGIMAMICATVLD
                     
PGVYFAINAPAAVLGTTVESAAEAVRNLGFVVTPEMLTVLAQEVGESSILSRTGGAPT
                     
FAIGMAHIISEIFNSRAMMAFWYHFAILFEALFILTAVDAGTRACRFMVQDTVGIVIP
                     
AVKSSGSFFGNLLGTAVAVGGWGFFVYQGVIDPLGGVNSLWPLFGVGNQMLASMALIL
                     
GTVILFKMKKEKYVWVTIIPTIFLFITCMTAGWQKIFHENPKIGFLAQVHKFSDAIDR
                     
GEILKPAKTIAEMQTIVLSNQINAALCGFFMIVSIVMIIASIGIVRRALASPTPTVNE
                     APAVYTDPEVVTTRGE"
     gene            290033..290335
                     /locus_tag="DSM_01057"
     CDS             290033..290335
                     /locus_tag="DSM_01057"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNFKFAKNGTVIIAKIIKMTVLSQKEILLSPKNWSRIATLWQRL



                     
QQSFRLMVGVPDYQTYLEHMKAHHPDLTPMDAQTFYRHCVDARYPSAGGTLKKCPC"
     gene            290504..290580
                     /locus_tag="DSM_01058"
     tRNA            290504..290580
                     /locus_tag="DSM_01058"
                     /product="tRNA-Val"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Val(gac)"
     gene            290841..292244
                     /gene="moeA_2"
                     /locus_tag="DSM_01059"
     CDS             290841..292244
                     /gene="moeA_2"
                     /locus_tag="DSM_01059"
                     /EC_number="2.10.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P99139"
                     /codon_start=1
                     /transl_table=11
                     /product="Molybdopterin molybdenumtransferase"
                     
/translation="MQKKLPIPDNLPNHLTDIFYHINISLPKGDLKETVKLDEAINQL
                     
NARDVYALQDYPLHNLSEYAGWAINSEITQTASIESPLFIANWYYWGQQLYRSINPYK
                     
LDLKTPSLLEIPAYTKLPEFLDSVIPEQDERLDLSDTDAKKITGPISAMHGVIPKGSI
                     
FKQGDVILKKDERLTPEKLIILRRAGIKELTIYKKPKILIVSMHSFDKEEMSEESLYV
                     
KDVLKTWGYEQVEIKSLKPERYDAAFNSLKKDNNSALDESLTTSRDDYIKFFEEQTMN
                     
FDVILCCTYQNSRSALFQLEKLPIFDQSSMSAALNTRCMPGNEIKILKGKDRTPPSRE
                     
TVQIYDENGNHKGMCVVVTEDKATIINLPGDIQDIAILMHAFVKYILNKHISDFFDHA
                     
YFKGKTDIEIVPDVTNRKLLWGHYKAHESGEYVLEIIEQQPYQIEPSLSANCIVMVPF
                     QEKVIAKSNDLYFMKID"
     gene            292545..293060
                     /locus_tag="DSM_01060"
     CDS             292545..293060
                     /locus_tag="DSM_01060"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKIYIFIFYIFSLSTHAEEISSNSSAYSINVRDAFKEELFGSN
                     
VGHSWMGVPTEEYDQKVILGARSIYCAKVADILDKPLEAIKLFNKGSENLNEYSMQLD
                     
VRNPISTKYNSILKFSKPPYVVGHEIIKGMIIENIISLIDEQLYTLGSQKEIKKSELK
                     IFYSDECTQYL"
     gene            complement(293085..294113)
                     /locus_tag="DSM_01061"



     CDS             complement(293085..294113)
                     /locus_tag="DSM_01061"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MASTPRITNYDEVLGLPGFLEQNLITPENFDSVFSDYQIRDRDM
                     
HCCLVSDRGLCNHKHNFGYVIKLKDGSLSIMGNDCAERKFGANGGIIQGISLYENTKE
                     
AEKKLGKVFDFAIRIDEYIERLRKIEVNLKIIEDYYFNLKLNIGSRNYLKLNERYKAA
                     
NTKVEVKTYKLGKPDPDNPNEETLIYMATHTIGHISSLNIFDDRNFKEFEKKVFKLRE
                     
ALRDALKSHNQIIEGEKIQPAALRKRVNTILSQLNSFDEVETTINTRVSDIEKFRRTD
                     
PEILCYLTDDYEESKIFASLSMAFHGIENMKEETYLRSLEIKYSTAFRCHRIKAADHS
                     VMRRSIFY"
     gene            294930..295493
                     /locus_tag="DSM_01062"
     CDS             294930..295493
                     /locus_tag="DSM_01062"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRNVVLPTRALYVVNKAIDLFHHRGFHLIGVDRIVKESEITKAT
                     
FYNYFHSKERLIEICLMVQKEKLQEQVVAMVEYDLSTSAIDKLKKLYDLHTDVEGPYY
                     
LLFKAVFEIKNSYPNAYQTAVRYRTWLINEIYSQLRTLKPDASFTDAKLFLYMVEGTI
                     IQLLSSGGVSEREGVFECFLRGLTTCK"
     gene            complement(295928..296614)
                     /gene="yhhW_1"
                     /locus_tag="DSM_01063"
     CDS             complement(295928..296614)
                     /gene="yhhW_1"
                     /locus_tag="DSM_01063"
                     /EC_number="1.13.11.24"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P46852"
                     /codon_start=1
                     /transl_table=11
                     /product="Quercetin 2,3-dioxygenase"
                     
/translation="MNAYLHRSEDRGHVKAGWLESYHSFSFGSWYNPKYMGVSALRVI
                     
NDDRIDAHNGFGTHSHDNMEILTCVLDGAISHRDTMGNEGQIKAGEWQLMSAGTGVAH
                     
SEINNTDTPVHLLQIWIIPDVKEAEPNYQQISLDPRNQPNEWHLIAGPDANAPMHIRQ
                     
DAEVKSAVLEKGRELPVETSKRVNYVHVISGEVRIGEYEVKAGDALVFEDNAVIHANE
                     DSQFIWFDLP"



     gene            complement(296859..297827)
                     /gene="thadh"
                     /locus_tag="DSM_01064"
     CDS             complement(296859..297827)
                     /gene="thadh"
                     /locus_tag="DSM_01064"
                     /EC_number="4.3.1.16"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A4F2N8"
                     /codon_start=1
                     /transl_table=11
                     /product="L-threo-3-hydroxyaspartate ammonia-lyase"
                     
/translation="MKNLTLPNYEDVAAAAERIKGFVNKTPVLTSRTVNNEFEAEVFF
                     
KCENFQRVGAFKFRGAMNALLQFNETQKKAGVVAFSSGNHAQAIALSSKILGIPATII
                     
MPKDAPAAKMAATREYGGNIVEFDRYTEDREKIGKEIAEQNGLTLIPSYDHPHVIAGQ
                     
GTAAKELFEEVGDLDYLFVCLGGGGLLAGSALSARQLSPNCKIYGVEPALGNDGQMSF
                     
RKGEIVHIDTPPTIADGAQTQYLGKLTFPIIQQKVDDILTVTDEELINAMKFFAERMK
                     MVVEPTGCLGFAAARNLKHELKGKRIGIIISGGNVDISKYAEFLSA"
     gene            298080..298703
                     /gene="dauR"
                     /locus_tag="DSM_01065"
     CDS             298080..298703
                     /gene="dauR"
                     /locus_tag="DSM_01065"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HXE2"
                     /codon_start=1
                     /transl_table=11
                     /product="Transcriptional regulator DauR"
                     
/translation="MGNRDKHLLTQLDTIAKGLSETLAPFCEVVVHDLTNPEHAILSI
                     
HNNLSGRKVGDPATELGLARIMSPEFPNLITNYANQFADGRPAKSTSIGIKDEEGQYV
                     
AALCMNIDLTLFRGMQSALEHFTKIETDSIIENLEPNGTEAIRRYIDQFASKHATTPR
                     MLKLNERKQLIQELKNNGLLEIKKAVETVAQHLGISRASAYLYVKET"
     gene            complement(298700..299560)
                     /gene="viuB"
                     /locus_tag="DSM_01066"
     CDS             complement(298700..299560)
                     /gene="viuB"
                     /locus_tag="DSM_01066"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A5F660"
                     /codon_start=1
                     /transl_table=11
                     /product="Vibriobactin utilization protein ViuB"
                     
/translation="MTKIAEKSKQEYGDLLKEKDHLQDMEQLEMTIVSIHTPYPSIVR



                     
IQGKINTLQPELWQAPNLAIRLIVSNPPEGQPISRVYTVRSFNPVNTQIEIDFVKHED
                     
LSPAMEWLNSAQVGTKIGLIGPRPHFIPNFTAKKHVVMFADDTAVPALYSILQQWENG
                     
VSADIFIESFEKDIASQLPKLEHVKIHSFHKEHHTAQKGLLLKAAFALEHYKNITIWA
                     
ACERNEARALRQFFLEDQQLNKNDVRIAGYWRDGVSSSELDKLRAQHYQEHIQQGKTL
                     NEYDDLDLAN"
     gene            299953..301800
                     /gene="angR"
                     /locus_tag="DSM_01067"
     CDS             299953..301800
                     /gene="angR"
                     /locus_tag="DSM_01067"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q6W4T3"
                     /codon_start=1
                     /transl_table=11
                     /product="Anguibactin system regulator"
                     
/translation="MLKDLSQNLGQTNDKNNNVENFLKQIYENIFEQNSNRAALIFEN
                     
RSISYAEVGTQVAKVMYALKMQDLATGSVVAICLRKSPEHIYTALACALTGIIWLPVD
                     
MDSPPSRLNYLLTNSRADVVVSDSFIAGVQTLNINEILSATTKYKPSFNAEINRRPAY
                     
YLYTSGSTGTPKCVVLNNQATENTLQQTISEWKITADDVIMAVTPFHHDMSVFDVFAS
                     
MAVGATLVVPSFEQSKNAVVWADLVDRYKVTIWSSVPAIVDMLFSVAQKEQLQSLRLI
                     
AQGGDYIKPSLIAKLRQQLPNARLFSLGGPTETTIWSIWHEINEQDQEIIPYGKALEN
                     
NRYFILDENLKPCQMGEVGTMYMAGLNLSNGYLLDGEINYKDFVDIQVSENETQTAFR
                     
MSDQGYFREDGNIIFAGREEGYLKIKGVRISAAEVENALTKNPYIHNCVVVSCVHPTT
                     
ETQELVAVYTLENKYKTTRLNSPELKNFLKIHLPSSHIPSKYLAVETIPLTRNGKIDR
                     
KAVQEIAQGKIYVSSTLSANSSKTSSSIAEVGDSVLSVFRECIADSQAEKMDIFYRSE
                     ILAIGIRPKQLMSIAQKLSQKLNTQIDFYTLVSCKTIQDVVNKVEQQIK"
     gene            complement(301871..303964)
                     /gene="dhbF_2"
                     /locus_tag="DSM_01068"
     CDS             complement(301871..303964)
                     /gene="dhbF_2"
                     /locus_tag="DSM_01068"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45745"
                     /codon_start=1
                     /transl_table=11
                     /product="Dimodular nonribosomal peptide synthase"
                     
/translation="MLEQFSKSPTLLSVTDYEEHIWMLQLQQPEQVNRRFNLWKLNQD



                     
LDIQLLIKAIQDIIKTTPDLNVRYTFSDEGDLYKYPFDDHSACLEIKKSYAEHVFEQV
                     
NTLKAQAWNAEFHPPFFTSLVETEQGYFLILALHPILDESYQKADFIQAIQNRYQQYS
                     
PNNVPLVLTEIDISNHLASSTKAPEQPNQTYVSEIILEEFRNTLAEPEMSQHDDFFDF
                     
GGHSLLATRIIGNLLNKHGIEIQFNDFFKSPSAADLAQYAFVKSEKTEKTTLQSVDKA
                     
PLTLAQDFLWQAYSAFDFSPIYNLPFAVEFLEEINEDVFLQAFTDIVERHAGLRTIFN
                     
SANGQTYQQVVPTSELKHFKWFWNSAESHDATLASEASYKFDLTRELPLRIRLIRNAK
                     
GRQTLSFLVHHMVIDEWSLNTIMADLAHAYLARSNAQAPSWKAPAQSILDFSLLQQKQ
                     
GINQDHLNYWTNLLTGATKGLSLPVSEHELNAEKEKPPVQWLELKFAPEMHEKLLAFS
                     
RQHSSSIFAVLYTAIAHALQQQGDLKDIVIGTSASGRTDPEFFDTVGYFTTMVAHRTQ
                     
FSPSDSFQLLLHNISTMINTSMAYADIPINHIQNALGMSADEGLLFDVFIHIHSNNAL
                     
NGALKTPQGQDLPYRQILPERDESMFGLHFEIMENVIDGQHQLSMIITYQAHRFPTAT
                     VQSICEKIKATLAQI"
     gene            304111..304218
                     /locus_tag="DSM_01069"
     CDS             304111..304218
                     /locus_tag="DSM_01069"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /translation="MNCTDVTVGLHFTFKHTIIDSHLHQDYYLQVDSTN"
     gene            304530..305471
                     /gene="fatD"
                     /locus_tag="DSM_01070"
     CDS             304530..305471
                     /gene="fatD"
                     /locus_tag="DSM_01070"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37738"
                     /codon_start=1
                     /transl_table=11
                     /product="Ferric-anguibactin transport system 
permease
                     protein FatD"
                     
/translation="MRFGLFCIFIILCICSLLLGAEQIQWSTLFSFSHESWLTLTASR
                     
IPRLITIVLTGIGLAVCGVILQHIVRNKFVEPETSGGLDAAKLGILVSLTLVPVTSTL
                     
SKMIFAIIFCFIASLIYIAIIRRIRFRNTVLVPVIGLMYGSVLSALAEFYAYRFNILQ
                     
SMQGWLLGDFSKIIQGHYEVIYIIFPIVVLTYLFAHRFTVIGMGEEMASSLGLSYAAI
                     
AAIGLILVAITVSTTVITVGAIPFVGLVVPNLVALKYGENLAKTLPIVALGGASLLLI



                     CDILGRSIIYPFEVPIGLTAGGVGGIIFLILILREFR"
     gene            305471..306418
                     /gene="fatC"
                     /locus_tag="DSM_01071"
     CDS             305471..306418
                     /gene="fatC"
                     /locus_tag="DSM_01071"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37737"
                     /codon_start=1
                     /transl_table=11
                     /product="Ferric-anguibactin transport system 
permease
                     protein FatC"
                     
/translation="MRITKLWMIYLIVICLAVCFLFLNSGLDFDYVIPNRLLRLATIV
                     
IAGICVAFSSIVFQTLVGNRILTPSIMGYEAIYLLWQVLLLFFWGTHGLSQLGINGNF
                     
FISIVLMLLYSWVIHKWLLPYGRNDVFLLLLLGLVLTMVVGTVTQFIQLKINPGEFSV
                     
FQGLSYASFNRSQPETLLYASVAVVIVLFLGRKALPVLDVLVLGREQAISLGIHHHRY
                     
ISFYLALIAILVAVSTSLIGPTVFMGVFIANITYALARSYKHKLTLPMGCAITIAIFI
                     AAQILVEHVFNYKTTVSILVNLVCGIYFLALTVRTRGVA"
     gene            306415..307185
                     /gene="yusV"
                     /locus_tag="DSM_01072"
     CDS             306415..307185
                     /gene="yusV"
                     /locus_tag="DSM_01072"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O32188"
                     /codon_start=1
                     /transl_table=11
                     /product="putative siderophore transport system
                     ATP-binding protein YusV"
                     
/translation="MIHVKNINKSYGNKPILTDVNVEFPTGQVTSLIGPNGAGKSTLL
                     
MMMARLIEPDKGEIFLNHQNIADIKTAVYAKHVATLRQAPGFNLRLTVEELVSFGRFP
                     
YSRGVLTEQDRQVVDEAIEFLSLEPLRKSYIDEISGGQRQMAFLAMTIAQQTDVLLLD
                     
EPLNNLDMKHAVQIMRALRRLCDEQGRTVILVIHDINFATNYSDHIVALKNGKLHFSG
                     LTEQVITEARLNDLYELDFEITYSERGCMCNYFNSSGA"
     gene            307192..308160
                     /gene="fatB"
                     /locus_tag="DSM_01073"
     CDS             307192..308160
                     /gene="fatB"
                     /locus_tag="DSM_01073"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P11460"
                     /codon_start=1



                     /transl_table=11
                     /product="Ferric-anguibactin-binding protein FatB"
                     
/translation="MNWKKKYGGVALIIAAAVTLQACDQKVADTTQASQKLAEPITVK
                     
HALGTTVIDHLPQRVAVLDMNEADFLDQLNVPIMGMPKDYVPHFLEKYKKDAQIQDLG
                     
AIVQPNMERIYALKPDLILMTPLHVNQYQELSKIAPTIHYDINFNNSESNHIGLVKDH
                     
MMTLGKIFNKEDLARQKVSELDEQVKQVQAVTANRPERALVVLHNNGAFSNFGIQSRY
                     
GFIFNAFGVKPASGVVDTSLHGQPISSEFIKKADPDILYIVDRTAVMEHRPNINAASV
                     ENPLLRQTKAWKNGRVIFVDADAWYTTAASPTSLKIVMEDVKKGYQ"
     gene            308273..310546
                     /gene="fatA_2"
                     /locus_tag="DSM_01074"
     CDS             308273..310546
                     /gene="fatA_2"
                     /locus_tag="DSM_01074"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P11461"
                     /codon_start=1
                     /transl_table=11
                     /product="Ferric-anguibactin receptor FatA"
                     
/translation="MNNVSYNRNFKTGNDQRINHRSFVLNGVASAQMALRLGYALGTV
                     
FVLCASNTYAAVIDNSTKTLEQQTAQTNVAALPAITVKAEQDDTYAGGQVATSSNVGF
                     
LGSKKFLDTPFNTISYTDKYIEDKQAKDITEVIAATDPSIYTNGASGGWSENYYIRGY
                     
ASSTNDMSMNGLFGITPFYRTSPEMFGRVEVLKGPSALLNGMPPAGSVGGTVNLVTKY
                     
AADEPFARLTTTYMSDAQFGGHVDVGRRFGENKEFGVRINGMYRDGDAAVNDQSKESR
                     
LFSLGLDWQGENARVFVDAYDALDHVDGVTRGVNVSTAVGIPKPPKADTLLSPDWGSV
                     
ETKDKGAMIRGEYDFSDQLMAYAAYGQSTTEYKYNGASAGTITSSTGTLSSTLGQLAF
                     
DVDKKSADAGFKGKFETGSVKHQWVANATYYNHTQDDYGYRIIPGFSDPVITNIYDPN
                     
PNWGPKPEFTPPFLFHSTLSTSSFGLADTLSFAQDKVQLTLGLRHQTVKATSSVNTLP
                     
ENAKSATTPGVALLIKATDKISVYANYIEGLTKGDQAPATASNPGEIFPPQKTKQQEL
                     
GLKVDLGTFAHTLSAFEITKPSSYLDPSKLVNNLPTFVSDGEQRNRGIEWSFFGSPIE
                     
HVRLMGGFTYLDPELTKTKSGGNDGHTAVAVPKNQAKLGAEWDTQVAQGTLTLSGNIN
                     
AVSKQYINAENTLSVPGRTLLDVGARYSTKVEDHPVTFRANIYNLTNKAYWAQPQLTN
                     LALGAPRTYMLSVSYDF"
     gene            complement(310611..311921)
                     /gene="iucD_2"
                     /locus_tag="DSM_01075"
     CDS             complement(310611..311921)



                     /gene="iucD_2"
                     /locus_tag="DSM_01075"
                     /EC_number="1.14.13.59"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P11295"
                     /codon_start=1
                     /transl_table=11
                     /product="L-lysine N6-monooxygenase"
                     
/translation="MKKIDITGIGIGPFNLGLAALLSHHPEIKSVFLERKPEFRWHEG
                     
LLLQGTTLQVPFFADLVTMANPCHPLGYINYLHQHDRLHQFYYYDSFLIPRREYDHYC
                     
RWASKQLPDCRFGENVSHVEYDAKLDKFIIESESASGEKQKYISQNLAIGIGTKPRIP
                     
KWLETCKHPLVKHSAEFAKIQEQLKQCKQVTVIGSGQSAAECVLALFNSLTPEQVKAG
                     
ASIRWITRSAGFHPMEYSKLGQECFTPAYMQYFQSLPRDKRRDIAATQGLIYKGISFS
                     
TIGDIYDVLYERSVAGEKSGLSLYTSCEVESVEELESGSLRLTCLHTQLDQRCELETD
                     
ALVAATGYVHDWPEWFQNMKGSILAVDDKNDCIVQEDFTALRCDQGQGRIFIQNAEIF
                     QQGVGSPDLGIGATRNSVIINQLLGRNAYRIPKQSSFQHYGLPK"
     gene            complement(311969..314911)
                     /gene="mbtB"
                     /locus_tag="DSM_01076"
     CDS             complement(311969..314911)
                     /gene="mbtB"
                     /locus_tag="DSM_01076"
                     /EC_number="6.3.2.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WQ63"
                     /codon_start=1
                     /transl_table=11
                     /product="Phenyloxazoline synthase MbtB"
                     
/translation="MQLVIIFICLYDAETRLICQPSYRSMCELTSMQAACWFGRSGNA
                     
TLGGVAAHLYAEFDGQFIDLQKLHLALQRLYKEHPILRLSLSADGIANIMAEKAQQIL
                     
EVDDFSKLSDHQIEQMLMQKREQWTHQKLDLSQGQTARFSVSVLKNNIFRFHVDTDMI
                     
AIDPSSFLNLMEDLSLFYEDPGISFSRPPNFFDWYQKIRTDPDLKKLSQRDRLWWKQR
                     
LSHISPAPSLPFIHQEFKTAKSDRLSTWLSPKERTALQQLAREQRITVTNLILGLFAY
                     
TLGHATKDHSFRLNIPTFWREPVLKNVEGTIGDFANLVILDVDMKGITTLAAFCKQIA
                     
NQMLELLEHSHYSGVNVLRDLSRYHGSAQIAPVVFTAALDLENDNLLSERVRRVFGSM
                     
NWVISQGPQVALDAQVAHVDDGILVNWDIRLDALPKEWITNLFESFIHLLKNLAAHPE
                     
QLNTQIISPAQNTSSDRTSQKPLNALQQAYLLGRTQALPLGGVAMQEFRQYHGKMDIV
                     
LLRQRLAEMVRRHDSLRTYIDKNRLIQYVSDQVSVNLKEIDLTTWEPERASHHIQSYK



                     
NSYTHELFDLNQSPWNITVFLLKNNLLTIFVRFDALILDGRSIASLMLELFDGQQHDI
                     
QTQIEENEVENSLSVHHADMAYWERKFSKLSAIPTLPWKTPLQHLPTSRYQRNSLVIE
                     
KDQFKQLSKIGAKHSLFKNSVIMALILEVLSHWNTEKSLCVAVPTLPLYAGPFSNSST
                     
FIAVEWKTSHQFAEQANRLQTEVLEGLQHLSFSGVNLARLLFEKVGTAPVLPIVITNG
                     
LSWPVLSESHPIQQLDGLTQTPQVAIDIRFSTRNDGALIFDIDYAQEAFPPNMIDDFL
                     
DALQLAIKQIIGSEIFSFDLSNFFSELQNKRLYFKNNESDHSSIPIENNAKQQNQLLD
                     
IYLEVIGHPPNMEVDNSTHFTHLGLRPHHLKVVSKRINETYAIQLSPVQLIQCRNIAD
                     VEKLLTPH"
     gene            315073..316701
                     /gene="entE"
                     /locus_tag="DSM_01077"
     CDS             315073..316701
                     /gene="entE"
                     /locus_tag="DSM_01077"
                     /EC_number="6.3.2.14"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P10378"
                     /codon_start=1
                     /transl_table=11
                     /product="Enterobactin synthase component E"
                     
/translation="MKKQLIEFVRWSPERAQHYRNKGYWIDQPLTRILTVGVQSHPHS
                     
PAIICGERQLSYIELDRLSTNLASRLAEKGLGKGDTALVQLPNVAEFYIVFFALLKAG
                     
VVVLNALYSHRQYELNAFIKQIQPKLLIGSRQHEVFSNNQFIDSLHDVNLSPEIILML
                     
NHQATDFGLLDWMETPAKTFVDFSSTPADEVAFFQLSGGSTGTPKLIPRTHNDYDYSV
                     
RASAEICGLNSHTRLLCALPAPHNFMLSSPGALGVLHAGGCVVMAPNPEPLNCFSIIQ
                     
RHQVNMASLVPSAVIMWLEKATQYKDQIQSLKLLQVGGASFPESLARQVPEILNCKLQ
                     
QVFGMAEGLVNYTRLDDSDEQIFTTQGRPISSDDEIKIVDDEYREVPEGEIGMLATRG
                     
PYTFCGYYQSPEHNSQVFDEDNYYYSGDLVQRTPDGNLRVVGRIKDQINRGGEKIASE
                     
EIEKLILLHPEVMHAALVAIVDEQFGEKSCAFIVSRNPELKAVVLRRHLMELGIAQYK
                     LPDQIKLIESLPLTAVGKVDKKQLRSILNTSTTS"
     gene            316719..317588
                     /gene="entB"
                     /locus_tag="DSM_01078"
     CDS             316719..317588
                     /gene="entB"
                     /locus_tag="DSM_01078"
                     /EC_number="6.3.2.14"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ADI4"



                     /codon_start=1
                     /transl_table=11
                     /product="Enterobactin synthase component B"
                     
/translation="MAISKISTYLMPERESYPNNKTDWQLDPSRAVLLIHDMQRYFLN
                     
FYDAESELIKTVVNHLVQLRSWAHQNNVPVVYTAQPYEQPAEDRALLNAMWGPGLPAS
                     
TIDQQKIIDQLSPAEHDIVLTKWRYSAFKRSDLLERMQNWNRDQLIIGGVYAHIGCMV
                     
TAIEAFMSDIQPFLVGDAVADFSEEEHRLALKYVSSRCGQVVDTESVVRQVATGITRP
                     
WLEQKVQQLIEEDELDPEENLILYGLDSLRIMQFSSELKAQGINISFEELGRTPTLSN
                     WWSLVDARQRIAG"
     gene            317706..318857
                     /gene="hdc"
                     /locus_tag="DSM_01079"
     CDS             317706..318857
                     /gene="hdc"
                     /locus_tag="DSM_01079"
                     /EC_number="4.1.1.22"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P05034"
                     /codon_start=1
                     /transl_table=11
                     /product="Histidine decarboxylase"
                     
/translation="MILSPADQERIETFWNYCLKHQYFNIGYPESADFDYSALFRFFK
                     
FSINNCGDWKDYSNYALNSFEFEKDVMAYFAEIFQIPFEESWGYVTNGGTEGNMFGCY
                     
LARELFPDSTLYYSKDTHYSVRKIAKLLQMKSCVIESLDNGEIDYDDLIHKIKTNKES
                     
HPIIFANIGTTMTGAIDDIEMIQERLAQIGIMRRDYYIHADAALSGMILPFVDHPQAF
                     
SFAHGIDSICVSGHKMIGSPIPCGIVVAKRQNVECISVDVDYISTRDQTISGSRNGHT
                     
VLLMWAAIRSQTNLQRRQRIQHCLKMAQYAVDRFQVVGIPAWRNPNSITVVFPCPSEH
                     IWKKHYLATSGNMAHLITTAHHRDTRQIDSLIDDVIFDLQGVSKRTVGF"
     gene            318955..319110
                     /locus_tag="DSM_01080"
     CDS             318955..319110
                     /locus_tag="DSM_01080"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQLKFLKKYFLYDFLIHAFLKPKMTILAGQLKRDFILSTAFFMN
                     IKRDKHV"
     gene            319103..320713
                     /locus_tag="DSM_01081"
     CDS             319103..320713
                     /locus_tag="DSM_01081"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:Q57538"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter ATP-binding 
protein"
                     
/translation="MSDLKLSHLMTDSSLAPALKPAFPKLFAGTLAAVFSGLAILTAM
                     
WGMIQLIGYLSSYWVIFSAVFWIVGAALAALASWLVHDAEAGFSARLRRQIAHHLIRL
                     
PNTTLSKQGDQSLKRLVSDDIATLHHMVAHLPSEIAIFAVIPLVSIVLLVVLVGPMAL
                     
WVLLPGAMASLYYLIIVPHVSKRDGAARMQVMLDIIGSADDYARGIRDNRIYGQQSGA
                     
LTAYTQSAQNFTQNMVSWVSKVATLAAVATALLQAVATFAIAYFVAYQYDSMTLAATL
                     
FFSLAIVTPSLRLGHGLDYVAAGRAAASRLSAFLKEPVLSSGNLQQIEGDVTLEIVNA
                     
SFAIENQKVFDRLSYSFPKNSMTAITGPSGVGKTTLLRALAGLAVLQEGVVQLAKTDI
                     
LQLHEKLRHEKVLFIPQGGDVLPTTVRENLSLSAVNANDAQLEQALLKAQLKVDLNAY
                     
ATLLSGGEKQRIGIARAFLSSAPIILLDEPTSALDQTNATKIILELSDLAKNQNKTIV
                     MVTHDLALAAHADNRLVLKGPTDSGKSL"
     gene            320710..322305
                     /gene="lagD"
                     /locus_tag="DSM_01082"
     CDS             320710..322305
                     /gene="lagD"
                     /locus_tag="DSM_01082"
                     /EC_number="3.4.22.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P59852"
                     /codon_start=1
                     /transl_table=11
                     /product="Lactococcin-G-processing and transport
                     ATP-binding protein LagD"
                     
/translation="MNTAAKLNKDQIFSMLPRAAKQKLIIVGIGWIIVAAIEAIAYTV
                     
LAFAIVNQWSPSWVLISAIAAILVTVIVTRAGFLTGVRLAGDLFAELGKSLARAKLSW
                     
FTNEQRAQIKTIAGQGIPGFMSIPAHQLQTFLHAPFMPLFLTIGIGLLAGAGVAFVAL
                     
GLLLLSLFAQFLAQRALMHIDKKRNTADLAASQATLELVDHVELLRTAAGPERAVQRL
                     
EHRWEEQEETLVRINRAAAFASFVATLASVLPIAGMATYLVIAGVNHAALVLALLVLI
                     
GRAAAPLGELATAGLHINDLFAALRNFNQITHPPELPEPLHPQIPTGHHISVQGVSYA
                     
PALENISLDITLGSRVWVTGPSGSGKSTLLELLTRFDDPQIGKITLGGIALDQMKYED
                     
LVSNIAYVTQEPILFTGTLAENIRLGKSDATDDEIEKAARDAALGAMIDRSSEGINQS
                     
VGKQGTALSGGERQRVAIARALLKNAPILILDEATSALDEETEQEIVTTIRALSSTVI



                     FVTHRDSAIWQPTQTINLASTSV"
     gene            322378..323112
                     /gene="lgrE"
                     /locus_tag="DSM_01083"
     CDS             322378..323112
                     /gene="lgrE"
                     /locus_tag="DSM_01083"
                     /EC_number="1.1.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q70LM8"
                     /codon_start=1
                     /transl_table=11
                     /product="Linear gramicidin dehydrogenase LgrE"
                     
/translation="MNKPQYNMFCLPPAGSSASIYHPWKKQISDNIRIIPIEYSGHGI
                     
KINEPLIDDPDLLAMQIANEIQAYSDTPFILFGHSVGGSLIWKVLNYLNEKTIIDQLR
                     
LIVISSRPEHHYIQHMRYKHELTDEKIIDELKRYNNFPDEILNNQDALTFFLKIIRND
                     
FYLSDQLLGEKIHKTEVPIVAFYGKQDPDIPNKRMMDAWQQHTENWLGSIEFEGDHFY
                     FLNPETRVKMLENIAAIVETLTVNIE"
     gene            323123..323878
                     /gene="entD"
                     /locus_tag="DSM_01084"
     CDS             323123..323878
                     /gene="entD"
                     /locus_tag="DSM_01084"
                     /EC_number="2.7.8.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P19925"
                     /codon_start=1
                     /transl_table=11
                     /product="Enterobactin synthase component D"
                     
/translation="MNTKKQLSRGANSCLDEINIQYEKLTAFGIDIHKVQLSQIKEIP
                     
QLDHIYQELNIFLPPNIKSSRFIRQLEFLTGRLAAKYALQSFNLQDSIVYQGRHGEPL
                     
WPEGVMGGISHVGSKKSCYAIAYARNNTPKEKIFGIDIESQKHYIFFQKKDEFYDVFL
                     
NKNEQEEIEKLLKDQAYLYLIIFSAKESIIKAFYLKYKQIIDFKNIKFKALDGAFLYF
                     YLRQESLIEITLEVKVYFFHTNNEIITISCIEN"
     gene            324003..325172
                     /gene="entC"
                     /locus_tag="DSM_01085"
     CDS             324003..325172
                     /gene="entC"
                     /locus_tag="DSM_01085"
                     /EC_number="5.4.4.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AEJ2"
                     /codon_start=1
                     /transl_table=11
                     /product="Isochorismate synthase EntC"



                     
/translation="MMQTQISVEQNLDHIGQKKFSCFSTKNYYLEVNEFVKTLNTPAA
                     
NTALLNEEIAKCFEEIKKQGHQNPVLIGAIPFDITKKSSLNFYADHKKITQASSTINS
                     
LKNRNNIEIINKSLLIQRQKFEGTVQLALDAFEKKKVEKVVLSQAVEYEFNRHQEPEN
                     
LLAALLKQNPNAYNFVIPVEHNNYILGASPELLLSKQGRIVTSNPLAGSRPKSQISEK
                     
NFVSQQELNHSEKDQHEHRIVVENIIRNLATHCVELKVSEFPDILETSTMLHLSSEFQ
                     
GVLKQQAPDALNLALELHPTPAVCGSPTHVAKQFILDHEGYDRHYYTGLVGWMDAEGN
                     
GEWVVTIRCGLLSENKMRLYAGAGIVEGSDAEAEWLETEAKMQTMLNILNTKVAV"
     gene            complement(325293..326540)
                     /gene="ykuD"
                     /locus_tag="DSM_01086"
     CDS             complement(325293..326540)
                     /gene="ykuD"
                     /locus_tag="DSM_01086"
                     /EC_number="2.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O34816"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative L,D-transpeptidase YkuD"
                     
/translation="MFVRSLLAMSLSCIIANVALAASTTEQPLNPNKVSAPVEDPIDP
                     
LAVDAASTVKAQAQTQITAQEQNDLNRASTTLQNLQKAEDQNADSGIAASTPVATAKT
                     
TTATPSTATSAPAVTWTLDSLNNAEWYENIGKGQLPVYARAHVMLNNAHASPGAIDGM
                     
SGKNTLKAIASFQQMNGLSPTGELTKETWDALVAKQNKPAFIEYTITDADLKGPYAQS
                     
IPSDYALQAKMKGLYYTRVSEMLGEKFHIDEAFLKKINPTATFKKVGEKIIVPNVRND
                     
LPEDIHLIIAHKGAKQLYLFNSRNQMIASFPATIGSTDTPSPTGTYKVVGVARNPWYS
                     
YSPSNFVQGNNLKPLSLPPGPNAPVGNIWIGLSKKSFGIHGTPNPSLISKTASHGCIR
                     LTNWDANDLGNKVRSGVTVKFLE"
     gene            326840..327913
                     /gene="hemE"
                     /locus_tag="DSM_01087"
     CDS             326840..327913
                     /gene="hemE"
                     /locus_tag="DSM_01087"
                     /EC_number="4.1.1.37"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P95458"
                     /codon_start=1
                     /transl_table=11
                     /product="Uroporphyrinogen decarboxylase"
                     
/translation="MTTLKNDRFLRALLREPVDTTPIWMMRQAGRYLPEYRETRSKAG



                     
DFLSLCKNTEFACEVTLQPLRRYDLDAAILFSDILTIPDALGLGLYFETGEGPKFHKT
                     
VRTEQDVANLPKLNAKADLDYVMNAVSTIRSALGGQVPLIGFSGSPWTLATYMVEGGS
                     
SKEFRFTKQMMYAQPEVLHALLDHLADSVIDYLNAQIDAGAQAIQIFDSWGGALAHRE
                     
YVEFSLNYMKKIIAGLQREKDGRRIPVIVFTKGGGQWLEPMITTGADALGLDWTTPLN
                     
TARTTVAGRVALQGNLDPAVLYGSAASIEKAVKAMLDDAYANGEKTGYVANLGHGITQ
                     WVDPAQPKIFVDTVHEYSAKYLG"
     gene            327920..328714
                     /locus_tag="DSM_01088"
     CDS             327920..328714
                     /locus_tag="DSM_01088"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQYLFLPLQFIGKAVSAALFGILLLIAFALTASMGSHEYMGFYR
                     
YDYLLIYALIIQICLLYLKLESWAEAKVIALFHVMAMAMEIFLTHPAIASWQYPQPAV
                     
FKILTVPLFAGFMYSAVGSFFARSIRLLQVSFEKLPSFGSMLLLAFFSYINFMSKFFV
                     
PDIRYILFAISVFIFWKTKLYFQLNEHKFKIPMLPVLFTLAFLIWIAENISTFYKIWL
                     YPSQVEAWHMVGWGKLGSWYLLLLLSLVLVLKILGHRDNQGNWNLR"
     gene            328860..329330
                     /locus_tag="DSM_01089"
     CDS             328860..329330
                     /locus_tag="DSM_01089"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLKKLALAALLAAGSSVAMADNDVGCGVGTQVWAGQKGVVPKIL
                     
AATTNGIFTNQLLGITFGTLGCRQGGTVTAQVVTFTNENAEALARDMAVGQGESLNVL
                     
AELMQIKPQDKDRFFKVSKANFGEIYSTNNQNTLQVLASLQNVMAKDEVLKAYV"
     gene            329401..331284
                     /locus_tag="DSM_01090"
     CDS             329401..331284
                     /locus_tag="DSM_01090"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKSVVLIFASLAVNIAYSAETNPSIQNYWSIAEQKKLDQDITWQ
                     
RLMYANKNQKSEVTYAGYFLSKNGKNNLKEELKADISALFIPTQDNQSIRCKFPARSQ



                     
WLIQQLGIQENELPQVKCSEFENWIGQIKPYKATLIYATDFMGNPSSMFGHTLLRLDP
                     
KDQQQLNLVSYAVNYAATVAGNDNWSYAWKGLTGQYPGEYSLMPYYRKVKEYGDFESR
                     
DLWEYELNLSPEETRFLVSHIWEMQHVSFPYYFVSDNCAYRLLGLVDLVKPESHLQEK
                     
FNYASIPMETIKAMQQQGLTKAPVYRPALETQLLAQAHQHGASLAKVAHQLAMKPIKE
                     
SSETLKSFSPSDQAKILEMAYDDLYLQFIGRKVEESFAQPQLRQLLALRSQIDLDKQR
                     
QEPKRPSTEPTQGHNARNVSLKLGEVQGDKFIEIGHRQAYHDLIDPQGGYRAGTQLLF
                     
LNGNAQWRDDHLKLERLDLLEVNSYNPIQPFKTPLTWGFNLGWRQEAVHDGVYSDEKQ
                     
HGVASFNAQVGYSLADYERKHICYGQVQTYVQAGSNLDKGWRVGVGPTLGCMNQWFEK
                     
FNTVVQVELPYWEDQNQWNLRLNTQWQYAINSNNAIRFNWDYEKQNHLDWMKSSLGYV
                     WFF"
     gene            complement(331353..332504)
                     /gene="ampC"
                     /locus_tag="DSM_01091"
     CDS             complement(331353..332504)
                     /gene="ampC"
                     /locus_tag="DSM_01091"
                     /EC_number="3.5.2.6"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P24735"
                     /codon_start=1
                     /transl_table=11
                     /product="Beta-lactamase"
                     
/translation="MRFKKISCLLLSPLFIFSTSIYAGNTPKDQEIKKLVDQNFKPLL
                     
EKYDVPGMAVGVIQNNKKYEMYYGLQSVQDKKAVNSSTIFELGSVSKLFTATAGGYAK
                     
NKGKISFDDTPGKYWKELKNTPIDQVNLLQLATYTSGNLALQFPDEVQTDQQVLTFFK
                     
DWKPKNPIGEYRQYSNPSIGLFGKVVALSMNKPFDQVLEKTIFPALGLKHSYVNVPKT
                     
QMQNYAFGYNQENQPIRVNPGPLDAPAYGVKSTLPDMLSFIHANLNPQKYPTDIQRAI
                     
NETHQGRYQVNTMYQALGWEEFSYPATLQTLLDSNSEQIVMKPNKVTAISKEPSVKMY
                     HKTGSTNGFGTYVVFIPKENIGLVMLTNKRIPNEERIKAAYAVLNAIKK"
     gene            complement(332666..333220)
                     /gene="folE"
                     /locus_tag="DSM_01092"
     CDS             complement(332666..333220)
                     /gene="folE"
                     /locus_tag="DSM_01092"
                     /EC_number="3.5.4.16"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P19465"
                     /codon_start=1
                     /transl_table=11



                     /product="GTP cyclohydrolase 1"
                     
/translation="MSMQQSYANILTAVGEDLNRPGLKDTPVRAAKAFSYLTSGYSKT
                     
LEEVTNNAVFPSDNHEMVLVKNIEFYSLCEHHLLPFYGRVHIAYLPEGKVLGLSKFAR
                     
ITEMFARRLQIQENLTQQIAEAVAEVTDARGVAVVIDSAHMCMMMRGVGKQESTTRTV
                     SFVGDFKTDKEARREFLSAVPESY"
     gene            333477..334976
                     /gene="hcrC"
                     /locus_tag="DSM_01093"
     CDS             333477..334976
                     /gene="hcrC"
                     /locus_tag="DSM_01093"
                     /EC_number="1.3.7.9"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O33818"
                     /codon_start=1
                     /transl_table=11
                     /product="4-hydroxybenzoyl-CoA reductase subunit 
gamma"
                     
/translation="MLERPITFFFRGGQQQVENVVPTMTVLQFLREYTQTGKTRQTGT
                     
KEGCAEGDCGACTVVIGELVNDNLQLRSVNACIQFLPTLDGKALFTVEDLHSLLPVPD
                     
GTLHPVQQAMVDMHGSQCGFCTPGFIMSLWSMYENEQQSLSKDKISDYLSGNLCRCTG
                     
YRPILDAAQKAYDYPRVVLERQKVIDVLKEIRTLPALHLNDQKQQFFAPKTLQDFATL
                     
RLQLPQARIVAGSTDVGLWVTKQGRDLGDMLYIGQVEELKKVVVTDHALTIGANVSLS
                     
DALIKISDFYPDFQELQRRFASMPIKNAGTLGGNIANGSPIGDSMPALITLGTRLILR
                     
VGEQTREIALEDFYLDYQKTALQLGEFVEAIVIPLREGQTRFKFASYKIAKRFEQDIS
                     
AVCAAISCELDPHYIAHNVRIAFGGMAAIPKRAKYAEAILEGQQITAELIVQAQQALS
                     QDYQPLDDGRASSAYRLHVAKNCLQRFYVEKILSQTITRVNDLIAMVEI"
     gene            334978..337353
                     /gene="pucD"
                     /locus_tag="DSM_01094"
     CDS             334978..337353
                     /gene="pucD"
                     /locus_tag="DSM_01094"
                     /EC_number="1.17.1.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O32144"
                     /codon_start=1
                     /transl_table=11
                     /product="putative xanthine dehydrogenase subunit D"
                     
/translation="MNQNIDLRVSKKSAKAGESIPHESAHLHVTGQATYIDDLPELEN
                     
TMHLAVGFSNCAKGKISKFDLDAVRQAEGVYAVFSAKDIEVENNWGPIVKDDPIFAEE



                     
QVEFYGQALFVVVAESYQQARQAVRLAQIEYVPETPILTIQDAIKKESWVLPPVEFSH
                     
GEVEQAFQNAAHQLSGAIELGGQEHFYLEGQISYAIPQENQSLKVYCSTQHPTEMQLL
                     
ICHALGMNMHQVSVESRRMGGGFGGKESQSAQWACIASLAAQKTGRPCKLRLDRDDDM
                     
SATGKRHGFAYEWSVAFDDSGVLQGLKVQLASNCGFSADLSGPVNERAICHIGNAYYL
                     
NAVELCNLRCKTNTVSNTAYRGFGGPQGMFVIENIIDDIARYLGCNPVEIRQRNFFAE
                     
QPGGGRDRMHYGAEVRDNVAPKLVAELLQSSDYAKRRQTIHAFNQNNDIIKRGIALTP
                     
LMFGISFNAVHYNQAGALVYVYMDGTVAITHGGTEMGQGLYTKVRQVAAHELGLPIDS
                     
VRLIATDTSRVPNTSATAASSGADLNGKAVQNACIKIRERLAKLAAEISQSEADQVQF
                     
EDSMVSTANGHSWTFPDLVQRAYMARVQLWDSGFYKTPEIHYDQVNHLGRPFFYYAYG
                     
AAVSEVAIDTLTGEMKVLRADILHDVGQSINPAIDIGQIEGGFVQGMGWLTTEELYWQ
                     
PQGPHAGRLFTHAPSTYKIPTSVDIPHIFNVKLFNNQNQADTIYRSKAVGEPPFMLAL
                     SVFSAIRQAVQAAIPENAPLVLNAPATAEEILRAIAIGRGQALAARPQAKM"
     gene            337360..338343
                     /locus_tag="DSM_01095"
     CDS             337360..338343
                     /locus_tag="DSM_01095"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQHLQWWTDFVAWQADALPMVLVTVVRADGSTPREVGATMLLRF
                     
NLQQQWQQSDTIGGGHLEFQAIDIAKAMLKESETCVRRIERFNLSARLGQCCGGVMWL
                     
LFEKILPAEIASDLSGSLQAWRAGKHIWRNVSYQYASTWQTMDMEQQPSFEFHSGSSE
                     
EWQFSQQIQPNTMQVLICGAGHVAEAIVRCLLPIGVRVKWIDPRDDIFPSDLLEQAYC
                     
ITTDTLDAEIEPFDRSGAVLILTHDHQLDLQLCFTALKPTAKPFAYVGMIGSKSKRAI
                     FEKRMQVRGYTPETLQRLVCPIGIDGISSKQPAMIAIAVVAQLLQVFDVKK"
     gene            complement(338354..339049)
                     /gene="smrA"
                     /locus_tag="DSM_01096"
     CDS             complement(338354..339049)
                     /gene="smrA"
                     /locus_tag="DSM_01096"
                     /EC_number="3.1.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76053"
                     /codon_start=1
                     /transl_table=11
                     /product="putative DNA endonuclease SmrA"



                     
/translation="MSNKDSSLSKEQQKLLKQFKKQISNPHSSKIANQPESKKSQAES
                     
EGLEDTHLFKQAVAGVKPINNSNIADVKTPRAKKVDAQTLAKRAAAEGGRDTEHAELS
                     
DTQAALNPVASQATLSYRIATLQHKVFEDLKAGKMRWFEAVDLHGCTIEQARDAVLQI
                     
IQMAKDENQNVIKIVHGKGPEAVLKTYVNGWLRQHRDVLAFVSAPENQGGTGAVLVLL
                     KRAEKNPKFEQKK"
     gene            complement(339059..339865)
                     /gene="trpC"
                     /locus_tag="DSM_01097"
     CDS             complement(339059..339865)
                     /gene="trpC"
                     /locus_tag="DSM_01097"
                     /EC_number="4.1.1.48"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q2YRR4"
                     /codon_start=1
                     /transl_table=11
                     /product="Indole-3-glycerol phosphate synthase"
                     
/translation="MINIQNTILGKIVDRKHEELAARLKQRNLQDVEELAKAATPVRG
                     
FANALQHKRPGVIAEIKKASPSKGIIRADFNPAEIAQQYEQAGAACLSVLTDVDFFQG
                     
ADENIAIARNHCALPALRKDFLVDPYNVVEARALHADCILLIVACLSDQQLEEMSKTA
                     
FEHQLDVLVEVHDEEELERALKLSEQCLLGVNNRNLKTFDVDLNTSIRLKKLLPSSRL
                     LITESGIATPDDVRMMQEHDIHSFLVGESFMKQPRPDQAFTALFGQPQTV"
     gene            complement(339875..340930)
                     /gene="trpD"
                     /locus_tag="DSM_01098"
     CDS             complement(339875..340930)
                     /gene="trpD"
                     /locus_tag="DSM_01098"
                     /EC_number="2.4.2.18"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P00500"
                     /codon_start=1
                     /transl_table=11
                     /product="Anthranilate phosphoribosyltransferase"
                     
/translation="MTMNIQQALNHITKNIHLTQPQMEEIMRSIMQGEATEAQIGALM
                     
MGLRMKGESIDEMTAAARVMREFAIKIDVSDIKHLVDIVGTGGDGQNLFNVSTASSFV
                     
IAAAGATIAKHGNRGVSSKSGSSDLLEQAGIHLDLDMQQTERCIREMGVGFLFAPNHH
                     
KAMKYAAGPRRELGIRSIFNLLGPLTNPAGVKRFVIGVFSDELCRPIAEVMKQLGAEH
                     
VMVVHSKDGLDEISLAAPTTIAELKDGEITEWTLNPEDVGIESQTLNGLVVADATASL
                     
KLIKDALSKNKSDIGEKAANMIALNAGAGIYVAGITKTYAQAVAFAQDIIYGGQALEK
                     MSVLAEFTKILKQSQAD"



     gene            341281..344013
                     /gene="cirA_2"
                     /locus_tag="DSM_01099"
     CDS             341281..344013
                     /gene="cirA_2"
                     /locus_tag="DSM_01099"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P17315"
                     /codon_start=1
                     /transl_table=11
                     /product="Colicin I receptor"
                     
/translation="MYLNNLKYVGALKNKRSFIFVFVALFHPLKSYAQETVEQTQNQA
                     
KPDKVVRVAVTGSRISKAQKDGPTSVTVITAADIEKQGFSNAFDALNNLTQNTGFVQG
                     
ADYGNTFTPAANAISLRGLGPNHTLTLINGHRVADYPVPYDGSVNFVNLANIPTAIID
                     
RIEILNGGASAIYGSDAIAGVVNIILKKKTDGTQFNIKAGGTKEGGENLRLQLSGSKT
                     
LDKLSLVYGVELSGREPIWAADRDFMKSRTRLGEKPDTIVGRKNADTGKYLSIGGCQA
                     
FNGLFNGSVNNIGQAGADNCASGLARPTYWTVQTQNRSQNGYLGLDYELNDKTQLFAD
                     
FLIGANQIENNTRSPTWTSLAATSGYFLNQDSGNYEIWNRRFAPEELGGVERINKKWK
                     
ELSSNLNFGIRGDIGETSWSYEAAYNGSIYTSQLNRQGLLRSNVDEYFLGQQLGTDAD
                     
GIPIYSPHLDRLSRPLTASEFESISGTTKEKDKSWAQSLTLSANGDVFKLPAGTAKLA
                     
AVAEIGRQGFSIKPDQAVENGEFYNTSSSGEYSGTRTRQALGAELFLPLAKPLNLTLS
                     
GRYDRYALSDNSIDKLTFGSGLEFRPHPTLLVRGNYATSFRAPDMNYLFLNQQKGYFA
                     
STTDYLRCSQTGQPLDKCTFKDYAPGANYTLTGNKELKPEEGKSYGVGFVWSPTNKFD
                     
ISIDYWDIKIDNLVTNLSADKILRLEADCRLGNQDINSAACIDALARVERNPANAVVD
                     
PNVIKNINIVPINAASDHTRGIDFTSRWRWKTDSFGNFLWTINYSRVLEHEYQQSKDG
                     
EKDDYLKDLTIPDWRDRFNTSLSWSFGDWASTVLVNRYGKIPNGDQTAYLSPTYLVNW
                     
SGTYQISPKASASIIINNLFDKVKRDDTGGWPYYPVGSYSPFGRQGWLEFNYKF"
     gene            344093..346792
                     /gene="pepN_2"
                     /locus_tag="DSM_01100"
     CDS             344093..346792
                     /gene="pepN_2"
                     /locus_tag="DSM_01100"
                     /EC_number="3.4.11.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37896"
                     /codon_start=1
                     /transl_table=11
                     /product="Aminopeptidase N"



                     
/translation="MLVKPSFKKRLLLTTLLSLSATQIFASNNSEQIPIGKLPEWVVP
                     
ESYDLDFKIDPAQKGYTGKTTIHLKLAQATDHIWIHGKYLTVKDVNITSAEGIKTKAK
                     
YEQASEIDGVSKIKFAKTLPAGQYQLVLDFNAAYDQQLDGIYKIEFEGKPYVMTQMEA
                     
ISARQSFPSFDEPRFKTPFNIRLTIPSKYSGFANTQQTSEQAEKSGWKTLSFAQTKPL
                     
PTYLLALAVGPWQLQKGPDIGATSWRKQPIQLRGIAPDAKAEKMQQALSETPAILKTL
                     
EDYFAFGYPFDKLDLLAAPDFAAGAMENPGLITFRDYLMLLDKDSPVFFVQNSFNVNA
                     
HELAHQWFGDVVTMPWWDDLWLNESFATWMQSKITQKLHPEFNADLERITDTADAMKS
                     
DSLVSVRRIRQPILSNADIQTAFDGITYQKGAAVLNMFESYLGEEKFKQGVRNYINKH
                     
QYGNATANDLISALAEQSGQGERFTRAMKSFLDQPGVPLLNTSLQQEGNKVFLNVKQS
                     
RYLPVGSKGDARSLWGVPLCVRYEVPNAGSKVQCELVDQAEAKIELKGASLDSWYIPN
                     
ADAAGYYQFSLPQKEFTRLTAATEKLSNTEQLAYAYAISAAFNHGDINLLAVVDAAKK
                     
FANSNSRQISTALFSQLSTIHRHVLKTEAEREHFRKVLANLYLPKLNQLGYVSKTDES
                     
AEDSLWRSELVRFLALDIQVPEVRTQLLKQSDVLFAQKQLNFAQVTPELLPTILAVRV
                     
QEKGQPAFDRLSGELQRVTQPTQRLAILTALGSANQEATRQQARQLILNPRVKVGEVR
                     
TVVNSINNYGDEQGGLWSWFKVNHDAVFDRLGKSSAGRFPAMFSGAACTQQQAAQLND
                     FFAPRTKELVGVERGLKQTKERIQLCESLVAKQDGSIVQQLKL"
     gene            complement(346888..347472)
                     /gene="trpG"
                     /locus_tag="DSM_01101"
     CDS             complement(346888..347472)
                     /gene="trpG"
                     /locus_tag="DSM_01101"
                     /EC_number="4.1.3.27"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P00901"
                     /codon_start=1
                     /transl_table=11
                     /product="Anthranilate synthase component 2"
                     
/translation="MLLMIDNYDSFTYNIVQYFGELNQEVKVVRNDQVTLEDIERWQP
                     
KYLVIGPGPCSPSEAGISIPAINHFAGKIPLLGVCLGHQSIGQAFGGKIVRAKTVMHG
                     
RLSDMYHSNKGIFSNLPSPFSATRYHSLVIDQETLPDCLEVTCWTNEADGSMEEIMGV
                     KHKTLPVEGVQFHPESILSQHGHQIFKNFLDIYA"
     gene            complement(347769..349571)
                     /locus_tag="DSM_01102"
     CDS             complement(347769..349571)
                     /locus_tag="DSM_01102"
                     /EC_number="3.4.11.-"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O25681"
                     /codon_start=1
                     /transl_table=11
                     /product="Aminopeptidase"
                     
/translation="MNDLTVPEKLAKLRELMTNQSIDALVVMSADPHMSEYLPDYWKA
                     
RQWLSGFSGSVGTLVVTQNFAGLWADGRYWVQAEQQLAGTGFQLQKLTSDESSTHLAW
                     
IEKNLLAGSVISVNGQTLSIQQFKALENTAKQRGFKLETQQDLIGLIWSNRPELPLEQ
                     
IHLMPEGLNALSRKEKIQAIRETLKTKAIEGHFISSLDDIAWVLNARGQDVEYNPVFL
                     
SHLYISAQQAVLFIDSNKVDLTTQQAFKADGIEIRDYEDTAQFLSNISDASVLLDPAK
                     
VSIFHEQAIAKDIQVVYDINPSTLFKSRKHESEIAHIRHAMVKDGVALCHFFNWLEKA
                     
LHQGQRISELTIDEKITAFRAQQEGFIGPSFSTIAGFNANGALPHYRATEEHYSFIEG
                     
DGLLLIDSGGQYVDGTTDITRVVPVGTPTEQQKRDYTLVLKCHIALAKTIYPEGLAAP
                     
LLDSICRHTLWQYGLDYRHGTGHGVGFALNVHEGPQVLSYYAPIHAYSKLREGMILSN
                     
EPGLYHEGQYGIRIENLVANRLHSGFEKTYGDFLEFETLTLCPIHLDCIVVDMLTDEE
                     KDWLNGYHETVQERLAEHLSGDVLDWLIYNTRKI"
     gene            complement(349568..351109)
                     /gene="dtpT"
                     /locus_tag="DSM_01103"
     CDS             complement(349568..351109)
                     /gene="dtpT"
                     /locus_tag="DSM_01103"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0C2U3"
                     /codon_start=1
                     /transl_table=11
                     /product="Di-/tripeptide transporter"
                     
/translation="MKYDFEQSDKAFFGHPKPLQTLFFTELWERFSYYGIRPLLVLYM
                     
IAMVNDGGLALDRPTAAAIVGLFAGSMYLMTVFGGWVADNWLGQARAVWYGSIIIALG
                     
HLSIALTSVFDQSFFYLGLVLIVLGTGLFKTCISVIVGTLYKANDARRDAGFSIFYMG
                     
INMGSFIAPLITGLLAKDHGWHLGFGIGGIGMLIALLIFRFMAMPQLQTFNELRQEAN
                     
SCSKPVVENKNAPKIVFSFLFAVAVVIALTFLGIIHINPVAVATYLTVGISIGIIAYF
                     
AYLLLFLNLEQHEKFKIIICFVLLAASALFWSAFEQKPTTFTLFAQDYTDRIVFGFEI
                     
PTVWFESINALFIIIFAPVAAWLWAKLGKANKDPSYISKFIIALLFAAGGFLLMSLAS
                     
HFAIHGGVVSPFWLVGTLLLLTIGELCLSPIGLSTMTKLAPDVIRSQIMGLWFTGTAL
                     
GNLMAGLIGGQVSADGINHLPSLFMRCVLALVIGAIVLFLLKKPMNKLMDKSTNKVQP



                     DLETI"
     gene            351850..353259
                     /locus_tag="DSM_01104"
     CDS             351850..353259
                     /locus_tag="DSM_01104"
                     /EC_number="5.4.4.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q46ZL2"
                     /codon_start=1
                     /transl_table=11
                     /product="3-hydroxylaminophenol mutase"
                     
/translation="MANKVLQLIQESGAKWVDFRFTDTKGKEQHVTYPADSIDEDTFE
                     
DGKMFDGSSIAGWKGIEASDMILRPDAETGFIDPFFAEPTVVVTCDVIEPSTGQGYER
                     
DPRSIARRAEEYLKSTGIGDTAFFGPEPEFFVFDEVKWDIDMSGARHTLIAEEAAWST
                     
GKDYESGNSGHRPRVKGGYFPVPPVDSAQDMRAEMCAKIEDIMGPGRVEVHHHEVASC
                     
QLEIGVSFNTLVRKADEVQQFKYAVWNVAHQYAKTATFMPKPMVGDNGSGMHVHMSIS
                     
KDGKNLFAGDEYAGLSEMALYFIGGIIKHARALNAITNPSTNSYKRLVPHFEAPIMLA
                     
YSARNRSASIRIPYVSNPKGKRIEARFPDPMMNPYLGFAALLMAGIDGIQNKIHPGEA
                     
ADKNLYDLPPEEEAKIPTVAHSLDMALEALQADHEFLLKGGVFTKEMLDAYIELKTED
                     VRRLNTTTHPVEFDMYYSL"
     gene            353385..353894
                     /gene="ubiC"
                     /locus_tag="DSM_01105"
     CDS             353385..353894
                     /gene="ubiC"
                     /locus_tag="DSM_01105"
                     /EC_number="4.1.3.40"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P26602"
                     /codon_start=1
                     /transl_table=11
                     /product="Chorismate pyruvate-lyase"
                     
/translation="MRKRQPVLKQEKTLNPELKTWLYASGSLTQQLTELGGGKFSVKP
                     
FKEHFQRLTFADSQWMNMPHTHTSWVRETYLYGSDVEPWVKAKSIFPIQSLQKKARIF
                     
QHIGSKPIGLFLFQRTTPLCDRRIIRLPEGWTRQSCYTWHGCKFIVQETFLPAFEAFL
                     YQQHDKELL"
     gene            353891..354769
                     /gene="ubiA"
                     /locus_tag="DSM_01106"
     CDS             353891..354769
                     /gene="ubiA"
                     /locus_tag="DSM_01106"
                     /EC_number="2.5.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:P0AGK1"
                     /codon_start=1
                     /transl_table=11
                     /product="4-hydroxybenzoate octaprenyltransferase"
                     
/translation="MTTATGTTWRQRLEAYYYLCRFDKPIGTELVFWPTMWALWVASK
                     
GIPNLGILFVMILGVIFMRAAGCAINDFADRKVDGHVERTKTRPLATGVIRAREAVYV
                     
FLGLVLASACLLFFLPIETFYWSFGALFLAFIYPFMKRYTNLPQVFLGAAFSWSIPMA
                     
FTAVGKTPDLTCWLLYFGNLAWTVAYDTQYAITDREYDLKIGVKSTAILFGRYDIQII
                     
ALLQAISLVLIGTALYLENILFPWAIIALVVVAFDFIYQTIKTKDRNPQVCFWAFRHN
                     RWVGLIIFLGIFLNFI"
     gene            354880..356187
                     /locus_tag="DSM_01107"
     CDS             354880..356187
                     /locus_tag="DSM_01107"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKRSKIALAITLSISALFLTACNDDDDDYIGVNPDKTYISEKNY
                     
SQDTLSGAASIKVMTYNMENVQGKTAQATALVMFPKVTQPKDGYRVVVWEHGTVGVGD
                     
SCAPSNNTINPRFKILADTLLAAGYVVIAPDYEGLGTRGMHPYLNLSSEAKSALAAVK
                     
AAKDHYGNQLNGAWMSIGQSQGGHASLGTAEFANNDANYKGAVAGAPASSLGYIISTV
                     
APQAIQDILKKEQAGTVPVGTAVEVYAELLAYAAYTTVGITAYEPKFNYREIFQQRSQ
                     
SIAEFAEGTTGENGVCLTDLHNKFADDIRDFLATNAGKTVLDYPGLAGNFQENPTVKK
                     
FLVDNQPATKKINSPVMIVQGTADMAVPYPVTDALQNGLKKMGTDVTFVPVLGAAHTQ
                     AIVCRNAEIYQFVQSKMPAKTNIVLDPSVIDASKNVECTGIAQ"
     gene            356293..356493
                     /locus_tag="DSM_01108"
     CDS             356293..356493
                     /locus_tag="DSM_01108"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSQQSVEKKSVPWLLMGLGLLIPFLIIGILFLAAKSDAQNKKQY
                     EQQRLEMEKRIAEKEAANSDKK"
     gene            complement(356503..356946)
                     /locus_tag="DSM_01109"
     CDS             complement(356503..356946)
                     /locus_tag="DSM_01109"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1



                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFESSHLFFIILGCLSTCIFLLVCLRPYLFPKQKFFARPVITNF
                     
ETQMFIRLKQSFPSYHVLAQVAFSALITSNDYKVRSQFNRKVTDFVLLDENMEVIAII
                     ELDDPTHLEKVEEDRLRDQMLIEAGYIVRRYTNIPSVRQLQKDIY"
     gene            complement(357002..357077)
                     /locus_tag="DSM_01110"
     tRNA            complement(357002..357077)
                     /locus_tag="DSM_01110"
                     /product="tRNA-Asn"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Asn(gtt)"
     gene            complement(357259..357334)
                     /locus_tag="DSM_01111"
     tRNA            complement(357259..357334)
                     /locus_tag="DSM_01111"
                     /product="tRNA-Asn"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Asn(gtt)"
     gene            complement(357343..357418)
                     /locus_tag="DSM_01112"
     tRNA            complement(357343..357418)
                     /locus_tag="DSM_01112"
                     /product="tRNA-Asn"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Asn(gtt)"
     gene            complement(357565..358191)
                     /gene="sodB"
                     /locus_tag="DSM_01113"
     CDS             complement(357565..358191)
                     /gene="sodB"
                     /locus_tag="DSM_01113"
                     /EC_number="1.15.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77968"
                     /codon_start=1
                     /transl_table=11
                     /product="Superoxide dismutase [Fe]"
                     
/translation="MTTITLPALPYGYDDLAPHISKETLEYHHDKHHNTYVVNLNNLI
                     
KGTDLEGKTLEEIIKATAGDASKAGIFNNAAQVWNHTFYWNSMKPNGGGKPTGAIAAK
                     
IDEAFGSYEKFAEEFTAAATTQFGSGWAWLVADEVNGKLSITKTSNADTPLAHGQIAV
                     LTIDVWEHAYYIDFRNLRPKYIATFLENLVNWDYANAKLAGQPAGVEK"
     gene            complement(358337..359095)
                     /locus_tag="DSM_01114"
     CDS             complement(358337..359095)
                     /locus_tag="DSM_01114"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q57354"
                     /codon_start=1
                     /transl_table=11



                     /product="GTP cyclohydrolase 1 type 2"
                     
/translation="MANLHEIIQWCDQTLKAAEFKDYAPNGLQIEGSTEVKRILCAVT
                     
ASEDAIDAAIAQNADLLLVHHGYFWKGEPYPITGMRGNRIKKLIQNNISLVAYHLPLD
                     
AHPSLGNNIAIAEKLNLQNLEPLDLTEKHPIGNIGYLEQTLSVEEFKAKLQNSFDFKV
                     
IHLPAEKQSIQKVGFCTGGAQDFIAKAALQSCDAYISGEVSERTFYEAKELGVHYFAC
                     GHHATERYGVQRLAQAISKQFAIESEYFELNNPI"
     gene            359289..360464
                     /gene="degS"
                     /locus_tag="DSM_01115"
     CDS             359289..360464
                     /gene="degS"
                     /locus_tag="DSM_01115"
                     /EC_number="3.4.21.107"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AEE3"
                     /codon_start=1
                     /transl_table=11
                     /product="Serine endoprotease DegS"
                     
/translation="MRRTFTWLPWVLLIIVIASFIAWQKYHQPKPTVAVDGVQMPAEK
                     
VEPLVDTSRTGGVVSYSAAVKVAAPAVVNIFTTQKVKQNHPLLSDPVFREFFGNQVPE
                     
QQQQNENSLGSGVIVRADGYILTNNHVIAQADQIVVALHDGRRAEATIVGTDPDTDLA
                     
VIKIDLDKLPVLPFKLSGNEVGDVVLAIGNPFGVGQTVTQGIISATGRSDLGINTYED
                     
FIQTDAAINPGNSGGALIDVAGNLIGVNTAIFSQSGGSLGIGFAIPAKVCQQVLNSIL
                     
KDGRVVRGWLGISLLPPTQDDVLAPKQQVGVVVADVLKNGPADAAGIKVGDKIVQVNN
                     
EPITSASHLINYVALQEPNSEINVLVEREGKQQNYVVTVGERKAQNTQSQYIPLPRR"
     gene            complement(360514..361752)
                     /gene="cca"
                     /locus_tag="DSM_01116"
     CDS             complement(360514..361752)
                     /gene="cca"
                     /locus_tag="DSM_01116"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P06961"
                     /codon_start=1
                     /transl_table=11
                     /product="Multifunctional CCA protein"
                     
/translation="MQVYLVGGAVRDYLLGHPYQEKDYVVVGATPEHMLAQGFQPVGK
                     
DFPVFLHPETKEEYALARTERKSGQGYHGFQFFTDTTVSLEDDLIRRDLTINAIAMDQ
                     
DGKIYDPYGGQNDLENKILRHVSEAFAEDPLRVLRVARFAARYFPYGFQIAPETLQLM
                     
QTMADSGELDALTPERVWKETSRALMENHADIYFQTLRDCGALKHLFPEIDALFGVPQ



                     
RPEYHPEVDCGIHTLMSLQQACKSNYSLDVRFAVLVHDLGKALTPAEELPRHIMHEER
                     
GIKPVTQLCERLRVPTQTKQLALSVCKEHLKCHQIMSLKPGTLWRLLQRLDVLRRPER
                     
VEAFVQACECDAKGRLGLEDRPYPQAQYMREAMQIVRSIKVQDLPENIKGAEIGEMLI
                     QYRIEALAEFKNQHQSLSHS"
     gene            complement(361844..364114)
                     /gene="maeB"
                     /locus_tag="DSM_01117"
     CDS             complement(361844..364114)
                     /gene="maeB"
                     /locus_tag="DSM_01117"
                     /EC_number="1.1.1.40"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76558"
                     /codon_start=1
                     /transl_table=11
                     /product="NADP-dependent malic enzyme"
                     
/translation="MDDQSLKQAALNYHEYPNPGKISVTPSKQLVNQRDLALAYSPGV
                     
AAPCLEIERDPSAAAKYTARGNLVAVVSNGTAVLGLGNIGPLASKPVMEGKGVLFKKF
                     
AGVDVFDIEIAENDPDKIVDIVASLEPTFGGINLEDIKAPECFYIEKKLRERMKIPVF
                     
HDDQHGTSIIVGSALLNALQIVNKKIEEIKIVASGAGAAALSCLDLLCALGVNKENII
                     
VADSRGLLTTSREGLDESKKRYVQDIKATQLHEVMAGADMFLGLSAAGILTKDMVKQM
                     
AENPIIFALANPDPEILPEHAHEVRPDVIMATGRSDYPNQVNNALCFPYIFRGALDVG
                     
ATTINEDMKIACVHAIARMAHVEADAATYGEKSASFGRDYLIPRPLDQRLILEIAPAV
                     
AKAAMDSGVATRPIEDFSAYRQKLSEFVYNSAFLMKPIFAQAKTDPKRIAYAEGEDER
                     
VLRAVQIAVDEDLAKPILVGRTAVIEANIKKLGLRLQHGVNIEIVDQEQNPLYEEFWK
                     
DYYQTMQRKGITVEYAQREARRRSTLIAALLVKFGKADGMLCGTYSSYNIHLDFVRNV
                     
IGLKEGMNNFFTLNALMLEDRNLFIADTYVNTNPTAEQLAEMTILAAEEVRRFGITPR
                     
VALLSHSSFGSDQTDSSAQKMREVYRILSEQAPELEVEGEMHGDAALDENIRHFAFPG
                     
SRFKGSANLLIMPNLDAANISFNLLKATSGNNVTIGPILLGAAKPVHILTPTATTRRL
                     INMTALTVAEIQQQEK"
     gene            complement(364351..367200)
                     /locus_tag="DSM_01118"
     CDS             complement(364351..367200)
                     /locus_tag="DSM_01118"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9I310"
                     /codon_start=1
                     /transl_table=11
                     /product="putative signaling protein"



                     
/translation="MSGLQEEYLQHQTKIEQLRLSIQYIRWYLVSLILLCLISAIIFF
                     
CYFTSYITNFIWSIGFTILTLTCLLFVPKLLTHYRDIHFIKKTDLMLQGICLTSGILM
                     
GINIIVLHFSLPDTLISVSDVHILIALFITSAHIIGLTFLTQQPRYFYLLFIPSTVPL
                     
IIGQFTHSQINQLPFYFAYNLAFVATLLCAYATQRNYQKISQLLFKNKQLVQVAEQHT
                     
QWAEELCVQLQQEVNKSKDIEAQLQFNNHLLEQKVRERTYDLTKMNERLESHHHNLAF
                     
AHETAGIRPWDWDIEKQKLEITFFDQQKQTQNTPLHLKSILERIHPNDRKLFDERLKE
                     
HLEGKSDHFNITFRILRRNGSWRWIHDVGRVISRDPKTNKALRMVGMTRDIHQEKKDQ
                     
EHLRLSAIVLEQAAEGIFILDEKLNYIEVNPYYEKLTGFSKSELLSQQLFNITINQKL
                     
QQQQFHDSITQQLLKTGEYMGQFDEKFTSGKSVYLWLHINAVKDEYNQIINYIGFARD
                     
LTDQKRQEQHLSYLKNYDSLTHLPNRFYYYNQLHQYLVNPSYSFKNLALIRINIDRFR
                     
AFNEFLNNDSGDELLKQFAQRLRLTNINAILVAYLNGDDFAIIYEISPIHPNIEQYCQ
                     
NILQALNAPFYIDEQEYFITASIGVACFPEHGRQIDHLNNHAEQALSEAKRLGGNTIS
                     
YYCNKTTNPYKTADLEQELRKAIQNDEFVVYYQPKINLNDKSIKGFEALIRWQHPEKG
                     
LVMPNMFIPFAERSSLISDIGKVVLDKVGKQLQEWKKAGYADVRVSVNIVAQQIHRGL
                     
LLSDLDEVLDTYHLDGSNLELEITESALLDNTDNVKKLLHSIKERNISIALDDFGTGY
                     
SSLAYLTEYPIDVLKIDRAFVSKIGDQKQEAIVNAMIAMGKSMGLKLVAEGVETEEQV
                     IYLQKQQCDFLQGFFFSRPLHPNQILQYLQTNTHI"
     gene            complement(367335..368057)
                     /gene="rsmE_1"
                     /locus_tag="DSM_01119"
     CDS             complement(367335..368057)
                     /gene="rsmE_1"
                     /locus_tag="DSM_01119"
                     /EC_number="2.1.1.193"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P44627"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribosomal RNA small subunit 
methyltransferase E"
                     
/translation="MNRFFIETELTVGSTIQLTESVFHHWVRVLRAQLQEQATLFNGQ
                     
GGEYLATLTEINKKNAFVTIENFNPVNRNAPFKAILGQVMSKGDRMDYAIQKATELGV
                     
SKIQLLTSERCEMRLKYDRDQKKLDHWQAVAIAACEQCGLNLVPEVLAPISLHEWLNS
                     
SDLPASKFVLAPEKEQKDVLAGIQPELALLIGPEGGLSDNEITQANQAGFMNWCIGDR
                     VLRTETAPVVALSILNYRFLSI"



     gene            complement(368076..368912)
                     /gene="metF"
                     /locus_tag="DSM_01120"
     CDS             complement(368076..368912)
                     /gene="metF"
                     /locus_tag="DSM_01120"
                     /EC_number="1.5.1.20"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AEZ1"
                     /codon_start=1
                     /transl_table=11
                     /product="5,10-methylenetetrahydrofolate reductase"
                     
/translation="MTKRTPISFEFFPPKTDAGAEKLRIVHQELQQLNPEFFSITYGA
                     
GGSTRERTLAAIEDFNGKGTPVAPHLSCIGDDKTRIAELLDLYKAQGIDRIVALRGDL
                     
PSGQVGLGELPYAQDLVRFIREHSGDHFHIEVAAYPEMHPQAESLDSDIQRFIEKVQA
                     
GANAGITQFFFNPDSYFYFIERLDKAGINIPVAPGIMPITNASNLIRFADGTGAEIPR
                     
WIRKQLQAYGDDSESIKAFGHEVVVKLCERLIAGGAPSLHFYSMNQVEPTRQLVVDLG
                     LN"
     gene            complement(368984..370366)
                     /gene="ahcY"
                     /locus_tag="DSM_01121"
     CDS             complement(368984..370366)
                     /gene="ahcY"
                     /locus_tag="DSM_01121"
                     /EC_number="3.3.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA 
sequence:UniProtKB:A0A087WNH6"
                     /codon_start=1
                     /transl_table=11
                     /product="Adenosylhomocysteinase"
                     
/translation="MNAVNASFTDYKVADISLADYGRKEIKLAEAEMPALIGLRKRYA
                     
ASKPLAGAKILGCIHMTIQTAVLIETLVELGAEVRWTSCNIFSTQDHAAAAIAARGIP
                     
VFAWKGETEEEYVWCLEQQINVNGQPWDANMILDDGGDLTALVHEKYPALLERIHGIT
                     
EETTTGVQRLIEMWKDGTLKVPAINVNDSVTKSKNDNKYGCRHSLNDAIKRATDMLLS
                     
GRRALVIGYGDVGKGSAQSLRQEGMIVRVTEVDPICAMQACMDGYEVVSPYKNGVQTG
                     
KKEDINHDLLGNTDLVVTTTGNYHVCDAAMLDSLKAGAVVCNIGHFDTEIDTAYLRGY
                     
KWVEVKPQVHQVYRSEDENNYLILLSEGRLVNLGNATGHPSRVMDGSFANQVLGQIHL
                     
FQEKFADLPASEKAAKIRVEVLPKKLDEEVAAAMVAGFGGVLTQLTQEQADYLGVAVE
                     GPFKSDAYKY"
     gene            370588..371124
                     /locus_tag="DSM_01122"



     CDS             370588..371124
                     /locus_tag="DSM_01122"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MALNIPESLANLEANCGLFAVWMVLQHHGVQIDVAELIKVCRYD
                     
DEGTYTIALAVALKKLGFEVSFHSDHDPNISPSERMSYKEAKILKIPTGPALSYQDIQ
                     
TETHNGKMVIVYYDTLEGVGNQSLIYSIDQNEICFFDSFEPMSAAVFENQRKAEGICR
                     QAVVIGDRNLNIHSTKLN"
     gene            complement(371163..371546)
                     /locus_tag="DSM_01123"
     CDS             complement(371163..371546)
                     /locus_tag="DSM_01123"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSKQDYENGLKVRTEVMGEAFVKRAQENTVPFTQPLQDWINEHA
                     
WGSTWQREGVLPRKYRSLITLAMLTALKSPTELKGHVRGALNNGCTVEEIQETLLHSL
                     PYCGAPATQEAFRAALEVIQDYQQQ"
     gene            complement(371650..374115)
                     /gene="fadE"
                     /locus_tag="DSM_01124"
     CDS             complement(371650..374115)
                     /gene="fadE"
                     /locus_tag="DSM_01124"
                     /EC_number="1.3.8.7"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q47146"
                     /codon_start=1
                     /transl_table=11
                     /product="Acyl-coenzyme A dehydrogenase"
                     
/translation="MIFLLFVLSIVIQLVAIWAIFFFNLNRVAGSVITIAVAILTAFI
                     
LTPWALLLGIPLIALSIIILFKPLRFNLITQPAYKTLANSMPSISTTEQEALEAGTSW
                     
WEKELFMGAPDWSQFEKYPYPTLSPEEQSFIDNEVEVLCSMLDEWEIHHQLKDLPPEV
                     
WQFIKDKGFLGLIIPKSFGGKEFSSFAQSRIMSKIASRSLTAAVSCMVPNSLGPGELL
                     
MHYGTDAQKQQYLPGLAKGEEIPCFGLTSPEAGSDAGAIPDSGVVCYGEYEGAQVLGL
                     
RMNFSKRWITLAPIATVVGLAFKLYDPEGLLGDKTKTEYGITCALIPANHAGVKIGAR
                     
HYPGSPFMNGTVEGEDVFIPIDWIIGGQENAGKGWRMLMECLGVGRGISLPALATAAG
                     
EMSYLTVGAFARIRQQFNISVGKFEGVQEASSEIASDAYMLEAFRYLVTCGLNQGGTP



                     
AVMTAMAKYYATETMRKVVNHGMDIAGGRAIQLGPRNFLALTYQAIPIAITVEGANIL
                     
TRSLMIFGQGSMRCHPYLFEELQLLQSDDKANAVQKFDDLLFKHLAYTFNRGARSFAY
                     
GWTGGSSDAPQSADQFTASYYKTINRFSANFSLVSDMALGLLAGDLKRKEMLSGRLAD
                     
IHAHLFIATAILKYYEAGQKTEAEQLHAKLALQKAFLNIQEAFWGLFDNFPAKLPAAF
                     
IKWICFPLGRVISKPDDELKQQVAELMMEEHPFRVQLKRHVYYSTEPNDVTGRLEHTF
                     
QMLRTIEPLWDKFKKAESKGKFTGLTFEENIAQAIKEGFISESEAQQLLQYNAIRFDS
                     MLTDVFDEKLNKDLPLSNPHQIV"
     gene            complement(374399..375412)
                     /gene="lipA_2"
                     /locus_tag="DSM_01125"
     CDS             complement(374399..375412)
                     /gene="lipA_2"
                     /locus_tag="DSM_01125"
                     /EC_number="2.8.1.8"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P60716"
                     /codon_start=1
                     /transl_table=11
                     /product="Lipoyl synthase"
                     
/translation="MSEHRKPEQGVKLRGAEKVARIPVKVVPTVEVPRKPDWIRVKMT
                     
APEEVQRIKTTLRAQKLHTVCEEAACPNLPECFGGGTATFMIMGDICTRRCPFCDVAH
                     
GRPNALDPDEPRHMAETIANLKLKYAVITSVDRDDLLDGGAQHFVDCIKEARALSPNT
                     
LLEILVPDFRGRMDIALRIMTECPPDVFNHNIETVPRLYKAMRPGSDYQHSLNLLKMF
                     
KEYCPDIPTKCGLMVGIGETEEEVIALLDDLRAHDVDYVTIGQYLQPSKQHAPIDRFV
                     
TPEEFERYAEHGRKLGFSNIWSAPMVRSSYFADRQYYGEPVPEVRRKVDPAKKIAVQA
                     IEA"
     gene            375609..377021
                     /gene="sthA"
                     /locus_tag="DSM_01126"
     CDS             375609..377021
                     /gene="sthA"
                     /locus_tag="DSM_01126"
                     /EC_number="1.6.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P57112"
                     /codon_start=1
                     /transl_table=11
                     /product="Soluble pyridine nucleotide 
transhydrogenase"
                     
/translation="MPRKKEVVSGNFVKYDAVVLGSGPAGEGAAMKLAKAGKRVAIVD
                     
VRDQLGGNCAHVGTIPSKALRQTVSSIIRYQRDPMFQKVGEWKQFTMKQVLRNAHKVI



                     
QQQVDTHTRFYDRNKIGVFHGRAYIQDKNTVLVFSHEGIKETIICKQIVIATGSRPYH
                     
PQGLDFDHPRVFDSDKILDLDYSIQKIIIYGAGVIGCEYASIFIGLDHKVDLINTQQK
                     
LLSYLDDEIADALSYHLREQGVLIRHNEQMDHLETFDDHVVLHLQSGKKIKADAILWC
                     
NGRSGNTEGLGLENVGLVPNSRGQLSVNDQYQTEVENIYAAGDVIGWPSLASAAYDQG
                     
RCAGANMSGEDAKPVRDIPTGIYTIPEISSIGKNEQELTEEKIPYEVGQASFRHLARA
                     
QITGDTVGELKILFHRDTLEILGIHCFGNNAAEIIHIGQAVMHSPNNTLKYFVETTFN
                     YPTMAEAYRVAALNGMNRLF"
     gene            complement(377141..377275)
                     /locus_tag="DSM_01127"
     CDS             complement(377141..377275)
                     /locus_tag="DSM_01127"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTHNAVLLKTIVTFLILALLVLSIVLWKQTPDLFEYFNQAFCAH
                     "
     gene            complement(377265..378479)
                     /gene="oxlT"
                     /locus_tag="DSM_01128"
     CDS             complement(377265..378479)
                     /gene="oxlT"
                     /locus_tag="DSM_01128"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q51330"
                     /codon_start=1
                     /transl_table=11
                     /product="Oxalate:formate antiporter"
                     
/translation="MTKTSHQFSQSLIYMLIGSAIILALSLGVRHGFGLYLVPMSHEF
                     
GWGQHVFSLAIAMQNLIWGAVQPFTGAIADKYGSKVVVTVGGLLYTHGLLLMAFSSSV
                     
LILNLSLGLIIGLALSATSFTVLLSAVGRAAPPEKRSMAMGIASAAGSFGQFIMLPST
                     
LLLLKTVGWSSALMVSALLIALIIPLAWMLKGPSNQTPKAIAQPQLTFKQVLHIARKH
                     
KPFWWLALGFLVCGFQVVFLGVHLPGYLIDHGFDAATGTVFLALVGLFNIVGTYGAGW
                     
LGDRFSKPKLLMALYGSRGIAIIAFLLLPLSTYTVYAFGIIMGLLWLSTVPLTNGIVA
                     
NMFGVKYLSMLSGIVFFTHQVGSFFGGWLGGVNHDLTGNYNAIWLCSIALSILGVIVH
                     FFVNEEAVIHDA"
     gene            complement(378654..380000)
                     /gene="nrtP"
                     /locus_tag="DSM_01129"
     CDS             complement(378654..380000)
                     /gene="nrtP"



                     /locus_tag="DSM_01129"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:B2IZT6"
                     /codon_start=1
                     /transl_table=11
                     /product="Nitrate/nitrite transporter NrtP"
                     
/translation="MSSNINLDAKKATEIKLFSFSTPAMRAFHMTWLAFFVCFFAWFA
                     
CAPLMPVIKGEFDLTKDQIANINIAAVAITILVRLAVGPLCDKYGPRITYTTLLLLGS
                     
IPVFGVAAANSYESFLFFRLLIGAIGASFVITQYHTSIMFAPNVVGTANAAAAGWGNA
                     
GGGATQALMPLLLGAIVMFGVEQTMGWRVALIVPGVMMVIVGVLYWKLTQDCPQGNFK
                     
EVRAQGIEVGSGKKGGMAILMQAARNYRVWILFLAYGACFGIEIFIHNVAAMYYVDQF
                     
KMDLKTAGLTAGIFGLLALFARALGGIISDKVALKKGLDGRTKVLVLMILGEGLFLIL
                     
FSQMNVVALAIISMTVFALFTHMACGATYALVPFIDRNALGGVAGIIGAGGNVGAVAA
                     
GFLLKGVLDIQTCLFILGGLVMVAGCSVILIRFTTEHKEKEKVLFEQALLERNSAA"
     gene            complement(380413..381507)
                     /locus_tag="DSM_01130"
     CDS             complement(380413..381507)
                     /locus_tag="DSM_01130"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MMKKSLFCMTAALFALPTVTSAASPYFSLKDGDGFKRFSVSAGP
                     
LYVKPTGKAQPVFVNTAVKKGEQAQVGDVSIKTVKESMSKDMDPNLSTFFIDFLDKLG
                     
KEKLPAELSGNANIYGLDQWDNPGTGLEADDVTTLGIMTNYFFTDNVSLEIKAGIPPK
                     
VDLQGKGKIYAPLKAQAHPSIELPLIGGIGLPSIDLEKQIFITDLEGHGSAASARAWT
                     
PAFEFQYHFGKTGVNKFRPYIGLGVMYAYFNELEINPEIEKDLVNAGHMIVNIKDGKA
                     
GAALDRLKSSGDPKVNLEASDAIAPVATAGFTYDFNDKWYAVGSVSYAHLKTDTTITV
                     NDAKYGELINAKADIEINPILGYAGIGYRF"
     gene            complement(381712..382539)
                     /gene="map_2"
                     /locus_tag="DSM_01131"
     CDS             complement(381712..382539)
                     /gene="map_2"
                     /locus_tag="DSM_01131"
                     /EC_number="3.4.11.18"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AE18"
                     /codon_start=1
                     /transl_table=11
                     /product="Methionine aminopeptidase"



                     
/translation="MNSTYTAPRRLIKTPDEIEKMRIAGRLAAEVLDMIKPHIKAGVS
                     
TLELDTICRNHIENVQHAIPACVGYGGAPGRPAFQHSICTSVNHVVCHGIPSENKILK
                     
NGDILNIDVTVIKDGYHGDTNMMYIVGGETSILANRLCKVAQEAMYRGMATVRDGSYL
                     
GDIGHAIQKYVESERFSVVREYCGHGIGTVFHDEPQVLHYGQAGTGMRLEAGMTFTIE
                     
PMVNAGVWQTKLLGDKWTVVTKDHKLSAQYEHTILVTKTGIEVLTARPEEDLSRFNQ"
     gene            382749..383501
                     /gene="rpsB"
                     /locus_tag="DSM_01132"
     CDS             382749..383501
                     /gene="rpsB"
                     /locus_tag="DSM_01132"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7V0"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S2"
                     
/translation="MADYNVSMRDLLQAGAHFGHQTRFWNPKMRQYIFGARNKIHIIN
                     
LEHTVPALNDALNFANQLASKKNKVLFVGTKRAASNIIREQAQRAGQPYVDHRWLGGM
                     
LTNWKTLRQSINRLKDLQTQSQDGTFAKLTKREALERTREMEKLERSLGGVKNMGGLP
                     
DALFVIDVDHEAIAIKEAKNLGIPVIGIVDTNSNPDNVDYVIPGNDDAIRAVTLYASA
                     MADAILAGKEYAQSQANAQAKGDDAAKDASEA"
     gene            383639..384514
                     /gene="tsf"
                     /locus_tag="DSM_01133"
     CDS             383639..384514
                     /gene="tsf"
                     /locus_tag="DSM_01133"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A6P1"
                     /codon_start=1
                     /transl_table=11
                     /product="Elongation factor Ts"
                     
/translation="MTAITASMVKELRDRTGLAMMECKKALTEANGDIELAIDNLRKS
                     
GQAKAAKKAGNIAADGAITIVQDGNKAILVEVNCQTDFVAKDENFSNFAHTVAAAALA
                     
AGETDAAKIAELKLADGQSVEEARIALVQKIGENIQVRRAKIVEGEQLAIYKHGLKIG
                     
VVVSYTGDADTGKGIAMHVAAFNPVAVNAEAVPADLIAKEKEIAEAKALESGKPANIV
                     
EKMVTGSVEKYLNEVALDRQMYVIDNEKKVADVLKATGTNVANFVRFEVGEGIEKKAE
                     LSFAEEVAAAQAAAK"
     gene            384580..385062
                     /locus_tag="DSM_01134"
     CDS             384580..385062



                     /locus_tag="DSM_01134"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTNKKNLGIGGIIVLLIAAYLGLDLSGHKNNPTPSSIPANQRTE
                     
TTFSNDGVDTIKAAYERRQSNVQVQGSGRVKAILKEDNDGSRHQKFILILKNGLSILV
                     
AHNIDLAPKIEDLRKGDIVEFNGEYEYNEKGGVLHWTHHDPQNRHENGWLKHNGRIYQ
                     "
     gene            385161..385985
                     /gene="btr_1"
                     /locus_tag="DSM_01135"
     CDS             385161..385985
                     /gene="btr_1"
                     /locus_tag="DSM_01135"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P40408"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional activator Btr"
                     
/translation="MHREQADYLHLRELGGLELLKAHYHQTQFSKHTHEGYCIGVIEE
                     
GAQSFFRTGQLHVAPKGDIILVNADEIHTGSSAVESGWRYRAIYPTPEMLAEVSQDFF
                     
EQGHGAPWFPQAVIQDLGLSQQLCLLFDLLEQKDNFLLKETMYLSTLACLMVRHGKSR
                     
HTFCELPEAYSKVLKVKDLLADMPEKNFSLQELADMVGLSAWHFLRQFKKHVGLPPHA
                     
WLVQARLQKARQLLKQGVQIVMVAQQCGFSDQSHFNRHFKKAMGVTPTQYVASLNL"
     gene            386080..386796
                     /gene="ygaZ_2"
                     /locus_tag="DSM_01136"
     CDS             386080..386796
                     /gene="ygaZ_2"
                     /locus_tag="DSM_01136"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76630"
                     /codon_start=1
                     /transl_table=11
                     /product="Inner membrane protein YgaZ"
                     
/translation="MNTHLNQSIRFSKSRPPHLFLRGVIDILPLSISVIPWAILAGSM
                     
AVHAGLSFYKALAMSGIVFAGAAQLVSLSMVMEGASLLTIYVTIFFLTAQHFIYALTL
                     
RNDISILPLSKRLTLGFLLTDELFAVSVPNEKKHPQYLFGAGLCFYLFWVVFSLVGIL
                     
LATALPNLLNYHLDFSIIAIFVAMIVPMCKGKPVMAGILMTCVSGFVLKFFHIEGAIL
                     ISGLLGMFIAVIVENKMGEK"
     gene            386798..387115
                     /locus_tag="DSM_01137"



     CDS             386798..387115
                     /locus_tag="DSM_01137"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSWLMILGLAAIVFFNRYYFLEPNVKVKLPVLMNKMLNYSAPCL
                     
LSAICIPVIFFENNELRGFLDNPYLYATIFCTVVAFYFKKVLPSVLLSLAFFYFINFL
                     INH"
     gene            complement(387242..387607)
                     /locus_tag="DSM_01138"
     CDS             complement(387242..387607)
                     /locus_tag="DSM_01138"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKSIGEWFDEYSESHQNPINKKIHWVCVPAILFSIIGIIAHFSA
                     
LLTALLVVLTLIFYARLDLVLAVAMAALLVVMAWLIYVLPVGVGFYIALFVFAWIGQF
                     YGHKVEGKNLLSLKICNFS"
     gene            complement(388163..388780)
                     /gene="rlpA"
                     /locus_tag="DSM_01139"
     CDS             complement(388163..388780)
                     /gene="rlpA"
                     /locus_tag="DSM_01139"
                     /EC_number="4.2.2.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA 
sequence:UniProtKB:A0A0H2ZFV1"
                     /codon_start=1
                     /transl_table=11
                     /product="Endolytic peptidoglycan transglycosylase 
RlpA"
                     
/translation="MQLSLKYILALTASLSMAPLHAEMMQSSSLNSDVDGPNANLAAR
                     
VLSKDTQNFNSRFSNINSLSITERSGDQIRRQAIAAKIEIPEDEPSVIEKLNTVASNT
                     
VRKFSQTGMASWYGRQFHGRKTASGETFDMNALTAAHRSLPLNCYIRVTNKDNGKSVV
                     VKVNDRGPFHGNRVLDLSYGAAKRLGITNAGTAKVSIERVDGPTS"
     gene            complement(389071..390072)
                     /gene="mltB_1"
                     /locus_tag="DSM_01140"
     CDS             complement(389071..390072)
                     /gene="mltB_1"
                     /locus_tag="DSM_01140"
                     /EC_number="4.2.2.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P41052"
                     /codon_start=1



                     /transl_table=11
                     /product="Membrane-bound lytic murein 
transglycosylase B"
                     
/translation="MLSQFVNKTLKVLALCTGLISTSHFAQANDFVTHPNYLNFKQKA
                     
MSTYGLSGEQVDAAMNGAKNLPNIINIMTRPGESKPWYDYRSMFLVEGTIQRGVRFKN
                     
QYADALNRAEQQFGVSQAVILGILGVETGYGANKGSFITRDALATLAFGYPRRAEYFG
                     
DELAALIAWTYKEGYPTNSIVGSYAGAIGFPQFMPSNISKYGVDFDGNGHIDLRNSAE
                     
DAIGSIANYLAKQGWQRDQPIGFMARYTGSNPESIIAKDLTQPTPYGALKNQGISPLN
                     
PLVKIDDLDMVNVIQLQDYNGPIYYLTYPNFQVITTYNKSRMYATAVWLLGTEVASR"
     gene            complement(390092..391234)
                     /gene="mrdB"
                     /locus_tag="DSM_01141"
     CDS             complement(390092..391234)
                     /gene="mrdB"
                     /locus_tag="DSM_01141"
                     /EC_number="2.4.1.129"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABG7"
                     /codon_start=1
                     /transl_table=11
                     /product="Peptidoglycan glycosyltransferase MrdB"
                     
/translation="MSPSPQYKFLRQAPRDGLSTAMQPSRWQQLHIDPWLCLFLFLNA
                     
LLGLTVLYSASAQDVGLVSKQAMSFGIGFLVMISLAQIPPKVYQAFSPYFYLFGLFSL
                     
IGVMVFGEVRMGAQRWIDIPGFGSVQPSEFMKIGMPMMVAWFLARKPLPPSFSQVILS
                     
LMLIGVPFLLIAEQPDLGTSLLVLASGIFVLFLSGLSWRMIGAAAACAAIVIPIAWEF
                     
LLHDYQRQRVLTLLDPEADALGTGWNIIQSKTAIGSGGFSGKGFLEGTQSHLHFLPEG
                     
HTDFIIAAYSEEFGLIGVLILVILYSAIIFRTFQIGLQSFHNYGRLVAGAFGLSFFVY
                     VFVNAGMVSGILPVVGVPLPFMSYGGTAIITLMATFGLVMSIHTHR"
     gene            complement(391363..392013)
                     /locus_tag="DSM_01142"
     CDS             complement(391363..392013)
                     /locus_tag="DSM_01142"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPFFGFTPSEGLLNDIQTGIANKNSSEPLYPLRDKIALQLNEEI
                     
IENVLTQLVQHFPASEKRDTAEKLAGYVKSTVAVLLKQLLSKAPNDVVKQSVEFSEKS
                     
LFKDPQGQYKVGVALDAGLVTNLKHNFAELQAGNDINKAALAELYKQFGDAMVRHFMS



                     
DFNKTLDLGMIKRKAADIGAAAVTKAVHIAIDKLIPSLNRTELKAMAEYHDGLFFN"
     gene            complement(392037..392849)
                     /gene="queF"
                     /locus_tag="DSM_01143"
     CDS             complement(392037..392849)
                     /gene="queF"
                     /locus_tag="DSM_01143"
                     /EC_number="1.7.1.13"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9KTK0"
                     /codon_start=1
                     /transl_table=11
                     /product="NADPH-dependent 7-cyano-7-deazaguanine
                     reductase"
                     
/translation="MSVEQSLLGKETQYPTSYQPDVLFPIARAQSREKYAHIEGITQG
                     
KDWWHVFEISWLNAHGIPQVAIGRITLPASSPNLIESKSLKLYFNSLNFTQFDSTQSF
                     
IETVEKDLSAAAGAKVELTLFQVDDLEISKPQGICIDDLMPERLEQHPDATLLKLDES
                     
DEEIEVELYSHLLRSNCPVTGQPDWGTVFIRFKGKKPCYRSLLAYIISYRQHNGFHEQ
                     
CVEQIFADIWQNLQPEKLMVYATYTRRGGLDINPCRVSDLTWMPKPIRLARQ"
     gene            complement(392846..393619)
                     /gene="yadH"
                     /locus_tag="DSM_01144"
     CDS             complement(392846..393619)
                     /gene="yadH"
                     /locus_tag="DSM_01144"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFN6"
                     /codon_start=1
                     /transl_table=11
                     /product="Inner membrane transport permease YadH"
                     
/translation="MNFNQLQIALWTLVRKEVRRFLRIWPQTLLPPAITMSLYFVIFG
                     
NLVGSRIGEMGGVSYMQFIVPGLIMMAVITNSYANVSSSFFSVKFQKSIEELIMSPVP
                     
LHIILWGYVIGGICRGVLVGAIVTAMSMFFTDLFIHNWFVTIYTVLITSVLFSLGGFI
                     
NAVYAKSFDDISIIPTFVLTPLTYLGGVFYAISALGPFWQKLSLINPIVYMVNAFRFG
                     ILGHSDVNVSFSLIIVTLCCAVLYGIAYYLLARGSGMRE"
     gene            complement(393616..394551)
                     /gene="yadG"
                     /locus_tag="DSM_01145"
     CDS             complement(393616..394551)
                     /gene="yadG"
                     /locus_tag="DSM_01145"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P36879"
                     /codon_start=1
                     /transl_table=11



                     /product="putative ABC transporter ATP-binding 
protein
                     YadG"
                     
/translation="MTDALVLRDLSKTYRNGFQALKGINLTVPEGEFYALLGPNGAGK
                     
STTIGIISSLTKKTSGTVEIFGHNLDTHPSLAKQQLGVVPQEFNFGQFEKAFDILVTQ
                     
AGYYGIHRKIAEKRAEHYLEKLGLWEKRNIQARMLSGGMKRRLMIARAMMHEPKLLIL
                     
DEPTAGVDIELRRSMWDFLTEMNENGTSIILTTHYLEEAEMLCRQIAIIDRGVIKEDT
                     
SMKSFLNQLSEESFIFDLAEPIAPLQLNIIGVKFNLIDSSTLEVTMDKAHTLNDLFQL
                     LESQGIRVRSMRNKSNRLEELFVKMVEKNLEGAAK"
     gene            394849..395835
                     /gene="xerD_1"
                     /locus_tag="DSM_01146"
     CDS             394849..395835
                     /gene="xerD_1"
                     /locus_tag="DSM_01146"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A8P8"
                     /codon_start=1
                     /transl_table=11
                     /product="Tyrosine recombinase XerD"
                     
/translation="MASFRQRNNTWRAEISVNGIRESATFDTKAQARAWASKRETQLR
                     
EQSHGKLPDHSFLEAIERYLSEVSVKKKTHENEVKRMAFFKREYKKLCQKQLAKVTTD
                     
DLVQWRDSRLKEVQGATVRREANILASLFTVARKEWKWIKESPMADLTLPPPSKHRDR
                     
RIAQDEIDRLCLAANWDNNVPVNSTQQIIIAFLFAIETAMRAGEIVGLTWDRVYLKDR
                     
YLVLTETKNGTKRNVPLSKRAVELLTLLKGLDKKQVFTCNSQSFDTLWRKLRDRCQIT
                     
DLHFHDTRHEACTRLARKLEVLDLARMIGHKDLRSLMVYYNATASEIATRLD"
     gene            complement(395855..396643)
                     /locus_tag="DSM_01147"
     CDS             complement(395855..396643)
                     /locus_tag="DSM_01147"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNAISNFTFHNDYNVRVQLIDAEPWFCLADVCCVLSVDRTSRLL
                     
RDLDEKGLADCHTPTNGGNQKIKFVNEPNLYRIIFRSNKPEAKQFQDWVFNEVLPTIR
                     
KTGKYEAPKPIEKRNYINNNDMLNIKRLIWCCAGHLDQKQSVSSAIWYSLRNVTGVPS
                     
PAKFEVEHLPLLAQEFNRILSIIEPYLKARYACEEALVKRLLRDREDAQSLLAKLLDE
                     MKAATQDFEKGLQKHLPMVFQGECLNLVERKPCGIDHHEFNRWA"
     gene            complement(396931..397203)



                     /locus_tag="DSM_01148"
     CDS             complement(396931..397203)
                     /locus_tag="DSM_01148"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTAIANIGSNFVVALPPSDIWLNDSQAAEFLGYGDVHFKAAVCC
                     LPTFPKPRYVIKCGQGRRWNLAELSNWLNEQSDDEPKRGRPRKIAK"
     gene            complement(397205..397396)
                     /locus_tag="DSM_01149"
     CDS             complement(397205..397396)
                     /locus_tag="DSM_01149"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSEFNFEQLYLMALMNSKKPKYVLNWVHVSRHGPGATKATEICE
                     YFGIDPEGTDFRKAESKEG"
     gene            complement(397393..397815)
                     /locus_tag="DSM_01150"
     CDS             complement(397393..397815)
                     /locus_tag="DSM_01150"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTDLNKGRELEAQIEVFKKETMELWFVPDLADTYKNKDLFSYSI
                     
MDGEVFFMREQARQLWSFWNKAKAQAVPEKKIYLTCEQLYAAANFGAPNKDPELLETE
                     LTIAWFEEAHSGSGYYVYISEYPEEGAMKLESESGAEG"
     gene            complement(397827..398090)
                     /locus_tag="DSM_01151"
     CDS             complement(397827..398090)
                     /locus_tag="DSM_01151"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKQIELNTISGTSDQIAEEIFKKIIGPMVDEMNSQDKDSAKVFT
                     FSVMWLGMALYAAQFEPHNAKKTIQFSVDQFMQTFDKFSKRPS"
     gene            complement(398100..398996)
                     /locus_tag="DSM_01152"
     CDS             complement(398100..398996)
                     /locus_tag="DSM_01152"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNMLATLNQGIVPQAETAANVLAAQAKAQVEARYMMAMHRPRNW



                     
DAVRQDLLKECRRPSFADNTSTYYKKPVGGRSVTGLGIRFVEVAIRCMTNILVETTMI
                     
FEDEHKEIHRVSVTDLESNTTYPQDIKINKTVERKAIAGRDVVSERLNSEGQKVYEVV
                     
ATEDEMLNKRNAAISKAIRNAGLRIIPGDLQDEAEHLILQTRQSGIKEDPEKYRKQIV
                     
DSFNTIGVKAQNLVDYIGCPLDQCSPAQIDELRAVFGAIKNGETTWQTVIAEKNEQEL
                     SEGKKAPSNDINAVNQAIQQQG"
     gene            complement(398999..399850)
                     /gene="recE"
                     /locus_tag="DSM_01153"
     CDS             complement(398999..399850)
                     /gene="recE"
                     /locus_tag="DSM_01153"
                     /EC_number="3.1.11.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P15032"
                     /codon_start=1
                     /transl_table=11
                     /product="Exodeoxyribonuclease 8"
                     
/translation="MNAPVLVHNMSNAAYHAHSAVSSSQLKTILRSPAHFFAEHMSDK
                     
EHKQTPAMALGTAVHVLFLEPEVFNDEVAIEPIVNKRTNVGKEAIAKFLQDNASKTII
                     
TEEQYQAAAKAAEAMKRHPMYNMILSGGIREASIFFDDEETGLECRIRPDWHVAPETS
                     
EYFPNGLIVDIKKTTDARANAFSRSCQNYDYSLSAAMYINGYKAYYGDEYNPSFLFFA
                     
VEEDDPHESIIYYASDEMLFIGEQKRRSAMLTLLQCKESNEWQGYTKQIQPIDLPLWA
                     KKEFLGE"
     gene            complement(399867..400427)
                     /locus_tag="DSM_01154"
     CDS             complement(399867..400427)
                     /locus_tag="DSM_01154"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNMLALKPELLCPSFPYLDMSTDIQVEGETVYFDLTYGCNVLNC
                     
QIKAETTYDTREVTDQFSGCAHDQEYEVLVVDTRTHAVVTDKDGIESPIGLRFKLTDA
                     
QVHSLNEQLKYYAEELADEEREWCDQVHEKRKLLEAIDVLIRRPASATETTLAEAMAY
                     FKMLIEESTQGQIEVRYSDTTQQLPF"
     gene            complement(400492..401262)
                     /locus_tag="DSM_01155"
     CDS             complement(400492..401262)
                     /locus_tag="DSM_01155"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MDNYKIKVKDEASADEARDLFKKIGYQPDNSSYEPYVGWVAVFE
                     
DGSGSFYRHNMNLDECVEITIAQLRDLVVLKRNDVRDATHRDKLDESIYLTSDKVIYY
                     
WCGEWCKSAINKSNDYEDYIANSLTPITQPQDPALISGAEAKLAWANGVDIQIKNVNC
                     
VNWYDLDESKYNLDIFDNVRVDFRLKPQTIKLELELPKPFEPEVGQEVWFIDDNSKCG
                     YSRSAEYGSDIYSYFGWWRTEEEIKQVVAQLRKIRGAS"
     gene            complement(401255..401446)
                     /locus_tag="DSM_01156"
     CDS             complement(401255..401446)
                     /locus_tag="DSM_01156"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNSKALCLQANPNLYCKPIGAGMFQFYQIFEGQYFFANSANTEK
                     AAWDLALKKLEEDKEPSHG"
     gene            complement(401446..401631)
                     /locus_tag="DSM_01157"
     CDS             complement(401446..401631)
                     /locus_tag="DSM_01157"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTENKYSIKQAFVDGTSGFLLFWVVFFLAVGFLRSCADEQAANE
                     LKAKQNMYVRVQVEGAN"
     gene            complement(401624..402079)
                     /locus_tag="DSM_01158"
     CDS             complement(401624..402079)
                     /locus_tag="DSM_01158"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSEKIMTQKFEIKNRFTEEVLFTCDVPEGMESGMIARHVLESAI
                     
AAGADLSCANLRGANLRDANLRGADLFGAKAAPLIVYGLRWNVIISGLGKMRIGCQEH
                     SVEDWKSFDDARITRMDSEALEFWNQHKSMLLNMCDSYVHPVQEESSND"
     gene            complement(402266..402799)
                     /locus_tag="DSM_01159"
     CDS             complement(402266..402799)
                     /locus_tag="DSM_01159"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIKISLDTNAVLDFCYRNYPEQIFKEIWSSLESSRLANQVKFYM



                     
CEAVLHEIEQKIADYEYDESIFHAFLDRFCVHQIKPNEHGASILGLKQELLKYNASKN
                     
SHHVTKDNYADLDVVSLAHHYGSDACVITCEQRNPFLNWDAKSQGHNMKVPNICEKLN
                     IECGNWSYLFSKLGFLF"
     gene            complement(402802..403875)
                     /locus_tag="DSM_01160"
     CDS             complement(402802..403875)
                     /locus_tag="DSM_01160"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTDMNVSASALANLTKISQSKINKALDEVEVFKLSQLETISKVL
                     
FVPTVYLTTDNFIYERNTPEIIEFRNHIDIPEDRYKENALVQEFCQVRDNFISILSSL
                     
NEEPKAFDLKLSGTNAEEDAQAIIDYFGFYTHSKKIKNSDDYFNAWRDIVELMDVVVI
                     
DRGRDKFGSDGMCLYFDAVPIIAIFSSGQSQSRKLFTLVHEIVHLGLGSSVFDGRLLE
                     
SDNSLEKYCDQVTGYVLAPKNIVADCFNENLTIEENVILIRKQTKASKAAIAIQLKIL
                     
GLINQDQLADYLDYIKPKENGGGFGSKKENMVLKYFGYNFVEKVMSAMWQERISSNTA
                     KNILGFNKTSKPSAFKELQQKVF"
     gene            complement(404080..404295)
                     /locus_tag="DSM_01161"
     CDS             complement(404080..404295)
                     /locus_tag="DSM_01161"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDNSKLPINQIIARINDAAKHGEALVLTAEEVKILSKDIGDKVF
                     IPVLTNEQVVQLVKEGKLEQKINKTKD"
     gene            complement(404316..404978)
                     /locus_tag="DSM_01162"
     CDS             complement(404316..404978)
                     /locus_tag="DSM_01162"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q83BT6"
                     /codon_start=1
                     /transl_table=11
                     /product="putative HTH-type transcriptional 
regulator"
                     
/translation="MATLGENLKAIRKAKKMTQKELAMKSGVKQSVISDLETGNAKST
                     
GSILELATALGVTAEELKKGIVSKFDNNVEPITKKLIPVLSWVQAGTMTSVEAIDPNK
                     
INEWLPPLSADDPDGCFYLRVVGVSNSPRYEEGDYILVNPNYQVCDLIADDLIVVRNN
                     
SDATFKKLVIESDQRKYLQALNPNFHPNIIEFEDGMELVGLVIDAFRPLGGSRPKRVR



                     KS"
     gene            405092..405292
                     /locus_tag="DSM_01163"
     CDS             405092..405292
                     /locus_tag="DSM_01163"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNQWQKMISELREKGLTQTFIAAEIGCSQNYVSDLERGLCGKRL
                     SYDLGRKLENLWKEYCSKQLTA"
     gene            405303..405677
                     /locus_tag="DSM_01164"
     CDS             405303..405677
                     /locus_tag="DSM_01164"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSKVSTELSARARNEVSRVLQALASSNQSQVAEQLGIDPSTLSR
                     
MKNDRKSNGLTELENCLVLLDVLGFKTVLKKYRMISEEKLNALFVMSKAWMESKQTID
                     DLFQDDIEDFGMCFELGYKEKA"
     gene            405718..405900
                     /locus_tag="DSM_01165"
     CDS             405718..405900
                     /locus_tag="DSM_01165"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNYQILADIELNRKISLFQKAVEAYATERSLKNSVAVAEAKSNL
                     ERHYYESYSFAVHKGV"
     gene            405863..406036
                     /locus_tag="DSM_01166"
     CDS             405863..406036
                     /locus_tag="DSM_01166"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNLTALRFIREYEHGVYEGAKYARQYGDLQRLYDASSDEFFIEE
                     INDAYEEFKRSLI"
     gene            406033..406791
                     /locus_tag="DSM_01167"
     CDS             406033..406791
                     /locus_tag="DSM_01167"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MSLDATLWAWKAPVKSATQRLVLVSLADRAGEDFTCYPSAERLH
                     
RDTLLNRKTILKVISDLIELGLVLDTGKKIGNGVRVLKLVGVDGRENQPISTEIGTGT
                     
EIGTGTEIGIPTHPKNGTSTHPNFGIQNLPMNLPKNLPREKDKKSKAKNEYSDDFEKF
                     
WSAYPTCKRKSDKSGTYKTFKKYESEFEIEKLISILEKQKSDVSWTKQDGEFIPSPSV
                     WLNQKQWENEFWFQVNSPVATPDFSNAQLQYGDW"
     gene            406791..408116
                     /gene="dnaB_2"
                     /locus_tag="DSM_01168"
     CDS             406791..408116
                     /gene="dnaB_2"
                     /locus_tag="DSM_01168"
                     /EC_number="3.6.4.12"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACB0"
                     /codon_start=1
                     /transl_table=11
                     /product="Replicative DNA helicase"
                     
/translation="MSTNIQNMTIEQSVLVALMTTSNSLEVVANDLTEEHFYAGRHKI
                     
IYRAIVELANSDMPYDSVFVCKHLQERNLLNDIGGEEYLIELNSAVGSVHHLEYFVAE
                     
LNKLKQHREVENIGLSIAECAKDLTITDVYLAAENLFSSSSNSIEQKQTGFDFNQALE
                     
KTLERFEKKIAQKEQKGFIGVQFNIPHLDNLLGTIEKGHFCVIGGRPGSGKSTLAQMC
                     
AMQTAKRYNMPVLFISAEMDTPTLTNRMISALGHIPYNNLHNGEIYDGMFEKLTATIA
                     
QFRNLPIFIEEKQKPTISEIQSYARKAKRKYKALGCIIVDYIGLIRDPSKKDRVQEVA
                     
SISRDLKAMAKEFDCPVIALAQLNRAAEGHKPVASDLKDSGQIEQDADQIIMVHPLLE
                     KETNAPTGVTELIIAKNRHGKRGSVKVQDRLDICRFVGMSFPVEERGAA"
     gene            408113..408301
                     /locus_tag="DSM_01169"
     CDS             408113..408301
                     /locus_tag="DSM_01169"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTLSEIKFRLITIAEKRKRPYFDMIVVKEVHEAFKNNTYRELKN
                     YVLAEMEVSVLNMVELGR"
     gene            408298..408462
                     /locus_tag="DSM_01170"
     CDS             408298..408462
                     /locus_tag="DSM_01170"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MNYKEMMALRCAYNHGLKTTETRAAACLYIKLRRAGKIEEFKAE
                     SITKRDGEQQ"
     gene            408459..408827
                     /locus_tag="DSM_01171"
     CDS             408459..408827
                     /locus_tag="DSM_01171"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKPEQFIRDWGLPEAKRIINESPEWASEWCMDCKDYINYCDSDV
                     
VSDCESCVSIAGLERLVESLDIISDLDGIDAAKGTLAELIKLDWDEFEHRWIDNWMCT
                     RPRLEQAIRDHESIYGGGDE"
     gene            408820..409056
                     /locus_tag="DSM_01172"
     CDS             408820..409056
                     /locus_tag="DSM_01172"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSKTIFKLIVKFLQFVVVGLSTIGLFYWIFGPAILSDDMSRMFI
                     VVAVLCAGVISHLATTQEIDEWFDEHFKKGASHE"
     gene            409049..409309
                     /locus_tag="DSM_01173"
     CDS             409049..409309
                     /locus_tag="DSM_01173"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSEFKKGDILVNKTAVNTGAIELIYEHKYYFHGFSKDFGIITIA
                     KKKLDRYRKATEAEKQIGHRIDCEVLDKLENHISPNCEVKNG"
     gene            409302..409742
                     /locus_tag="DSM_01174"
     CDS             409302..409742
                     /locus_tag="DSM_01174"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDKCREEFEKQRYWIGLFRTGVDFDVTLGEFGRYISNGTKSTDA
                     
MDLESFNEKWEAWANCWQHQQAKVEELQALYTQQGINMLKLQKRVDAVIIEIENMYLS
                     GAIGFDTVKKLEQALKGDQYDEHRKKAEEAISKGASLTNHRIEL"
     gene            409739..410164
                     /locus_tag="DSM_01175"
     CDS             409739..410164
                     /locus_tag="DSM_01175"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTTFKEAQRVQSQKAARSKRFNRVPTEDQEQMTLMSWAHRVKYG
                     
SGRLSDYLFHIPNGGSRNIIEAAKFKKLGVKAGVPDLQLIVPNGEIHGLWIELKSKKG
                     KLQPSQRLMIQRLEEQGYMCKVCFGADEAIDEIKKYLMI"
     gene            410174..410467
                     /locus_tag="DSM_01176"
     CDS             410174..410467
                     /locus_tag="DSM_01176"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVFYEVGTYEQYEEGFHAFFRTRYEDKAEQVKAWAEEYQARTPE
                     
WPTGETDEKQIQYMDLVRKIDDEFAELIGKKFPISNYSKEMYSILINKAELDD"
     gene            410460..410747
                     /locus_tag="DSM_01177"
     CDS             410460..410747
                     /locus_tag="DSM_01177"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIKGDGMKSKVDVDALKLTLQWQGFFLKGWFEDHWCDLKDYAEA
                     SLKLLLIILRILFSPILIIYVIWQTRKMYEQIASGEVNREKVRNHIKKYGK"
     gene            410758..411219
                     /locus_tag="DSM_01178"
     CDS             410758..411219
                     /locus_tag="DSM_01178"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNAAVNTQLKRKHFSVAINWHEKPIEWHLEQYGSWLLLDDHYFS
                     
LGESSVLGHLIDTANGVVVDRRQRVAPLCKINDEHADAVADMLTHLMQNETTKTKQWM
                     RIVIMFYVEFKSEETIAKKLGVSEFSVARDKMLGMVRLATKYQFKSRIIGA"
     gene            411327..411416
                     /locus_tag="DSM_01179"
     tRNA            411327..411416
                     /locus_tag="DSM_01179"
                     /product="tRNA-Ser"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Ser(gct)"
     gene            411799..412044
                     /locus_tag="DSM_01180"
     CDS             411799..412044



                     /locus_tag="DSM_01180"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNRKQKKAKRLIAKAHTKKQAQIYMTPKEKQDIYEWNTAHNELH
                     EEFMEGFEEPQFIKGFKVGIWLAFCAAIIWIFWHFLG"
     gene            412201..412476
                     /locus_tag="DSM_01181"
     CDS             412201..412476
                     /locus_tag="DSM_01181"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRSTKRLNEIRALPCVRCGYPHSQAAHSNFSEHGKGKGIKADDK
                     YTIPLCHSCHQWFDQYRGMGLVESKEWFDKMLEKTERMLNLKDDKVF"
     gene            412478..412948
                     /locus_tag="DSM_01182"
     CDS             412478..412948
                     /locus_tag="DSM_01182"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MEPRFVIKNHSDINYVIGYLNTNHAKAASEGKPLVVTIKPQSTK
                     
RSLNQNALYWEWMQEIQNKTGQDKEDCHFEFKKKFLIHILRRDDEEYAEMCHAITMLK
                     
QSESEQYEAVANGVIRETSTTRLSTKQFSEYMGLIQAYASKELGVFLRSPDDPY"
     gene            412961..413578
                     /locus_tag="DSM_01183"
     CDS             412961..413578
                     /locus_tag="DSM_01183"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKRPYPPEWVLELSEDMSMNFCPAPEITDWLHQGILNPESNLFN
                     
EDHEHLIEHTGVKFLWAECGFAKQGRDIHGQAEIVAFRASGWQKDRQEAQMIKWFGEL
                     
PKALITLDARYCTDCSDEDFMALVEHELYHLAHKYSSMGPCYDADNNAVLQMRGHDVE
                     EFHGVVKRYGMSRDVQTMVELANDGPTISRASIAHACGTCLLKLA"
     gene            413622..414140
                     /locus_tag="DSM_01184"
     CDS             413622..414140
                     /locus_tag="DSM_01184"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11



                     /product="hypothetical protein"
                     
/translation="MATLKEPVKIFIVQSLACRDTPQEVADAVKQEFGIEIGRQQVAA
                     
YDPTKVRGKDLSQKFVDLFNKTREEFDKGAFDIPIVNKFYRLREIQKMYEKAGKNVQL
                     
RQSLIKLAREESKSDQKDSMSEKAQIELEIKKLELEEIKRRVNPPKEKPPEEDYRLDL
                     KPDEELPNEPIL"
     gene            414124..415437
                     /locus_tag="DSM_01185"
     CDS             414124..415437
                     /locus_tag="DSM_01185"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNLSFSPEGAVELTPKQANIYVWGWQPEARFRDAVCGRRFGKTF
                     
LAKAEMRRAARLAQKWNVSVEDEIWYAAPTFKQAKRVFWKRLKQAIPPSWRFGKPNET
                     
ECTITLKTGHVIRVVGLDNYDDLRGSGLFFLIIDEWADCKWAAWEEVLRPMLSTCKYT
                     
VNGVQRVGGNVLRIGTPKGYNHCYDTWMDGQNGREPDHKSWIYTSLQGGNIPESEIDV
                     
ARRKMDPKTFRQEYEASFETYQGVIYYCFERTFNCTEKVVKEGDVLHIGMDFNVQKMA
                     
AVVYVRDGEELYAVGEFKDLFDTPAMIEAIKAKYQDHEIIVYPDASGDNRKSSNASET
                     
DIALLKKAGFKVQVNSRNPAVKDRINSMNSRLCNTMGERRLYVNLKQCPEFARSLERQ
                     IYDDHGQPDKKAGFDHLNDAGTYPVAYMFPLNKKTVGETSIIGLL"
     gene            415445..416848
                     /locus_tag="DSM_01186"
     CDS             415445..416848
                     /locus_tag="DSM_01186"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTVSTVHPDYAKAMPDWEFMDYALGGERCVKEQGEKLLPKSQGM
                     
IMAEEVDPKNKCIYEAFKQRAEYPEWVRDSKRAMIGLVSKLEPDINIVDSRLKPLIEQ
                     
ATTDGFGLKQLFLRVVEAQLSYARCALMLDFDDSGKPYIALYWAKDGINWKEKTVAGR
                     
TDLTLSVFKEAHDNSEDEFAHNKECFYRALDIIDGKYRSRLFTDDNTVIEETYPGLGN
                     
KTLSFIPVVYVGSMNNTPSIDEMPLMTMAKAAIKYYQLSAEYFQELHLTSHPQPWVSG
                     
VDEDKPLRVTGPMAAWQLPQGGQCGYLEIQGVGIEAKRTAMRDQKNAALEAGARVMDI
                     
GGAESGEARKARQDDQYSTLYGMVITAAEAIEQVIKYGALWLGLSDKDYRFNVKPDFG
                     
SLGFDVNLAKQLYEAVLGNKISMETYWDYIRTGKIPDIEYSQELERIETEMTNSPMTG



                     YVAGVTNGNSDVTTGAT"
     gene            416814..417899
                     /locus_tag="DSM_01187"
     CDS             416814..417899
                     /locus_tag="DSM_01187"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MATQMSQQALLDALVSHQAYLYRLSSTEINNLLTQFDSLSNEMI
                     
SKLRDLLDDLSDAEKTALMSGQYTTPALKEVRTLVQTWQASVASGLLESFTVSATTLA
                     
VYEATYQAKTLTNRKIEPNGKTLFNKAKKTPLSGGVLLDSIFARIADETRVRVEQTIR
                     
DGLSKGQTNQQIVQRIKGKKALNYQDGLLDQSRNQISTMVRTARSHVSNVALNETYQS
                     
IGVKYVKFIATLDSRTSKICMGYSDRVYKKDEPHPVPPLHPNCRSILIPVSDDSGKTI
                     
GMRPFNNKVNGEGEIGVVDSNTTFKGWFDKQDAAFQKSWLGPTRYKLFKEGKYSLDKF
                     IDPLTGQPFTLAELKKLDEEMFKRLGL"
     gene            418218..419024
                     /locus_tag="DSM_01188"
     CDS             418218..419024
                     /locus_tag="DSM_01188"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSEFLKRQLMSLQNQAGADGGEGGSGGQGSTTINFEDPAIKAQL
                     
DQYVEQHVSGLKAKNNELLGKNRSLSDELTNFKSQFEGLDIDAVKGLLQKAGQDEETK
                     
LLAEGKIDEVFGKRTERLKAEHQKLFDAEKARADKAEAYANKFKQSVVKGQIAQAFSA
                     
AQGLPEATDDITALALSKFSLDENGNAVAIDANGDVIIGKDGKTPLTPKEWIEDIRES
                     KPYFFPKPNGAGGQGGNNSGSKNTIKRSEFDAMTPTEKANYIRKGGNVID"
     gene            419037..420191
                     /locus_tag="DSM_01189"
     CDS             419037..420191
                     /locus_tag="DSM_01189"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MANTLTGLTVTIFNALDVVSRELTGFIPAVSSDMTYNRAAKGQT
                     
VTSPVAPAATATDINPGVTPPNDGDQNIGKVDMTITKARRVPVRWNGEEKLALDNNGA
                     
SYNTILRDQFAQAMRTLANEVEADVAGLAIGASRAVGTAGTTPFATNLKDSALALKAL
                     
QDNGAPKGDLQLVIDTTAGANMRTLTQLTKANEANDDSLLRRGVLLDVHGFAIRESAQ



                     
VVTPASGTGASATTNAAGYAIGATSITLASAGTGTIVAGDVITFAGDTNQYVVVGGDT
                     
DVSNGGTITLAKPGLRKAIPAAATAITVAPTSTRNLAFARSAIALATRIPALPEGGDS
                     ADDRMIVTDPVSGLSFEIAIYRQYRQVQYEVSLAWGCAMVKPEHSIILLG"
     gene            420231..420644
                     /locus_tag="DSM_01190"
     CDS             420231..420644
                     /locus_tag="DSM_01190"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSKTVKIKPSHESQGEFVIISVDQFNPSEHELIEGESLPIDESE
                     
VTNDALVPVEQFDELANKLVISEEQLLTAKEELMAFKNDVPAMKARIAELQGDDTPVG
                     ATNENQNPSTENTGDAQASGPKAPAKNNKQSKDQE"
     gene            420648..421040
                     /locus_tag="DSM_01191"
     CDS             420648..421040
                     /locus_tag="DSM_01191"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIEYITVADIDAKLGNDWAGSDSAKARAVMITNVWLTNLKLPDT
                     
TDNQPLKDAILLAAVELIPDTVNGNLYTEVETGVLSETVSAQSGTSVSNTYSATHKTY
                     TASENLALSILKPWLDKGFGNVILLVKI"
     gene            421043..421423
                     /locus_tag="DSM_01192"
     CDS             421043..421423
                     /locus_tag="DSM_01192"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRAKIQSKLGKAFSTKLADAVDTFTCTRKQLVSSNPATGEDTYT
                     
EYVYSGRGVLFGSWAKDLVKPIDYRATDSKAVLLQNEVKDSAGTLVKPDVNDIWVIEG
                     GNYRVVSYGKDAADATWVAQLRKV"
     gene            421423..421704
                     /locus_tag="DSM_01193"
     CDS             421423..421704
                     /locus_tag="DSM_01193"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MINLDDGNLISQAVNQEGVYHAEVRKSTNGPKKVLLDGEECKYV
                     IFADTNKGYLIRHKTTIDGRAVTVGNEPVFEILFGKVEVTFDGMANKTK"



     gene            421679..422101
                     /locus_tag="DSM_01194"
     CDS             421679..422101
                     /locus_tag="DSM_01194"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MGWQTKPSEFIQTVEADLTKKQKDIVIDALQGVVLQSPVDTGAF
                     
RASHRVSINQTDQSFNEAEKDKGGGSTVSKGTSALSRLVPYSVVYIQTNAPYATKIEY
                     GDFTDKPETPKTTGGYSRQAPQGVYGLTFNYIAQKYGG"
     gene            422103..422501
                     /locus_tag="DSM_01195"
     CDS             422103..422501
                     /locus_tag="DSM_01195"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MAMTLDQARQAIITRAMAFTGIEQNRIQYPNGPLISIPVDGLWC
                     
DLNILWGSSIIAGVGDTPCTRRTGVISINCLARPQTNEADITKLADAWLAHFEYFTSG
                     QLEVLQGQVQNLGSNGDFIQYNISINYRVN"
     gene            422668..423150
                     /locus_tag="DSM_01196"
     CDS             422668..423150
                     /locus_tag="DSM_01196"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNAIVKIETPEQAYQVIEQMKEQLKDVKCSLLEMTSMIGDIEKH
                     
EGEFFFNFLKSLSAQGKKQDACMMNTYVMQDVDAGIVKIGKSKNVQARLSAITNISGR
                     
SLKIIATFPKDIEKQLHIKYAEFREVGEWFSLPQSELDDLINEAQPSLDLKIKDEDNS
                     "
     gene            423147..423392
                     /locus_tag="DSM_01197"
     CDS             423147..423392
                     /locus_tag="DSM_01197"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNIQYIVAECRPSTDEDGYADVVINDETYIFTSIEPVESIKEAI
                     LLTIDISRINPDHKHIVLHHESLQKLLNGIHGQELNE"
     gene            423457..423657
                     /locus_tag="DSM_01198"
     CDS             423457..423657



                     /locus_tag="DSM_01198"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MITRIFETTEGHSVSIDVMEDGKCSHDEVEYLKIESLGGPPVWL
                     CSKCGKKLNEKEFLELQQKHLN"
     gene            423764..424117
                     /locus_tag="DSM_01199"
     CDS             423764..424117
                     /locus_tag="DSM_01199"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSNFVFKRGDTFNLNLQLVDMDEALQYPPDDVRRAIDLTGYTFT
                     
SQVKSLADGAVVATLTCAALSQSTQKGWLNVKSGASTAAWPLGLCQMDIKAVVNGVTQ
                     HTDTLIFQVIDGVTA"
ORIGIN      
        1 acaatacact tccagtgttg gcagatggtc cgcatacggt aagtgtgact 
gcaacagatg
       61 tggcaggtaa cgtttcaact ccggtaacag gtacagtgac tgttgatgcg 
acagcaccaa
      121 cacttgcaat tacaactgat gatctggctc ttgcagcagg tgaatcagcg 
aacattacct
      181 tcacattcag tgaggcagtg gcaggctttg atgcgaatga tatcacccta 
gtaggtggta
      241 cattgagtgc attggttacg actgacaaca tcacctggac agcggtgttc 
acaccggatg
      301 gtacaggcac agcaccaagt attgccgtgg ctgatggtag ctacacagac 
cttgcaggta
      361 acttaggtac aggtgatgta cttgatggaa ctgatggttt cgttgtagac 
attgttgcac
      421 cggtagttgg tttcacaaat gtaactacta atgatgatac accaccattg 
actggtacga
      481 ttgatgatcc tactgcgaca gttgtagtga ctgtggatgg cgtggattac 
ccagcaacca
      541 acaatggtga cggtacctgg acgcttgcag acaatacact tccttcatta 
attgatggtc
      601 cgcataccgt aagcgtaact gcaaccgacc ctgcgggtaa tgtatcgatt 
ccggcaactg
      661 gtacggtaac gattagttct tctagtatct tggcctttga caacactgac 
catgcagttc
      721 ttagtccgca accatctctt gtgggtgatg atgtaagtct aggcagtact 
tcttatttag
      781 tacttacatc tgtagcaggc ttagaccttc aacttggtgg taattctcta 
ggatttactg
      841 tcgctgctgg tcatgaaggt gatgttactt tccaatatag tggcttaatc 
gacgcagctg
      901 tactttctga ttacaagtta gtagttcaga agttcaatac aacaactaac 
caatgggaat



      961 ctatacatgg tgatgctaat tcatcattaa ttagcttgca cttgttaggt 
attggtacag
     1021 gaaatgttcc tggtgcagtc cttgatggtt tagatgcggg tcaataccgt 
gccttcttag
     1081 cctacgacgg actgttagga ttgggcgtgt taggcactct ttctgccact 
atggatgatt
     1141 atgatttgtc tgtagcaggt ggatatgaaa ttggtaatgc tgaaggtaac 
gtgattactg
     1201 atccagatcc aacaacaggt caggtcgatc aggtaactgc aaatacttat 
gtttcatcag
     1261 tgaatggtca tccgattgat gctgatggag agacatttgc aggtacttac 
ggaacaatta
     1321 ctttctatca agatggtagt tatgtgtatg taccaaatgc agatggttct 
ggtgtaggtc
     1381 aaactgatgt attcacatat acattaactg actcagtaac tggagcaaca 
ggtcaagcta
     1441 atcttaatat cgtgtttgat tcgattcgtg cagcggataa ccttgttgag 
gttgaactca
     1501 atccacaata tcaattggtg ggtacagaga ctgattcagc attctatggc 
gttctattga
     1561 atgttggaaa tattgttgac ctacaactcc tcacagtaga tacggttgac 
tttactatcg
     1621 gtgctggtca ggaaggggtt gcaacattta acttcaatag cttgattggt 
gcatctgctt
     1681 taggtgacta caatgttgtg ttgcaaaaat acaatgatgt aacaggacaa 
tgggaagcag
     1741 tgaatggtac aggtgatcgt tcattactga acttgacctt gcttggtaat 
acgccaactg
     1801 cgcaaatagg cgggcttaca gagggtgaat atagagcatt cttatcattc 
aatggcttgg
     1861 taggcggagc agtagctgta acattaaacg gcagtgtaga tgtctataac 
ccagcggtta
     1921 ttactggtta cgatgtcgta gcagctcatg gcaacctaat ctctgatcca 
aatacgaatg
     1981 gtgatgttga tatcgctaca cctaacagta ttatcagtga agtcaatggt 
gttgcagtaa
     2041 gtgcatctcc aactgagatt attggtactc acggtacttt actcatctat 
gcaaatggtg
     2101 attataccta tacgccaaat gctgatagtg ctggattagg tcaggttgat 
caatttactt
     2161 ataccttgtt agacccagct tctaatacaa cttcacaagc tacgttctat 
gtacatctag
     2221 atagtaaagt tgtggatatg aattgggatg cagctgatcc accacaacct 
gctactgtaa
     2281 cgattacagc agtggatgac gctgtaaatg ctgcaattgc tgctgagcct 
catctcatcg
     2341 aagatgacag agcattgggt agtgcaactt atcttgcatt gttatcgttg 
gctggcatca
     2401 acctacaagc tcctttacca ttcgtgaata gtactgtgga gttcaatgta 
ggtgctggtg
     2461 aaactggaac cgcaaccttt aaatacagca gtttaattaa tgaaggagca 
ctcggtgatt
     2521 accaacttgt agtacagaaa ttcaatactg ctacaaatcg ttgggaatca 
attaccggta



     2581 gcagtgaagc ttctttactg aacttaagtg tattgggtat aggtgtgaat 
gcgacaccgg
     2641 gagtggttgt tgaagggctt gacgaaggtc aataccgtgc ctttatgaca 
tacaacggcc
     2701 tctatggtaa gagtatcctt ggtacattgt caggtacgat ggatgtttac 
gatccaaacc
     2761 aaattgactt tactggtttg gcatctgaag gcaatgtcat tactggtctt 
ggcgtaggta
     2821 caaatgctga tgctgtaact ggatacacaa ttgttgattc agttactgta 
aacggtgtga
     2881 ctacgaatgt tgatccaaat actggaacaa ttattcaggg tcaatacggt 
acgcttcaaa
     2941 tattcgcgaa tggtgattac atctatacgc cgaataatac gaatgccaac 
ctcggtctag
     3001 tcgatcactt cacttatacg ttggctgatc ctttgggcgg caatataagt 
gcaagtctag
     3061 acttcactat tggcaacagt acgccagtga ttgccgtaga cgaccttgct 
gtagctgttg
     3121 ttaatccaga atatctgcaa attggtaatg atgttgcggt aggtaatact 
acgtatctag
     3181 cattattaac attgactgat aattttgact tccaagctgg cggccaaagc 
gttaacttca
     3241 ctttgactga tgcgacatta aatgatgtaa cgtttaacta cagtgcgctt 
atcagcgcaa
     3301 gcttgttagc tgattatgtt cttgtggtac aaaaatttga tactgcaacc 
aatcaatggg
     3361 tagctgtaaa tggcactgga gatgcggact tactcagttt ggcagccttt 
ggtggaaatt
     3421 cagtgacatt ggaaggtcta gctgctggtc aatatagagc ctatatgact 
tatgctggta
     3481 gtggtgttgg agttagctta ttaggtacat tgtcagttca gaaagatgta 
tttgatgcga
     3541 caaatatcac aggctacagc actcaagttg cagaaggtaa tgttattcat 
gatgtcggct
     3601 taaatggaca cgcagatact gcttctggtt ttagcacagt aactagcgtt 
gaatttaacg
     3661 gcacagcatt tgcggttaat gcaacaggtg tcacaaccat tgtcggtgac 
catggtacat
     3721 tgtcaattta tgctaatggt aactacagct atcaaccaaa tggtgaggct 
gcaagccttg
     3781 gtcaagttga tcaatttact tacaccttgt cagatggtct aaatacatcg 
caagcgacct
     3841 tgtatctcca tattgatagc gatgcagtcg acatgacttg gaatacaagt 
gatccatcac
     3901 aacctgctgt catcacagtt actcctgtag acgcgattga taacgttgtt 
tctgctggtg
     3961 tagatatcgt tcctcaaggt gagcttggtg tagctgtagg ttctgcaact 
tatctagcat
     4021 tggtgggcat tacagagaac ttaaatgttt ccttgttagg aacaccaagt 
gttgcattta
     4081 caattgatgc tggacacgaa gctgatgtga cattcgcata tgctccagtg 
ctttcattat
     4141 cattgtttaa tgactataaa gttgtattac agcaaaaagg tgctgatggt 
gcttggcata



     4201 atattgacgg tggctcaagt actggcttac tcaatattgg tttactaggt 
aacggtggaa
     4261 ttggtgttac tgttccagat ctaggccaag gtgaataccg tgcatttatg 
gtgtacaccg
     4321 gtttaggagt aggtatctta ggtacaatga gtgtagtgaa agatgacttt 
gattacacag
     4381 ttgcgcctac caatacagcg gttgttgcag atggtaatgt attgactgat 
gacgtaacta
     4441 cgttaactac tcaagttacc actgtgacat ctgaagtagt gggtgctcta 
ccacaaactg
     4501 tcggaacaga tacagttata aacggtgcat acggtacatt ggtgatttct 
acaaatggtc
     4561 actacaccta tacaccaaat acaactgatc tgagcgcgat tggtaaagtg 
gattcattca
     4621 cttatacaat tcgtgatgta ttaacagggg caacagatac agcgacatta 
catgttcagg
     4681 ttggttcacc agacgtaacg atcgcatggg atgctgctaa cccagcaaat 
gatggcgtag
     4741 tacaattaac tgctaatcct gatcatgtgg ttacaactac agacttctca 
aatgctgctg
     4801 atctaccagt agatgtggcg agccctgtgg tttctgtaaa cctcatcggt 
tctaattcag
     4861 tagtgtctga tcagtttgta gtaggagctg gaactgttgc taatattgat 
ctatcagcgg
     4921 tttatacagc acaacctcta gcaagtttac taccgacagt aagttatgtg 
atccaaagct
     4981 ggaatggtac agcatgggtg aatacaattt actcaggttc tcaaactgct 
ctaggaagtg
     5041 tggcaactat tcaagcgggt agtgttgcat tccaagacac tgttgagcat 
ttagctgcag
     5101 gtacctaccg cgtacaatat acgctaacag gtgtttcact tggtgcgact 
tcactagata
     5161 caaatgtttc tacaacgaca gttcatctag atacttatcg ttcagattgg 
atcagcggaa
     5221 atgtgttggc aggagacaac atcggtggag tagcggatac aggtatcttg 
tctcatgaag
     5281 gagctaaact ccaagtttgg gataatgcgc aaaatgctta tgttgatgca 
gttggacaaa
     5341 caatcaatac cggtaacggt gtattgatta tgcaatcaaa tggtgaatat 
gagtaccgtc
     5401 caaatgatgt gactacaacc acacaattgg cgtctactga cagtattaac 
tataagattg
     5461 tgtccgtaac tggtaatgtt gaatctcaat ctaccttaac gattgattta 
acacataatg
     5521 attacaatct gctttacaca agtacttctg cgaatgacac attcacaaca 
ggtacgggtt
     5581 cagatactgt gatttaccaa gtgttaaata acgttgctat aggcaatgga 
ggtaatactg
     5641 gtggtaatgg cgtagatact tggactgact tccatgttgg taatgttgct 
acagacaaac
     5701 aggctgatct gattgatatc agaggattac tcgatggagc ccaaacagac 
gccaatattg
     5761 gagagtattt gaatgtcaca gtaagtggtg gtaatacaac aatccagatt 
gaccgtgatg



     5821 ggttaacagg tctattccct gcaaataact tcactacatt gttagtctta 
caaggtgtta
     5881 ctacaacaga gactgaatta cttaacaatg gtcaaattct ctattaacag 
ataattgact
     5941 catcagaaaa agagaaccct agggttctct ttttttattt ttaaacaata 
cgttaaccta
     6001 gctttgcaag agttcatgct atgatgcatt gagaatttta tagaacaaca 
aataacggat
     6061 agggacttaa ttcgagtggc ggtattttta gacttcaaaa gacagctcaa 
gctttggtta
     6121 gaacatatcg ttcaccatgt ttcagacctt caagaagaaa ctattttatt 
tatatcattt
     6181 ggccctaaag atcacagatg tagcgtatgg catagtgaaa aaacagtgct 
tacacaagca
     6241 actctacaat tatttgattt tattgatgat cagttttcgc cagatcaact 
tccagactac
     6301 ataaaaattg atgttgcgta caatttagaa aagcaaagtt ggaaccaaat 
agagcagcag
     6361 gttcatcacc aatttcacaa taatcattac cgcagaggta ttggatttga 
tgattcctgt
     6421 tcggtagctt ttctggagca agaaatatat ggaaaagcca ttattcgggg 
cttaagttat
     6481 gacaagccga acttttttga tgaaacaaat ctgaactatg caattaaaca 
aaaatatcgt
     6541 gcggcaaagc cggaaattag acttcagtca ctacaagaag tgtggacttt 
tgatacctat
     6601 gcaacttttt atgaaaatgg acaatttatt aatttagcga gtcgttacga 
cgcaaatggc
     6661 attagagcca ttaccagcaa taaaaaacag cactttagag acctcattga 
gaagaatgca
     6721 gcgtttttgc aaagccagat tcaagaaaat ggcaaattca tttatggata 
ttttcctgct
     6781 tatgatcgtg atatacggaa ctataatacg gtacgtcact gtacttcgct 
ttacgcgctt
     6841 ttagagactt ttgaagtaca agataaacct gaatactggc ctaaaattgt 
tgcagcaatt
     6901 caatacgcac ttactacttt ctataaagaa aaagatccaa taactgcgtt 
tatgattgat
     6961 ggtaaagaag gggagctaga aattaaatta ggtgcaaatg ccgcagctat 
tttaatgtta
     7021 acgaaatatc aagaaatcac aggaaaagat gattatttaa aatatgcaga 
gaaacttgct
     7081 catggtattt tagaattagt agatccagat ggattaacta ctcatgtatt 
aaattatcca
     7141 aattatgatt taaaagaaaa gttcagaatc atttattatg atggagaagc 
agcattagct
     7201 ttattaaggt tatatcaaat taatcaggat aaaagattat tagacacagt 
taagttaatg
     7261 tttgaaaatt ttattcataa aagatatgaa aaatatcatg atcactggtt 
aagttattgt
     7321 accaatgagc ttacaaaaat atgtcctgaa gaaaaatatt ttatttttgg 
tttaaataat
     7381 tatttaaaac attttatttt tattcgaaat agaaaaacaa catatgccac 
tttattagaa



     7441 atgctaatgg cagcctataa aatggtaaat cgtttaaaag agcaaggcca 
taatgcactt
     7501 tttgaacaag catatatgtc tgagttaaaa aaactgatta cgtttcgagc 
cgaatttcaa
     7561 accacaggtt ttttctatcc ggaaatagcc atgtatatgg ctcgaccaga 
taaaatattg
     7621 catgcttttt atgtacggca tgaccgcttt agagtaagaa ttgatgatca 
ggaacacaac
     7681 ctttctggtt atattgccta cgtaaaagat ttcgaaggag gggagatatg 
agttaccctc
     7741 tatttgaaat taagctgcta gctgctcttg atcatgctca atttgaagag 
gcaatttggg
     7801 catttgaaat tgatggagac atttctacat tattactgat tgattatgca 
ttagaacaat
     7861 ttcatcaaaa aaaagttcaa gctgatgaag tctatcgggt tcctgaacaa 
aaaattaaga
     7921 aaattggtaa acaaaattta ggtctagaaa aaaatgagtc atatacattt 
gccgagctct
     7981 tacaattctt aatttttact caggcaaatg atgttaaaga tgctttaagc 
aatatgctgt
     8041 ttggctctat tgagcaaaca caattgatct tgtctaaaag agcagaagat 
caccaattag
     8101 ctttaagagc acctaatcaa ttaaaaaatc tatttttatt ggtaaaacac 
atttatagct
     8161 atccagctga gctgaaaaaa cttttcttta ttaaaacact ttcttttaaa 
aataaagtat
     8221 atcaaccgat tacgcctttg cttgctcatc cggtactcac ttcggtttta 
tatatctcac
     8281 atacctttag acagatttat atcacttatt ccgaacataa ccggagcatt 
ggttttttct
     8341 cttttctgga tgatattcac cgtctggagc atatggttcc ttactaccat 
tattttcaag
     8401 aggagcatgt ggaggccaaa aaatattctt ctcaaacagg cattatcaat 
attcttggag
     8461 atacctattt tggtgaaatg tataccgaaa agcgtaagtc tagagggcaa 
acagatgcct
     8521 tacagcaata tggatatcat tattcatttg aaaaaataca gcccttttta 
ggtaaaaatg
     8581 acatcaacat cgctaacttt gaagcagtat tttctttaga aaatcaatcg 
ccgttaaaag
     8641 ataaaaagcc atttgtttta aaagcagatg ctaaaaaaac attagaagaa 
tttaagagca
     8701 ttcatctaaa ttatttggtc ttagcaaata accacttgaa agattacggt 
gagcaaggat
     8761 tagcctatac attacatcag ttggatcagg cgagtatttc ttatattggc 
gctggactga
     8821 accaaaaaga tgctcacaat tactttgaaa tcacttttga gactaagcac 
tatgcgattt
     8881 ttaatggtta ttggcataga gacacggcct atctggatta tgacttttat 
gcgataggat
     8941 caagaagtgg agtagcttgc ttaaatggcg ttttacttga acaaataatg 
cgttataagc
     9001 aggctcatcc agaacgcaaa attattgtta tttgtcattg gggtgtcgac 
tttaagccta



     9061 ttacaaaaga ccaaactaaa ctcgcgacta ttcttactca agcaggagcg 
gatctgatcg
     9121 ttggtcatgg tgctcatact attcagccaa tccagatcat caatcaaaag 
cctattgttt
     9181 ttaatatagg caatgcagtg tttaatagtg acggtgaata tgaacagcaa 
aatgctttgc
     9241 catttggctg tatagctaga cttgatttgg caaaagatat cattcgcctt 
taccccattt
     9301 acaccaataa tttacaaaca ttttggcagc cttatcctgt agatactgaa 
gacttctcaa
     9361 aggccagtat ttatatgaca tctttactga cccctgagaa ttacatggca 
tcccaagata
     9421 aattagggag atatcttgaa gttaaatttt aaggatattg gttgtaagtc 
gataaaatgg
     9481 tttgcagttg tactggagta aaccctaaat ttcttaagcc accactgcct 
aatttacatt
     9541 cggcacttgt cataatattg gttggagtac gttttgtagc cttcggggca 
caaacatgtt
     9601 ttagaccaaa tacatgcccc atctcatgca cactaccagc ctgaatatta 
taatttagac
     9661 ggttccaatc taataaaata aaaggtttgc cattattacg aaatgctctg 
cttgttacat
     9721 cttcaaattt ccattttgtt gagtaggcat cataaataaa aacaatgact 
tctttactta
     9781 cagtgcgctt aggaaaacat gtatttacac tggcaggaat agtttcagta 
gaaatgggat
     9841 aaggctggtt aatttgctgt ttcaaatcac aatgtaactt tgagaactct 
tcataaggga
     9901 tataacggtg taatttaaat ttgaaaatct tattattttt atcatctaca 
taatatttat
     9961 ttaaaatctt aatttcctta cgcatttgtt gataattatc aaattttgta 
gcctgaggag
    10021 tattggtagt aaaaacaaaa gtgacgggaa caataggccg accatctgca 
gatatacttg
    10081 gacctctttc tgaaagcaga gggggacgag tagtacaaga aacacacagt 
aaagttccac
    10141 tgatcaacag caatattttt ttcatgcgat tttcccttga gctcatctta 
gagtaggttt
    10201 aattttattc aaaaattttt atatgatatg aataatgtca atgtttatgg 
attccatttt
    10261 gacaactcag tatgaactac atcgacaaat tttagaagtc atcgctttga 
ttccatatgg
    10321 aaaagttgca acttatggcc aagttgctcg tatggcaggt ttacctaaac 
atgccagatt
    10381 agttgggtat gtgcttaaac atcttgaggc agatcatcag gtcccttggc 
atcgtgttat
    10441 taattcgcaa ggtaaaatta gcctaagtaa gtttaatgaa aagggcgaaa 
acgttcagca
    10501 gttaaagctt gaagcagaag gaatctattt attaaatggc aaagtaaact 
taaagcaatt
    10561 tgcttggcag ccttaaaagt attttaaaaa ttgcctgcct tgctacatta 
agctagacag
    10621 gctttttagt tttaacgaac tattaaaacc gggatatgac tttcacctaa 
aaccttttgc



    10681 gcaacacttc ctaatacaag ttttcgtaca cctgtgcggc catgagaacc 
catcacaatc
    10741 agatcagcat taagctcttg tgcagcttga ataatttctt cgtgaacaac 
aaaaccttca
    10801 agtaatttgg tttctacact aagtccttct tgcaaaaatt gttgcttggc 
ttgctctaaa
    10861 atatctagca aatatgttct agtacgctca atcaattcat tggtttgccc 
cgtcttaacg
    10921 taaaggtcag caataatcgg gtcaagtgcc ataacttgta caaccgtaat 
tttactgttt
    10981 aatgctttcc caattttgat cgcttccttc atagcaacca tagaagtttc 
agaaccgtca
    11041 attggtacaa gaatatgttg atataacatg agtttattcc ttattgtaat 
gatgattatt
    11101 tattcaatac tttatacttc ttttcttacg attgaaattc gagcacgtaa 
tcatttgtgt
    11161 ttttaagcaa gaaattcttg caaatatatt ttattcgctc tgtaattttt 
taagatgtac
    11221 tgttaatgca tctatatcat ccgtttgtaa atattcccgc atttttaaaa 
cttgtttttc
    11281 atctaaatca taaattttta aagcaagtag tttttctatt tgctcctgag 
gaaaacggta
    11341 tttaataatt tttgcaggta cgccaccaac aattgtataa ggagggacat 
ctttagtgac
    11401 cacagctcca gttgcaacaa cagcaccttc accgattttt acaccttgca 
taatcattgc
    11461 acgacttcca atccagcagc catctgcaat tatagtgtca ccagcggcta 
aaaaacttcg
    11521 ggtgtcaaag gggaatgtcg atatccagtc tggccgatga agttggttac 
cacccatcat
    11581 aatcacgcat tcagcgccaa aacaaacaaa attaccaata tagagctgat 
caattggctt
    11641 gtcaggagta gaaggcttgt catgtagata tcgcactaca cagcgttcaa 
aaccttgatc
    11701 ccaatatgcc gagtagtaag agtaattccc tttaatatgg atatttggat 
ttttcacagt
    11761 tttggaaata aactcaaatt cacaccaatg gcggactggt gtgttaatta 
gaggagtatc
    11821 cataatttat tatccaaaca aaaatgagcc aaaccatatt aaataaaaac 
ccctcatgaa
    11881 gaggggttca agtgtattac cttagaggta ttctacactt acaacttcgt 
attccacttc
    11941 gccttgagga gtggtaattt ttacttcatc accttcattt ttacccaaaa 
ggccacgtgc
    12001 aattggcgaa tttactgaaa ttttattgat tttaaaatca gcttcatcat 
caccaacaat
    12061 cttataagtc ttgcgttctt cagtatcaag gttttcaatc gttaccgtaa 
caccgaatac
    12121 aacacgaccg ttttgttcta agtctttaac atcgatgact tgtgcagcac 
ccaattttcc
    12181 ttcgatatct tggatacggc cttcacagaa accttgctgt tcacgagcag 
catgatattc
    12241 tgcattttct tttaagtccc catgttcacg tgcttcagca atcgcttgag 
taatacgtgg



    12301 acgttcaaca gttttcagat gttgtaattc tttctctaag gcgattttac 
cttcaggggt
    12361 cattggataa cgttgcattt cggtccctct taagttgaga aaacacagtt 
aaaaaaatga
    12421 aaaagtcccg ccaccgataa ggtggcggga cttatcggaa aaaaattaac 
ctacagttaa
    12481 atcttgcaag cggtatacat ccattggcaa tttcacagca aaggcttggc 
aaaccgcttc
    12541 tgcgccattg atagtcgttg tgtaatacac tttgccttgt agggcagcac 
gacgaatcat
    12601 tgcagagtca tattgagctt gtttgccttc agtagtattg acaataaggt 
gtatttcacc
    12661 atttttcaag cggtcaacaa tatgtggacg gccttcagtt actttattta 
cagattcaca
    12721 ttctaaacct gcttctttaa gtacctgata tgttccacct gttgctacaa 
gtttgaagcc
    12781 atattcaact aatttcttag caatatcagc gatgtatttc ttgtctgact 
cacgaacaga
    12841 taagaacgca tgctttactt caccttcagt tggcaagcct ggtaagcggt 
catttgagcc
    12901 taaaacagcc ttatagaatg cttcaccaaa ggtttgacca acacccatta 
cttcacctgt
    12961 agatttcatc tcaggaccaa gcattgggtc tacgccaggg aattttgcaa 
atgggaatac
    13021 tgcttctttt actgcgaaac gatttggaat aatttcttta gtaaaacctt 
gagactcaag
    13081 tgattgaccc gccatacaac gagcagctac ttttgctaaa gattcaccaa 
tacatttcga
    13141 tacgaatgga acagtacgtg atgcacgtgg gtttacttca agaacgtaaa 
tatcgttgcc
    13201 tttcactgcg aactgaacgt tcattaaacc aactacacca agttcttttg 
ccatagcaat
    13261 tgtttgacga cgcatctcat cctgaatctc tttagaaaga gagtaaggag 
gaatagaaca
    13321 tgcagagtca cctgagtgaa tacctgcttg ttcgatgtgt tgcataatac 
cgccaatcac
    13381 gacatcttta ccgtcagata cgcagtcaac atcaacttca gttgcatcat 
caaggaagtg
    13441 gtcaagaaga acaggtgctt cattagaagc ctgtactgct tcacgaagat 
aacgtttaag
    13501 ctcatcttcg ttatagacga tttccattgc acggccacct aatacataag 
atgggcgaac
    13561 aactaatgga tagccaactt tcgcagcttc agagatacct tcttcagcag 
attttacaat
    13621 gctgttgttt ggttgacgaa gctgtaaacg ttgaatcatt tgttggaaac 
gttcacggtc
    13681 ttctgcacgg tcaattgcat ctggagatgt accgataatt ggagtaccag 
cttcttctaa
    13741 agcacgtgcc aatttcagtg gagtctgacc accgtattgt acgattacgc 
ctttaggctt
    13801 ctctgtacgt acgatttcaa gtacatcttc aagtgttaca ggttcgaagt 
atagacgatc
    13861 agatgtgtca tagtcggtag aaacagtttc agggttacag ttcaccatga 
ttgtttcata



    13921 accgtcttca cgcattgcta aagcagcgtg tacacagcag tagtcaaatt 
cgataccttg
    13981 accaatacgg tttggaccac caccaataac catgatcttg tcacgatttg 
atgggttagc
    14041 ttcacactct tcatcgtaag tcgagtacat atatgctgta ccagattcaa 
actcggcagc
    14101 acatgtatca acacgtttgt aaacagggta aacacccaag ttccaacgtt 
gcttacggaa
    14161 ttgcttttga gaaataccca taaggttcgc aatacgaagg tcagataaac 
ctttacgttt
    14221 gaacgaacgg atattttcag cagtgagatc accaaaacct aaagttttta 
cttgagcttc
    14281 tgtgttgacg atatcttgaa tttggatcaa gaaccaacgg tcaattttag 
ttgcttcaaa
    14341 tacatcatct aaagagaagc cgtgacggaa tgcatctgct acgtaccaaa 
tacgttcagg
    14401 tcccggaact ttaagctctt ttagaatagt ttcttttaca tttgttgcac 
cagcttcgat
    14461 tttctcatcg aaaccgctta cgccaacttc aagaccacgt aatgcttttt 
gtacagattc
    14521 ctggaagtta cgaccaatag ccatgacttc accaacagat ttcatctgag 
tggttaatac
    14581 aggttctgct tgtgggaatt tctcgaagtt aaaacgagga atctttgtta 
caacgtagtc
    14641 aattgatggt tcaaagcttg caggagttac gccaccagtg atgtcatttt 
tcaattcatc
    14701 aagggtgtaa ccaacagcaa gtttggctgc aatttttgca attgggaaac 
cagttgcttt
    14761 agacgcaagc gcagaagaac gagatacacg tgggttcatc tcgatcacaa 
ccatacggcc
    14821 gtctttcggg ttaataccga actgaacgtt agaaccacct gtctcaacac 
caatttcacg
    14881 aagaactgca actgaagcat tacgcatcaa ttgatattct ttgtcagtta 
aggtttgagc
    14941 cggtgctaca gtgattgagt cacctgtgtg aacgcccatt gggtcgaagt 
tttcgatcgc
    15001 acatacgata atacagttgt cgtttttgtc acgaacaact tccatttcgt 
attctttcca
    15061 gccaattaaa gattcatcga tcaataattg gtgagtagga gagaggtcga 
aaccacgttc
    15121 acaaatctct aggaattctt cgcggttata tgcaatacca ccgcctgaac 
cacccatagt
    15181 gaatgacgga cggataatta ctgggaaacc aaagcgagat tgaatttcca 
atgcttcttc
    15241 cattgtttca gcaatggcag cttttggaca ttccaagccg attttgcgca 
ttgcttcatc
    15301 aaacaattta cggtcttcag ctttttcaat tgcttctttt gttgcaccaa 
taagttctac
    15361 gccgtatttt tctaatacac cattttcatc aagtgcaagt gcgcagttaa 
gagcagtttg
    15421 tccacccata gtagggagta ctgcatctgg gcgctctttt tcaatgattt 
gagcaacagt
    15481 ttgccaagta attggctcaa tataagttgc atcagccatt gaagggtcag 
tcataatggt



    15541 tgctgggtta gagttaacca aaataacacg atagccttct tcacgaagtg 
ctttacatgc
    15601 ttgagcacca gaatagtcaa actcacaagc ttgaccaatg acaattggac 
cagcaccaat
    15661 aattaagatg cttttaatat ccgtacgttt aggcattatt cgctccttaa 
ttactgttta
    15721 gatgcttcaa taagttcgat gaaatgatcg aacaaaggtg cacaatcatg 
tggacctggg
    15781 cttgcttcag ggtgaccttg gaagctgaaa gctggtttgt ctgtacgatg 
aatcccttgt
    15841 agagtgccat cgaacaatga tttatgcgtt gcttttaagt tagccggtaa 
tgtttctgca
    15901 tctacagcaa aaccatggtt ttgagatgta atcatcactg taccatcttc 
aagattttgt
    15961 acagggtggt tcgcaccgtg gtgaccatga ttcattttta cagtttttgc 
accagaagcg
    16021 agtgccaaga tttggtgtcc taaacagata ccaaatacag gtaatgttgt 
ggtttcaaca
    16081 atagttttta cagcttcgat agcgtaatca caagcagctg ggtcgccagg 
gccgtttgaa
    16141 aggaatacgc catccggatt aagtgctaat actttttcag ccggagtttc 
agcaggtaca
    16201 acagtgagtt tacaaccgcg gtctgcaagc atacgcaaga tgttggtttt 
gacaccataa
    16261 tcgtatgcaa ccacatggta ttttaactca ggttgagtaa agcctttacc 
taatacccat
    16321 gaaccttcag accattcaaa gcctgtcgga tcacagcact cttttgcgag 
gtctaaacca
    16381 tttaaaccac caaaagcgcg agctttagca attgcttctt cttcagtaat 
attttcgccg
    16441 gcaaggatgc aaccattttg tgcaccttta tcacgtaaaa tacgagtaag 
tttacgtgtg
    16501 tcaatatcag caattgcgac aacattgtgc gcttgcaaat attcacttaa 
tgattgctca
    16561 gaacggaagt tgctatgtaa tagtggaagg tcacgaataa ttaaaccatt 
cgcccatact
    16621 ttatggatac gaccagattc aacgtcttct tcgttgcaac cagtgttacc 
aatatgaggg
    16681 taagttaatg tcacaatttg ttgtgcataa cttgggtcag tcaaaatttc 
ttgatagcct
    16741 gtcatggctg tgttaaaaac gacttctcca gtcgtacttc ccgttgcgcc 
gattgacgtt
    16801 cctttaaaga tcgttccatc tgcgagggct aaaatggcgg gggtgctcaa 
accaaagctc
    16861 ctgaatttcg gctgtaaaaa agcgagtaga cctaaaaaag ataggcgatg 
ttctaaaaaa
    16921 acatgcccct cctcactggt ctgctcgctt gtaacttaac agcgcattat 
acgcatggaa
    16981 ccttaaaaag tctatttatt ttctattaaa aaatttaatt cattgcttgc 
ttttagcaaa
    17041 aaaattcatc cacttgtctg aaattgatac ttttagcaaa ttgtctgaca 
atctggctgc
    17101 tgaaattatc taattcctct tattgtaatg ttagttaaaa aataaacaat 
acgaggaaat



    17161 agcatgagcg ataaccaagt ttcaaaagac atagctgaga atacttcatc 
agtagcagag
    17221 actgtaaaaa cagaagtagc tgaagctaaa gaggccgtag ccaaaacgac 
gactcgggct
    17281 aaaaaagcgg ttagcactaa agctacacag gtaaaagaag ttgtagctga 
aaaaacagaa
    17341 caggtcaaag aagtggctca cgaagcgact tcgcaagtta aagaagctat 
tgcagaaaca
    17401 caagagcaag taaaagctgt aattaatgag accgaagaaa agattgaagc 
tgaaacacaa
    17461 gaattgaatc agaacattca caatcaattt gctcagatta aacaagatat 
tttacagcgt
    17521 cttgatgtga ttaaagctca gttcaatact tcacaagaag gattgaatga 
attaaaaaat
    17581 actttaaaag ctgaaatcaa tgcattaatt gaagatctaa ccaaagtgac 
taaggaactt
    17641 aaaggtgaca ttagccaaat ttctttaaaa cacaaagact ctttaactga 
aagcttaaaa
    17701 cgcactaaaa ataatgcggt tgaagcttgg aacaaagcaa gagatcacta 
aagatttagc
    17761 attaaaagtt aataaaaaaa gcgagaatta atttctcgct tttttgtttt 
ttaaaactca
    17821 tgcagccaat cacgtttatt gtgaaaatca gcatgttttc cactatgctg 
cattgcatag
    17881 tactgcatac catcttttgt ttttaaaaca gcagtcaaac ctagataaag 
gtttgcccat
    17941 tttaagcggt gctgttgcat aaactggctt aagtcaagac ttacatttaa 
cccatagtgg
    18001 gtacgtttga gatgattcaa ttcgatatcg taagcaacga ggggaggcat 
gctttccgga
    18061 tagcgatatt cttcaaactg gtaagtctgc catgcttgag aaggggaaag 
attaatttcc
    18121 cggtagaaat cttcatcatg cacgccaatg aaaatttcaa aacaagtctc 
ttcccacaaa
    18181 aagtcctggc gaggatgagc tgcgacttct tggggccaga taattagttg 
gtttggatca
    18241 cgaatccaaa aacccacatt taatgtatat ggggcttgct gttcaattgc 
gccaacaaca
    18301 gaaacagcat gaaaacgatc aaaagctgaa agttcgtaac ttgccataag 
tagtcaataa
    18361 gttagtttgc taagtgtgcg tgacgaacaa ggttagataa atgttgattt 
tgcttagctg
    18421 cttttttata gagtaaaaca attttaccaa ttttctgtac agcttcagca 
ccagttgctt
    18481 ctacaatcgc atcaattact gcggcacgag cttcacggtc ttcaccagca 
atttttacct
    18541 tgatgagttc atgatcgttt aaagcacgaa gcgtttcttc aataacagcg 
tctgttaagc
    18601 cttgtccacc aatcatgaca accggattaa gcacatgacc aatttgacgt 
aaacgtttac
    18661 gttcatgaat agataaagcg gccattaaaa atacctgatt ttaaaaacga 
cttagtatag
    18721 caaaaaactt aaaatcaaat gtacgaaaaa ctgtataaat aatcgatcaa 
cattattgga



    18781 aaaaaactgt aaaagttatt gagattacgt tacatccgta ctgtaatgag 
agtaattttc
    18841 acgtacaatg agcaatcaga agtttttttg atatttagtg agttatggca 
acacgcatca
    18901 ccaaccaaaa attgtctaaa agtagtcgtg cgtggatgag ggaacatcta 
gacgatcctt
    18961 ttgtaaaaaa agcacaaaag gaaggatatc gtgcacgagc agcgtataaa 
cttcttgaaa
    19021 ttcaagaaaa atataagttg atcaagccag gcatgacagt ggtggacttg 
ggagcagctc
    19081 ctgggagttg gtcacaaatc gctgggaaac tcgttggtag taaaggattg 
gttattgctt
    19141 ccgatatttt acctatggat gctttgccag atgtcacttt cttacaaggc 
gacttcagag
    19201 aagaagctgt atttgaaaaa ttgttaaata ttttaaacgg aagacaagta 
gacattgtaa
    19261 tttctgatat ggcccccaat acatcaggta atagggctgt tgatcaacct 
cgacagattt
    19321 acttgtgtga acttgcttta gactttgctc agaaagtctt gggtccaaat 
ggacagtttg
    19381 ttgttaaagt gttccaaggc gcaggatttg atgagtttcg taaacaagtc 
gttgatagtt
    19441 ttgatgtgtt aaaaacagca aaaccagcag cttctcgggc acgatctaaa 
gaagtttttt
    19501 tggttggaca agggcgtaag aaagcattgc aataaagttt acttgccaag 
ctcctaaaaa
    19561 ttgtgcattt tgtatctttt aggttatccg caagcaagac aattgctgtt 
tttaagacga
    19621 tcggccaagt ttgggcatga tcaaattaga ttgatatggg aataaagctt 
tgagcgatta
    19681 cttcaagaat gccgtattgt ggctaataat acttggtgtt ctgattttaa 
ttttcagtaa
    19741 tatcagtgac cgcaataagc caactgcaat gaaatattca gattttgttg 
cagcggtgaa
    19801 tgctggccaa attaagcaag tcacgattga cggtttaaat attagtggtg 
aaaaaactaa
    19861 cggatctcag tttgaaactg ttcgtccgca agttgaagac actgaactta 
tgccaagctt
    19921 aaacaagcaa aatgttgttg tagagggcac agcaccacaa cgtcaaggca 
ttttgatgca
    19981 acttctcatt gctagtttcc ctgtactgtt aatcattttg ttattcatgt 
tctttatgcg
    20041 taacatgggt ggtggtgcag gcggcaaaaa tggtccgatg agttttggta 
agtcgaaggc
    20101 aaaaatgctt tctgaagacc aaatcaaagt gacttttgct gacgttgccg 
gttgtgatga
    20161 agcgaaacaa gaagttgtgg aaattgtaga tttcttaaag gatcctgcaa 
aattcaaacg
    20221 cttgggcgct actattccac gtggcgtgct tatggttggt cctccaggta 
ctggtaaaac
    20281 gttattagcc aaagcaattg ctggtgaagc aaaagttcca ttctttagca 
tttctggttc
    20341 tgactttgtt gagatgtttg tgggtgtggg tgcgtcccgt gtccgtgata 
tgtttgaaca



    20401 agcaaaacgt catgcgccat gtatcatctt tattgatgag attgacgcag 
taggtcgtca
    20461 ccgtggttca ggtacaggtg gtggtcatga tgaacgtgag caaaccttaa 
accaaatgct
    20521 cgtagagatg gacggttttg aaggtaatga aggcgtaatc gttattgctg 
cgactaaccg
    20581 tgttgacgta ttagataaag cattgttacg tccaggccgc ttcgaccgtc 
aagttatggt
    20641 tggtttacct gacatccgtg gtcgtgaaca aattctgaat gtacatttga 
aaaaattgcc
    20701 ttcagttact ggtgtagatg ttaaagtttt atctcgtggt acacctggtt 
tttctggtgc
    20761 tcagttggca aaccttgtaa atgaagctgc tttgtttgct gctcgccgta 
ataagaacac
    20821 tgtcgatatg catgattttg aagatgcaaa agacaagatc tatatgggtc 
ctgaacgtaa
    20881 atcaatggtt ttacgtgaag aagagcgtcg tgcaactgct taccatgaag 
ctggacatgc
    20941 aattgttgct gagattttac caggcactga ccctgtgcat aaggtaacaa 
ttatgccgcg
    21001 tggttgggct ttaggtgtaa cttggcagtt acctgaacaa gatcagatta 
gccactataa
    21061 agacaaaatg ctaaatgaaa ttgcaatttt gtttggtgga cgtattgctg 
aagaagtctt
    21121 cattcagcag caatcgactg gtgcttcaaa tgacttcgaa cgtgctacaa 
aaatggctcg
    21181 tgcgatggta acgaagtacg gtatgtctga caaaatgggt gtgatggttt 
acgaagatga
    21241 aaaccaaaat ggattcttcg gtaacgtagg tagccgtaca atttctgaag 
cgactcaaca
    21301 acaagttgat caggaagtac gccgtatttt agatgaacaa tataaagttg 
ctcgtgatat
    21361 cttggaaaat aataaagata tcgcacacgc aatggttaaa gcgttgatgg 
aatgggaaac
    21421 tattgatcgt gaccaaatcc gtgacatcat ggaaggccgc gaacctcaac 
cacctaaagt
    21481 ttatattgct gaaaatccgg tatcagcatt tgagccacca aaagatggtc 
catctactcc
    21541 gccgccatta ccagcgatga attaagttaa ttaataaaaa agccacagtc 
atgtggcttt
    21601 tttatttgtc ttaactttgg ataaagctga aaagaaatcg acagcatgta 
aagcttactt
    21661 gctaaaatag ccgctgattt tgaaccggag ctttttatgc agttaatatc 
tttaccaaag
    21721 cagattttac agtgtggaca gcttcaatta gatttatctc agccccatgt 
tatgggtatc
    21781 ttaaatgtca ctcctgattc tttcagtgat ggtggcaaac ataaccaatt 
agaccaagcg
    21841 gttgaccatg cacttagtat gattgagcaa ggcgcgacta ttattgatat 
tgggggggag
    21901 tctacccgac ctggtgcttc agaagttgca gtagaagaag aagtgcgtcg 
tgtggtacct
    21961 gtcgtcgagg ctttatctca ccataacgtt attttgtcga tcgacacgag 
tcagccagaa



    22021 gttattcgcg cagcaaaagc agcaggggca catatctgga atgatgttcg 
tgccttaaca
    22081 cgtcccaatg ctttaaaaac tgccgtagag ttagatatac ctgtagtaat 
tatgcatatg
    22141 cgcggtgaac caacgacaat gaatcagttg gatcagtaca ctgatgtaac 
actcgatgtg
    22201 atgcaagagc tgcaacagcg cattgatgag gctttggctg ctggggtaaa 
aaagcacaat
    22261 attattgttg atcctggatt tggctttgcg aaaaatgctc agcaaaattt 
aaaactatta
    22321 aaagaatttt ggaaacttaa tgaacttggt tatccaattt tatctggcct 
ttctcgtaaa
    22381 cgtttcatag gtgaagcttt acaaggcgct cctgcagatc aacgtgctgt 
gggaagtgta
    22441 actgggcatt tgcttagtat tcagcaggga tcatccattg taagagcaca 
tgatgtaaag
    22501 gaaatgcatg aagcaatttt agtttggaaa gcggtgcagc aagcttaaat 
aatgacgtta
    22561 taaaattgga ctcactcagt gctcattaaa atagagtgga tgagtgagtc 
gggtaaatat
    22621 ctcgtgattt ttacgaaaat atgttataag cggcaagttt ttgctgttgt 
gtaaactttt
    22681 gtatgtttga agacttactt ctcccaatgt ttgatgatga atattatcca 
gatattttgg
    22741 tcgctgaact caagcagctt attgagcaat ttgctaaaaa agttcaaaaa 
cctgctttag
    22801 ctgagcaaga tatctatcga tatgctcatc aaactgtaaa tgaaattaat 
gaaatgaagc
    22861 cacagttcga agatctagat tcatcgcttg atgatagtgc tgctgattat 
attgctgagg
    22921 caatgatgat ggtggtacaa gatgcaggat atttagatct ggaaatggaa 
gagttggtaa
    22981 tgaatcgaga gtggtgatta ctctcgattt tcagaatttt tgagagcttc 
taataaatga
    23041 catgtctcgc ctaaatgaac ttcgtctatt ttctcaattt ttaaaattaa 
atttccattc
    23101 tgctgttcat ttacttctgc caatacgctg acccaatagt ttttttgttg 
ctgctgtagc
    23161 tctttaaatt gagtaaatat ctcttgaggg gcttcaatta gatagtcatc 
ttgagtaata
    23221 gagcagcgta caaagtgcca atcattattt ttgaacaaga ttgtaccgtt 
aaatatatct
    23281 tcggcatttg caaagggtat aaaaaagagt agagcggata taaatattaa 
tattctgatc
    23341 atggcattat tttcatcagg cataaaaaaa ccagcttacg ctggattctt 
tatggcacca
    23401 aattcaatag ttgaaaatgg tgcccggggc cggactcgaa ccggcacgct 
ttgagggcgg
    23461 gggattttaa atcccctgtg tctacctatt tcaccacccg ggcatgtgcg 
caataataga
    23521 ggacaagtgc gcgattggca agagaaaaac agagagtttg ctttattttc 
aatcagttct
    23581 tatcagtatt tctataaatt aaccaattta tgtcatgatt tgttcatcaa 
actgagatca



    23641 gttgttcatc ttctctactt aagtttaaga cactcattgc ttaaaactta 
ggtaatttta
    23701 tgtcagagaa aatttcacgc cgagaattaa ttcaaaaaag tctactcggt 
tttggggctt
    23761 tatctatacc tgttgctttt acaggttgta atgatggctc agatgatgaa 
agcccagaaa
    23821 tacaagtaga ttttcttcat ggtgttgcaa gcggagaccc actacaagat 
aaagttattt
    23881 tgtggacacg agtaacaccg acagactctg gggtgcgctt aaaagttgta 
tgggaaattt
    23941 caaccgataa tcagtttaaa caaaatttaa agacgggaat ggttgaaaca 
agcaagactg
    24001 atgactttac agtgaaagtt gatgcagctg ggttacaagc agatacggtg 
tactactacc
    24061 gttttaaatt tggtaataaa gtttcaccgg ttgggcagac gaaaacatta 
ccaacatcca
    24121 ccaataaagt gagctttgca gtatgttctt gttctaacta tcctgcgggt 
tacttttatg
    24181 tttatcgtga aatggcaaaa cagaatgttg atgtcattat tcacttgggt 
gactatattt
    24241 atgaatatgg ggcagatggc tatgcgacag aagatgcaac caagttaggc 
cgtaatttac
    24301 ctgccgataa taataaagaa attattaaat tagatgatta ccgcaaacgt 
tatgcgcttt
    24361 atcgtcaaga taaagatttg caagcagctc atcagcgcca tccttttatt 
gtgatttggg
    24421 atgaccatga gttggcaaat gatgcttggc gtgagggggc ggaaaaccat 
caaagtaatg
    24481 aaggggcttt ttcggaccgt aaattagctg ctctacaggc ttattttgaa 
tggatgccaa
    24541 ttcgtccagt ttctagtaca gatcatttaa atatttatcg ccagtttaat 
tttggctctc
    24601 ttgttcagtt aaccatgcta gatacgcgta ttattgcgcg tgataagcag 
cttgcatatg
    24661 cagactacat gacaactaca ggtttggata ttgcaaagtt tcaggcagat 
ttaactaatc
    24721 cggtgcgtac tttgatggga tatacgcaaa gagattggtt ggtcgataaa 
ttaaagcaat
    24781 ctacagcaac atggaatgta gtagggcagc aagttttaat gagtaaaatg 
tggattccag
    24841 ctgagttgtt ggcgtcttta gggcaaatta cttcaggagg aacttcgcct 
gaggcgcttg
    24901 ctaagatgaa tgcacaaatt accgagttgg tcgctttaaa acttcgttta 
caacaaaatg
    24961 atccgacatt aacagcccaa gaaaaagcaa gaattatgac ggtttcacca 
tataatctcg
    25021 atgcttggga tggttactat gctgagcgag agtttgtgta cgataaattg 
gcagagttta
    25081 ataaaaagat cattgtgtta gccggggata cacataatgc atgggcatct 
tatttatata
    25141 gccagaaagg gaaatatgtt ggagttgaat tagcgacgag ttctgtatcg 
tctccaggtt
    25201 tggaaaaata tttaagtatt ccactgactc agcttcaaca gtttgaattt 
gcttttacta



    25261 cattaattga tgaattggtt tattgtaatt taaatcaacg aggatacttg 
ttggttactc
    25321 tagatcaggc gcaagttcat tctgagtgga gatttgtaga ttcaattaaa 
aataccgaat
    25381 atcagataga ttcaagtaga caaaacgata ttgtattgga tctgaatttg 
atgccgttaa
    25441 aacaaggtca aaagacggct taaaattaaa aaatagaggg ttacatagta 
gccctttttt
    25501 taggcataaa aaaaccagct tacgctggat tctttatggc accatattca 
gtaattgaag
    25561 atggtgcccg gggccggact cgaaccggca cgctttgagg gcgggggatt 
ttaaatcccc
    25621 tgtgtctacc tatttcacca cccgggcttt accaaatttg gaggcggagg 
tcggaatcga
    25681 accggcgtcc acggagttgc agtccgctgc atgaccactc tgccaccccg 
cctgcatttg
    25741 gtgatgcaca tattagcaac ctttacaaaa aaaacaatac tgttttgagc 
gaagatgcac
    25801 ataaaaacaa catctagaat aaaattgtcg aaattatcat gtattattgg 
cacattaaat
    25861 tcatgtctac cttggagatg tgctgtggca ttggttttag acggtcgtgc 
attagcaaag
    25921 caaattgaag aaaatttgtt ggtacgtgtt gaagctttaa aagcgaaaac 
aggtcgtacc
    25981 ccaattttag cgactatttt ggttggggat gatggtgctt ctgcaactta 
tgtacgtatg
    26041 aaagggaatg cctgccgccg agtaggtatg gattcattaa aaatcgaatt 
accacaagaa
    26101 accacaacag aacaattatt agctgaaatt gaaaagctta atgccaatcc 
agatgttcac
    26161 ggtattcttt tacagcatcc agttcctgca caaattgatg agcgcgcatg 
ttttgatgcg
    26221 atctctttag caaaagatgt agatggcgta acttgccttg gttttggccg 
tatggcaatg
    26281 ggtgaagctg catatggttc agcgactcct gctggcatta tgacgattct 
taaagaaaac
    26341 aatatcgaaa ttgctggcaa acacgcggtt gtagttggcc gttcagcaat 
tttaggtaaa
    26401 ccaatggcaa tgatgttgtt acaagcaaat gcgacagtaa cgatttgtca 
ttcacgtaca
    26461 caaaacttac ctgagcttgt gaaacaagct gacattattg ttggtgctgt 
aggtaaagct
    26521 gaacttattc aaaaagactg gattaaacaa ggtgcagttg ttgtagacgc 
tggtttccat
    26581 ccgcgtgatg gcggtggtgt aggcgatatt caattacaag gtattgaaga 
aattgcttct
    26641 gcttatacac cagtaccggg tggtgttggt ccaatgacca ttacaacttt 
gattcgtcaa
    26701 actgtagaag ctgctgaaaa agctttaggt taatttaatt tattcacggc 
ggcgtcctac
    26761 cgtttaacgc aaatgttagg agctcgtatg ttacttttct ttcgggatga 
gtagcgaatg
    26821 ctacgcaaga ccaaaacggt tgcactaatt aaagcagtgg aattgaacta 
acgtattttt



    26881 agtaactagc cactatcatg ctttaagcta ctgttttagt cttgctcgcg 
atgcagatga
    26941 tcaaatagta attataaatt gttgagctta tttatgagct gcacctttca 
actgtccaaa
    27001 gcccctgaac atttacttca agccttacat gaagtcattc ctcattgtga 
attaatggca
    27061 caacagttgc cagaaactcc aatttcttta tggttgattc cacctgtttt 
tccaactgat
    27121 cgattggatg acgaagttat tcgccgtatc tggaatgaca cgccgtattg 
gattttctgt
    27181 tgggcatcag gcttggcgat ggctcagtgg atacttgcag agccacacca 
tgttaaagat
    27241 aaagtggtgt tagatttcgg agcaggttct ggtgtagtgg caattgctgc 
aaaaatggca
    27301 ggagcaaaac gcgtaatctg ctgtgatatt gatcaggtta gtttaaatgc 
ttgtcgtgaa
    27361 aatgctttac ttaatgatgt agaactcgaa tatttggatg atttatataa 
ggctgaacaa
    27421 gtcgatattt tacttgctgc cgatgtgtta tatgaccaat gtaatcgctt 
tttcttagac
    27481 gaatttttaa aatttgcacc agaagtatgg gtagcagata gccgtgttaa 
aaactttagt
    27541 catccaaaat atgaaaaaat tgaagaaaga agtgcaacaa cttggccaga 
tctggatgaa
    27601 gcgaaagaat ttagaaatgt aagtttttat aagacgctgt aagagaacag 
cgtctttttt
    27661 tatgttatga acaagtataa cgaacgactt ttaatgtact tggacgtgct 
tcaagtgctt
    27721 ggcgtgtcgc ataatcttca ccattattta agctaggtgt atttgataag 
ccaaaagaag
    27781 cgcgggtttc acctagttga attccgtaat gctcatcttt agctggatta 
ggaatttcat
    27841 tgatgcttaa aattgataat ttataaactt tctgagcacc taacacattt 
tgacaagcgc
    27901 gttgcaattt acgctcatca agttgctggt tactacgacc agctaaagtg 
taagctaaag
    27961 tcgctgaagt ttttgtttgg ttttcaatct ggtagccagt tgaaccatta 
tattgtcgag
    28021 gcgtagtctg acatgcagtt aaaatgaaca tactacttaa tgccaaacat 
agaatacttt
    28081 tattcatcag tatcgtcctt attttcttat atgaagtatc tcataaaata 
gaaacgttgt
    28141 tggagcttat tcactaagtt agagctaaca ttcacttatg atattagctc 
taattgaagg
    28201 attttaatgt tctttaattt ttgaatgatg cttggtgtct ttcatgaaga 
tataaatcag
    28261 caatgaaatg aaaatcatga tactgacgta aataaagaac caagattcgt 
gcccggcttc
    28321 tttaaaactt aatgcaaaaa actcggctgt accaccaaat aaagtattcg 
caattgcata
    28381 aggtaatgcg acacctaaag ctcgaatatg tgcagggaaa agttcagctt 
tcactacagc
    28441 attaattgat gtgtagccgg ttaccataac cagtccacct aaacatagcc 
agaaagcagt



    28501 ccagtagtta tgcgtgtttg caagtgtatc aaacaaaata taagtgaata 
aaacacctgt
    28561 aaccccgaag gcgatcataa gcggtttacg gccaattcga tctgataagg 
cacctgccaa
    28621 tggctgtaag cacataaaga tgaataaggc taaagtggta atttgagtag 
cctcaggctt
    28681 ggtaaaacca gaagtattca ctaaatattt ctgtaaatag gtggtgtaag 
tataaaaagc
    28741 taaagtacca ccagcagtta ggaataatac agtgaaggct tctttagggt 
aatgtttaaa
    28801 taaagcaaac attcctgatt tcggctgatc tgtttctgct tgagcgtttt 
taaaggattg
    28861 agtttccaat aagccacgac gaatacggaa cactacaata gctaaaaggg 
ctccgatgaa
    28921 aaacggaaca cgccatcccc agtcatgcag ttgttcttcg gtgagtatca 
tttgcaagat
    28981 gagtagtacg cataaagctg taagctgtcc tgcaattaaa gtgacatatt 
gaaagcttga
    29041 gaaaaaacca cgtcgatctt tttctgccat ttcacttaaa tacgttgcac 
ttgcgccata
    29101 ttcaccgcct acacttaagc cttgaattaa acgtgcaata accaaaagca 
atggagcaaa
    29161 tacgccaata ctttcgtagg agggggtaac agcaatcagt agcgaaccga 
tacacattaa
    29221 agtaacggaa agcgtaaggc ccgctttacg tcctttacgg tcagaataga 
tccccataat
    29281 ccatgcgcca atgggacgca taaggaaacc cactgcaaaa atagctgcag 
cttgaagaag
    29341 ttgtgcggtt tgacttcctt ttgggaaaaa tgcatgagca aaatagagcg 
taaatgcggc
    29401 atatacatac cagtcgtacc attcgacaag gttaccggca gaaccgccca 
aaattgattt
    29461 tagacgggtt tttgtatcta aattagaatg tggagttgtt gcggtagaag 
gttgatcaac
    29521 catgattcgc tccatgtttc gcttgggttg aatgctaaaa aagagaagat 
ttattccgtt
    29581 tttacatatt atctacagga gtatttcact ttattttttt tatgtctgta 
aaacaatgtt
    29641 tattatttaa gcaaaggaat aagttgaata tttatgtgat ttcaaattag 
gcgatcagca
    29701 tatttttatc ttctaatttc aatatttttc ttattacttt tttccatgca 
gtaaaaaatt
    29761 gataaagaat gggtaatgtt tggacgaaga aaccctatgc cacttaaaaa 
taatgatata
    29821 ttccaaagaa aattttaaat aaatacagtt aggcatgatg tttttgcatt 
gtgggctaga
    29881 tgtgtgtgga aaatgaaagg gacattcaga tgtcaaattg cccgaaaaaa 
tatattgtcg
    29941 cttttgatca gggaacaaca agctcaagag caattgtttt agatcatgat 
gcgaacgttg
    30001 tcagtattgc tcaaagagaa tttacccaga tttaccctca gccaggttgg 
gttgagcatg
    30061 atcctatgga aatttgggca actcaaagtg ctgtatgggt cgaagcattg 
gctcaagctg



    30121 gcatcaagag tgaacaagtt gcggcaattg gaattacaaa ccaacgggaa 
accactattg
    30181 tctgggacaa aaaaacagga aggcctattt acaatgcgat tgtttggcaa 
agccgacaaa
    30241 caacggaaat atgcaatcaa ttgtataaag caggttggca agaatatatc 
cgtaagacca
    30301 ctggtttagt cattgatcca tatttctcgg ccacaaaaat taaatggatt 
ttggatcatg
    30361 ttgaaggcag ccgtgagcgt gctgaacgag gagagctatt attcggtacg 
gtggacacct
    30421 ggctcatttg gaaactaact aatggtgctg ttcatgtcac tgattttacc 
aatgcatctc
    30481 gaaccatgct gtttgatatc gaaaagcttg agtgggatga aaaactttta 
caagctttag
    30541 atattcctag agcaattttg ccggaggttc gtagttcatc tgaagtttat 
ggatatacac
    30601 ataccattag tggacaagaa gtagggatcc caattgccgg aatcgcgggt 
gatcagcagg
    30661 ctgcgctttt tggtcaaatg tgtgttgagt cgggacaggc taaaaatacc 
tacggtactg
    30721 gctgttttct actcatgaat acgggtaaaa agattgtccg ttcagagcat 
ggattactca
    30781 caactattgc ctgtggtgcg agtggtgagg tgaactatgc cttagagggt 
gccgtattta
    30841 acggtggttc ttgcgtacag tggttacgtg atgaattaaa ggttattaag 
aatgctaagg
    30901 attccgagct ttatgcaaca cgtgtaaagg ataataatgg tgtatatgta 
gtacctgctt
    30961 ttaccggatt aggagcaccg tattgggacc cgacagctcg cggcgcaatt 
tttggtctga
    31021 cacgtggggc tagtattgaa catattatcc gcgcaactct agagtctata 
gcctttcaaa
    31081 ctcgggatgt tttagatgcc atgcaacaag atgcagaaga agagcttcgt 
acactccgtg
    31141 tcgatggagg agtaacggaa aataatttct tgatgcaatt tcaggccgat 
attttaacga
    31201 caccggtaga gcgtccaata atgaaagaaa ctacagcatt gggtgcagct 
ttcctagcag
    31261 ggttggccac tggtttttgg caagatcttc atgagttaag aaataaatct 
gccatagaaa
    31321 aggtttttga accgaaaatg ccttctgaac aagctgaact catttataaa 
ggttggctaa
    31381 aagcagttaa gcgtagtcaa aattgggcag aggattgaac tttttcttaa 
ttaattgaat
    31441 tcaacagtag ggtagtcaat ggatagttaa atgctagagg atgcaaaatt 
gattattcta
    31501 cttttttgat tgttgtttca tcaatttgat gttttaattt ttataagatc 
aacaataaaa
    31561 agaacatgag aaatgaaagt acaacctaat gattattcaa aaatatatga 
tattgctgta
    31621 attggtggcg gtattaatgg tgttggtatt gccaatgatg cagcagggcg 
cggattatcg
    31681 gtatttttat gtgaaaaaga tgatttagcc agccatacct catctgctag 
cagcaaatta



    31741 attcatggcg gcctacgtta tttagaacat aaagaattca ggctggtcag 
agaagcatta
    31801 gcagagcgtg aagtattgct agctaaagcg ccacatatta ttaaaccaat 
gcgttttatc
    31861 atgcctcatc gaccccattt acgccctgca tggctaattc gagcaggtct 
atttttttat
    31921 gatcatttgg gaaaacgaga aaaattatta ggatcaaatc tcatttattt 
caaagaagac
    31981 agccctttaa aaccagcgat aacacgtggt tttgaatatt ctgactgtac 
tgtagatgat
    32041 gcgcgtcttg tggtgttaaa tgcactacaa gctaaagaga aaggggcaaa 
agtcgttaca
    32101 cgtacacgtt gtgttaaggc ttatagacaa caggaattgt ggcatctgga 
gttacaaagc
    32161 ggagctgagt tttatcagat acgtgcgaaa gctattgtaa atgcggcggg 
accttgggtt
    32221 gaagaaatta ttagtgaaaa tctgggatta agttcgcctt atcaaattag 
gcttatacaa
    32281 ggaagtcata ttgttgtgcc aaaattatat gactgccata aggcctttat 
tatgcaaaac
    32341 gaagatcgac ggatcgtttt tgcaattcct tatttagaaa aatataccct 
cattggtaca
    32401 acagatcagg aatacacagg tgatccacaa aaagtagaga ttactgatgt 
ggaaattgat
    32461 taccttttga cagtgacaaa ttcacatttt aaaaagcagt tgacgcgagc 
tgatattgta
    32521 agtcagtact cgggtgtgcg tgctttatgt gatgatgagt cggataatcc 
atctgcaatt
    32581 acacgcgact atactttggc tctacaggca gaagataaaa ccacaccatt 
gctctcagtg
    32641 tttgggggca agattacaac ttaccgaaag ttagccgaag ctgctttaga 
acatctggct
    32701 ccttttttta atgacatggc agaggagtgg actgcagatg aagcattacc 
tggcgccgaa
    32761 aactggacaa ccctagagga tttaatcaat cagattaaaa cacgtgtaag 
tggaatttct
    32821 gactcacttg ccaaccgttg ggctcatgca tatggcacaa gagtgtggaa 
tatgcttaaa
    32881 gagcgaaatg ctgtagaaca attgggtcaa cattttggcc atgatttgtt 
tgagtgtgaa
    32941 gtcagatatt tgtgtgaata tgaatgggct cacacagcag aagatatact 
ttggcgcaga
    33001 tctaaattag gtttggcatt tgatgaaaaa caggtaaaag ttttagaagc 
ttatttatca
    33061 gaacgtcgat taaaagatga tgccgcataa taaaaaaaag gtcgcacatg 
gcgacctttt
    33121 ttatatagag caattagaag ccagttttta cagcttcaag taaagctgct 
tgacgttctt
    33181 ttaatgcttt aggtaagcgt tcgccaagtt tattgaataa ctcagtgtgg 
ctttcaattt
    33241 cagtaaccca ttggtcttta tcttgatttg tgatgaggtc aaattgttct 
ttagtgaact
    33301 cagtaccttc ccaattcaag tcttcatatg ttggaacaaa accgataggt 
gtttcaacag



    33361 cgttcgcacg accttcacaa cgatcaatga tccactcaag aacacgcatg 
ttttgaccaa
    33421 aaccaggcca tacgaagttg ccttccgcat cacgacggaa ccagtttacg 
ttgaagattt
    33481 ttggtaattt gttgccagaa gcttcagctt tttcacttac tttcgcacca 
aggtttaacc
    33541 agtggtcaaa gtagtcagcc atgttatagc cagcaaatgg aagcatcgcg 
aatgggtcac
    33601 ggcgaacaat accttgttga ccaacagcag cagcagtagt ttcagaaccc 
atagttgccg
    33661 ctttatatac accgtcaacc cagtcgaaag cttcagaaac taaaggtact 
gtatctgcac
    33721 gacgaccacc gaagatgaat gcagaaattg gaacacctgc tgggttttcc 
caatcagcat
    33781 cgatagatgg acattgacct gctgcaacag tgaaacgagc atttggatgt 
gctgcttttt
    33841 cgccgtttac gtgaggttga cctttccagt tagttaggtt ggctggaact 
tctttagaaa
    33901 gaccttccca ccaaacttga ccatcgtcag ttactgctac gtttgtatag 
ataacgtctt
    33961 tgtgaagagt tgccatacag ttcgggttag ttttggtatt tgtaccaggt 
gctacaccga
    34021 agaaaccagc ttcagggtta atcgcatata agcgaccatc ttcacctggt 
ttaatccaag
    34081 caatatcgtc acctacagtt tcgattttcc aaccttcata acctgctggt 
ggaattaaca
    34141 ttgcaaagtt tgttttacca caagcagacg ggaatgcagc agcgatgtag 
tgtttttcac
    34201 cttgagggtt agttacacca agaataagca tgtgttcagc taaccaacct 
tgttcgcgtc
    34261 ccatgacaga agcgatacga agagctaaac attttttacc aagtaacgcg 
ttaccgccgt
    34321 aaccagaacc gaaagaccag atttcgcgag tttctgggta atgaacgata 
tatttctctg
    34381 ggttacaagg ccaagcaaca tctttttgac cttcagcaag tggagcacct 
actgtatgta
    34441 cgcaaggaac aaactcgcca tctgtaccta atacgtcata aactgcttta 
cccatacgtg
    34501 ccattttgcg catgctaaca gctacataag gagagtcagt taattcgata 
ccaatgtgag
    34561 caatatggct acctaaagga cccatagaga aaggaacaac gtacatggta 
cggcctttca
    34621 ttgaaccttc aaataaacca tttaattttt cacgcataac agctggatct 
tcccagttgt
    34681 ttgtcgcacc agcatcttct ttattttgag agcagatgta agtacgatct 
tcaacacgcg
    34741 caacgtcaga tgggtcagaa tttgcaagat aagaaccagg atgtttttct 
tggtttaatt
    34801 tctgcatggt gccgttagcg atcatcaagt cgattagacg ttgatactct 
tcttcgcttc
    34861 cgtcacacca ttcgattttt gctggtttgg ttaagtttgc aatttcttca 
acccatgcta
    34921 taagcttagg atgacgaacg aattctggtg cgttcactgt ggtcatggtg 
aggcctattc



    34981 aaaatatgta caacgtacaa gtcattcatt gggatacaat gaaagatcaa 
ataaaaaagt
    35041 ggctgtatta aagcataaaa tcataaaaaa aataagacta aagactaact 
agcagatatt
    35101 tggagttttc tttatttttt aatgaaaatc atatgtttat atgtttttat 
aaggtttttg
    35161 cttttatatt tttatgttat atgtatgtta tttatctaaa ttattttgtt 
taaaatcaat
    35221 gaattagtct tgaaaaattt ttttgagaat tattattgat tatacaaatg 
aagctcattc
    35281 aaaatttaca taaagagact tttaataggc gattttatat acaaaataga 
ataaagaact
    35341 gactttacga taataaaatg cggcctttga aacctctttc aatcatctat 
aacgaaaaat
    35401 caggatttca tgcttcaaaa catgaagacg tctatgagca gctcatgact 
gtatttacag
    35461 aatatggttt tgaaatacaa gtatttgaat taaatgaaaa tacattattt 
gatgatttga
    35521 taaataatgt tattcatcga cattcacaaa atgaaaatac aggagtggtt 
gttgcggcag
    35581 gaggagatgg tactttaaat gcggttgcaa ctaaacttaa aaatacttct 
attcccatgg
    35641 gaattctgcc tttagggact tttaattatg ttgctaaagt tttagagatt 
ccgttagacc
    35701 ttttagaggc agcagaggtt attgcaacag gtaaacctag gtcagtacat 
gtagcagtta
    35761 ttaatgatca tatttatcta aataatgcca gtttaggttt atatcctctt 
tttatcaaaa
    35821 aacgcgaact ctacaataaa tatttaggaa gactgccttt acatgcctat 
acctcagctt
    35881 tagatgtttt attgagagaa aataaatcaa tgaagctttc tataactgta 
gatggcaaga
    35941 aatacccagt taaagcgccg cttattttct ttggaaataa ccaattgcaa 
ctatgtgata
    36001 tgaagctcag aattgcagaa tgtgcagcac agggaagagt tgctggagtt 
gtaattacaa
    36061 aaagtgataa gctgagttta ctaaatatgc tttggcaatg ggttcaaggt 
aaagttgaag
    36121 atgcacaaga tgtatatagt ttttgtgctg atcatgtcat tgttgaatgt 
gcaaagaaaa
    36181 ccaaactcac agtggcctta gatggagaaa tcatagagat gaaacctcct 
ttaaatttca
    36241 ctgtagaaaa aaatgcttta aatattatgg tgccgaatgt tactacatct 
gtctgattta
    36301 cactttggga cagaaaaaaa agagtgttta gaggcaataa gtgatttttg 
tattcagcaa
    36361 cagcctgaag tgattgttgt gagcggcgat attactcaac gcgccaaata 
tgaacaattt
    36421 tttaaatgtc gacagtattt agatagcctc aatattcctt atcttgtggt 
gcctggtaac
    36481 cacgatatac ctttgtatca tgtctggaac cgtttttttt ctccatttac 
ccgttatcga
    36541 tatttttttg gtgaattaga gccgacttta gaaactgaac atttttatat 
tgttggggtg



    36601 aatagtatac gtcgtcgtta tcatacgcgt gggcatattt cgattgaaca 
aattcaagct
    36661 acttatgagc gcttagacag aggacctaaa aataaaataa agctagttgt 
ttttcatcaa
    36721 cccttttata cgccccctga taataagcat ggaataaaag attgtccggt 
tctgggtaaa
    36781 atcgctttag aaaagtggag tacaactggt ctatttggaa tgttacatgg 
gcatctccat
    36841 aaaacagcta tatatgattt aactcagatt tattctctaa aaatagatca 
tcctattttt
    36901 gatatacatg caggtacagc aacttctact cgcttatatc atcataatcc 
aaatagcttt
    36961 aatacaattt caaatgaagg aaaaattcaa cattattggt ttaattacga 
tttaaagatt
    37021 tttcaattaa tttaatttat aaaaattcta taggacactt aacttatgag 
tagattgata
    37081 aaattttatc cattacaatg cttaagctaa aaattctata tatggggaat 
aggaaaacat
    37141 tttaaatgtt ttatcatttt aaaaaataat attaatacat aaaaagattt 
tgactatata
    37201 aaaagccgtg ctttttaact agctacaata tggatttagt tttttatgtt 
ctttaataat
    37261 attttattaa aatgagtctc tatttgactt aatattttag aaaaacttaa 
taattattta
    37321 aaatttcatg gtggaaaaat ggtacaagta tcattaatgg caaataatgc 
ttcaaaaaat
    37381 aatacagttg atattaatgt tggccaaaca aaaaatattg tagtagatcc 
gaaggtaatc
    37441 gcaaaaattg atattaatcc agaaagaatt gcttcaataa caagagatgg 
taatagtgca
    37501 gttattcatc taaaagatgg gactgaaatt gttttagaga acttttttat 
tagtgaaaat
    37561 ccacaaattc ttttaaatga agggcagact tattggactg ctaatttagc 
tgaagatgct
    37621 acaggacaga ccactgttaa ttatttagaa ttaaaagaga taccaaaata 
tatagatgct
    37681 tcatcttctg tacctatctg gtcttgggtt gttagtgctt tagctggtgc 
agggacagtt
    37741 gcattattat ctcagcaaga cgccaaagat aaaacacctc cggaaccagg 
taaattgtct
    37801 ttccaaaatc ttttagattc aggggagtta acacaagatc agatcacgaa 
tgataacaag
    37861 tttaatttaa aactcagcgg acaggaaaag ggaagtagcg taacgtattt 
aatctctacc
    37921 gatgaaggta aaacctggca agagacgaca ttaaatcaaa aagatttagc 
tgacggtatt
    37981 tatctttata aagctgtagt gacagacgct gctggcaata cctcggaaac 
ggctgtacaa
    38041 aaagtggttg tggatactac cgcgccgcaa gcaggtgaac tggctttatc 
tgacttgagt
    38101 gatacaggtg tttcagtaac agatcagatc acgcaagata aaaacttcaa 
tttaaagctt
    38161 gaaggacagg aaagcggcag ccgagtaaca tatttagttt ccactgatga 
aggaaaaact



    38221 tggcaggaaa ccacggtagt ccaaaaagat ttggctgacg gtgtttacca 
atataaagct
    38281 gtagtgacag acactgccgg caatacctcg gaaacggctg tacaaaaagt 
ggttgtggat
    38341 actacccngg aaaaacttgg caggaaacca cggtagtcca aaaagatttg 
gctgacggtg
    38401 tttaccaata taaagctgta gtgacagaca ctgccggcaa tacctcggaa 
acggctgtac
    38461 aaaaagtggt tgtggatact accacaccac aagcaggtga actgactcta 
tctgacttga
    38521 atgatacagg cgtttcagta acagatcaga tcacacaaga taaaaacttc 
actttaaaac
    38581 tggaaggaca ggaaactggt agccgagtaa catatttagt ttctaccgat 
gaaggaaaaa
    38641 cttggcagga aaccacggta gcccaaaaag atttaactga tggtgtttac 
caatataaag
    38701 ctgtagtgac agacgctgct ggcaatacct cggaaacagc tgtacaaaaa 
gtggttgtgg
    38761 atactaccac accacaagca ggtgaactga ctctatctga cttgaatgat 
acaggcgttt
    38821 cagtaacaga tcagatcacg caagataaaa acttcaattt aaagcttgaa 
ggacaggaaa
    38881 ctggtagccg agtaacatat ttagtttcca ctgatgaagg aaaaacttgg 
caggaaacca
    38941 cggtagtcca aaaagatttg gctgacggtg tttaccaata taaagctgta 
gtgacagaca
    39001 ctgccggcaa tacctcggaa acggctgtac aaaaagtggt tgtggatact 
accgcaccgc
    39061 aagcaggtaa actcacttta tctgatttga atgatacagg tgtttcagca 
acagatcaga
    39121 ttacgcaaga taatagtttt actttaaagc tagttcaacc gattgtgatt 
ggggaacaag
    39181 ccgctttact agaccactat gaagtttcaa aagatgaagg aaaaacttgg 
caagagacaa
    39241 cagctgatca aaaagattta gctgatggta tttaccaata taaagctata 
gtgacagacc
    39301 tcgcaggcaa tatctcagaa tctgctatac aaaaagttgt tgtagataat 
tccttaaatg
    39361 ttgaatcaac cacagtgatt gtaaagccga ttactgaaga caatacaata 
agtctagttg
    39421 aaaaagatca agttatttct ataagacttg aaatagctaa tttacccaca 
gatttaaata
    39481 gctcactgac atcagtaaat acgacattag acaatgttac ttataatttt 
cattttgatg
    39541 aagtcacgca agaatgggtt actgaaattc cagcagagtt tctttggtca 
gtagagccgc
    39601 aaaccaatat atcaattgat attagtctta ctgatcaagc tggcaataca 
gccattatca
    39661 cacataccca aaattataat gtggatccta ctccgaattc accaacccta 
gattcattga
    39721 ctttcaacaa tatagatgga gctatcattt caggtagtgc atataaagga 
agtaaggtcg
    39781 atatctacaa taaaaatggt gattggcttg caagtacaat aactaatgaa 
gaaggtaaat



    39841 ttactttaca agatctttca attaactcaa atcaagaagt ttacgcagtc 
gctacttata
    39901 atggttatag cagtgaaaat tcatcaattg ggttagttac tgaagttcca 
gctattagta
    39961 ttacacgaat tagtccagaa ggcgtgatta gtggttatgc gactgaaggt 
agtcatttta
    40021 ttgtaaaaga tcagaatgga aatattttac aagaatttaa ttctaatgta 
tttgatagct
    40081 ctggtattac accatttagt gtaatggcat taggcgaagt aagaccattt 
attttgtccc
    40141 tcgatcagcc tttagaggaa ggggctcaaa ttattatctc tacagataaa 
gataatattt
    40201 caggccatcc acaatatatt actgcagact atactccagc agtattttta 
gaaactccac
    40261 aatttgatat tagtggtgaa actttatcag tacatgttaa tgaacctaac 
agctttattc
    40321 gtgcattttc tggagaaggc aatttaattg ctacaggttt taccgatgag 
caaggctttg
    40381 caagtttaca ggtgttccaa tttttaaaag aaggcgaaac ggttactgta 
caagtagtag
    40441 ataaaaatca aaatacgagt gaaaccctaa tcgaggttcc aaactttgct 
tatattccac
    40501 atgttgaacg tattacacaa gaaggcttaa tttctggagt tgctgaagat 
aatagtacgg
    40561 taattgtacg tgatgctgat ggcaatgaat taggaaaggt tacattaggt 
gatgataata
    40621 gttggagtga ctttagtcat tttagcttga gtgtaaaccg ccctttaatt 
gatggagaga
    40681 aaatttccgt tcaaattatt gataataaag ggttaatgag tcctgagcaa 
aatatcatcg
    40741 tagatctgac tcctccatct gctccaacgg agttaaattt caatgatgct 
ggtgatttag
    40801 tttatggtca tgcagaacct ttctctgaaa ttttagttaa agatgggcaa 
ggaaatattc
    40861 ttaataaatg gttttggaat aactggaccg atgagagtgg aagtttctca 
atagaactag
    40921 gtacattttt aacaaatgct gagacagttt atgtcacggc taccgatgta 
aatggaaatg
    40981 taagtttagc agctcagata caggcgccta actatgcttt tgccccccat 
gtagatagct
    41041 ttacttcgga tggcgtgata agtgggcaag ctgaaaataa tagtactctc 
actgttaaag
    41101 atgccaaagg tgacgttgta gctgaaatta aagttggtga agataacggt 
tggaatggat
    41161 caagttattt taaactccag cttgatcgtc ctcttgtcga tggtgagcag 
tttttcttat
    41221 caattaagga tgcacgtggg caagtaagtg ctgatactgt aattaccgct 
gatacggttg
    41281 ctcctacacc agccagcaat ttagttttct cagaagatgg ttcatatctt 
acgggtgtag
    41341 cagaactgaa tactacgatt caggtttttg atcataatgg tcagctagtg 
aatatatgga
    41401 ataacaccat taactctgac ggtacattca ctatttactt aggtagtaac 
aatttacatg



    41461 gagaagcatt cacagtcact gttaaagacc aagccggaaa tgtgagtgag 
gctatttcaa
    41521 taaacgcgcc acttgacgat attgcaccga atccaattaa aaatatttta 
cttgatgcaa
    41581 atggccaaaa ctttacagca caagcagaag caaatagtca gatcgaagtt 
tttgattcat
    41641 tgggtaatca gacaggttgg ggttctacag atagtgcagg taatgcttct 
ggttctttca
    41701 atcaaactta tttacacggt gaggaactca cttttgttgt tatagatcga 
gcaggtaatc
    41761 gcagtatcga atttaagcaa aatgctttaa ttgataccat tgcaccaaat 
ccgattgaaa
    41821 atatcatctt caacgaaaat ggccaaagtt ttacagctca ggcagaagcc 
ggaagttcta
    41881 ttgatgtatt agatcagact ggaaataaga ttggttttgg ttacaccgat 
agctcaggta
    41941 atgtatctgg ttattttcaa caagtttact tacacggtga ggaacttact 
tttgtcgtga
    42001 tcgatcgagc aggtaaccgc agtgcagagg tcaagcagag tgctttgaat 
gatgacgtcg
    42061 caccaaatcc gattgaaaat attgtattag atctcaatgg ccagaacttt 
acagctcagg
    42121 cagaagcaaa tagccaaatt gaaatcaaaa ataataatgg tgacgtcgta 
ggttatggat
    42181 cagcagatag tgcaggtaat gtttcaggat atttgtatca agtgcattta 
catggcgaag
    42241 agctcacttt tattgtagtt gaccgagcgg gtaaccgcag tacagaggtc 
aagcagaatg
    42301 ccttgattga tgatattgcg ccaaatccga ttgaaaatat tgtattagat 
ctcaatggtc
    42361 aaaactttac agcacaagcg gaagcgaata ctcaagttga agttagaaat 
gctgcaggtg
    42421 aggtcgtagg ttctggttat gtagatggcg ctggtaatgt gtcaggttat 
ttatatcaag
    42481 tctatttaca tggagaagag ctcacttttg ttgtcgttga ccgagcgggt 
aaccgcagta
    42541 cagaggtcaa gcagaatgcc ttgattgatg atatcgcacc aaatccgatt 
gagaatattt
    42601 tacttgatgc gaacggacag aactttacag ctcaggcaga agcaaacact 
caaattgaag
    42661 tcaaaaatac tgctggtgaa gtcataggat ctggttcaac cgatagcatg 
ggtaatgttt
    42721 ctggttactt ctatcaggtc tatttacatg gtgaagaact cacttttgtt 
gtagttgatc
    42781 gagcgggtaa ccgcagtaca gaggtcaagc agaatgcctt gattgatgac 
attgctccga
    42841 atgcgattga aaacattatc tttaatgaaa atggtcaaaa ctttacagcg 
caagcagaag
    42901 caaatagcaa agttgaagtt aaaaatgctg cgggtgaggt tgtaggtact 
ggttatgtag
    42961 atagtgctgg taacgtcttg ggttacttga atcaagttta tttaaaaggt 
gaggaactca
    43021 cttttgttgt gattgatcaa gccggtaatc gcagcgttga agtaaaacaa 
acagcctttc



    43081 tcgataatac agcaccagaa aatgcgacta atttagtatt tagcgaagat 
ggttcatatc
    43141 taactggtat ggctgagcca aatgctacga ttcaaatatt tgatcagaat 
ggtcaattat
    43201 taaatctttg gaataatcat gttaattggg atggaacatt tagcgtctca 
ttagatacta
    43261 attacttgca tggcgaagaa tttaaggtgg ttgtagtaga tcgggctggt 
aatttgagta
    43321 gcgcggttac tgtaaaagcg ccacttgatg atactgctcc tgtagctgca 
agtaatctgg
    43381 tctttagtga agatggttca tccctttcgg gtgtagcaga gccaaatacc 
ttcatccaga
    43441 tttttgatca aaatggtcaa caggtgaata cgtggaatca gagtgtaaat 
gctgatggta
    43501 cattcactat ttctttcgga acttacaatt tacatggtga agagttcaca 
gtcactgtta
    43561 aagaccgagc tggaaatgtg agtgaagctg tttcagttaa ggcgccgctt 
gatgatattg
    43621 ccccaaatcc gattaaaaat attgtatttg atgcaaatgg ccaaagcttt 
acggcacaag
    43681 cagaagcaaa tagtcagatt gaaatttttg actcatttgg tagtcagata 
ggttggggct
    43741 ctaccgatag cactggtaat gtgacgggtt acttctatca agtgtattta 
catggagaag
    43801 aattaacgtt cgttgttata gaccgagtag gtaaccgtag tgatgaaatg 
aagttaaatg
    43861 ctttgatgga taccattgca ccaaagccga ttgaaaacat catctttaat 
gaaaatgggc
    43921 aaaattttac agcacaagca gaagccaata gttttattag tgtcaaaaat 
gctgcgggtg
    43981 agtttgttgg ctatggttat gtcgatagta ctggtaatgt gtccggtcac 
ttcaatcagg
    44041 tttacttaaa aggtgaggaa ctcactttta ttgttataga taaagcaggt 
aatcaaagta
    44101 ttgaatataa gcaaaatgct ttaactgatg atattgcacc aaatccgatt 
gaaaacatcg
    44161 tcttaaataa aaatggacaa aactttacag cgcaagcgga agccgatagc 
caaatcgaag
    44221 ttaaaaatac tgcgggtgag gtcgtaggtt ctggttatgt agatagtatt 
ggtaatgtgt
    44281 caggttcttt taatcaagtc tatttacatg gagaagagct tacttttgtt 
gtagttgacc
    44341 gagcaggtaa ccgtagtaca gaggtcaagc agaatgcttt gattgatgat 
atcgcaccta
    44401 atcaaattga gaatattgtt tttgatgtaa atggtcagta ctttacgggg 
catgctgaag
    44461 cagatactcg aattgaagta ctagatcaat ttggcaatcg cgctggttgg 
ggatatgttg
    44521 atagccaagg taacgtgata ggttatttca atcaggttta tttacatgga 
gaggaattaa
    44581 ctttcatcgt tgtagatata gctggtaacc gaagtgttga agttaagcaa 
aatgctttaa
    44641 ttgataatgt cgcaccgcca gcagcagcaa atattacatt aacctcagac 
ggattgcttt



    44701 ttggtgaggc ggagccaaac tcaactgttg aaattattga tcaatatggt 
gcagttatca
    44761 caacaactta tgtttggtac gatggcacat ttaatcaatg gattaatctg 
agtcaatacc
    44821 agacacaaaa tttaagtatt gttgtcaaag atcaagcagg taaccgcagt 
gaagttgtac
    44881 atgaattagt accagtattt accaactcac caattgctgc aacagagcta 
aaactggata
    44941 tagatggtca tattctgaca ggtaaggcga cagtaggaat gtcggttgtt 
gttacatcta
    45001 ctgatggtca gaccattaac ggagggtgga ataatgctgt gaatgaagat 
ggtagttttg
    45061 ctattcagtt aaatgattac tatctacagg gacagacatt acaagttcga 
gtttatgatc
    45121 agaatacgaa tcaatatagc ctaatctctg aaattattgc gcctttagac 
aatattgctc
    45181 cagtaattaa tgaagtggta attaacaatg atggttatgg tattactggg 
caaactgatt
    45241 caaaagcaat cattcaggta atggatgcgg atggagattt acgagcagaa 
tttcaagcgg
    45301 atgagactgg atattttaac gctagtattt atccacctat attacgtgga 
gagcagttat
    45361 ttatcactgc gatagattta gccaaaaata taagtaagcc atttaatatt 
acttttaatg
    45421 cagatactaa tgcaccgcca tcagcagagc atattgtggt atctgaaaat 
ggttttttta
    45481 ttgagggaac cgctgtagca attagtactg tgcatatttt tgatgtgcat 
agtaaccatg
    45541 ttgccactaa tgttgcagat gaagctggaa actttaatat tcagttgtat 
ccacctctag
    45601 cgagtggaca aattttacgc attgttgtgg aatacaatgg gtatcaaagt 
gcttacaccg
    45661 aaattacggc acctatagac actgtcgcac caaatgcagc aactcagctt 
ctcttagaag
    45721 atggaaatgt actttcagga caagcggaag catattcaat tgttaatatt 
tttgatgcta
    45781 ataataattt ggttggtcag actaatgttg gaagtgatgg tgctttctta 
acacacctat
    45841 ggtatgagta ttggcatggc gaaacattaa cggtaaaagt agttgatgcc 
aatcaaaatg
    45901 tgagtgtggg gacaacgatt gttgctataa atgatacggt agttccagat 
gtagttacgc
    45961 agcttgctat agatgaatgg ggttcgctca cagggagggt agaaagttat 
gctactgttg
    46021 agcttaccta tcattttact gaccaaccgc tttctgtaac gagcactaca 
gcattggcaa
    46081 atggaatgtt ctttatctat ctggatagaa atgcaacttc acttgacctt 
actgttattg
    46141 atcgtgctgg aaaccgtagt gaaaccatta gccaaataat tagtgattta 
ccgactgtta
    46201 ttattgatca ctttaaaggt gatgctacag ataatactta taacattgat 
actatagatg
    46261 attttgttca agaatatatt gttgagccgt atgcaatata taaagacgtc 
tggattgata



    46321 atagctatat gtattcagat tgggtcattg aaggccatta tgaacagata 
tggtttgttg
    46381 atggatatta tgaatcgcaa tgggccacaa gtggttattc aactgtacaa 
aatatttatc
    46441 aaaatcaaaa tggtataact tatattgata atggcacggc agatagcgat 
tatagtcgat
    46501 atgaacaaca atattatgat ttcgtgaatg gccaatggca agaaggctat 
gaattaactt
    46561 atatacgttc agaagaagga tgggttgata caagtcatta tgaagatgtt 
tatattgata
    46621 caagtcatta tgaagaggtt tgggtagata ctagccacta tcaagatatt 
tgggtagaaa
    46681 atagttattg ggagagtcaa cttgttgaat ctggccgtag agatgtggat 
ttaggcgggc
    46741 atgataaaat tatcagttct gttaattata gtttggttgg tttatatcaa 
acagtaaatg
    46801 atccaacgac tgtagattcg tttttggaaa gcggtcgtta tgtagaagac 
ttggaactgg
    46861 ttggttctgc tcatctcaat gcaacaggta atgctttaga taatctttta 
acaggtaact
    46921 ctggtaataa cattttgaat gggcgtgaag gtaacgatac ctatatcact 
aatgaaggta
    46981 ctgataccat tctgttccaa ttgctaaata gccaagatgc gactggcggg 
aatggacatg
    47041 acacggtgtt agattttact ttaggtgata taagaactaa ccttcaagct 
gacaaaatcg
    47101 atttaagtga actattaatt gactattcta aagatgtaag cgcattagct 
aaatttatta
    47161 ctgtagagca agatgctggg aacacgacta ttagtcttga ccgagatggc 
gaaggtacaa
    47221 tgtttaatag tgtgtcactg ttaactctaa atcaagtaaa tacaacatta 
gacgaattac
    47281 taaacaacca gcaaattatt gtttaatatg aatatttaac tttaggaaag 
aggctatgaa
    47341 aatagcctct tttattttgt gctttaaatt taataaaaac tcttcacaac 
ctgttaaaaa
    47401 atgaccaaaa aaatagaatt ttttttcatt ttccccttga agccattttt 
ttcatcccca
    47461 caaaagtgac atctaaatat tttgttattg ctctggatta aagcaataac 
gattaatcaa
    47521 aaagactaag tctgatggag ttaattatga gcaacattcg tccattacat 
gatcgcgttg
    47581 tgattcgtcg cgtagaagaa gaaaccaaaa ctgctggcgg tattttattg 
ccaggttctg
    47641 ctgctgaaaa accatctcaa ggtgaagtaa ttgcagtagg taatggtcaa 
atcactgata
    47701 acggcgtacg tgctttggat gttaaagttg gtgacaaggt gttatttggt 
acttatgcag
    47761 gtacaacagt taaagtaaat ggtgaagaac tcttaatcat gaaagagtca 
gacatcttag
    47821 ctgtattaga aggctaatcg atccataact caattcatta tcagattcag 
tatttaaaaa
    47881 gattcggagt ttaatatgtc agctaaagac gtaaaatttg gtgattcagc 
tcgctcaaaa



    47941 atgattgcag gggtaaacgt acttgcagat gcggttaaag tgactttagg 
tcctaaaggc
    48001 cgtaacgttg tgatcgaccg ctccttcggt gcgccgcaca tcactaaaga 
cggtgtaact
    48061 gttgcaaaag aaatttcatt aaaagacaag tttgaaaaca tgggtgctca 
acttgttcgt
    48121 gaagtttcaa gcaaaactaa cgacatcgca ggtgacggta caacaactgc 
aactgtactt
    48181 gctcaagcaa ttttaaatga aggtatcaaa tcagtaactg ctggtatgaa 
cccaatggat
    48241 ttaaaacgcg gtatcgacat tgcagtaaaa actgtagttg aaaatatccg 
ttctattgct
    48301 aaaccagctg atgatttcaa agcaattgaa caagtaggtt caatctctgc 
taactctgat
    48361 actactgttg gtaaacttat tgctcaagca atggaaaaag taggtaaaga 
aggcgtaatc
    48421 actgtagaag aaggctctgg cttcgaagac gcattagacg ttgtagaagg 
tatgcagttt
    48481 gaccgtggtt atatctctcc gtactttgca aacaaacaag atactttaac 
tgctgaactt
    48541 gaaaatccgt tcatccttct tgttgataaa aaaatcagca acattcgtga 
attgatttct
    48601 gttttagaag cagttgctaa aactggtaaa ccacttctta tcatcgctga 
agatgttgaa
    48661 ggtgaagcgc ttgcaactct tgttgtaaac aacatgcgcg gtatcatcaa 
agtatgtgct
    48721 gttaaagctc ctggtttcgg tgaccgtcgt aaagcaatgc ttcaagacat 
tgcgatcttg
    48781 actggcgcaa cagttatttc tgaagaagtt ggtatgtctt tagaacaagc 
aactcttcaa
    48841 gatttaggta cagcgcacaa aattactgtt tctaaagaaa acacagttat 
tgttgacggt
    48901 gctggtgatg ctgctgctat cgctgaacgt gttcaacaaa tccgtgctca 
aatcgaagaa
    48961 tctacttcag aatatgaccg tgaaaaatta caagaacgtg ttgctaagtt 
agcaggcggt
    49021 gttgctgtaa ttaaaatcgg tgcagcaact gaagttgaaa tgaaagagaa 
gaaagaccgc
    49081 gtagacgacg cacttcacgc aactcgtgca gcagttgaag aaggtgttgt 
tgctggtggt
    49141 ggtgttgctc ttgttcgcgc tgtaaatgct cttgaaggct taaaaggcgc 
taacgaagat
    49201 caaacagctg gtatcaacat tttacgccgt gcgattgaag ctccacttcg 
tcaaatcgtt
    49261 gcgaatgctg gtgatgagcc atctgtagtt atcaacgctg ttaagaatgg 
tgagggtaac
    49321 ttcggttaca acgctgcaac tggcgaatat ggtgatatgt tagaaatggg 
tatccttgac
    49381 ccagctaaag taactcgttc tgcacttgaa cacgctgctt ctgttgctgg 
cttaatgtta
    49441 actacagaat gtatgattac tgacattcct gaagacaaac cagctgctcc 
agatatgggc
    49501 ggtatgggtg gtatgggcgg aatgatgtaa taacgcatca acgctttaac 
cccaaaaaaa



    49561 tccctgcatt cgcagggatt tttttatttt tccagtaatt ttaagaataa 
gttaagttca
    49621 gaaccctaaa attaaaacag gaacagcagc tagaagttcc tcttttgtta 
caaccatgct
    49681 tatctattta taagcatggt tttttttatc caaataaaat aataagccaa 
gttgcgacaa
    49741 taatagaaag tgcaacaaac tgagcggcac tacccatatc tttcgcattt 
ttggaaagtt
    49801 ggtgtttctc gagtgaaact cggtcaacca ctgcttcaat ggcagagttg 
aagagctcaa
    49861 caatgatggc aaacaaacag acaataatca tcagggcatg ttcgccgcga 
gttacatcaa
    49921 ggaaaaagct gacagggatg agtacaagat taattaaaac aatttgccga 
aatgcagctt
    49981 cattttggta agcagcttta aatcctgaaa ttgaataact ggtggcattc 
aagatgcgct
    50041 ttaggccact tttaccctta tagggagaat aactatccat tcacttatat 
ttttgacact
    50101 tttcatgcat tatatagtgc agcccttaaa aaaatattaa atctttttta 
aagattttga
    50161 ctttataact ccatagagaa gaagagatga aaaaactatt tgtagcctta 
ggacttatca
    50221 tgggtagctt gcatataagc tatgcagaac cagcttcagc tcaacaagta 
cccggatatt
    50281 accatcatca atttggtaat tatcggataa cttccttgct cgatggcact 
atttatctag
    50341 atcctaaatt gtttaaaaat ttaagtccgg ctgaaaaaac taaaatttta 
acgaaatatg
    50401 ctgctgtaaa tgagaagggg attcagactt cagtaaatgc ttttttagtt 
gatgatggta
    50461 aaagtttgac gcttgttgac agtggagctg cgagttgttt tggtccacag 
ttaggttcaa
    50521 ttgctaaaaa tcttgaatta gcgggctatc aacttgctaa tgtgaaaact 
gttttattga
    50581 cccacttaca tccagaccat gcgtgcggta ttgctcaaaa tggaaaagcc 
gtatttccta
    50641 atgcaaccat ctatgctcat gagcgtgaag cagattattg gttaaatcca 
gaaaatgaaa
    50701 aaactgtacc agcggataaa aaagaaaatt atttaggtac tgttaaaaac 
gtaaaagctg
    50761 cacttgcacc ttatcaagca aaaaaagcat tcaaaacctt taaagatggt 
gatgttattc
    50821 aaggttttga agtgatcaat acacaagggc acacaccggg tcaccatagc 
ttccgtttga
    50881 agagtaaagg gcaacaaatt gtctttgttg gtgatattgt ccactcacat 
tctttacagt
    50941 ttgatgctcc aaaaactgga gtagattttg atgtaaattc agagcaggca 
attaatactc
    51001 gtttaaaaat gtttgctgaa gtttcaaata agcaacaatg ggtagctgcc 
ccgcatttac
    51061 cgttcccagg aattggtcat gtgtataaag tgaatgctga gcagtatcag 
tggattcctt
    51121 tatattttaa taacagtctt gataaataaa aaaacagggc attcattgcc 
ctgttttttt



    51181 atgaagattg aattattttg ctgctttttc aaaattagtg acagcttcgc 
gaccgagtgc
    51241 tgggtcatcg gtaaaaacgc catcaacacc tgccttgaaa taggcttcaa 
actcttttaa
    51301 cgcaccagat ggacaacgtt cagcaggttt atctgggctg cactttaacg 
gcgctggtaa
    51361 gaagttattt tctggtcgga aagtataagg atgtactttt aagccagccg 
tatgtgcatc
    51421 agaaataaac gtactagttt tataagagcc atcgttatta aaggtcagta 
tgtaaccttt
    51481 acttggtcct acaccatttg catatttggc aacatctttt aacccttgtg 
ctgtggccaa
    51541 atcagcataa gttttagtgt caccagactc tacgaagtct gctggtcgag 
atgtttttga
    51601 atcgtatagc tgaataattt gtgcatgttt aagcgtctta tgaagatcaa 
gctcattttt
    51661 taaatatttt aaattactca cttcaaaaga ctgtaaatag acaggtgcaa 
tatcacgtgt
    51721 atatttatat ttggctaagg tttctagaag agtatcttcc attgccagat 
tttgattttt
    51781 aaaataagtc ggatgtttcg tctcaatata taaacctata attttccccg 
tctttttata
    51841 gttagcttcg gcaagctcaa tgatttgttc tagagttggg acagggtaaa 
ggtcattata
    51901 agctgtgttg gctggtcgaa actcaggaat acgttcacgc gctttaagct 
gctgtaattc
    51961 acttaaagtg aagtcttccg tgaaccaacc ggttaagtcg acgccatcaa 
tattttttgt
    52021 ttttttacgg tctgcaaact gacttaaagt gcttacattg gttgttccac 
caatctcatt
    52081 ttcatggcgg gcaaccaata cgccatcttt tgtagagact agatccggtt 
caatgaaatc
    52141 tgcgccgtca tcaatcgctt tttgatatga agctaaagta tgttcaggac 
gtaaagcgct
    52201 agcgccgcgg tgtcctacta ctagaatttt aggaagttga tattctggcg 
tggttggcgt
    52261 cgtttcagtt ttatcgtcat cattacaacc aaccaagcta attaaactta 
agcataaaag
    52321 tgcttttcta aacataattc tactcatatt gttttagttg aaacgactca 
agtttcggtg
    52381 ccttgtttga catgatcatg aagaattcat gaattttaag tgacactcgt 
taactggttt
    52441 tttattggtt tgttggaaat attcaatcac gctttgtttt tgtcttaatt 
acatttattg
    52501 tttaattcta cttgtctttt ttatacctct cgttgatcat cacaaggtct 
cgaagcggca
    52561 tttacttctg ttaattaacg acatcatacc gagcagccat gctatctaaa 
ttttttattc
    52621 aacgccccat ttttgccaat gtattggcga tcattgttat ggctttcggt 
attttttcgg
    52681 tcatgaattt gcctgtagaa cggtatccag acattgctcc acctaaaatt 
actgtgtcag
    52741 ccaactatag tggtgcagat gctcaaacgg ttgagcaaag tgttactcaa 
attttagaac



    52801 agcaaataca agggattgat cacttactct attttagttc atcgagtgac 
tcatctggac
    52861 gtagccgaat tactataagt tttgataacg gaacaaatcc ggatactgct 
caggtccaag
    52921 tacaaaatag tattagtggc gtaatacgtc gcttacctga tgaagttcaa 
cgccaaggtg
    52981 ttacggtaag taagtcactg ggtgacactt ttatggtaat tggcttatat 
gactcgacag
    53041 gtaaaacagg aaacattgag ctatcggact atttaactac gcatgtggta 
gataacctga
    53101 accgtattga aggggtgggc gaaactgatg tatttggttc acaatatgcc 
atgcgtatct
    53161 ggttaaatcc cgataaatta aagcaatata atttaatgcc aagtgatgta 
gcgaatgcaa
    53221 tcaccgcaca aaatactcaa gtcgccgctg gggcaattgg tgacttaccc 
gtaattgacg
    53281 gtcaatattt aaatacaaaa gtcacagcag gttctcgctt aaaaacagtt 
gaggatttta
    53341 aaaatattgt cgtgaagtcg aataaaacag cgagttatgt gtatttaaaa 
gatattgcca
    53401 gagttgagct aggtgcagaa aactatcagt cttttaacac tattaatggc 
tatcctgcag
    53461 caggtttggg tatttcttta tcttcgggtg caaatgcaat tcagacctct 
aagctcatcc
    53521 accaaactct agatcagctt acaacgaaac taccagcggg ttataaaatc 
gtttatccac
    53581 gagataatac gccctttgtt caagagtcaa ttaaggaagt agtaaagact 
ctggtagagg
    53641 cgattattct ggttattttg gtcatgttcc tgttcttaca aagctggcgt 
gctacgctca
    53701 ttccgagtat taccgttcca gttgtgattt taggaacttt cgctgtctta 
tatgtgcttg
    53761 gttttagtat taacacctta acgttatttg cgctggtact cgcgattggt 
ttgctagtcg
    53821 atgatgcaat cgtggtcgtg gaaaatgttg agcggctcat gcatgaacag 
cacttatctc
    53881 ctaaagaagc tgctattgag tcgatggggg aaattagtgg tgccttagtc 
ggaattacgt
    53941 tggttttaac tgctgttttt attccaatgt cctttttagg tggttcaatt 
ggggtgattt
    54001 accgtcagtt ttctattact ttagttgccg ctatggcgtt gtcgcttatt 
gttgcgctca
    54061 ttttaacacc ggctttatgt gcattaattt taaaaccaaa ccctcaacct 
cagcgttggg
    54121 ccgtatggtt taaccaaaag attgagcaac ttaaaaatca atatatcaag 
cttgttcaga
    54181 cgagtattca ttacagtaaa tcagttattg tgatttttgt ggctttaatt 
gccgttttta
    54241 cgctgttcta taacggttta aaaagcggtt ttattcctaa agaagaccaa 
ggaattttaa
    54301 gtgttcaaat taagctcgta gacagcgcac caatttctca aagccagaaa 
attggtgagc
    54361 aagtccgcca atatttctta actcaagaag ataaaaacgt agatttggtt 
ttaatccgct



    54421 atggacgaaa ttattcgggc acaggacaaa acttggcaca agggtttatt 
gctctaaaac
    54481 cgtgggatgt ccgaacagga aaagaaaact cggctgaggc tatacaaaag 
cgtgcaatga
    54541 aatactttag tcattttaat aatgcacaga ttaatgtgac tttacctgcc 
tcagttaatg
    54601 gcttaggtca aacagatggt ctggatttat ggattcagga tttgaatggg 
caagggcaag
    54661 attttctaga tagtgccttc cgccaattgc aggctcaaag taaaaattat 
tcaactttcg
    54721 aaaactttga taagcagtca accaatagta aggcaaatct taatattaag 
attgaccaga
    54781 aacaggcact agcaaatgga ctacagctat cggcaattaa taatacttta 
tctagcgcat
    54841 ggggcggaac ttatgtaaat gactttattg atcggggccg tattaaacgt 
gtcatgattc
    54901 aaggtgatgc cgagtttaga tctaaaccgg aagatttata taactggtct 
gtacgtaatg
    54961 accaaaatga aatggttccg tttagttcat ttgccacctt tagctggggc 
ggggcaccgg
    55021 aaattgtaaa acgctatatg ggatatagtg ctttacaact acaagcagat 
gttgcgagtg
    55081 gcagcagttc tggccaagcg atgaaagatg tagaacaact tgttaaccaa 
caaaaagata
    55141 ttggtttagc gtggacaggt ttatcttttg aagaacagaa gtcgactaat 
caggcggtgt
    55201 ggttatattt aatttcggct ggatttattt tcttatgttt agctgcttta 
tatgaaagct
    55261 taagtattcc tgccgccgta atgacatcta ttccgcttgg tgtaggagga 
agtgtgattt
    55321 tctcttatat ttttggtttg ccaaatgacg tgtatttcca aattgcgcta 
ttaacgacta
    55381 ttggtttgtc atgtaaaaac gccattttaa ttgttgagtt cgcggcctta 
gcgcaagaaa
    55441 aaggtaagaa tgccattcag gcggccttag aaggtgcgag cttacgatta 
agaccgattc
    55501 taatgacctc tttagccttt ggggcaggcg taattccgct tgtgtttgct 
caaggtgctg
    55561 gtgcggttag tcgtcaagag attggtatta gtattttagg tggcgtgatg 
tttggtactg
    55621 tgctggttct gttttttatt ccggtcatgt acgtattatt acgttcactg 
tttaaatcga
    55681 aagcttcaac ctaaaagtaa acaatttaaa aacgggcatc aaatcaagta 
tattaagatt
    55741 aacttttctt cttatatttg attttgatgc ctcaagaaaa aaaattaaca 
cagcagcagg
    55801 ttatcgccct agaacgggat cttgccaagt tcgcaaccat gatggatagt 
gcggtccgta
    55861 ttccttttac aaagcagggt attggcgctg atgctgcctt aagtactatt 
ccaattgccg
    55921 gtgatgtcgc tgggttcgca ctgacgtgtt atgccattta taaggctaaa 
caaataggtg
    55981 tgcctcagca taagctcact ccagtgatta aacttgctgt agtcgatgcc 
gtagtcggtt



    56041 ttgttccagt tgcagggact attttcgata tttttatacg tcccagtcga 
aaagcattag
    56101 atgtggtgca tacgcatata cgtgaagaat atgcgattca gagtgatatt 
catgtcattc
    56161 atccgtattt acatgaaaag ctcgaaaaga agcaacaaca gtcggcattc 
tggcgtaacc
    56221 ctgttgtgag ttggttatgg ttgcacatac ccgatttatt aggtgcgttt 
atactgcttt
    56281 taattggctt agctgtgtgg tggggtgcaa gttacctttg gggactttat 
caaactatat
    56341 aatcaaaaaa taaagcctcc atttggaggc tttattttta cattaaacgt 
tttatgggca
    56401 atctaattgg tgtagagctg ccacacgttg ttcaattgta gggtgagttt 
ggaacaatgc
    56461 agctaaacta aagccttgtt ctttaccttc cgcaattgcg aacgctttca 
tttcttttgg
    56521 catttggtca ggtaactctg tttcagcttg caaacgtaat aaagcagaaa 
tcatcgcttg
    56581 tttaccagct aaacgcgcac cggcttcatc tgcacggtat tcacggtaac 
gagagaacca
    56641 catcacaatg gcagaggcaa gaataccgaa cacgatatct agaaccattg 
taatgatgaa
    56701 ataacccata cctggggctt cattgtcttg acgaccaaag acattacggt 
caataaagtc
    56761 acctactaca cgagcaaaga acataacgaa ggcgtttaca acaccttgga 
tgagcgccaa
    56821 tgtgaccatg tcaccatttg caacgtggcc gatctcgtgc gccagcacag 
cacgtagctc
    56881 atctttgttc atacgctcaa gtagaccgct tgaaacggca actaaggcat 
catttttatt
    56941 ccagcctgtt gcaaaggcat tagactgata tgaagggaag ataccaactt 
ctggcatatt
    57001 aataccagca cgttgagaaa gttcagcgac tgtttgcaat aaccagcttt 
cagcttggtt
    57061 acgaggagca tttgggtcaa tcagttctgt accagtagtt ttcttagcca 
tccatttgga
    57121 catgaataga gagactaaag agcccaccat accgaacaca aaacagatga 
ctaaaaggtt
    57181 gcctagattt aagccacccg cgccatggta actaccgaca ccgaagagtg 
acaaaataat
    57241 gccagctaca accagtaccg cgaggttggt aagcaaaaac aaaccaatcc 
gcatcattga
    57301 gaaaatcctc ttataaataa aatattatct gatttataaa ttataaatca 
ctcagctaat
    57361 atgcggcgct taggggaaaa attcaagaaa aaaataagga atcaatacat 
tctttgcgat
    57421 caaagaatgt atttaaatta aacaagttat tagaaggccc ctctgaacat 
gacagtgggg
    57481 gtaatagatc attacaattt tttgacaata gaacccgcta aataaataac 
cgtaaggtat
    57541 taggcctttt aagcttactc aatccggata tgtgcaatag cagttgcatt 
attagtgaca
    57601 taagttcccg taggtgcgtc tgtatatgta ccatctggca atgtcacgat 
ttggcgcgaa



    57661 gaagaatact ttataggctg agcagagact tgcgtcgaag tactgtgcgg 
tatggctggt
    57721 tggtttatcg cttgggcaga aatacttgaa ttgctaaaag aagaaaggcc 
tacaccagaa
    57781 gaatataagt tttggtagcg gctagtgact cggcgaacat aatcttgggt 
ttcacggaat
    57841 gggggaatac cgccatattt atcgacgttt ccttctcctg cattataagc 
ggcaagcgcc
    57901 atttgcgtat taccgttaaa acgtttgagc aaccaactta aatatttagc 
accagcgaag
    57961 atattttgct gaggatcata agcgttagat acgttaaaac gacgagcagt 
agccggcata
    58021 agctgcatta aaccttgggc gccaaccgga gagcgggcat ttacgttaaa 
gccagactcg
    58081 gtatgcataa cggctttgat taatccttcc gaaacgccgt gctgttgtgc 
tgcctgctta
    58141 ataatatggt caaaagcatt tttgtttttg ctatagcttg gtagaaccga 
agcctctgaa
    58201 gtcccccagt tgctataact atgaatatta ctatccgggt agtaggtgac 
ttttactttt
    58261 ttgagtgaat ggtcataact tttacggtta gtcagtaaag tactgccgtt 
tttgtcttgg
    58321 taaatgtaca tctgacctgc tgaagtcggc gttataccta ccgaaaaagt 
ggtcatcccc
    58381 agtaaacaag aaaaaagata ttgaaccgaa tttttcattt tatgttattc 
acaattttag
    58441 ggtctcaaaa cttgtcaaag agtttatcaa aaaatattac ttaaagaagt 
tttgtgtaat
    58501 tttttttatt ttgactcttt gaaaaaatca agcagttttg ctcgaatgat 
catcaaaaaa
    58561 aattaaaaaa aaattttaaa atgattctat tgacttgaat aactatttga 
aaaataaagg
    58621 taaaaatcat tggttaaaaa atgatcaatt taaataaaac ccttaacaga 
aggtcaaaac
    58681 agtttgtcaa gtattaagaa atccacaatt ttatccacag gttttgtgga 
aaactgtgga
    58741 aaagtccaaa aagtaagcat tttgcgcaaa aaatgaactc atcggtcaaa 
atagcgcact
    58801 gcttttgcat catgcctgag cattatgacg acttcaagaa ttgaaactat 
tcttttgatg
    58861 cgattctcat ccgaatcata taaaattgcg cggtattttt atttatgggt 
atatctcgtc
    58921 tatgtacgcg ccagttgagt ccaacgaagg atttaatttt aagcctgaac 
ttccaacaag
    58981 ctcggcctat tatcgtttgc ttaagaagct tcgccgtcaa gttggacatg 
ccatccgtga
    59041 cttcaatatg attgaagatg gtgacaaggt catggtgtgt gtgtctggtg 
gtaaagacag
    59101 ttataccttg ctcgacattt tgttgcagtt caaacgtatt gcaccaatca 
attttgatat
    59161 tgttgcggtt aaccttgacc aaaagcagcc tggtttccct gaagatgttt 
taccacgtta
    59221 tatggaagaa aataacattc cgtattacat tttggaaaaa gacacttaca 
gcattaccaa



    59281 acgtttaact cctgaaggta aaacgtactg tgctgtgtgt tcacgtttac 
gccgtggttc
    59341 gctttatggc tttgctcaag aaattggtgc aaccaaagtt gcgctagggc 
atcaccgtga
    59401 tgacatcatt gctactttct tcttgaactt attccatggt ggtagcttaa 
aggcaatgcc
    59461 acctaagctt ttatcgtcag ataagaaaaa tattttgatt cgtcctttgg 
cttatgttga
    59521 agaaaaagac attatcaaat atgcagagtt acgtaagttc ccgattattc 
cgtgtaacct
    59581 ttgtggttca caagagaact tacaacgtgc catgatcaat gaaatgcttc 
gtgaatggga
    59641 cagacagtat ccaaaacgtt tacacagcat ttttggtgcg ttacagaacg 
tttcaccttc
    59701 acaacttgct gaccgtgatt tgttcgactt cgaagttctt gactcgcagc 
gcgaattaga
    59761 ctttaaagat ccagaagaac tgaaaaaacg tttagatgta gtgaacttaa 
gctttgctgc
    59821 tgaataaaac gaattaataa gtcaattgaa ggcactttat aaacaagtgc 
ctttaatgta
    59881 tcaaaatact aaaaaatgaa tgttccgtac aaaaagtcat agctcaacct 
taaaattaca
    59941 tgctataaca acgctcaagc agaagtgctt cacacgatgt tgtctggata 
ggcaacacta
    60001 gagaaattga acaaataaat ttgaggaaga atcatgcctg catttttaac 
tgatgattgg
    60061 tttgcgactg tcgaaaaatt aactgctgaa gcaggtgatc ttaatttgcc 
accagctctt
    60121 gcgaatttgg caattaattt agtagttaca gatgcttctg gaaataccga 
attagcgtta
    60181 gatgggggta aaatccaaaa aggtttgtct tcaaatgcca aaactacatt 
aaacatggat
    60241 gctgaaactt tacgtaaagt attccttgag tttgatatgg cagctgctat 
gcaggcattc
    60301 atgactggta aaataaaagt tcaaggcgat atgtctcagt taatggcttt 
acaaacagct
    60361 aaaccaagcc aagaacaaaa agatttgttc aaaaaagtat tagagcaaac 
tgcttaaact
    60421 gaaaaagaat tcatataaaa agcttacccg agaggtaagc tttttattta 
tacaaacaat
    60481 gaatttatca acttttagat gataaaaact agatattaat tcgcgtttgt 
gccgttttaa
    60541 tgtgctcaag ataagcacgt atacgagtca catactgaac tgcttgtttg 
tatcgaccat
    60601 tgcgagtttt gttactctgc aaataattat agagattaac ccattggttc 
gggtctttcc
    60661 cttgggcttg caagcgcttt tgaatctggt tcaccgcacc cggtcccata 
ttgtaagcca
    60721 caagtgcata ccagttgcga tctgggaaag gaatatcatc atactcactt 
aacatgagat
    60781 cataatattt cgcaccgccc tgaatactct gtgctggatc gttacggtta 
cttacaccca
    60841 ttgcccgagc tgtactattg gttaacatca ttaacccacg tacacctgtt 
ggtgaaacag



    60901 actctggctt taggtacgat tcttgataac caatcgctgc aagcaaatgc 
cagtctaaat
    60961 cgtactgagc agcactttgt ttaaagcttg ctttgtaaat cggtatacgt 
gcacttaagt
    61021 cacgttgaat cgtagaccaa gcttctggtt ttacaacatt acggttataa 
aaagaagcaa
    61081 gttgctgagt tagaccattt tgtttgcttt gacaaacaaa accgcttgct 
gtttgtgtaa
    61141 gcgggtcatc tgcttgttta aacacccagc ttagattcgg atttaatcca 
tttttttgca
    61201 aatttacgat atcaccacaa cttgcagaaa aagacattaa acctttgttc 
tcgattgaac
    61261 ttaagcttgc ggttgtcatg gcaagatttg ctttaccttg ctgaacccac 
ttaagcgccg
    61321 tggcattatc tgtcacgatt ttgaagtcca actttacatt taagctttgt 
gcatagttac
    61381 gcgctaagtc ataaccgaag ccgtgtaaaa actggtcttc tttaaaaaca 
gtcgttgggc
    61441 tttctacggc aaccactgtt aatgtgtttg tgttaactac agtattgtac 
tgtagggttt
    61501 ttcctgcatt gatactatga aagggaaaaa acatagtgct gagcgcaaga 
actttcaatg
    61561 ggagagaaga aaataaagag ctaaggccaa gcctcgaccc agaacttgaa 
ttactgtgca
    61621 tgttgtctcc gctacaggta atttatgccc taaaagtcag acaaaaagct 
gccataactt
    61681 ctaaaagttg ataaattcaa taaggggtgg gcagtcatga cgtcattcaa 
aatgacatga
    61741 aatgaaaaaa gcaaactgtg tagaaaatct acatagtttt tgagtgggtt 
aaaaaatact
    61801 caacatttaa gatgcgcgca tcataatatt gaaaaaaagt attgtcaaat 
tttgtacaat
    61861 taaatatccg atatatcatc ataacaacat gaatttatta aggaagaaaa 
tttatacact
    61921 tctgatgtga gaaaataggg tataaaatgc tacatcttgt aacccttatg 
ttgttaatca
    61981 gtggttttta atcatgaaat ctaacttaat cactcggtca ggccatgaca 
aattagttgc
    62041 tgaattaaaa caactttggc atgaagaaag accagaaatt acgaaaaaag 
taaattgggc
    62101 tgcaagcctc ggtgaccgta gtgagaatgc agattatcaa tataacaagc 
agctccttag
    62161 aaaaattgat cgacgagtac gctacttagg aaagcgttta gaagagttaa 
aaattgttga
    62221 ttactcacct gagcaagaag gcaaagttta ctttggtgct tgggtcgaca 
ttgaaaatga
    62281 agaaggggag caaaaaactt tacgaattgt cggggtagat gaaatttatg 
atcaccatcc
    62341 tcagcatatt tcaattgagt cacctatggc acgtgcactc ttgagtaaag 
aagtcgatga
    62401 tgaagtagaa gtacacacgc ctctgggcaa aaagctgtgg tatatcaatg 
caattcgcta
    62461 tgaaaaacct aaaaatgatg aaatttagat agatttgttt ttattttgag 
cgtttgaatt



    62521 aaaaattaaa taaaagattt gccaacttgc atttttgttt atattatagc 
gctcgttgga
    62581 agcgtggcag agcggtttaa tgcaccggtc ttgaaaaccg acgagggtgt 
gagtcctccg
    62641 tgagttcgaa tctcaccgct tccgccaaaa ttcttaaaaa gcccttgtta 
atgacgaggg
    62701 ctttttttta tgcatataaa ttactaaaaa atgatcgtgt tcccttctac 
atatttctaa
    62761 gtatagtctc tcccgttcga gggttcgtta aagtgacatt ttccagcgcc 
tgaatgtacc
    62821 aagaatgatt cttctgggtg agcacagtaa gaatgagagt atcaatctga 
tgaggccctt
    62881 gaggatgagc tacgcccgca gtgaggcggc tccaaaaatg tgaaatacat 
atatcttcac
    62941 tcataggtgt gaggtctatc agctcattct ttagtgttga atcacgataa 
atagtttcat
    63001 gaataggttg atgcattgca ataatttcat caactccttt aacgtagtga 
ccgaaacggt
    63061 taacgaaagt cgcctcttta tcaaaaagag cagcaaaggc ctgcatatca 
tgcttattcc
    63121 aagcggtttg aaatgctaaa ggtatttctt ttggggttat tatgtgttga 
ctcataccag
    63181 caccactgtt taatttttta agtccatttt caaatattat aaataaagat 
acttcgtcat
    63241 gcttaaatga aacaggtgat cttagctcgc cttccaagag tatctttgtt 
taacccacac
    63301 aactcaacac accaaatagg gtcggttgag ttatgaggaa agtagataaa 
catctgctcg
    63361 ctcaatccgc ttaatggagt taacttttta taaaatccag ataaagatat 
aagttaaaaa
    63421 gaattgatgc atacaaattt aatataatgt taataatcaa acatcatgca 
taaatttaaa
    63481 tatactcttt tattttttaa gaactctttt aataattcag agctaaacaa 
ttaagtttaa
    63541 aatatggaga atttgtatac aggatggctt ttattagttt aattaaaatg 
agaactatat
    63601 aaatcttgtg aattctagtt ttttacttca ttagttttgt acgtttttat 
cttaaagata
    63661 atcataaaat ttgaataata atattaacta tttgattttt atttataaat 
taaaattaac
    63721 agctaaggtt cttactgtgt tgaataaaca tcaaaactaa aaaatttaat 
cttgctttaa
    63781 gttctcttaa ttaatttatg gcctatctag atttcgttaa tgggtcagaa 
aaataaatta
    63841 tgacttcatt taagccaaat cagaaaatta agagagtata aaaatgaacc 
agtttgtaac
    63901 gaacacgaaa aatgtaattc gtggaaagta tcatccggaa tttttgcaga 
atgaagtctt
    63961 agccgatatt tttgctcata ctgcacaaac tcttcctgat aaaacggctt 
taattgaagc
    64021 agataaaacg ctgagttatg gtgagctgta tcagcaagcc ttaattatgg 
ctcaacatct
    64081 ggctttaaaa ggggtaaagc caggtcatat tgtaggggta tggttgccgc 
gtggtattga



    64141 gcttttaaaa gctcaactgg ccatttgttt aagcggtgca gcttggcttc 
cttttgatat
    64201 ggatacgccc gcggaccgta ttgcggtatg tcttgaagat gccgaagcag 
taggaatgat
    64261 tactacagat gaatggtatg aacatttagc tgaagtgcca caaacaaaat 
ggaccaacac
    64321 cgagctgcaa aaaccactaa gcgaaagtgt aagtttagcg aaaaccactc 
cagatcaacc
    64381 tgcctatatt atttatacct cgggttcgac aggtaaaccc aaaggaattg 
tgattactca
    64441 aaaaaatatt tgtcactttt tacgtagtga aaatagtatt ttgggtattc 
aagagcaaga
    64501 caaggtctat caaggctttt cagtcgcttt tgatatgtcg tttgaagaga 
tttggctttc
    64561 ttattttgtg ggcgcaacgt tgtggattgc gccgaagtca cttgtcagtg 
atcctgagcg
    64621 gttatgccaa accttaaagc aggaacaaat tacagtactg cacgctgttc 
caacattact
    64681 tgctttattt cctgaagacg tacctaattt aagaattatt aatttaggtg 
gggagatgtg
    64741 tccggactca ctggttgacc gctgggcatt acctcatcat caaatgttta 
acacctatgg
    64801 accaaccgaa accacggttt ctgcaagtct tgagttatta gaacgcggca 
aacctgtcac
    64861 cattggcaaa cccttaccaa actacggtat gttggtcatt aactctgaaa 
gagagttgct
    64921 cgagcaaggt gaaacagggg agttatgtat ttttggtcca agtgtggcac 
aaggctattt
    64981 aggacgtcct gatttaaccg cagataagtt tattgaaaac ccttgggcaa 
tgagtataga
    65041 ggaagaatta ctctaccgta ctggggattt ggctaaaatt gatgagtttg 
gtcaagtaca
    65101 ctgtttaggt cgtgccgatg accaagttaa aatccgtggt ttccgtgtag 
agcttggcga
    65161 gatcgaagct gcgctttgcg atattgacgg aattggtacg gcagccgtta 
ttcttcgtcc
    65221 tgaagacggc attgatcaac ttattgcgtt tattgcacca gaaattgatg 
caaagcaagc
    65281 tatagaaatt aaagaactac gccataactt gagtcagcga ttaccgcctt 
atatggtgcc
    65341 aaatcgtttt gagattattg aagaagttcc acgtctatta tctgggaaaa 
ttgaccgtaa
    65401 agctttaaaa gcaagaccgc tcacaagtgt ggtagaccgc agtgaatctg 
accagccaca
    65461 gaacccggcc gaagaaatcc tatttgaaat tttgaatcgc ttgttcccaa 
acatgccgat
    65521 taaactcgat tccgatttct tcgatgattt aggcgggcat tcactactcg 
ccgctgtttt
    65581 aatttcaaat ctgcgtgagc atgcggaata tagccatctg accattcaaa 
acttatatca
    65641 agcgagaaga gtaggcgcga ttgctgcact catgttagag cagcctgaac 
ctactttatt
    65701 tgatagccaa attggacaag ataaccctcg taatcagacc tataaatggt 
tatgtggtat



    65761 tgcacagctc gtaactattc cggttttaat ctcgattaat attttgcagt 
ggttagcgcc
    65821 attctttacc tatcactact ttaccggtgg aacccgcgac agtattccgt 
atgcgattgc
    65881 gttgtcttta ttggtgtatg tcactgttat tattagcagt tttgtactgt 
cgattacggt
    65941 aaaacgacta ttaatgttag gaattggcgc agggcgttat ccattatggg 
gattaaccta
    66001 tttccgttgg tggctagcag accgtattag taatatttca cctgtctatc 
tcttgtcggg
    66061 ttcgacttta cttaacttat atttgaaagc actgggcgcg aaaatcggcc 
acgacgttac
    66121 cattagttcc gtacatattc gtatgccatc tttactgact attgaagatg 
gcgtgagtat
    66181 tggttctcag gtgaatttag aaaatgccaa agttgaacat ggtcatttgg 
tattaggttc
    66241 aattcacctt aaacaagact gttatgtagg ttcgtatgct gtattagaag 
aaaatacagt
    66301 gttagaaaaa caagcccatg taaatgcctt aacttcaatt gaatatgaca 
cggttgtacc
    66361 tgagggcgaa atttgggatg gaacacctgc tcagaaaata gggcatatag 
atgagcaatc
    66421 taaattgcca gagcgtccta aactatcgtt tatacgtaaa attgctgaat 
atggatacta
    66481 tggcgttagc gcattaatta ttgcctgtct tttctttatt ccaatttttc 
caagcttcct
    66541 tttggtcgac tggttagatg taaatgtatt taatattaac ccgaacaacc 
atttgcaaat
    66601 cgcgctttac tatttcattt tagcgattcc ggctagtgca atgatgatga 
tgattactgc
    66661 ggtgatttct tcaggtctgc gtaaaattgc attgccgcgt cttgaaaccg 
gaacctatgc
    66721 ggttcatggc agcacgtatt atcgtaaatg gtttgcggcc caaattttag 
aaaccagctt
    66781 gcaaacctta catggcttgt ttgccactat ttatgcgcct acatggtttc 
gtatgctggg
    66841 agcaaaagta ggtaaaaata ccgaaatttc taccgcaact ggcgttattc 
cagaaatgct
    66901 aactttgggt gaagaaagct ttattgccga tgcggtaatg ctgggcgatg 
aagagattaa
    66961 aggtggttgg atgtctttaa aagcaaccaa aatcggtaac cgtagttttg 
tgggaaatag
    67021 tgcttatatt gctgatggga cagtgttacc agacaatgtt ttaattggcg 
tgcaatcaaa
    67081 aacaccagat aaccgtgaaa tgtatgacgg acaaacttgg tttggttctc 
cggcattgct
    67141 gttacctgca cgtgaagctg ctgaaaaata tcctgaccat ttaaccttta 
aaccaagtat
    67201 taagcgccgt ttaatgcgtg gttttattga agggcttcgt attgtattgc 
cggccgcact
    67261 tgcgattggg gtgggttata tgatcgtact agacgttatt gatgtgatta 
ataactacaa
    67321 tattgagaca ggactggttg cattaacgct cgcagggctg ctttatggcg 
ttggctgttt



    67381 tcttattgtt gcgctattaa agtggatttt gattggtcgc tatcaaccgc 
gttcggcacc
    67441 tatgtggacc atgtttgtat ggttaagtga agggattacc agcctatatg 
aatcagttgc
    67501 gattcctaac ttcttaaact acttaagaga aacaccaatg ttgccattct 
tcctgcgtat
    67561 tttaggggtt cgtattggta aagatgttta tatggatacg gctgatatta 
ccgagttcga
    67621 ctgtgtcagc attggtgacc gtgccgagtt taatagcttt tcaggcccgc 
aaactcactt
    67681 gtttgaagac cgtattatga aaattgggca agtgaacgtg gggcatgatg 
tagtggtcaa
    67741 tgcgcgcagt attattttat ataacgcaaa cgtgagtaac catgctgtgt 
taggtccatt
    67801 aacattggtc atgaaaggtg aaaatattcc ggctaaatct gcttggattg 
gttcaccagc
    67861 cgtgccttgg gttcataaat aattaagtgt tgaattgaaa aaaaagcctc 
tgtagaacag
    67921 gggctttttt gtagttaagc tatggttatc gtactcagtt ttggtttatt 
cagaaggata
    67981 taatcgaatt aattcatatt ttagataaat atctatttct ttaaatcctt 
ctttgcaatt
    68041 ataagaagtt gagtcagtga ttgattatag tatttatatt ctaattcata 
aacttcccat
    68101 aaaggatttg agcgttgatc taaaatctct ctattacgta actttactaa 
tacattcacg
    68161 gcttcctcag atacataaag agttgctaag tctgtcgctc tatatagttt 
ccttatgcca
    68221 tctgaatact tctgtcttag gtctgtagct cgctcgtcag aaataaaatc 
atcttgtcca
    68281 taatcttctt tataaacttt ataaaattgt atcatgtcat aaagtgcgtt 
aattatttcg
    68341 gtataagctt gctcttttct gtcccaccat ttttctgtat agaacttttt 
catagtccag
    68401 attgaggtca gatacgatga aactattgca ataacggttc cagatacaat 
actaattagt
    68461 agattttggt acattttata tgtctatcaa gtgcataata taaataagaa 
attttaacag
    68521 tatgagtaaa taaagctctt attttttttt aaaaaataaa agatgctagt 
aaagcaagag
    68581 cgaaaacagg aacaaattta ctaaaaccta ccaaatcgat aattctttca 
aagatattaa
    68641 cccaaataat ctcaaacata ataaatgtga gaatcccaca gataatttta 
cagttacgtt
    68701 ccaaattctt cattttatta tcttatatag ttttaaactt aaacagtaat 
catactatga
    68761 aatatttgta tagattgaaa ttaaaactat aaattactgg catcctattt 
tttatacttt
    68821 ttctgtagaa tggtggaata agggcgaggc aacctattag atgaaaatta 
ttaaacagaa
    68881 aaataagaca gattccttta caaggtatct tttaacaagg tttttgtttt 
taggtgtttg
    68941 attatattta gaaattattg taaatatttg gaataactca aaataaacta 
tattctactt



    69001 tgttgtgatt tgtgtggata aattattgaa ttttaataat aaataaaata 
gaattttgta
    69061 acaattgttt ttgagacagg acctatgcta gacggctact cggcaaaaca 
ttttgcaaga
    69121 gcttttaaaa aaaatgatat ccaacgattc caattatcag gtattgaagt 
tgaggatttt
    69181 tttaaagagt tagtacaaag atgtcagagt aataagttta atattaatgg 
tctaaaaata
    69241 tcaaaagata aaaaaataca ttatatccat aatgattatc cgcatgaaca 
tttaatggct
    69301 agacattgta gtaatatatt aataaattta cacaatgtaa gtattcctga 
tagaaaaaat
    69361 ttaattacat tactaacaaa tattataaaa gatagcctta agactaatta 
tataagtata
    69421 catagatttg atataaaatc tttttatgag tctataaagt tccataatgt 
tgaacatata
    69481 ataaatgata gtcgtttaga gggtagtatt agaactacat tgaaatcatt 
atataaaaat
    69541 aaaaataaat tatttcgtgg agtatcggta acagcagtat tatctgaaat 
ttatatgaaa
    69601 gaatttgatt atagaatgaa gtcaaataaa aatgttttat atttttttag 
atatgtggat
    69661 gatatagttt taatagtcaa agaaggaatt agtgaaaagg aagttttaaa 
tttagtagaa
    69721 agtaatttgc cagatgattt gcagttgaat aataataagc atagttatgt 
aattataaaa
    69781 aataatatga ttttgacaca gaaatgtgaa aaaagaatta gtagtggtgt 
ttatttcccg
    69841 agtaaattgc agaatgaatg ctttatagat tttttagggt ataaatttat 
ttttattata
    69901 aaggataaaa tagaagtaga agtgggtatt tcggaagtta aaaaaagctt 
aataaagaaa
    69961 aaggttttaa gaagtttctt taaatataga aaagaaaatg attttaatat 
gttggtttac
    70021 cgattaaatt atttgtgttc aaatgttagg attttatcaa gtagacgcct 
ttattctggt
    70081 atttactata attattcttt aattgatttt gatattaata aaaaatgtgg 
ggtagggtat
    70141 aacgatttgt gtgatattga taattttata aaatctatta tttatagtag 
taataaacat
    70201 ccagcagtta gaggtataaa ttttaataaa caacaaatta cagagttaaa 
aaaaattagt
    70261 ataatttcag gatttaatga taaaagaata ctaaagttat caaatgaaaa 
aatatcaaaa
    70321 attaaaggag cttggtataa tgtctaaaaa aatccataaa attaaaagta 
ctgaagcaga
    70381 aagtatctta tcgagtgaag ttttaccttt tgaaacttta attttttttg 
ataatagaaa
    70441 tttaattaat ttttttaatg aggaggtcag ctttctagga aaagcattta 
ggaaagaatt
    70501 tactatcgct tatgattata aaattaaaca aaatgggaaa attagagcct 
tatctattat
    70561 gcacccgatg actcaactat cttttgttga gttatataga aaatattata 
atcaaattct



    70621 atatcatact agtattagta agcactcatt aaggaaacca atagctattt 
ctaaaactta
    70681 ctatactcct aaaatgattc aaaagataaa acgcattgat gatgaaaact 
tagaaggtta
    70741 tgaaaataca agttttttta gatatggtcc tatgcggtta gctcataaga 
tttatgattc
    70801 tgagtttctt ttagaaatgg aaactagtta taaatatatg aagaaaatgg 
atatttcaaa
    70861 atgtttttat aatatctata cccattcaat tgtttgggct atacatgata 
aaaactatgc
    70921 aaagaataat acaggtatta atgatttatt tggtaatttt tttgataaga 
aaatgcaaaa
    70981 ttctaatcat aatgaaacta atggtatatt agtaggtcct gaggtttcta 
gaatttttgc
    71041 agaaattata cttcaaaaat ttgatgttaa cttggctttg aatatagaat 
caaactgtag
    71101 tttaaagatt ggttcagata ttgattttta cagatatatg gacgatattt 
tagttttttc
    71161 aaataaaatt gaaaatttgg atttaataaa ggatataata tctgacgaat 
tatctttttt
    71221 taagctgcat ctcaataatt ctaaagagtc tcttattgaa agaccatttt 
gtactaattt
    71281 gtcttctttg aaagttaaaa tatcagaatt tattaataat tttgttaaag 
ataattttca
    71341 gaaaagtaat ttggaaaaat tgattgataa tattgattat gctttaaata 
aagatagatt
    71401 cgattttgaa ttgttaaaaa aatctattaa aacttctaag agaaataaaa 
ttattgataa
    71461 ggattttaat ttttctgtaa aaaaaattga taaattatat ataaagttta 
tttctgatat
    71521 tcgtgctttg tgttcacttt atgaaatgaa agttgaagaa attagttatt 
atatattaaa
    71581 aattttagat aaaaaaatat ttgaaatact tcgtagcgtt agatattctg 
aaaatgataa
    71641 gtttaatatt tttaatattt ttgtaagaat ttatttttat ttatttaaga 
taaaccctga
    71701 atataaaaac tttctttgta ttgcgaggtt tttacttttt tctatagatt 
gctttagcga
    71761 aaattttaaa agagatgtaa aaaagatatt ttctatccaa attggtaatt 
ttcttaaaga
    71821 ctataatggt gatgatgtgg tttattgtaa tttagttatt ttgacatctt 
ggatgggtaa
    71881 gaaatatgaa ataaatgaag attatttgaa gaatatatta aataaaaatg 
attatttttg
    71941 tgtgataact ggaattaatt attgtaggaa tattaaagct agaaatagtc 
taaaaattaa
    72001 atttttagaa aatgctttaa atataataga aaaatatgaa aatcctttat 
tatcttccga
    72061 agcactaatg ttgtgttgtg atatttataa ttgcaattat ttggataaaa 
tggataaaaa
    72121 tataataatt gaattatttt gtaataaatc tattttacat gttaataaag 
ggatgcctat
    72181 atatttaaat cctgagactt ttaagaataa atccaaagga ttaaattttt 
tccaatggaa



    72241 tactgggaaa atagcagact taaagaaaat tgtattatca aaacagttgc 
taaatgttta
    72301 ttaattaata taattgctat gccctctaag cattacttgg taaaagtaag 
ttctttgtat
    72361 caaagtaact tttatcttgt aatgaggcta attggtagag tcaaaggtaa 
aagattttct
    72421 agtcgaaaac ctaagaaact atcaaaatcc tcaataactc ttcttatatt 
caccatgtga
    72481 aaacgcagta atgtgtagaa gtagttaaaa atgattgttt tttgagcata 
tcatatacac
    72541 acgatagagg gcacttttta taagaaaatt tctcactgaa atcccctata 
ttcaatatgt
    72601 gtaaaggaat tattaaattc taatctcctt ctaaacaatg atcctttacc 
actttataaa
    72661 cccgcattta acaataatca tctcattatt tatccttact ttttaatgat 
ctaaattaaa
    72721 acaaatgtca ttttgtgtgc ttgactgtaa aagaacaggg cactattctt 
tgcctgctgg
    72781 ccacattgcc agtcggtcgt cgcagaccgc ataataactc ccgcatcaga 
gtcattcctt
    72841 ctgaggaata gtcttgtgtg gtagctactc gtccctttcc cgtagcggta 
ggacgggaga
    72901 gggacaccta cgggtgtgct agtttgagtt attactagtc tgcgaaccct 
ttctcgttct
    72961 gccaccataa ttttaatgct ttggcagaac tcccaataaa aaggagttgg 
ctttgcacat
    73021 ccattatttc ttggctctca atgccaaaag ctataacgac accacataaa 
ctttaaagca
    73081 gtttgagggc cattagcgct ttcaggcttt aaatcgtcac gactaaaaac 
ttgcagcaac
    73141 aataaaactt gagatgtgcc aagcacagtc tttataggct ttgctgtgcc 
tttttttctc
    73201 ccaaaaaagt atctcattta taaacaacaa gaatttataa tggtaaaact 
atgccaaatt
    73261 tagctctccc aacacgtgcc ttatatgttg taaataaagc aattgatctg 
tttcatcacc
    73321 gtgggttcca ccttattggg gtcgacagaa tagtgaaaga atcagagatt 
acaaaagcga
    73381 ctttttataa ttattttcac tctaaagaac ggcttattga aatttgcctg 
atggtgcaaa
    73441 aagaaaagct ccaagaacaa gtaatcgcaa tggtcgaata tgacttaggc 
actcctgcca
    73501 tcgataaact caaaaagctt tactttctac ataccgatct agaagggccg 
tattacttat
    73561 tatttaaagc catttttgag attaaaaata gctatcccaa cgcttatcaa 
accgcggtac
    73621 ggtatcgaac atggctaaaa aatgaaattt atagccagct tagaacgctt 
aaatctgatg
    73681 cttcatttaa tgatgccaaa ctatttttat atatggtgga aggcaccatt 
attcagcttt
    73741 taagctctgg tggggtagat gaaagggaga gattattaaa ttgctttttg 
gggcagttta
    73801 taaccgagtc aaagtcaatt ttataattaa tgccatatta aaggctttca 
tctatttatg



    73861 ataaaaacaa caaatagaat gaaagcctaa aatttgaatt acaacttaga 
atgtattttg
    73921 aataatgacg tcatcgtaag gaagtttacc tacgcgcggg taaggttcag 
aagctgcttt
    73981 accaaccgca atcattaaac acaccacatg gtcttcaggt aagttaataa 
gctttgccat
    74041 tgcatcaaag tcaaaaccat ccattggaca gctatctaaa ccatgctctt 
gagcaagtaa
    74101 cataagggtt tgagcaaaga tgcccgcact acgcatcact tcgtcacgtt 
gggtttgtgg
    74161 gcggtcacgg taatactggt cgattgcacc aaccataata tcttgaactt 
ctggagaagc
    74221 tccatcccat acacgtttag cgtcaacttc ccatgtattt actttggcac 
ataacacaat
    74281 cagtaatgat gactctgtta cttgtggttg gtcccaagca atcgcgcgaa 
ttttttgtct
    74341 taactctgca tcttcaacaa tgaccggacg ccaatgctgc aagttaaaag 
cgcttggtgc
    74401 atttgctaaa acttcttgta ataactgctt cttgtcatct tcagagagtt 
gaaaagcagg
    74461 gtcgaagcgt ttaactgcac ggcgtttgcg gagagcatca ataacattca 
taagattttc
    74521 ctacttgaga gttgggtagc cgtagtcgtt agtttttata acgttgggct 
acttcagccg
    74581 aagagaagtt tggtaataat gtcatacgcg atttttcaaa attattccat 
tgattttcat
    74641 ctttcagcac aggaattgta attgtttctt tacgatcaaa accaatcagg 
gctgcatcga
    74701 ccaaatcatt gacgtccatt aatggcggaa cttggcttaa atctatacct 
gaacgttccc
    74761 aaatttcggt tttagtggca gaaggtaata cagcttgaac gtgtacccca 
tgatctttta
    74821 gctctaaatg taagccttgg ctaaaaaatt ggatgaaaga tttacttgcg 
ccataaatgg
    74881 tagaaccaaa ttcaggcgct aagccaagta cagagcctaa attaataatg 
gcgcctttac
    74941 ctttgcgtat aagggattgc gacattgcat gagacaaccg caccaccgca 
gtcatattta
    75001 aagttagaag tttttcaatc tcattacgat cttgagttaa aaagtttccg 
ttcagtgcaa
    75061 tcccagcatt atttaccaaa atttcaatat cagcatcgtt tttgagtaca 
tcttcaattt
    75121 tgcgaatgtc ttgatcattt gataaatcgg cttgaatgaa ctcgacctgt 
acgccatatt
    75181 tttcttgaag atcttttgaa attttatcta aacggttggt gtctcgtgct 
accaagatta
    75241 agtgatagcc acgttgagca aatcgatctg cataaacaga accaattcct 
gacgaagccc
    75301 ctgtaataag tacttttgat tgaactgaca tgtgatgtct ccacgcttta 
atttttagat
    75361 tacgatcata atctaaaata tacaggtttt gatgtcaatc ataatcaatg 
tataataatg
    75421 acgagcaggg tgaataaaag tgagcgcacc aacatgaaag tcagtaaaac 
tcaggtaaaa



    75481 gaaaaccgag ataaaattgt tgaaaaggcg actcaactgt ttcgtagcaa 
aggttacgac
    75541 ggggtgggca ttgccgaatt aatgtctagc gcaggcttta ctcatggtgg 
gttttataaa
    75601 catttcagct cgaaaacaga ccttgttact attactgcca aatatggtct 
tgagcaggtt
    75661 ttaaaaagaa tagaaggttt aaacttaacc caatttattc aaatgtatgt 
gtctcgtaca
    75721 catcgggaca accgtgatca gggctgtacc ttaacagcgc tatcttgtga 
tgccgcaaga
    75781 cagcccgacg aagtaaaagt cgagtttgaa gagggcattg agcagcttat 
tgagttcatt
    75841 atgaatgaac gcgcaaaaca agtttcttta gaaacagaag agctgagaaa 
gcaagctatt
    75901 aatattcttg ctcagtcagt aggggcaatt gcattgtctc gtgcatgccc 
agaccaatca
    75961 aaccttagcg atgaaatctt ggagagctgt agagagagtc ttttaaaatt 
agccgattag
    76021 gcttttttat catttaagct ggtttggcta aactgaatta atctcgctat 
atcgactgtt
    76081 cgctcataaa tgagttctgc tgcatgttcg caggcgtgtt ctagggtgat 
gggaccattg
    76141 gctagtgaga aagcagcgct tacaccgtgc tcataaagtg cttggtagtc 
ttcacctaaa
    76201 gtccctgcaa tcacaatgac cggaacattg tgggctttgg caatttggct 
taccccaaaa
    76261 acggttttac cgcttaaggt ttgttggtca aatttacctt cccccgtaat 
tacccaatct
    76321 gcgttagaaa ttttatgctc aagctgattc agttcagcca caactttaac 
tccagcttta
    76381 aagtctgcat ttaaataact tttggcggca aagcccaaac caccagcagc 
cccagaaccc
    76441 gcttcatctc gtttgtcgaa acctaaaagc ttaagcgaga catcggcaaa 
atgggcaagg
    76501 gctgcatcga gtaactggac ttgagcagga gaagcacctt tttgtgggcc 
aaaaatatgt
    76561 gatgcgccat ttggaccgca aagtggattg gttacatcgg cagccaataa 
aaaccgtgtg
    76621 tgctgaatac gtgagtcgaa atgtgttaaa tcaattttgg ataggtggct 
aagggcaagg
    76681 ccgccagcgg gtaaaacgtt ttggttagca tcgagtaaaa ctgcgcccaa 
agcactgagt
    76741 aagcctgtgc cgccatcgtt ggtggcgctg ccgcccacag ttaaaataat 
atcttttgca
    76801 cccgcgtcta aggcatccaa aataagctgg cctgttccaa atgttgtgct 
gtggcaggca
    76861 tcacgctcag aagggggaac taactgtatg ccgcttgctt gagccatttc 
aatcatggca
    76921 attttttgtt tttctaacca accccatttg gcctgaacag gctgacctaa 
tggtccaacc
    76981 acagtttttt cacgccattg accatcgcag acttctaaaa ctgcttcaat 
ggttccttca
    77041 ccgccatctg ccatggggca caaaatcgtt tctgcatcgg gaaaaaccgc 
ttgccatcct



    77101 tgggcaatgg cttgagctac ctttaaagcc gataagctat ctttaaatga 
atcaggggcg
    77161 atcacaacct tcataaatgc tctaatgcag ataaattttt aattgtttta 
tactgcttaa
    77221 tgcgaaaaaa acatagataa agtcgtgtaa gtgtcaattt taaaaggctt 
tcagtctgtt
    77281 aaaaatgcaa cccaataatg tttttatctg taaaagatag aattaatatc 
tatttaacta
    77341 tttgatttat atgtttttat ataaataacg tggttggctt gaattattgt 
aattgtaaag
    77401 aatatggcac atattataag aacggttgag ccggctttta gcatagtggc 
aataatataa
    77461 aaagtggact ctactcatgg gtaaacagcg ggtagctttg ataaaaccat 
aattaaattg
    77521 tgatttcact gagcctgttg agtgtaaaaa agataagagg atgaaaaagt 
ggataattca
    77581 gaagaacaaa agcacataca ggaaaataac ggttttgcgc gaattgagcc 
atatactcat
    77641 cctgctggcg ggtggggcgc actgctcagt gttgctcgaa acttaaagcg 
acaagatatt
    77701 ttaggtaaag gttcaattac cttactcaac attaaccagc ctacaggttt 
tgactgtccc
    77761 ggctgtgcat ggccagaaaa gaaagatgct cacgcattta acttctgtga 
aaatggtgca
    77821 aaggcggttg cctttgaagc gactagtaaa accgtcactc ctgaatattt 
tgcaggtcat
    77881 accgttagtt ggctatcaga acaaagtgac ttttttctag aagacctagg 
ccgcttaaca
    77941 gacccagttc gttatgatgc tgcaaccgat aaatatgtgc ctatttcatg 
ggacgatgcc
    78001 tttaagctca tcgctcaaca tttgcatgcg ctagatcatc cagaccaagc 
ggcattttat
    78061 acctcgggcc gtgccagtaa cgaagcagca tttttatatc aattatttgt 
acgaagcttt
    78121 ggtacaaata actttccaga ttgttcgaac atgtgtcatg aaaccacaag 
tgttggtttg
    78181 ctcgactcga ttggtttagg aaagggcaca gtcaccctag aagattttga 
tttagccgac
    78241 gccattttta gttttgggca caacccggga accaaccatc cacgtatgtt 
aggtactttg
    78301 cgtgaagtgt ctaaacgcgg cggcaacatt attgcgatta accctattaa 
agagcgaggt
    78361 ctcgaacgtt tccaagaccc gcaagcaccg cttgaaatga tgaccaatgg 
cagtacgcca
    78421 attagtcgct attatttcca gcctaaaatt ggcggcgact atgcactgat 
gttgggtatt
    78481 ttaaagcact tacatgagtg ggataaaaag gcccttgcat caggtaaacc 
aagcgttttt
    78541 gaccgaaact ttattgcagt caataccgtt ggtttcgacg aaatgattgc 
ggaggtcgaa
    78601 agaacagagt gggcagatct ttataagcac tcaggtctgt cgcctgaaca 
tttagaaaaa
    78661 ctggctaaac tctttttaga gtcagagcgt tcaattttct gttggggtat 
ggggattacc



    78721 cagcatcgtc acggaactgc taacgtacat atgctggcaa atttattgtt 
ggcacgtggt
    78781 caaattggta gaccgggtgc agggctttgt ccggttcgtg ggcacagtaa 
cgtgcaaggc
    78841 gaccgcacta tgggcattaa tgaactccct agcccgaaac ttctcgacaa 
tattgaccgt
    78901 gtgtttggta ttaaatcacc aagaaaaaat ggatatggtg tggttgaaac 
cattaaagcc
    78961 atggccgaag gtgatatcaa agtctttatt ggtttgggcg gaaactttgc 
cgttgcaaca
    79021 cctgacaccg cttatacaca agaagcgctt agaaaatgta atttaaccgt 
acatgtggca
    79081 accaagttaa atcgtagcca cttggtgtgt ggtaaagatg cgcttatttt 
gccatgttta
    79141 ggccgtaccg aaattgatga gcagcttcat ggaccacaag ctattacagt 
tgaagactca
    79201 atgagtaatg tccacttgtc ggcagggcgt aatactccaa tttctaaaaa 
tattttgtct
    79261 gaacccgata tcgtagcaag aatggctgag gccgtgctgc cagagagtca 
gattaaatgg
    79321 aaatggtaca ttgaaagtta tgaccgcatt cgtgactcaa ttgccgatgt 
gtttgatgaa
    79381 ttccatgatt ttaatttacg cgtttataaa cccggcggtt tccatttaga 
acatccagct
    79441 aatcagcaca tctggaatac aaagagtagt aaagcgcaat ttctaattac 
gccacttgaa
    79501 gaagtctatg cggataaaga aaatcagtac gctgccgcat ataccgaaag 
taaggtttat
    79561 accttaatga ccacccgatc tcacgaccaa tacaacacca ctttatatgg 
tctggatgac
    79621 cgttaccgtg gggtttttgg tcagcgccgt gtgttgttta tgaaccaagc 
cgatattgat
    79681 gaagcgggct ttgaagcaaa tcagtgggtt gatattgaaa gtgttttctc 
ggatggtgtg
    79741 aagcgtattg tgcatagttt ccgtattgtg ccgtacaaca ttccacgcgg 
cagcttagcg
    79801 gcttactatc cggaaaccaa tcctttggtg gccttaagca gtcatgataa 
atatgccaag
    79861 attccggctt ctaaaagtgt tcctgtgatt ttacatcccg gaaatgcgcc 
agagcatttt
    79921 aacttggcaa cagccgttga ccctgaagat gccaataaga aagttagcag 
tctttaagtg
    79981 aatctgattt tttaaaatga aatttaagca aaaggcgctc taaacaagcg 
ccattttgaa
    80041 gtaaaggaaa taattttgac accacatgct tatggggttg aaacattgcc 
agtacagcgg
    80101 tttaacaaaa ccgaatctga aaatgtctta gatcatattg tgcaagagta 
cccaattgcc
    80161 ttggtatata acggtatttc gcatgcggtg atgatggcga caccgactga 
tgtcgattta
    80221 tttgccaaag gttttagtct ttcggaagga attttaactg gcttaaaaga 
gctctatgcc
    80281 cttgaggtgc atcaaaatga attaggcatt acggtggaaa tgaccatttc 
atcaagagca



    80341 ttcgccgccc taaaggaaca tcgccgtatg atggtaggcc gtacaggctg 
cggtttatgt
    80401 ggaattgaaa gcttagagca gtttcagtta gacgtgccaa aaattacaac 
gcatgcatca
    80461 aaaatatggc ttgagcaaat tccgagtgct atttcccatt taaaaactca 
acaagaaatt
    80521 actgctttaa cgggtggggc gcatgccgca gcgtgggtag ttgacggtca 
aatcgtggct
    80581 ttatttgaag atgttggccg ccataatgcc ttagacaaat tgctcggtta 
tttagcgcaa
    80641 gaaaactacg acaccagttt aggttttgtg gtgatgacca gtcgggcaag 
ttatgaactg
    80701 atacgaaaat gtgctcagct caatattagc ttgcttgctt caatttcagc 
acctaccagt
    80761 atggccattc agttagccaa gcaatcaggc ctgactttgg caagcttttg 
taggggcgat
    80821 ggatttgttt tatatacgga aatataaaat atatctttta atgtgaagga 
attagggctg
    80881 ggttcattcg atattccttt cacttttaag ctaaggttag tttttataga 
ttattataaa
    80941 attctaaagg ttcagagtct gtccaaatgt cttgggtaca atcaataaaa 
gaatgggcaa
    81001 aacgtctaaa aaaacaaatt attatgcttt ggtttgcctc aaggcatcct 
caaatgccgt
    81061 ggttacccaa aattattgct gtggtggcgg tggcttatgc gtttagtcca 
atcgacttaa
    81121 ttccagactt tattcctatt ttaggcttta ttgatgatgc ggttatttta 
cccatactga
    81181 tttggttagc agttcgtttt acgcctcaac aagtcatttt cgatgctgaa 
caacaagcta
    81241 aagaatggct agatgaacat gaaaagcggc caaaaaacta tttggttgcc 
gtacttatta
    81301 ttttaatttg gctcacactt gccgtgatgg cttactttta ttttggcggt 
ggtttgtaag
    81361 tgaactgagt cttgaaaccc tgtgcgaatt taataccctt aacattgtac 
tttgccacaa
    81421 ctcaaaggat aataacgttt ttataagcta tgggttgcag accatgaaaa 
tcgtcgcaga
    81481 tgaaaatttg gcgtttaccg attacttttt ttcagagttt ggcgatattc 
aacataaagc
    81541 agggcgcacc ttaacgcata cagacgtaca agatgctgaa gctttattgg 
ttcgttcagt
    81601 caccgcagta aatgaaagtt taattcaaaa taccgcccta aaatatgtgg 
gcagtgccac
    81661 aatcgggacc gatcatttag atattcaagc tttagaaaag cagggcatta 
catgggccaa
    81721 tgccgcaggt tgtaatgcac aggcggttgc tgaatatgtg attacagctt 
tactgcattt
    81781 agatgctagc cttttagaac aacaagaaaa atttacgcta ggtattgtgg 
gtcttggcaa
    81841 tgttggtaag cgcttggcct atatggctca gttgcttggt tggaaagtga 
ttggctttga
    81901 cccctttgta cagttagatt caattgaaaa tgtaagcttt caaatcttgt 
tgcaacaagc



    81961 taatgcagtt tcaattcatg taccgctgac caaaaaaggc gaacatgcga 
cgtatcatct
    82021 gtttgacgaa aaagcttttg cagcgtttca accgaacacg attttaatta 
atagtgcacg
    82081 cggtccggtc gtaaaagaag ccgctttaat cgaagacatt caacgtaccc 
agcgtaaagt
    82141 tgtacttgat gtatttgagc atgagccagt gatatctgaa gagcttttaa 
atatgttggc
    82201 tttggcgaca ccgcatattg caggttatag cttggaagga aaagcgcgtg 
gtacgcaaat
    82261 gatttatgaa gcgttttgtc aaaaatttgg atatgacatt aataagcgtt 
tcgaaaccca
    82321 gttacctgca tgtgaagact atttttcagg acatgattta aaagcagtgt 
taaagcaaaa
    82381 aatatctcaa atttatgata ttgctcaaga tgatgccaac atccgtgcct 
gtgttaaaga
    82441 gggcaaggta gagcaaaaag catttgattt attacgtaag aattatccgc 
tgcgccgtga
    82501 atgggcagct cacgggggac cacaggcatg agtttaagtt atcaacctac 
ttgttcaatt
    82561 gatgctttaa aggctcgtgc caagctctat acccaaatcc gtcagttttt 
tgcagaacgt
    82621 ggggtcatgg aagttgaaac acccgtggtt tcacaagcag gtgtgactga 
cgtacattta
    82681 gcctcggttc aggctttacg tcatatcaat ggcaaattgc agactcagta 
tttacagact
    82741 tcgcctgaat ttgccatgaa acgtctactg gcaagtggca gcggaccgat 
ttatcaaatc
    82801 tgtaaggttt tccgagacga tgagcacggg cgcaaacaca acagtgaatt 
taccatgctt
    82861 gaatggtacc gtccgggtct ggacttaaaa gcgttaatgc acgaaacagc 
cgatttatta
    82921 caaacctgtt tgcagcatcg ttttggcgaa gttcgtccat ttattttaag 
ttataagcat
    82981 gcttttcagg accgtttaga tattaacccg ttgcaagcga ctttgaagca 
acttaaagac
    83041 acagcaaatc gtgttgggtt aaatctcgac ttgggcgatg accgtttagc 
ttatatggat
    83101 ttgttgtttt ctcattttgt tgaaccaagt ttagggtttg atgcacctgt 
ctttttaact
    83161 gactttcctc cagaaatggc atctttggca aaagtgaaat tagatgaaga 
tggtgaagag
    83221 gtcgcagcgc gttttgaggt ttatatcgaa ggcttagagc ttgccaatgc 
ctatgatgaa
    83281 ttgctcgatt cagacgtgtt gcgttctcgc tttgaagcag ataatgcaga 
gcgagctaaa
    83341 caaggacttc atgtcatgcc attagatgag cacttgttgg ctgcgttacc 
tcatatgcct
    83401 gaatgttcag ggatcgcttt aggagttgat cgattactca tggttgcaac 
cgatcaactt
    83461 aaaattgaaa aagtcatcgc atttccagcc gaaattgcct aaaaacaatg 
aaataaaaaa
    83521 gccacaataa tgtggctttt ttatttagaa attatttaag ttaggcttgt 
tgaatacctg



    83581 caacaaccca atcttgctgt gaaccaacag gttttacaaa gtgccagatt 
tcagtaaatg
    83641 gctgtggcaa gctgtttaaa tcttcactta ctgtacctgt gaaacgtacg 
ctcacaatgt
    83701 attgaccatt ttcagtcgca ctgtctacaa ccattgcatt taagttacta 
aactcagcaa
    83761 cgtcctgatc ttggttctcc atgatgtcgt tatacataga gttgtaaagt 
tcaggggtta
    83821 agtaacgacg aatttcttca atgttacttg cactattgat tgactgaatg 
tggttaaaac
    83881 gctgacgggc aacgcgtaag aaagaagcag gctcactacc atctggtaat 
tggttaccgc
    83941 tattcgtcgt tgcgctacca aaaggagctt gtgttgctgc accgccacct 
acagattgac
    84001 caaagatatt ggtattgtca cctgtattgg ttggagctgc cgagcggcca 
aatgggtttt
    84061 gaccgccatt atttggtgca taagggttat tagctgctaa tttttttttt 
gatcccaatt
    84121 tacggaatac aaagaaagct acagcagctg caagtaatac ccaaagccag 
ccaggaatac
    84181 cacctttttt ctcttcttgg gcttgaacag cttgttcatt acccggttga 
gttacttggt
    84241 gttcagctga tgttgatttg tcatctgcta aagcatttgc tgcaacagca 
cctacggcag
    84301 caccagccac accagcggca accattgaac caacacccgg accagatctc 
tgaggtgctg
    84361 tagcaggttg ttgaactgga gtcacttgac gaggttgttg ataagactgg 
cttgaagtag
    84421 tagaacgtgc cataccgtgg cttttaccac cacctgcacg tttagcttca 
gcaagcggag
    84481 aaattgctaa agcagccatt aaaataccgg taatcaagcc acgctggtgt 
acttccatag
    84541 gaaattcctg tttaaagtta atttgtaata gtatttatgc aggtatttac 
tctaaatttc
    84601 aaccttaaaa gtatgttttt ttatgtcaat tcatcactaa gttgcatcgc 
ctcagtcaag
    84661 gcttcatgca ggcgggcaac agcaatcact tgtacgcccg gaattgcttt 
ttgcggggca
    84721 ttacctcttg gtaaaatgac gtatttaaac ccatgttttg ctgcttcttt 
taaacgttcc
    84781 tgaccattag gtacagggcg gatttcacct gaaagcccaa cttcaccaaa 
aactgcaagc
    84841 tgctgaggta aggcttttgt tcgcaaactc gaagcacatg caagtaaaac 
agccaagtcc
    84901 gaacctgttt cggtaatttt taaaccacct acaatattga catacacatc 
ttgtccggtg
    84961 gtttgtacac ccccatgacg atgcataaca gcaagcagca tgtttaaacg 
gttttgttca
    85021 agaccaagtg caacacgtct tggttgtcct tgagcatcat cgactaaagc 
ctgaacttca
    85081 actaaaagtg ggcgagttcc ttcacggcta atcatgacaa ttgaaccggg 
aatggcttcg
    85141 tcataacgac ttaaaaagat agcagaaggg ttagccactt cacgtaagcc 
tttatcggtc



    85201 atgccaaata cgccaagctc attgactgca ccaaaacggt ttttcactgc 
acgaatcatt
    85261 cgataacgtg agtctgattg gccttcaaag taaagtacgc agtccaccat 
gtgttctaaa
    85321 acacgaggac ctgccaatgc accttctttg gtcacgtgac caacaataaa 
tagcgctgtg
    85381 ccactatttt ttgcataacg ggttaataac gcagcagatt cacgaatttg 
tgaaacccca
    85441 cccggcgcag attgaagcgt ttctgtgtaa agcgtttgga tagagtccaa 
gattgcgaca
    85501 acaggacgtt cttgttctaa aacttcacaa atgcgttcga cacaagtttc 
agccatgact
    85561 tttagctggt ctgttggcag gtcaaggcgt tgggcgcgta aggcaacctg 
tgacagcgat
    85621 tcctcacccg taatataaag tgcagaactt tttgcacttg ccatgtgagt 
tgctgtttgt
    85681 aaaagaatgg tcgatttacc aatacccggg tcaccaccaa tgagtactac 
agaacctgtc
    85741 accaagccac caccaagcac acggtcaaat tcgctaatac ctgttggtaa 
acgggtttca
    85801 tgagaaacag agactttatt aagcgttgta atattggcga cttgacccgc 
ataaccccca
    85861 actttaggac gtgcacgatg agcagtggtg gattctagtt tgacttcatt 
aagacaattc
    85921 cattcaccac actctgaaca ttgacctgcc cattttagat gatcggcacc 
acattgctcg
    85981 caacggtaaa cggttttgac tttgctcata ttcgacttca gtgagataac 
ttcataatca
    86041 ttaaaagcag agtatagcaa aaagcccaat agagaactta atcgatatgg 
aatacatttt
    86101 gcttaagctt cggtgagcaa aattaaagag taaatgtcat gttttaaaaa 
tagagagata
    86161 acgtagtagt cagtcaaatt tcgagaaagt attagaagct cgagagggaa 
ttggtagtta
    86221 aaaagttgat caattgatat ggctttttaa tttaaaaatc aaagtagttc 
aagtcttaat
    86281 tttagactga aaagtgcgtt gtattgctag gttcttgtgc gtattatcgg 
atttaattgt
    86341 atgtatcttg aaattatcag caatacagac aaaaattggt tagctgaaaa 
gttgtcaaaa
    86401 aatatacatt taaaagatac ctgcaaatgg tgcgatatcg tctttttgat 
ttgattttag
    86461 ctaacggact aaaaaaatta ctggagtgta ttcataaaat gtcgaatcaa 
aatctgagcg
    86521 accctcatga acaaggtgag ctccatcgta gtctctctaa tcggcattta 
cagctgatcg
    86581 cgattggtgg tgccatcggt accggattat ttatgggttc aggtaaaaca 
attagtcttg
    86641 ccggaccttc tatcttattt atttatatga ttattggttt gatggtgttt 
tttgtcatgc
    86701 gtgcgcttgg cgaacttctt ctgtcaaatt taacctataa atcatttatt 
gatttttcta
    86761 ccgatttaat tggcccatgg gctggttact tcgtgggttg gacctactgg 
ttgtgttgga



    86821 tcacgattgg tatcgccgat ctgtctgcaa ttatttatta cttacagttc 
ttcaataatg
    86881 gcttaccttt ctcgcctgtt gaaggcgcaa tgattagtgt tgccgcgatt 
gtgttcatta
    86941 tgggattgaa cttattaaca gttcgattgt ttggtgaatt agagttctgg 
tttgcactta
    87001 ttaaaatcct tgcgattatt attttaattg cagtgggtct gtggatgatc 
tttacaggct
    87061 ttacgtctac tacaggtgaa gtcgcttcat ttactcatct ttgggcaaat 
ggcggtttct
    87121 tcccaacagg tgtgcatggc ttcttggctg gtttccagat tgcaattttt 
gctttcgtgg
    87181 gtgttgaact tgtgggaaca acagccgcgg aaactaaaga ccctgagcgt 
aatttgccta
    87241 aagcgattaa ctcaattcca atccgtatca ttattttcta tgtattggcg 
ctactcattg
    87301 taatgtcagt aacaccatgg aacagaattg atccagcgat cagtccattt 
gtaaacctgt
    87361 ttagtcaagc aggggtagcg gcagccgcga ttttgatgaa cttggtggta 
ttgtcatcag
    87421 tcatgtcatc catgaacagt ggtgtattct caacaagtcg tatgttgttt 
ggtttatctc
    87481 gtgaagatca ggggccaaaa gcttttggta agcttaacag acgtgcagta 
ccggcaaatg
    87541 cattgtattt ctctgctgcg tgtttattgt taggtgcagc attacagtat 
tttgtaccaa
    87601 atacagttga agcatttacg cttgcaacaa cactttcaac gattctcttc 
atctgcgtat
    87661 ggttgcttat tatctggagt tacatccgtt attacaccac gcgtcctgaa 
ctgcatgcca
    87721 aatcaacatt taaattgcca ggtggcttat ttacatgttg gatcacgatt 
attttcttta
    87781 ttggtatgat ttacgtattg tctttagagc cagacacctt taaagcgctt 
aaagtcagcc
    87841 caatttggtt tgttattttg atcattggtt atttcttctt ctataaacca 
cgtcataaaa
    87901 aataattaaa tttatttggt tatgatcaaa cgctggctga aaagctggcg 
ttttttatgc
    87961 atattgtttt tctattcaag tttactcttt agccgcttgc ctgatcacgg 
tatactgcat
    88021 cgaattgttt aaatcaggtg ctcagatgcg tcgtgtcatt tgcctcatca 
gtttattgag
    88081 cagcagtatt ttgcttagcg cttgcggtca gtcaggagca ttgcagctac 
cttctgatcc
    88141 aaattatgac aaacgtgcaa aatacttgct ctatcgtaat aaagaacaga 
aacaagttgt
    88201 gcaacaagat gaacaggctg aacagtcagt cgaatcatca gccgctcaac 
cacaaactac
    88261 atcaccttaa gctttgaaat aaggacacct tcatgagttt cacccgcatt 
aatggagtat
    88321 tgcatgcaga gcaatgctct ctagagcagc ttgcgcagca atttggcaca 
ccgttatatg
    88381 tttattcaaa agcagctttt gaaaaacatt atttagatat ggatcgtgcc 
tttgacttta



    88441 ttgatcatca aatttgtttt gcggtgaagt cgaactcaaa tatagctgtt 
cttaatgttt
    88501 tggcaaaact tggtgcgggt tttgacattg tgtctggtgg tgagctagca 
cgtgttttaa
    88561 aagcaggtgg cgatgcttct aaaattgttt tttcaggttt aggtaaaact 
gaagctgata
    88621 ttgaaacgtc attaaatgta ggtattgcct gttttaatgt cgagtcttat 
gcagagttgg
    88681 accgtattca aaaagtagca gctcgcctag gcaaaaaagc gcctatttct 
ttacgtgtaa
    88741 atcctgatgt cgatgcaaaa acgcatcctt atatttcaac aggattaaaa 
gaaaataaat
    88801 ttggtattcc aagtgatgca gtttatgaaa cttatcaata tgctgcatct 
ttacctaacc
    88861 ttgaaatcgt aggtattgat tgccacattg gttcacagct cactgaaact 
aaaccatttg
    88921 ttgatgcttt agaccgtgtc attgtgatga ttgatgagtt gaaaaaacta 
ggcattaatc
    88981 tgaaacatat cgatatcggt ggtggtttag gggtttgtta taaagatgaa 
acaccgccaa
    89041 gtgttgaaga atatgcaaac tctatgaagc cggctttaga aaaattaggc 
ttgaaagttt
    89101 atatggagcc gggtcgtagc atcagtgcaa atgcaggtgt acttttaacc 
aaagttgatt
    89161 tgcttaaacc aacgacgcat cgtaacttcg cgattattga tgcagcaatg 
aatgatttaa
    89221 ttcgtcctgc tttatatgaa gcttggatgg atattcaacc tgttgtacca 
cgtacagata
    89281 ccgtagaaaa aacttgggat ttggttggtg caatttgtga gacaggtgat 
ttcattggta
    89341 aagaccgctc actcgcatta caagaaaatg acttgttgac tgtacttggt 
gccggggctt
    89401 atggttttgt catgagctca aattacaaca cgcgtggccg tgcagcagaa 
gtcatggtat
    89461 caggtgaaaa aagctattta attcgtgaac gtgaaacggt tgagtcgctt 
tgggaaaaag
    89521 aacgtttatt gcctgaggag taaatgagat gttattagaa tttaccaaaa 
tgcatggttt
    89581 aggcaatgat ttcatggtgg ttgatctaat tagccaaaga gcttatttag 
atactgcaac
    89641 aattcaacgt ttggcagacc gacactttgg tgtggggttt gatcagcttt 
taattgttga
    89701 accaccagat gtacccgaag ctgattttaa ataccgtatt ttcaatgcag 
atggttctga
    89761 ggttgagcaa tgtggtaatg gtgtgcgttg ttttgcccgt tttgtccacg 
aacgtcattt
    89821 aaccaataaa accaacatta ccgtacaaac caaagcgggt attgtaaagc 
cagagcttgg
    89881 gcaaaatggt tgggtgcgtg taaatatggg ttacccaaag tttctaccaa 
acgaaattcc
    89941 atttgttgcc gaagagccag aagctttata tacccttgag ctggcaaatg 
accaaaacat
    90001 tagtattgat gtggtcaaca tgggtaaccc acacgcggtc actatagttc 
cagatgtgct



    90061 tactgctgat gtagcaggta ttggcccgca agttgaatca cataaacgtt 
tccctgaacg
    90121 cgttaatgct ggtttcatgc aagtgattga tgacaagcat gttcgcttac 
gtgtatttga
    90181 acgtggtgtg ggtgaaacac ttgcgtgtgg tacaggagct tgtgctgctg 
cggtaagtgg
    90241 catgcgccgt ggtctacttg cgaactctgt agaagttgaa cttgctggcg 
gtaagctaca
    90301 aattgaatgg caagaaggcg atgtggtctg gatgactggt ccaacaactc 
atgtatatga
    90361 tggacgtttg gatttacgtt atttccaagg ttaattacga ttttttttag 
gggaaagatc
    90421 ttaaaataag gtctttcccc tatgttttta caagaataaa tattgagaga 
aaaatgcaaa
    90481 ataaaattag aggagcaatt tatggtttgc tgattggtga tgcagtcggt 
gtaccatatg
    90541 aatttcattc agatttgcag cttccacttt actcacatat tgatatgatt 
ccacctaaag
    90601 attttaggcg gacttatcca gatattccaa ttggaacatg gtcagatgat 
ggagctcagg
    90661 ctctatgctt attggcatca ctattacatt gtcagaaact cgatagtatc 
gattttgcta
    90721 accgtcttcg caattggtac cgttatggtt atatggcggt tgattatcaa 
gtgtttgata
    90781 ttggagtgca aactgctcag gcgttacaac gttatgaagc tggggtgtct 
gtagaagaga
    90841 tggctaatac agatgaacat tcgaatggta atggagcgtt gatgcgcaca 
ttgcctttgg
    90901 cattatggta taggggatct gatcagcaat tagttgagtt agcctatcag 
cagtctcatt
    90961 tgacccatgc tcatcttcga tcaaaaattt gctgtgcttt atattgctta 
tgggcaaagt
    91021 gtttattaaa aggacaatca gttaataatg cttggaaatc tagtatttcc 
atactgatgc
    91081 aactttataa aaatagtgtt aatgaacaac aagaactcaa tcatattatt 
gattcaacac
    91141 atgagaaaaa aatatcgggc agcggttacg tagtggattg tttacattca 
gctcgtttcg
    91201 ctctgcaaca agataattat gaagatgtca ttaaaacagc tattgcttta 
ggacaagata
    91261 ctgatacaac cgcttgtgtt gcaggaggat tggcaggaat tgtgtttgga 
tatgaaggga
    91321 taccacaaat atggttacag cagttaagag ggaaagaaat actaaaacca 
ttattaaccc
    91381 aattagaaga agcatgatat gaatttaatt ttcttacccg gtgcatcagg 
cagtacgaca
    91441 ttttggcatc ccctaattga aaaattacct cagcagtatc gtgcaaaaat 
tattggttat
    91501 cccagttttg gagatacacc agaatcctta gaagtcaaaa gttttgaaga 
cctaacaaat
    91561 tatgtggtca atcaaattca tgatgagtct gtaattattg ctcaatctat 
ggggggaatt
    91621 tttgcagtta ccgcagcgtt gcaaaaacct caattagtaa aagggctggt 
cttgattgca



    91681 acttctggtg gaatcaacct tgaaccattt aatgtgcaag actggcgtga 
agcataccgc
    91741 caagcatttt taaaatatcc agattggttt attaccacca atgccaatta 
tgaagaattt
    91801 ttgtcagata taaatattaa aactttatta atctggggtg ataacgatcc 
ggtgagtcca
    91861 gttcaggtag gtcaatattt aaatcaaaag tttgaaaatt cgactttata 
tgttgtgaaa
    91921 ggtggtgacc atcaattagc agaaaaatat gccgatgaag ttgcagttca 
aataaaaaat
    91981 tacttaaaag gcctaatgta agtttttaag tattatttag cgtgctatgt 
gttagcacgc
    92041 ttttaaaaat ttacctttta ctcaacgcta atttcaaagc gaatagaaca 
aaaatactgc
    92101 ccgtaattcg gtccatatat tttacaaact tgggttgctt tagatagcgc 
gaaagtggct
    92161 gcatagccag aattaataga cttgaccata acacgccaat caccacatga 
atcattacta
    92221 gtcccattac ccaagtaaca gccgatgctt gcgctggaat gaactgggga 
agaaatgaaa
    92281 tataaaaaat accaactttt ggattgagca agttgccaaa gaaaccttta 
ataaaccaat
    92341 tctctgaagt agagcgattt gaatgattgt cttgtatatc tgcgagctga 
ctacgaggtt
    92401 ttaaaatcat atttaaaccc aaccatgcta aataagcggc gcccatccat 
ttcaatatat
    92461 tgaatgctaa gtcggatgcc atcagtaggg cacctagacc gcatgccacg 
acaattcccc
    92521 aagcaataca gccaagacta attcctagag ctgcttgaaa cgctttagat 
tttccttcaa
    92581 gtgttgcagt acgaataatt aaagttgtat ctaaaccagg ggtaagggta 
agtaaagtaa
    92641 tggcaattac ataaggaatg agtatagcgg tcatggtgta aggtccaacg 
gatacttggt
    92701 ataaattgta atatataagt tggattcatt atgctgtgcg atatcaaatt 
ttcctgatta
    92761 aatagttttt ggtacactca aaaaaatggg caaataaatg gagagcaatt 
tggattttgc
    92821 attacaactg ctctcaatgt ggttaaaaga aagaaaaatt caaaaccagt 
ctgagcatac
    92881 aattaccgct tatgagcgag atgttaaaag cttccttgaa ttttgtgagc 
ttaaaaaagt
    92941 tgatttaaga aatgttgaag cttcagattt gcgtgaatat ttggctcaac 
gtgttgagca
    93001 agatcagtta agttcaagta gcatgcaacg tcatcttact tctattcgtc 
agtttatgaa
    93061 gtgggctgaa cagggcaaat acctagaaat taatcctact gacgatttta 
aattgaaacg
    93121 tcagcctaga cctttaccgg gcatgattga catagaaacg gttaatcaaa 
ttttagatca
    93181 acccatgcct gaaaaaccaa ttgatcagca gctttggtta agagataaag 
ccatgttgga
    93241 actactgtac tcaagtggtt tacggctcgc tgaactgcaa ggcttaacga 
ttaaagatat



    93301 tgattttaat cgtcaactcg ttcgtatcac gggcaaagga aataaaaccc 
gtattgtacc
    93361 gtttgggaaa aaggcaaaag aaagcttatt gaattggcta aaaatttata 
acatctggaa
    93421 aggacatttt gaccaaaatg ctcccgtttt catttcacag cgaggcggtg 
cattaacccc
    93481 taggcaaatt gaaaagcgtg taaaacttca ggcacaaaga gcgggtgtaa 
atgtcgattt
    93541 acacccacat ttacttcgac attgttttgc tagccatatg ttatcaagta 
gtggtgattt
    93601 acgttcagtt caagagatgt taggtcatag caatttatcg actactcaaa 
tttatacaca
    93661 tattgatttt gatcatttgg cccaagtgta cgatcaggcc catccacgag 
ccactaagca
    93721 ttaagccgct ttaactggat taaaaagcag aatgtagaga tcatttgtat 
ttttttacaa
    93781 atttgtttaa aagaaatcga tgaaattacc caattgacca ttttgatctt 
tgcacatttt
    93841 gtcggcatat atagtctaaa aactataaat tttgattcat ttttgagagt 
cttatgcctc
    93901 tgactaataa ggtaaataag ataaaaagat aataaaaatc aaggtataaa 
atagacttta
    93961 aaaagaataa aataggagtt agatatgtat aaaaattttt ttatgaactg 
atgatttcat
    94021 tttttttgcc ccgttccaga aaattgtgac ttgaccgaaa tgccaaacac 
attgcaagat
    94081 agggtaccta aaaaatttta atcgaagagt taatatactt ttctcaacat 
ttacttttgc
    94141 tagaacagcc gaggattaca tgaaggctct tgttgctgta aaacgtgtgg 
ttgatgccaa
    94201 cgttaaagtt cgtgttaagc cggacaatag tggggttgac cttaccaacg 
ttaaaatgtc
    94261 aattaaccca ttttgtgaaa tcgcagtgga agaagcggtt cgcttaaaag 
aaaaaggaac
    94321 agtatcagaa atcgttgttg tttctattgg tcctaaagaa gctcaagaac 
aaatccgttc
    94381 tgcaatggct ttgggtgcag accgcggtat tttagttgaa actactgacg 
aaattggcgc
    94441 tctagaagtt gctaaaatct taaaaggtgt tgttgacgct gaaaaaccag 
aacttatcct
    94501 tcttggtaaa caagcaattg atgatgactc taaccaagta ggtcaaatgc 
ttggtgcatt
    94561 attaggcgct ggtcaaggta cgtttgcttc tgaagtgaaa gtggatggcg 
gtaaagtaca
    94621 agtgactcgt gaaatcgacg gtggtttaca aactgttgaa cttgcacttc 
ctgcaatcat
    94681 tacaactgac ttgcgtttaa acgagccacg ttacgctgca ttgcctaaca 
tcatgaaagc
    94741 tcgtaaaaaa ccgcttgata caaaatctcc tgctgattac ggtgttacag 
ctggtactaa
    94801 gcttaaaacg attaaagttg aagcgcctgc agaacgtaaa gctggtgtac 
aagtgaaatc
    94861 tgtagatgag cttgttgaaa aattgaaaaa tgaagcgaaa gtgatctaat 
acggaaggat



    94921 aaaatcatga gtattttagt tatcgctgat cacaacaacc agacacttaa 
cggtgctact
    94981 ttaaacgttg ttgctgcagc tcaaaaaatc ggtggtgata ttactgtatt 
agttgctggt
    95041 tcaggcgctc aagcagttgc tgacgctgct gctaaagttg ctggtgtgag 
caaagtatta
    95101 cttgctgaca acgctgctta tgcaaaccaa ttagctgaaa acgtagctgg 
cttagttgct
    95161 gacttggcta aaggttacaa atacgtttta gctgcttcta ctacaactgg 
taagaacatt
    95221 cttccacgcg ttgctgcgct tcttgatgta agcatgatca cagacattat 
ttctgttgaa
    95281 tctgcgaaca cattcaagcg tccaatctat gctggtaacg caattgcaac 
tgttcaatct
    95341 gacgaagcaa tcattgttgg tactgttcgt ggtacagcat ttgatccagt 
tgctgcggaa
    95401 ggtggttcag ctgctgttga aacagttggc gaagtaaaag atgctggtgt 
ttctaagttt
    95461 gtatctgaag aaatcgttaa acttgatcgt ccagaattaa ctgcggctcg 
tattgtagtt
    95521 tctggtggtc gtggtgtagg ttctggtgag aactaccaca aagtacttga 
cccattagct
    95581 gacaagcttg gtgcagcaca aggtgcttca cgtgcagcag ttgatgcagg 
ctttgtacct
    95641 aacgacttcc aagttggtca aactggtaaa atcgttgcac ctgagcttta 
cattgctgta
    95701 ggtatttctg gtgcgatcca gcacttggct ggtatgaaag attctaaagt 
tattgttgct
    95761 atcaacaaag acgaagaagc accaatcaac agcgttgctg actactggtt 
agttggtgat
    95821 ttgaacgctg tagtaccaga gttggtatct aagctttaat ctttattgat 
taaagttaaa
    95881 aacccctagt tttgaactag gggttttttg tttttacagt ctgaagttag 
aagtaaaaat
    95941 tagaaaattt atgctttgga tgtttgattt ttataaaata aaattcacat 
agttttgatt
    96001 aggcatgaag ataatgattg cagctaaaag agtagaataa tatgcaatta 
aattatacaa
    96061 atatcaccag attggcagtg tagattccgc acattacaaa gcgcttttat 
gctatagtat
    96121 acagctatat ttttttcgat tttagttcac tttccggaac taaatttttt 
gcaagatcaa
    96181 gacatataaa cggatagaaa tatctatctg taagaaggag tatgcatgag 
cgtatcggaa
    96241 atccgaccga ttgccattga ggacgaactc aagcattcat atttagatta 
cgcgatgagt
    96301 gtaattgtat ctcgtgcatt gccggatgtg agagacggtc ttaaacctgt 
tcaccgtcgt
    96361 gtgctttatg ccatgcacga attgggcaat gactataaca aagcctacaa 
gaaatctgct
    96421 cgtgtcgttg gggacgtaat cggtaaatat cacccgcatg gtgactcagc 
tgtttatgaa
    96481 accattgttc gtatggctca agactttagc ttacgttatt tattggttga 
tggtcagggt



    96541 aacttcggtt cgatcgatgg cgatagcgcc gcggcaatgc gttataccga 
agtccgtatg
    96601 actaagctgg cacatgagct tcttgcagat ttagaaaaag acacagttga 
ctgggaagat
    96661 aactacgacg gttcggaacg tatccctgaa gtacttccga cacgtgttcc 
aaacttgtta
    96721 atcaacggtg ctgcgggtat tgctgtaggt atggcaacta acatggcacc 
acacaacatg
    96781 acagaagttg tgaatgcttg tttggcttat gctgataatc cgaatatctc 
gattgaagga
    96841 ttgatggaat acattaccgg tcctgatttc cctacaggcg gtattatcta 
cggtaaatca
    96901 ggtattgttg atgcctaccg taccggtaaa ggtcgtttac acattcgtgg 
taaataccat
    96961 ttcgaagaag atgaaaagac aggtcgtaca accatcgtct ttactgaaat 
tccatatcaa
    97021 gtaaacaaag caagagttat tgaacgtatt gccgagttag taaaagagaa 
aaagcttgaa
    97081 ggtatttcag aacttcgtga tgagtcagat aaagaaggta tgcgtattgc 
aattgacttg
    97141 aaacgcggtg aaaacgcaga agtcgttgta aataacttat tcttaaatac 
ccagcttgaa
    97201 aactcattca gcatcaacat ggtttgtcta gacaatggac aaccaaaatt 
gatgaatcta
    97261 aaagatatta ttgcggcatt tattcgtcac cgccaagaag ttgtgacacg 
ccgtaccatg
    97321 ttcgaattac gtaaagcacg tgaacgtggt catatcttgg aaggcttgac 
agttgcttta
    97381 gccaatattg atgaaattat tgaaaccatc aaaacttctg caaaccctgc 
tgaagcgcgt
    97441 gagcgtttac ttgcgggaga gtgggctggt ggtggcgttg ttgcactact 
tgaaaaagct
    97501 ggtgcaattt ctgttcgccc agatgaaatt gaaggtgaag atccaaatcg 
tccatttggt
    97561 ttaagtgatt caatttatcg tctgtcacca acacaagtag gcgcaatttt 
agaattacgt
    97621 ttacaccgtt taactggtct tgaacaagac aagttacatg cggaatatac 
tgaaatttta
    97681 ggtcaaattg ctgaacttac tgcaatttta aatgacttta acttgttaat 
gggtgttatt
    97741 cgcgaagagt tggcacaagt tttacaacaa tatggcgatg cacgtcgtac 
cgaaattgtt
    97801 gaatctcgtg tggatttctg ccgtgaagat ttaattcctg aagagcaagt 
ggtattaacg
    97861 gtttcgcaaa cgggttatgc aaaaactcaa ccactttcag actatcaggc 
acagcgccgt
    97921 ggtggacgtg gtaagtctgc aacctcaatg aaagatgatg actttattca 
acatctgatt
    97981 gtggcatcga accatgcgac cgtactttgc tttaccaatg tgggtaaagt 
gtatcgtctg
    98041 aaagtatttg aagttcctca agcatcacgt ggggcaaaag gccgtccaat 
cgtgaacttg
    98101 ttacctctag atgcaacaga aaccgtaact gcaatcttgc cgttaaccga 
gttcccggaa



    98161 aaccactatg tgtttatggc gacagcttct ggtacggtta agcgtgttga 
gttagaacaa
    98221 tttgcaaaca ttcgttcaaa tggtctacgt gctattgaac ttaatgaaga 
agatacctta
    98281 attggtgttg cgattactga tggtaatcag caaatcatgt tgttctctaa 
cgaaggtaaa
    98341 gcaattcgtt ttgctgaaac tgacgtacgt gcaatgggtc gtacagcgaa 
aggtgtacgt
    98401 ggtatgcgtg taagctttgc aagcagcacc ttaagtgaag aagatgcaga 
tgtagaaaat
    98461 gatgattcag atgataatga tgattcagca gattcaagtc tagtaagtcg 
catcgtatcg
    98521 cttgttgttg tgcctgagac aggtgaagta ctgtgtgcga gtgccaacgg 
ctatggtaaa
    98581 cgtactccag taaatgactt cccgaccaag aaacgtggtg gtaagggtgt 
tattgcgatc
    98641 aagacaagtg aacgtaacgg tgagctagtt ggtgcagttt ctattgatga 
aaccaaagag
    98701 ttattattaa tttctgatgg tggtacgctt gttcgtacgc gtgctgcaga 
agttgcaatg
    98761 acaggccgta atgctcaagg tgttcgtctg atccgtttaa gcgaagaaga 
aacgctcgtt
    98821 ggcgtagttt caattgaagc tgtagaagac gaagaagaac ttcttgaagg 
tgaagtagat
    98881 acgactgaaa ctgatagcga agaagctgta tctaataatg aagatacttc 
tgaagagtaa
    98941 aacgttttaa aataaaaaaa ggaagcttcg gcttcctttt tttatttctg 
gtttatttcg
    99001 agggatggaa aataaacaca tcatagtttt tgtaatgcaa agtttttact 
gacgggtctt
    99061 tagttgcaaa attatgaggt tgacttatca cgatcagatc ttgtttttgc 
attagagcat
    99121 cttgaagctg ctgttcgctc cacaagtact ttttgagttg cggttcaaat 
aacaaaccat
    99181 ctttaatttc taaagaggca ctatctgaat gtacagtatc ccattggttt 
acgatataaa
    99241 cgggctgctt aagttttaaa aggaatggaa catcatagaa ataataattg 
tagaaaacga
    99301 tttttgtaga tggggcaatg tactcagcaa aatctgtttg gcctacattg 
tttttggtat
    99361 ctaaaatacg aacagcaaat gggactgcac tacatagaac aattaaactt 
ataaaaatat
    99421 aggtcaaata tttcaatttc tgttttttat atagcccaac taacacaagt 
ggaagcacaa
    99481 ttaataaggc accaatgaga taaataaata tggcttggtt ttggaaaaaa 
ggctgatgtg
    99541 cacgaataaa atgtggtatt gcactaacgc caattccaac aagtatagta 
aatacaggaa
    99601 taccccaagt ctgcaatctg gttttattac tgctttcaag aaccttattc 
atcacaagcg
    99661 cgaagaaaat ggcaagaggc ggaacagcag gtaaaatata gcctgctagc 
ttagaaggcg
    99721 gaatagagaa gaaaaccgta acagaaacaa accaccatac aaatagggca 
agtaaagagc



    99781 atgatttata atctttaaaa atggttttta tagacgtaaa tctactcgca 
aaaagccatg
    99841 gtaaaaaact gacaaataaa atcataagat aaaagcacca tggctgtttg 
ttattaaact
    99901 cttttgaact aaaacgatta aattgttgat caataaaaaa atagtgtaaa 
aattgaggat
    99961 atttactttg tactaagtag agccaaggac taacgatgag tagaaataac 
aagatagcca
   100021 atggattaag aagagaaggt attttcttcc attgcttggt gtaaattaac 
cacggtaaaa
   100081 gaatcatccc gggaattaaa atcccaatta aacctttgct taagaaggct 
gctgcaccag
   100141 cgatataacc taaaaataaa atagatttct gtgcagaaat ggtgaagtca 
acaaaacata
   100201 aaacactaat ggtgatccaa gaggcgagca gtaaatcatg gttaatatat 
tggctactac
   100261 caaaaaaaag caggttagtg gctaaaataa taacggtaag ttgtgcaacg 
ctttctgaaa
   100321 tatgcttttt tacgaataaa aataatccca ctaacatgag ggtaccagcc 
aaaacaggta
   100381 ctaaacgtaa cacccataca tgcacaccaa aaagctccat aaacatagaa 
cttaaccaat
   100441 gtagtaaagg aggcttatgc atgaaaggta agccatcgat tcgtggagtt 
aaccagtctc
   100501 cagattcgaa catagtacgg ctaatatctc cgtagcggcc ttcatctggt 
acagataatg
   100561 gtctaatcca agacaaaaca aatagccaaa tcggtaagaa tattaataaa 
aatttggaac
   100621 tacgaagcca ttgctgcata cataatcctt aatgttgaaa tgcaaaaaaa 
cggttaagta
   100681 aaaaagtcac catagatgtc agaacaattg cagtacacac taaggttgaa 
acaggtacgt
   100741 taaaatagag gtttgaaagt aaaagaaaac tttcattaaa taaaaaacct 
aagccggcaa
   100801 ccaacgtgaa ttttgggaga gtctgccgat gcgtaagatg ttgcgcttta 
aacgtaaaaa
   100861 cgcggtgccc aaaatagctc acccaatagg cgagtagaaa agcgcataaa 
ttggcatatt
   100921 gcagtgcaac atgtttctta aatagaagca tggctatact ataatgagta 
agtgctgctg
   100981 cggtccctgt agtagtaaac cgcgcaaact gaagaatatg agcaaacatt 
agaaactaga
   101041 gaacgtattt tcttggtggg cgattgaatg ttcctgctta gtacgagaat 
gttcggtaga
   101101 aataatatat tttgggcggt ttttaacttc agcataaatg cggccaatgt 
attcacctaa
   101161 aattcctatg aataacaatt gtatgccacc taatagcgtc atacctgccg 
caagtgttgc
   101221 ccagcctgga atagaaattc cctcaatcaa agttttaatg ataatccaca 
ctccgtagct
   101281 catcgcacct aaggccagaa ttgcacctaa gtaaatacat acgcgtaaag 
gtaaatcaga
   101341 aaaacccgtt aaacctgaca tggccaagtt aaaaagagat tttaagttga 
agctagaacg



   101401 gccatgttga cgttcttgct cagaaaaatt aatgcctata cttttaaagc 
caacccaagc
   101461 atatagacct ttcatataac gatttttttc tggtaactgt ttgatggctt 
caacaacttt
   101521 tgcatcaaga agtcggaaat ctccagcact ttctggaata tcaataggtg 
aacttaagtt
   101581 taaaatacgg taataagctt gggttaaaac acgtttaagc catgattcgg 
ttgtacgatt
   101641 acgaatacca tagaccatgt cataaccatt tttccaaaga ttaatcatgg 
ttggaattgc
   101701 ttcaaatgga tgttgaaaat cagcatcaat cagtagagcg acttcaccag 
tcacatggtc
   101761 taaaccggca cttaaagctg cttctttgcc aaagttccgt gaaagctcca 
gcacaactaa
   101821 aggataatcc tcaatcattg tttgtaaaat tggaatggta tcgtctttac 
ttccatcatc
   101881 taccacaata atttcatagc taagattttg ctgttttaga ctatttgcta 
aagcaggaat
   101941 aaaggttttt aaattctctg cttcgttgta ggctggaaca acgcaggata 
aaaagggttt
   102001 tatattcatt gcattgcccc tagtctggtg agctggatac cgtattgttg 
acaatcaagt
   102061 tggaactgat ccgaactgaa gtattgatat tcttgaattc gggcgtgttg 
aattggatct
   102121 tgatcctttg attgtgcaag tgctggatgg cacataatca gtaaatggtc 
ttttgcattc
   102181 gcaagccaat attgattgag ttcgccataa ttggtcagtt tgaaatcata 
gatgccagca
   102241 aattggccat tttgattaaa gtgatatgtc tggcaagctt ttgccaaaga 
gttagaacct
   102301 aatgctgaga gcatacgagc tttaaaacgg taatgagggg gattgatcgg 
ttgttgtaaa
   102361 tttcgaatcc aacccgtaaa ttttttctct tttagtaatt gcagcaaaat 
atcacgtata
   102421 aatggaaatt gatgaatgtg ttgatgacca tctataaagt caggttgttt 
tcctaatact
   102481 gaaacaaata agtcccattg ctcctcaata cattgagtga ttaattcgcg 
attaagactt
   102541 gcagaccatg ctcggactat aagcataggt aagggaaaaa ccagattacc 
cgaagcgaaa
   102601 gcatgggtaa gatttagatg taaaccgaaa tcaactcgat cactaaacgg 
ttttaatttg
   102661 gcagcagcag tttcccataa atcagattgg gtcatacatg aggtggcttg 
aagcgcacct
   102721 tgttcaataa gttgaataat tgcgtcagat atttctgcat tcattgcaaa 
gtcatctgcg
   102781 caatagcaca cctttgccat atttaaattc caccataggg cagggttaca 
gaattattct
   102841 gcttagctgc tgaaaaacta tacgtttttt aatatggaga aatttcctta 
attccaactt
   102901 aaagttttct taaggtttta tgacaattga tgtaaattaa tttattgaat 
ttatttgatt
   102961 ttttataaaa tttaagtcaa tttttttaag aaataagctt taactataag 
attttatagt



   103021 aattaaaaat ataatttgta cactttgatt agcctatgaa taagtttatt 
tagatacttt
   103081 taaacgtgaa taggcagtaa ttaaaaatat aaccccaata gtcgcaagaa 
aaattaattt
   103141 cggggccacg acatttaaag gaacgcccat ttgattaagt tgtacaaaca 
tctgtacggc
   103201 gtatgtagag ggtaaacacc aagcaaacca ttgcaaccat tcaggcatgg 
cttgatgagg
   103261 ccaggcggca ccagttaata agaaaagagg aactgagcta aatacaataa 
tatgtccagc
   103321 acgttccggt atatctaaaa gtgagccaat cagcatacct aatccaatta 
cacagctaat
   103381 aaaaatagga acggcgacta gcaaaccgac aaagtttcca ccgtgtggat 
agtcattgaa
   103441 ccacaaggta aaaccaaaaa gataaaaact tcctaaacaa ccaattgtaa 
agatactggc
   103501 aaaaattcct gcaaaacgaa taggggtaat tttttcatgt tgttcgcggt 
aacttgcaac
   103561 cagcatggcc agacctaaca caattgtttg gtgaataata agtgatgcaa 
ctgcaggaaa
   103621 aatataacta ccgtagcctg aaagcgtatt aaataaaggc atttggtgaa 
tagaaagagc
   103681 aggctggaag tgtgtacgtt gtccaaacct ttcaatatat tcctttaagg 
ttgcttcaat
   103741 agaagtggca agacctaacc caatttcttt agtttttaaa aagttggttg 
tgcttaagta
   103801 taagccgatt ccgccagttt ctccgcggcg taagctctgc gttaaattgc 
ttggtaaaag
   103861 taaaatacca tcggcttttt gttcgcgaac catttgttca gcttcaagaa 
aattaccagt
   103921 gacatcaaca attttaacgt gagggctatt ggctgtttga ccaatgactt 
gagaagttaa
   103981 aagactttgt tcttcatcaa caatgacaat tggaattgat tctgcgcgct 
cagctttata
   104041 ggctgtcgga taaaaaaaac tataaagaat gacggataaa ataagtgttg 
tgaaaactga
   104101 actgttactc acaatatctt taaatgtttg aacgtaagcc tttaaaaatt 
ccttcatggt
   104161 gttgctcctt gaaccagttt tttaagcagc aaacaactta aaaagaaata 
aataaggcag
   104221 tagccaataa gtattaagaa aggagacatt gaaatgaaaa gtggacttcc 
aatcacccat
   104281 tgttcggtct ggagctttgc ataaggggtg tacggaatta tcaatgacca 
aaatttagtg
   104341 aaaatcggtg cattatttaa aggtagagta acgcctgcaa aacttaaaga 
agatccgcca
   104401 tatactgcaa taaaaccaaa agttttactt aaatttttgg tcgcgagaat 
gacggtacta
   104461 ctaattaaag cataggaaaa ataaagcaag aactgagcag ctaataagaa 
acttagtgaa
   104521 cctgctacaa accagcctcg aatttcaacc agccaaaaca tccataacca 
agtccagaaa
   104581 cagaaaataa agctatacag caaattttta gccaataagc cttgaataaa 
actttctcgg



   104641 ttcacccact gtgttagtgt gccgcgttta atttcttgtc caatggcaaa 
tgccacacag
   104701 caacatagta ataaatgtaa tacggctgga accatgaagg gttctaaata 
gaactcatag
   104761 ctcatactcg ggttataaag cgttgaaatt ttgacgtgtg ctgtaggtac 
atctatatag
   104821 ggaatattat ttgcaagata attctggcca gcatagtctg ctaaagcatt 
gagagtgctg
   104881 actaacatcg ccgaggaaat cgtgttcccg acactaaaaa aagattggtt 
aaaagcaata
   104941 ctgatttgag catctttagc tttcacaaaa cgtttttcgg caccatccgg 
aataaaaata
   105001 taaccccata ttttggtttc attgagtaat ctctcggctt cacttgagct 
tgtagtaatt
   105061 gtttttacat cgactgtatg atttagcgaa agatactttc caatattacg 
gctcagttca
   105121 ctctggtctt gatcaataat ggcaatgggt aaatgttcag ctttacctgc 
ataaaacatg
   105181 ctgctaaaca aaaaaatgat aaaagcaggg atgagtgtca ccatacacaa 
atcccattta
   105241 ttgcttctta aatagtttag ttcacgtaat atgctggcaa acatgtttta 
tttttcttct
   105301 ttaattttaa atagaacact catgccaact tttaagtctt tgacaggacg 
ttcaggcacc
   105361 aaatgtaatt taaaactacg aatgtcataa ccaccggtct gacgtgtggt 
tttaatggtg
   105421 gcaaattcac cttcggcatc aatatttttc actttaaaca tcacagtttg 
attcagcgca
   105481 ggaatgaaac cttctagcgt tttgttttta taaacagaag cgtattggtt 
ttcaccgaca
   105541 tttaaactaa cccacaaatc atcatcttct aaaatgctga caacaggtac 
acccatagca
   105601 acaagttcag aaggtttgcc ataagttttt gaaactgtac ctgaaatagg 
agcaagtaaa
   105661 cgagtttctg cctcaagtgc ttgagcttca cttaccgcgg cttttgcaat 
ctcaacttgt
   105721 gcatccgctg tagatttctg ctgactggta cttccgcgct ttgctcgagc 
atattgttga
   105781 taagctgctt cacttaactc ttgagcagaa gtctgtgcgg ctaacatctc 
atctcttctt
   105841 tgacgagaaa taacaccttg tctatataaa ttttctccac gttgataagt 
ggttttagca
   105901 aggtttgcct gtgctttcat actctgccaa ttggcataaa gagtatcaat 
attttcctgt
   105961 tgagagcctc ggtctaccgt agattgaaat gccaaagccg attgtagggt 
ggctaaggct
   106021 tgttgttttt tagcttctat ttcagggctg actaaacgaa caaggggctg 
acctttggaa
   106081 attttctgcc cctcttgcac ataaatttct tcaatacggc tcggaacctt 
agtactgaca
   106141 tgaactgttt cagcctcaac tcggccttgt aattcaatag gcttaggttg 
atagcttttc
   106201 cacaaaccga aaatgattaa acctaataga gcaataacca cgaccacaat 
aattagttta



   106261 attttcgaat ttttaggagg ttgagaatca cttttactcg tttttacttc 
ttgagtattg
   106321 tcggtttgag tattctgctg attttggtga ttttctgccg tatccgcaac 
aggagaattt
   106381 tgttctgaat gagctgagtc ttgattcatg ttatgccccc attagcggat 
atagtcagtg
   106441 tgtggttgag tcacataagc tttaaactgg tccatagaac catggctttg 
taatagcgtt
   106501 gcgagcgaca tgacatattt ataagcattt aaagccattt ctgtttttaa 
agcacttaat
   106561 gcattttgtg catcgatcac ttgagtcgct gtacccatgc cttctcggaa 
agaaagttcc
   106621 tgaatacgta ggttttcttg agctgcgctg atattccttt gcaatagcgt 
atgactttgc
   106681 tgtgctgaat tgagctcgtt ataagactta ttcaataatg cttcaatctc 
ttgtttagtt
   106741 cgttcagtca tgagttctga agcataacgt tttaactcgg cagcatgaat 
attcttattt
   106801 ttatctacgc cagaaaacag attgtatttt gccataacac ctacaatcca 
gttttcattt
   106861 tcatcgagtg aatactcacc aaaagcgaaa agactcggtt tttttgctgc 
ttgttgagcc
   106921 tgaatatttg catttgccaa ttgagtgtct aactgcattt tttgcacaag 
gctagatttt
   106981 tgagagtaac tgcttaaaag agattctaac gattggctac gaacagtatt 
tacaaaaaga
   107041 ggagtactta aatcagcatt attttgctgg tgcaaaagat tgtttaaatt 
aaattggcta
   107101 gcattcagat ttgcctgcgc attttgtaga gttcgttcgg cattgttacg 
agcaacttca
   107161 aactgcatac gttgcccttt actaataaaa ccttgctgtt cgagctttaa 
cgcattgctg
   107221 taatgttttt gcattgcatt aaagttaaat agactacttg cgaccagttg 
ttgttgtaat
   107281 tgcacattaa aataactttg tacgacttcg aagcgctgga tatcttgttg 
ttgttggctt
   107341 gaaagctcgg agcgttgagc ctgaatgttg gctatttttt tggcactagt 
tgttaagccc
   107401 cctgtgtaga gcggcatcac cactgaaata gatggtcgga ctacttggtc 
ttctacagtc
   107461 aaattagcgt agtcaggaaa acggtttata ccgtcatgta tgatttggtt 
tgagccttct
   107521 tgaacttgac ctaaaacatc tgatggaatg acattgttcc actgggataa 
tttatcattg
   107581 agtccttggc ttaaatcatt ttcaagtttt tgtttaaaag agcctaaggg 
tacatctgtt
   107641 tcactatgaa aagcatatgc tctcacattt aaatcaactc tggggagtcc 
taaacctttt
   107701 accgcttcgg cttctaactg agaggcttgt tgtaatgctt ggttggcttg 
agtgctgtat
   107761 gagcttttta aagcctgttg ttctgcttca gcataactta aactttgcgc 
ataaataggc
   107821 gttgcaatta atactcccaa taccaacgca aggtaattgg gtttaaacaa 
aaaaggacgt



   107881 ttagactgtc gatattgatg tgttggcatt ttatataaca atttttgatc 
atcccttata
   107941 gtttaaattt cttgttatta aattcaatta tcatattgtt tattatacaa 
ttgtataaaa
   108001 gcacaaaatg attttgagtt tatttttgct tgatggaaaa tcatacagca 
agtttttata
   108061 tgtttatcac agtatgggaa actatattca caagtcaagt tgaactttat 
ttaataaaac
   108121 ttataaaaaa aataagtgaa agcaaggaaa taaataaaat agttattgaa 
aaaataggcc
   108181 taaatacgcc ctagcattga aatatttact agagaagctg ctgcaacctt 
aagcaatctg
   108241 tggttaaatg ccttttttta ttgtgtttca cttttacaag ggaaaaatca 
tgcgcgcgta
   108301 caatttctgt gctggtcctg ctgcattacc tactgccgtt ttagaaaaag 
ctcaacaaga
   108361 attgttggat tggcaaggta agggtctatc catcatggaa atgagtcacc 
gtagtgctga
   108421 ctatgttgct gttgcggaaa aagctgaagc agatttgcgt aagctcatga 
atattcctga
   108481 aaactataaa gtgctatttt tacaaggtgg cgcgtcatta caattttcag 
caattccttt
   108541 aaacctgctt ggaaaaaata acaaagcaga ttatatccat actggaattt 
ggtctgaaaa
   108601 agctttaaaa gaagcaaaac gttatggcga tattaatgtt gtagaagctg 
gtattaaagt
   108661 agacggtaag ttcgccattt ctgagcaaag cgaatggaac ttgtctgacg 
atgcagctta
   108721 tgtccattat gctgataacg aaacaattgg cggtttacag tttgctggtg 
ttcctgatgt
   108781 taaagcacca ctggtatgtg acttctcatc aagcatttta tctgctccac 
ttgatgtttc
   108841 gaaatttggt ctcatctatg caggtgcgca aaaaaatatt ggtcctgctg 
gtttaacaat
   108901 tgttattatc cgtgatgact tactggatca agctaaagca gaaattccaa 
gcattttaaa
   108961 atatgctgat caagccaaga atggctctat ggtaaataca ccatcgactt 
atgcttggta
   109021 cttgtctggt ttagtatttg aatggttact agagcagggt ggggtagatg 
ctatccataa
   109081 agttaacctt gaaaaagctc agttactcta tggctatatc gattcaagcg 
acttttataa
   109141 taacccgatt gctattccaa atcgttcaat catgaatgta ccatttactt 
tggcagatga
   109201 agctttagaa aagcaattct tgaaagaagc tgaagcaaat cacttattga 
acttggcagg
   109261 tcaccgctca gtaggtggta tgcgtgcaag tatttataac gctgtaccat 
tagaaggcgt
   109321 tcaggcgctt atccgcttta tggatgattt tgctaaacgt aatggttaag 
tcataaaatg
   109381 aataaagccc tcaaaaagag ggctttattt ttatataaat gatcaattaa 
aaaggcataa
   109441 aaccaaattg atgtatcata attgcggcta agaacatacc taaaacgaaa 
aagcaaaacg



   109501 caccagtatc gacccttata cgtgggttac tagtttgaat gaggctggtg 
gtttgttcag
   109561 gtataatctt cattcaatag cctaattttt aaaatattag tgaaattcaa 
ttagtttcac
   109621 tatttttagc ataaatattc gcctgaatcc agatattgcc acgaatatat 
tcaccaatat
   109681 taaagttttt gtacaaatca ttttttgtag caatgcgcac taatatggca 
ggaaggttgt
   109741 cttctaaaac taaagtgaca tcataaaggg tatattctgc acccataaat 
gacattgaag
   109801 ttttaccgac aatattacct tggaaccaag cttcatcttc ttgaccaaga 
ttttctccat
   109861 ataaatatgc aaccatttta gaaaaatcaa ccgttacagg ttcttgatct 
tctttagttt
   109921 ttggttgcca ttcattaatc agttcttgta ggttttcggg tgcaattcca 
ttatgctcag
   109981 ttaaaatcgc atttaatgca cggtgatgtt taattgacgc tggatcatct 
acgacaattg
   110041 tttctcccgc aggcactgat tctaattcat aggcccatgc attaaattgg 
acttgataag
   110101 tttgggtttt atcatattgg caacgattaa cgctaaataa attatcaaat 
gcataaatcg
   110161 ttgtactttt atttaatttt aaacttaata ctgcttgagt agcagagtca 
caagtaatga
   110221 tgcgctcaat ttgggcatta tattgatagg gactatcaaa actcgggaag 
gcagttttta
   110281 aagcgcgagg tttttgattt tcaactgcaa taatttgatt aatggtgacc 
ttctgacctt
   110341 gtgggccttg aatgagccaa aaagattgat ccatttcgtc ttcattttgg 
cataaaccca
   110401 ttggcattac aggagcatca agcgctagtc caagccattt tggtacatct 
gtctctggat
   110461 gggaagtcag tagattccaa tgctctccat gactaccaaa attttggtcg 
tttaccgtaa
   110521 taacttctgg actgttttga tttttcatag gtacgattga tgttgggttt 
atctcacttg
   110581 atatattaaa tcgagggtaa ttgctatttt tcaagtcaac atatgtaaat 
tctcttgtaa
   110641 aagcacgtat ttagttatta aaaagttctc catctagcaa aacatgtgtt 
gttaagagtg
   110701 catataaata atcattaacg tattgttcaa attaaattta aaaaacaagt 
tttatattta
   110761 gcgctattct ctaatgaaat gcatctgtta gacttatatt tttagtggaa 
atagagaata
   110821 acgtgctgcc attcaagttg tgggtagacg cagatgcatt acctaaaatt 
ttgcgtgaag
   110881 tcattttaag agcttcggat cgttatcaat tagaagtgat ttttgtagcc 
aatcaaaatg
   110941 tcggtattac cccttcagtg cgtattaaat ctctgcaagt tttaagtgga 
gccgatcaag
   111001 ccgatcagga aattgtgaat cgtatgtctg aaaatgacat tgtcattacg 
caagatattc
   111061 cactcgcagc tcaagttatt gagaaaggtg gtattgcgat tcacccacgt 
ggtgaggtgt



   111121 ataccacagc gaacgtaaaa gcacgtttgc acttacgtga ttttatggat 
acgctgcgcg
   111181 gcgcaggagt acagacgggt ggtccaccac ctatttcaga acgtgataag 
cgcgaatttt
   111241 ctagtgcact cgaccaaacg attttaaagc aaaaacgtaa aactgcttag 
tgagcctctt
   111301 atgccatccc aaaccaactt ggcttcaact tatgtcttgc ttgtatttat 
ctgggcaacg
   111361 acacctttag ccattgtatg gagcgtatct gacttacatg tcatgtgggc 
tttactgtta
   111421 cggttttata tagctttgcc tctgtcggtt attgttttac ttgttctaaa 
aacttctttt
   111481 ccaactcata aacaagcttt acatagttat tttgcagggt cttttagttt 
aatcggctcg
   111541 caaattttta cctatgctgc gacccaatat ttaagttctg gcatgattgc 
cttgatgttt
   111601 ggtctagcgc ctattatggc tgggttgatt ggtcgttttg cttttggtca 
gtatcttttt
   111661 aaattgcagt ggctaggtat ggttgttgct gtttgtggac tagcgatcat 
ttgtttaaat
   111721 ggttcaaatc aacatgtgca tccatttggc attgtcttaa tgttggtcag 
cgtttttgtt
   111781 tattcatttt ctatattttg ggtaaagaaa gtgaatgcca aaattcagcc 
aatggctcag
   111841 gcgactggtt cgatcttggt ttcttcaatt ttggcaagct gccttattcc 
atttatttgg
   111901 caatatgcac cgactcattt accacaagct aaatctttat ttgcattaat 
ttatacagtt
   111961 ctgatggctt cacttgtggc tatgttctgt tatttcaaac ttgttcagaa 
tataaaaccg
   112021 accactttat cgttaacgac agtcattaca ccaatgctag caatgatcat 
tggagctgtt
   112081 ttaaaccatg aacaattgtc gattatggtt tttgtgggag ctttcattat 
cttatttggt
   112141 ctatttctat atttttataa agacattcaa gcaaatcgta attttgctca 
acatattaag
   112201 tctaagtagg agaagatgag ggtaatttgt tgagcttatt cattaaattg 
ttctaattcg
   112261 tagctaaatg catgatcaaa ttgatctcat atcttaagta gtagaaaata 
gcgcagcaat
   112321 ataatattag gattgttaag gatagatcag aacttactga tttttaagcc 
ttaatacagc
   112381 atctaacgat atggctaaat aagaagtgtg aatgaacact tctctttttc 
catcaatgac
   112441 cttggattta gaaggtatgt ttaaaccaat ctcactgtat atagggttga 
gatatactcg
   112501 cgctcgacgc agtaatcatt ttatttcttt tattgcattg gtttcgatgg 
tcggtttgac
   112561 acttggtgtc gctgtactaa ttacggtact ttctgtaatg aacggtttcg 
accgcgaatt
   112621 aaaaaatcgt gttttgggaa tggtaccgca agcgacagtt tcatcgacgc 
aaatccttac
   112681 ggattggcct gaactggtta aacgagttga aaatcatccc cacgtgactg 
gagttgcacc



   112741 ttttacccaa ttgcaaggta tgttaactgc tcaagggcaa gtggcaggta 
ttatggtgac
   112801 gggtattgac cctaaatatg aaaagaatgt ctctatcatt caaaatcata 
ttgttgccgg
   112861 tagcctcgac tcacttaaaa aaggtgaatt cggtatcgta cttggtaaag 
acatggccga
   112921 ttcgcttggc ttacgtctaa acgatagcgt gacattggtt ttacctgaag 
cgactccatc
   112981 tccagctggt gttgtacctc gttttaaacg ctttaaagtg gtgggtattt 
tcagtgtagg
   113041 tgctgaagtt gactcgatgg ttggatacat tgctttatat gatgcttcaa 
ctttattgcg
   113101 tttacctgat ggcgctcaag gcgttcgtct aaaattagat gacatttttg 
ccgctcctca
   113161 agttgccgat gacattgtga agaatttgcc aagtaatttc tacgcaacaa 
actggaccta
   113221 tacacatggc aacttattta atgccatcca aatggaaaaa acattagtcg 
gtttattgct
   113281 tgtactaatt attgtagttg ctgcatttaa cattgtttcg tctttagtta 
tggtcgtgac
   113341 tgacaaaaaa tcagacattg caattttacg tactttaggt gcatcgccat 
ctatgattac
   113401 taaaatcttt atggtgcaag gtacggttat tggtgtgatc ggtacagttg 
cgggtacggt
   113461 tttaggggtt attctggcac ttacgatcag cgatattatt tcttggttta 
ataatgttct
   113521 cggacttaat ctgttcgatg cctattttgt acattactta ccttcttact 
taagatggca
   113581 agacgtgaca atcattgtga ttgtttcttt actcttaagt ttcttggcaa 
ctatttatcc
   113641 ggcgcttcgt gcagccaaag ttcaacctgc cgaggcattg cgttatgagt 
aaagtcgttt
   113701 tagaagcaaa agatatttat aaacattttg atgacggtaa atctaaggtt 
gaagtcatta
   113761 aaggtctctc tttacaagtg gaagcagggc agtttgtatc tattgtcgga 
gcaagtggtt
   113821 caggtaaaag tactttgttg catgtacttg gtggcttaga tcagccgact 
aaaggacagg
   113881 tatttttgaa tggtcagcgc tttgataact tgggtgaagc ggaacgtggc 
tttcaacgta
   113941 accaatactt aggttttgtt taccagttcc accatttatt acctgaattt 
accgctcttg
   114001 aaaatgtagc gatgccttta atgcttcgag cagacagtca atataagtcg 
gtaaaggcgc
   114061 aggctgaata tttgctagat cgagttgggc tatctcatcg tatggaccat 
aaaccaggtg
   114121 aactttcagg tggtgagcgt caacgtgttg cacttgctcg tgcattagtg 
actaagcctg
   114181 cggtagtact agctgatgag cctacgggta acctagatcg taaaacagca 
gtaggtattt
   114241 tcgagttgct taccgatctt aagaaagaac taaacatggc aatgttaatt 
gtgacccatg
   114301 atgagcaatt agctcaggca gcagattcaa tcttacatat ggaagatggg 
ctgtgggtaa



   114361 acggttctta aaaaaattgt cattaaatca cattgttaaa gcccactgag 
ttgggcttta
   114421 attttgcccc taaaatgata atgactagat tttcaatgtt taagattatt 
ctattggggt
   114481 ggattggcgg tattgcattg atgggaatag atttcccttt aatcatgcaa 
tatgaaaaag
   114541 tgggcaaggc tctactgtta cttgccttta ttttttatct ttataaacgc 
cccatgttcg
   114601 gtgatcgacc atttttaaag gcagtgtttt gcttattatg tacaacaagt 
ctttttatgg
   114661 ttggttacca ctatgctgaa aaagcactga ttgaacgatt agaacaaaga 
gaaacagata
   114721 cccgaaatct cgacattatt gtttatataa accgtttaag tgaagaaaaa 
gataataagg
   114781 ttcaacaaac tgcacaagtt ctaaatcttt ctaaagaacc ggtgaattgg 
ttgctatatt
   114841 taaaaagtaa taatcaaaat ttattaaaga ataatcagaa tcttgaatta 
ggtcactatt
   114901 atcgaatatc tggaaaaaca agacctgcgc atagttatgc caccccagga 
gcttttgatc
   114961 aggaaaagtg gtttattcag cgaaatatta tgtctggttt taacgtgaga 
tatattgagc
   115021 ctttaagcct tgatgaaatc tatcgattag gctatcagca acatttaaaa 
gaacaacagt
   115081 ctttttccaa tagttttcgt ttaaatatag aaaaacttcg cttaactttt 
aggcaaatat
   115141 taaacagctc atctttacag caaaagggtt taattttagc tttgctgaca 
ggtgatgaaa
   115201 gtcttttatc agatgaaact caactacagt tcaaacaatt aggaattagt 
catttattgg
   115261 cgatctcagg cccacatgtg ctcatttttg ccattatgtt atcttgggca 
tgtcatcaat
   115321 ttattagtcg ttattatcct caaatttatt tatggaaacc gaaacaggtt 
ttgatggctg
   115381 taccatgctg ccttggtgtt ttaatttata ctgcatttgt aggtttcgaa 
attcctgcac
   115441 tacgaacatt attatcagca tttatattta ttggttttct attattaaaa 
caacctatta
   115501 aaccttttac attactcgta tatagtgcaa gtctactgtt gctaatggac 
ccgtttagtg
   115561 tgctttctgc aggtttttgg ctgtcttatg gggcatgttt tattttatta 
agaatttacc
   115621 aaactatagc gcagctacct gagcaacatt ttttgagtct gagttcaaaa 
atgattttta
   115681 tgagtaaggt gttaattgaa tctcaaggca aaatatttat tgcattgagt 
cctttaacct
   115741 tacttttctt tcaacaaatt tcttgggttg ctccattaac caatattatt 
gccgtgccta
   115801 ttgttggggg tgttattgtc cctttaaaca tcatggctgc ttgcgcatgg 
tttgtaataa
   115861 aaccatttgg aaatatgctt tttcatttca atgatatgtt gctcagcata 
ttgctgagtt
   115921 gtttgggctt attagaaaaa ctctctttac cattacaagg tataagcttg 
acgccactgt



   115981 ctttattagc gattagttgt gccattatta ttttattttt acctaaagga 
attctgccca
   116041 aaacttgggg aatattatgt tgtttaccct tagttattat gaacaaaacg 
agtcagcaaa
   116101 ttcagcttaa tattttagat gttgggcagg ggcaggctat ttttctacaa 
catcccgaac
   116161 aaaactggtt aattgacaca ggcggttctt acgatgaaaa aatatttagt 
attggacaaa
   116221 atgttgtagt gccttttcta cgtcagcaag gcgtaagaca actagatcat 
gttgtgctat
   116281 cccatcttga tcaagaccat agtggcgcgt ttcctcttat tcaacaagag 
attcctgtaa
   116341 agcagcttat ttcgaatgaa caattaccaa atgatttaaa gcaaccattc 
caatattgct
   116401 atcaagggca acaatggcat tatcctgagt tagatattca aattttatgg 
cctaaagaaa
   116461 aagatctggc ttttgttgct tctaatcaga atcaatattc ttgtgttgta 
tatcttcaat
   116521 ttaaaaaagt tggtggttac caaaattttc ttattatggg cgatgctgga 
tgggaagctg
   116581 aatacgagtt attaaaagat tatcctaact tgaagataga tgtgttggtg 
ctagggcatc
   116641 atggaagtaa gcacagttcg gcttatgatt tcttggcgac cttaaaacct 
aaactggcca
   116701 ttgcatcggc agggtttgat aaccgttatg gccatcctag ccaacaagtt 
atagcacgtt
   116761 taaaagctct acatattccg ctaaaaagca ctgtggaaca aggaacctta 
agttttgtgt
   116821 tggaaaacca caaaatagtt ttacatgacc gacgtttgga taggctctgg 
ttgagtagag
   116881 gtttttaaag cttctgcttt gagcctatct acaattttaa gtgcttctgt 
cggatcgata
   116941 ttatagatat tgtctaaagc agggttcgct ttaaaacgtt tatagctcca 
gtgatagtgt
   117001 tctggatatt gataaatgag ttgctcaatc gcttgatgga tgacatacgt 
tccatcgtcc
   117061 gcagtaccct catagatttt ctcatccatt ggctcgatat gcatggtaaa 
gccatcgttt
   117121 tcgttacgga tcgcataaag aaacagagct tttgctttag ttttctggat 
gagttttgcg
   117181 cttaaattac ttgaggcaag tggaacacca aaatagttca ccatatctcc 
acccacatta
   117241 ggggtatgat ccggcaaaat tactgtcgtt tcaccttgtt ttaatgcttt 
aaaaatttgt
   117301 cttacaccgc tttcatcggt agggacgaga ttcgcttgtt cacggctacg 
ggcttctcgc
   117361 acaaaacggt ctgcatcagc atttttaacg ggtttatata aaatggtcat 
tgatgtgaat
   117421 tgagcacacc atgcattcat gacttcccac gtaccaaaat gtggaacaat 
aagaactaca
   117481 cctttttttg cagctaatgc ttcatgaaaa aaatgttcac cttcaatacg 
gtgaatgcgt
   117541 gagatatttt tactatttga tgagccccaa atacttaaaa actcaaaata 
tgaagttaat



   117601 tcgtttctta cagctttttc tgtaatcgct atacgctgct gaggtgttaa 
atatggaagc
   117661 gcaattctta agttaagctc aatacttttt gatgttctag taatttttag 
agtatttaca
   117721 agtcctgcta acagacgagc aagaaaacgc ccaaattgaa tgggttggcg 
gctaaatgtt
   117781 ttgagtaatt gatagttcat gctttttgaa tctggtctag tcatctatag 
cagtaagtaa
   117841 ggaagaaaca acaagtaaaa aaagacaaaa atattataaa tgaaatcata 
ttatttagac
   117901 agtttttatc aaatcaacgt atataatgac atcatttcga ttgatttgga 
ttggaatttt
   117961 atgtccgatt ggccaccaaa accacaaaat gaacctataa tccctaaaca 
gaacggaccg
   118021 gaatggcaaa tccttgagaa agctgtactg gcttctgtag aagaacaacg 
ccgtagtcgt
   118081 cgctggggta tattctttaa aacacttact tttatttatc tattgttcat 
tatcgtctta
   118141 atgggcaaag gctgttcgac cactaaagat ggctctacag caagtagtag 
cagtgctcac
   118201 cttgcagtgg ttgatattat tggaactatt gatgcttcaa gcaatcaggc 
tgtgaatagt
   118261 gaagatacaa acaaagcgct taaacgtgct tttgaggcat cgaatagtaa 
agcaattgcc
   118321 cttaatatta attctcctgg tggttcacct gttcagtcag atgaaatctg 
gcaggaaatt
   118381 cgctatttga aaaaagagca tcctgacaag aaagtctatg cggtaattgg 
cgatatgggt
   118441 gcttcgggtg cttattatat tgcttctgct gccgatgaaa ttattgtgaa 
tccatcaagt
   118501 ttggtaggtt caattggtgt cattatgcca aactatggca ttactggttt 
agctcaaaaa
   118561 ctaggaattg aagaccgaac tcttacagcg gggacgaata aagacatttt 
aagtatgaca
   118621 aaaccgatta atcctgtaca aagacaacat atccaatctg tactcgataa 
tgttcatact
   118681 cactttatta acgcggtcaa agaagggcgt gggaaacgct taaaatctaa 
tgatcctgct
   118741 attttctctg gtcttttctg gactggcgag caagcaattc agttaggcgt 
agctgaccgt
   118801 tcaggtaaca ttacaagctt gatgcgtgaa ctgaagcttg ataataaagt 
tgactacacg
   118861 attgaacgta acccattaca atccattcta gggcgaatgg gatcagaaat 
ggggaaaggt
   118921 ttaagtgagt cggttgctga acgcttacaa acaagtcagg acgcaaaact 
acaataattt
   118981 aagcaggata gcggtatgtc agtaaaaccg gttatacact ttgcgcatgc 
caacggcgtg
   119041 ccatctatgg tgtatcaaaa attgtttgat caattaaaag atgagtatga 
cgtaatttat
   119101 gttccactca ttggacctga caaacgttat ccgattacca atcattggcc 
ttttttggtt
   119161 gatcaggtaa ttgatagtat tgtacgtcaa gcgaaggggc gaaaagtgat 
tggactgggc



   119221 cattcactcg gttcagtttt aactttaatg gcctctttta gacggcctga 
gctgttctca
   119281 caagtgatca tgttagatcc gcctcttatt ttgggtagat attcttttgc 
ttttcatatg
   119341 gcaaaattat ttaaacccaa aatagttgat gatatgacac cagcgggttt 
atctgcacgt
   119401 cgtcgcgagc attgggaatc acgtgagcaa gcagctgcat tgttacgccc 
aaaaggtttt
   119461 tataaagact ttgatgaaga ctgctttcaa gcctatattg actatgcttt 
gaaagaagac
   119521 tcggtacgtg gtggtgtaac attaactatt tcccgtgaag atgaagttgc 
gattttccgt
   119581 aaaaaccctt cttggtggtg gttacccatg ccaaaaccga aaatgccagt 
acatttagtt
   119641 gtaggaaaag agagcgcctt tttaaaaaga ggttttcctc aaatggcaaa 
acgcaaaatg
   119701 gggattccat ttagtgttgt tgaaggaggg catatgttcc ctctagagca 
tccgattgat
   119761 acagtgaatt atattaagga acttattcac cgtaattcac gctaataaag 
ctttcgcaaa
   119821 aaaaggacat gcatgcatgt ccttttttaa ttgttgttaa gcaaactttt 
accaagatgc
   119881 aaaacggata gggtgttcaa gaattttatt gcggaaatag gcttgtccat 
ttttccatgt
   119941 gagctggcca ttacataacc actctgcaac ttgaggataa ataaaatgct 
caagtttatg
   120001 tacacgttcg gccaaggatg caacattgtc atgttctttt acttcaatgg 
cagattgagc
   120061 gattgcttga ccagcatcaa gttcagaagt cacaaagtga acggtacagc 
catgtaatcg
   120121 atcccccgta tttaatacac gttgatgtgt attaatgcct ttataggcag 
gtaataatga
   120181 aggatggata ttaagcattt taccttgcca tttatcgaca aagtcagcag 
ttaaaatacg
   120241 cataaagcca gctaaaataa ccacgtcagc ttgccatgcg ataagttgct 
gatgcatagc
   120301 ttcatcaaaa tcttcacgac taggaaagtc tttgtgagag attacggctg 
tcgcgatatt
   120361 ggcattttga gcacgctcta gggcataagc atcggcttta ttagacagta 
cacctacaat
   120421 ttgccctgat agatttgcat ctatcaaggc ttgtaagttg ctgccgttcc 
cagagactag
   120481 aacagcaatt ttcatcattc aaagatcaca cgaatttttt cgtctgcacc 
ttccactgat
   120541 tcagcatttt cttggatatg tccgattttc caagcttttt caccttgagc 
attaagcact
   120601 tcaattgctt tttctgcatc atttgcatca acagcaatga ccatacctac 
accacagtta
   120661 aaggtacggt acatttcaaa acgttctaca ttgccttcgc gttgtaaaag 
tttgaataat
   120721 tctggccatt cccaagaagc ttcattaatt acagcttgag caccatttgg 
taatacacgt
   120781 ggtaagttac ctggtaagcc gccaccagtg atgtgtgcca tcgcgtgtac 
atcaacttgt



   120841 ttgcaaagct ctagaactgg ttttacataa atacgtgttg gctccattgc 
tacgtctgca
   120901 agagggcgac catcaattac ttgagttaag tctacattct taacatctaa 
gattttacgt
   120961 agtaatgaat aaccatttga gtgagcaccg cttgatgcaa caccaataag 
tacatcacca
   121021 gattttactt tagagccatc aataattttg ctttgctcaa ctacacctac 
ggcaaaacca
   121081 gcaagatcgt aatcttcgcc ttcatacatg ccaggcattt cagctgtttc 
accacctaca
   121141 agtgcgcaac ctgcaagttc acaaccttta ccgataccag taactacgtt 
tgcagctaca
   121201 tcgacattta agtgaccagt cgcataatag tcgaggaaga atagtggttc 
tgcaccacaa
   121261 accaaaagat cgtttacaca catcgcgaca agatcttggc cgattgtgtc 
atgacgatta
   121321 aggttaagtg ctaaacgtaa tttagtacct acaccgtcag ttccagaaac 
caaaacaggt
   121381 tcttcgtaac ctttaggaat tttgcatagt gcaccaaagc caccaagtcc 
gcccattact
   121441 tctggacgag ttgtacgttt agcgactgac ttgatacgat cgaccagtgc 
gtcgcccgct
   121501 tcaatgtcaa cacccgcatc tttgtagctt aaaccggtat ttggggtaga 
agttgagttg
   121561 ctcataaatg aagtctccgc attggcggca gattataacc tgaatatacg 
aaactcttat
   121621 gttatttatg ctcgaaaatg ctatctttaa taaaaatatt tttccattta 
taacgattaa
   121681 atcaaaaaag gctagatttt atgcaagatc gtatactgcg ccgtattttc 
ttactcgcag
   121741 gtattgtatt gctggtatgg gtattatact tgctcaagcc tgtggtcatc 
ccatttattg
   121801 gtgctttttt cctggcttat ttatttagtc cactagtcga agttctagta 
aaaattaaga
   121861 tacctcgctg gttggcaatt agtattgttt ttattggtat aggtgtaact 
ttaaccgttg
   121921 cattatggta cctggttcca ctgatctgga aacaacttgt ttacgctcga 
gacagtattc
   121981 cagcggggat tcattggatt aatgcagagc tattaccatg gatttcttcg 
accttccatg
   122041 tccagcaaat ggaaattgat accgatcaaa tgtccaaagc tgtgatggat 
tatgttcaga
   122101 ccaattacag tgccgatagt attcaagcag ttttattaaa gcttgcacaa 
tcaggactta
   122161 attttattca aattggtgga acagttgttt taatcccaat tattgctttt 
tacttcttat
   122221 tagactggga ccgtatgtta caaaacttac gtcgtctcat tccacggcca 
tatgaggcta
   122281 cgaccttaca aatcgtccgt gaatgccata gcgtgttagg agcatttgtt 
aaaggtcagt
   122341 tccttgttat gcttttgctc ggtgtagttt atgcagtagg cttacaatta 
attggattag
   122401 aggtaggcct aattattggt atggtggcag gtcttgccag tattattcct 
tatctaggat



   122461 ttgcagtcgg gattattgca gcggttattg caagtttgtt ccaatttgga 
atggactgga
   122521 cacacttatt acttgttggc gtagtcttta tgattgggca ggcagtagag 
ggctatattc
   122581 tgcagccatt cctactcggt gataaaattg gtctttcacc tgttgcagtt 
gtatttgctg
   122641 ttttagctgg ggctcaattg gctggctttt taggaatgtt aattgcatta 
cctgtggcgg
   122701 ctgtcattgt ggtgctctta aaacacctca gagaaaatta cgaacggagt 
tcattctatg
   122761 ctccatcttc tacattatta atccaagagg gtaatattga gcaacttcat 
gtagaaactg
   122821 aaaatactaa acttgatctt gaagttaaaa aacagcaaga tacagatacc 
ccgaatcttt
   122881 cagatcagaa ataatttcaa ggccaattca ttatatgcgt caactccaac 
tggatataga
   122941 acctcaactt gatgcccgaa tcagtgattt ttcgggacca ggttgggggc 
atgtagtgga
   123001 tgcagtgcga caactacatg cgggtctagt aaatagattt tatatctatg 
gtggcgcagg
   123061 aacaggcaag agccatttgc tttcagcgat ttgtgattct tatttagagg 
tcggtaaatc
   123121 tgcaattaaa gtttctttgc ttgaacttct cgatgctcca attgaggcaa 
ttacttgctt
   123181 agagcactat gatctggtgg ctttagatga tattgagtca attagtgggg 
tgcctcactg
   123241 gcaaaaagct gtttttcatt taatgaataa ccatgaagga caacttgttt 
tctcttcacg
   123301 tgttgcaccg attgaattaa aactagagtt accagattta caatcgcgac 
ttacacaagc
   123361 agtgagtgta aaagtgccga gcggaagttt atatgctgac cgctatgctt 
tagtcacttc
   123421 tgtaatggct agacgtggga tccattttga tcagcagatt gtagactatt 
tacttttaca
   123481 tgggcctcat caagcttcta ttctattgca aaccgtagca caattagaaa 
aactccttaa
   123541 aggtgagaag actaaacttt caaatgcaac gttaagacaa atctatgctt 
taattgatga
   123601 atatcaacaa taataatttt ctagcttctg gacttttaat ttattagcct 
aagtaaactt
   123661 tccttactat aaaaatcatg agctatttat tcttttaacc ttgaaaaata 
cttttaaatt
   123721 tttataagta aaattttcat atatcaatag atctttaatt gtacaaatat 
ttagaaagtt
   123781 ccctatcgaa aatgacgcta tagaccgatc aaaacatctt gagaaattct 
gattcctgtg
   123841 acaaagtacg cacaaaggat gcgtttgcaa aagtggaaac tttgcaatat 
tgacaaagaa
   123901 aaatgaaaaa aataggtaag gagaagggta tgctcaaacg gagcattgct 
tttgcattat
   123961 tggctgctgc tgggcatgct tattctgctg atattgaagt cacaactaca 
attgatgaag
   124021 atgtcgataa tacagtatgc tcattacgtg aggctgtaga actaataaat 
aagcgtaatt



   124081 caagtgattc taccgtggtt gcctcagtaa aagatgggta tcatggctgc 
ggaaataagg
   124141 acgcttcatc aaatattatt ttacagcgcg ataaagaata tacgttaaat 
agcagaataa
   124201 cgattacagc accccttaca attagtacag caaaaaatga ttctacatta 
gttgatactg
   124261 atcagcccgg ttctcataat gcaactatca aaatggcagg tacagatcag 
ctatttaaaa
   124321 ttgatgatga gagtgttgaa aaagcatcat tttcggtttt gttgagtgat 
cttaacttac
   124381 aaggggcagg tgcaaactct aaagtgttaa caggtggttt aattttaaac 
catgaaaaat
   124441 tgactattca aaactctcgt ttaacaggtg gatatgcgaa tcaaggtgga 
gtgatttaca
   124501 atcaagggtt tgcctcaaaa agtgatagaa cctttggttt tgtttatatt 
gtaaatagcc
   124561 ttatccagaa taataaagca gcccaaggtg gggtaatcta tagtgagcaa 
cccttatttc
   124621 taattactca atcggtaatt cgtgataatg aagttagtaa tacaagtggt 
tcactcttct
   124681 tcagtcaaga ttcatttgat gatgaaagta ctggagaata tgtagttcaa 
cgtgctatag
   124741 gattaagcaa tagtacggtc tttcataata aaggtggttt tattacgaat 
gttcgagatg
   124801 ggatgtttgt taataatatt acgatgatta aaaatgacaa aggattattc 
cttgaagctc
   124861 cacaaggcaa tgcttcaatt tcaaatagta tattagttgg aaatacaatt 
aattgtcagg
   124921 ctaattcaac tgataaagca attatccaaa gtaatttagt gactacagaa 
tgtaatcgta
   124981 acgcttcagt aaaagttcca aatattcttt atcctgccaa tcagaaatta 
attgctggta
   125041 gtacagatga gggagtttgt gatgtagctt caaaggatgg gttgttatgt 
ccttttaata
   125101 cgccaaagga tagtttcttg ggctttttta agccacggtt acttgaaagt 
tataatactt
   125161 tagctgattc acttattatt aataaaggcc gtttgtacag tgatggtact 
tctgtaggct
   125221 tggcaagttg tgaaacttta gatcagcgtg gaaaaagacg tactggttat 
gatgagttat
   125281 gtgatttagg cgcaattgaa tatatcctaa atagtgagat ctcttcagtt 
ggtcaggata
   125341 ttagatatgg gcaggttgca aagtttagta ttttaggctc attaagtgaa 
gcagacttgg
   125401 ttacacctgc cacgtgtaag cgtttattcg gtgaacgtcc tgatggtaaa 
gaatggcaac
   125461 ctggctgttt gaaaataaaa caaagtactg atacacctgt ttcgaaaggt 
accgtaacta
   125521 tagatcagaa tggaaatgta atttatacac caaatggtaa ttggcatggt 
gcagatattt
   125581 ttagtattca ggtagttaca agtatttcaa gatttaatga aggagtcgag 
ttccaataca
   125641 ttactattcc tacaagaatt gtacaggaac ctttgtctgg aattgaagat 
aaatctgtca



   125701 gctctggtgg gggaggaagt ataggggctg gttttatttt aagtttacta 
gggttggttg
   125761 cgttacgtcg ctttaagtca taatcaagga tgaagactat gaaaaattat 
aaaaaagcat
   125821 tattggcgtt atctatactt gcgaccatgc cattgtttgc tgatagcaca 
aataaacgga
   125881 ttgaggttac aacttttgct gacgaagatg gtgaaaatcc aaatgcgtgt 
tcattacgtg
   125941 aagcaattaa agtggcagct acacgtaaat cagactatgg atgcactatt 
tttagcttag
   126001 atgataatca ggcaattcag ttaaaagcag ggacttatac tttaaataaa 
gaattagtac
   126061 caaatgcaaa tatttctatc tatggttatg gagagcgagg agaagataaa 
aattggacag
   126121 aaaaaaaccc tctaacaaat gattatcctg ctctaccaga acttaaaaca 
cgtattaatg
   126181 ctgcgggtaa gtcacgcata tttaatactg cagagaataa aaaggcttta 
actttacaaa
   126241 atattatttt agaaaatggt atagcttcaa cccaaggcgg ggctatttat 
gcaggtggta
   126301 atgtcacctt gttagattcc caaattttaa attctcaagc tccaaaaggt 
ggtgccattt
   126361 ttctgggtgg gagtggggta aacttatcaa taagccattc attactacag 
ggtaatcaag
   126421 cagttaccgg tagtgtttta gcgatgagtt gtaaagaaga accagcttat 
gctaaacgtg
   126481 atatcactat aacgtcttca agtattttca aaaatggttc gcttaactct 
aagagtacat
   126541 ttgaattttg tggtgaacca aacgccatat tgacaattaa tacgattgca 
aaaaatatcg
   126601 ctgataagat aaatggtagt attctaaaat ttactggaga tgccgttcct 
ggaagtacaa
   126661 ctaatccctc aactatactg agcggaagta gtagtttaaa tttacagaat 
aatacgattg
   126721 ttgagaacac tgcacatact accttcttat atgatagttt gggtataaaa 
gaattaaggt
   126781 ttaatttaat agggtacaat ctaggtagtt acgcttgtcg ttatttagtg 
ggacctgctg
   126841 cggacctaaa aaattctggt tttacactat catttaatgc attaaattta 
acgaataacg
   126901 ttgaaaaatg tgatttacca acagaagcac ttacctcatc taataagact 
attgatattg
   126961 cgaatattcc ttttagttcg ttattagaac cgcaaagttc tgcttcgcca 
gaaacaggct
   127021 ttttacctgt ttattaccca ttgaataaca cctcatctcc acaaaatgat 
ttgatagatg
   127081 tagatcctga tggtaaagat acttgtataa ctctagacca acgggggctt 
attagatctg
   127141 taactaataa gttatattat cagtcaggta tcaaaaatag ttgtgatatt 
ggttcgattg
   127201 agctaatgaa actgactgct ggagatataa aagatttagg caatgattct 
tttactgatc
   127261 gaatttctac atatcagact cgatatgata atgtacaaga aaatcttaag 
aaccaagctt



   127321 tttcatattt atggccagta ttaaaaataa gatcggtaga atataaaaat 
cttcttgatc
   127381 aaactaaagc aaatgcaaag tatcgtgcta tttatataga tttgaaagct 
aaaggattgc
   127441 ctttacctaa tgagggtgct aatcacacat taaaattctt taatacaact 
gattataata
   127501 ttaatgttga aactattgga acaggtttaa tagacgataa agtttataat 
attaaggata
   127561 aagaagagaa tatacttaaa tgtgaatgga actctgcttt acagcaaatt 
atattttatc
   127621 gtttagatga cagaattacc caagcaggtg attacaacta ttgtaaatat 
acagtaagta
   127681 ctaaagatgg ttctattcaa tcgacaggtt tattagaggc tcgttttgat 
aacattgctc
   127741 ctgtagctac tgatgaaaca gtttcattta aatatttggc taatgaaatt 
atccctataa
   127801 atttacttaa atatgcaaat gatgatgggg acggaccagc gaatactctt 
caaacaaaac
   127861 ctaataagcc tcaattttgg gtcaatgata aaggcgttga gctaccaatt 
tatcttccaa
   127921 gtaaaagttc aaaagatggt atttttaaag tagtaaaagc ggatcgagaa 
ggtccatgtc
   127981 ctaataatga taaagataat acttgttatg gcggtaatat ctatattcaa 
gctagtaatg
   128041 tatttaatac cttcaacgat accttaactt attatgtata tgatgctgat 
ggtaaaatct
   128101 caaatgaggg tactattaag ttgataagta cagcaaccac aactgatgat 
tcacgtggcg
   128161 gtggaggtgg cggaagtatt ggaatccttt ctatcgcatc actactaagt 
ttaattgctt
   128221 atagacgtta tcgtaagtga tgagaaaaat aaaaaagcct ccactaggag 
gcttttttat
   128281 ttgttagtaa ctttttattt ttaaaaaaga taaatgttaa atacggtttt 
tagtgctcta
   128341 aatatttatt tatatattct tcgcgtatag cagttctttc atcagcactt 
gctttgagca
   128401 tgcgttgacg taaatcatta cgctcttgtg tactcatttt ttgccaagct 
tcacgcattt
   128461 tttgcttttc tgcatctgga agctggttaa accaatccat acgttgttgc 
aagttagcac
   128521 tttggttgga tggtaattcc tttaagcttt gataacgttt aattacggct 
cgttgctctt
   128581 cttcagatag agcattccaa gtatcatcta cttgcgtatt ggcatctttc 
gaaaaaatcc
   128641 agaaacgttc gaaacctgca aaacttgttt gcaagaaact taatgaacaa 
aggataagtg
   128701 ctaacttttt agctaccatg ttgaacttta tcctcaccca acaccataag 
catttctaaa
   128761 tcttctacca tttgtggcga taatttagga tttacaacga cttgattttg 
tggcttatca
   128821 agcatatcta ctgagtttgg taaaataaca aaaccagtaa tcgctgctgc 
gagtgcaaaa
   128881 ccagtcattt tccagacact ataataagag gctggttttt gctggatatg 
gtcaagcaca



   128941 tgattcatca ccactgtttt atttttatgg tgatgggcca aactatcgag 
tttggatgtc
   129001 acctttttag tgaaatcatc atgattcatt ggaacctccc atgggattta 
aatgcgctaa
   129061 atactctcta agtccctgaa ttgctcgatg ataatgggtt tttacactac 
cttcggtgca
   129121 gttcataatt tgcgctgtag tatgggtatc aaaaccttcc cacgcacgta 
acataaaagc
   129181 ttgttgttga cgaacaggta gttttgcaat cgcttcctgg atctcttcta 
tggtcactgc
   129241 ttgatctaga aaatctgctg gattgattgc tttttcatcg acaatatcaa 
tgatttcttc
   129301 atcatcattg tctagactaa cttttttgaa gaatgaaaat gggtttgccc 
gacgtgcttc
   129361 tttgcggcgc caatcctgaa gtttattatt tagaatagta taaaataggg 
gataccattc
   129421 ttcagtactt cgatcggcgt aagacttgtg taaagcaata aatgcttctt 
gaaccaagtc
   129481 catagcaatg ccttgttgtc cttgggtagc actttccatc atcactaaag 
cacgaccagt
   129541 aacatcttgc atgaaaacct ttaggcgttg ctcagccgtg ctggcatgag 
cactagatgc
   129601 ttccgatcga gactttttcg gtgctaaatc catggagatg gaaaatcctg 
tcattggacg
   129661 tacccacctt atcttcaata tatctcttat ataacgttga aaagaggtgg 
gaggttgaca
   129721 acaatcggct attttttagt agtgtaaatg atttttttca caaatatgag 
cgatgtaaaa
   129781 taaattaacg ttttattggc gttggcgaac catttcaaaa aaacaaattg 
atcctgcaat
   129841 ggctacattt aatgactctt gaccaccggg ctgcggtata gtcactgatt 
gtgcatggtc
   129901 taaagcataa tcacttgcac cttgtccttc attgcctaaa atccaaacac 
atggttttga
   129961 aaggtctttt gaataaagac tagtcgagcg atgagagctt gtaacgaaaa 
caggaatatc
   130021 gaatttagga agaatatcgg tcaattgaaa gttttcaaaa caagacaggc 
taaaatgtgc
   130081 ccccatacct gctcttaaaa ctcgtggaga ccaaagtgag gcagagcctt 
gtgtgcaaat
   130141 aatctgtttt atatttgctg ctgccgctga acgtaacaat gtacctacgt 
tacccggatc
   130201 ttgtacattt tctagaatta acgtatctac gctatagtca atggttgatg 
cagttttcgg
   130261 taaatcgata atagccaagc aaggaagagt attacctaaa gtacttaaat 
ctttatataa
   130321 aacttcgcta ataataaaga catgaccttg gtgaagttca atgattttct 
ttaaatcggg
   130381 atgttctaag gcttgttcag tcgtaaacaa cgaaaagagt tttttctgtt 
gttgtaacca
   130441 agctagacaa aggtgggtac cttcaagaac tgtttgttga tgcttttttc 
gggcgctatt
   130501 gagttcaatt aaaccacgca aatgtttaat ttttgcattg acttttgatt 
ctaaaaaaat



   130561 aaccgccata agggaatatc caaaagggcg tcatcatact atgacgccct 
gtgtaattta
   130621 aattattaat gatagcttgt tacacgttca acttcattct tagaaccgat 
aatcacagga
   130681 acacgttgat gaagttctgt aggttcaatc tctagaatgc gtacacggcc 
agtagttgat
   130741 gcgccgcctg cttgttcaat gagcatactc attgggttgg cttcatacat 
taaacgtaaa
   130801 cgaccagctt ttttcgggtc ttttaagtca tatgggtaaa ggaaaatacc 
accacggcat
   130861 aaaatacggt gaacatcccc caccatacat gcgacccaac gcatattgaa 
gtctttttca
   130921 cgtacagatg ttttacctgc aagtaactct tcaatatatt gttttactgg 
ttgttcccaa
   130981 tggcgttggt tagatgcatt aatagcaaat tcttgagtat ctgctgatac 
ttgaacattc
   131041 tctgtagtaa gtaagaatgt ttgtgtttct gggtctaacg taaagaaagc 
tacaccgttt
   131101 ccaactgtta aagccatcat agttgatggg ccatataaca catagccagc 
agcaacttgt
   131161 tgagtgcctg cctgcatgaa atcttgtgct tgtgtaaccg catttttggc 
aggaagaatc
   131221 gagaagattg ttccgacaca catgttgata tcaatgttgc ttgaaccatc 
taatggatca
   131281 aatagaacca agtattcgcc gttttcttgt gctggtgtaa aatcatcaag 
ttcttcagat
   131341 gcaagaccac ccacgtgagg atggactttt aaagcatcga ttaaatagtc 
attagaaatc
   131401 acatcaagtt ttttctgtgt ttcaccttga acattttcgt tacctgcgct 
acccaaaatt
   131461 ccagccaagg cacctttttg taaggcttga tcaatggttt tacaagtcgc 
agcaattgtg
   131521 tcgatgactt gagccaactc aggtgtaaga ttcccttttt cttgttgtaa 
aaattgggac
   131581 aatgtgaggt tggacataaa aaaacgctcc tgtgcgcaag catcaaaatg 
agtcagataa
   131641 atacgtggca tattctagat gagaatgccg aaaaataaaa attatcttac 
tttatttgtg
   131701 ttgcatttat gcttacaagc cccattttac gtggtatgtt gtttgcataa 
caaaggaatg
   131761 tagatttagg agaatcgaaa tgacaactaa gaagtttgat gcgaccccaa 
cagcaggtga
   131821 accaatcaat ttagaagaaa tttcgaaaga aagtgttcag gaagcttgga 
aagattatga
   131881 ggcaaaacct gaatataaag cttttaataa gcatgatttg attgagtcaa 
tgcaacattc
   131941 agaagaagag caaaataaat cttcttaaag taagaatgta aaaataaacg 
cccatatttg
   132001 ggcgtttatt ttttgggatg ttttatttta atagaggagg aaccgcttca 
tagttaattt
   132061 caacgcggcg gttttctttc caagctgatt catcatggcc aggattaaca 
ggtgcttctt
   132121 taccataact tacagcttca agttgctgag gatttacacc actggtaata 
agataattct



   132181 gaactgcttt tgcacggcgc tcacccaagg ccatgttgta ttcgcgtgta 
ccgcgctcgt
   132241 ccgtatgacc agttaatgca acttttgagt ttgcatttgc catgaggaac 
tgagcatgag
   132301 cctgaagtgt ttggtaatct tcagtagata aatcactact gtcataatcg 
aagtgaacga
   132361 cgcgtttcgc tagggcagcc ttgtttgcct cagttacacc ttttgaagaa 
gcacctgcta
   132421 gattttgagc atttaatgca gcatcttcac ttaagcctgt cgtatttact 
gtgcttgggt
   132481 tagttgtacc tgtagttgcc gttgttgctg gcttacgact tgcacaacct 
gtcatgacaa
   132541 gtgctgcact aagtagagga aaggccaaat atttaattga tttcatcatc 
atctccatca
   132601 atggaataaa aagttattta ggtgcccagg ctggttcacg tacttcacct 
tgctcactcg
   132661 gtaaattcat acggaaacga ccatcagtgg acatgataga cagtaaacca 
cggttccctt
   132721 cacgagttgc ataaaccacc atttgcccat ttggtgagaa acttggtgat 
tcatctaaac
   132781 tggttggggt aagaatattg acaatgcctg tattaatatc ttggatcgca 
actttatagt
   132841 tactaccact tggtcgatgc acaagtgcaa tttttttacc atctgcactt 
aaagtgccac
   132901 gagcattaaa tgacccttta aatgttaagc gttttactga gccattccca 
aaatcatagc
   132961 gataaatttg aggagagcct ccacggtcag atgtaaaaat aaaagctttt 
ccatctggtg
   133021 tgtaacgcgc ttcagtatca attcccgagt catttgtcat gcgtttgact 
tggcgagttg
   133081 ataaatccat ttgataaatt tcagggttac cattcatcga tgctgtaaat 
agcattgatt
   133141 tgccatctgg tgaaaagctt ggtgcaccat ttaagccttt aaaactcgta 
attacttcac
   133201 gtgttccagt agagagatct tgtaaataaa tggctggacg tttagtttca 
aaagaaacat
   133261 aagcaatttt tttagcgtca ggagtccatg ccggagacaa aatcgggtca 
cgtgaagaga
   133321 gaacagtttt cggttgttca ccatctgtat cggcgatttg taaggtataa 
cgttcagcag
   133381 gagtggcagg attacgtaat acataagcga tacgaccact aaaatcgcct 
ggaattccgg
   133441 ttaaggcctg ataaatagcg tcacttacca tatgtcctgc ttgacgtatg 
cgtgaagcag
   133501 gaacatttaa caattcattc agaagatatt gctgtttttg tacatcataa 
agttggtaat
   133561 ggacttcaaa cccgtcagct gtttgcttaa tttgtccagt aacaacataa 
ggaatacccg
   133621 cagcttgcca atcagatgct tgaatctggt taatagcagc atttgcaggt 
aaattttttg
   133681 atgaacttgt aaaacgtcct gagcggttca agtcagtttc aacaatagga 
taaagtccat
   133741 tgtcgttatt aaaaggcaca atagcgattt taggcgcctg atcaggtgct 
tttgcaatct



   133801 ctaaatgtaa ttgagcaaag gcagctgttg gtgcaagagg acttaatgct 
gtaagtagcg
   133861 ttaaggctag aaggtgtttg cggctcgttt tcataggttt aaagtcattg 
aaggtatttt
   133921 tgtgactggt gattttgtag catagttaca tgcttcaaac tatttaaagc 
atgtaactct
   133981 tacaaaatta ttgtgctctg aaagtagagg taacgcttcg cgcttctcgt 
cttgcatcag
   134041 gatccgatgg cattgggtaa ggagcagacg cctgaattgc agctttgata 
cttgcatcca
   134101 atgcatcatc tccacttgac cgtgtaataa caatcgagct aacactacct 
gagtcagaca
   134161 gggtaaatct aacgctaaca gttttaccac tgcttcctgt aggaacatcc 
caagcacgac
   134221 gaattttctg ctcaaaatca cgtttagccg aagatgcaat ttttttagct 
tcaccttttt
   134281 tctgggcagc ttcttcttga gcttttttag cagatgcagc tttttcttcg 
gcctcaattt
   134341 cggctttacg tctagcatct tctgctgctt tttgttgttt ggcttttgca 
tcagcctcag
   134401 ctttacgttt agcgtcttct gctgcttttt gctgtttagc tttcgcatca 
gcctcagctt
   134461 tacgtttagc atcttcagcc gctttttgct gtttagcttt cgcatcggcc 
tcagctttgc
   134521 gcttagcatc ttcagctgct ttttgctgct tggcttttgc atcagcctca 
gctttacgtt
   134581 tagcatcttc agctgctttt tgctgtttag ctttcgcatc ggcctcggct 
ttacgtttcg
   134641 cgttatcagc tgcttgttgc ttagccttag catctgattc agctttacgt 
ttggcgtctt
   134701 cggcagcttt ttgctgtttg gctttagcat ctgcttcggc ttttcgttta 
gcttcttgtt
   134761 gtgcttgaag tttagcgttt tcagcttttt gagcttcacg ttttagtctt 
gcttcagtct
   134821 cagctttacg tttagcttcc tcagttactt tttgtctagc tttcgcatcg 
gcctcagctt
   134881 ttgcattttg ttcggctttt cgtttttgtt cagcttcagc tctcgcttta 
gcctccgctt
   134941 gacgcttagc ttcagcctgt tgcttttgtg cttcctctaa acgttgttgc 
tctgcagctt
   135001 gctttacttt agcagcttct tcagctttac gcttttcctc agctaatttt 
gcttgttgtg
   135061 cctgctcagc tttttgcttt tgagcagcaa gttgttgtgc tgttggagga 
ggaggggcgg
   135121 ctggaagatt ttgaggaaga gtttcatcca caatcgggct tagaacttct 
tcagcctgat
   135181 tttctgctac ggttggttgc tcaacttctt ttgccaaagg tggtggtaaa 
tcttctggtt
   135241 taactaaaac agtggtgagc ttttttggtt gttcaggtgg tttactcaag 
cctaaaaaaa
   135301 gcaagccaac aatggcaatt gcatgaactc caagggtgaa gctcaatgct 
attgcatttt
   135361 gtttaaaagg aggcttttga tttttattca tagcttattt taaaggctct 
gtcagaaggc



   135421 caacttgagt taaacctgct tcttgtaaac ttgccatcaa tgatacgact 
tctccataag
   135481 ggcgggtctt atcaccattc actaaaactg taagttgttt attttcctgc 
tcagcttgtt
   135541 tttgtgcttc acttaaaaca gactcaagtt tttcaagaga aagtggctca 
ttatctttgt
   135601 aatcttcata ttgaagataa atattgccat ctttaccaat cgtgaccatg 
gctggcatat
   135661 cttttgattc aattggatga ttatttgcct gaggtaaatc gactttaata 
ccactggtaa
   135721 tcatgggagc agtcaccatg aaaatcacta aaagtaccag catcacatcg 
atataaggca
   135781 cgacgttcat gtcacttttt aatggttttt ttatgcgctc aaagcgccct 
gaacgttgaa
   135841 tggccattat gcatcttcct gtgatgaacc cacagattga cgttgcaata 
aagcaatcat
   135901 ctcttcggca aataatgcac gatcagagta gacactttcg cttttagccg 
taaagtggtt
   135961 aaaagccaat accgcaggaa ttgcagcaaa tagaccaatt gcagttgcaa 
taagggcctc
   136021 ggcaatacct ggcgcaactg tcgctaacgt cacttggtca acagcagcca 
aaccaataaa
   136081 agcattcatg attccccaaa cagtaccgaa taaaccgata tatggggcaa 
ccgaaccgat
   136141 acttgctaaa gtacctaaac catattccag actaccctga tcacgactta 
aacctacacg
   136201 taaaatacgt tctgttcctt cgatcatttg tgaggtagga gcttggcgtt 
ttttgagttt
   136261 aaaaaactca ctcaatcctt gataaaagat atcttcaagg cctgagcgtt 
ttgaattgag
   136321 ttgtgcgttg ttgtaaagcg tattgagttc agcaccagac cagaacattt 
tttggaaatg
   136381 ttcatcatct tggcgtgctt ttttataact catatgtaac ttggcaatca 
ggtaccaact
   136441 aaaaattgat gctaacaata aaatcagcat gaccaactgg acgactggac 
ttgcttgtaa
   136501 aataaggtca gaaatatgca gggttgattc aatgtttgtt gccatagtta 
catatgccgg
   136561 ttgttttttt agtcttgttc caattcttta cgaataagat cacgtatttc 
ttccggaaga
   136621 cgacgtggca ttagatcttt acttaaacat gccaactcaa cctcaccaga 
agcaagcaag
   136681 atttcaccac gataaatatt ttgttgcaac acaaatgacg cagctttaca 
tgaaactaca
   136741 cgcgctgtaa cagtaattaa gtcatccatt aaaataggac gcatatattt 
tacgtcaatt
   136801 ttatatacca caaagttgta gtctttttga tgccagtaat ggtcaacgcc 
agcagcgcgg
   136861 agccattctg tacgggtacg ttccatatag cgaatgtggt tggcatggta 
aacaatacca
   136921 cctgcgtccg tatcttcaat ataaacacga atgttgaatt caaaatgatt 
cgccatgaga
   136981 gtattccgtt ttagttcact atagagcttt atatttaaaa tatgactgtt 
gaataaaata



   137041 tcagttctat ccaaagccat acatctgctt ttaaatacgg ggcagtttag 
cagattgcat
   137101 actaagtcct atggcacaac ctttcaatcg cgactgctgt ctttcttctt 
taaaacggaa
   137161 cactctatgg tgagcatatt gttaagttaa gactgtttcc atgcagcctg 
aacttgttta
   137221 gcgatattcg gatagtctaa aacgaatctt atatgtagct cggttcctgt 
ctttaaggcc
   137281 ttatcatcta ctataaaaga agggttgtga tttggtgcag cttggcttaa 
gtcctgattt
   137341 tcaggtgttg ctcctaagaa aacgaagaaa gagggcatta atttcccata 
ataggcaaaa
   137401 tcttcacttg cacttgcatt atggtccaaa acatgaagat tcgaatctcc 
aacagttttg
   137461 gctaatgttg gctggataag ttgagtaaga gctttattat tcatggttac 
tggagcataa
   137521 ggcgcaattt caacttttgc tgttacatca ttagcttgag cgttattttc 
caccagagtt
   137581 ggtaagctct ttaggatatt ttctcggatc tgttcgttat tggatcgaat 
agtaccgatc
   137641 atattgacct gttcatgaat cacatttcca gctgtaccgc cttgaatatt 
gccaatacta
   137701 ataacgccca taccttgggt taggtcggtt cttcggctaa taagactttg 
taaattatta
   137761 atcatttgag ctgatgcata aattggatct ctgcctaacc aaggggttga 
gccatgaacc
   137821 tgtttgccgt taacttgaat ccgtaagtga tcggcactgt ttaaaatagc 
accatcttta
   137881 taatatagat gtccgctttt catgccggac atgacatgca tgccaaaaat 
ggcttctggt
   137941 ttgtagtctt taaatgcacc atccgcaatc atttttcttg agccgatttg 
atcaccatgc
   138001 gtgaagttat cgatatccgc tccaccttct tcagctggct gaaatacaaa 
aactacagtg
   138061 cctgatattt tatctttatt ggccgccaga atttttgctg cacctaataa 
cattgcagtg
   138121 tgtgcatcgt gtccacaagc atgcatcaca taagtttctt taccttgata 
aattgccttt
   138181 tgtttactgg caaatggcac accacttttt tcttccatag gtagcgcatc 
catatctgct
   138241 ctaagcgcaa taatagggcc ggggttattc ccttttaaaa tgccgattac 
ccctgttttt
   138301 gcataacctg ttttgacttg aatgccataa gactttaatt ctttttgaat 
caatgcagat
   138361 gttttaaatt ccatattgcc tagttcaggg tactcatgga tgtgttgtct 
taattgaatg
   138421 acctgatttt cattttgttg tgtagcatct tttacccaat ccgctaggct 
caattgactt
   138481 attagggcaa gtggaaaaat taaagcggtt tttttgtaca tatccttatc 
ctaaaaatat
   138541 tattgttcag aagatttaat atctagattt cttataattc agtttttaaa 
aatattaaaa
   138601 aatcaataag gtataaagaa agacttaaaa ggtatagagt ggctaattta 
ttgataagac



   138661 aatttttatt tgagttaaaa agaatagtta aataaaaaaa ggaagagaaa 
attctcttcc
   138721 tttgattagt ttttaggctc aggtggcgtc atgccaaact gcaaataaga 
ttggttggtt
   138781 gcaatgcgac ctcgtgcagt acgcataaca taaccttgct gaattaaata 
aggttcaata
   138841 acatcttcaa gtgttccgct atcttcagcc atagcagctg caagggcttc 
aacaccagca
   138901 ggtccaccat caaaacgttc taacaacata cttaaataac gtcggtctaa 
ggtatctaaa
   138961 ccagctttat cgacattaag catatcaagc gcacgttgtg ccatttcatg 
gttaacttcg
   139021 cctgtacctt ttacttgtgc atagtcacgt acacggcgta ataaacgatt 
ggcaatacgc
   139081 ggtgttccgc gtgaacggcg tgcaacttct tctgcaccct caactgtaat 
gggtacatcc
   139141 atgaggtttg cagatcgtga cacgatgtga gttaagtctt ctacagaata 
gaattcaaga
   139201 cgttgcacaa taccgaaacg gtcacgtaga ggcgaggtga gtaagccggc 
acgtgtggtc
   139261 gcagcaacaa gtgtaaaagg gggtaaatct agtttaattg aacgggcagc 
agggccttca
   139321 ccaatcatga tatcgagttg gtaatcttcc attgccggat acagaatttc 
ttcaatcact
   139381 ggtgaaagac gatgaatctc atcaataaat aaaacatcgc cttcttcaag 
gttagtcagc
   139441 attgcagcca aatcacccgc acgctctaaa acaggccctg aagtggattt 
gagattgcca
   139501 cccatttcac gcgcaataat attggcaagc gtagtttttc ctaagcccgg 
tggaccgaaa
   139561 atcagtgtgt gatcgagtgc ttcaccacga ccacgagccg caccgatgaa 
aatttccatt
   139621 tgctcgcgta cgactggttg cccgatataa tcggcaagtg aagtcggtcg 
aatagcccga
   139681 tcaaaatgat cttcaggttt ttctgttcca ctgattagac ggtcttgcat 
aggtgtgttt
   139741 acttcatcat tgatttaagt gcagcacgaa taatatcggc tgattcagtg 
taatcggctt
   139801 taaccgccgc aacagctttt tgtgcttcta gaggtttata acctagtgac 
tgtaatgctg
   139861 cttctgcttc tgcaacaggt gagttcgaaa caaattgaat ctgaggcagg 
gccgcagcgc
   139921 tagaagttcc ttgtgccaaa gttttaaaac ggtcacgaag ttcgatcatt 
aaacgttcag
   139981 ccgttttttt gcctacaccc ggaactttga ccaaagtatt cacatcgtca 
tgttcaattg
   140041 tgtgtaccag caattcaaca cttaacgtag aaagaatacc taatgccatt 
tttgggccaa
   140101 caccatttac ttttagtaag gtgcggaaaa tagttttctc ttgagcatca 
ctaaaaccat
   140161 aaagctgctg agcatcttca cggacgacca aatgcgtcca tagcgtaact 
ttctggcctt
   140221 tttgtaattg gcaaaatgtt gaaagcggtg tatcaatttc atagcccacg 
ccatttacat



   140281 tcagtaagac agttggggct tctagggcaa acacttcgcc aattaaacat 
ccgatcatag
   140341 cgtaatttca cttattcata actgtaaatc tggtcgtttt aaatgtatta 
aaacgacact
   140401 agctgtattt ctttctatat taaggcagct taaaacaagc cgattttatt 
accttgtagc
   140461 tcttgagcca agctataagc ctgatgatct gaaaacttac tgataatatc 
gagtacctgc
   140521 atgatattgc tgtagtggtt attactaaag cgagcaccgt acaaattaag 
aatagacatc
   140581 aagcgctgtt ctttaaagct taaagattta tgcggcatcg ttaagggaac 
aaatgcatca
   140641 agaatagttt gcaaactttg gtgagcaata atttctaaac cagacttttg 
tgggtgttca
   140701 aagatttttt cacgtgccag atttttggct gtttcaatac ctgccgcaat 
atcaggcgaa
   140761 cagtactgta aaagactacc tttgagctga ccagtaataa tttcataatg 
atgtttggca
   140821 aaagctgtag tgacttcatc aaccagacgc ttcataacac ggccacgcaa 
tgccgaaatt
   140881 ttttgttgcc atgtgctact tgggagtgat agctcttcag gttggccata 
atctgcaatc
   140941 aagttgagaa aaattggttc aacctcttgg taattcagca tatttagaat 
aatgccatct
   141001 tctaaatcga tgagggcata gcaaatatca tcagcagctt ctaataaata 
ggtaagtgga
   141061 tgacggcagt agtgatattc acctaattga ataagtccga gctgctcagc 
aatttgtttt
   141121 aaaatttctt tttcagattg ataacaacca aatttcgctc gttggtggga 
tggacgatca
   141181 ccttgagacg cgattgtttt tgaaagccaa ggatatttta aataagcgcc 
taaggtcgcg
   141241 taagttaaac gcatgcctcc atcatctgga tgatagtcaa tacgggttaa 
taagcgtaat
   141301 ccttgggcgt tgccttcaaa ctgacggaca tcggcttctt cttcgggagt 
taattttttt
   141361 aaaaaatcat tatgtgaggc atcgtcaaac cattcacgaa ttgcatattc 
acctgcatgc
   141421 ccgaagggtg ggttgccaat gtcatgagca aggcaggccg cttgaataat 
tgcgccgaca
   141481 tcggcaggag aaatccagac aggcaattca tctttaattt tttcggctgc 
cagcatgccc
   141541 atggaacggc caatacagga aacttcaagc gagtgagtta aacgggtatg 
aatgccatca
   141601 tgctgtgcta aaggatgaac ttgagtcttg cggtttaact gacgaaaact 
ttgtgaaaat
   141661 ataatgcggt cataatcttt atgaaatggg cttcgagcca gctctgtgct 
gcttttttta
   141721 ctacctaaac gaactgcaga cagcagttct aaccaacgca tttgttccat 
ttatcattat
   141781 tcaaaactat aaagcctgat catgccaaaa aaatgctaaa agcactagct 
tggtgcgaca
   141841 tagtttgtct tagttcaggt tttattatgt tattgaataa acatgaaaca 
atttattttg



   141901 agcgagaatg attaaaaaaa tgattttgaa caaaaaacac atcacttctt 
gcagaattag
   141961 gttacagaat actgattcta catctagctg attttagcaa gacacagtag 
aatatgcgct
   142021 ctctctaaag tcacattgcg gtaaggttca caagacctgc ccgtggagcc 
aaaatcaaca
   142081 tgtttatcgt ggccggtgca gcagcacatt cttcttttaa gaaagctcaa 
ctattaacac
   142141 gtttatcgtc aattagttct gttcaatctt ttgacagcca atgggtctat 
ttgtttgatc
   142201 aagcgctcaa cgagcagcaa catcaatctg ctttgcaatt attaaatgac 
ggtgagtctt
   142261 ttgaacttcg tcaacctgca agtgatgaga ttcagatttt agtaacacca 
cgtgtgggta
   142321 cgatttcacc ttggtcatct aaagcgactg acattttcaa aaactgtaat 
acgccagttc
   142381 accgtttaga acgtggtctt ttatttacct taaaaggtgt ttctgaaatt 
tctaatgaag
   142441 taaaacaagt acttcatgac cgtatgactg aaactgtttt tgcacaaatt 
gaagatgcaa
   142501 aagcactgtt ttcagaaaca gcaccaaaac ctttaaattc aattgatatt 
ttaggtcaag
   142561 gtaaaaaagc attagtaaaa gccaacaacg aatttggttt tgcgttatct 
gaacaagaaa
   142621 ttgattattt aactgaagca tttactcgac ttggtcgtaa cccaaatgac 
atcgagttga
   142681 tgatgtttgc acaagcaaac tctgaacact gtcgtcataa aatcttcggt 
tctgaatgga
   142741 caattgatgg tgaaaaacaa ccattatcat tgttccaaat gattaaaaac 
acttataaag
   142801 agtctccaac tgacgtgtta tcagcatata aagataacgc atctgtaatt 
gttggttatg
   142861 acacgatgcg tttttatccg aaagcagatg aaaacggtca ttttgtttac 
aaatataaga
   142921 gccaagctgc tcacatttta atgaaggttg aaactcacaa ccacccaaca 
gcaatttctc
   142981 catttgctgg tgcagcaaca ggttcaggcg gtgaaatccg tgatgaaggt 
gcaactggtc
   143041 gtggtggtaa accgaaagca ggtttaacag gctttacagt ttctaactta 
aatattcctg
   143101 gttttgaaca accttgggaa gaaaactacg gtaaaccttc acgtatggca 
tcgccattac
   143161 aaattatgat tgaaggtcca ttaggtggcg cggcatttaa caatgaattt 
ggccgtcctg
   143221 cattaaatgg ttatttccgt actttcgaac aaaacgtaaa tggtgaagtg 
aagggcttcc
   143281 ataagccaat catgatcgcg ggtggttacg gtaacattcg tcctgaccat 
gtagaaaaag
   143341 atgcgattca accgggtgac ttgctcattg tattgggtgg ccctgcaatg 
ttaatcggtc
   143401 ttggtggtgg tgctgcttct tcagtagaca gcggtacaat gggtgaaagc 
cttgatttcg
   143461 catctgtaca acgtgaaaac ccagaaatgg aacgccgttg tcaagaagtg 
attgatactt



   143521 gctggcgttt agaagacttc aacccaatcg tgtctattca tgacgtaggt 
gctggtggtt
   143581 tatcaaatgc aatgcctgag cttgtaaacg atcatgagtt aggtgcagtt 
cttaaccttc
   143641 gtaagattcc ttcattagag ccgggcatga gcccaatgga aatctggtca 
aatgaagcac
   143701 aagagcgtta tgttcttgca attcgtccag agtctttaga acagttcgaa 
tcaatctgtg
   143761 ctcgtgaacg ttgtccattt gccgtgttag gtgaagcaac tgaagctcgt 
cacttaactg
   143821 ttgaagatcc attgttccaa aacaacgcag ttgatatccc aatgcaagtg 
atgcttggtg
   143881 gtacaccgcg tatgcaacgt tcttatgaaa caattgaacg taaaggcaac 
gaatttgacg
   143941 cttcaaaagt tgatttgaaa gatgcgattt tccgtgtatt gaaaaatcct 
acagttgcgt
   144001 ctaaatcatt cttgatcacc attggtgacc gttcaattac aggtatggtt 
gcacgtgacc
   144061 aaatggttgg tcgttggcag attcctgttg cagatgcagc agtaacgact 
accagcttac
   144121 aaggcttcac tggtgaagca atggcaatgg gtgaacgtcc accagttgca 
ttgttaaatc
   144181 cagcagcgtc tgctcgcttg gcagttgctg aagcaattac caatattgca 
tgtgcaaaca
   144241 ttgaacaaat tagcgatatc aaactttctg caaactggat ggctgctgct 
ggtcaaaaag
   144301 gtgaagacca agcattgttt gaaggcgtga aagcaattgg tatggaaatg 
tgtcctgctt
   144361 tgggaattgc gattcctgta ggtaaagact cactttcaat gcgtacgact 
tggaacgaca
   144421 acggtgaaga taaagctgta acatctccaa tgactggcgt aattactgca 
tttgctccag
   144481 tagctgatgt tcgtaagact ttaacacctg aacttaagaa tttagaagac 
tcagtacttg
   144541 tccgtattga tttatctaaa ggacaattcc gtttaggtgg ttcgattctt 
gcgcaagtat
   144601 ataaagcaat tggttcagtc actccagatg ttgatagttt tgatgacttc 
aaagcgttct
   144661 ttgctttaat tcaagactgg aataaccgtg gcttgattca ggcttaccat 
gacatcggtg
   144721 atggtggttt actcgcaact gtagctgaaa tgatgttcgc ttcgcgttta 
ggtgtagcat
   144781 tagaagatca gactactgct ggtttatttg cagaagaaat tggtgcagta 
gttcaaatca
   144841 aagcagctga ctgggaagct ttacaagcag aagttgctgc ttctagctta 
aaagatgcaa
   144901 ttgcagtagt tggtcgcgta aataatactg atcaattatc tgtaaatggc 
ttaactttag
   144961 agcgtgcaga gttacaacag gcttggtctg aagtatctca tcagatccaa 
cgtttacgtg
   145021 ataacgttga aactgctgac caagaatttg ctttaattac tgataaatca 
catcaaggtt
   145081 taattgcaaa acctacattt gatttaaatg aacctatcga agcaccgttt 
attaatagcc



   145141 gtcgtccgaa tatggcaatc ttgcgtgagc agggtgtaaa tggtcatatt 
gaaatggcag
   145201 cagctttcga taaagttggc tttaacacaa ttgacgtaca catgagcgat 
ttacttgctg
   145261 gtcgtgtgag cttaagtgat ttcgaaggtt tagtgacttg tggcggtttc 
tcttacggtg
   145321 acgtaatggg tgcaggcggt ggctgggcaa aatcagttct gttcaatgcg 
aagttacgtg
   145381 atcagtttga acaattcttc catcgtgaag gtacgtttag cttaggtatc 
tgtaatggtt
   145441 gccaaatgtt gtcacaatta gcgccactta ttccgggtgc tgaacactgg 
ccacgtttcc
   145501 accgcaatat gtcagaagtt tttgaagcac gtagcgtaaa cgttcgtgtt 
gaaaaatcag
   145561 tttctgtatt acttgatggt atggaaggtt caattttacc gattgctgta 
gcacatggtg
   145621 aaggccgtgc ggttgctagc gaagctgata ttgcaagctt aaatgcagcg 
aatcaagttg
   145681 cattgcgcta tgttgacagc cacggtaacc caactcaaca ttatccattg 
aacccaaatg
   145741 gttcaccgga agcgattacg ggcgtaacgt ctaaggatgg tcgcgcaacg 
attatgatgc
   145801 cgcaccctga gcgtactttc cgtgctatcc agcattcttg gaaaccagaa 
gagtggactg
   145861 aagacggtgc ttggttacgt atgttccgta acgcacgtaa gtttattggt 
taatataaaa
   145921 aatgaaataa gccaccgtaa ggtggcttat ttgtatgtag tacaatgtga 
atagaataaa
   145981 tagtagagaa gaaaaatgaa gtcaaaaatc catttccgtg agtttgcact 
tttgatggca
   146041 ttactcatgt ctatcgtgtc tttttcgata gatgcggtgt tgcctgcttt 
aggtgaggtt
   146101 ggacgagttt ttgaattaaa gaataataat cagacccagt gggtcattat 
tggtattttc
   146161 tccggcatga caatagggca gttgattgca ggaccacttt ccgatgcgat 
tggacgaaaa
   146221 cgtattttat ttaccggtat tatcatctac tttttgggaa gtttattgtg 
ctttaccaca
   146281 caaagttttg aatggttttt agtaggtcgc tttattcagg gtattggggt 
ttcaggtcct
   146341 tatgtcgcct caatttccat tgtgcgagat aaatacagcg gtgctcagat 
ggcccgtatt
   146401 atgtccttaa tcatgatggt atttatggtc gctccagcga ttgcaccaag 
tctgggacaa
   146461 ctcattattc acttctttgg ttggcgtgat atttttgttt tatacatgat 
ctatgcaact
   146521 gtcgttggag cgtgggtcgc tttacgatta gaagagacgt tacttcctga 
aaatcgttta
   146581 cctatgcggt tacaagcatt tcaagatggg ttcaaagaag ttgtaagtaa 
taagaccacc
   146641 atgagctatt tgttatgtgc aggcttttgc tttggtggat ttattggtta 
cttaggtact
   146701 tctcagcaaa tttttatgca gcagtttggt aaaacagggc aagagtttag 
tgcttatttt



   146761 gctgtgcttg ctggtgtaat gggcattgct tcatttacca attctaaaat 
tgtcatgaag
   146821 tttggtatgc gtccaatctg tatttatggc tttctcggtt tgtgcttaat 
ttcattaatt
   146881 ttcttaggga ttcaacttat aggtgtgact gtagcatttt ggatgtttat 
gctttatgcc
   146941 tgtattttat ttttattatt tggaacttta tttggtaatt taaacgcgat 
tgcaatggaa
   147001 cctatgggac atgtagctgg tatggcatca gctattattg gtgcagcttc 
gtccgtattg
   147061 tcgcttattc ttgcctctat tattgggcaa ttatataacg gcacattaat 
tccaatgact
   147121 tgtggttttg tcattttatg tggtttagca tttatgatga ccgtatatga 
gaacagatat
   147181 ttaaaggaat cgaatgttta aaatgatcca gaataatgat agctcactga 
attagataaa
   147241 ttttctttaa acttaaagta aaggtaagaa aatacgtttt ttaaggactt 
taagaaaatc
   147301 tataagagta tagacataag tgtatttaac cccttatgct tggattgctg 
ttggttcaat
   147361 ttttgctttc tctgtaacaa cgataaaaat cggagatcaa aatgatgaaa 
aacaaaaatc
   147421 acataagaac gatgtacaca agagataaag gctggcgttt atttggcttg 
gcgcttgcca
   147481 tacaaatact ttttattgga gcaaattatt tagcaatgat gagctgactt 
tgattcggag
   147541 tcttcttaaa gggtatgatt taaagcaaat ttactagttt tgagtcattc 
tattcatgtt
   147601 aaagctgatt tattacgtac cagagtcaca tcttgagtcg actaaacagt 
ctatatttgc
   147661 ggccggagca ggtgggatag ggaactatga acaatgtgct tggcaagtta 
aaggaatagg
   147721 gcaattcaag ccagttaaag gagctgaccc ttatattgga gagctaggtg 
aacttgagca
   147781 agttgacgaa tggcgtgttg aaacgattgt gcttgaagaa aaggcaagtg 
cagtggcaaa
   147841 agcattaaag gcaagccatc cttacgaaga gcctgccttt gagtttattc 
aaatcataga
   147901 agttgatttt taattaaact gtgaaaagtc cggtttacgt ttttgcataa 
atgcctgcac
   147961 agcttctagc atttctggtg attgaacgcg ttgcataaag atttctgctt 
catggtcaat
   148021 acattcaata atctgatcta aatcatgttt cattaatgct ttggtttgtt 
ttaatgaagc
   148081 aagcggtaaa gctgttaagt gttgggcagt tgcctgagca gtggcataag 
catcttcaac
   148141 gatttcatta actaaaccag cttgtacagc agtttctgca ttgaactttt 
tcgcagtaaa
   148201 cagaagttca gctgctttgt gataaccagc ttgtttaacc aataattgac 
ttgcaccacc
   148261 ttcaggagaa agcccaaggc taacaaaagg aatttgaaag agggccgtat 
tgtcggcaaa
   148321 aacgaggtct gcctgtaata aaatcgtaac accaatacca attgccacgc 
cttttactgc



   148381 aataataagc ggcttcgata atctggcagc agatttaagg agtacaaatg 
gaggaacttg
   148441 acctgctgga ccagcattcg gattttgtac aaaacccata aaatctttca 
tgtcattacc
   148501 agcggtaaaa tcatgttcgg caccacgtag aacgattact cgtacatctt 
tattttggtc
   148561 ggcttcatca agtgctttgg caatccataa gtaaagttcg ccatataatg 
cattttttgc
   148621 ttctgggcga tttatggcta aggtgagtac gccaccttct aaatttgctt 
gtaaatgttg
   148681 atgaggttgt tgaatacagc taagtgtcat cgtactatcc ttgctttaaa 
ccacgttgtt
   148741 gatttttagg ttctcattat ggcgcatatt ttttgtaatg agcgtaactg 
gtgagttcat
   148801 aaaaagtgaa aaactaatta tgtatacatt tgactatctc gtttttatag 
gtcgttttca
   148861 gccatttcat ttggcacata tgcaaacgat tgaaattgca ctgcaacaaa 
gtcgctatgt
   148921 gattttggct ttaggttctg cccaaatgga acgtaatata aaaaatccgt 
ttcttgcaat
   148981 tgaacgagaa caaatgattt tatctaattt ttcattagat gagcaaaagc 
gcattcgttt
   149041 tgtacatgtg gttgatgttt ataatgatga gaagtgggta aaacaggtta 
aatcattagt
   149101 aaatggtgta atagaaccga actcaaaagt tggtttgatt ggccacttca 
aagatgagtc
   149161 atcttattat ttacgactat ttccagaatg ggtgatggtc gaacttgata 
gcttgaaaga
   149221 ttcgatttct gccactccaa tgcgtgaagc ctactatcag ggcaaaatta 
aaacggatgc
   149281 atttcccaaa ggcactattc aatttttgga agaattccaa aatacaccgt 
tatatttaca
   149341 gctacagcaa aagtttttac aggcagacca ttcaaatatt gaggaaaccg 
tgtcgtctca
   149401 taaagaatga gtcgatctaa ctaaagaatc tctggttttt aaaagtagat 
tgaatttttt
   149461 tgatgctttt ttgagtctac tttaaaaacc tgcaaattgt tgtgtccaat 
agcttttttg
   149521 tttagcagac tggtcagaag cacatgcaat ggcatattcg gtatatctag 
ggttcataat
   149581 attactgcaa tgcagaggac tggcgatcca tttagccatg acctcattta 
aagttttttg
   149641 tccactcgcg acattctcac cattggcttt actcagcata tgatattttt 
ttaatctcgc
   149701 tcttaaatct aaacctgttg agccaacatg cccaagaaag ttgttatttg 
ccatatcttt
   149761 agagtgagca tttgcacctt gatataaatt attattccag cttaaaggtt 
tagctgcaga
   149821 aaaatactgc tgaccacatt gacgagaatc ttgtcgaatt tgattaattg 
cattaagcac
   149881 agcttgtcgg taagcaggat tttgtaaatc ttggcagctt atttctatcg 
atgatttttg
   149941 aacttgtggt gtagaagagc tcagtgtagg aggagtgctt gatgaattaa 
cggagcaggc



   150001 agcaataaca aggctacaag gcaataaagt acaaactttt agtagattca 
tagcaatgcc
   150061 tgagttcgag ttattttaat atttttatca tacgccaaat taaaatggct 
gagcaattta
   150121 tgtgcgtgta aaaaagcgag tattcaactc gcttttttgt tacccaagct 
tattaattaa
   150181 gctgtttgta atgcttttaa atcttctaaa acctgttcag catggccggc 
cgctttcacc
   150241 ttacggtaac ttttaactaa ggttttatta tggaaaataa aagtagagcg 
ttcgatcccc
   150301 attacttttt tcccatacat attcttttct ttaatcacat caaagtgttt 
gcaaagtact
   150361 tcttctttgt cactaattaa atcgattgtc agtgcctgct tttctgtaaa 
gttttgatgg
   150421 gcttttaccg agtcgcgtga tactccaaaa atgcgagcac ctaaagcatc 
aaattgatct
   150481 tttaaacaag aaaagccgac agcttgtgtt gtacagcctg gcgttgagtc 
tttagggtag
   150541 aagtaaataa tcagccattc attatcgact tcagccaaat taacttcgcc 
gtgtgtggtt
   150601 gggaaaacct gatttggcag ttgaatattc tcagacattt cttatccttt 
aaaagttaaa
   150661 tttgatctaa ttcaagtggt aaaaaagcat attcttcatg ataaacaata 
tcgagctttc
   150721 ttacaggaat agctttgtta aaaattggac catcaatcac agtggtatga 
aattcaccac
   150781 cttctccaca tggatcaatt ccacggtttt caagtttctg tatatattct 
aacgataaca
   150841 cttgacctaa atcttccacc ttcattccga gtttaaggtt tacagtcaca 
actacactct
   150901 gaaatccaag ttgaataaat tcttcaacaa cttcacgatg gggccgtagc 
cagagcggca
   150961 ttcctaattt aaggcccact gttttagtaa cacgatcatg ccaacaacca 
tgttccggca
   151021 tatctaaatc acctgtaacc agtacctcag cacctttttg tttggcttca 
tttaataagt
   151081 tgatgaattt attttcatag tcattccagc tagaagatgc cataaataca 
ggtaagccaa
   151141 ttgcttgtgc ttgcgcccga ataatatcaa gtggcattgc atgtgaacgg 
gagcgttgtc
   151201 cttgctcttc cagcataacg attaaaccaa ttacgttacc agtttgcatg 
gcatgataaa
   151261 gtgcaagaga gctatcttta cctccactaa aggagacaat tgacggtctg 
ttatgtgcgt
   151321 tagttttcca ttgttcctgc atgacttatt tcgaatgaag agatcggtgt 
cattttaaca
   151381 gagctataaa aaagcctgca taaatgcagg cttaatttgg agcaacaaaa 
gcttattttt
   151441 taggagcttg ttgttgagct gctttcattg cttcttcagt tagtttctca 
agcttagttg
   151501 ttaactgagg accgaaacat gctttaaggt cacggttttg ctgttgtaca 
aaagctaaag
   151561 aacttgggct tttcttcgca ttgattgcgc tttgaatttc ccatttttgt 
gcttcagtca



   151621 ctttaccttg cgcttcaact tggcagctac agaatttgct aacttcagct 
gaacttaatt
   151681 taccgccttt tgcagtttgg tctttacaaa cgttgattaa tgcaccttta 
acgttagtgc
   151741 ttttatatgc tgcttgaact gggttttcag ctgcttgagc tgaaccagcc 
ataagtgcag
   151801 ctgctgagaa taaagatgaa agaataagat ttgattttaa caacttcata 
aattttacct
   151861 acttattgcg gtatatagcg tgttggatcg gtaacaccag catcgataaa 
gccttcttta
   151921 cgcaaacggc aactgtcaca tttaccacac gcacgtcctt gagcatctgc 
ttggtagcaa
   151981 gataccgttt gactatagtc tacgccatgt tcaatcccta aacgtataat 
attcgctttg
   152041 gataaatgta acaggggtgt ttcaaattta agaggttttc cttccacgcc 
agctttagtt
   152101 gctaaacgag ccatattggc aaaagcatca ataaattctg ggcgacagtc 
aggatatcct
   152161 gaataatcaa cggcattgat gccaataaca atcgcttcag cattgaaaac 
ttctgcagct
   152221 gctaaggcat aagagaggaa aattgtgtta cgtgctggta cataagttac 
aggaatacct
   152281 tcttgtaatt gttctggtac agcaatgtta tgatctgtaa gtgcagaccc 
gcctaaattg
   152341 gctaaatcga tattaattac acgatgttca acacctgcac gctgagctaa 
tgcttttgca
   152401 gcatcaagtt cagtggttga gcgttgacca tacataaaac taatagcaat 
acattcatag
   152461 cgcgcttgtg cccaagctag gcaagtggtt gagtctaagc cgcctgaaag 
taaaacaatg
   152521 gcacgagggc gcatattttt ctccatattc ggaatgattt attttattga 
acgattagcg
   152581 acctgattca tcgttccaga gcagtttatg taactgaagc tggaaacgta 
caggcagttt
   152641 gtcgtccagt atccactgtg ccagatcacg tgctaaacgt ggcaggccaa 
cagcaccttt
   152701 ttcaactgca aaagcagggg agaaccagac agtactgact ttggtttgca 
gttgatattg
   152761 ttcaacttgt tgttttgacc attcatagtc ttcacgatta caaatcacaa 
atttgatttg
   152821 gtcacgcggt gttaaatggt caagattact gatgagatta cggtgttctt 
caccagaagt
   152881 tggagtcttt aagtcgagga cttttgaaac acgcggatcc actcttgata 
catcaagagc
   152941 gccactggtt tctagggaaa cgtcaaaacc agcgtcacat aaaccttgta 
ataaaattaa
   153001 gcaattgggt tgtgctaggg gttcaccgcc tgttacacaa atataaggcg 
tttgatattt
   153061 ttcagccgtt tcaataatgt gctcaagtga taagcgttcg ccaccttcaa 
aagaataagt
   153121 ggtgtcgcaa taactacaac gtaaagggca acctgtgaga cgaataaata 
cagtcggtag
   153181 gccagaggca tttgcttcac cctgcaagga gtaaaaaatc tcggtaatgc 
gtagaccgga



   153241 cgcagggtca gagacaggaa ttgcagagga acgtaaggaa gccattctag 
aaataccaca
   153301 ctatataaaa aataaaatct ctacgatcag tgttgatcgt agagatgttt 
gatcaaactg
   153361 aaattagtca gcgcgtaaca aatcgttcaa acttgttttt gcacgtgttt 
gtgcatcaac
   153421 ttttttcacg ataattgcag cgtataagct gtatttacca tcagctgacg 
gtaagttacc
   153481 tggtacaaca actgagccag caggaacacg gccataatgg atttcaccag 
tctcacgatc
   153541 ataaatacgt gtagattgac cgatataaac acccatagaa ataacagagc 
cttcttcgac
   153601 aataacacct tcaacgattt cagaacgtgc gccgataaaa cagttgtctt 
caataatggt
   153661 tgggttagct tgtaatggtt ctaaaacacc accgatacca acaccacctg 
ataagtgaac
   153721 gtttttaccg atttgagcac atgaacctac agttgcccat gtatcaacca 
ttgtgccttc
   153781 atctacgtaa gcaccaatgt tgacataaga tggcattaac accacatttt 
tagcttggaa
   153841 actaccacga cgagcaacag caggaggaac aacacgaaca cccgcagctt 
taaattgctc
   153901 ttcagtccaa ccagagaatt tagtttcaac tttgtcgtag aaacgaagat 
cacatgactc
   153961 gattggttta ttgtcattaa gtttaaatga taataaaaca gcttttttta 
accattgatg
   154021 aacaacccat tcaccattga ttttttctgc aactcgaagt gtaccgttat 
ctaaaccagc
   154081 aattgcttct tcaacagctt ggcgaatttc gcttgggcaa tctgctgcag 
tgaaatttgc
   154141 gcggtcttca aatgcttgct caatgatcgt agaaagctga gacatgatct 
tccttccata
   154201 aaaaatttta aagattttac actaatttgt gacaagaatc tttgaaaaaa 
cgtgttacgt
   154261 ttaattgagg tataaatgag ttaaaccaaa ataagcttat tagataatca 
agtgtttttt
   154321 acacaaaaat gatttgaaaa taaaaattta actcaatttg tatcaaaaaa 
taacagaaat
   154381 ctagcagttt ttgtataaaa aagaatctat gctcttgaat ataatttttg 
tcacaagctg
   154441 aataaattaa aaacagagcc ttttcttaag gagaaaacga tgaaagtatt 
acgtgtttta
   154501 gtgacaacta cagctttact tgctgctggt gctgcaatgg cggatgaagc 
tgttgttcat
   154561 gacagctatg cattcgataa aaaccaatta attccagtag gcgctcgtgc 
tgaagtaggt
   154621 actacaggtt acggtggtgc tttgttatgg caagcaaacc catatgtagg 
tttagcattg
   154681 ggttataacg gcggtgacat ttcttggaca gatgatgttt cagtaaatgg 
cactaagtat
   154741 gatttagaca tggataataa caatgtctat ctaaatgctg aaattcgtcc 
ttggggtgcc
   154801 agcacaaatc catgggctca aggcctatat atagctgcag gtgcggctta 
cttagataat



   154861 gattatgacc ttgctaaacg tattggtaat ggtgatacct tatcaattga 
tggtaaaaac
   154921 tatcaacaag cagttcctgg tcaagagggc ggtgtaagag gtaaaatgtc 
ttacaaaaat
   154981 gacatcgctc catatttagg ttttggtttt gctccaaaga ttagcaaaaa 
ctggggtgta
   155041 tttggtgaag taggtgctta ctatactggt aatccaaaag ttgagttaac 
tcagtataat
   155101 cttgctcctg taactggtaa cccaacatct gctcaggatg cggttgataa 
agaagcaaat
   155161 gaaattcgta acgataataa atacgaatgg atgccagttg gtaaagttgg 
tgtaaacttc
   155221 tactggtaat aaatagtaaa aaaacgagct tcggctcgtt tttttatatc 
taaaaataaa
   155281 agagctacat aagtagctct tttattttgt tcttaaactt tattcatctg 
gataggcaat
   155341 ttttttcaat gctttaatgt cagcatcagg tgagcataaa gaaataaact 
cataaccata
   155401 accacgtaat aaatggcctt tgcgaacagc aatccatgtg gtgttgacac 
caaagatatc
   155461 agttttaatt tgttttaaac gatagtcacg ttctgcatcg taagcgacat 
cattgacaat
   155521 tccaacgccc atgccgagtt caacgtaagt tttgataaca tcggcatcaa 
gagcagacat
   155581 tacaatatcg gcatcaattt gtgcatcttc aaatgcttta tcgatctttg 
aacgacctgt
   155641 aaaaccgccg tgataagtaa tcagtgggta ttcagataaa gcatcaagat 
caattttatc
   155701 gagctgtgta agtgggtgat cttgaggagt aataatgctg tgctgccatt 
gataatatgg
   155761 aatgcttgct aaattttctt cagttgttaa agactctgtc gcgatgccaa 
tatcagcttc
   155821 accttgtaaa agcatttctg caatttcgac agggcttgct tgttgcaaaa 
tcaaatgaac
   155881 ttttggaaat agtttcttaa attgattgac gattggtggt aatacataac 
gtgcttgagt
   155941 atgtgttgtt gcaatcgtta aagtaccttc gtccacttta ttaaagtcat 
cggcaagacg
   156001 tttaatattt tcagcatcta caagcatgcg ttctacaatg ctaaggagtg 
attgaccggg
   156061 ttcagttaaa cccagcagac gtttaccttt acggacgaaa agttgtacgc 
ctaattcatc
   156121 ttctaaatct ttaatatgtt tacttacacc tgattgagag gtgtataacg 
cggcagatgc
   156181 ttccgttaaa ttaaagtttt ggcgtactgt ttctcggata attcttaatt 
gttgaaagtt
   156241 catttacact tttcctcaaa agaggtgagg aacggcttta aataccgcga 
gatggctcct
   156301 caccaaataa ttccttaagc aacttgatct gcaaataggt gaagttgaga 
tgcacttacc
   156361 caaacagttt gatttggttt aaatgcatgt tgttttgcag cttcactgct 
cagagcaatc
   156421 tcaattaaac gtccattacg atcttgtaat tccgccacta cttttccagc 
aatccagact



   156481 tcacgtacaa aagttgcttc aattgtattt gcctgtggtt gcgcatgaat 
atgtaactca
   156541 tccggacggg caaaagcaat tacttttcct tgcggtgcct gaactgtggt 
cggtaattcg
   156601 atacgatcat tgccaatacg gataataccg cttgcatgtt caccttcaaa 
acgatttgct
   156661 tgacccaaga aatcaaatac aaatggcgtt gcaggttttt cgtaaacttc 
gcgcggagaa
   156721 ccaatttgtt cgacgttacc tttattcatc acaataattt ggtcggctac 
ttcaagtgcc
   156781 tcttcttggt catgggttac gaaaattgaa gtgatatgca gctcatcatg 
caagttacgt
   156841 aaccagcggc gtaattcttt acgaacctta gcatctagtg caccaaatgg 
ttcatcaagc
   156901 aataacacac gaggttccac ggcaagtgca cgagctaagg caatacgttg 
gcgttgacca
   156961 ccagaaagct gggctgggta acggtctgct aaaaagccca attgaaccaa 
atcaagcaga
   157021 cgagtcacac gttttttaat ttcggcttcc gatgggcgtg tggcacgagg 
acggacacgt
   157081 aaaccaaaag caatattgtc aaatacggtc atatgacgga ataaagcata 
gtgctgaaaa
   157141 acaaaaccga cctgacgttc acggacatgt acattggttg catcttcgcc 
ttctagtaag
   157201 acttgaccac catctgctga ttctaaaccc gcaataatac gaagtagcgt 
cgttttaccg
   157261 cagccagatg ggccgagtaa ggcaaccagt tcaccctctg ggaaatcgag 
tgaaatattt
   157321 ttaagcgcat ggaatgcacc aaagtgtttt tcaatatttt taacttgaat 
actcatgatt
   157381 tcattcctta cgaatcagtt gaatgcggtt ctggtttgtc ttgatgtagt 
tctaaccagg
   157441 tttttaaaat cagtgttaat agtgccaaga aagcaagtag tgaggacacc 
gcaaaagctg
   157501 cactaaaggt gtactcgtta tataaaattt cgacatgtag aggcagggta 
ttggtctcac
   157561 cacggatgtg gccggaaact actgatactg ccccaaactc acccattgca 
cgggcattac
   157621 acaaaatcac gccgtaaatc agaccccatt taatgttagg gagtgtgact 
ttccaaaagg
   157681 tttgccaacc tgaggcaccg agtacaatcg ctgcttcctc ttcttcagtt 
ccttgcgctt
   157741 ccataagtgg aattaactca cgcgccacaa atggaactgt aataaagatg 
gtcgctaaaa
   157801 caatggcagg tacggcatat agaatcttga tgtcatgttc catgagccaa 
ccgcctaacc
   157861 agccttgagc accgaaaatc agtacaatca ttaaacctgc aataacaggt 
gaaaccgaaa
   157921 aaggcatatc aataatggtg gttaaaattg ctttaccttt aaactgaaat 
ttggaaacag
   157981 cccatgcagc ggcaacacca aatatcacat taatcggaac ggcaattgct 
gcggtcaata
   158041 gtgttaattt cactgctgat aatgtatctg gatcaattaa agcttgaaca 
tagacttcaa



   158101 ggccttgttt aaatgcttca acaaaaacca gaataagtgg cagcatgagg 
cagctaagga
   158161 aaaaaatcag tgcaattgta atgagcgtat aacgtaccca ggttggttca 
cgtgtcgcgt
   158221 cacgagattg caatttcaag gcaagtgcat tgctgtcggt atgtaggttc 
atgtgacatt
   158281 tctccctgta cgacggtttg cccatgcttg aagtaagtta atgacaaata 
aaataatgaa
   158341 agagagaacc aacatcactg ctgcaatagt cgtggcacct gcatagtcat 
attcttctag
   158401 gcgagaaatg atcataagcg gagcaatttc agttttaaac ggctggttac 
ctgcaatgaa
   158461 aattacagaa ccatattcac ctacaccgcg agcaaacgct aaagcaaagc 
ctgtaaatag
   158521 ggcggggagt aatattggta aaataatttt agtaatggtc tgccaacgat 
ttgcaccgag
   158581 tgcggaagct gcctcttcaa gttcagtttc aatatcactt aataccggtt 
gaacggttcg
   158641 aacaataaaa ggaataccga taaacactaa agctagcgta atcccgatag 
gggtatatgc
   158701 aacctgaata ccaagtggtt ctaaatattg accgatccag cctgtaggcg 
catagagtga
   158761 ggtcaacgca atgcctgcaa ccgctgttgg aagtgcaaaa ggtaagtcca 
ctaaggcatc
   158821 aaccagacgc tttccgggaa agttataacg gacaaggcac caagctaaaa 
gtagcccaaa
   158881 aacaacatta ataaacgccg caattaaggc tgaactaaag ctgagttgaa 
gcgattttaa
   158941 aatacgctca gaggttaaaa tttcccatag tccgtcccat ccgattccaa 
atgatttgat
   159001 aaagactgcg gctaatggaa taagcacaat aaaagaaacg taagcgaggg 
tgaagcccaa
   159061 tgatagacca aacccaggca gcactcggga tcgctgcgac atgatatttc 
ctcaaagaga
   159121 aaagcctgct gaaatcagta agcgaataaa taaagataaa cggcgcggta 
taaagctagg
   159181 tattaagcaa atttcaaaga gaaatgtgtc tttaccggat caatagatga 
gtggctacac
   159241 atcgagtctt caggaagtag atgattcagt aagtcaggaa acggaccgaa 
gcctgaagca
   159301 acattaatat gaccgacttg tccaaggtta atcggggtta attgccaaga 
tttcgcaagc
   159361 tgtaaagcat caaaaaagtc taaccatgga tcattttcac taatgagtag 
cgttgcaggc
   159421 acattaattt ttagctgatg aaaataatct ttgtagtcag tcaaactatg 
acgggcaaat
   159481 cccgcttcac caaaacgtgc cggatttgca ggagcaacca aaatcagttt 
tttaacttga
   159541 agttgtaact ctggatgctc tgctaaggca gcaacactag ttaggcagcc 
gaaactatgc
   159601 gcaacaattt ggactggtgc ttgtactgct tgaactgtgt taacgaattg 
ctcaatccat
   159661 tcgcttaata cgggtctatc ccagttcttt tgctcaacgc gagaactaga 
cacgagttga



   159721 cgctgcaacc aagattgcca atgttgatgt tcacttccac ctacacccgg 
aacaattaca
   159781 gtgtgtgtca tgtctgttct ccttatcgtt agaacaaaga attacttctc 
tgcactattg
   159841 attttcacga tttgatcgaa aacaccacca ttatcaaagt gttgcttttg 
tacttttgtc
   159901 caaccgccaa actctttatc aatggtgaca agtttcaatg gcttaaatac 
attgctatat
   159961 tttttgagta cagctgcatt gcgaggacgg tagaaattac gtgctgcaat 
ttcttgacca
   160021 gcaggtgagt acaaatagtt gaggtaacct tttgcaatag ttaagttgcc 
ttttttcgct
   160081 gcattttttt caacaattgc aactggtggc tcagccaaaa tagataaaga 
tggcgtcaca
   160141 atctcaaact tgccaggttg ttcacggata gctaaatgtg cttcattttc 
ccaagccagt
   160201 aatacgtcac caattccgcg ttcagcaaat gtagtggttg caccacgggc 
acctgaatct
   160261 aaaactttgg tgtgtttata aatttggcga acaaactctt gcgcttttgc 
atcgttacca
   160321 cctgcttgat gttttgccca agcccaagct gcaagatagt tccaacgtgc 
accaccagaa
   160381 gttttcgggt ttggcgtaat aatttccacg cctggcttga ttaagtcacc 
ccaatcttta
   160441 atttgtttag ggttaccctt acgaactaaa aacacgatag ttgatgtgta 
cggagtagag
   160501 ttttgcggta actttttctg ccagtctgtt ggaagcaatt ttgctttttc 
agcaatttca
   160561 tcaatatcag cagcaagtgc taatgtcaca acatctgcat ttaagccgtc 
gattacagcg
   160621 cgggcctgtt taccagaacc accgtgtgat tgtttaaact caatatcttg 
accggtacgc
   160681 tgtttccagt aagtaccaaa ctgtttattg aaatctgtat ataactcgcg 
agttggatcg
   160741 taagaaacgt ttaagaattc ttgagctgca aacgatgaaa cagaaagtaa 
tgcagcaata
   160801 accccgactt ttaactgaga aaaacgcatg agataacccc tcaaaaaata 
cgaaatgttc
   160861 aaaacatgaa cgcagaatag cgctagtctt tattctaaaa aaataataaa 
aaacgaattt
   160921 aatatgaaaa atatagaaat aataaaaatg gataagttat tcttaaatct 
tgatatataa
   160981 caagtttcaa aagtttctct taaatcggta taatttttta aaatcagtca 
tttattaatt
   161041 aaatgaaagg tgttgtattg ttgggtggtt ttaaataaag gacggattaa 
gcatgtggtg
   161101 ttttaaaaat ggacaacctg tagagaccat tcctttattg gaccgggcat 
ttcattatgg
   161161 ggatggctgc tttaccacaa ttcgtgtttt tcaaaataag attgagctta 
aagcacggca
   161221 ctgggaacgt ctaaaacttg cttgccaaaa attatctttg gttgcagatt 
ttgagttaat
   161281 cgaacaaagt ttgcagcatc tccaaaatca gaatctcgtg ctcaacggga 
ctttaaaaat



   161341 tgtgattagc cgtggtgaag gtgatcgtgg ctatagtttg ccaaagcatg 
cggcagatat
   161401 ttatatctgg ttttatccaa aagcattgga gcagttccag ccagatttta 
tacagtgtgg
   161461 tgttttaaat caggctttag gtttaaccat gccgagttta gttgggctta 
aatccttaaa
   161521 ccgtcttgag caggtattgc taaaaaaaga agcagatcaa caaggctggg 
ttgaagcttt
   161581 agtaactgat gtacaaggtt atattgttga aggggtaagc agtaattgtt 
ttattcgttt
   161641 aaatgataga tggattactc cggaacttcg ctataatggc gtccacggtg 
tgatgcgtgc
   161701 agaaattttg gcgcgtatgc agcactacgg aattgcctgt gaagtcagaa 
taattgagct
   161761 agatgaagta ccacaaatac agagtctatt cttttgtaat gctttacatc 
caatgcgagt
   161821 agttactcaa atcagtgaac aaattctaga gtcacaggcg tgcctaaatt 
tatttcatac
   161881 tcttaacttg aatcagattc attaatatgc cgaagccacc tgtgaatgcg 
aaagcaaaaa
   161941 atgctaaaaa aaagggcaag aaaacagcat ctaattttcc aaaaaagtta 
gtgctgattg
   162001 gctgttttat cgttttaatt tctatttttg ctattttatg gtcaagttta 
tttaaagctt
   162061 atcctattga agggaaaaag cagatgctat cgatcacatc aggtgagacc 
tattctggtt
   162121 ttattgatcg cttagccaaa gaaaataaaa tccatttccc aattgtactt 
aagctttatc
   162181 aaaagtttat gattcatgac agtatgaaag ctggtgtata tgagatagag 
cagggaatga
   162241 gcgtaagaca agtattagag atgttatctg atgctgataa tgcccagatg 
aaccgtgttc
   162301 tagtgattga aggaacaact tttaagcagc tgattacagc actcaaaaat 
gataaaaatg
   162361 taaaaaatac gatattggat ttaccagatg accagcttat gaaggcttta 
ggtattcctt
   162421 atcatcatcc tgaaggtctg tttgcaccca acacttattt ctttgctaaa 
ggtgagaccg
   162481 ataagaaaat cctgactgat ttataccatc gtcaaatgaa agccttagat 
gcggcttggg
   162541 caaagcgggc accgaattta ccttataaag ataagtatga agctttaatc 
atggcttcta
   162601 ttgttgaaaa agaaacgagc ctcgatagcg aacttacaca agtttcaggg 
gttttcgtgc
   162661 gccgtttaaa actcggtatg cgtttacaga ctgatccaac cgtaatttat 
ggtatgggtg
   162721 caaactataa ggggaacatt actcgcgaag acttacgtac accaacacca 
tataatacct
   162781 atacaattaa cgggttaccg ccaactccaa ttgcgctgcc aagccaaaaa 
gccattgagg
   162841 ctgcgttaca tccagatgat tcaaataaca tctattttgt agcgactggt 
aatggtggac
   162901 ataaatttac ggcagacttg caagcacata accaagcagt gcaagagtat 
ttatccgtgt



   162961 tgagatcgaa gaaataagga aaagagatgt ttattagctt tgaaggcacg 
gaaggggtag
   163021 gcaaaactac actcattcga aaaattcatc agcattttga agaacaaggt 
aaacaagttg
   163081 ttttaactcg agagccgggt ggaacaccgc tcgcagaaca aatccgttcg 
atgcttttag
   163141 cagtgaatca tgatgaaaat atgagtcatg atactgaact gctcttaatt 
tatgcggcac
   163201 gagctcaaca cttacaacaa gttattttac cggcattaga gtctaataaa 
attgtattaa
   163261 gtgatcgttt taccgatgcg agttttgctt atcaatgttc cggtcgtggt 
ttaagccaag
   163321 acaaattaca gcttttaaac cagaacttcg tttcacgcat gccagaagtg 
actttttggt
   163381 tagatgcacc aattgaactt ggtatgaacc gtgcacgtga acgcggagct 
ttagaccgtt
   163441 ttgaacagga aaagttaagc ttctttacca aggttcgtga aggatatgaa 
accttatgga
   163501 aagctgagcc tgagcgtatt aaacgtttag atgctacaca aagtcctgat 
caggtattcg
   163561 agcaagcttt gcaatattta gcataagcta tgggattagc cactctcata 
tttttgggga
   163621 gtggtgaaaa atgacaagaa atctggtttt aaacgtcata gaaaatattg 
ggcagtatct
   163681 tatgctattt taattactgt ctaaaattga agaataacaa ggatgaaaag 
ctcaaaagaa
   163741 gaaattgtgg catttcttga aaaggaattc ccacaaagtt tggaacattg 
cacgattgaa
   163801 tcagtgactt ctaaagctgc cgttgtttat tatcacgttg accaaagaca 
tcaacgtccg
   163861 ggtggtacta tatctggccc gactatgatg actttggcag actttgcttt 
atatattgca
   163921 atactcggtg aaattggaat tattggttta gctgtaacca ccaattttaa 
tattaatttc
   163981 ctgagaaaac ccgcaggtga tcaagacttg cgcagtgaat gtaagctcat 
gaaagtagga
   164041 aagagcttag tcgtaggtga ggtctggatt tattcagtag ggcaagagga 
acccgtggca
   164101 catgtgaccg cgacttactc aattcctcct agaccataaa tcttaagtaa 
taaaaaagca
   164161 cggcatgaac cgtgcttttt ataaagagac tatttataca ctagtattca 
ccaaaggttg
   164221 ctctactgca aagtttggag gcgtcagaac cgttttacga atctcactcg 
aagtttccgg
   164281 ataatcaagt gtgtaatgta agccacgtga ttctttacgg tgcatagcac 
aacgaacaat
   164341 catttcagaa acaagtacaa gattacgcag ttcaatcagg tttttgctga 
cacgataatc
   164401 ttgataatat tcagtaattt cgcgctttag catttcaata cggtgtaaag 
cacgttctaa
   164461 acgttttgtg gttcttacaa taccaacgta gttccacatg gtcgaacgta 
actcatccca
   164521 gttttgtaaa atcacgacat cttcatctgg attggttact tgagaatcgt 
cccaagtggg



   164581 tacttccggt aatttgaagt ttttatcaaa cttactttcg atatcttttg 
ctgcactcat
   164641 gccataaacg aagcattcaa gtaatgagtt actcgccata cggtttgcac 
catgtaaacc
   164701 tgtataagag gtttcaccaa ttgcatatag accttcaata tcagtctggc 
tatttgagtc
   164761 aaccacaaca ccaccacagg tatagtgtgc agccggcacc accggaatca 
tgtctttagt
   164821 gatgtcgata cctagctcaa gcaatcgtgc ataaagtgta gggaagtgct 
ctttaataaa
   164881 atccggtgat ttgtgtgtaa tgtctaacca cacatggcga ataccgagac 
gcttgatttc
   164941 atggtcaatg gtacgtgcca caatatcgcg aggagccaac tctgcacgat 
cgtcaaaacg
   165001 tagcataaaa cgttcgccat ctggcaaacg taagtaagca ccttcaccac 
gcatggcttc
   165061 agtaattaag aaagaacgtg cttgcggatg gtaaagacag gttggatgga 
actggttaaa
   165121 ttccatattg gcaacacggc aacctgcacg gtatgccatc gcaataccgt 
caccagtagc
   165181 aatatccgga ttagacgtat aaaggtaagc tttcattgcg ccaccgcaag 
caagtgcggt
   165241 aaatggggca aggaaggtat gaactttttc agtactttca tctagtgcat 
acaaaccaat
   165301 agcgcgattc gcttgatctg tatgacccaa tttatgcgac gtgattaaat 
caatcgcaat
   165361 atagttttca aaaatagtga tatttttacg ttctttggcg cgttcaacca 
aagtggttga
   165421 aatagctttg ccagttgcat cagcagaatg aataatacgg cgctgcgaat 
ggccaccctc
   165481 acgagtcaaa tgaagctgtt catcttcatc taaggtgaac tgaacgcctt 
gctttaaaag
   165541 gaaatcaaca gaagggcgac cgccttctac agtatgttgg actgcatcca 
tttcacataa
   165601 atgagcacct gcaatcatag tgtcattaat gtgttgttga atagagtcag 
tttcatcaag
   165661 tactgcagca acaccacctt gtgcatagaa ggtacttgct tcagttaaag 
cagccttagc
   165721 taaaactgca atattaaaat gacttggtaa cgataaagcc agacttaaac 
cagcaccgcc
   165781 actgcccaca ataatcacgt caaagtggtg aattgtctgt tgattaggca 
tgtccattcg
   165841 catcaattta aaacgtccgc taatgacacc cctttttacc taaaaaggca 
agagcttaag
   165901 cgctctaagt cacagaaaaa ttgcaattag cttaaaaaat tgcaatgtgt 
aaaataaacg
   165961 tgatgaggat gccttacaaa taaacatatt gttacgcaca attccaaagc 
attgtgatac
   166021 aaaagtttta ttcttattct cgtagaccaa ttgtgggtga gcaccgaatg 
aaatctcgct
   166081 atttacaaca aggaatgtat gcagcggtat ttacagttgc tgctgttcaa 
gcaaatgctg
   166141 ctgttgattt ttcaaacctc gttgaacaag ttagtccggc tgtggtgagt 
gtaaacgttg



   166201 taaaaaaaat gactcaggat gaactgttac aacagcaagt tcctgaaatt 
ttaaaacgtt
   166261 tctttggtaa tcaggttatc attccacagc aacaaggtcc tcaagagaaa 
accgcatatg
   166321 gtagcgcgtt ctttattagt aaagacggtt atttacttac gaaccaccat 
gtaattgaaa
   166381 atgcttcccg catcagtatt actttaaatg accgtcgtga aatagatgca 
acagtggtcg
   166441 gtagtgatga gcggacagac gttgcattat taaaggtaaa cggaactaac 
tatcctgctt
   166501 tacgagtagg aaatgttgac cgtttacgtg taggagagcc ggttttagca 
attggttcac
   166561 catttggttt tgattattca gcttcggcag gtattgttag cgctaaatca 
cgtaacatga
   166621 gcggtgaaac ctctgtacca tttattcaaa ccgatgtggc gttgaaccct 
ggtaactcag
   166681 gggggccatt gtttaaccaa aatggtgaag ttgtcggggt gaactcacgt 
atctttagtg
   166741 gtacgggggg gtatatgggc ttatctttct ctattccaat tgatgttgcg 
atggatgtag
   166801 ctgaacagct taaaacgaaa gggaaagtga ctcgttcata cctaggcgtt 
atgatgcaag
   166861 atattgaccg taaccttgca gatgcctata aattgcctaa accggaaggt 
gctctgatta
   166921 ctcaggtttc tccaaattca cctgctcaaa aagcagggct tagagctggc 
gatgttattc
   166981 taaaattaaa tggtgcttct gtactgcgta ctagtgattt gctttatgca 
ttaaataaag
   167041 tacaaccaaa ccaaactgtt cagtttgaag ttttacgtga tgataaaacc 
cgaaatatct
   167101 cggcaacact agcaactgca cctgatgaaa caccagctac cggtaatcaa 
gcctctgctt
   167161 ctaaaggtcc agtattggga atgagtattc gtgatctcgc tgtgccagag 
aaaaatgctt
   167221 taggtataaa aggcggtatt tatgtacaag atgttcgccg tggtggatta 
gcatcattgt
   167281 caaatatcat tcctggcgat gtgattattc aggttaataa tactcagatt 
ttgaatagtc
   167341 aggattttgc aaaagttgtt tcgaatttgc cgaaaaatac agttgcgcga 
gttgggatta
   167401 ttcgtcaagg acaacgagca atgcttggtt tacgtattca gtaaaatatt 
ataaaaatga
   167461 accaccctga aaatgggtgg ttttttatta tttgtattcg gcataatgtt 
cgatctagct
   167521 aattaaattt tagctttgaa tttaatgatt aaagtgggtg ttttgtgagc 
agtattttcg
   167581 atttacatat tcaggttcag ccacagcata ttgatgcttt agggcatgtt 
aacaatgtaa
   167641 tgtatgtcca gtggatgcaa gacgtcgctg ctgctcatgt ggaaacatta 
ggggtaggag
   167701 taaccaaata tctagagcta aaacatgcaa tggttgcggt tgaacaccat 
gtgcaatacc
   167761 gtaaagctgc gtttgaaggt gaagaaattg tactgcggac atggctagat 
gatattaatg



   167821 ctctatattc atttcgtcag tatgcctttt tccgtccttc tgatcaggca 
attttgttcg
   167881 tcggaaatac caaatgggca tgtattgaaa tcgcttcagg tcgacctaaa 
cgtatgtcgc
   167941 cgacttttac acaggcttat aaacctcttg attcaagtat aaatccttta 
gattttactg
   168001 tttcatatgc ccgataatca gaagcattac ttgtactttg aattatcatt 
ttttaaaaca
   168061 taagtacaaa gctcatgaat tttggatact ttaaaatatc catctgctat 
aatctctcgc
   168121 aatttgttaa accgctttgg ctatgtatta aaacaagcta catagcactt 
tatattttct
   168181 caaggtagcc catggcgcaa gctaaaaaat ccgttgatat caaaaatatc 
cgaaatttct
   168241 cgattatcgc tcatattgat catggtaagt ctactttggc tgaccgtttt 
attcagatgt
   168301 gtggtggcct gcaagatcgt gagatgcaag ctcaggtctt ggactcaatg 
gagctcgagc
   168361 gtgaacgtgg gattaccatt aaagctgctt cggtgacgtt gtactatact 
catccaaacg
   168421 ggcaggaata tcagcttaac tttattgata ctccgggaca cgttgatttc 
tcttatgaag
   168481 tatctcgttc attagctgct tgtgaaggtg cgttattggt tgttgatgct 
gcacaaggtg
   168541 tagaagcaca atcagttgca aactgttata ccgctattga gcaaggtctc 
gaagttcttc
   168601 caattttaaa taaaattgat ttaccgcaag cagagcctga gcgcgttatt 
cacgaaattg
   168661 aagaaattat cggtattgaa gcaaccaatg cacctacatg ttctgcaaaa 
acaggcttag
   168721 gcgttgaagg tgttttagaa acattagttg atgttattcc tgctcctaca 
ggtgaccgcg
   168781 aggctccttt acaggcatta atcattgact catggtttga taactattta 
ggtgttgtct
   168841 ctttagttcg tattaaagat ggtcgtatcc gcaagggcga caaaatgttg 
gttaaatcta
   168901 ctggtcagac tcacattgtt acatcggtag gtgtattcaa ccctaaacat 
actgaaactg
   168961 gcgtgcttga agctggtgaa gtaggctttg ttatcgcggg tattaaagat 
atttttggtg
   169021 cgccggtagg tgataccatc acgctttcaa caacccctga agtagcttca 
cttcctggtt
   169081 ttaaaaaggt taaacctcag gtttacgcag gccttttccc aattgatgca 
agcgattttg
   169141 aaccattccg cgaagcctta caaaaactac agatcaatga ctcggcttta 
ttctttgaac
   169201 ctgaaagttc agatgcgctt ggttttggtt tccgttgtgg tttcttgggc 
atgttgcaca
   169261 tggaaatcgt acaagagcgt ttagagcgcg agtatgacct tgatttgatc 
agctcagcgc
   169321 caacggtagt gtatgaagct gttactaaaa aaggcgatac gatctatatt 
gatagtccat
   169381 ctaaaatgcc ggatggttct gttgttgaag atttgcgtga gccaattgca 
gagtgtcata



   169441 ttcttgtacc gcaagagtac ttaggtaacg tcatgaccct atgtattgag 
cgccgtggtg
   169501 tacaaaaaga catgaaattc ttaggtaatc aagtttcaat tacttttgaa 
attcctatgg
   169561 ctgaagtggt tatggacttc tttgataagc ttaaatcatg ttcacgtggt 
tttgcttcac
   169621 ttgactataa ctttattcgt tttgagagtt catctttagt taaggttgac 
gtgttaatta
   169681 atggtgagaa ggtcgatgcg cttgcaatga tttgtcaccg taatgatgct 
cgtcatcgtg
   169741 gtattgcttt agttgagaaa atgaaagatt tgattccacg tcaaatgttc 
gatgtcgcaa
   169801 ttcaggctgc tattggtgca caaattattg ctcgttcgac cgtgaaggcg 
atgcgtaaaa
   169861 acgttttagc aaaatgttat ggcggtgacg tgtctcgtaa gaagaaacta 
cttgcgaaac
   169921 aaaaagaagg taagaaacgt atgaaacaag tgggtagtgt agaaatccca 
caagaagcgt
   169981 tcttagctgt tttgaaagta gaaagataag agaaaaggct gggatgaact 
tatattctcc
   170041 cagccgcaag gcaagcagct aagctgcgag tgaggtcctg tggattttga 
ttttaattta
   170101 attcttgttc ctgttacgct gattttattt gcagtgtggt tgctagataa 
gcttgttttt
   170161 aaacagcgtg caaataaagg gcgagagaac gaaaattttg ttattacatg 
ggcctatgac
   170221 ttttggccgg ttttagctgt tgtgcttgta cttcgctcat ttctttatga 
accatttaat
   170281 attccatcag actctatggt tccgacctta gagactggcg attttatttt 
agttaataaa
   170341 tttgactatg gtgtccgttt acctatcgtc aataaaaaag tgattgatgt 
cggtgaaccg
   170401 aaacgtggtg atgtcattgt attccgttat ccaccacaac ctactattag 
ttatattaaa
   170461 cgtgtaattg gcttacctgg tgaccatatt gtttatgatc atggacaatt 
gattattaat
   170521 ggtcaaaaaa ttcctaaagt accaacacag tttagtcgcg aaaaagatgc 
tttagataca
   170581 ccaacttcta tttatcataa agaaacaatt ggtgatcata cttttacgat 
gcgtgagctt
   170641 gaaggcgtaa atgttgcgcg tcaggcgcca tttatcaact atgttgataa 
tggtaaatat
   170701 gcaaaccaag acggtttata ttgggaagta acagttccga aaggacatta 
ctttgcaatg
   170761 ggggataacc gtgatcaaag tgctgacagt cgtttctggg gcttcgtacc 
tgaagaaaat
   170821 ttaacaggcc gagctttcta tgtctggatg cataaagaac ctggtttcca 
cctgccaagc
   170881 tttaaccgaa atgggaaaat agattaaaaa caaccattag gaaaacaaaa 
atgcgtaagg
   170941 cacaacaggg tacttcgtat ttagcaattt tatttggggt ggtcatattt 
gcaattgcgg
   171001 tgaaagccgt acttgcagtt tggccagcat attgggatga tcgtgtgatt 
aataatcaga



   171061 ttacagagct tatgcaacaa agctcggctg atatcacacc ccaaaagttt 
atgacacaga
   171121 tggaccaacg actggaaatg aacaacattc gtgatctgca ttttaaagag 
attgctgaag
   171181 tgtttaacca gccaagtcta acagtcaaaa agaaatatga ggtaagaaag 
cctttcttac
   171241 tgaatattga tttagtttta acatttgaga agagttttga caaaacatca 
gttcaagcta
   171301 agtgatcctc gcttactcag tcgaatcggt tatcaattta agcagcctga 
attgctacag
   171361 ttggctttga ctcatcgttc agtgagtcat aagtataact acgaacgtct 
ggaatttttg
   171421 ggcgattcac tgttggggat gattatcgcc aattatttat accatgcgta 
ccctcatgaa
   171481 aatgaggggc gactaacgcg tatgcgcgcg actttagtac gtcaggaagc 
attaggtaaa
   171541 attgcaaccg atttgcaact tagtcgatgt ttaatattaa gcacaggcga 
gttgaaatct
   171601 ggtggtcatc atcgtgagtc aatattggct gacacagtgg aggccattat 
tggtgcaatt
   171661 tatcttgata gtagtgatct gaacctactt aaagatattg tgttaaaatg 
gtatacgcct
   171721 tatttagatc atattgagcc aacagatcaa ctcaaggatc caaaatcacg 
tttacaagag
   171781 tatctacaag cacgtaaaaa acctctccct gtttacgagg ttgtagatat 
tcagggtgat
   171841 gcgcctcatc agcactttaa agtcgaatgt ttggtagatg gtttatcaaa 
aattcatggt
   171901 gaggggtcaa gtcgtcgttt tgccgagcag gcagcagcgg cggaaatttt 
aaagttattg
   171961 gagcaataac ctgcatgtcg atgcattctg atcaaatcaa tccagattca 
aacgaaaacc
   172021 aagatccaaa caatctgatt gatcaatttt ttagttccaa aggcgttaca 
attccttcgg
   172081 attttaagag cggatttgtg gcgattgtag gacgtccaaa tgtgggtaaa 
tctaccctca
   172141 tgaaccattt attgggccaa aaactctcta ttacttcacg taaacctcaa 
acgacacgcc
   172201 ataaaattat tggtattgat tcgcgtgaaa aaatgcaagc ggtttatgtc 
gataccccag
   172261 gtatgcataa gaaagaagta cgtgcaatca ataaaatgat gaaccgtgct 
gcgcattctg
   172321 cgttacgtga cgtgaattta gtcttatttg ttattgatgc ccacaagtgg 
actcaaaatg
   172381 acgatttagt tcttgataaa cttaagaatg ctgatatgcc agttattttg 
gtgattaata
   172441 aagctgatac ttttggagat aagagagaga ttctcccttt aattcaagaa 
cgtgccaaac
   172501 ttatgaattt tgctgagatt gttcctgttt ctgcactccg tggagcaaac 
ttagagcact
   172561 taagtgaaac gattgaaaaa tatcttcctt atcagccacc tttatattca 
ttcgatcaaa
   172621 ttacggaccg ttcagagcgc ttcttggcaa gtgaaatcat ccgtgaaaaa 
atcatgcgtc



   172681 agttgggtga agagctacct tatgatttaa cagtacaaat tgaatctttc 
aaaacggaag
   172741 aggcaactgt taatgaaaaa actggtcgtt taaaaccagc atgtacctat 
attgatgcaa
   172801 ctatttttgt ggatcgtcct ggtcaaaaag caattgtgat tggtgaaaaa 
ggtgccaagc
   172861 ttaaaacaat tggcatggat gcacgtaaag acatggaaaa aatgttcgaa 
caaaagatca
   172921 tgcttacctt atgggttaag gtcaaaggtg gttggtctga tgatgaacgt 
gctttaaaaa
   172981 gtttaggata tagtgatatc taaaaagtag ggaatactgg tatgaaagca 
attacatcaa
   173041 tattgattat cgttggatgt acattgatgt tgcaaggttg tgtatataag 
cttgtaaccg
   173101 taccagtagg tattgcttat aaaacgacta aaggtgtagt gaagggtaca 
gctgctgttg
   173161 taggggctgt aattcctgat gatgacgata aaaaagaaaa agaatctgag 
gaatagtttc
   173221 tttttatgat gcgcaatgaa gtcctacatg gatatatgat tcaccatcgt 
aaataccgtg
   173281 aaaaaagcca tattgtgcat ctcttcactc aagaatatgg gcgggttgat 
ggtattttaa
   173341 gacagactcc gcctcctcaa tatcagccaa tccgtttgca agccacaggc 
aaaagtgagc
   173401 tcaaaaattt tacaaagctg gaaatactaa atcagccggt tttctttttt 
ggcgatgctt
   173461 tttttgcagg gttctattta aacgaaattg ttcttagact ttgcccacta 
gaagaggcaa
   173521 tgccacaaac ttttgaacaa taccagttaa cgctgcttca actccagcag 
ctatcttctc
   173581 atgaaaatcc ggatttattt cttagacaga tcttgaggca atttgagcat 
atcttgcttg
   173641 cagagctagg ctatgcgatt gatttttcaa ttgatagctc acaaaaagaa 
attttgcctc
   173701 aacagtttta tcagtttcaa gtgactgaag gatttgcccc cgttgttcag 
gcaagacgct
   173761 catcgttgtc aggaaaagca attttatcca tgctggatta tgagcaggga 
caggattttt
   173821 ctcacgaaca attgcaatta ttaggtaaac tataccgtca aatgattaca 
tcgcttttag
   173881 gtgaccgtcc cctaaaaagt cgacaattgt ggattcaaaa tactcaaact 
caatcgtaat
   173941 taggattttt ttatggctgc attgcttggt gtaaacatag accatgttgc 
tactttaaga
   174001 caggcgcgcg gtactgctta cccagaccct gtagaagctg ctcttatttg 
tgaacaagcg
   174061 ggtgcagagg ggattacttt gcatttgcgt gaagatcgca gacatattca 
agatgatgac
   174121 gtgcgccgta tgcgtccatt attgaaaaca cgtatgaatc ttgaaatggc 
cgtaactgat
   174181 gaaatggttg agtttgcgaa agaaattcaa ccgcaacatg tgtgttttgt 
accagaacga
   174241 cgccaagaag ttacaacaga aggcggttta gatgtagtgg gtaactttga 
aaaagttaaa



   174301 gctgcaactc aagctttagc tgccattggt tgtgatgttt cactctttat 
tgatgctgat
   174361 tttgctcaaa ttgatgcagc aattgcttgt ggagcgccta ctattgaatt 
acatactggg
   174421 gcttatgcag atgcaacaac agagcaagaa caacaagaag aacttgctct 
catcgtaaaa
   174481 ggtgtggaat acgcagcttc aaaaggtttg gttgtaaatg ctggtcacgg 
tttgaatctg
   174541 aaaaatattg ctccaattgc ggcaattcca caaattcatg agttaaatat 
tggtcactca
   174601 attattgcgg aaagtgtttt tgttggacta gtacaggcgg tgaaagacat 
gaaaacagcg
   174661 attcaggcag caggataagt agtaatgtcg agtatcaatt acgatgaatt 
aatgcagcct
   174721 gtattagcat ttttagggtg ccaaacccca aaagaatggt tggatgaggc 
cgttaataat
   174781 ttagacatct tgatgcaaga tcatgctaac tgtgagaaaa aggcagcggg 
tacagccatg
   174841 aacttgatgt tccgctatag ttttttcacg gacctacaag ttaagcttgc 
ccagcttgta
   174901 cgtgaagaaa tgcttcacta tgaacaagtt ctagaattta tgacaaaacg 
tgggcaagag
   174961 tggaaaggtt taagtgctgg acgctatgca ggtggcttac gaaaagaaat 
ccgcacatat
   175021 gaaccagaag ctctaattga tgtactcgtg attggggctt ttgtagaagc 
acgttcatgt
   175081 gaacgctttt atgcgcttgc tccgcgtgtt gatgatgagt taggacgcta 
ttaccgttac
   175141 ttgcttaagt cagaatctcg tcattttgaa gactatttag cattagcgct 
tgacgtcgca
   175201 aaaactgcca aaatgaaaga tcctgaagaa gatattcaac agcgtattga 
acatatccgt
   175261 gaagttgaaa agaatctgat tttgactcca gatgatactt tccgttttca 
tagtggtatc
   175321 cctgcataag cttggatacc tcaagttaaa aagtttacct ttcacggtaa 
acttttttat
   175381 taagtagctc taacttctaa atagtttgag ccgatattta aggttaagta 
aggaccattt
   175441 tttagttttt taatgcatat cattatttaa taaatatatt ttttacagat 
ttaaatttct
   175501 cttaaaattt ttaaaaaaac ttttattttt ttaggctaat aataaatatt 
gtgtaaatat
   175561 aaaggctgat atgttcatca tgagttcaac tgaaacagtt gattatttct 
aaggatataa
   175621 gaatgttagc attagttaca ggcgcatcag caggttttgg ttatagtatt 
tcaaaaaaac
   175681 tgattgagtc aggctataaa gttattggat gtggaagacg cgcagaaaaa 
ttagaagaac
   175741 tacaaaaaca gcttggcgaa aatttctacc cactcgtatt tgatatgact 
gatacggcag
   175801 aaaatataaa taagttattt aaagaattac caaatgaatt tcaaatcgat 
caaattgatt
   175861 tattagtgaa taatgcaggc ttggcattgg gtctagagcc agcagataaa 
gcggatttag



   175921 atgattggta caccatgatt gataccaatg ttaaaggcct tgttacggtt 
acccgattaa
   175981 ttttaccaag tatggtaaag aagaaatcag gcttaatcat taatatgggt 
tcaattgcag
   176041 gtacataccc atatccaggt ggtaatgtat atggagcaac aaaagctttt 
gtagagcagt
   176101 ttagtttaaa tctacgtgca gatttggctg gtactggcgt gcgagtaacg 
aatattgaac
   176161 cagggttgtg tggtggtacc gaattttctc ttgtacgttt taagggagat 
caggagaaag
   176221 ctaacagtct atacgataag aaaaatccaa ttttgccgga agatattgca 
aatacagtag
   176281 catggatcgc atcacaacca ccgcatatta atattaaccg tatagaaatg 
atgccaacga
   176341 ctcagacttt taacccttta aaagttgtag aagtggaata atgtaatttt 
aaaaagatct
   176401 aagcgtagaa ggtcacctaa gtttagaaat gatgattcaa tctggtaaat 
attcgaatta
   176461 tgaaaagcaa atcctctaca cgcagtaggg gattttttat aggtatactt 
taatagagag
   176521 taataaaaaa gcccgcttta atgctgcggg ctttttagta tttggctctc 
ccacctgggc
   176581 tcgaaccagg gacctgcgga ttaacagtcc gtcgctctac cgactgagct 
atgggagaat
   176641 ctgcatgcga ttataaggag attttgacaa gggtcaagta aaaatcgtca 
tgtttcattc
   176701 atttttgtgt tgtatgcttt ttatttgatc agttgaaagg tgagaccata 
aattacttgc
   176761 actttgaaaa ttcaattgct agattcagaa aagaacaagc gtttggagta 
atccaaacag
   176821 tgtggattta aaccaacttg ccagcactaa aatggctaaa tcggagataa 
gtatgaaaac
   176881 acttactgtt gcttctattt tttctaattt tgatttttat caacgcaatt 
atctcaatat
   176941 tttaaatcaa ccagaatctt attacacacc tgtagaagat gcatggatcg 
atgcttttcc
   177001 atttaaaaaa caagatttgt acttaggtga cttactacaa ctctggttta 
gttcaaaatg
   177061 ggatgtgcat acttcattga aagttttaaa gtgttccaag gtattagatc 
aatctaaacc
   177121 tctctatatt ttccagctcg aaggagaatt attcctaggt aaaaataaag 
ttttagcttg
   177181 gtctactcag catcatgaag tgatagagct tcaacttaag aatatttggg 
caccttatgt
   177241 ggttgcgaaa acttgtgacc gcccagatat tccttactta atgaaaaagg 
cagccgttta
   177301 aagctgcctt ggtttttatg gtcgaataat catgcaggtt gctgttgcat 
aagcataaag
   177361 tttgccttct tcatcagtaa tttttccttc ggaaatacct aaatttttac 
ttaaattgat
   177421 cactttacct gtggcaatta aaacctgatt ctgtggaaga gggcggcaca 
ttttcacatt
   177481 aagatctatg gttccataac ccacaccagc aggtagcatt gtatgtacag 
cacagccagt



   177541 cactgaatct agaacagttg cagcaaaacc accatgtaca ccacctaaag 
gatttaggtg
   177601 attatgatct gcttgtgctt tgaaagttac agatccttct gaaatctcag 
taggttgcat
   177661 cggaatagtt ttgctaatac tggcaggtgg aatatgacct tcaatcatgg 
cttgtaaaaa
   177721 ttcgaggcct gtcatttcca taggattttt cattttttga gtccttcagt 
tattaaagtt
   177781 ctaaaatgga acttgatgtt aaattaggcg ttaaattaat tattgtcaag 
ttgaagtgaa
   177841 tagaaagata ggtcacttat agtttataaa cttgtaaaat ttggttgagc 
agaatatttt
   177901 ataaccctaa aaatataaac tttttgtgga aaataataat gaacggacag 
tgtttatgtg
   177961 gtgaaacagc tttcgaagtt gagttaaaaa atcatgatgt acatgtttgc 
cattgctcga
   178021 tgtgtcgtag acaaaccagt ggtgtcatta tgacagttga tgtagttaaa 
ggtagtttaa
   178081 agtttattca gcaaaagcat cttagtgtat ttaactcttc tgaatggggt 
gaaagaggct
   178141 tttgtaacgc ttgtggaaca acaatttttt ggagaacaaa agatcaaagt 
tactgcaata
   178201 tcaatgtgtt ttctttaaat gaaccagtaa aagatttgaa attagatatg 
gaaatttttt
   178261 attgattcaa aacctgattt ttataatttt cagaatgata caaaaaaact 
gactgaggct
   178321 gaggtggcag ctttatttaa tttagaataa ttttaattat aaaaaggcct 
caattttgag
   178381 gcctttttaa aatttctaag ttaattttca aagaaatatg aaattagaat 
tgggtataga
   178441 actaattact aaaattagtg ttttcaggaa aaaagaaata gttggagtaa 
aaattattga
   178501 gaagacttcc gattgtagga aaaagtctta gttttataat ttaaaaggta 
aataatattt
   178561 caggaaaatt atgtaattaa aataattact tttaaacatt cttaataaaa 
taaaattaaa
   178621 tcagttagtc ttaagagtaa ctaaatctcg ccaatattta ttaaatcgaa 
taaaataatt
   178681 ttaaaattaa tacttttaaa ttattgatag aaaatgatag atactaaacc 
tcttatagca
   178741 attgatcttg gaaccagtaa ctcactagtt ggtatttttg aaaatggtca 
gtccaaactt
   178801 attaataatc cttatggtat gaaaactacg ccctcagcta ttgcattgga 
tgagcaaggg
   178861 caaatcttaa ttggacaagc tgcattagag ttaagaagtc gtggtaaaga 
ggtattaact
   178921 agttttaagc ggttaatggg tacctcaaaa agattaaaat taggtcagca 
gagcttttca
   178981 gcagttgaat tgtcttcatt gatattaaaa tctcttaaac aggatgtgga 
gcaggctttg
   179041 caatgtgaag tagaggaagc cgtgattacg gtgcctgctt actttaacga 
tatccaacgt
   179101 caagccacta tatctgctgc agaacttgcg ggtttaaaag ttagtcgact 
cattaatgaa



   179161 cctactgcag ctgctctagc atatggttta gggcaaacgc aggatagttg 
tttcctgatt
   179221 tttgatttag gagggggaac ctttgatgtc tcaattgttg agttgtttga 
tggcatcact
   179281 gaggtgcgag ctagtgcagg agataattat ttaggtggag atgactttgt 
tcagttgtta
   179341 atgaaacaat actggaaaca gcatgcaact atttttggct atactgaaaa 
tactattcca
   179401 tttgatattg aaacagcatt aagagctaga gcacaacata gtcttcatgt 
tttaagtaaa
   179461 gaagcgaaaa cagatttaat atttaaatgg gaagataaag aggccaccct 
agaaattact
   179521 caagaagaat tcgcagtatg ggccgaacca ttattgctta gattacgccg 
cccactagag
   179581 cgtgccttga gagatgctag agtcctgcct caacaggttg accagattat 
tatggtaggt
   179641 ggtgcgacac gtattccagt tgttcgcaaa ttagtaacaa aattatttgg 
tcgttttccg
   179701 tcgacaagtg tccaacctga tgaagcaatt gtacgtggta cctgtgtaca 
agcaggttta
   179761 aaagcaaaag atgtatcttt aaaagaaatt gttttaacag atgtttgccc 
atttagttta
   179821 gggattgcag tggaaaatga tgagcagttt tcacctatct tagagcgcaa 
tattgtaatt
   179881 cctgccagta aggtaaatac gtatactgcg atgaataaag ggcagagaga 
aattattgtt
   179941 aagatttatc agggcgaaca tcgactgtgt aaagaaaaca tttttttagg 
tgagctcaat
   180001 gtgcctttac ctccaaataa tgactattta tctattgagg tgcgattctc 
ttataatcca
   180061 aatggtattt tagaagttga tatagaagtt ccaagcacag gagaaaagct 
ccaaaaagtg
   180121 attgttaatc atcaaaatgt aatgagtacg gaacaaatag agcaggcccg 
tcaacagttg
   180181 caggaattga aaatacatcc tcgtgatact ttaatgaata agagcttatt 
attacgagca
   180241 gagcgtttat ttagtgaata tacaggagat ctacgtttac agattggaga 
gcgaacacaa
   180301 caatttaatt atattctaaa tctgcaagat ccaagacaaa tacgtgaggc 
acaacaacat
   180361 ttcgaagctt ttcttaatga aattgaagat ttaagtttgt ttgaagagta 
ttaatttata
   180421 tctccttgta tgaattcttt gttagataca tacaagggga tatttttagc 
agctagataa
   180481 aatgattttt tttgcttgat agctttgata taaataataa attaatatca 
aagggaaaag
   180541 tatggtgtat aacgttgcta tacataaggc gatgtaggtt aaatatttaa 
gtgtagaaga
   180601 gagattcttg gcactaaatc cggttattaa tatacttcct agaatcaagc 
ctgcagcata
   180661 cataaaaggt tgtgaggaag attttataaa taaatagcta aagccaaaaa 
cccagaatag
   180721 cctaaagaag ataataccaa tacttctata cattatttgt ttatctgtta 
agttggtatc



   180781 ttctttattg tatccaaaaa tatagaagag agggcggaaa gattctgggt 
aaaataagaa
   180841 acagatcggg atcagactat aaattatgaa ccagatatga ttaggttcac 
caataataaa
   180901 aaagatagaa ataagaaaaa tactaagaga gattaaaccg atattaatta 
tccatttatc
   180961 gatattaata aatgcacttt gctctaatct attcatatat ggtgttgcat 
ctagcagcaa
   181021 agcactcagt agtatagttg tagatataaa ccatccataa cttagaagtt 
gatggggtaa
   181081 atctggaagc caaggggtca aactgcagag aataaatcca cttaaacacc 
aatatttaag
   181141 ataatagccc aatgttcttt cataaccagg gtgacctaaa attctggtat 
ttaatatagg
   181201 ttgtagtata aatatatata acagactaat gcagactgta attaataaat 
ttactataat
   181261 ttgattatct ggagctataa gggaattaaa aaagagaaag gttatagtta 
taaatagaat
   181321 atttattata gtaaatttcc aaaaattgct taaacttttt agaaataagt 
aattagggtt
   181381 agtttgggtg atagaaagct gtaacttatc aataacttca actgtactat 
agttttttga
   181441 aattttattt aaactttttc ttaatttgag catttttaat ggatgaaatt 
ttttttcacc
   181501 agaaagttca tttaataatt caaaatgttc attaggtaac ttttttaaga 
gtttgtatcg
   181561 agataaaaaa ctatttaact tttcctgtaa taagcttgag taataagatg 
gattatattg
   181621 atgaatatca tcaggataag tttcatgcca caattctaga aaccgaaaat 
attcgggttg
   181681 tagatcatca atttcaattt ctgctaaagg ggcttggagt tgatctttta 
tttctatttg
   181741 ttgactaaga ggaatatcat attgttgact aagtaaataa ttgaatttat 
cgaatgttat
   181801 atcgctaata tctttattcc atagtgcatt gctaacttcc tcaagaatta 
ctggaatact
   181861 aagtgcatct gattgaatac attcgttact ggaaacagaa tattcggttt 
tctctttttc
   181921 aattattttc tgatggtttg tgacaatatt ttcagcattt ttttctgtaa 
agatataaca
   181981 aaaatcatca agatcatttt ttcttaatag atctaaaatt tgatctctga 
aatggttgct
   182041 aatactttta tctttatatg cttcaatttc attattaaaa tgtattaatt 
catcacgtat
   182101 attaaagtta atgtcttgaa tagcaatatg atgttttagt ctcttaagtt 
tattttcaag
   182161 tgtttgatca tttaagtcat ctgaatttaa attttggtca ttaaaagaat 
tattttcttc
   182221 aaatatagag gatgagttat ccaaatcctc attttcatat attaaatgtt 
ctgcttcgaa
   182281 ttgagcagtt tctaatgctt ctctaagaag aataaattct tctggctggg 
tatcttgatc
   182341 gattaacttt agttgtttgg catacgcctt ttttatttct ctctggttat 
ctgttggttc



   182401 tattcctaat ctttgccaag ctgtcatttc ttttactcaa agtgttttaa 
taacggaaga
   182461 tttatttaaa tgaatgatac attttatctt aatttattat tttactataa 
aaagagaaag
   182521 gttgaaatta atgggctgac caaatatatt gtatttcact ttataataat 
tatgaaaaat
   182581 tataaaaatc aaagtaataa aaaaggaagt tttaaataaa aacttccttt 
ttagatttat
   182641 aactaataat tatgctttct cagcttcgat agatgcaatt gcagcatcaa 
cgccttcgat
   182701 tgattcagca gcttttttga tacgtgctaa cgcatcaaca agtacttcgt 
cagctgttgc
   182761 atatgaaata cgcatgaaac cacctaaacc aaatgcatca ccaggaacga 
ccgctacgcc
   182821 agtttcttca agtagccact cagagaattc tgtgcaagat tttaagcctt 
ttgcacgaat
   182881 aagagggcga atgtttgcat acgcgtagaa cgcaccatca gcaggtaagc 
aagagatacc
   182941 tttgatgtcg tttaagccat taaccactaa gtcatgacga cgtttaaacg 
cttcaatcat
   183001 tggttttaaa acatcttgtg gaccattcaa cgcagcttca gcagcaactt 
gcgaaattga
   183061 agtcgggtta gaagttgatt gagactggat ttttttcatt gcaccaatga 
tttttgctgg
   183121 gccggctgca tagccaatac gccaacctgt cattgcatat gctttagaaa 
caccatttaa
   183181 aacaatcgtg cggtcatata aatcaggtgc aacagttgca atgttgtaga 
actcatcttc
   183241 ccaacgaatt ggttcataca tgtcgtcaga tgcaacaaat acttgcggat 
gacgacgtaa
   183301 aacctcagct aaagcttcta attcagcttt gctgtaaatc atacctgtcg 
ggttagatgg
   183361 gctgtttaat accactaaac gagtgttagg agtaattgct gcttctaatt 
gttcaggtgt
   183421 aattttgaaa cgttgctctt cgccacattt cacgataaca ggcgtacctt 
cagcaataat
   183481 gaccatatct ggatagctta cccagaatgg cgcagggatg atcacttcat 
cacccttgtt
   183541 taataatgct agtgccaagt taaagaagct ttgcttaccg ccacaagaaa 
ccaaaatctg
   183601 gttaggttgg taatcaagat tattatcacg ctttaattta gcaataattg 
ctttttttaa
   183661 cccaggagta ccatctacag ccgtatattt ggtgaaacca ttattaatcg 
cttcaattgc
   183721 agcatctttg atgtgttgag gggtatcaaa atctggctcg ccagcaccca 
aaccaatcac
   183781 gttcttgcca gcagctttaa gctcagcagc tttattagtt acagcaagtg 
taggggacgg
   183841 tttgatagca ttgacacgat cagaaagacg tacgtccacg gcaatattcc 
tcttatggga
   183901 ttaaaaataa aaagcacact atcttatcgc aaaaattaag caatttgcgg 
atgtggggat
   183961 ttttagatgt aaaaaagttt aatttaggaa agatcttgtt gcgattttat 
tcaattgaag



   184021 cttttttcga aagaaacaag aaaaatcctt tataataagc cgcaatcgaa 
atatcgagaa
   184081 tgaatcatga ctgagcaaca gccaaaacag aaaaaggctt tggtgaaatt 
gccatttcca
   184141 atgccgaatg aaagtaacca agcaggcgat gctgtacaca accaagtacg 
tccgaaacct
   184201 gaacaatatg cagatagaac ttggatgcca ccgcgtggta ctcgtcgttc 
tatgggtaag
   184261 cgctaattta aataaaaaaa caggcaatat gcctgttttt ttatggtaga 
agaatttctt
   184321 gataataact ttttttcttt tgatacatat gatgatctgc gcgttttagc 
atatcttcaa
   184381 cttgttcatt ttcttttgtt gtggcgtgcc caatcgcaat actaatagga 
tgacttgaat
   184441 aatattgatt atctatatta aaaagctcct gaatggtttg cagcatcatc 
aaaacattcg
   184501 cttcatctgc accaggcatt aaaattacaa attcgtcgcc accgattcga 
gaagctgtat
   184561 aagcagtatt cataattgcc tgatttaaaa tattacctac tcgacgtaat 
aaaccatcac
   184621 caatatcatg gccaagttga tcattggttt cctttaagcc gttcatgtct 
aaaaaaattg
   184681 aagaaacagg gcgaataata ctgcgattta aacgattaag ctcttctgta 
aaaaaagctc
   184741 ggttataaag tttggtcagt acatcatgct ggcctaagta ttctagataa 
ttttcggctt
   184801 tctttcgtgc agtaatatct gtaagcgcaa cctgtaccaa tccccaagtc 
tcttcataac
   184861 cggggaatac ggtaaattgc aataagacat ttctaatttg gccatctaac 
gcatagttaa
   184921 cggcttcacg cttgtggtga atatttcctt gccagagttc aatcagctgt 
tctctaaaag
   184981 tttccaccat ctcttcggca aaaattttat gggtattttt taacagagtg 
gttttatctg
   185041 gtgctttaaa taaatcgaga gtcgactgat tgacgtctaa aattaaaatg 
tcttctatgc
   185101 attggcgaac aaattcagga tgtacatcta aaaaagtcct aaagtcttca 
attcctaata
   185161 gcctaagctg atcaattcta tttttaatac ggctaaaatc ttcaacccaa 
agcgaagtcg
   185221 gggagtagat aaacattgac tctgctaggc gtcgattttt ctcttcctga 
cgaagtgcat
   185281 tttgatacgg agtaatgtct tcggtggtaa ttaaaatacg gtcaaacgta 
gtttcagaac
   185341 ccggtaaaat tgctccacgt agttgtacat caatacgttt accagagagc 
gtgtaattta
   185401 tagtggtact cgagaaatga gttttgctat tccataacgc ttcgagttca 
tgaatatgag
   185461 cttcaaacat ttctttttta aaaataagat ttaagttggc acataactct 
tcttggtttt
   185521 ttgcttcaaa aaggtctaat actttttggt tgaccttaat aattttaatt 
ttatgagcac
   185581 attcaaccac tagattttca ttttggctta gaaattcata taagttttca 
accccttgat



   185641 ttctccataa gtcaaataac tgcttaactt cactaaagtc ttcaatccac 
attggaattg
   185701 gggtgaggtc aaaaattgaa gaatctaaag tttccatgcg tttcttttaa 
gtattcagtt
   185761 tgtcttaaag tataatgaga aaaactaaga tttgggaaaa taatcgattt 
aaatctatta
   185821 gaataattaa aataaaaata ttaaatataa gtaaaataat gagaaagcag 
aatttatctg
   185881 cttcactcat aaaatattaa agtaaattaa cggttaatag ggtggtcgat 
atttttctca
   185941 ccgcgccata attttataaa atcttgctca tcaaaatcat aaagttccat 
aagcgcaaca
   186001 attacactta cgaaaatcat tgcaccttct gagttaccat gaatattaaa 
aatcttacca
   186061 ttgagcttac ctaaaatatc tctcaattcg tggtcacggc ctctgccata 
gcggtcacga
   186121 ggatacaatt cctcattaag cacaataagc gctatcgctt tttcagcacg 
tgataaatcc
   186181 gttttatcta aagcatcttc aaaagattca ctaccgtgat taaagtagaa 
aataacttca
   186241 tcattaatga aactttgaac cattttttga gtgagtgttg ggaactgtga 
aacagcatct
   186301 tcttccacat acggtttaaa cgattcagga aaaatcacat tgtgatgtat 
gcctttaaaa
   186361 agaggagcga tttcggaaac cttataacct gcgattccac atcctaaagc 
tgtcacaaag
   186421 tatttcattt taggatgatt ttttgcataa actttaaagt cttcaacata 
atgctcgatt
   186481 tgggagagtg gcatttgttg gatatgttca tttaatgttg gaattgcaaa 
gctctgacca
   186541 gcccagccac gtcctacacc ctctacagcc ccaaaatgct gactggcaac 
acgtgcggct
   186601 ccactaccat gttgtccagc catattacta ccgaagacaa acacggtatc 
ttcagggagt
   186661 tcggttacaa tactttcatc atgatattga taggtcatgg ttatgctttt 
tatctaatgg
   186721 ataagtccat gttgcaaccg tttacagcat tggtcaagta tcaagatgct 
taatattttc
   186781 gatatagatt aatctcacta tagactttaa attagggaaa aaatccccat 
taatttgcta
   186841 gacgataaat tcaaattttt tataaagaga gagaactgtg aacgaaaatc 
aacctttcga
   186901 tttggtcact cattaccagc cagcgggtga tcagccacag gcaattgaaa 
agctggtgaa
   186961 tggtatcgaa aagggttttc gtaatcagtt actgctaggc gtgaccggtt 
caggtaagac
   187021 ctataccatg gcaaatgtga ttgcccaaac tcagcgtccg acgattgtga 
tggcgcataa
   187081 taagaccttg gcagcccagc tctatggtga gtttaaagcc ttcttcccaa 
acaatgcagt
   187141 tgagtatttc gtaagttatt acgactacta tcaacccgag gcttatgttc 
cgtcgtcaga
   187201 tacatttatt gaaaaagacg cggcaattaa tgaccatatt gaccagatgc 
gattatcggc



   187261 aacgcgtgct ttgttagaac gtcgtgatgc gattattgtt gcttctgttt 
cggccattta
   187321 tggtttgggt gacccaaatg cttatatgca aatgttattg catgtggtcc 
aaggtgaccg
   187381 agtaagtcga gacgaaatta ttcgccgttt ggttgaaatg caatatacgc 
gtaatgagct
   187441 tgaattctta cgtggtacgt atcgtatccg tggtgaaatt attgatattt 
tcccggcaga
   187501 atccgaccaa catgcgattc gtattgaact ctttgatgac gaagtagact 
caattcgctg
   187561 gtttgatccg ctgaccggta aaatggtccg caaagtacca cgtgtcacga 
tttacccgaa
   187621 aagccattat gtgacgccaa aagacaacct aacacgcgct atcgatacta 
ttaaggatga
   187681 attgcaagac cagcttaagt tcttccgtga acatgacaag ttactcgaag 
cgcagcgtat
   187741 cgagcaacgt acgcgttatg atttggaaat gatgcagcag ttaggataca 
ccaatggtat
   187801 cgaaaactac tcacgtcatt tatcgggacg accagcaggg gaagcaccac 
cgactttatt
   187861 tgactatgta ccagaagatg ccttacttat tatcgatgag tcgcatgtaa 
cggttcctca
   187921 aattggcgca atgtataaag gtgaccgttc gcgtaaagaa aacttggtga 
attacggttt
   187981 ccgtttacca agtgcgcttg ataaccgccc aatgaaattt gaagagtggg 
agcgtattgt
   188041 tccgaccact atttttgtga gtgccacacc agctagatat gaactggaaa 
aatcagaaca
   188101 agtggttgag caggttgttc gaccaacagg cttgattgat cctgaaattg 
aagttcgtcc
   188161 ggtgcttacc caagtcgatg atgttttgtc tgagattaat attcgtaaga 
acttaaatga
   188221 gcgtgtattg gtaacgactt taaccaagcg tatggcggaa gatttaacat 
cttatttaaa
   188281 agaatatggc gttaaggttg cttatctgca ctcggatatt gatacagttg 
aacgtgtcaa
   188341 aattattcat gaattacgta caggcgtatt tgatgtacta gtgggtatta 
acttgctgcg
   188401 agaaggctta gatatgccgg aagtttcttt agttgctatt ttagatgcag 
ataaagaagg
   188461 tttcttacgt tctgagcgtt cgcttattca gacgattggt cgtgctgcgc 
gaaatgtgaa
   188521 aggtaaagca attttatatg ctgatacaat cactgattct atgcgaaagg 
caattgatga
   188581 gacagagcgc cgacgtacaa aacaaatcga gtttaatgag cagcatggta 
ttacaccacg
   188641 tagtgcagtt cgtcaggctg tgaaagaaat tgatacgggt gaagtacttt 
ctgatgatca
   188701 gattgatgag aaagtactag agcaggcaca agcacttagc gcagatgaac 
gacatattct
   188761 ttctgaccct aaattgttta gtaagcacat tactaagcta gagaaagaaa 
tgttaaaggc
   188821 gtcgaaggat ttacaattcg agcaagcggc gcgtattcgt gatgaaattg 
ttcgtttaaa



   188881 agcgcaaatg ttgcaataaa tgaatacata acactacatg atttgtttaa 
aaaacaagct
   188941 actgtagata tttaagttat tttgtattca caacaaagag ttgagggcaa 
caatggcatt
   189001 tcgaaataat gttccgcaag ccagttggcg cttggcaaaa attgcattgg 
gcggtattgt
   189061 tctgactggc ttagctgtcg gaacatatgc ctatgcccag cagaagcctc 
tacctacagt
   189121 cgataaggtt gaattagacc gttatttagg tgtgtggtat gaagtcgcgc 
gtaaacctgc
   189181 ttttttccaa aaaaaatgtg cttacaatgt atctgcaacc tataccttaa 
atgaaaatgg
   189241 aaacatagtt gtagataacc gctgctacga taatcaaaag caattacagc 
aatctatcgg
   189301 tgaggccttt gtagttaatc cgccgtataa cacgaaatta aaggtaagct 
ttttacccga
   189361 agctgtaaga tggattccga taattcgtgg agactactgg attttaaagc 
tcgatgaaga
   189421 ttaccaaaca gttttggtag gcgaaccttc ccgaaaatat ctttgggttt 
tatctagaac
   189481 gccgcatcca cacaaagaag tggttgatga atatctaaat tatgcaaaaa 
cattaggatt
   189541 tgatattcga gatattattc ataccgagca taaagaataa atatatgctg 
cttaagaaaa
   189601 aaccatgttt tcgcatggtt ttttcttttt tatagtggat aaatcaagta 
ttgtatccct
   189661 ttatttttct taaagtataa agaggttagt gatgttaaag ggcgtgattt 
tgtctgtcat
   189721 ggcatcatta acttttggtg ttctttattt ttatactcaa ttactcggcc 
agcttgatag
   189781 tgaacagact ttcggatggc gtattattgc gactttgcca tttttaactt 
tatttatgtg
   189841 gtggagtggt gatttaagcc atattaaaaa tatatatcaa cgtattttag 
cgaaaccttc
   189901 tttacttcta ttactcatta caacatccgt tttgacttcg gtgcagttat 
ggctgttttt
   189961 atgggggcct atgcatggac gtggtttgca agtttctttg ggatatttcc 
tgttaccgct
   190021 tgttttggtt ttagcgggta gtgtcttata tggagagaaa atatcgaaat 
ttcagtggat
   190081 cgctattgtt cttgcaatta ttggtgtagg gcatgagatt tttcgactag 
gaagtattgc
   190141 ttgggaaact gctttagtgg ctataggtta ttccgcttat ttcttgttac 
gtaagaaaat
   190201 taaaacggat aatttagggg gcttttggtg ggaccttctg attattatgc 
cagttgcaat
   190261 ctatctgaca catacagggt tattgccata tagtaagttc ctcgatcaac 
cgacactcgg
   190321 gttggttatt gcgggcttag gtgtgcttag tgctataggc ttgggatgtt 
atatattggc
   190381 aagccgttat ttacctttgg ttgtgtttgg tctgcttgga tatcttgaac 
cggtattact
   190441 tgctttagca tctttagtgc taggggaaag cattggtaaa gaagaatggt 
ttacttatct



   190501 tccaatttgg tgtgccgttt tcgtattggt tttagaaggg gcttttcatc 
tttaccaaca
   190561 gcagcaaaaa gccaaaaatt tgcaattaaa tatcgaaaaa tatcaaaaaa 
gattaaaaaa
   190621 tgatgctcac gattagagca tcaaaatcta aaaagtaaga aaaagcaaaa 
atttagcggc
   190681 tttaaacaat aagataataa aaaataatta taggtatttt atgaatttat 
gatgaatttt
   190741 gggaaaatct agccactaac gtcagctttt gattcattct tgccaataat 
tccattacaa
   190801 ttacggggtt ttaaaaatca cgcctagata taattaatta gaggacgtat 
ctgtgagcaa
   190861 agacactatc atcgccctgc acgctgaaca ccaaggccgt tggaaaaacc 
gtgaagaaat
   190921 cgcggaacgt atgattgcat taatcggtca attataccgt gaaaaaaata 
ttgtcgtatc
   190981 tgtttacggt cgctctttaa ttaaccgttc tgttatccaa attttgaaaa 
ctcaccgtcg
   191041 tacacgtgtt gtagatgttg agctttctgt agtaaatact ttccctattt 
tagaagcttt
   191101 agcaaaagtt gaaaatatcg gttctgcaga agttgatatc ggtaaacttg 
cagttgaata
   191161 taaagaaaaa ggcggtgatg ttgacgcttt tgttgctcaa gctgttgagt 
caattaaagg
   191221 tagcgcaact tctgaacaac ctaaagatgt agttctttac ggttttggtc 
gtattggccg
   191281 tatcttggct cgtttaatca ttagccaatc aggtttaggt cgtggtttaa 
gccttaaagc
   191341 gattgttgtt cgtaagtctt ctgacggtga cttggctaaa cgtgcttctt 
tacttcgtcg
   191401 tgactctatt cacggtactt ttgcaggtac aatctctgtt gatgaagaaa 
acgaagcaat
   191461 tatcgctaac ggtaacttca tcaaagtgat ctatgcgtct agcccaagcg 
aagtagacta
   191521 tactcaatac ggtattgaaa acgcgctttt aatcgacaac actggtaaat 
ggcgtgatgc
   191581 tgaaggccta agccaacact tgaaatgccc aggtgttgca cgtgttgtat 
taactgcacc
   191641 aagtaaaggc gaaatgaaaa acgttgtatt tggtgtaaac aactctgaca 
ttttagatga
   191701 agacaaaatc atctctgctg caagttgtac aacaaatgcg atcactccaa 
ttcttaaagt
   191761 attggatgac aaatataaag ttcttaatgg tcacgttgag acagttcact 
catttacaaa
   191821 tgaccagaac ttaatcgata actaccacaa agctgatcgt cgtggtcgtg 
ctgctacatt
   191881 gaacatggtt attactgaaa ctggtgctgc taaagctgtt gctaaagcat 
tgcctgcgtt
   191941 aaaaggtaag ttaactggta actctgtacg tgttccaaca ccaaacgtat 
ctcttgcgat
   192001 tttaaactta acgcttgata aagaagttga tcgtgaagaa gtgaacgaat 
acattcgtca
   192061 aatttcgatc aactctaacc ttcaaggtca aatcggttat accaactcta 
cagaagtggt



   192121 atcaagcgac tttatcggtt ctcgtactgc tggtgtatat gatgctcaag 
caacgattac
   192181 ttctggtaac cgcttaactg catatgtttg gtacgataat gaagtaggtt 
atagctgcca
   192241 agtattacgt attgctgagc aaatgtgtgg cgtaagctat aaaaaaattc 
ctgcagaaac
   192301 taacgcttaa tctgttttaa cgttagataa aagaatgtga caaaaagacc 
cagtttagac
   192361 tgggtttttt tacaaccgta caaaatatat gctgattatt ttttagaaat 
caatgagaat
   192421 acggtttaag gaacaaaaag aaatagtaag ggattggaat tgcagcagtt 
taaaagatta
   192481 ttgatcgtct tcttttttat tatcatcgcg aatatatgtg gtgtacttat 
cgccatttgg
   192541 gtgtttaaac attttaatat ttatattccg ttgaaaaacc aggcagtagc 
gatcgattta
   192601 caagagccat tacaggtaca agttaaagta aaagatgctt taaatgtcga 
tgttaaaggt
   192661 cgagtgaatg ctaatattcc tattaatgag aagttaaata ttcctttaac 
gcagacttta
   192721 acaccacgtg tctatttcga taatatggtg ccgattagta cggttattcc 
agttaaagaa
   192781 actttaaaag ttgagcaaag tttgccaatt gacacgaaag ttcaggtgag 
agtgcttggt
   192841 aaagatatta ctttgccatt aaaaggtaat attcctttac agttagatgt 
acctattgat
   192901 attcaagttc cactcgatca gaaagttcat ttgaagtttg atgcgccagt 
aaaaacggtc
   192961 ttaaaagaaa atcttcatat tccattaaat gctcaattaa aaacaaatat 
tccaattcag
   193021 ggaagtttga atgtcccggt gaaaacagct ttaaatgcgt cggtagatgt 
aaaaaatacc
   193081 ttgcctgtta aaatcgagca tggtgagtta aaaataccac tatcgagcat 
gagcctgaat
   193141 cgcgttaaat ctggcgaaga tcactcttca cctgttcaga accagacaaa 
ataggtgaat
   193201 ggcttatgtt tggctcatta aaaagtatat taatcagttt ctttctgatt 
atgatactca
   193261 cggcaatctt attttggttc tatttaaaca tacaggcttc agttgtagtt 
tcagcacatg
   193321 agtcggatat tcgtttacca gaatcattag aaactaaaat acatgttggt 
aataatttgc
   193381 aggtccaatc gataggtaaa ttagacacat ctattgatat tgaccgtcag 
atttcagttc
   193441 cattaaaagg aagatacttg gctgatttag agtttgaagt cgagactcca 
attacagtaa
   193501 gtgttgatta tgcgacaaca ttaaaagtcg atcaggtaat gcctttagaa 
acaaccactg
   193561 atttaattta caaaaataag ttattaccaa ggtttccatt aaaattaaat 
atcccgatta
   193621 aacttgatat tccatttcag ttaaaacgta gttataccat tccggttaaa 
attgctttta
   193681 atggtccggt ttattttgag tttgacgaat ctataaattt gccaattaaa 
catcagttta



   193741 acccaagttt gaacgttaac gatgcaatgg aaatggggaa tatttcaagc 
tttaatgcca
   193801 ttatgtataa ctctgttcag cacactaaag ctaatttgga catgaagatg 
gatttacctt
   193861 tacgtaatgt tcatccttag gtaattaatc aataaaatta gaccatggct 
tgctgtaggt
   193921 ttatatcctg ataaaaagaa ataaaataag cagcaggaaa gtagaattct 
ctcgattttc
   193981 tattcgagaa ttttctgaaa atatggcaga ataggcggtt ttagagtttt 
tagaggattg
   194041 gcaaatgcgc tttgttgatg aagcagtcat taccgtagag gctggcgacg 
gtggcaatgg
   194101 cgtagccagt tttcgccgtg aaaaatttgt accatttggt ggcccagatg 
gtggtgatgg
   194161 cggacgtggt ggaagtatct atattcaagc agatgatgat acaagtaccc 
tagtcgatta
   194221 ccgttacacc cgtaaattcc gcgctgagcg tggtaaaaac ggtgcaggtg 
ctaactgtac
   194281 tggacgtggt ggtgaagatg tggttttaaa agtacccgtt ggtacaacaa 
ttgttgatac
   194341 agattcaggc gatattattg gcgatctggt agaagacggc caaagagtca 
tggttgcaag
   194401 cggtggtgaa ggtggtttag gaaatactca ctttaaatca tcaaccaacc 
gtgctccacg
   194461 taaatgtacg acaggtacaa aaggtgagtt ccgtgaaatt cgccttgagt 
tgaaagtatt
   194521 agcagatgtt ggcttattag gtatgccaaa tgctggtaaa tcaacattta 
ttcgtgcagt
   194581 aagtgccgcg aaaccaaaag tagcagatta tccatttacc actatggttc 
ctaacctagg
   194641 tgtagtagat gctgaccgtc accgctcgtt tgtgatggca gatattccgg 
gacttattga
   194701 gggtgcagca gaaggtgcag gtttaggtat tcgtttcctt aagcatttag 
cacgtacacg
   194761 tattcttttg cacattattg atgtacaacc aattgatggt tcagacccgg 
cccataatgc
   194821 taaagcaatt atgaatgaac ttgccaagtt ttctcctact ttggcgaagt 
taccaattgt
   194881 attagtactt aataaacttg atcagattgc tgaagaaagc cgtgaagaat 
ggtgtcagca
   194941 tattctagat gagttgcaat ggacaggtcc tgtctttaag acctcgggtt 
tactcgaaga
   195001 aggaaccaaa gaagttgttt attacctcat ggatcagatt gaacaacaac 
gtgaacgtga
   195061 agttgaagat cctgagtacg cagcagaagt aagagcattc cgtgaacagc 
ttgaagctga
   195121 aacacgtgaa cagaccattg cagcgaagga agcataccgt gctatgcgta 
aggcacaacg
   195181 ccttgaaagc atgatggacg atgatgatga cttcgatgac gatgaagacg 
atggtgatgt
   195241 agaaagcatc tacgttcgtg attaaaaaac cgaggaaaac atgatagaag 
tggtcgatgg
   195301 gcaacgtaag ctcagtgagt gtaaacgaat cgttgttaaa atcggatcat 
ctttactcac



   195361 ggcaaatggg cagggtctag atctggacgc tatttcgcat tgggcgaaac 
agattgcaga
   195421 tttacacaat gctggacatg aaattatttt agtgtcttca ggagctgtgg 
cagaaggtat
   195481 ggttcgtatg aagcttgcga gtcgacccac cgatctaccc agtcttcaag 
catgtgccgc
   195541 aattgggcag atgggcctaa ttcatacttg gtctagtgtg cttgaaaatc 
atagtatccg
   195601 aactgctcag gtgttgttaa cacatgatga tttggcagac cgccgtcgtt 
acttaaattc
   195661 atgtgatgca ttgcagaact tgattgattg gcgtgttatt ccggtcatta 
atgaaaacga
   195721 tactgtatct accgatgaga ttcgttttgg tgataacgat acactcgcag 
ctatggttgc
   195781 tggtcaagta catgctgatt tattaattat tttaacagat cagcaaggta 
tgtttgattc
   195841 agacccacgt cataaccctg acgcaaagtt attatcaact gtgcgtgcca 
tggatgatgt
   195901 tttatttgaa atggctggtg gtggtggtgt gcttgggcga ggtggcatgg 
tcactaaagt
   195961 tcgtgctgca cgtttagctg ccaagtcagg ttgcccgaca ttgattgcta 
gtggtgaaag
   196021 cgataatgtg ttgtcacgag tgatggcggg tgagatgctg ggtacgttgt 
ttacgactga
   196081 taaagaccgt atgacagcac atcagcaatg gcttgctgca catttacaaa 
cagcgggtcg
   196141 tcttgtaatt gatgatggcg cagttgaagc gattaaattg aaacatcgca 
gtttattgcc
   196201 tgttggggta aaaactgttg aaggacattt tgatcgtggt gatgtggttg 
aatgtgtcga
   196261 taaacaaggt aaacgtgttg cggttgggcg agtgaatttt agctctcgtt 
ctgctgaaat
   196321 tattaaaggt ctttcttcag acaaagttta ccaagtactt ggtgaagccc 
gttcattaga
   196381 aatgattcat cgcgatcata tggcaattta ctaagttgtt ctaaattaaa 
aaagctcgca
   196441 tcatgcgagc tttttttgtg gggttaatga gggcaagatt cgatcttcac 
cgaccataaa
   196501 aggatgtgta gcaagactaa gcatgtctaa atcttctgag ctatttccat 
acgcatagat
   196561 tcgctgataa tgttttagag aatattgctc atgtattctt atcttctttt 
gctcactact
   196621 acaatccgga gttgagtagt aacctgtcat catgccattt ttaatttgag 
tctctgtaca
   196681 aattaattca atatctagta gtttgcaaag tggagcaaga tagatatcaa 
tggaagcaga
   196741 aactaatacc acttgatcac ctaatagctg gtgttgctgt aattgtgcaa 
aaatttcagg
   196801 tgaaagtgca gagacgagtt cttgtgcgta ttcttcgcct agtctttgca 
attcaattgc
   196861 aggagtatct ctgaacatgc tacgaaatag cttggcacgc atcgcatggg 
ctggataaaa
   196921 gttaagataa taggcttgaa tccatggcag gattttcaag ccttgcttca 
caatatggcg



   196981 tttagacaac gcataaaaga tgaaccctgt aaaactgtct ttactgcaca 
aggttccatc
   197041 aaaatcgaac agggcgagat tttttatagt tttattcgtt tcgctcgttg 
catacatgtt
   197101 tcatatcgtc cgtttacgcg ggttgcatac cagttagtat tatagtcacg 
acttagttta
   197161 ggcccagaaa tcaccacttg cggcataatt gcatagagcg gatctttgcc 
agtttttgat
   197221 ttataaagtt tagtcagcgc aatataagtt tgagtactct caaacttttt 
ctctttttct
   197281 aattttagat catcacgaat ctgtcttggt gtaactaaaa cattattact 
agcaaatacg
   197341 gtaattagtt ctttttctga ctcgctttga gttgcgcgtg gatcaccatc 
ttttgtgtaa
   197401 aggagtagat cgccatcaag acttatatcc ttgtcggtga gttcttttag 
cattttttga
   197461 aaagctgcat tacgactaga gtacatacca gagttgtaat ctgcaaaacg 
ataaatggct
   197521 ttatcataat ctgccggata aaccattaaa cggtgaattc cataatatag 
gccgccatac
   197581 tcggtatata agtcatcacg tagtgcagca gtattcatac ttgagcgttt 
gtttgcttta
   197641 gcatagttaa tatgaacttg cattgaaccc agtgtagtga tcggattcat 
tttttcgcca
   197701 atatcttgtc caactaattt agctgcgcca gttaaagcac tcacgtgata 
gtgtttggcc
   197761 ataaagtcga aaatttctcg gtaaagtaaa tcaaggtctt tctcggtttt 
aactttacgc
   197821 atctgactca tatagttatt gtcaggagaa ggttgcgttc ttagtacttc 
ttcaaagtaa
   197881 cctgcaattg ttccaccaat ggttttgcca agcttatctt caaatttttc 
atttaaacgt
   197941 gtactgactt cctcaaccgc tttttgtcct aatccgggca cttgaggatt 
ggcgacaaaa
   198001 ttggattctt gatcaacgac cgccacaata ctacagacat tttgtttggt 
tttaggaatg
   198061 tctaagtctt tcataatgtc atcaatatct ttagcccatg actctcggtc 
atgcacacga
   198121 gatggaatga gacgtttgat ttgctggctt tctaattcag gctcatcatt 
atttgaccac
   198181 caggctttat ctccacaagc agctaaactc atgcatacgg caaccatacc 
gaatgattta
   198241 aataaaaaac gggaagacaa cggtttgttc atggagagga ggacacctac 
ataaaaagat
   198301 gagctgatca agcggatgaa gtatactatg ccgatcatca attgtatgaa 
tatatatgta
   198361 tattggtccc tatcaactgt caaataattt aattgttgcc cctatggccg 
gtgtaactga
   198421 ccgtccattt agaacgctgt gcaagtattt cggtgcgggt catgcagtca 
gtgaaatgat
   198481 gactgctgac aagactttac gtatgactaa aaaaagtctt tatcgtgcta 
attttgatgg
   198541 agagttagct ccaatttctg cacagattgc tggttccgat ccggaacagt 
tggctgaagc



   198601 ggctcgttac caagtcgcaa atggcgcgca aattgttgat atcaatatgg 
gatgtcctgc
   198661 aaagaaagta tgtaataaat tagcgggttc agcattatta caagatgaag 
atttggtagc
   198721 tcgaatatta gatgcagtca ttgcagcagt tgatgttccg gtaactttaa 
aaacccgttt
   198781 gggattttta aatggccaag agaatattct acgggtggct aagcgtgccg 
aagaggctgg
   198841 catcgctgca ttagcactac acggccgtac acgtgaagat atgtatttaa 
ataccgcccg
   198901 ttatgaattg attaagcatg ttaaagaatt aatccatatt cctgtgattg 
ctaatggtga
   198961 tattgatagt cctgagaaag caaaatatgt actggactat actggggcag 
atgcaattat
   199021 gattgggcgg gctgcacaag gtcgaccgtg gatttttcgt gaaattgccc 
attacttaaa
   199081 aactggtgaa caccttgctg ctccgaatat tgaagaagtt aaagaagtgc 
ttttagggca
   199141 tttgtctgag ttatatcagt tttatggtga atactctggt tgtcgtattg 
cccgtaagca
   199201 tattgcttgg tacaccaaag gtttacgctc aagtaatgag tttcgacaaa 
atatgtataa
   199261 agttgaaacg actgctgaac aagctttagt tgttgagagc tattttaatc 
aattgcttgc
   199321 tgaaggtaat ttgatgagcg atgttcaggt tgaacaggtt aatttattag 
atactcacta
   199381 aaataaagca accagtacag agactggttg cttggaattt ttacctattc 
attgtctagc
   199441 atttcaacga ccagttgatt aaccagatca ggtgcttcaa gttcacgtat 
ttgtgcaacg
   199501 ttacttcctg cccaaaaagc accaaaaccg taatcttggt gtttgcttgc 
aagagcattt
   199561 agttgctttg ctaaatcata ggtataagga tattcgggtt gtacagggcg 
agtaggtgaa
   199621 tcaatttttg tatgccaatg gttgagtatc ccccgagcag ggcgtccaga 
aagactagca
   199681 ctaatctgtg ttacaggttt actaaatagg gctttgcgat attcggcaga 
agcatttgaa
   199741 gtttggcatt gaacaaatgc tgtccctaat tggactgcgg ctgcgcctaa 
gcccaacata
   199801 tgtttggctt gtaagccagt cattatgcca cctgcggcga caaccggaag 
tgtacagtgc
   199861 tgcacaatca gttgaaccaa gtcactagtt ttaattgccc catcaaaagt 
ttggttgaaa
   199921 atccctctat gtccgcctgc ctcaatccct tgggcaataa taatatcgat 
acccgctgcc
   199981 tcaatagctt gagcttcgat caaattagtt gccgaaacca tagtcaaaat 
accagcctct
   200041 tttaaagctt taatttgatg cggatgcgga ataccaaagt gaaaacttac 
tgcttttggc
   200101 ttagtttcta aaacaacatt taaaaaatca tcattgtcta aaaaacttgg 
atagatacag
   200161 tgtaattctt ggggcggttg agcaccaaat ttttcaaaat gaggacgtag 
gtaatcaagc



   200221 catagttttg ctttttctac attaagctca gtcgattgat gacagaaaaa 
attaacttga
   200281 aatgggtttt ccgtgagcgc ttgagttttt aaaatttgtt cacgtgcact 
ttgtggtgtg
   200341 tttgctccta agcctaatga tccaaggcct ccttgatttg aaacctcggc 
tgctaattca
   200401 ggagtagaga cgcccgccat tggagccaga aaaattggat gtttgattgc 
aagttgttgt
   200461 aataggctca ttttattcac ctcaattctt tctcttcacc ataacgtgaa 
aatagaatga
   200521 agagcaaata atattggcta tttaattttt aaatattaag agtcttattt 
aaaaaactct
   200581 cttataaagg agtgacatta aataaggaac caatccagct tgaaaaagcc 
atcgctaaaa
   200641 taccccataa ggtaatacgt aaactacctt tgattttaga agtgcctgca 
aaataactcg
   200701 aaagggcacc taaaattgct aatgccgcga tacctgtaat aaggacactt 
ggcataatta
   200761 aatgctctgg gctaaacaaa atggcaagca tggggaaaaa tgccccaaat 
gaaaatgaag
   200821 ctgctgagga gagtgctgct tgaattgggt ttgccgccgt attttcatga 
ataccgattt
   200881 catctcgggc atgtgcaccc aaagcatcat gagttgtaag ctgaatagct 
acctcctttg
   200941 ctagttcttt tgaaagtccc ctagaaatat agatttgagt taattcatcc 
aattcttttt
   201001 gagggtattt ttttaattct tttgcctcaa tagctaaatc tgatttttca 
atatcttctt
   201061 gagatttaac agaaatatat tctccggcag ccattgaggt tgcgcctgaa 
atgagcccgg
   201121 caacacaagt gataaataga gtatgtgagc ttgccccact tgcagccatc 
cccataatta
   201181 agctagtcac tgaaataatg ccatcattag cgcctaatac tgaggctctt 
agccaacctg
   201241 agcgctgaat ggcatgatgc tctgtatgat gtggaaaagc catgtgtttt 
tccttattaa
   201301 tgttttataa atgctatgaa attttacaat ttattggtca aaaaatatgt 
cattattata
   201361 ggaaatttag ggataagaca gaatagatca ataataaaaa tggagattaa 
acaattattt
   201421 taaaacatcc ttaacctaac ttaacgatgt aacttattat ttttaattat 
aatatttatt
   201481 gatcattcca aagacttgcc ctccctaata agtctaattt actgtagagg 
tgaaaatgaa
   201541 aaatatcaaa acaataaact ctataacaca ttcaatatta ctgatgggag 
cagtgatctc
   201601 ttctttggga atgatcggta taagttcagt ttatgcacaa gagcaagtcg 
accctgcata
   201661 taagcccggt aaccctattt atgataaatg ggatagattt tataaaattg 
aacagtctca
   201721 accgcaagaa gcagaaaaaa tattagttga gcttagtaaa ctgacaccaa 
ccgatattaa
   201781 agtctggaaa agtcttactt atttacagat tcgacttgaa aaaagggaag 
aagctttaca



   201841 aagcttaaga caagcaagaa atttagctcc tcaagatgac accttaaaat 
tacaagaagc
   201901 ttatttgctg aatcagcaga aaaaagatcg tgaagcattg gttttattta 
aagagttaag
   201961 ttcctcttca gaccctgaaa ttgctgctaa agcaactcag gcagttaaaa 
atttaagtgg
   202021 gggagaagtt aaaccatatt ttagagatat ttattttgca ccgtcttatg 
agtcacggta
   202081 tgacgatgtt atttttcctt taaaaatgag gtatggcaaa aacatcgata 
acgggcgagc
   202141 ccaagtatat ggctttctta atttaaaccg cgatactcaa tcacaaggtg 
gggtccgacc
   202201 tgaaattatt gatgaaaatg cagccacttt aggggtgggg gcaaattatc 
aaccatggac
   202261 ttccattcct gtgcgagcct atgtcgaagt tggtggaagt tatgacttga 
ttgatagaaa
   202321 tagaaagcga tttcgtgaga gtgttgtagg cggtgtaacg ggttatcaag 
aatggtattc
   202381 acaatcaaac tgcgatcatt cactttgttt agataattat tttactgact 
tgtatggcaa
   202441 tgtcgcgact tattcgagag aggactataa cgttattggg gacttacgct 
tacgcacagg
   202501 tttaaatctc tataagggtg agagtgggac tgtgcaggct tatgtgaaat 
tgcatggctt
   202561 agcggatagc gaagatgaat attacaataa tttatttgaa tatggtccag 
gcatttcatg
   202621 gcagcctttt aattatcaac cgataaaact acgggttgaa cgtctatatg 
gcaattattt
   202681 taaagacgta ccggttaata caaaagatca ttacaacaat actcgtgtag 
aacttgtttt
   202741 ttataaggat ttctaataat gaagaaaatt tttatttcaa ttgtatttgg 
tactcgtcca
   202801 gagctcataa agttggctcc ggtaatttta ttagcaaaac aagactcacg 
atttcaggta
   202861 gaagttattt ttacaggaca acatgatgaa ttagttcgag atgcgataga 
tttctttggg
   202921 gttgaaattg accatcgcct taaaattatg aatgctggac aaagcctaaa 
tcagctttta
   202981 attcatggct taacgcaact tgaaaatatc tatacagatg gtcaaaaaag 
agatgcaatt
   203041 gttattcaag gtgatactac aaccgtgtta gctgctgggc tagttgcatt 
ttcaatgaag
   203101 attcctgttg cccatgtcga agcaggctta cgttcttatg atttagatca 
tccgtttcct
   203161 gaagaaggca accgtcagtt agtttctcgt attaccaaat ggcattttgc 
ccctacagaa
   203221 caatcaaagc gtaacttgtt aaatgagcag attccacctt cattgattac 
agtgacagga
   203281 aatacggtag ttgatgctgt atatttagga aggaaactca tagctgaaaa 
gacaggtttg
   203341 aaaaatcaac ttgagcctta cggaattgaa ttaaaacaaa acgataaagt 
tgtacttata
   203401 actgctcacc gccgtgagaa ttttggcgaa ggaattcaga atatttgtaa 
tgctgttgag



   203461 tatttagcaa aacagcatcc tgatttacat tttatttggc ctgtacattt 
aaatcctgct
   203521 gtacataatg tagtgcacga taaatttaaa agtcatgctc aaattcatct 
tgtgaagcca
   203581 ctcgattatc caagtttatt ggccgttatc gaccgctcca cctttatttt 
aacggactct
   203641 ggtggtttac aagaagaaag cccatcattt aataagcctg tcttaatttt 
aagagacacg
   203701 actgaacgcc cggaagtggt agaggtggga gcaggggtat tggttggaac 
aaatcagcag
   203761 aaaattattg aagaggctga gaaactttta acggattcgc agcattacca 
aaaaatggct
   203821 catgttgaaa atccgtttgg tgatggacgt gctgcccagc gaatattaga 
tgaaattgcc
   203881 agaacttata actagagatc atttattttg agtttttggg ttcgtttatg 
gtggcgggtg
   203941 tgctgccata aacgagtcga taccatagac cgacaatata aacggaccat 
cggcccatat
   204001 agtgggggcc atcaaaaata taaatttttt tcccttcata cgccttaatt 
tgagagataa
   204061 tttcccaagg ataggctgca cgaaattgac catttttctt ggttcgaaat 
gcttctaaaa
   204121 caataaccgt tttatctttt ccaagtgtct gttcaagttg atctaaaata 
cgtctagctt
   204181 gttcgggagt tcgtactccg acacctacac catcttggaa aaaaacgcct 
gcttgttgag
   204241 gaagccagct tttaacccat aaatcgtagt tttcaggttc actttcacca 
ctataaacac
   204301 taacccaaat aggtgagggt aatttttcca aaacatgtcc taaggtactt 
actcttagcc
   204361 atgttgggtc ggcttctact ggaaaataat agccttttaa agatgtatca 
ttttgttctt
   204421 gaataatttg tgcagatttt tcacccaaag caacgacatt agcacgcgct 
tcgtgttcat
   204481 tatattcacc tgctagcccc aatataagat ttttggccca aggttgctgt 
ttaatttttt
   204541 gtaaatcaat ggctttttcc cattgaggaa gattggagtt tttccaccaa 
gatttagatt
   204601 caacgactga ccattgggga acaaaagtat ttattcctaa gtaatgccag 
tttcctttag
   204661 gaggagtagt atcattgtca ggttgccaga aaataccctc aataatggga 
ggttgcccat
   204721 gatttttgaa caaccccgca taacccacta cactacatat aattaaaata 
ataaaagcag
   204781 ttattttaat tggtatctgt tttttcatta ttacgtcgta accaatacca 
caagaagatc
   204841 actattatca taattgcaga gataatcaca actaataaaa agaatgatga 
ttgctgaact
   204901 aatggcgctt tttgattacc tacaattaat ttttgaagaa cataaatatt 
gccgttttca
   204961 gacactagca ttttggtcac attatttggg attttatgct gtatttttcc 
ccataaatgc
   205021 ataaaggttt gtgcaccgtt ttcagagtct gtaattacat cgaagcggtt 
attgttataa



   205081 cttacgataa agccattcgc tgctgcgggt gcataaataa tattttgatg 
cattaagact
   205141 tgttgctgat aaatctcttt gttcactctc acattcactg cttgtggaga 
ggtcggagaa
   205201 aagcgtacta ggttcactgg cattggtgct tgtgtcagca gcatattttt 
agcgacttgt
   205261 cctaaaataa tggcaatatt taatgccccg gattggtcat caattgcgat 
tgttggcttg
   205321 gtggctaagg tcattgaaag agcggcaaca ccatttttaa gtttatgggg 
aagttttacc
   205381 gttgatttgg cggtatcaac ccagagtgag ccgtgagcat tgggtaaaca 
ttgagagttg
   205441 gcaataaccg agttttcaag ttttaagcta aagttggttg tatttgaaat 
ttccttggca
   205501 aagatgttga actgtcggtt tacagggtcg gatgcgagat ccgccgtttt 
catacttcct
   205561 gcaagtcctc catcaatcca tgctgtaatg tttgaacctt gtaatagtcc 
actttgaata
   205621 cgaagtgcga tttgcccttg cagaatatca gtaggttgcc atactgccgg 
aaaatcaaga
   205681 aataaattct tttcggcatg atttagtcga aaatcctgaa tacctagatc 
tgcaagcgta
   205741 tcaatttttt taaattgcgc ccaagttggt gctgaaattg tagttggaaa 
aatagcgctg
   205801 cccgtatcaa gctgttgcac ataagttgga ttaattagcc cgttaatggc 
agcggtaagc
   205861 tcttgtggag tgtgataagt aatagatagc gtcggtacac cttcagccgg 
tttagcaatt
   205921 tgtactaagg ctcctccttt gagtgggctt gccgaacgaa tcacttcaat 
aataaagttc
   205981 gtttcaggat ttagattggt ttggcctgaa tcaacccatt caattggcgt 
tacggagctc
   206041 cacgaactta ctaatcggcc caacatagag gcttcggtaa tttctttacg 
gttatatttt
   206101 aagatcccga caaaaggtgt aggtcgtcta gcctgagggt taaataaagc 
gtccggtaga
   206161 tcttttaaac ggtactcatt tcgaacaggc gtaaagtcga gttgggaatt 
actcaaataa
   206221 gttaagtgat caatatcttc tgtacagaat gtttcttttg tttggttaag 
cgtcgttggt
   206281 tttgcatatt gttgaataat aaaatctaaa cggtgaaaac cgctctggct 
ggcaggaata
   206341 ttaaatttga attggccatc accattaagc gtagtgttat aaatgagctt 
atcgtcatat
   206401 ttgacgagta ctgttgtgtc attttcagtt gagtagtcac tcgaaaactg 
aatgttttgc
   206461 cattcagcac cttttccaat atagaaaaag tgaggctcga ctgtatattt 
agtcgaggta
   206521 ctaatatcgt cgagtttcca tgtataagca tgagtagaca tgccaagcaa 
aaaactggtg
   206581 ctggcaagga gcacttgagc tgtttggtaa agatcaaaag tctttttcat 
ttattttttc
   206641 tccttgctac gttccgtttt gtaccattga agggagttgc cctgtatttt 
attttttagc



   206701 atgtcgaacg cggctttaaa cacaataaat aagaagattt gtgaataact 
tacgtaagat
   206761 aagaccgagt aaaagtaaag ttctggttta actttttcta aagaaagcgt 
aaaccacatt
   206821 tgtgctacat agagacaaaa tgagagtccc cacagtagtg taaatggacc 
aggaactgaa
   206881 atacctgcaa tatcaagtaa gccaagcgtt aaggtaatat gactccagaa 
taaagccggt
   206941 acaaaaagga tatagcacat aatgttattt agaatttcaa ttccgattgg 
gaatggagtt
   207001 ctcagtgcta cgggtaaata tttgcgtgtt acataaaaat taccttgagt 
ccagcgtgag
   207061 cgctgtttaa cgaatacgct taacgaagga gggtcctgtt gccaaccaat 
tgcataggga
   207121 acccatttaa ttcgtttttg tccgataaaa attcggaaac tcatttctgt 
atcatccact
   207181 aacgattttt catcaaaacc gcccaaagtc tctagagcat cgcgccagat 
gacataattt
   207241 gttcccatta atgttgatag ttcaaaacgt tgccagcgtc caccttgaaa 
gatccattgg
   207301 aaaaagatga attcaatcgc aataaagcga gtcaaaatac tatcttgcca 
gttacgggtt
   207361 ctgactttgc catttaccgc cactaacttt ttatcggcta acaaggtttg 
ggcaagtaat
   207421 cggacgcaat cgggttcagg agtactatcg gcatcataaa caacaattag 
ctcacctttg
   207481 gcatgaggaa gaccattatt aagcgttctt gatttacctt taccacccat 
acctttgggt
   207541 acattgacaa tttttatgca aggataaatt tttgcgaggt tttctgcgat 
ttcaagggtg
   207601 ttgtctttgg agccatcatt gatcagtaag acttcataag actctgccgg 
ataatcctgt
   207661 tgagcaatgg catgcaaagt gtcctcaatc acaacgcctt cattataagc 
agggatcaaa
   207721 acacttaaga ctggccatct ttctggtatt ggtaagtttt gcagctcttt 
ttcagccgtt
   207781 ttggaatact tccacgcttg atagcttaac catgcccaaa atgcttgtgg 
aatccaaata
   207841 cctaaaaagc caaataaaaa caggatatca attggagcca tttttacgga 
ccctcctaat
   207901 aatagaagag atgagcagca ataataaaat tgccccgacc actaaggaga 
tccatgaaat
   207961 atagctacca aatgtaccga gtagatccgg atacgtcgtt gttaaaatca 
ggtcaagtgg
   208021 aacaacaaca atacttaaaa taataaatat ataacctata agattcgtac 
ttacatgttc
   208081 aggagtactc tcataatcaa tattattaaa gttccaagaa atgccgagtt 
gaggatatcg
   208141 aatattagat agaggtaaat cggcaggggg attaatgata atttcataac 
ctgaaacatg
   208201 gccgttaaaa ctcttggccg agtaaaataa atgtgggcct tgtctgactt 
ctcttgaggg
   208261 taatggtaaa tttgctgaat ttagctggat aatataacta cccgctggtt 
gagaaattaa



   208321 attttcatcc catcctgtac tcacaaaagc agccattggg cgtaaaccaa 
tagcggtcga
   208381 aaaagttgct tttgcggcaa aatattgagg ttgttcagtt ttaaaaagca 
caataggaat
   208441 agcaccttgg cttactgctt cttttaacaa gaaatagtga ggaaaaccga 
atacttcgtc
   208501 tggcaagata atgccgggtc taattccgtt atggataaac ttttggaaac 
tttcagagct
   208561 aatctgatca atcgtaaaga caggccacca tgtatcttgg taagggaaaa 
acatggaaag
   208621 atcactagga ctttgaacct cggcttttat ttgctcagct ttaatttcgc 
aatgataata
   208681 ttgtcgatag aactgttgta atgtggcatc tggatattgg ctagaggcga 
ttacaattcc
   208741 acaaatatta agaagattag acattagctc atctcctcag gtggaatagg 
aacaattttg
   208801 tattccacct caagacgcaa agtcgtaatt tcttttaatt tttttaagaa 
tatagggtct
   208861 tcttctgttt tctgctggcg aatcataata ctgtaaatat tttccagatc 
atcatctgca
   208921 aactggaaaa caatctcgtt gggttcatgc tggcttaaaa ttttaatcat 
ttcattttga
   208981 gttgttttcc agacatcatc gcctaacatt tctttaatta gactgcgatt 
aagaattcga
   209041 atttcgaata cttcataatc ttgtacattg tggtgatcaa gtaatttaaa 
aaaactacgc
   209101 tgaaagtatt ttaaagcact gagcgggaaa atatcgcggc gataatttcg 
gtcatagctt
   209161 tgaatatcac ggtatttctg tacattaatt tcaatattgt ggcgtacagc 
acttagaaag
   209221 agcggtatta ggggaataat gaataataaa agtaactgac gttcaatatg 
tgtttgtgcg
   209281 cctaagtcga gtaaaaagta tacggcaacc ccaataaaag cgactaaacc 
tacaattaaa
   209341 gacaaaccga cttctaaaaa agcacctgaa attaaaagaa gaagaataaa 
aatccaactt
   209401 cctctaaaac tcacaggcag ccactcgtat gcaaccattc ccataaatag 
atgagctgcg
   209461 ataatccata agacgagtgt tctaccgggg tgtttttgtt gcatgtggcc 
tatgctacct
   209521 tttttgtaat gttaattttt ttatactttt ataatgaaag gtgttgattt 
gcgaagtagt
   209581 tgttgtttct gtccttttta gtatctatta tgtttatttg tagattaaag 
ccactgtata
   209641 gtcaaacctt gttattaatt tttcatcaaa aataaacaga gcagactcaa 
ttgttatcta
   209701 aatattcttg aaagtttcaa ttgctttaag gcgtgtttct tttaaatcta 
ctatgggttt
   209761 tggataattt aaaccaagat cggttttgct tgagtagggt tcatgaatcg 
ttttattgtc
   209821 caaatgagcc aattctttca cccattggcg aatatactca ccctccggat 
caaacttctt
   209881 tgattgagca attgggttga aaatccgaaa ataaggtacg gcatctgttc 
ctgttgaggc



   209941 acaccattgc caaccgccat tatttgcggc gaggtcacca tcaattaaat 
gttgcataaa
   210001 ccattgttca ccaatgcgcc aatcaatcaa aagattttta cataaaaaca 
tggccgtaat
   210061 catacgtatt cgattatgca tccagcctgt ttgtaaaagt tgtcgcatcc 
cagcatcaac
   210121 aataggaata ccggtttgac ccgtttgcca tgcggttaaa tgttctggat 
tatggttcca
   210181 tttaatcttc tgagtatctt ttttaaacgg gatgtgttta gaaacatgcg 
gaaaatcaaa
   210241 taaaatatgt tggtagaact ctctccaaag aagttcgtct aaccatattt 
gttggccctc
   210301 attgactaag tgaaagttgc catgttgatt acgaaagagt gcttgtaaac 
actgtcgaat
   210361 agataaaata ccaatattta aataaggcga aagcttactt gtaccttgta 
tatgaggaaa
   210421 atcgcgctcg agtttatagt gacaaaccga ttcttcaata aattgatcta 
attgttctaa
   210481 tgcgtattgt tcgccaacag gccataaatc ttgctgttct tttgagagag 
atgggcaaaa
   210541 tagtttttca atttcgtcta aatcaatatt tttcccctgt aaaaaatcta 
gtggtacttc
   210601 attttgttta ttagggaccg gataacattg aggtaaaccg cttgtgtcga 
gctttgtata
   210661 acaagctttt ttgaatgcac taaatacttg atatggttgt tgtgattggt 
tacggattga
   210721 acgtaaagga aaaatagtac ggtcatggaa taaaaatagt tctttgccat 
gccgatttaa
   210781 atagtcttgt accgttttat ctctttttaa ttcatttacg cctatttcga 
tattggcata
   210841 cacgttttca atattatatt tcttgctgaa atcagaaata aagtttgcga 
tctctttcca
   210901 atagggaatg acttgaataa ctagtggaat atgcagtgct gctaactctt 
tctgaagcgt
   210961 tctgagttgt cgtaaataaa aacctatttt tattggagca tcggcgtgtt 
gtttccattg
   211021 ctctggcgat aagatgacta aaccgagtga aggtccttgc tggctggcgt 
gccataaagc
   211081 tgcatgatca tgtatacgca aatcttggcg aaaccaaatg agctgataag 
catttgacat
   211141 gcaagtccct aaaaataaat taactctatg aatattatat aaattaaaga 
cataaaaaaa
   211201 gcaaagccga agctttgcct tttattatct tctaaaagaa gacttagtgg 
tggtgaccac
   211261 ccgcaccgtg tacgtgaccg tgatctaatt cttcttgaga agcttcacgg 
atttctacga
   211321 tttcaacttc aaaagttaaa tcttgaccag caagtgggaa gtttgcatca 
acgataacgt
   211381 tgtcaccttc aactgcttta acagtaacga tttgaacgcc gtcatctgtt 
tgagcttgga
   211441 attgcatacc tggttgaatg ttatcaacgc cttggaacat ttgagcagga 
acttcttgta
   211501 ctaggtctgg gttatattcg ccataacctt cagcagctgg tacgttaaca 
gtgaatttat



   211561 caccaacagt cttaccagtt aatgcatttt ctaaaccagg aatgatgttg 
cctgcgccat
   211621 gcaaataggc aagtggttca ccttgagatt gatcaagtgt ttcaccctca 
gcgtttgtta
   211681 atttatagtg gaatgaaacc acgtggttat ttgcaattgc agtcatgttt 
ttgatccatt
   211741 caatcaatta aagcgtacat cataaagtga aaaataaatt ttgtagacta 
caaaatctca
   211801 atctttaaca ctttttctaa tgcgttttta tctaaatagg gatgaactta 
aaaaattcaa
   211861 ctcaatacag cttaattttt ggtcgtactc gtcttgtaag taaatctttc 
attgtgagta
   211921 gtccagcttg agtgtaaccg tgaattgttg cttgatgtaa acggtataaa 
gatacataca
   211981 tcgttttggc aatatatcct tggacactga catcccccag taattctcca 
accgctttat
   212041 tacgacttaa agacacaagt gaacctttgt cattaaaagt aaacatcggt 
tgtgatcggc
   212101 catttagcct agcagccata gcatcgacta aaaagcttgc ttgttgacta 
gcaacttgag
   212161 cgcgtggtcc gagaggcggg tgtcttgcat caagttggca atgggcacaa 
tcaccaaatg
   212221 caaatacatt aggatcggaa taggtctgca gcgttgcata gaccattaag 
cggttaatat
   212281 tgtcacgttc gaaatcgcta agactttcaa gtacttttgg tgcttttacc 
ccagctgccc
   212341 ataccgtaat atcactgttg agctggttac cattactaaa atagatacag 
tgttcatcaa
   212401 ttttttcaac ccggtgttta gttaaaattt caacacccat tttttgaagc 
tgttttgcgc
   212461 tatgttcagc tgttttttca cttagagcag ggaggatgcg ttctgaggcc 
tcaatgagtg
   212521 taattttgac ttgattcgga tggatctttt ttaaaccata gcgataaaag 
tttttggtcg
   212581 tttcaatcag ttcagccgca agttcgacac ctgttgcccc cgcaccaata 
attccaatat
   212641 ttaatgtacg ttgatcgggt tgattttgcg cttcgatata taaatgtaaa 
agatcttgct
   212701 ggaaaatatc cgcctgttta cggctatcga ggaaatggca gttttcacga 
acaccgggtg
   212761 tattgaaatc atttgatact gaaccaagcg ctaaaaccag cgtatcgtaa 
ctgagttgtt
   212821 gaatatgggt attttgttct ttagagactt gagggggaat taaatcaatt 
attttcttat
   212881 ctttatttac tgctatgaat gttcccaaca caaattcata gtggtgtttt 
tctgcatggg
   212941 caaaataatt ggtttgctct tcgtgaggat ttaaagaacc cgccgcaatt 
tcatgaagta
   213001 atggtttcca gatatgagtt agattttggt caaccaatgt aattttggct 
ttaccatttt
   213061 tcccaaaagt ttcaccaagt tgtgtggcga gttctaaacc accagcacca 
ccaccgacaa
   213121 taacaatatg atgtaagttt tgggtcattt ttatcaccta attatttttc 
tataaaaaaa



   213181 agatggctga attatgccat cttttcttta taaaatttat tgtgcatctg 
tgcacaattt
   213241 gatgttttta gtgcgaatct atagggtaga gttttgctgc actgtgctca 
cttgatgaaa
   213301 agattgagaa taggcttgag aaccacatca taattctttg aaaaatattt 
gcttcttcaa
   213361 tgtgtacatc attttcaatt tgaagactgc gaatgagctg gttgttttga 
taaattgaaa
   213421 ctgttgccaa attcatcgct ttcattaacg gtgctgttaa cttttgctca 
tttaactgaa
   213481 tatttacacg tgtttgagtt gtttcaagtg gagcaataac tttaggttgt 
tgattactat
   213541 caagaacctg aatacgctgt gtagcataat caaacgtatt taaatcaatt 
ggtgttggct
   213601 cagcatataa agaagtcgta acaatggttg gctgcttagt ttctacttta 
aacattttta
   213661 aagttgattt aataacaggc aattcagcaa ttaatttttg ctcaggaata 
accacttcat
   213721 cacgtgtata agcataagca agattcatta atttatctgc aatttcagca 
cgtttcacag
   213781 cacttggtgt acctaagaca attaccagta aacgtctttg cggtaagttc 
ggtgaaaatg
   213841 aagggcgtga agctgttaga gccaagttat aacctgctgc tttggtatag 
ccagttttta
   213901 agccatctac agatgggtca tattttaaag caaggttcgt cgcgtggtga 
aaacgttgat
   213961 tgtagctaaa gctcggcatt ttcgaataat gtaaatattc aggggtctgg 
tgaatcactg
   214021 cctgacttaa taagcttaaa tcatgagctg tcgtgtaatg atccggcatt 
gtaatgccag
   214081 cagggttact aaagtgcgtg tctttcatac ccagcgcttg tgcttcttga 
ttcatacgct
   214141 ttacgaaatg aggcacatca ccagaaattt tttcagccaa agtcacagct 
gcatcatttg
   214201 cagacataac aattaaacca gccaagagct gatcaactga aatttgctcg 
cccgctttga
   214261 ggtacatttg tgattcatcc cactgcacca cgcttacgac tggtgttgca 
gtaatgactt
   214321 cgttcagttt taactttcca gccttaatct cttttaatgc aatataggcc 
accatcattt
   214381 tggttaaaga tgctggcgca cgttgtacat gactattatg ctcagcaata 
atttgaccag
   214441 attgggtatc tacaattgtc catgcagcgg cttcaacact ttcaggagca 
atattaagta
   214501 gagcagcatt ggtaagagta gtacagaaaa tactaaacag cgtaaaaaga 
gataggaaga
   214561 atttcactag gtgaccttga cgtttactgg caaatacgga acacagatgc 
ccagcatgct
   214621 atgccttttt tttgtagaag gctagtgtga attgttgcca aaaaatacat 
ctacgcaagt
   214681 cgatacaaaa aagtgataat ctaatgtgaa accgttctta tttttaaatt 
gaagaattta
   214741 tgttgcatta tcaaattgag ttcgatgatt acaaacaaca ccttgttcac 
gtgacaattc



   214801 gctttttagc gaatccaaat caggaactat ggttaccaac gtggattccg 
ggcagttatc
   214861 tcattcgaga gttttctaag cacatcgagg cagtaaaggc ctatgatgaa 
gctggacgca
   214921 tgctcaatat taaaaagact gaaaaaaatc gctggcgttt atttaacacc 
gatcacgagt
   214981 taattactgt tgaatatgat gtttatgcat atgatttatc agtacgtggt 
gcttatgtag
   215041 atcaaacgcg tttatatatt aaccctgcct gtgtgtgttt aggcttagaa 
ggccaagaac
   215101 aatctgcatg tgaattagaa atctttttgc cggatgaatt aaaacacttt 
cagttagcaa
   215161 caggattagc ttcaaaaagt ttagtaaaag gacgttttac tttaaaagct 
gatcattatg
   215221 atcaactcat tgatagtcca tttgaactgg ctgatcaaac gcgttttagc 
ttcgaaacgc
   215281 atggaattga acatgagttt gtaatttcag gtactcacgc tacgaatgtt 
gatcgtttaa
   215341 aaacggatat tgaaaaaatt tgtgcagccg aaattgatct gtttggttcg 
gcaccgttta
   215401 aaaactatac cttcatgacc atggcaacag ggaatagtta tggtgggcta 
gagcattgca
   215461 atagcacaag tctgattact ccacgagatg atttaccgaa atcgaatgaa 
cctactgaac
   215521 cttcaaaaga ttatcaacgt ttcttaggtt tatgcagtca tgaatatttc 
cattcttggt
   215581 tagtaaagtt tatccgtcca gaaaattttg cgaactacaa cctgcatcaa 
gaaggctata
   215641 cctcactact gtggattttt gaagggttta cttcgtatta cgatgattta 
attttattgc
   215701 gcagtggcgt gatttcccaa aagtcttatt tagatttgtt gaaatcacaa 
attgatcgct
   215761 atttgcaaaa cccgggacgt tttgttcaaa cagtagcaga atcaagtttt 
gatgcttgga
   215821 ttaaatttta tcgtcaagat gaaaattcga ataatgcagg cacgagctat 
tataacaaag
   215881 gtgcattagt tgccttatgt ttggacttag gcttacgttt acgtggttct 
agccttgatg
   215941 ccttaatgcg tcgattgtat gaaaatacgc aaaacggtgt tcaggttaat 
gagcgtacaa
   216001 tttttgattt atgtgaagag ctaacaggcg atagttgggt agagcaaatc 
aatcatttga
   216061 ttaatactac tgaagagtta ccacttgatc agttattccc tgagtttggt 
ttaagttata
   216121 cgcttaaaaa tgataagact ttagcttatg gtttaaagct agctgataag 
cctgaaggtg
   216181 tgttagtaca aaatgctcac cgtgagggag ctggtgctaa agcgggtatt 
tctgctaatg
   216241 atgtcattat tgcaattgat ggactaaaag cgacaacaaa acttattgag 
aaatatgcta
   216301 aacaaaaggg taattactca gtcttggctt tccgccgtga tgagttattg 
tcgtttgaag
   216361 ttacaagtaa cagcataaac ttaactgaaa ttgaacttat tattgaagat 
caaagcaaag



   216421 ctgacaaatg gttaaaagcc taaataaccg ttaattaatt tataaaaaac 
cgatgtttcg
   216481 tgcatcggtt tttgtttttt cctaacttca aaacatagaa agagtcttta 
tctttgagtt
   216541 tgttttgaat gaaaagtata ataattgtca gaactctgaa agatatctca 
tgtaatttaa
   216601 gactgttcta tacctaaaaa gttggtaaaa gcacatttat taccataagt 
taggtataag
   216661 attattatcg atagatttaa attatgtatt atttcgctgc gaaatgtcgt 
tatcactgga
   216721 tatttcgttg actgaaagcc aatgagagcc gatactctca gggttttatt 
taagcatatc
   216781 ggttcgtagg cactgggcca aaagctcggt cctcaaaact caattcaacg 
gaaggggcta
   216841 tatatggctg gtgaaaagtc aaccatcatt tacacactga ctgacgaggc 
gccattattg
   216901 gcgacttatt cgctactgcc gatcattgag acctttacta agccagctgg 
tatcgagatt
   216961 gttaaaagtg acatctctgt agctgcacgt gtgctcgcag aattcgctga 
ctacctaagt
   217021 gaagagcaaa aggtatccga caaccttgct gagctaggtc gtcttacaca 
agatccagat
   217081 actaacatta tcaaactccc aaatattagt gcctctgttg cgcaattgac 
agcatgtatt
   217141 aaagaacttc aatctaaagg ttatgcaatt cctgactatc cggaaaaccc 
agcgactgaa
   217201 gaagaaaaaa caatcaaagc tcgttatggc aaatgcctag gttcagcagt 
aaaccctgtt
   217261 cttcgtgaag gtaactctga ccgtcgtgct cctgctgccg ttaaaaatta 
cgctaagaaa
   217321 caccctcact caatgagcga gtggaaacaa tggtcgcaaa ctcacgtttc 
acacatggaa
   217381 gaaggtgact tctaccacgg tgaaaagtca atgacacttg accgtccacg 
caatgtaaaa
   217441 atggaactta tcacaaacag tggtaagagc attgttctta agccaaaagt 
tgcgcttcaa
   217501 gaaggcgaaa tcattgactc aatgtttatg agcaaaaaag cgctttgcga 
cttctacgag
   217561 aaacaacttg atgactgccg cgaagcagga attttattct cattacacgt 
aaaagcgaca
   217621 atgatgaaag tttcacaccc gatcgttttc ggtcactgtg tgaaaatcta 
ctataaagaa
   217681 gctttcgaaa aacacggtaa gttgtttgac gaattaggta ttaacgtaaa 
taacggtatg
   217741 gctgggttat acgagaaaat cgaaactctt ccaacctcat tacgtgaaga 
aatcattgaa
   217801 gatttacatg cttgccaaga acaccgtcct gcacttgcga tggttgactc 
agcaaaaggc
   217861 atcactaact tccattcacc taacgacatc atcgtagatg cttctatgcc 
tgcaatgatc
   217921 cgtgctggtg gtaaaatgtg gggtgctgat ggtaagcaat acgatgctaa 
agcagtaatg
   217981 ccagaatcaa catttgcccg tatttaccaa gaaatgatca atttctgtaa 
atggcatggt



   218041 aactttgatc caaaaacaat gggtacagta ccaaacgttg gtttgatggc 
tcaaaaagct
   218101 gaagaatacg gttctcacga caagactttt gaaattcctg aagcaggtat 
tgcaaacatt
   218161 actgatcttg acactggtga agtgttattg actcaaaatg ttgaagaagg 
cgatatctgg
   218221 cgtatgtgtc aggtgaaaga cgctccgatt cgtgactggg taaaacttgc 
agtaactcgt
   218281 gcacgtaact caggcatgcc tgcgatcttc tggcttgacc cataccgtcc 
acacgaaaat
   218341 gaattgatca agaaagtaca gaagtactta aaagatcacg atacgactgg 
tcttgatatc
   218401 cagatcatgt ctcaagtacg tgcaatgcgt tacacacttg agcgtgtagt 
tcgtggcctc
   218461 gatacaattt ctgtaaccgg taacatctta cgcgactact taactgactt 
gttcccaatt
   218521 atggaacttg gtacttctgc gaaaatgttg tctatcgttc cgcttatggc 
gggtggtggc
   218581 atgtacgaaa ctggtgcggg tggttcagca cctaaacacg tacaacaact 
tgtggaagaa
   218641 aaccacttac gttgggattc gcttggtgag tttcttgcgc ttgcagtttc 
tctagaagaa
   218701 atgggtatta aagaaaataa tgctcgtacg aagttacttg cgaagacact 
tgatgaagcg
   218761 actggtaaat tgcttgacaa tgacaagtct ccatcacgtc gtacaggcga 
acttgacaac
   218821 cgtggcagtc acttctactt gtcactttac tgggcagaag cacttgctgc 
acagaacgaa
   218881 gatgctgagt tgaaagctaa atttgctcca cttgcaaaag cattagctga 
aaacgaacag
   218941 aagatcgttg ctgagcttgc tcaagtacaa ggtaaaccag ctgatatcgg 
tggttactat
   219001 gcagttgacc cagcgaaagt aagcgctgta atgcgtccaa gtgctacatt 
caatgcagcg
   219061 ctttcaactg ttcaggctta attactaatt cattagtaca tagctaaaag 
ccggtgcata
   219121 agcaccggct ttttattttt ataaaataaa agtcattaaa aaaagcccac 
taacgtgagc
   219181 tttaaaactt aaatattttt atcggctatt gcggctacga ccacgtggtg 
ctttggtatt
   219241 tggacgcgtt gtaccgttag tcttacgacg cggtttttca ctttcatcca 
tttgccaaat
   219301 acgctttgta ccagattttt tcgcagatcc atctttgttc ttgcgaacca 
ttggcttacc
   219361 gccagtgcca cccggttttt tcacatatga acgtgaacga taaggttgtt 
cagccggaac
   219421 atctttaaag tctgggtaga gtagaggctc aatttctttg gtttcgcccg 
gttgtaatcc
   219481 caattgaact aagtcaatcg taccaatttt tgtacgaatg agacgtaaag 
tcggaaaacc
   219541 taccgcagag gtcatgcgac gaacttggcg gttacgacct tcacaaatag 
agatttcaat
   219601 ccaagatgtt ggaatgctgg cacggtaacg tacaggagga tcgcggtccc 
ataaccattc



   219661 aggctcactt accttaattg ctttagctgg taaagtcata ccatcattaa 
gctctacacc
   219721 cttacgaagc tgctcgagtg cttcttcggt tacatcacca tcaacttgaa 
ctaaatacgt
   219781 tttgtatttt ttattcgcag ggttggtaat gaactgattc aaaccaccat 
gatcagttaa
   219841 gaaaactaaa ccctcagagt ccatatcaag acggcctgct atgcgcaaag 
tcgggtcatc
   219901 tacaaagtca gagaccgtca tgtgtgcttc gtctttacga aactgggaga 
gaacgtcata
   219961 tggtttgttg agaatgacga ttttcataaa aaatgacttc ttctttcaaa 
taagcggtaa
   220021 aaacattgag ctatatttaa gtgcgaaatt tgcttatttc ccacataaat 
ctcaaaaagg
   220081 gttaaattcg attaagctat tatgcgttaa taaaagttga aagtattgtt 
tatcgataat
   220141 tatttttgtt tggttagtta aatattataa aagggagaat ctacataatg 
ggttatcaga
   220201 agatcgtggt tcctgccgac ggtgataaaa ttacagtaaa agcagacctg 
tcactgaatg
   220261 taccaaatca tccaattatt cctttcattg agggtgacgg tattggtgta 
gatattacac
   220321 cggcaatgaa aaaagttgtt gatgcggcaa ttttaaaagc ctatggcggc 
aaacgctcta
   220381 ttgaatggat ggaagtgtat tgcggtgaaa aggccaataa aatttacggt 
acctatatgc
   220441 cggaagaaac ctttgaagcg ctgcgtgaat ttgtagtttc tattaaaggc 
cctttaacta
   220501 caccagtcgg tggcggcatt cgttcactca acgttgcact acgccaagaa 
ctggatttgt
   220561 atgtatgtgt acgtcctgtg cgttggttcc aaggcgtccc ttcacccgtt 
caacatcctg
   220621 agttaactga catggtaatt ttccgtgaaa actcggaaga tatttatgcg 
ggtattgaat
   220681 ggaaagcaga ttctgaagaa gctaaaaaag tcattaaatt ccttcaagaa 
gaaatggggg
   220741 tcacaaaaat tcgtttccct gaaggatgtg gtattggtat taaacctgtt 
tctaaagaag
   220801 gaacacagcg cttagttcgt aaggctattc agtttgcaat agataatgac 
aaaccttcgg
   220861 tgactcttgt tcataaaggc aacattatga aatataccga aggtgccttt 
aaagaatggg
   220921 ggtatgagtt agcgctagat cgtttcggtg gtgaattaat cgatggtggc 
ccatgggtta
   220981 aaattaagaa ccctaaaaat ggtaaagaca tcattattaa agacgtgatt 
gcagatgctt
   221041 tcttgcaaca aatcttgatg cgtcctgctg actactctgt aattgcaacc 
cttaatttaa
   221101 atggtgacta tatttcagat gctttagcag cagaagtagg gggaatcggg 
attgcgccag
   221161 gtgcgaatat tggtggagct attgcagtgt atgaagcaac gcatggcact 
gcacctaaat
   221221 atgctgggca agataaagtc aacccgggtt caattattct ctctgctgaa 
atgatgctcc



   221281 gtgatatggg gtggatagaa gcagcggacc tgattattaa aggtatttca 
ggagcgattg
   221341 cagctaaaac cgtaacttac gattttgagc gtttaatgcc gggagcgacc 
ttgttacgtt
   221401 gctcagaatt tggcgatgcc ataattcagc acatggaaga ttaaactttc 
atagaaaagc
   221461 cctcaattga gggcttttaa agtctttaga tttataattt tgaaaaataa 
taaaaaataa
   221521 gaatattaaa cgttaaaatt ttagctaaga attagccgta taggcccaca 
atatacatgc
   221581 taatatcgtt aaactcagca atattaagcc ttgcccatga tgtgttgcat 
acagtggtac
   221641 atttccaatg gtatgcgtca ttttgtagtt tagaataggc cgaatacaaa 
agaaaaaaag
   221701 cggtaatgat aaaatcactg tattactaat tttaattgta tggcgaaaat 
agtaactaaa
   221761 tagtcctatt agggcggcat acaataatgt tttaaatagc acctctccac 
tggtgtatat
   221821 atctataccg agataaaaat taaacttcca tatcagaaga ctaactgtag 
caattattgc
   221881 gataatacct acaacaacgg catttgctgg gtttgataca ttgaacattt 
ttagagtttt
   221941 taattgatat aaattaattt gcttaaaata tatattatag aaacatatag 
tacagtgacg
   222001 atttttaact ttataaaact ccctaaaaat cctcatttag acattttgag 
actcaagcga
   222061 gtttgaggtt gtttctttaa atacccataa ggcaaaacaa aatatgatca 
cgatgagtag
   222121 tcctaaactt tgaccatgac ccgagagata aaacggaaca tctgggatag 
tttgaatggc
   222181 cttgtagtca agaattggct ctagccaaaa gtatgcaaat ggaacagcaa 
ttaaaaattg
   222241 tgttgtaaac tcaatatgat tgcgtgttaa aaagcccaaa atagctgctg 
tgacaatata
   222301 gataacaatc cttaccgaga cttcgtatga tgttgtcata tccagtgcaa 
agatggtctg
   222361 acacttaaat accagtaata aaacaccgat aaaagcgaac atcgccaaga 
gctttaaaag
   222421 ctcatcaatg taattgttat tgctcatgtt ttgctcaatt ttaagtatta 
aaaattataa
   222481 attttgactg aatatagatc agaaaatagc tctctacatt gacataatat 
gacatttttt
   222541 gtcagttaag cgtttttaat aagcgtacta aaatagctgt tatgcggttt 
gttctactga
   222601 tctattcatt aatttttatt ttggcaatat acgactactc aatggaaaag 
ccccttatgt
   222661 ataggggctt tttttattgc ataaattctg gatgtttctg gggcttagaa 
acaccaattt
   222721 tcttttgata gctttggtct aaagcctgaa taaggagtac gaaaacaatc 
aaaaagagag
   222781 gaaagaataa agttttcacg tttcggtttc tccgagagtg ttcggcatgg 
atgaacggat
   222841 aggaattaaa aggctcaatg caaataacaa aacaataccg cccattaaaa 
acaggtgggc



   222901 ataagaccaa tgcaagtgat gtaaagtact aataacaacg ccacctaata 
actgagtgct
   222961 ggcaaaccca atggtggcaa ggctccagat tttttgataa cgctgttcat 
aaatctgtag
   223021 cagactgtaa gagctaataa atacggtggc aggtgtgagt aaacctgtaa 
gaaaggacga
   223081 taaagtgagc aaagcagtag catgtgaaaa aaatggtagg gcaactgcca 
agcaatagac
   223141 accgtataga catttaattg cctgcaaata tccaataagg cggcttaaac 
aatacgccac
   223201 aaaggcgcca acataacttc cgactccata aagaacccaa aataagtttc 
gttgttgcaa
   223261 tggaaaatgt agggtccccg ataaatagtc catccaaaac aaagagtgag 
ggatatatgc
   223321 aaaagcactg cacatataag caataataat gaccagtcct aaacgtgaat 
gtttgaagtt
   223381 ttgaggagcg tgattggccg tttgaacgga ctcggtaggt gggtgcctta 
ataactgaaa
   223441 aagtaccaaa ctgccaataa tggaaatggc ggcaaaaatt tcccagacat 
attgaacagg
   223501 catattttta agtgcaggaa taatgagagt ggcagataac acgcctgcgc 
caataccact
   223561 aaaccctaaa aaattgactt tgagcctttg gctaattgca atatttttca 
tggcaaagct
   223621 aggtgccaaa atcatgagta ggccacctgc gatacctgaa atggtgcgcc 
agagaacaaa
   223681 ccaagccaaa gacatgtgta taaaagaaca gcagagtagg cttaagctac 
ctaaaaccgc
   223741 cgaagttata atcaaagcgg gtatagattt ttctttaatg ctaaacagtg 
ccaataatgc
   223801 gccaaccaga tagcccaata aatttgcact tcctaaatag cttgcaaaat 
catgagtcca
   223861 tccatattgc acaatcataa taggcatgag tgcggtatag gaaaatctaa 
aaataccaat
   223921 tcctaggcaa gtcgctaaaa agacaagcag gctcattcga tagaatgtag 
acatgagaaa
   223981 tctctcaatt tttttattat taaaagcgag tttatttatc attagaaatg 
atttaatatg
   224041 atattaatta tcttgttttg agatagtggc atgttgctta agtctttaga 
gtttttttta
   224101 gcggttgcag agagtggaag tttttcattg gctgcacaaa aaatgtgtac 
ggttcaatcc
   224161 aatatcacga gccacgtgaa aaagcttgaa gaagagttag gtgtgatttt 
attaaatcgt
   224221 cataaccccg ttacattaac caatgcagga caccagctac atagttatgc 
tgtgcaaatg
   224281 atcgcactgc ataataaagc gaagacaatc ttccgagaag gtgatattga 
cccgaatgaa
   224341 actattcgtt tgggcagtat ggaaacgaca gcagcaatac gacttcctca 
attgcttaat
   224401 gaatgtatgc agcaacatcc gaatttgccg ctcgaacttc aaactcaccc 
gacaggatat
   224461 ttgttaaatg ctgtgcaaca aggagaagtc gattgtgctt ttgtcgcttc 
taaatatgtg



   224521 attccagagc tatatagttt tccggtgtgg caagaacaac tggttttggt 
ttgcccaaaa
   224581 caacaaatta tttttcccga cattgccacc ctcgcaaaga ctcgatttat 
tgcatttcga
   224641 caaggatgtt cctatcggca tgcaattgag ttgtttttaa atgatcacag 
tgtgccacct
   224701 tcgcaaatta tggaaatggg cagtctggat ggcattgtaa gctgtgtgga 
attaggtgtc
   224761 ggttttgctt tattgccaaa gtcatatctg aataaagtag ccgataaagt 
ctcattaagt
   224821 tgttttgaaa ttaacactga atctgcacat ttcactactt atttggtcgc 
tcagcctcct
   224881 gaaacatggg gcagtaatct aaagcagttt atttgtttta ttgagcaaca 
atttatacag
   224941 aaatgcgctt aatttttata cataaatatc taacgtaact tatgttttaa 
aagtgatata
   225001 tatgtattta aaagtcattt tatattctca ttcagatcgg taatgatctg 
catgctagaa
   225061 aattgttgaa aagggtagtt tatataggcc ggctatggtc aaatatgccc 
ccttaaaaga
   225121 tgacacaagc aataatttgg agtttgggaa tgaatatacc cttaatcatc 
aatattgtgg
   225181 tttttgtcgg gttaatattt ttactcgccc aaacacgtaa aacggactgg 
agcttatcta
   225241 aaaaagttct agctggctta attttaggtg tagtgtttgg tttaggacta 
catttgattt
   225301 atggcggtgg ccatccgatt cttgctgaat ctattagctg gtttaatatt 
gttggtaacg
   225361 gctatgtaaa acttttacaa atggtcgtga tgcctttggt ctttgtttcg 
attttaggtg
   225421 cggtagcgaa gctacaccaa gcttcttctt taggaaaaat cagcttctac 
accatcggga
   225481 ctttgttatt taccacactc atcgctgcgc tggttggggt atttgtgacg 
aatttgtttg
   225541 gtttaactgc caaaggtttg gtacaagggg cggctgaaac agctcgactt 
actgcaattc
   225601 agactgacta tgtgggtaaa gtaacagact taagtgtacc gcaatttatt 
ctttctttta
   225661 ttccgagtaa cccttttgct gagttaacgg gtgcaaatcc gacttcaatt 
attagcgtgg
   225721 ttatctttgc tgtcttttta gggatagcag cactcaactt aatgaaagat 
gatgcagaaa
   225781 aaggtcaacg tattctgacg gctattcaga cattacagtc ttgggtaatg 
aagcttgttc
   225841 gtttagtgat gacgcttaca ccatatggtg tttttgccct aatgacgaaa 
gttgtggcaa
   225901 gttcaaatgt cgcagatatc ttgaacctag gtggtttctt ggtggcgtct 
tatttaggtt
   225961 tggcgattat gttcgtcgtg catgccatta ttttgactct gactggtgtt 
tctccactta
   226021 agttcttcaa gaaagttgct cccgttctaa cattcgcatt tacgagtcgt 
tcaagtgctg
   226081 caagtattcc actgagcatt gaagcgcaaa ctcgtcgttt gggcgtgcct 
gagtctattg



   226141 caagtttctc tgcttctttt ggtgccacta ttggacaaaa tggttgtgcg 
ggtttatatc
   226201 cagccatgct cgcagtcatg gttgcgccaa ctatgggtat taacacccta 
gacccaatgt
   226261 ggattgcttc gttagtgggt attgtgactt taagttcaat tggcgtagca 
ggtgttggtg
   226321 gtggtgcaac tttcgcagca ttgatcgtac ttcctgctat gggcttacct 
gtaacattgg
   226381 ttgctcttct tatttcaatt gaaccactca ttgatatggg acgtactgcg 
ttaaacgtaa
   226441 atggttcgat gactgctggt gtagttacaa gccaatttat ggggcagacc 
gacaaagcta
   226501 taatgaatag cgaagatgaa attgaattaa ctcaacatca ttaagagtta 
atattaaacg
   226561 gctctccact ctggatgagc cgttttttta tatgtgtaac ttgcaactgt 
gatgttaatt
   226621 tttaaaaaac tgtatctgtt tttcttttaa ataattttcg aaaatgagcc 
tattaagaaa
   226681 gagagcacta acatgaaaat gtatcaagtc gatgctttta ccaaagagtt 
atttcgtgga
   226741 aatccggctg ctgtgatcgt tgaaaaagag tggccagatg ctgatttaat 
gcaaaagata
   226801 gcgcttgaaa ataacttatc tgagactgct tttgtaaaaa ttatagactc 
tgaaaattat
   226861 gaaatacgtt ggtttactcc aacggttgag gtggattttt gcgggcatgc 
aactcttgcg
   226921 agtgctttcg tattatttaa agattttact gagaaaaaga ctcttaattt 
tcatgtacga
   226981 aacttaggtt tgtttgtagt tcatcaagat gaagacggca aaatcagaat 
ggattttcca
   227041 attcgtaaag ctcagcaagt tgaagattat ccggctattt tacgtcaagc 
attaacaaaa
   227101 ccgtttaaag cagtttatca aaatgttcaa gcctacattg ttgaatatga 
gtcagtgcaa
   227161 gatgtgttag atgagcaacc tgacatgaac ttacttaaag ccttaggtaa 
acggactgca
   227221 attacaacta cagcaatgga tgttgcaatc acctcaaaag ctgacgatca 
atatgactgt
   227281 gtttctcgtt attttgcacc tgtcgcaggc attgatgaag acccggttac 
tggttcaatt
   227341 cataccgcaa tagcgccact atgggcagag aaactcgcta aaaataatat 
tgtggcctat
   227401 caggcttcta gccgtggagg cgttttgtat tgtaatgtct taaatcagga 
acgtattgaa
   227461 atttcgggat atggcaaact ttatatgcaa gccgaaattt ttccttaaaa 
tataaggccg
   227521 tttaaataaa cggctttttt tttcaaatct ttactatgaa agtcagctca 
aatttcctac
   227581 tatagtcaca caactattga ttttttatta ttcaaattaa ttggtattta 
tatgtttatg
   227641 cagtttaaac aactgactct ctccctatgt atttttggtt taagtgctgc 
ctcttttgca
   227701 caaacaacat tagtaaaaag taagcaaaat gttgaggaat ataaattaga 
taatggtttt



   227761 cgggtagtgc ttgcgccgaa tgacaaagaa aataaaatct ttattaatac 
catttattta
   227821 acgggttctt taaatgatcc acagggtaaa agtggtttag cacatttact 
cgaacattta
   227881 gcatttaaag gcacgcaaaa tgtaaaaggt gaagaattcc aacgccgttt 
agatcaatat
   227941 acgttaatga cgaatgcgag cacggattac tattcaacca aatacaccaa 
tattgtccgt
   228001 ccagaaaaaa cagcactcga tcaagtgctg taccttgaat ctgagcgcat 
ggacaaatta
   228061 gttctacaag aaaaatttgt gccttctgaa attgaaatcg taaagcgtga 
acgtgaagtc
   228121 cgtatggatc agccttttgc tgtcttgatg gatcaaatgt ggaagtcggc 
ttatggtaat
   228181 caatatctag gtcgattacc gattggtgat ttacctgagc ttaagtcaat 
taaaatgcct
   228241 gagttgaacc agttctatcg cagttggtat gcgcctaata atgcggtcat 
ggtgatttca
   228301 ggcaagtttg ataaaactga tgttttaaaa acgatagacc aatattttag 
cccaattcct
   228361 gcaagagctg tgcctaagcc tgttcaagtg cctgtgttag attctacaaa 
actcaaaaac
   228421 cgtgagtttg tggtgaaaaa gggtagtgat ttggccaaat tccatatcta 
tatggatggt
   228481 aaaaacacaa aaattcaacc ggaactggct ttcgcaccta tgttgtatac 
catgcagcca
   228541 agtggtcatt tgtaccaaaa tatggttgaa acaggtgtta gtacagacgt 
tcaggcatca
   228601 acatggctag atcaagattt taacgtcgta tttttaggtg ctatttattc 
accaaaaaat
   228661 gaccctaaaa aagttgaaag cgctttgctc tctggaattg aaaagggtaa 
accttttaca
   228721 gagactgagc taaatcgtgt aaaaagctta atgaaaacgc aaggtgagtt 
agtcaataaa
   228781 gatgccgttg ctttgggttc ccgtttaagt gattacactg tagcggatgg 
gcaatgggac
   228841 caatatttca aagatttaga ttcaattgat aaagtgaagc tcaacgaggt 
aaatcaaacc
   228901 ttaaaacagt tccttgttgc aggtcatcgt attgatggcg atattttgcc 
aacaccagaa
   228961 gaccaaaaga aagcattaca actcgacgca aaagataagc ctaaaacatt 
agatcaaaca
   229021 gatgttaaag cagagccttt aaaagatccg aaagtttatc aacaagaagt 
tgccgagttt
   229081 ttaaaaacgt ctaagcaata tgccgaaagt aatgagaaaa agatcattcg 
cggaaaactt
   229141 aaaaatggaa tgaagtatgc tttattccct gtagaaaccc gtgatgatcg 
tacctatgcc
   229201 accattacta tggattttgg tactgaaaaa tctttattcg ataaaggtac 
ggttgttgat
   229261 ttaacttcat atttattgct tcgcggttct gataaatata gcttgcaaga 
tattgccgat
   229321 aaatcgattg atgcaggtgg cgcagcttat gcaagtgccg atggcaatgg 
tatgaccatt



   229381 aatattcaat ctaaaactga aaagttcgat gagtttttca agtttgttct 
agaggtcatg
   229441 aaaaatccta aatttgaaca atctcaattt gatttaatta aatctcaaag 
cttatctagt
   229501 cttgatcgtc cttatacgga accggatgtg gtagcaggtc taacattatc 
tcgcttggta
   229561 gaagaatacc agccgggtga tttgcgttat cactttgaac cggagctggc 
taaaaaacaa
   229621 ttaaagaatg tgactcaaga acaagtcaaa gagctttatc agcatttctt 
tgccatgaat
   229681 catgcgcaaa ttgcgattac aggtgcattt gatgcccaaa aaatgaaaaa 
gctattgaat
   229741 caagagttcg gaagctggaa tagcaaacaa ccgtatgaaa aaatcttgat 
tcagcacgtt
   229801 gatttccctg ctcagcaagt acatgtctta tctgagcagc gagagtttgg 
tagttatcaa
   229861 agtgtactgg ccttaccagt tgggaaaaac catcctgacg cttctgcatt 
aattttaatg
   229921 aattacattt tgggtgaatc tcaaatttct tcacgtttgg ctcaagagct 
tcgtgaaaaa
   229981 aatgcattgg tatatggctt tggtactggt ttgcaattag atcgagacac 
gaatgtaggt
   230041 gcgttaagca ttagtgcaaa ttatacggct ggtcgctcgg cacaagtttc 
tgcttcagtt
   230101 cataaggttc taaatgactt aattactcat ggtattacag agcaggagct 
tgcagcagcg
   230161 aaggcggata ttatgaagaa acgtgttact gccttagaag atgaacgtaa 
tatccacggt
   230221 atgttaaatc tagagcttga gtcaggtaaa acattacttg accgtgttaa 
acatgaccaa
   230281 gagttaacaa agttaacggt tgctgatgtg aacgcagtta ttaaaaaata 
tattaaacct
   230341 tcaaatcttg ttgaagttat ggctgaccag tatggtcaag cacaaaagca 
gtaaataatt
   230401 gccaaataaa aagccacatg aagtggcttt ttatttgagt ggtaaaatat 
tttaatggtc
   230461 gtgtttgtga gtatgaaaat cttcattctt acggaaacgt aaatagttat 
cgaactgttc
   230521 acaatactca tcaaagttat cttcaagcat catttgaaac tgttgaagaa 
ggtaagacat
   230581 cacctgatct tttgcatcac gcatttcatt accatcttta aaattattgg 
cagccaccca
   230641 tgtattaaaa cgagcagttg caaataacat ggctgcgctc acttgaccac 
gaagctcggc
   230701 cgggtctggc ttttggcctt ttggcgggcg acaaaaatca tttgcttgtt 
taatgaattc
   230761 atccgcacgc tcaaagaaaa cagcatttaa cgcttcttct tcagtaatat 
ctgttgcatt
   230821 aatcttttga gacatgactt attcccgcaa aaatagagct gcttattata 
ggcaaagcct
   230881 tgcggaaaca aaacctttgc cttagtctgt aaatagccta agtattggga 
gttataatat
   230941 gcaagatgca attgccgttc aaagtctaaa aacagacatt gctttattac 
gccagcatat



   231001 ttttccaccc caatatttgg agcatgtaga agggctgcca atttattatg 
gtttgcaaga
   231061 agaagttgtg gcctattacc aacaatggaa agatttaata gaaagggcac 
aagagctttt
   231121 tcaacctttt atggaagatg aattaccaga tgcaattcat ttaccaagcc 
atctaaactt
   231181 acccttattc tttttccatg tagaccgaat tcggattaat aaaacacgcg 
caaaagaatc
   231241 aaaaactttc cgtggtgttg caagtcttat tgaaaaatgt gggcagtttg 
acacaaacca
   231301 gatatttacc atgcaagaat ggttgcaaag tgatgataca gcagcgctag 
ttgcacaccg
   231361 tgaatttatt gatttacgga cgtatgtatt ccagcatggt caaagtgaat 
atacgcgttc
   231421 acggttttat accaatggta ttgtgttagg ggtagagcca cactttaaac 
tcgtcgatgc
   231481 tcgcgataaa ccaagaaaac agcgtagtga tagctatagc gatccattag 
cagataacgg
   231541 tgtatggaaa gtatttggta aatatagata aaaagtcgcg gcatatttgc 
cgcgacttca
   231601 agattcttac caaaatgttt ttgcctgttt aaatttttgc aaagcttcgg 
cagactgatt
   231661 ttgtaaataa ggttgtttgg ctttaaccca tcctaatgca aaccaaaaat 
gtgggtcgtg
   231721 ttcaatcgct ttattaaata gatcttcggc aataaataag tcgttataaa 
gtcctaaagt
   231781 attttgcaca ggctgtaatt gttttaaaaa ctgctgaaca tttttacgag 
gatataagct
   231841 cgatataaac tcaatgcagt aacgaagctg tttggctttc ttgcgcgttc 
tgtgttgttc
   231901 ggtgacttca agttcagtga aatgatcggc attactcacc acttgatgat 
gtaacttatc
   231961 taagcttttt cctatatatt ttttcaattt tcctttggcg ttttgatctt 
cttcttctga
   232021 ataggcaaat gctaataagg caagtataag cttaatggtg tctgctgatt 
taaacagtgt
   232081 ggcaagatct tttaatggct gttcagagag cggaagtaaa agctcaggtg 
aaccatgctg
   232141 cacaatcata ggtaaaattt cggtacgaat ggcatcttca tctcgcgtgt 
ccccaagctg
   232201 acggaacagt tcggcaattt gctcttccca cacagggttt aactcgtctg 
accatgctga
   232261 aaaatgtttt agtgcactac gtaaacggcg taagcttaca cgtgcctgat 
gaatgtgctc
   232321 agcctcggca actccatcgg caattgcggc catgttaggc aagaattgtc 
ccaaacagtt
   232381 ttctacaatc tttttgagtg cctgttctgc tgaaatgtct ttatctaagt 
tcagattttt
   232441 tgcgtgaaca gccggtgaag cagcttgccc caatgcgagt aaattaccgc 
gctcggcttt
   232501 acttctaaca tcgagccaaa gttcataacg attaatccat tgctgagcaa 
attgaataag
   232561 tgttttaact gcaccttgtt taagttcgaa ctcaacttcg caaattttgc 
tttgtgctgt



   232621 tgctgttttt acgacgccgt catcgagaca gacttcaatt gccgtgtcat 
ctgcttcaaa
   232681 aacatgatag gtacgttgta catcagtctc aaactgtaag cttagctttt 
cgacttcaga
   232741 gcctaaagct tgagtaatca aatctgtgac ggctttattg tctttatata 
actcaaggtt
   232801 taagtcaggt tcttgatcgc attttcctaa aaaaacttct tcttcgacac 
gatgtaaatg
   232861 actttggccg gcagccttaa aggtttgtac ccacagatca ttttctttac 
gtaagcgtaa
   232921 ggccatacca ttttttgcaa gtaggcggtc tggcgtatcg taatacttgg 
cctgtaaatg
   232981 aatatactgt gctttatgtt tttttaaata ttgctggacg gtttttttct 
tcgattcagg
   233041 taactgaaac ttaagctcaa cttcaaccat aacagatctc cctgaatcag 
gtatttaaac
   233101 tatcttgaat aagtataata gcttagcgct aaaaataatg tttttgatag 
agaaagttac
   233161 aatcaaacat atgacgctat acttttattt aggtgtacaa tcaggtgatg 
ttttgatcaa
   233221 ataaaaatca ggaagatgat cgtgaatgca cgcgtaaatt ttaatcatga 
aactcagcca
   233281 gagtttgagt tacctattaa aaactatcag gaattttatc gtttttattt 
aactgaacac
   233341 cgtaatatta tgagcagacg cttacatgcg gtgggaagta gcattggtct 
atactttttt
   233401 tcaaaagcta ttcgtaagaa acaggccaaa tacgcactct atggtttagt 
ttctggctat
   233461 acatgtgcat gggttggaca ttttatgttt gaaaaaaata aacctgccag 
ttttaaacaa
   233521 ccgctttata gctttatttc tgattggcga atgctctccg atgttgcgac 
tggtcggtta
   233581 agtttaattg atcgcaagca cgataaaatt ccaagttaat ttttatttct 
atttttaata
   233641 taccgattgg tactgataag cctatatcaa tcggtactta tgatgactta 
taaatccgtt
   233701 atactagcga agtttttaaa aagcgagagt agagtatgcg cggtttatac 
ctcattacca
   233761 atgatgaccc aatccaatta ttattagaaa aattagacgc cgcactcgca 
acccgtcaaa
   233821 tcgcaatttt acagtaccgc cgtaaaaaag tagacaaagc cgaccagcct 
gctgaagtcg
   233881 aacagatcaa acagttatgt gaaaaatatc aggttccttt tgtcattaat 
gatgacctaa
   233941 aactggctgc tcagtttggt ttaggtgtgc atttaggtca gagcgatggt 
gaaatcactg
   234001 atgcaaaatc gcagttacca gaaggtgtca ttattggccg tacttgctta 
aactctttag
   234061 agcttgctca aaaagcaatt gccgatggcg caacttatgt tgcctttggt 
gcggtttatg
   234121 caactgccac taaaccggaa gctggcaatg taggtattga agtcattaag 
caagcagcag
   234181 ctcaatatga tttacctatt tgtgcaattg gtggtttgac tgttgaaaat 
tcaaaacctg



   234241 tgattgaggc cggagctgac ctctgtgcag tcattagtga tatattaggt 
cgatcaactg
   234301 ctgaaattcc tgcccgtgta caagcgtggg cacaattatt ttcttaagct 
ttcaaaatta
   234361 ttttttagat atttaagacg agcatttcca tgagtttatc tccaaagcaa 
gaacagttat
   234421 ttaaacaagc cagcaaacac attccaggtg gtgtgaactc tccagtacgt 
gcctttaatg
   234481 gcgttggagg aacaccggtt ttcattgaga aggccaaagg tgcatatttg 
tgggatgtag
   234541 atggtaagcg ctatgtagat tatgttggct cttggggacc aatgattttg 
ggccatgctc
   234601 atccggatat tattaaggct gtgcaaacag cagcagaaga tggcttaagt 
tttggtgcac
   234661 caaccgtaca cgaaacaacg ttggcagata ttatttgtga aatcatgcca 
tctattgaat
   234721 tggtacgtat gaccaactct ggtacagaag cgaccatgac tgctattcgt 
ttagcacgtg
   234781 ggtatactgg ccgtgacaag atcgtgaagt ttgaaggttg ttaccacgga 
cactctgact
   234841 cattgttagt aaaagcaggt tctggtttat taactaaagg tgagggcgaa 
ccaacatcaa
   234901 aaggtgtacc agctgatttc gctaaacaca ctttaacact gccatataac 
gatattgcag
   234961 cattaaaaga atgctttgct aaatttggtc atgaaattgc aggcgtcatt 
attgaacctg
   235021 tcgcaggtaa catgaatatg gtgaaaccaa ttgaaggttt cttacaagcg 
attcgtgatg
   235081 tgtgtgatga atacaaatct gtatttatta ttgacgaagt aatgacaggt 
ttccgtgttg
   235141 cattgggcgg agctcagtca gtttataacg ttaaacctga tttaacgact 
ttgggtaaaa
   235201 ttattggtgc tggcttacca gttggtgcat ttggcggtaa gcgtgaaatc 
atggagtgca
   235261 tcgcaccttt agggggtgta taccaagcgg ggactttatc tggtaatcca 
cttgctatgc
   235321 gcgctggtat cgaaatgttt aaacatttac gtcaaccgga cttttacaac 
aaattatctg
   235381 ctcaacttga aaagttactt gcaggcttac aagcagcagc agatgaagcg 
ggtattccat
   235441 ttaaaactca gcaagctggc gcaatgtttg ggctttactt tactgaccaa 
gaagacatca
   235501 caagctttga ctctatgttg gcatgtgata ttgaagcttt caaaaagttc 
ttccatggca
   235561 tgttaaaacg tggcgtaaac ttggcgccgt ctgcatttga agcaggcttt 
atttcatctg
   235621 ctcattctga tgaagatatc gagtttacca ttcaggctgc aaaagaaacc 
ttcgccgaaa
   235681 tgaagtaagc aaaaaagccc gttttaaacg ggctttttaa tttgagctat 
tttatatttg
   235741 tagagaacaa tgttttatcc cttacctcga aaaatccagt tagccgcaag 
tacttcaaat
   235801 tggcctattg aatctacgca aagcatattg ctcctagtcg ggctagatga 
tcttgaaaat



   235861 atatctgatt gggcgcatca gccattagcc gatcatttag aaatactaag 
taaaagagca
   235921 caagcactcg aaattccggt catgatgatt cagtcatctc aacttcaaca 
ggccatgtta
   235981 cagcttgggc agcacttgtc atcaaacact caggcacagg taattatggc 
ggggaattta
   236041 tcaccgctat ttaagcaagt catgcagctt gttttatcca ttaccgatta 
tgtagctgtt
   236101 gtaaatgatg caatcttggc gagtagttta gagcagcata tacaatggat 
tgaaaaaata
   236161 agttttgacc atattcaaca tataaacacg cagactttaa tgcgcttatg 
gtctttaagt
   236221 gcaccgtcat tacaggtgtt gtctgataaa ggaattttat tggcagttgc 
tgaacagata
   236281 gcgcgacatc caatggaaat tcatcccgaa atagatttaa gaaactatgg 
tctagacgct
   236341 tcgggagtca attatttggt ggaattatgg cgtgctaatg gtgcgagcct 
aactgttgat
   236401 gagttgatgc aaactcctac attgcaacat attatgcagt tattgaagcg 
ctaatcggct
   236461 ttagccgtaa tgtgattcat aatatttgca aattctgtcg ttaatttacc 
cgaacagcat
   236521 tgtaattcgg acgtaagctt tttattattg cccgcttgtt tttcatcttg 
ccttgggaat
   236581 acaactttga gtgattttct aagtgaacat ctgatctatc gtgatgatga 
ttttatggtg
   236641 attcataaac cttcggacat cttgagtgtg ccagggaaag gtgatttaca 
tgacagcgtt
   236701 ttgacaagac tggtggcaat tgaaccacga actttgctca ttcaccgcct 
tgaccgtgat
   236761 acttcgggta ttttggtttt tgggttatct aagcgtggac agagtgcgat 
tgcacgccaa
   236821 tttcaagacc gtcaaacttc gaaaatatat gaagcgctag ttgctggtca 
tttagagggt
   236881 gaagggacag tggatatccc tgtcgtctat gatccgagtc gaccaccttt 
acatattgtc
   236941 gatgcttctc ataacaaacc tgctttaaca cattggcagg caattgaaca 
tttccagatt
   237001 caaggacaac cggttacgcg tgtcaaatta acaccgatta ccggtcgttc 
tcatcaactc
   237061 cgtgtacaca tgcaatatct gggacatcca attgtaggtg atacattgta 
tgcaacaccg
   237121 gaacaattac ttgttcctcg tctgtgcttg catgctaaac agttaagctt 
taatcatcct
   237181 gtcacagggg aatcattaac ttttaactgt cctgtaccgt tttaatgtaa 
aaactttcaa
   237241 tgagtaattt ttgtagcgaa acaatttaat tggtttttgc tgcaaaattt 
tgctttaaag
   237301 actacataaa aagatgcaaa aataagctac tttgcatcgt acaatatgta 
gtgcgaactt
   237361 gagaaaaagg tggaaaaatt gcagcagtat gctattggtc aacgttggct 
atcagataca
   237421 gagactgagc tcggtttagg cgttcttatt gatgtagatg aaagatctgt 
cagcatttta



   237481 ttccccaaaa gtgatgaaac gcgtgtttat gcacgcaaca atgcaccgct 
ttctcgcatc
   237541 atctttaaca caaatgatga ggttcaagac caagaaggtc agaagtggat 
tgttgagtcg
   237601 gttgaagacc gtcatggtgt tttgcgttat aacgtggttc gtactttaga 
aaatggcgag
   237661 caagaacgta aagcgctaaa cgaaacacgt attggtgcac aaattcaatt 
atcaaaacct
   237721 ttagatcgtt tgctggcaag ccagattgat tataaagagt ggtatgacct 
acgcattgaa
   237781 gcaatgctga tgcaggcgca aatgcaaacc agcccattac gcggcttggt 
tggggcgcgt
   237841 gtaggtttaa ttccgcatca gctctatatt gcacatgaag tcggtaaacg 
tttcgcacca
   237901 cgtgttttac ttgctgatga agtaggttta ggtaaaacaa ttgaagctgg 
tttaattatc
   237961 caccaacagc ttaaaaccgg ccgttctgaa cgtatcctga ttttagtccc 
tgattctctt
   238021 cagtatcagt ggatgattga aatgcgacgc cgtttcaatt tgcaattttc 
tctgtttgat
   238081 ttaacccgta ctgcatctat caaagaacat gatccagaac ttaacccgtt 
cttaactgag
   238141 caatgtatta ttgccagcgt cgacttgatg gtggaccatg acgatttgcg 
tgaacaagca
   238201 ttagaagctg gtttcgattt actcgtcgtc gacgaagcac atcacttgat 
gtggagcgaa
   238261 gaagagggtg gtaacgatcg ttacgacttg gttgaagagc ttgctgaaaa 
tacggcaggt
   238321 gtattgttgc ttactgcaac gcctgaacag ctgggtgtgg aaagtcactt 
tgcgcgttta
   238381 cgtttgttag atccgcagcg ctttagtagt ttagagcgtt tcttagatga 
agaagcccaa
   238441 tatcagcaaa ctgcgcaagt tgcagaagtg cttatgtcgg atgagccttt 
aactcaagag
   238501 catttaactg ctttagaagg tttgttgggg cattcaattg aagaccaacc 
tgagcaacgt
   238561 ttcagagcga ttcatgagtt gttagaccgt cacggcacag gtcgtatttt 
attccgtaat
   238621 acgcgtgaag cgattcaagg cttccctggc cgtgattgcc aacctgcgcc 
tttacctgcg
   238681 ccagcagatt ggtcaaaaga cggtaaatta cgcgagcaaa tgtggccaga 
agaagcacaa
   238741 attgatggct catggatgca aaatgatccg cgtgtaccgt ggttaatgga 
aattctacgt
   238801 aaagaactta agcataaaaa agttctttta attgcccgta gtggtcctgt 
tgtcgagtct
   238861 ttagaaagtg cgcttcgttt gcatgcaggt attcgtacag ccatgttcca 
tgaaggtatg
   238921 agtttgcttg agcgtgacca agcggctgct tactttgcag aagaaagcta 
cggtgctcaa
   238981 atcttacttt gttcagaaat tggttcagaa ggccgtaact tccagtttgc 
gagtgattta
   239041 attttatttg atttgcctgc aaaccctgac gttttagaac aacgtattgg 
tcgtttagac



   239101 cgtattggtc aagaaaaccg tatccagatt catgtacctt acttaatggg 
caccgctcaa
   239161 gagcgtatgt tccgttggta taatgaagca ttaaatattt tcagcaatat 
ttctccaacg
   239221 gctcaaacgc tacaagaaaa ctttattgtt gaattaaaag attgcttgct 
tgccgaccaa
   239281 ggtcaaacat ttgaagattt actcgaagaa gttaatgttc aacgccaagc 
tttagaagca
   239341 gagttacaag ctggtcgaga tcgtttgctt gagtacaact catgtcgtcc 
tatcgttgca
   239401 caagaaattg ttcaagcgtt agaagactat gatgacaaca caacgctacc 
tatgtttgtg
   239461 aagcgtttca tgtcttcaac taatattgac tttgatgagc aaagtaacgg 
tacagtcatt
   239521 attcgtccaa ccgaccagat gcaagtgcaa ggtttggcat tagatgaaga 
aggtatgact
   239581 gcgactttct atcgtgacca agcgcaaatg cgtgaagatg ctcagtatct 
gactttagaa
   239641 catccattta ttgaaagtgt catggaaatg atccgtacac aatcatttgg 
tagtaccaat
   239701 gttgctgtgc ttaagtccaa tgcattaaag caaggttcgg ttttacttga 
agtctggttt
   239761 aaagttgatg tggtggcacc aaaatccttg aacttgccat caagcttacc 
aaaacaactt
   239821 attcgcgtat tgttaagtga aaatggtcag gacttatctg aaaagattga 
tccaaccatt
   239881 ttaaaaccgt atttgcatca cttagatggc aatagctgcc gccaagtggt 
taaagcccgc
   239941 cgtgaagtga ttgaagagcg ttataaacaa gcgcttgata ttgctaaaga 
aggtttacct
   240001 cagcttcaac agcaagcaaa agagcattat ggtaataaat ggcaatatga 
gattgatcgt
   240061 ttaacttact taaaacagtt caacccgagc attcgccaag atgaaattga 
gcgcttacag
   240121 aagttgcaaa aagaaggttt aagcttgctt gagggcttaa ctgtaacgcc 
tgaagcgatt
   240181 caagtgcttg tagtagttaa accataagca atgagtaata aaaaagcgcc 
acacaggcgc
   240241 ttttttttat tgagtaaatt taagttaaat caatctggca tcttttaatt 
ctagttttaa
   240301 ataagcatag aaaatcggtg ctgcaattaa gccacttaag ccaaagattg 
actcgaaaat
   240361 taacatggcc aataaaattt cccatgcatt ggcattaatt ttatgaccaa 
taattttggc
   240421 attaataaag tattccaact tgtgaactaa tacgaggtag agtagcgcaa 
cacctgctag
   240481 accgagtgaa attgtaagag ccgcaataaa agttaaagta tttgaaatta 
aattccctaa
   240541 aattggaatt aagccaaaca taaaggtaag aatggttaag gttttggcga 
aaggtaggtg
   240601 aacaccccag atcggcaata gtacaaaagc aaataatata aagagcagcg 
tattaatcgc
   240661 tgaaatttta atttgtgcaa aaactacatt tctaaaagaa attgataatt 
tttgaatacg



   240721 ttggatcagt aaggatttga aaacaggttg gggtgtacgt cggtgaaagc 
cgtgaatagc
   240781 aaccaatata ccgataataa gacccatcac catagtcact agattatgca 
aaatatcgga
   240841 actggcattt tttaatgtag tcacgttatc tttcataaac gcgaatattt 
catctttcag
   240901 ttctgtaacg ctatctggaa tatagcccgg taaatatttc ccaatctccg 
cttgtaagtg
   240961 cagtagtgtt tggtcgactt taccgttaat actatgtaaa ccgactcctt 
ttaaatcata
   241021 aactacaaag ctaattaaac ttgtaatgaa aaaggcaaga agagaaatag 
taataatact
   241081 taataaaata ctaataaaaa tgcgggctct ttgaccatca atataacgtt 
caacaataga
   241141 gcttaaacta ataataattt cataaatgag aaagcctgca aaaaaacttg 
ctaagagatg
   241201 caaggggata accgaaagca aaaaaatgcc catcagaata tagcttgcaa 
tcaggctttg
   241261 acgattactc aaactttgca tgtgaatccc tgaataacgt ggggaagtat 
cgatatgtat
   241321 tgctagaatt atttacttat actcttgcat ctaagctgct tcaatctatg 
gtttatattt
   241381 ttattaatca gcaggcacag gtgtataaaa aatggcttgt aaaatcacaa 
accattttat
   241441 gtggaatcta tcttattttt gcttcgtcta gatgacgggc accttctaaa 
atcattctga
   241501 tcataatcat tgtttgttct gcgacttccg cacgctgatc aataggaagg 
tcaatcactt
   241561 tggcacccat gtgaaacaca agttgtgtaa ttgcttttgc aacaagttca 
gggtggtata
   241621 gatgattgtt attgaggcgt tctaagcgaa ttaagtcttc ttgtagctct 
tgctgaaaga
   241681 agttgagctg tcgatctaca gcagctttat aagaagcgga acctgtaaaa 
ccttctcgca
   241741 acaataaact taaattacct tcatcagcat ccagctgttg cagaaaaatt 
tctacagaac
   241801 tacgaataat gctgtcttgc aaagatgcac gaaggcgtgc ttgacgaata 
attttacgta
   241861 atacgatacc ggcacggtca atgagtgaaa tagctaattc atcaatgtct 
ttaaagtgac
   241921 gataaaaact gtttggggca ataccagctt ctcgagcaac ttctcgtaag 
ctgagtgagg
   241981 caatactttt ttgtggacca atcaggttaa gagctgcctg aaaaagttct 
tctttcgtaa
   242041 tcgtcgcttt tcttccaaca gaacgcgtta ctgtttttat ttcaatgaca 
tcttgtgacg
   242101 aggctgtgtc atttgggctc tgagaaagtg aggtttgggt catgtttttc 
aatatattct
   242161 taaactgtct ggattatagc gttagacagg gaacttgtga aattgtaatt 
aaaagtacga
   242221 gtgtatatac aaatatatat acatgtgtat aataattaaa aaagagcgac 
agagccctca
   242281 gttatgcaag caatcgaaaa gagaaattct ctattcaatt cattaacaca 
agctgtattt



   242341 gacaaaaata tggcgaactt ctggctacaa aaaataaatc ctttatggtc 
tgtgcagcat
   242401 ggactagttc aaattgtaaa aaaagaattc gtagctcatg acactgtgag 
cctgacatta
   242461 aaatgcaacc gcttagtgaa aatgggcgcg gcaggtcaac atcatccagt 
gattgttgaa
   242521 attgcgggcc gtcgctatga acgtacttat agcttgacgc aaattgatgc 
agagcactta
   242581 cgtttaacag ttaaaaaagt tgctgatggt attgtcagta actggtttat 
tgcagaaagc
   242641 aaaattggtg atgtttttga gcttgggcag ccttatggtg acatgcaaca 
aaacatccag
   242701 acaccgaaat taattatgtt ggctgctggt agtggtatta caccaatgtt 
gagcttaatc
   242761 acagcaatta agcaaagcca acagttagaa aaaacgcagg ttcaactttt 
atattgggtc
   242821 aaacagcgtt ctgatgctgc ttttacagag tactttgaac aagtggctga 
acaaaaccca
   242881 aactttagct atcaggtgtt ttacacacaa gaaacgccaa atgatgaacg 
tttaaatgcc
   242941 gaacaccttg cactagttga tggtattgaa aacagcacag tttatgcatg 
tggtccatcg
   243001 ggttttgttt caactgttga acagcttttt gaaaaagcac caactgtact 
tacagaagca
   243061 tttagtttaa ctaatgaaag ttctgcggat gacattggtt atgtgaatgt 
cacattaacc
   243121 cagtctaata aagtgattgc aattcctaaa ggccaatcca ttttggtcag 
ccttgagcat
   243181 gaaggcctta agccgacaca tggctgtcgt atgggaattt gtaataaatg 
tgtttgtagt
   243241 aaaacgcaag gttctacacg taatttacta aacggtagcc aaaatacgga 
accaagccaa
   243301 ttacttaaaa tttgtgtgaa ctcagcacaa tccgatctag ttattgatct 
ttaagagaga
   243361 actcttatga atatgccagt gaaagtcgaa tattttaaaa atcctaaaaa 
tcgagatttg
   243421 actccagcag aacttgaagc atttgcaaaa gagcttgatc agatcaaaca 
agaagtattg
   243481 gatgatttgg gtgaaaaaga cgctaaatat atccgccgtg tctatgctgc 
tattcgttat
   243541 agtagctttt taggcagagc ttgtttattt gcaggttggt tcccgccagc 
gtggatttta
   243601 ggtacgggtt tattaggttt ctctaaaatt atggagaaca tggagctcgg 
ccataatgtt
   243661 atgcacggtc aatatgactg gatgaatgac ccgaaattta atggtcaaac 
ttatgaatgg
   243721 gacactgtag gtacctctga taactggcgt caaacccata actataaaca 
tcatacttat
   243781 accaatatta aaggtattga tgatgacatt ggttatggct tacttcgctt 
attccctgag
   243841 caacgttgga agccagggtt cttgttgcaa ccgatttata gtattccatt 
ttgcttattg
   243901 ttccagtggg gcgtagcaat tcagaatctt gaaattgggc gtgtacttta 
caagcgtaag



   243961 actaaggcac aatttttaga agagttaaaa ccagttaata aaaagattgg 
caagcaactc
   244021 tttaaagatt atgttttctt cccacttatt gcagggccgg cagcactacc 
agtatttaca
   244081 ggtaacttgg tcgcaaatgg tcttcgtaat atctggacct ttagtattat 
tttctgtggt
   244141 catttcacga aagatgcaga agtgtttcca aaatctgttt tacaagaaga 
aagccgtgga
   244201 cattggtata tgcgccaaat ccgtggttct tctaacttaa caggttcaga 
agcattccat
   244261 attttgtctg gtcacttaag tcatcaaatt gaacatcact tattcccaga 
tattcctgct
   244321 cgtcgttatc gccaaatggc tccaaaagtt gaggcggttt gtaagaaata 
tggcttgaac
   244381 tataacaatg ccagctttgt taagcagttt ggacaagtgg ttgggcgtat 
tgtgaaatat
   244441 gcgttcccat ttaaaaaata atattttgtt cttataacat tgtacgcact 
tctgattttt
   244501 cagaagtgcg ttttttttga cttagcacta atatgaagga attattgaat 
tattattaaa
   244561 tatgccccat tgttcaaact gttttataga gagcgaggtt tgctctgtaa 
tatcattttc
   244621 attcaattga tttgcattaa aaataacatg gggaggatgc cagattaaac 
cacatctgcg
   244681 tgcagtggct tttaaaggag ccatgagttc atctagagta aagccatttt 
gccccagttt
   244741 ttgatatgcc gaacttaaat tgccaaccgt aatatgcaaa taaagtggtt 
tgccttcaat
   244801 atgctggcct tcctgttcat aaaaaagata aaacatccgc gttaagacgg 
catccatcca
   244861 agctttaaaa ataggtggaa ctgaatacca atagatagga aactgcaaaa 
taatgtgcga
   244921 agcagaaatc aggcgttgag cttcaatcgc accatcgttc attatatcta 
aagatccgtt
   244981 atacagcttt tgaatgtcaa caatatcaat tttgtcctga tcctgtaatg 
ttgcaaccaa
   245041 agcgcgatta accttagatt ggctcaaatc gggatgaaaa actaataaaa 
gtggtttatt
   245101 cataatatat ctccttaatt tctatgatga ttaatcacat gcgataaata 
atattcacat
   245161 cataaaaaaa gcagccctat aataaaattg actaatttaa ttgagcagat 
gaaagaattt
   245221 tgatgaacaa acagatttct tgggatgatc agaaattctt tttagtggtt 
ttagaagaag
   245281 ggagtttctc agcagcagct cgtaaattgg gcgttacaca acccactgtt 
cgaacacgta
   245341 ttgagcatct tgaacatcag ttgggaactg ttttgttcag ccgttctgtt 
catggtttga
   245401 agccaacgga acacgctttg gcccttgaag tccctacgcg agcaatgcaa 
cgtgcttctg
   245461 actattttat gcggacagca agtgctccgt taaacgtaat tgcaggcagt 
gtccgagtga
   245521 gcgtatcgga ttttctggga acaatggttc tacctcaatt actttcaaag 
ttccgcttac



   245581 tgtatcccga agttaatatt gaattatccc taaacaattc ttctgccaac 
ttacttgagc
   245641 aagaggctga tctggcaatc agaatgtatc caccagttca agaggcactt 
gtggctaaaa
   245701 agataggtga ggtgccattg gggctctatg ctcatcgaga ttatatacag 
cgtaaaggta
   245761 atcccacttg tctagaagat ttaagacaac atgatttgat tggtccagat 
cgtaatcttc
   245821 ttgaaagaga aatgataagg atgcttttac ctgagcttaa aaatgaacaa 
ttcaagatac
   245881 gcaccgatag ccatcctgct cagttttcag cagtaaaggc tgcgttagga 
ataggtttta
   245941 ttcagtgtcc tatagcaaat caatgccaag agcttataca agtgattcca 
gacctagaag
   246001 ttcatcgata tgacctatgg ctcgtaatcc atgaagattt tagacaaatt 
ccgaaaatca
   246061 gaacgctttt tgattatttg gctcaagctt tgggaaatta tttagttggg 
aaaatttaga
   246121 gaagtagcaa gacttaaata taaaaagctc atgaagcttt attaaataaa 
taatattgct
   246181 gatcagatat agaaaagggt ccaagtaatc atatgattgg acccggaaaa 
ttacttttat
   246241 ttaaactgga ttgaaccgtt tgcatttaca gtaattttag attcaccagc 
agccatgtct
   246301 tgagctggtg ccgcttcagt agcagcgaac ttagctaagc tggcacgcat 
tacaggttga
   246361 ggaaaatagt tattcgtgtt caggtttaga gtgaccaaag aatattggct 
tttattccat
   246421 gcctgagtca gcatttgagc acgctgttga aagtttttag atgcttctac 
catcaattca
   246481 ttctcaactt ttttacgttg ctcatctgaa acgctaaaat taatggattg 
agtttgaaag
   246541 ctttgttgta actcattaat taattggcta gcagctttga aatctttact 
ttctaaacga
   246601 atttccgcgc ggccacgcca ttcttttaat ttattactgt cattgtcata 
aattggataa
   246661 gtgctttggg caccagtttc cactttcact tgtgggtatt tacgcgaagt 
cgcgagtgct
   246721 tggttcatta actggttaat ttggtttgaa agttctgcag gctgcttatt 
gcttttttca
   246781 atatataaag ttgcatgcat ttcatcgttt gaaacttggc gagaagcttc 
tgcttgaaca
   246841 tttacaatat tgtagtgaag ggcattatca tcttgggcaa aaaccatagg 
gctgagtacc
   246901 gtaccaagga gaagagtaga tattgctaaa gtacgcataa atttatcctt 
taaaaattaa
   246961 tataaattta atttttttca ttaagaaatg ttaaacataa gttatgcata 
acttttgcag
   247021 attttgtggg gtatttgtaa tattgaaatc aagtttttta atttctggta 
agaataaaat
   247081 tctttaaaaa taaaaaactt agaattaaag tgtttcaatg taacttaaaa 
aatcacacga
   247141 atataaaaaa agaatatttt ctttaggttg tcacatagta tgatgataat 
tcatcataac



   247201 tattgggata atacaatttt tcaataagat tagatgagta aagtacacaa 
aagacgtttt
   247261 ttttcttgca aaattaggta tcatcgcgct cctagttaca agatataaaa 
tatgtgtctt
   247321 cgctagttct ataaagcacc gagtcaaagg accaaaagtc accagactta 
tttctttcta
   247381 cccttatcag agatggtaat ccgatatgag cgttacttct gtcaaccctg 
ccactaatgc
   247441 taccaacgaa tattatttga ctcgccaaag tcaaatggaa tcgaatgttc 
gtagctatcc
   247501 acgtaaatta ccgttagcga tagcgaaagc acaaggttgc tgggttactg 
atgttgaagg
   247561 tacacagtac cttgattgtt tagctggggc aggtacattg gctttaggtc 
ataatcatcc
   247621 tgcggtgatt caaagtattc aagacacatt ggcaagtggt ttgccattgc 
atactttaga
   247681 cttaaccaca cctttaaaag atgcgtttac tgaagcgttg ttagcatatt 
taccaggtgg
   247741 taaagaagaa tattgcttac agttctgtgg tccttctggt gcagatgcga 
ctgaggcagc
   247801 aattaaactt gctaaaactt acactggccg tagctcagtg atcagtttct 
ctggtggtta
   247861 ccatggtatg actcatggtt cacttgcaat gactggtaac ttaagtgcaa 
aaaatgcagt
   247921 gaatggctta atgccaggcg tacaattcat gccatatccg catgaatatc 
gctgcccact
   247981 tggtctaggt ggtgaagctg gtgttgacgc tttaacttac tatttcgaaa 
actttattga
   248041 agatgttgaa agcggtgtaa ctaagcctgc tgctgttatt cttgaagcaa 
ttcaaggtga
   248101 aggcggtgtt gttacagctc cagtaaaatg gttgcaaaaa atccgtgaag 
tgactgaaaa
   248161 gcacaacatc gttttaattt tagacgaagt tcaagcaggc tttgctcgtt 
caggcaaaat
   248221 gtttgcattt gaacatgccg gtattgaacc tgatgtcgtt gtaatgtcta 
aagcagtagg
   248281 tggtggttta ccacttgcag tattaggtat taagcgtaaa tttgatgctt 
ggcagcctgc
   248341 tggtcacact ggtactttcc gtggtaacca acttgctatg ggtacaggtc 
ttgttgtatt
   248401 agaaacgatc aaggaacaaa accttgctca aaatgcacaa gagcgtggtg 
aattcttaca
   248461 agctgaattg aaaaaattag ctactgaatt cccatgtatc ggtaacgtac 
gtggccgcgg
   248521 tttaatgatt ggtgttgaaa tcgttgacga gcgtaaacct gctgaccgta 
tcggttctca
   248581 ccctgctgac tctcagttag cggctgcgat ccagactgct tgctttaaca 
acaatttatt
   248641 gcttgaaaaa ggtggtcgta acggtacagt aattcgttta ctttgcccac 
tcatcattac
   248701 tcaagaagag tgtgtagaag taattgctcg ctttaagaaa gcagttgcag 
aagcattggt
   248761 tgcagtgcga ggcgcgtaag tatggtggat tttgcagaac atcgtaaagc 
gttactctgc



   248821 aatgatgcac aatccattgc tgactatgag tcagcaatgg gcgaagcggt 
aaaagccgtt
   248881 tcagcatggt tgcaaaatga aaaaatgtac acaggcggta gcattaaaga 
gttgcgttca
   248941 gcaatttctt tccaaccttc aaaagaaggt atgggtgtac aacaatctct 
tcaacgtatg
   249001 attgagcttt tcttgaataa aagcttgaaa gtacaccatc cacactcatt 
agcacattta
   249061 cactgcccaa ccatggtgat gagccagatc gcggaagtgt taatcaatgc 
aactaaccag
   249121 tctatggact catgggatca aagcccggca ggttcattaa tggaagttca 
gcttattgat
   249181 tggttgcgtc aaaaagtagg ttatggttct ggtcaggctg gtgttttcac 
ttctggcggt
   249241 actcaatcta acttgatggg tgtgttactt gctcgtgact ggtgcattgc 
gaaaaactgg
   249301 aaagacgaaa atggtaaccc atggtctgta cagcgtgatg gtattccagc 
tgaagcaatg
   249361 aaaaacgtca aagtcatttg ttctgaaaat gctcacttct ctgtgcaaaa 
gaacatggca
   249421 atgatgggta tgggcttcca gtcagttgta actgttcctg tgaatgaaaa 
tgcacagatg
   249481 gatgttgatg ctcttgaaaa aacaatggcg catcttcaag ctgaaggtaa 
agttgttgct
   249541 tgtgtcgttg cgacagcggg tacaactgat gctggtgcaa ttgatccatt 
gaaaaaaatc
   249601 cgtgaaatta ctaataagta tggttcatgg atgcatatcg atgctgcgtg 
gggcggtgca
   249661 ctgatcttgt caaatcacta tcgtgcaatg cttgatggta ttgagctgtc 
tgattcgatc
   249721 actctcgact tccataagca ttatttccaa agcatcagct gtggcgcgtt 
cttgttaaaa
   249781 gatgaagcga actatcgttt catgcattat gaagctgagt acttgaactc 
tgcttatgat
   249841 gaagagcatg gcgtacctaa ccttgtgtct aaatcattac aaacgactcg 
tcgttttgat
   249901 gctttaaaat tgtggatgac cattgaatca ctcggcgaag agctatatgg 
ttcaatgatt
   249961 gaccatggtg taaaactgac tcgtgaagtt gcagattaca tcaaggcaac 
tgaaggttta
   250021 gagcttttag ttgaaccaca atttgcttcg gtattgttcc gtgttgttcc 
ggaaggttac
   250081 ccagttgagt ttatcgatag cttgaaccaa aacgtagcag atgaattgtt 
tgcacgtggt
   250141 gaagcaaata ttggtgtaac aaaagttggt aatgtacagt cattgaagat 
gacaacatta
   250201 agccctgtag taactgtcga caacgttaag aaccttttag ctcaagtatt 
ggctgaagct
   250261 gaacgcatta aagatgcgat tgcttctggt aactacgtac caccaatcga 
ctaattgagt
   250321 tgatacccca aaaagctcgg tttattgccg ggctttttta ttacatatta 
tttttattaa
   250381 aagtgtgtat cagaagaagg gtatatgcac aaaacatgca tattttcaaa 
aaacaaaaat



   250441 aattatgcat gatttatggt gagcaaattt cttattgtat tggtatgttc 
ccgatttttt
   250501 ggccgcattg atatatcaat acggcacttg ctttaaacca tactacataa 
agtaagaagt
   250561 cgtaattaca attaagacaa ggaagaagaa atgcaacaag cgaatatgct 
taatgaattt
   250621 aaacttatta ttggcggtca actttgttca ggtgaacaag gtgaactgga 
aattattaat
   250681 cctgctacag gcttaactgg tgcacgttgt gcaaaagcat cagttgcaca 
agtgaatcaa
   250741 gctgttagtg cagctaaaca ggcttctaaa gcttggcagc ttgtctcgca 
tgatgagcgt
   250801 aaatcaattt taaacaagat tgcagacggt attgaaaagc atgctgaaat 
gcttgcagag
   250861 ctggtggtgc ttgaacaagg taaaccacta gcactggcac aaatggaagt 
gcaaggtgca
   250921 attggctgga cgcgttatgc ggcttctatg gatttaccgg tagaagtaat 
tgaagacagt
   250981 gaaactaagc gtattgagcg ccatcgccaa ccattgggtg tagtggcttc 
aattacgcca
   251041 tggaactggc cactcatgat tgcagtttgg catatcatgc ctgctttacg 
tgcaggtaac
   251101 gttgtcatta gcaaaccttc tgaatacaca ccattatcga ctttacgttt 
atgtgaaatc
   251161 attcagcaag aagttccagc aggtgtaatc tcaattatgg ttggtgctgg 
tgagattggt
   251221 gaagcattat cttctcatcc agatgtgcaa aaagtcgtgt ttacgggatc 
aactcgaaca
   251281 gggcagcaca ttatggctgg tgcagctcag cagctaaaac acttaacttt 
agagcttggt
   251341 ggtaatgatg ccggtattgt attaccagat gcaaatatcg atgaaattgc 
tgttaagatt
   251401 tttaatatgg cgttcttgaa tgctggtcaa acatgtgcgg cgttaaagcg 
tttatatgtg
   251461 catgaaagcc aatatgaagc cttatctcaa aagttagctg atattgccaa 
cgctcaagtt
   251521 gtgggggatg gtatggcatc ttctacaaca tttggaccag tacaaaacca 
gatgcaatat
   251581 aacaaagtga aagctcttat tgctgaagcg attgcacaag gtgcaaaagc 
actttctgga
   251641 caacaacagc taccagagca gggctatttt attgcaccaa ctattttgac 
tgaagtttct
   251701 gattcttgcc gtgtggtgca agaagagcaa tttggtccag tgttacctgt 
tttaaaatat
   251761 accgatatca acgatgctat tgctcgtgcc aatgacagtg agtttggttt 
gggcggttca
   251821 atttggtctt ctgatcttaa aaccgcacag acctacgcta cacagcttca 
atgtggaacg
   251881 gtctggatta atacccatgc agaagtactg cctcatgcac ctttcggcgg 
ctggaaaatg
   251941 tctggcttag gcgctgagtt tggtttggaa ggtttgcttg aaaatacgat 
tggacaaacg
   252001 gtccatatta gtaaagtcta aatattaatt ttaaggcgga tttagtatcc 
gcctttttat



   252061 tttcactttt aagagtgaaa agctgagtta ttttattgag agtgatgata 
gctcatgctt
   252121 ttaggcttga ttaaaaaatg attctgttct ttaatttttt tcagaacaat 
gtaagacttt
   252181 atgtgcccta taaaattata agaaagcaat ctttcagtca caaattgaga 
aagctgttct
   252241 aaattttcag caacgacttt taaaataaaa tcagcatcac cactaattga 
aaaagcatcc
   252301 tgaatgttat cttcagcttc aatcagctct tggaaagctt gctgtgattt 
cgcctcgtgt
   252361 gttcttaagt ttatgtgaat catcgctgta acttccagcc ctagcgcctg 
ttgctggata
   252421 cgtgctgtat aaccgaggat cacgcctttt tgttcaagca attgacgtcg 
tcttgaacat
   252481 tgagaagcag ataaaccgat taaatctcca atttcctgat tggtgagtcg 
tccattcttt
   252541 tgtagtgcct gaatgatttg ccagtcgaac ttatccattg cataaaatcc 
ttttatgata
   252601 cacaaattat gtatttttat taaaatgcgt tttcattatg cacgaaatct 
aaaagataga
   252661 tgaaatatta tttttctatg gaataaaaat tggtctcaaa ggatatagag 
caatgttcat
   252721 agaaattggt gaatttttaa atcttcgtct aaaacaaatg ggtatccaac 
atctttttgg
   252781 tgtacctggt gattttaacc tctcatatct agaacaagtt gaagcagacc 
cacaactcga
   252841 atttattgga aattgtaatg aattaaatgc tgcctatgca gcagacggtt 
atgcacgaat
   252901 taacggtttt tctgccttgg caaccactta tggtgtaggt gacttaagtg 
ccattaatgg
   252961 tattgcaggt gcctatgcag aaaatgtacc tcttattcat atctcaggta 
ttccaccttt
   253021 acatgcagtt caaaagggca ctctcataca ccatacgtta gttgatggta 
actacgacaa
   253081 tattatgaac tgcatgaaag agttcacagt tgcccaaact cgtttaactc 
ctgcaaatgc
   253141 agcttctgaa attgaccgtg tattgcgtca gtgtttcctt gaacgccgtc 
ctgtacatat
   253201 ccaactacct ggtgatatta ctcacgttaa gattgaagtg tctgagcgtc 
cgcttgacct
   253261 aagctatcca gctgttgaac ctgaattatt acaaagtgtg gtaagcaaac 
tttgtgacat
   253321 tattgagaat gctcaaagtc cagcgctttt aattgataat gaagcctcag 
tttttggtgt
   253381 aacttcactt ttaaatgatt tgtctcagaa atgctcaatt ccatttgcag 
gtatgaatac
   253441 tgcaaaaaat attatggatg aaggctcacc tcgttacatc ggaacttatg 
tgggtggggc
   253501 aagccaaccg catgtgaaaa atatcattga acaatctgac tgtttaattg 
gtgttggcgc
   253561 gcgctttacc gatgtaggct cagctgtatt tacgcatcaa attgagacca 
agaactacat
   253621 cgaaattaaa tcttatggct tgaatatttt tggtcaggat tttccgggta 
ttgaaattgg



   253681 acaattactt gtcgagctaa ataaaaaagt tgcgccacgt aaatcgtcaa 
tacctcttct
   253741 tgaaaaacaa cctcagaaat taattgaagc gccagctcaa cagaagctta 
gccaagatgt
   253801 gctttggaac tacatttcag ggttcttaaa agaagatgat gtgattattg 
gtgaagtagg
   253861 aacatcaaac tctgcattgt caggtatcaa acttcctgcc acagctaaat 
atattgctca
   253921 accgctttgg ggttctattg gttatacctt gccagctttg cttggtagtt 
tgttagctgc
   253981 tcctgagcgt cgtcaaattt tgtttattgg tgacggttcg ttccagctta 
cggtacaaga
   254041 actctctacg attatccgcc atggtttaaa accaattatt ttcttgttga 
acaatggcgg
   254101 ctacaccatt gaacgtttaa ttatgggtga aaacgctgcc tataacgacg 
tgcaaaactg
   254161 gaaatacact gaaatcccag cagtatttaa cggtaagaaa ggccatacaa 
cttatgtagt
   254221 tgaaaccgcc gggcagctaa agagcgtttt agacaacgtt cagcaaaatg 
accagttaac
   254281 ctttattgaa ttgaaactac cagcaatgga tgcaccggtg agtttgaaaa 
aatttgcttc
   254341 tgtgattgca cgttttgact acggtgatcg cggctacgaa attttaaagg 
agcgttccca
   254401 accagttaaa tgtaaggatg caatctcttt ttaaatagaa gataggacac 
gtcttctcaa
   254461 aaattaaatg gactcatact aaagcaactt atgtccgaag gtcggtttct 
ggccttcgga
   254521 tatggtgctg aataaaggtg tacaggaagt gacaccaaca ttggagataa 
tgttatggat
   254581 gcaaacaata agcacgagtt aaaacaaggc ttatccaatc ggcatattca 
actcatcgca
   254641 ctcggagggg cgatcggaac aggattattc ttaggtctat cacaaacaat 
taaactggca
   254701 ggtccttcaa ttttattggg atatgcaatt gcaggaatta ttgccttttt 
gattatgcgt
   254761 catttaggtg aaatggttgt tgaagaaccg gtaagtggtt cttttagtta 
ttttgcgaac
   254821 aaatactggg gcaaaatggc tggttttatg tctggctgga actactgggt 
tttgtatgta
   254881 ctggtgagta tggccgaact gagtgcgatt ggtactttta ttcagttttg 
gtggccagaa
   254941 attccgacat ggctgaccgc tctatttttc tttattttaa ttaacggcat 
taacttggta
   255001 aatgtccgct tttttgggga atcggagttc ttattttcct gcattaaaat 
tgttgcgatt
   255061 ttaagtatga ttggcttcgg tgcttatctt ttactttcag gctcagcagg 
tccgcaagcg
   255121 ggtgttgcaa atttatggca acacggtggt ttctttccgc atggtattca 
tggctttatt
   255181 atggctttgg ctgtcattat gtttgcattc ggtggtctag aacttatcgg 
tattgctgcg
   255241 gctgaaacga aaaaaccgga gacaacaatt ccaaaggcag taaaccagat 
tgtttatcgc



   255301 atcctgattt tttatatcgg tgcaatcggt attcttttat gtctttatcc 
atggaatatg
   255361 gtggcagaag gcggtagccc gtttgtctta attttccagt ccctcaatag 
taatggcgtt
   255421 gcgaatgttc tgaactttgt ggtcttgatt gctgctattt cggtttataa 
cagttgtatt
   255481 tactgtaata gtcgtatgtt gcatggttta gcagagcagg gcaatgcgcc 
agcaattttg
   255541 aaaaaagtga acagccgcgg tattccggtc cctgctgcaa ttgtgtctgc 
ttcaattaca
   255601 gcagtctgtg tagtggtcaa ctatttaatt cctggtcaag cttttcagct 
ctttatgatg
   255661 ttggttgtgg ctgcgcttgt tattaactgg cttatgatct cagtcacgca 
tttgaaattt
   255721 accaaagcaa tgaaattgca aaagcgtcaa accaaattcc aaagcattat 
gagcccatgg
   255781 agtaattatt taactattag ttttgtatgt ttcattctca ttattatggc 
gatgacacca
   255841 gatatgagac tcgctgttat tttggggcct atctggcttg cggttttagc 
gattatgtat
   255901 ttctttaagt atcgtaaaaa aatggtcgca atgccggaag tacaatcaaa 
ctaataagct
   255961 aaatttacag tgatattgcg gttatctgac ataaggcagg taaccgtttt 
tgttttgtca
   256021 taatattttc atgttcgggc gaaataattt tttaaaaata aaggtgtcac 
gtaaaaaatt
   256081 gagaattgtg tcaataaaat aattttgtaa catcaattca ttaaattact 
taagttttta
   256141 taatttaagc ataattataa ttttattatt ttaaacgttt gtcatatttc 
ccattaaatc
   256201 taaatagcaa aggacttata aaatcatctt aaataattga tataaaatag 
atttaaaaat
   256261 gtgacaatga acattataaa aatcatgaaa gcgtcataat actgtaactt 
atttgtcata
   256321 ttttctattc acaatgcagc tatcgaagag cgtacaagca ctcaacaaaa 
agtgacgtac
   256381 aacctattgc attaatgaga gagaacagaa tgcgcttaaa tccacgtcaa 
atcgcaattg
   256441 cattagcagt aactggggcc gctgtaacaa cgactgcaaa tgcagctcgt 
gatacgattc
   256501 aaattgctgg ttcttcaact gtattaccat ttgccagcgt tgtagctgaa 
gagtttggta
   256561 atacattccc tcaatttaaa actcctgttg taggttctgg tggttcttct 
gctggtttaa
   256621 aacagttctg tcaaggtgtt ggcgacaaca caatcgacgt tgcaaacgct 
tctcgtaaaa
   256681 ttaaaagcac tgaaatcgaa gcttgtaaca aagctggtgt aaaacaaatt 
caagaaatca
   256741 aaattggtta tgacggtatt gtatttgcgt ctagctcaag caaagcagct 
tataaattaa
   256801 aaccttacca tgtgtttgct gctttagctg cacagttacc ttcaaaaggt 
aaattggttc
   256861 caaaccctta tacaaactgg aaccaaattg acaaatcact tcctaatgag 
cctattacgc



   256921 ttgttattcc tgcgtctaac cacggtacgc gtgaagtttt ccaagaaaaa 
atggttgaag
   256981 ctggttgcga agcgtatgaa tacttcaaga gcctagacaa agacgctcaa 
aagaaagcat
   257041 gttctacttt ccgtaaagac ggccgtgtaa ttgaaattgc tggtgactat 
acagaaactc
   257101 tagctcgctt aaaaacttct ccaagtgcag taggcgtatt tggtttaagt 
ttctatgaca
   257161 tgaaccgtga caagttacgt gtagcgacag taaacaacgt agttccttct 
gagaaaactg
   257221 tgttaaatgg tacataccct gtatctcgtc cactatactt ctatgtaaaa 
ggcgagcact
   257281 taaaatcagt taaaggttta ccacaatacg tagaatactt cctaagcaaa 
aaagcgactg
   257341 gtaaaggttc taaagctgag cgtgatggtt taatcgcgat gtctgatgca 
gaacgcgcta
   257401 aagttttagc tgactttaaa gcaggtaaaa ctgttaaata agttagttta 
aataggggct
   257461 ggtgatctca agcgatcatc agcctttttg tctaacacgt ttttcccaaa 
ttatgacaat
   257521 tgagaaaaca gtggagaata catgaatctg ctacttatcg gtgtgttgtt 
agcccttgtg
   257581 gcaattgcat atcaacttgg gctgagaaag agccgccacc tagcaggtaa 
gggaagcaac
   257641 tcggcgacat tacattctcg tcctggttat tatggcgcac tggttgggct 
ttggtgcggt
   257701 atccctgctt ttttaatttt gatcatttgg aacttggttg agccaagtat 
tttaaatcat
   257761 attatcttta acaacgtacc tgcttctgtg acagcttctc tagatgaagc 
agcaagaagt
   257821 gtacttgttg atcgagttca agcgatcgct tctggttttg gggtaagtga 
tcatcccgcg
   257881 gcttatgagt tggctgctgc tcagcaatat gcaaaatttc aaactattgg 
ctcttttgcc
   257941 aaatttgctg ttgttgtctg tgccgctttg ttgggcttag tgtgggcaaa 
gaagaaaatc
   258001 agccaagaat atcgcgcacg taaccaagtt gagcgtgcaa ttaatgttgg 
tttgatctta
   258061 tgttctggtg ttgcaatttt aaccacgatc ggcattgtaa tgtcgatgtt 
tggtgaggca
   258121 atgcacttct tccattttgt aagtccaatc gactttttct ttggtacaga 
atggaaccct
   258181 ggctttagta cttcaggtaa tgcagaaggt agttatggtt tattaccatt 
actatggggc
   258241 acgctcatgg tcagtggtat tgccttatta gttgctgtac ctgttggctt 
aatgattgct
   258301 atttatttag ctgagtatgc ttcgccgtgg ttacgctcat gggcaaaacc 
taccattgaa
   258361 gttttagcgg gtattccaac aatcgtttat ggtgtttttg ccatgatgat 
tattgggcca
   258421 ttctttaaag ctgctggtgc gtatgttggt attgaaatta atgcaaccag 
tgctttgact
   258481 gccggttttg taatgggaat tatgattatc ccattcgttt catctttgtc 
tgatgacatt



   258541 attactcaag ttcctcgcgc acttcgtgat ggttcgttag gactgggcgc 
aaccaaatca
   258601 gaaacgattc gccaagtggt tttaccagca gctttaccgg gtattacagg 
ggcattttta
   258661 ttggctgttt cgcgtgccgt aggggaaacc atgattgtgg ttttggcagc 
aggaaacagt
   258721 ccacttctac atgcaaatcc gtttgaagct gtttcgacag ttaccgtaac 
cattgtaaaa
   258781 cagttaacgg gtgatactga ttttgcgagc ccacaggcct tggtggcatt 
tgcactgggt
   258841 ttaacactct ttgtgatcac tttaggatta aacattgttg cactgtacat 
tgtgcgtaaa
   258901 taccgtgagc aatacgaatg agtacatcaa atacatcgtc tcctatggat 
cagaacgtat
   258961 ttgatccaca agctgctgct caggcacgtg atcgccgtaa aaaagtgatt 
gaaaaatcat
   259021 tggctaaacg tcaccgcaaa gaaaaagctt tccgctttgc aggtttgtca 
gcagttgtta
   259081 ttggccttgc attcgttgcg ctactgtttg gcagtatttt ggcaaaaggt 
ttaccggcat
   259141 tctggcaaac cagtatgaat gtaccagtct acttcgatcc taaagtaatt 
gatgcaggtc
   259201 cagtgccggt acgtacacaa ggtgaaacac ctgcacatta ccaagaacgt 
tatgtcgatt
   259261 ggcaaacgaa aatgggtatg gtcgattggg atagcctgat cgtaaatggc 
atgattgcta
   259321 aagatccttc acttgcatca caacgcgatt atttaagtag cctttatgca 
agttctgaag
   259381 cttatcgctt acgtgatatg gtgtttgctg acccatcact cattgggaaa 
aaagagaacc
   259441 taactttctt gggtgatgcc aatgtagatg tatggctgaa gggtaatatt 
gaccgctcat
   259501 taccagacga ccagcaacaa cttgatccgg aaatccgcaa gctggcagat 
gaccttaaag
   259561 caaaaggtgt acttgaaaat acctttaata ccactttatt taagaatcct 
gactctcgta
   259621 gttcaccagc gattagtggt cttgcaggcg cattcatggg ttcattattc 
atgatgctga
   259681 ttgtgatcat tatctcgatt ccaatcggtg ttgccagcgc aatctatctt 
gaagagtttg
   259741 ctccaaagaa tgtcattaca gacattattg aagtcaacat taataacctt 
gctgctgtac
   259801 cttcaatcgt gtttggtttg ttgggtgctg caatctttat tggttggatg 
catttaccgt
   259861 tgtcagctcc tttcgtcggt ggtttggtat taagtttaat gacactacca 
acagtcatta
   259921 ttacaacacg tgcttcttta aaagctgtgc caccttcaat tcgacaagct 
gccctaggtt
   259981 taggtgcgtc taaagtacaa accgttttcc atcatgtttt accgctagcg 
ttgcccggca
   260041 tcatgacggg tgcaattatt ggtgttgcac acgcactcgg tgaaactgca 
cctttacttt
   260101 taatcgggat gagtgcattc gttgcaagtg ttccaaccac cccatttgat 
caagcaactg



   260161 ctttacctgt ccaagtttat ctatggcagg gtaatgagtt gcgtaacttc 
ttcgaaggcc
   260221 gtactgctgc tgcgattatc gtacttcttg cattaatgat tggtttaaac 
agccttgcaa
   260281 tttggttacg taaaaagttc gaagtgcgtt ggtaatagag gataaatcat 
gaatacaatt
   260341 gatattacga attccttaga aaaggataag ttagtgaata ctgaacaatc 
tcaacttaca
   260401 gatacacaac tgcatcatgg cacttcgtac gtttcgcatt ttgaaccaca 
tgcttcaaaa
   260461 aagccaaact caaccgaaat caagatcagt gcacaagatg cccatgttta 
ttatggtgac
   260521 tttgaagcga ttaaaggcat cgatttagat atttatcaaa atgaagtaat 
tgcgtttatt
   260581 gggccatcag gctgcggtaa atcgactttc ctgcgtactt taaaccgtat 
gaacgacacg
   260641 attgatggct gtcgtgtgac aggtaagatc actctagata acaaaaatat 
ctatgatcca
   260701 aatctggacg ttgtattact gcgtgcacaa gttggtatgg tgttccaaaa 
gccaaatcca
   260761 tttcctaaat ctatttttga taacgtggca tatggtccga agctacacgg 
tttagctcgt
   260821 gacaaatatg acctagaaga aattgttgaa aatagcttgc gtaaagcagg 
tctatgggaa
   260881 gaagtgaagg atcgtttaaa ccaaccgggt actggcttat ctggtggcca 
gcaacaacgt
   260941 ttatgtattg cacgtacaat tgcagtaagt ccagaagtga tcttgatgga 
tgaaccttgt
   261001 tctgcacttg acccaatcgc aacggcaaaa gtggaagagc tgatttctga 
actgtctgat
   261061 caatacacaa tcgttattgt aacgcactcg atgcaacaag cagcgcgtgt 
ttcagaccgt
   261121 acagcttact tccatttagg tgatttgatt gaagtaaact ctacagagaa 
agtatttact
   261181 cagcctgacc atcaattgac agaagcgtac attactggcc gtttcggtta 
attgatcgtt
   261241 gtaaaagaaa aagagcctag tgctcttttt ttatttaata aatgaaaatg 
actctatttt
   261301 gcaaaatcgc tattgaattt taatcaaaag aaccacatct taaggctata 
aagacaaact
   261361 tatgagcata gaattttatg ttattccatt tgcctaaact ccctgcggaa 
atacgtgtta
   261421 gtcatttaaa tgcacgtgta aatgaacaga gaaaaaaaat tgcacaaacc 
acagcaagtc
   261481 gtttagagct tttacaattg gctcaacaac ttgcaaaaga agctaaaatt 
cgccgtaaga
   261541 acaaccagaa aatttttgtt ttagatttta aaggtgacat tcaggcatct 
gcggttgaaa
   261601 atcttcgtga agaaatcacc cttattttag caacggctaa agctggacgt 
gaccgtgttg
   261661 tggtacgtct tgaaagtccg ggtggtatgg ttcatggata tggattggcg 
gcagctcaat
   261721 tggttcgttt gcgtgatgca ggttttcatt taacgatttg tgtcgataag 
gttgcggcaa



   261781 gtggcggcta catgatggct tgtattgcaa atgaaattat ttctgcaccg 
tttgctgttg
   261841 tgggttcgat tggtgttgtg gctcaggtac caaatttcaa tcgtctttta 
aaagaacata
   261901 acgtggactt cgaactttac acagcagggc aatataaacg tactgtcacc 
atgtttggtg
   261961 agaatactcc tgaaggtaag gcgaaatttg aagaagagct acaacaaacg 
catgtgttgt
   262021 ttaagcactt tgtagagaaa tatcgtccac agcttaatgt agacaaggtt 
gctacaggtg
   262081 aacattggta tggtcaagat gcacttgatt taaaccttgt agataaacta 
caaacttcag
   262141 atgagtatct attagcattg ttacctcagc atgacgtata tgtaattaat 
acccgtaaaa
   262201 aagcaacttt gggtgaaaaa ttaggtttac aagcagctca aatggcagat 
agcctgattc
   262261 cggctgtaat gaataaagtg gctgatactt tagcaaaagc gaattcaacc 
ttagtccaaa
   262321 tgcgcgatac taaattttaa ttaagatata ttttcaaatt aaagagtgcc 
ttttaggggt
   262381 gctctttttt atgcgaaaga ctaaaagaat ttagtttgaa ttgccggaat 
gcccattcat
   262441 ttttataaaa aatagatatt gaataaagat tcaaaaaaaa ttgttgataa 
atatacttat
   262501 tgaattgtga taaataagtg attttgatat tttaggcaac aataaaatag 
cttttagatg
   262561 atccatttaa aagataaaca tttaaaaata taactgaaat ttaggacagg 
aaataatgac
   262621 aagaataatt gtagcatcca aagagggttt ggacgttctg caagatggtc 
agctcaataa
   262681 ggtggtttta aaccaaccta ctattattca aattggtgta agtcaaaaag 
atatcgcatc
   262741 gatggaaaag cagggtggaa gtctagtcat ccatttaaaa aatggagaaa 
caattgtctt
   262801 agaaaatttc tttaatgaag caacgaatac aacagagcat tcactcgttt 
ttccaactga
   262861 acaaggaaaa tttgttgaag cacaatttga tgctcaaggt agggttatag 
attatagagg
   262921 cttaaatcat gttacggatt tggcctatac cagtacgagt cattcagctg 
caacaatggc
   262981 cgttgataat gatccaagct tttcaatggg taatgtacta aaagcaggct 
tagcagtttt
   263041 agccgctgaa ggtttatatc tttgggcatt tgataaagat gataaagatg 
attcacccag
   263101 tactcccgat ttaatagcac ctgctgctcc tacagctacg cttgctgatg 
atactgtgac
   263161 agtgactggc aaaactgaag caaatgcgaa aatctacatt aaagatgcag 
caggtaatac
   263221 agtggcctca ggtgttgctg atgcgagcgg aaattacacg attaaattag 
ataagccgtt
   263281 agtgaatggg gataaattaa atgttattgc ccaagatgcg gctggaaata 
attctaaagt
   263341 tactgtggta acaggaacaa aagatacaat tgccccagat gttccacaag 
ctcaattgag



   263401 tgatgatggt tccttagtga caggtaaagc agaagcaaat gcaaaaatca 
ctgtttatga
   263461 tgccactggc aaagtattag gtactgtttt tgcgaataaa gatggtattt 
attctttaaa
   263521 acttactcca ccattaacca gtgaagcggg cggtaaagtg gttgccgaag 
atgctgcggg
   263581 taacaaatct gaggaagtta aaattattgc gggtaaagat accataccgc 
cagcatctcc
   263641 ttttgttgaa gtaaataaag aagggtcggt aatacatggt aaaactgaag 
caaatgcaaa
   263701 agttcaaata aaagatgccg atggtaaagt gattggaagt gggaccgccg 
atgctcaagg
   263761 tgaatttcaa attacacttt cacctgcttt aaaagaggcg caaaagggca 
cagtggttgt
   263821 ggaagatgct gctggtaatg tatctaaacc agttgaaatt acgccaggct 
ttgactcgat
   263881 tgcaccagat aaaccgactg ttcaaattaa tacagatggt acttctgtaa 
ccggtacggc
   263941 tgaggccaat gccaaaattg aaattaaaga tacaacaggg aaggtaattg 
gtagtggaac
   264001 agcggatgcg aatggaaaat ttacaatttc tatttcacca gctttaacgg 
ataataaaca
   264061 tgcttcggta tcagctatag ataatgctgg aaataagtct gaagttgttg 
atattgtagg
   264121 tacaaaagat acaacaccac cagcaaaacc tatattaaat agcgtagatg 
atgatgtagg
   264181 cgctgttaaa ggagctataa cggctggttc tgaaactgac gatgctagac 
caaaacttac
   264241 aggctcaggt gaagcaaatg caactcttac gatttatgat aatggtgttg 
caattggagt
   264301 tgtgacggta acaagtggta gatcttggtc atttacattt gataaagact 
tagctcttgg
   264361 taagcatact attactttga ctcaaactga tgcggcaggc cttaccagtg 
aggcaagttc
   264421 tccatttacc ttttatgtag ttgcaccgaa agctgcgagc ctgtctgaaa 
cttcagtaga
   264481 tactttaagt acagaagggc catctttggc agatagtgtc ggattgcata 
ctttaaaggc
   264541 agcgcaaagt acaacaactg agatgaataa cccgcagaaa tcggttcctt 
tagatgattt
   264601 attaaaaagt tctacggcta gtgaatcaga cccaatcgca aagcttctct 
catcaacagc
   264661 gttaaaaacg actcaggcat ctgagccaat tgaagtaaat gcatcagttg 
gtcagacaac
   264721 atcaaatcct gatcatcctt tacctgatac aacttcttcg gttttacaaa 
accttttaga
   264781 tcaaacttat ccagttgttt agggtatttg agacaacatg taaaaagcgc 
tcaatgagcg
   264841 cttttttaat tttaatttat tgtttgattt tttggtgttg tgagaagagc 
gattagccca
   264901 tagaggattg cgccaattgt agcgagtaac atgtctttat gtgcatccca 
catatcacct
   264961 tgttgcccat tataattttc agcttgttca ggtgatagcc cgattgcaat 
tgcccattcg



   265021 atcagttcat aaaagacact agacgccatc acaaactgga ctacaagtaa 
gaataaagaa
   265081 aaaggacgtg cagtgggtaa ccatacttgg aatacacgat aaataagagg 
atagagcaaa
   265141 acaccatagg caagatgaac taaacgatca tacatattgc gggaccagcc 
catatattga
   265201 tctaggttga aatggaacac ctgttgtatc cagtcattgt atggaacgta 
ggagtagaga
   265261 tagtgagcac caataatatg gattaataaa aacagtagat aaaaagtaaa 
acttaagaaa
   265321 tccagtccaa tttttttgaa aataataaaa agcagaatca ccataaaaac 
agtgccagct
   265381 tgatgaagca aataagcctc aaactcaagt ggttgaatac ctgaaatgat 
aatggcaata
   265441 aaaagcaggc caagtgcaat atagtgttta actttgaatt ctttttcgat 
cattttataa
   265501 ataagtcttt attctgattt gtatgagtgt aataaaaaag cgaagcctaa 
gcttcgcttt
   265561 ttataacttt tttaattaga ttttgctaat taattcgtta atttgtttag 
cttgttcagc
   265621 agcattacct gtgtaagttg caggtgtaag ctcagctaag cgagcacgct 
cttcacttgg
   265681 tacttgagca agttcgttac catttacgaa gtcaaccatc atgtcacgcg 
tcattgcttg
   265741 accacgagtt aatgctttta acttctcata tggtttttca acgttataac 
gacgcataac
   265801 cgtttgaatt ggctctgcaa gaacttcttg agcttggtca agatcttcat 
ttaagcggtt
   265861 tgcattgagt tcaagtttac caataccttt taagcaagca tcaaaagcaa 
ttaagctttg
   265921 agcaaaacca acacccatgt tacgaagtac agttgagtca gttaagtcac 
gctgccagcg
   265981 agaaattggt aatttttcgc ctaagtgagc caatactgca tttgcaatgc 
ctaagttacc
   266041 ttcagagttt tcaaagtcga ttgggttaac tttatgtggc atagttgatg 
agccaacttc
   266101 accttcttta agtttttgct tgaagtaacc taaagagata taaccccata 
cgtcacggtt
   266161 aaagtcgatc aaaattgtat tgaaacgacg taacgcgtca aataattcag 
ccatgtagtc
   266221 gtgtggctcg atttgagttg tatatgggtt aaatgttaaa cctaaagatt 
caacaaaagc
   266281 ttgtgaatgc gctggccaat ccacatttgg ataagcagaa aggtgagcat 
tgtagttacc
   266341 tacagcacca ttgattttgc ctagtaattc aacattttca aattgtttga 
tttggcgagc
   266401 taaacgatat gcaacgttcg ccatttcttt acccaaagtt gttgggctag 
cagtttgacc
   266461 atgtgtacga gacaacatcg gttgttcagc atgagttgta gctaaagcag 
agattgcatt
   266521 taaaatttgc ttcatgcttg atactaaaac ttcacgaccg tttttaagca 
taagtgcatg
   266581 agacaagtta ttgatatctt ctgatgtaca agcaaagtga atgaactcac 
ctgcattttg



   266641 taattcagca atacctgcaa ttttctcttt caagaagtat tcaactgctt 
ttacgtcatg
   266701 gttagttgtg cgttcaattt ctttaatgcg gttcgcatct tcttcagaga 
agttgcttac
   266761 gattgcatct agagctgcat ttgtttcagc tgagaaagga gcaacttcaa 
caatttccgg
   266821 acggttagaa agcgcttgta accaacgcac ttccacagtg acacgagcat 
gaattaaacc
   266881 aaactcagaa agaaaagggc gtagcgcatc acatttgctg gcataacgtc 
catctaatgg
   266941 tgatagtgcg gttaaagcgt tcataacgat tccttaatgc tggaataaac 
ataaaacaaa
   267001 aataatctcg ttacagcctt agataacttg gtactgtaaa cgagcaagtg 
cttgaatatc
   267061 ctgtagcaat ttacgtttgc taaaaatcat gttccatgaa ctaccgccga 
gttgtcgcca
   267121 taaatgggcc atttgtagcc ccgtaaacag acaagcacga atacggttgg 
tatggttggt
   267181 atctttaaat gcctcagcat taccacgaac aagaatacgt ggattaatct 
gtccggcagt
   267241 atcaacatag gtttgcgcca aattggctaa aatacttgga tgtaaatagt 
tattatcaaa
   267301 aaaagaaagc tgttttaaga tcttctgctg cgctttttca ataatcgcca 
catattcagg
   267361 attgctatag acctttttct ctaactgcaa aagtgacatc gcataagaca 
ttggaagttt
   267421 tgcactacgc attttaggca aacgagattt aggcgcattg gtaaaaggct 
gagtgataca
   267481 attttcaaga gttttaagac ccaacgaaat atcagccaat tgattgaaaa 
aatccaacgt
   267541 ctgaacagca ttattatttg ttgtagggcg aatatttaaa ctcgccttta 
ttaataactc
   267601 aaaataaaag ttaccacttt caccaatact ttgctgacct gtcatggcgg 
tcatatgcgt
   267661 aagctgggtc gcttgaaata ccccagccaa ggcaagggca cggttttggc 
gaacattcaa
   267721 ggcttgtgat tgttgaaagg gtaactccac catgccattc attcccttaa 
ataaaatttg
   267781 gtgtaggggc gtttgtatgg tgaataacac ccccgcctag gcaaacttca 
tccgaataaa
   267841 atacaacact ttggcctggt gtaactgcac gttgaggttc atcaaactca 
acacgaacac
   267901 catgctcact attttcatca ataaacactg tacaagcttg atcaggctgg 
cgatagcgtg
   267961 ttttagcggt gcaacgtaat ccttcagccg gaatattttg ctcgcctgct 
acccagtcaa
   268021 tggcctcact ccaaagctgt gtactttgca taagtgggtg atcatgtcct 
tggccgacca
   268081 ctaaacggtt attggcaaca tctttatgaa gtacaaacca tgcaccttct 
gatgcacctt
   268141 tcataccgcc tagaccaata ccgccacgtt gaccgagcgt atagtacatc 
agaccgtgat
   268201 gttcaccaac ttctttgccg ttatcaagta caattttacc tggttgagcg 
ggtaaatatt



   268261 gtttaaggaa gtcattaaag cgacgttcac cgataaaaca tataccagtt 
gaatcttttt
   268321 tcttcgccgt tgctaagtct agttcttcgg caattctacg aacttccggt 
ttttcaattt
   268381 cacctaccgg gaaaagggtt ttattaattt cacggccatg cactgcatgt 
aagaaataag
   268441 tttggtcttt attgttatct aaaccacgta ataaaggtgc atatgcttca 
cctttagagt
   268501 tataagcagt ttcagcacga cgagcataat gacctgttgc aataaaatct 
gcacctaagg
   268561 tcatggcatg atctaaaaat gcgcgaaact taatttcttt attacataag 
atatctgggt
   268621 ttggagtgcg accggctgca tattcagcca agaagtgttc gaatacgcgg 
tcccaatatt
   268681 ccatagcaaa gtttgcagta tgaagcttaa taccgatttt atctgcgact 
gcttgagcat
   268741 cggctaaatc ttccattgcc gtacagtatt ccgtgccgtc atcttcctcc 
cagtttttca
   268801 tgaaaaggcc ttcaacttga taaccctgtt gaagtaagag cgccgcagaa 
acagaggaat
   268861 ctacgccacc agacataccg acgatgacac gttgttgcat aggactaggc 
atccaaatga
   268921 gaagttaatg agggagagaa agggtgctca taaataagag ctaaaggata 
atgttgtcct
   268981 ttcatggcgt cttcaatggc tttaatgaca agaggactac gtgcacgggc 
agattcttta
   269041 agttcatcta gagtcatcca gacagcagaa acaatacctg tatcaagttt 
tgggtcgctt
   269101 tcgacatgag tgacatgcgc taaaaagcag aagcgataat aagtacggtc 
cggaaacata
   269161 ggcggggtat aagtataaat accaagtagg gcatctatat ctatatgatg 
tcctgtttct
   269221 tcaagcgttt cacggatcgc tgcttctgtt agtgtttcac cacattccac 
atgaccagca
   269281 ggttgattaa acactgtgtg tacaaaacct tcgctatgtt cttcgacaaa 
aagatagcgt
   269341 ccatcttttt ctacgactgt agcgacagtg acatgaggag tccatgcggc 
cataaaaaag
   269401 caccatgaat ttaaaagtcg tatgatacga aatttagggg tttttggcta 
cggtcatctt
   269461 acaaacgata gagcatgcta agaactctat cgtttgaaaa actcgattta 
ttttaattta
   269521 tttgattatc tttatggtta ttttgcactt ttacataatg tcttgctgag 
taaggtagaa
   269581 atgccaattc tttttcggtt agaggacgta cttgttgtac ggggcttcca 
acataaagat
   269641 aaccactttt taagacttta cgaggcggaa ctaagcttcc cgcaccaatc 
atcacatcat
   269701 cttcaataac aacatcatct aaaataaccg tattgattcc aactagtacg 
cggttaccaa
   269761 tagtacagcc atgtaaagtc acatgatggc ctactgtcac atcttcacca 
ataataagag
   269821 gtgaaccatt aggttttgca tcatttttat gactgacatg tagcatacaa 
tgatcttgta



   269881 cattactgtt tttaccaatt tgaatactat ttacatctcc gcgaatgact 
gcaaaaggcc
   269941 acaccgaaac attttcggcc aatttaacat cacctacaac cacggacatt 
tcatcaatgt
   270001 aacagcttgg atcaatttgt gggtgatggt ctaaataagg acggatgttt 
tttgccatga
   270061 gaagtatcaa tagaaaattt agtaaaagta taaaataaaa aagcactcac 
gctaatagca
   270121 tgagtgctta attcaactat tctaaaatta tttaaattta gaataggttg 
ctgaagaatt
   270181 gtttgatatg gtcaattaaa cgtgcgaaga aaccagcttc ttcaacaggt 
tttaaagcaa
   270241 ccaatggttt ttcagcaata actttaccgt ctaaacttgc aacaagctta 
ccaacgactt
   270301 gacctttttg aagtggtgca tttaggttcg gttgaacaac caattgagtt 
ttaatgccgt
   270361 ccgctttgcc tttaggcata gtcacgttaa agttttcagc taaaccaacc 
tgaacttcat
   270421 tttctttacc aaaccaaact ttagcttttg caagcacttg gtttgcaggt 
tgtacatttg
   270481 cagtttcaaa gtttgcaaaa ccccatgcca ataatgcacg agtttggtca 
gcacgttcag
   270541 acatgcttgg tgtaccaaaa ataactgaga ttaaacgcat tggaccgcgt 
ttacttgaag
   270601 tcgttaagca gtaaccagct tcatcagtat ggcctgtttt taagccatca 
acacttgggt
   270661 cagtgtaaag taaagcatta cggttacctt gtttgatacc gttaaatgtg 
aattcttttt
   270721 cagaataaat cgggtagtat tttgagctgt ctttaataat atgttgtgct 
aaaacagcca
   270781 tatcttttgc agttgagtaa tgaccttcag ctggcatacc agttgagtta 
ataaactggg
   270841 tattggtcat tccgatacgt tttgcttcct ggttcatcat gtgagcaaaa 
gtaccttcat
   270901 ttccagcaat atgttcagcc attgcttttg atgcatcatt acctgactga 
ataataatac
   270961 cgcgaagcat ttctaaaaca gttgctgtac catttaatgg aacatacata 
catgattcag
   271021 aactactgcc tttacaccaa gcagattcgt tcatacgaac ctgttcattt 
tcggtaagct
   271081 caccttttaa taatttttgt tcaatgatgt agcttgtcat cattttagtc 
atagaagcag
   271141 gagcaagctt ttcattttca tttttagaag cgagaatttg tcctgtctcg 
taatccatta
   271201 atacataaga cttattattt aattctggcg gagctgataa gacagttgct 
gcataagaaa
   271261 aacttggtaa gaggaggagt gcagcaatag cgctttttcg agtcattcta 
ggtaattcca
   271321 atatcttgta tgaagcagaa gagcctagca ttttaggata aagcaaagcc 
gacttctatg
   271381 ggggaagtcg gctttttcaa acagtattgt aactagagag tttttaacta 
atttagtttt
   271441 gcgattgata agctttcacg tcttggcaaa ctaacgtatt ttgttcgtta 
ccagcagctt



   271501 ttgcatcatt acgtgcttct tttaagactt tcttgaagct cttgtcttta 
ctacgttttt
   271561 ctaaagctgc aactggatcg gcttcatttg gcaaatagtc ttttacaaga 
cgctcataac
   271621 cttgagcaaa ttcggcatct tttttaccaa tcaaacttgg gcaaatttca 
gaaagtactt
   271681 gaattgctgc taattcttcc ggtgtagtac ctttggacgg tgtaacttca 
acaacatttt
   271741 cattttcggt tttcttttca gctgtttttt tcttgtcagc agcataaccc 
actgttgcca
   271801 ttgtcatgag taaaacaaca gaaagtgatt gaactaagct ttttttcata 
aacatggata
   271861 acctgaaaca aaaatttgaa atatgccgat agcttaaaca atttaaacgc 
taaaaaaatg
   271921 gaaaaaatgt attgttatgt aggttttctg ctttatctca acagaaaacc 
ccaaagataa
   271981 gcgtactgat tgagctaagc tcttaatctt tgtaatttat cacttcctca 
caaagttcat
   272041 gttgttcgtg atgatccatt tctttggcag cctgacgtgc ttcacttaac 
aaggttttat
   272101 attctgaatc attttgcagt gcagagaagg agattgattt attggaataa 
ccactcaggt
   272161 acattgcaat aatcttttgg gtattggttt caagtttttt atttgcacca 
acaaaagtag
   272221 ggcaaatttc ttgtaagact tgagtagagg caatgtcatc tttaattaag 
ctgtcagctt
   272281 cttgtgttga gataccctca tcagcaaaaa ccgcttgagt acacaatgtg 
atactgatcc
   272341 ccaatacttg aaaaaaagga gcgaaagttt tcattttttc acaattttat 
aatgctatgg
   272401 aggcataaat atatataatt caacaaataa ttcaattgag aaaacctctg 
ggtttatttg
   272461 tcgagaaaga ttttttgtga atattttaat tgccaatgat gacggtgtct 
ttgcaccagg
   272521 tatacaagct ttagctgacg cattaaaacc actaggccgt gttgtagtgg 
ttgctccaga
   272581 aagtgaaaga agcgggtttt cgagtgcctt aactttagat cgtcctttac 
gtcctattca
   272641 aattgctgaa gatgtatggg ctgttaatgg aacaccagcc gattgtgttt 
atttatccat
   272701 gaatggatta tttgatttcg aatttgattt ggttgtcagt gggatcaata 
gtggcgcaaa
   272761 tttaggcgat gatgttttat attcgggaac tgttggtgca gcctttgaag 
gtcgtttaat
   272821 gaaacaacct gcaattgcgg tttctttggc tgggcctgat gtacgttcat 
acgaccataa
   272881 agatgattat gcgcaagcag ctaaatgggt acatgacttt atcgcaaaag 
gattacctgc
   272941 actgccaccg cgacatattt ttaatattaa tattccagat gtacctcagc 
ttaaaggtac
   273001 acaaattact taccaaggcc gccgtgccca atctaaacct atcaccagcc 
atgtagaccc
   273061 tagaggaaga caggtttact ggattggtct tgcgggtgag gcggtaactg 
atccacagcg



   273121 tattgctagt caaatacaat ctgatttttt tgcggtcgcg aatggttttg 
tgagcgtgac
   273181 gccaattcag atggatgcaa caaactatgc ggttttagaa gatttgcagg 
ccagtttggg
   273241 gtaataaact gagccgaatg ttataacttt gtgaataaag aaaaagagga 
acatgtttcc
   273301 tcttactttt ttggtactct tagccgaaat gatttgtagc atttagtgag 
ggagatcgat
   273361 gcatttaact gggcaacaaa gcagattgca tattcaaaga gacaaaataa 
tgaaaattat
   273421 gatgttgtct gtagctgtag gttttactgt tgcaatggca ggatgtgctt 
ctaaaccaca
   273481 aattaataat agttctcgct atgcaatggc tcctaactat tacacggtcc 
gttcaggtga
   273541 tactttaagt ggtattgcaa tgcgttatgg tctggactat ctcagtattg 
cagagatgaa
   273601 tggtattgca ccgccatatc gtatttatgt taatcaatca ttgcgattga 
agaaatcttc
   273661 ttcaccaaga accgtgtcga cacaagtcat ggcgcaaccg gaaccgatta 
agcgtcaaac
   273721 aattgcttta ccgacaacca ctgcaccaac cacgaccact ccgccaccag 
caactgttgc
   273781 gccatcaacc aatacaacag tcggagcgtc tattccaagc tcaagcttac 
gttgggtgaa
   273841 accaaataac ggtccggtta ttcaaggctt taatttggcg aataatgtca 
aaggaatccg
   273901 ttacggtggt aaccaaggtg acccgattta tgcggcggct gatggtcaag 
ttgtatacgc
   273961 agccgatggt ctgaaagaat atggtaactt agttttaatt aaacatattg 
atggttacat
   274021 cagtgcgtat gcccacaata gcaagatgat ggtcaagagt ggtgacaatg 
taaccgcagg
   274081 ccaaaagatt gctgaaatgg ggtcttcagg ggcatctcgc gttatgcttg 
agttccaaat
   274141 tcgccttgac ggtaaaccga tcaaccctgc aaatctttta ccaaattagc 
taatgcatta
   274201 aatataggtt tcctcgtata atacaattgg ttgctttcat tacaacaata 
agcatttttt
   274261 ataaatttag aattagattt gaggaaacct atgttagatc agcttcgtgc 
gatgggtgtt
   274321 tttgcttgtg tggttgaaaa aagttcattt agtggtgcgg cacgtgaatt 
aggcattaca
   274381 acaagtgctg taagtcagca aatccgttct cttgaaaatg aaatggatgt 
aattttatta
   274441 catcgttcta cgcgaaaact tagtttgact gaggcagggc aggctttttt 
ctcaagttgc
   274501 caagaaatgt tggcagcagc agaaagaggc aaaatcagaa tcaatgaatt 
gcgagatgat
   274561 ttgattggtg acttgcgtat tgcaactacc cctgatttag cggttcagca 
cattattcct
   274621 gctttatctc actggatgtc tgcccatcgt ggtctatctg ttcattttga 
agtggggcac
   274681 cgatatatcg atttaatcga agagcgaatt gatattgcag tgcgcatgag 
ttctacagcg



   274741 gtagaagaga gcgactctgt tattcctatg gcttttgtcg atcagatttt 
ggtagcttct
   274801 cccagctatc tcaatcaaac aagcccgatc ttgcatccaa atgatttaaa 
caaccatgag
   274861 ttgctttcta tcaatgcaat gaatgattca cgtagtttta attttcagca 
cgctaaaact
   274921 ggtgaaaaat taaatatcga gatgacaagc cgtttgcaaa gtaataattt 
acaagtggct
   274981 aaagcgctat gccagcaagg gcatggaatt gccagaattt tatatttaga 
tgctcaaaaa
   275041 gaattaaaga atggttcttt aattgaaatt cttccagatt ggaaactccc 
agctttcact
   275101 ttatatgcag agattgcaaa acacgatcaa cagccaatga aaattcaacg 
ttgtgtcgaa
   275161 gcgcttaagc aatactttag tcagttggct ggcggaagag caatgcagat 
tgttcgttaa
   275221 cttttatctc attcataaaa aagggcttgt aaaaacaagc ccttttttat 
gtcagtttta
   275281 tttttgcttc agcgtagcaa cttcctcttg tgtttcttga ggaagatcat 
cggctgtgag
   275341 ctcttcatgc tttttaattt ttttcttatt tttctttttc ttctttggct 
cctcttcaac
   275401 ttctgcgcca tcttcgatcg cttgccagta ctcaagttgt tccattacag 
cggcataaat
   275461 agaatgctta ctgtatttgc cttttttgtc gagggtacca acagggcgag 
ccattaaaat
   275521 ctcaagtgct tgatcaattg tatcaattgc atggatatgg aattgaccca 
ttcgcaccgc
   275581 atcaatcaca tcttgacgta gcatcaagtg ttgcatgttt tggcgtggaa 
taatgacacc
   275641 ctgtttgcca gttaaacctt gtagcttaca tgcatcatag aagccttcaa 
tttttgcatt
   275701 cacgccacca attggttgaa cttgacctaa ctggttcata gaaccggtaa 
ttgcccatga
   275761 ctgatcaatt ggtaactgac taattgcaga gattaatgca gaaagctcgg 
caacggttgc
   275821 actgtcgccg tccacttggc cgtaactttg ttcaaaagcc agagcagcag 
aaaaatgtag
   275881 aatctgttca cggccaaagt gagcttttaa gaagctagac atgagtaaca 
cgcctttggc
   275941 atgcaatgaa ccacctaatt ctacgctacg ttcaatatca agaatatcac 
caccgccttg
   276001 ataaaccgag gcagttaagc gtgaaggtaa accaaactca acatctgcat 
agtgaatgac
   276061 agagagggca ttaatttgac ctaaacgatg gccagaagtt tcgattaact 
gggttccacg
   276121 cgataaatct tgccagtaaa gttctcttaa atagcctaag cgatattgtc 
ggtgttgtag
   276181 ggcaaggtta atgtgctggt cggttaccat cttatcattg gctttaaatg 
catgatgatg
   276241 cgcttcacga ataagatcac ccaatgttga agcatgtaac gacaatgagc 
tttggtcttc
   276301 ggcctgacgg cttgagtcag tcagtaatgc cgctagagca ctgcggtcaa 
atggaagtag



   276361 tttatcggct tgtacatagt ctgcaatcag ctgcatataa gcttgttcat 
tttcgtcatt
   276421 acgttgtaat gtatcggtaa aatctgcgcg aattttaaat acgctaccaa 
gctctggttc
   276481 tacttctaaa atttcataat aaatctcagg ctctgccatc agtaccactt 
taatatcaag
   276541 tggaatagca gcaggctcta tcgagatact gccggttaat gtcaacatat 
gttcaagaga
   276601 agagagcttg agttggcccg attttaaggc acgctttaaa ccttgccatg 
cataaggctg
   276661 ttcgagtaat tgctcggcct caagcattaa aaaaccacca ttggcttgat 
gtagggcacc
   276721 agggcgaata agagtgaaat ctgtggtaat tgtgccgttg tgggtgagtt 
gttctacatg
   276781 acccagcaag ttgtagtgcg ttgggaaatc ttcaaaaata actggtgcac 
cgctatttgg
   276841 cttgtttgag acaatcacat ttgcttgata acgcgctggt acgcgattga 
acatagcagg
   276901 agcaaagtca tcttcttctt gttctaaaat taactcaaca ttgtcaatga 
tatcttgagc
   276961 atactgtttt aaataatctt caaggccttt cacttgacca tatttattta 
aaattaagtc
   277021 catgcgtggc ataaccactt gagtggcgat gtctcgattt aaaacagaaa 
ctttgtcgcg
   277081 cgcatcatct tctaagtcgc ccaaatgcag accaagacgc tcaagctttt 
tatccatata
   277141 gcgaatattg gctgcaatct cagcacgctg tttactattt aaagcgtcaa 
tttctgtttg
   277201 agtcagttct tgaacctgat tatcttttaa ctgtacaggt acaaagccat 
gtttctcatt
   277261 tcgagaaatc aattttagat caagttcttc gccttctttt gttaattcga 
caagtgcctg
   277321 ttgctgttca tcaccagttt cctgacggat tcgctcgata cggttatgat 
aagtctctgc
   277381 actaaaacga cgttcaagct gctttaaaat aatttgccaa gtttgatgaa 
gagtttgttg
   277441 aaacttggtt ccttgtccag caggaaagcg tagcgcaata ggctgacgag 
cctgtttaaa
   277501 gttataaaca tatacccaat catctggagt aggcattgtt ttggcatgtt 
gttgtagtaa
   277561 acgcttaatc atggtgcgtt tacctaagcc tgctgttcct accgcaaaaa 
tgttataacc
   277621 agagtagggt aaggaaatac cggcttctac cgaagctttg gcgcggtctt 
gccctaaaaa
   277681 gttgttgagc ggcttgatgc gttttgttga ggctggaata ttttcaaaat 
ttggaatatg
   277741 cgtaagttgt tcgggtttta acgctgtttt atctaaagtc attttaatat 
caggttgctc
   277801 aaaagctgaa ggaaatgcat ttattgtgac gtttgtggtg tttgttttag 
cgagtgataa
   277861 agttgaagat gtcacttgat caagtttttg tgtcactgtt gatatccagc 
aaaagaaaac
   277921 gaaggttgaa gattaaaggt atacaggttt agcataaaat atcaagcaaa 
cttgccgttt



   277981 ttatcatcaa aacaaaactt gattgcataa agaatcttga aagcaattgt 
aagaagcgat
   278041 tgaataggcg catttataat ttatggaaaa taaaaaacga atgaccacac 
aaacctctgg
   278101 ttgggtctcg gcgtttaaag catttttaga ccgtcgtgca ttaattatgc 
tatttctggg
   278161 tttttctgcc ggaataccca ttttattaat tttctctagt ctctctttat 
ggctaggtga
   278221 agcagggatt gataaaagtg cagttacttt tttcagttgg gcggctttag 
gatattcctt
   278281 taaatttgtt tgggctcctt taattgatga gttacctgta ccagttttga 
ctaaagcttt
   278341 aggccgaaga cgtgcatggt tgcttattgc gcagtgttta atcgtacttg 
cgatatgtac
   278401 aatggctttt gccgaccctg ctttaggtca tagttacctt gttcaaatgg 
cagcaggcgc
   278461 agttttactt ggcttctcgg ctgcaacgca agatattgtg attgatgctt 
atcgtattga
   278521 gctggctgaa acagaaatgc agacagtgtt ggcatcaact tataatgcgg 
gttaccggat
   278581 cggtatgatt gtagctggtg ctggtgcatt attcttagcg gcgcatttgg 
ggaccgcaaa
   278641 aggaaattat atttacgagg cttggaagac gacctattta acgatggcag 
cagtcatgtt
   278701 ggtcggtatt attacaactt tactcgttcg tgaacctaaa gttgatcgta 
tatataaaaa
   278761 ctataaatca agtgattatt accgtctggt tttagtattt tttattgcgg 
ttatttcatt
   278821 tgtattaacc tatatttact caggccaagt taccgaagca atttcaaaag 
ctggcaatat
   278881 tcaagatagt gctgctttat ttggtttaga aactttaagg ttcttaacgg 
cgacaggcgt
   278941 tgccattcta gctggttatc tattagtaaa aataggtgtg gtgaaccagc 
aaatggctaa
   279001 ggaaacttgg attgccccaa ttctggattt ctttaaacgt tatggtgtca 
aacttgcctt
   279061 agtacttcta ttcttgattg ggttcttccg tatttcagac attattgctg 
gtgtgatttc
   279121 taatgtcttt tatcaagatc tgaactttag caaagaacaa attgctgaag 
ccgtaaaagt
   279181 ttatggtgtt attttcagtt tggtgggtgg tttcttaggt ggcttattag 
ctcaacgtat
   279241 gaacatcatg aaactgatgt tcgttggtgc tgtattggca agctctacta 
atctcatttt
   279301 cattggctta gtaaaatctg gaaaaccgct tgatatggtg gatgtccaaa 
ttgggaatca
   279361 ccattataaa gtgaagccag atgaagtggg gtattggaag ctaaaagtgc 
caagctcaag
   279421 ttttaatggc acccaacaaa ttgatgtaaa agctggttat gctttgcaag 
atcaacaagc
   279481 cgagactatc gttcgggctc aacctctagt gacaactcat tctgagagtg 
ttcctttaca
   279541 aattttacct ttaatgggaa gtgatcagat atcggctaaa tcttccgaag 
gcagtgtcgt



   279601 ggttcgtggt cagtattttg gcaaagcctt attatctact caaaagattg 
tggtgaatct
   279661 tgatggacaa aattttgatg caaaaatgac agatcaaaag ggtgtgttta 
acgcagcaat
   279721 tgatatgcaa aaattattgt catcaccaag taggcaactt actgcttcaa 
ttgtcgatgg
   279781 aaatcaaaaa atattatcga ttactcacca ctatgaagtc gcttcaaatt 
ctgtaccaaa
   279841 acctgagtta gatgtaaata tcgacccttt accgtacatt gatactcaat 
caggtcaaga
   279901 agttgagatt agtggtaaag tcattaaacc ttatagctca ctatggcttt 
attttgccat
   279961 tgtcgttgat aacatggctt caggcttagc cggtgcggca tttattgcgt 
tcctttcaag
   280021 tttgaccagt gtgtcattta ctgctgttca atatgcgatc tttagctcac 
ttatgactct
   280081 taccccaaaa cttttaggtg gatattcggg taccatagtg agtaatattg 
gatacccaaa
   280141 cttctttttg atgaccacaa tgatcgggat tccaatctta attttagttg 
tttgggttgg
   280201 aaaactgctt aaagatcatc aaacacatga catagaaaag gcaggtgaat 
aaacatgcga
   280261 atgcttcata caatgttgcg agtaggcaat ttagaacaat ctttaaagtt 
ctataccgaa
   280321 gtattaggga tgaagttact tcgtaagcgt gattatgaag aaggtcgctt 
tacactggca
   280381 tttgttggtt atggcgatga agaaaataat accgtgcttg aacttactca 
taactgggat
   280441 acctcaagtt atgatttagg aaatggctat ggtcacattg cgattggtgt 
tgaagatgct
   280501 tataaagcat gtgaagaaat caaagcacgt ggcggtaaag tcgttcgtga 
agctggccca
   280561 atgaagggtg gtgtaacggt gattgcattt gttgaagatc cggatggcta 
caaagtcgag
   280621 cttattcaac aagacgcaaa tgctagaaat aattaaataa atgactcagg 
cgctttaaga
   280681 tttaggtctt aaaagtctag ctttattttt atagcccagt atgatgaagg 
cttgaccaaa
   280741 tggtcaattt atcaactggg cttttcttta tctaaaataa tcataggatg 
tgaacatgct
   280801 gaagttcttg gcacttgatc gatttacaat tttgttggtt ggcatggtac 
tactagcaac
   280861 tttttttcca gtcagtggtc aagctgcgca gtatttcaat acattaacta 
cagtcgcgat
   280921 tgctatttta tttttcttgc atggtgccaa gctgtctcgt gaggcagtca 
ttgaaggtat
   280981 tttgcattgg aaaatgcact tactggtatt tgcaattacg ttctttattt 
ttcctgctat
   281041 tggtttattg gctaaaccta ttcttttacc tttattaggg cagcagctct 
attggggttt
   281101 tttgtttatg tgtttcttgc catctactgt tcagtcttct attgcattta 
cttcggttgc
   281161 aaaagggaat gtggcagggg cggtatgtag cgcatctttc tcaaacttgg 
taggtatgtt



   281221 tattacgcca gttttagtca gtttctttat tttaggacaa agtcagcacg 
gatttgatcc
   281281 tacatcttca attatacaaa ttactttgtt gctattagtg ccttttgttt 
tagggcaatt
   281341 acttcgtccc tatgtttttc catatatggc aaaagtacca agtattgtaa 
aagcatttga
   281401 ccaaggttca attttgatgg tggtctatgg tgcatttagt ggggcagtgg 
ttgcgggact
   281461 ttggcatcag gtgagttgga aaaccttact gcttttgacc attgcttgtt 
ctgttttact
   281521 caccattatt atgctgcttg cactttattt accgcgcgct tttggtttta 
atcgagctga
   281581 tcaaattaca gtgttctttt gtggctcaaa aaagaccttg gccagtggtg 
tacctatggc
   281641 acaaatctta tttattggcc aacctttagg tatgatcgtt ttaccaatta 
tgatctttca
   281701 ccaaatccag ttaatggtct gtggggtcat tgcaaattac ttggctaaat 
cccaagatta
   281761 attcgcaaaa aaaatttata tggcgtataa tactgcccac ttgttgtgct 
tagctctaac
   281821 ccttgaggtt tcggtgggcc aaaagaatgg tctgttgtgg tgttgatctg 
cttgtaaaag
   281881 ctttcctcaa tttaattgag agtgatcaat tgcgatgaca gcttaagcct 
ttcttcaatt
   281941 aggagtaatc gacgatgcgc gccgatattc acccaaaata tgaaaaatta 
gttgcaactt
   282001 gttcttgcgg taacgtaatc gaaactcgtt ctgctttagg taaagaaact 
atttaccttg
   282061 acgtatgttc agcttgccac cctttctaca ctggtaaaca aaagaatgta 
gacactggtg
   282121 gtcgtatcga caaattcaaa caacgttttg ctggtatgtc tcgctctatc 
aagcgttaat
   282181 acttcaaaac gaaacaaaaa acgggcttat gctcgttttt tgtttttaat 
atacaagacc
   282241 attattggtc ttgtacgtct gttaagcggt caagtttttt ctgaaaataa 
tcaccttgta
   282301 gaaagcgcgc ttctacattc catgcattgg caaacaggtt catatcattc 
aagtgagcta
   282361 ataaaattcc aatcggtttt acagtcaaat agttcaatat tttttcttgc 
aagttattaa
   282421 gcccttggtc tgagcttaat agatcagttt tactggactg taattttaca 
agttgaatat
   282481 caagctgctg taatattgaa tcgctataca tagaagaagc aaaatctcga 
attgaaattt
   282541 ccgcaccatg ttggcgtaag cgagcaatgt gttgttgagc aattggaaga 
taaggctgaa
   282601 gagcttgttc tgaaaattgc aaaatcagtg ggctttcaat tttacttccg 
ataatagtca
   282661 gtagtttgga aatcagctca gggaatgttt tatcttttag caaaatatca 
atattaaggt
   282721 taataatgag tttcgcttta ggatactgag caatgaaatt atgaagctgt 
ttacacgctt
   282781 ctaccaatat ccagcggtct aactgaattg aaagttctgc atcttcttta 
agatcactta



   282841 aatcatttaa gtcataccat tgttcacccg caataaaacc acttgtcact 
tcatagttgt
   282901 gagtttcttg gtcatgctta tcgtaaattt gctggtactt cagatgtatt 
tcgccctgag
   282961 ctagtttttg tcttaactgc tggagcaaag aggactgagg cgtatggtca 
aaatgttcaa
   283021 ttgttaaatc aagaggaaca gcttcaatgc tcggtgaaac cgttttttct 
actgttggca
   283081 ttacttcaag ttgaggtgta acccgaggta aatcctgttt ttcagcctcg 
ttcaataatg
   283141 agctaaaaga gttctcagtt aagggctggt tgagaaaagc ataaccaagc 
tttaactgca
   283201 ctgaaaagtt ttgctcattt acttttaaca aatgttcttt ttgcaaagtt 
tgtaaactcg
   283261 ttagctgtga gtttaaaact gaactatttt cggcttgtaa aatcccgaca 
taactaccca
   283321 agtcgacttg gaaaatcggc atctgtgcat ggtcttttaa aaaaccatgg 
agctgattga
   283381 aatattgtcc taaagtttgc caaccctgtt gaaaaattcg ttctgggcac 
tgggcaagtc
   283441 taaataaaac aacggcgttt gcttgggcag ggtgggtcga taaatgacga 
ttaatctgtg
   283501 gccaagctgc actcaaccca acactttttt cggacagagc actatttgct 
ggagtagtta
   283561 aatcaacttg atagtcgatg gtgagttgta ccgcgtcttc ttcttggctt 
ggaataaact
   283621 cgagttttag cgcattatta cccgaaatag cctgatgctg actctggatt 
tcaaagcgtg
   283681 cctgatcaaa ctggcctaaa gaaattttct taaaccgctg tttaaaaata 
tttaaatcgt
   283741 tgggctgtaa gacatctaaa attggcaatc cgataatgtc ttcttcttgc 
tggaaaccaa
   283801 aaagattcaa atattcggta tttgccttaa tgtggatgcc ttcttgaaaa 
atagcaaccg
   283861 ctttatggct gttgtcgacc agcgtttgcg tatgcgtatg aatggtatca 
agctcggcca
   283921 aaagacgttg ttccgtctgt aaaaggcggc tgtatgacag tgcccgaacc 
agcgtaatat
   283981 agaaataatc tagcagttct aatgggacta catcataaat ccctttttga 
atatagcttt
   284041 gatattgctg cgcttggtaa tcatctggct gtaaaagtaa tattggaagc 
tgcggctgtt
   284101 ctgaggcttg aacaagggag agagtttgtt caattttcaa atcataggcg 
cgaccaaaaa
   284161 taatgacatc ccacgatgta ttgagctgct tttcaaaact ttttaaatca 
tcaagtaata
   284221 aggcattaac ttgataatca ttccccgata ataaatttaa aatttggtta 
taacgtaact
   284281 ggttatcatc aataatgagt aaacgtattt cagtacgttt taacctttta 
gatagtaaag
   284341 agtttctcac tttaatgctt cccataaatc ttggctattc acggtgttat 
tctttttcag
   284401 catgaactga tcaagcaggt actgttgctg ctcattcaga agctcaaatt 
gaaattgaat



   284461 aaaactttga gtaatgagtt gtgctttgag tagatacact ttgatttctt 
ctgtccccaa
   284521 tcgtaaatga attgtttgtt gctctctaaa aatttgagac cccggtaaaa 
taagcgtgtt
   284581 ttgtatttct tctaggtttt gagtttgtag taatagtgca gggtgataat 
tacgcgtatg
   284641 acgctctgcc tgaatatgta cagcgcaagg gaacatggcc tgtgaaagaa 
tttctaaacc
   284701 cagttccaga cttttttctg tagattgctt aatccagcga attacaccgc 
cacgccactg
   284761 accatgtagc gtttccttca ccaaaatata ttcgccggtt cttaagtttt 
taggtgcttc
   284821 gccggaccat ttaatacgat agccattaac actaatatca agcacggtag 
tttgataaat
   284881 ggttttactc tcacggctta agcgttgata agacgaggtt tgttgttctt 
ttttctctaa
   284941 attggataaa actttcgact cactttgtaa attatagtta ttactcagtt 
gtagcgtttc
   285001 ttcaaagttt ttggctttag ataaataaaa atgtgcggta cttaagccaa 
aacaaatttg
   285061 taaagctgca ttatattcat aacgctcatg acggcgctgt gctgtggtgc 
ccaaaatcgt
   285121 ttgaacgtga aactttaatg cgggacttaa ataaatcttt tcatttttag 
acatatattg
   285181 agcattttta tgcatggtgg cagtgacatg ctcaagcaaa gcttgcgtgc 
taataaaaat
   285241 acttgggttg aaattcgagc tttgtttttt gttatataca ggcggatgat 
ctttagttgg
   285301 gtccaccaca tactttgttg aagcagtgtc tttcggcaag atctgaatca 
tgcgtgccca
   285361 atcaaaacta cattgaaaca gggcttgaat ttctgactgg cgaatctgat 
tggtgttaaa
   285421 aatatctaat aaaataagct gtgcataagc ctgcgtaata ttggctaacg 
ggtgctgtac
   285481 accttgaata tgattaatat tggttaaatg atatttgtat tgaaccgctg 
tttcataaag
   285541 ctggtgggca attaaccatt gacctttgac aggttcgcta tagagcatat 
gctgttgata
   285601 taaaagattg gtcaactgct gcaatgcgtg gaatgtcgcc agaattcgtg 
cggtttgtaa
   285661 atttttcttt tgtttaaaag agaataaaga aaacttctgc ttttgtagct 
gttcgtggct
   285721 tgtttgcgca atatttaaat aaatactggc aaaataacag cgcagaagca 
tagccagttc
   285781 aataatgtgc tcgttacggt cggtactaat gacgccttgg ttaaagaagt 
ttttttctaa
   285841 actcgccaac acattattaa tggttgggtg aagtgtctga attaagtcaa 
agcgtaaggt
   285901 ttcactacaa tttaactcat tcagctccag aattgctgta aatagcgctt 
ttgaagtatc
   285961 acccaattgc ataatagaaa gggtagtgac ccactcatta agatctttaa 
tgttggcttc
   286021 acaaaagctt aaccgttcac gagtaagtgc ggtttgattg tgaaaaatgt 
ccgaaagcgc



   286081 attattcatc atcacttatt atataactca aaaagttgta gccccaaaaa 
gcggtgtttt
   286141 attcttttcg cccgcaattt ccctgacgag tttaggaacc aaatatcctg 
gtaggctcgc
   286201 taacacgtct tgatatatcg catctatttc agatggtatt aaatcaaaat 
gttgtgcgcc
   286261 ttttacttta tctaatacat gtaagtaata tggcataacg cgagcttcaa 
atagacgata
   286321 acttaaatca gttaaagttt gagcagaatc attcacccct ttaagcaata 
ctgcctgatt
   286381 tagaacagta atgtggtgtt cagatagctg caacaatttt gaacaagtaa 
agtcatcgag
   286441 ttcagaagca tggtttgagt gtaccaccag aataatacgc agcctactgt 
tttttaataa
   286501 agaaataagc tcttcgtcga tacggtttgg aatgacaatt ggaacgcgtg 
aatgaattct
   286561 cagaatcttc acttgtttga gagatgataa acgttctagc caaagcgcta 
atttacggtt
   286621 agaaagcgta agagggtcac ctccgcttaa aatcacttcg ttaatatcgg 
ggttcgactc
   286681 gatataattt ttaatgttta gccaatcttc atttttaggt aaattttcct 
gataaggaaa
   286741 gtgacggcgg aagcagtaac ggcaatggac cgcacatgcg ccggtcaaag 
tcaataaaaa
   286801 acgagattta tatttatgta aaacacccgg taactgattg gctgcttctt 
cacctaaagg
   286861 gtcggtgaca aactcaggat gttcctcaag ttctaaatga tgtggcaaca 
cttggagtaa
   286921 aagcggatca agaggatctt taacgttcat ttttccgacg aacgcacgcg 
gaacacgcaa
   286981 tttaaacttt tcagaagcca gaatcgcccc tgataatagc tgatcagtgg 
ataactcgag
   287041 caggttcaac aactctaaag gatcggtaat aaggtcactg agttgtgatt 
gccagttttg
   287101 ctcttggtgt aaatagttta tcatgcgaca cgattaagat aatgcaacag 
cgcattatat
   287161 cgcatagttg acttgttaag tttggagtgt gccagtcatg gccaattatt 
ctacaaatga
   287221 tttcaagcca ggccttaagg tcatgcttga tagtaaccca tgttcaatca 
tggaaaacga
   287281 atacgtaaaa ccgggtaaag gccaagcgtt caaccgtgta aaattacgta 
accttaaaac
   287341 tggtaaagtt ttagaaaaaa cttttaaatc tggtgatact ttagaagctg 
ctgacatcgt
   287401 agaagtagaa atgaactacc tatacaacga tggcgaaatg tggcacttca 
tggacccaga
   287461 aagcttcgaa caaattgcag ctgacaaaac tgcaatgggt gatgctgcta 
aatggttaaa
   287521 agacgactca aatgaaacat gtacaatcat gttattcaac ggcgttcctt 
taaacgtaaa
   287581 tgcacctaac ttcgttgtat tgaaagttgt tgaaactgat ccgggcgtac 
gtggtgatac
   287641 ttctggcggt ggcggtaagc cagctaagct tgaaacaggt gcggttgttc 
gtgttccgtt



   287701 atttgttcag caagaagaaa gcgttcgtgt agatactcgt actggtgagt 
atttagagcg
   287761 tgcataatag ttaaaaaata aactattatc gaagggatga tgtcaatcat 
cccttttttt
   287821 atgcgaaagt ataagaggaa aaagaacaaa ggaggagtag agtcacaagg 
attgagcaga
   287881 gaacagtaca taacaatata aaactgctgt aattatttat tgagaggtta 
agaatggaca
   287941 caatgcaagc gaaatctacg cttccctcca aattggtctg gagcctagta 
gcaattatag
   288001 gtgctatttc tttcgggatg ctggcgctaa gtcgtggtga acatgttaat 
gcagtatggt
   288061 tggtactggc agctgcatgt gtgtatagca tcgcatatcg attttatagt 
ctatttattg
   288121 caactaaagt atttgaatta aacccgagac ggttaactcc tgcacatcgt 
ttagccgatg
   288181 gcttagacta tgtgccaaca aataagtatg tactgtttgg acaccacttt 
gccgcgattg
   288241 ccggcgcagg gccattagtc gggccgattt tggctgcaca aatgggcttt 
ttaccgggca
   288301 ccatctggtt attggttggt gtggttctgg cgggtgcggt acaagacttt 
ctagttttat
   288361 ttatatcaac acgccgtgat ggccgttcac tgggtgaaat ggcaaagcag 
gagcttggtc
   288421 cttttgccgg tattgtggtc atgttgggtg cacttggggt aatgattatt 
atccttgcgg
   288481 tattggcttt agttgttgtg aaagcacttg cacatagtcc gtggggtgtc 
tttagtattg
   288541 cagccactat tccaattgca ttgttcatgg gcgtttacat gcgctttatt 
cgtccgggac
   288601 gtattgcaga agtttcaatt attggcttcg ttttaatgat gctggcaatt 
gtgtatggtg
   288661 gacatgttgc cgcagatcca tattggggtg agttcttcac tttaactgga 
acacagctca
   288721 cttggtgtct catcatttat ggttttatcg catcggtact accggtttgg 
ttgctattag
   288781 caccacgtga ttatttatct actttcctta aaatcggggt tattcttggt 
ttggcagtcg
   288841 gtattgtgat tgcattgcct gatcttaaaa tgcctgctgt tacccatttt 
attgacggta
   288901 caggtccggt tttctcaggt agcttattcc cgttcttatt tattaccatt 
gcctgtggtg
   288961 ccatttcagg tttccatgcg ctggtatcga gtggcacgac accaaaactt 
gttgataatg
   289021 aagttaatat ccgcatgatc ggttacggcg gtatgcttat ggaatctttt 
gtcgggatca
   289081 tggcgatgat ctgtgcgaca gtattagacc caggtgtgta cttcgcgatt 
aatgcaccag
   289141 cagcagtgct cggcacaacc gtagaatctg cagcggaagc tgtacgtaat 
ctaggctttg
   289201 ttgttacgcc tgaaatgttg acggttttag ctcaagaagt aggtgaaagc 
tcaatccttt
   289261 cacgtacggg tggtgcgcct acctttgcta ttggtatggc tcatatcatt 
tctgaaatct



   289321 ttaacagccg tgccatgatg gcattctggt atcactttgc gattttattt 
gaagcattgt
   289381 tcattttaac tgcggtagat gcaggaacac gtgcttgtcg ttttatggtg 
caagacacgg
   289441 ttggtattgt tattccggcg gttaaatctt caggttcatt ctttggtaac 
ttgttaggca
   289501 cggccgttgc agtaggtgga tggggcttct tcgtctatca aggtgtgatt 
gacccacttg
   289561 gcggcgtcaa ctcattatgg cctctatttg gtgtgggtaa ccaaatgctg 
gcttcgatgg
   289621 cactcatttt gggtaccgtg attctgttca aaatgaaaaa agagaagtat 
gtgtgggtga
   289681 cgatcattcc aaccattttc ttgttcatta cctgtatgac agcagggtgg 
cagaagattt
   289741 tccacgaaaa cccgaaaatc ggtttcttgg ctcaagtaca taagttctcc 
gatgcgattg
   289801 atcgcggtga aattcttaag cctgcaaaaa ccattgccga aatgcaaact 
attgtgctat
   289861 cgaaccagat taatgctgca ctttgtggct tctttatgat tgtatcgatt 
gtcatgatta
   289921 ttgcctcaat tggtattgtt cgccgtgctt tagcaagtcc aacaccgact 
gtaaatgaag
   289981 cacctgcggt atataccgat cctgaagtgg ttaccactcg aggagaataa 
agatgaattt
   290041 taaatttgca aaaaatggta ctgtcattat tgcgaaaatc atcaaaatga 
ccgtgctttc
   290101 gcaaaaagag atattgctct ctccaaagaa ctggtcacgt atcgcaacct 
tatggcagcg
   290161 tttacagcaa agcttccgac tcatggttgg tgtgccggac tatcaaacgt 
atctggagca
   290221 tatgaaagcc catcatccag atttaacgcc tatggatgca caaactttct 
atcgacattg
   290281 tgttgatgca agatacccat ctgcaggtgg tactttgaag aagtgccctt 
gctaagttga
   290341 ccttgatatt tggctaaaca aagacggtat gtggttgaac catgtaccgt 
tttacttttt
   290401 gggaaatgaa aaagagtttg ctcaaagtct gctcatttgt atttttttca 
ctggtaaatc
   290461 acttgttttg cttttgaaaa atgaatatga tgctttccat cttaggcgta 
tagctcagtt
   290521 ggttagagcg ctacgttgac atcgtagagg tctccagttc gagtctggat 
atgcctacca
   290581 agatttaaag acatataaac tcgaatagtt ttatatgact tgaaaagccc 
tagactataa
   290641 tggtttaggg ctttttttat tggttttata atttaatttc agtttctgta 
ttagcctaaa
   290701 agagcaattt catttcctaa aaggctgaag cagtcaggag ctttattcaa 
tattgaatgt
   290761 tttagataac gataaattct ttattaataa ctaaaaactg atgaagtacc 
tcctatttga
   290821 ggtacttcta ggatctatat atgcaaaaaa aactgccaat accagataac 
ttaccaaatc
   290881 atttaacgga tattttttat cacatcaata taagtttgcc taaaggcgat 
ttaaaagaaa



   290941 ctgtcaagtt agatgaagct ataaatcaac ttaacgcaag ggatgtatat 
gctttacagg
   291001 attatcctct gcataattta tctgaatatg cgggttgggc tattaattca 
gaaataactc
   291061 aaactgcgag tatagaaagc cctttattca ttgccaattg gtactactgg 
gggcaacagc
   291121 tttatagatc tattaatccg tataaattag acctaaaaac tccaagtttg 
ttagaaattc
   291181 ctgcttatac aaaattacca gagtttttag attcggtcat tcctgaacaa 
gatgaaagac
   291241 tggatctttc tgacaccgat gccaaaaaga ttactggccc tatctctgcc 
atgcatggtg
   291301 ttattcctaa gggcagcata tttaaacaag gcgatgtgat tctaaaaaaa 
gatgagaggt
   291361 taactcctga aaaactaatt atcttaagac gggcagggat caaagaatta 
actatttata
   291421 aaaaaccaaa aattcttatt gtaagtatgc attcttttga taaagaagaa 
atgagtgagg
   291481 aaagtctgta tgttaaagat gttttgaaaa catggggcta tgagcaggta 
gaaatcaaat
   291541 cacttaaacc tgaacgttac gatgctgcat ttaatagtct taaaaaagat 
aataattcgg
   291601 ctttagatga gtcattaacg acaagcaggg acgattatat aaagttcttt 
gaagaacaga
   291661 ctatgaattt tgatgtcatt ctttgttgta catatcaaaa tagtcgttcc 
gctttatttc
   291721 agcttgagaa acttccgatc tttgatcaaa gcagtatgtc agctgctttg 
aatactcgtt
   291781 gtatgcctgg taatgaaatt aaaattctca aagggaaaga tagaacgcca 
cctagtcgtg
   291841 agacagttca aatttatgat gagaacggta atcacaaagg tatgtgtgta 
gtcgttacag
   291901 aagacaaagc gactattatt aatttaccgg gtgatatcca agatattgcg 
attctgatgc
   291961 atgcttttgt gaaatatatt ttaaataaac acatctcaga cttttttgat 
catgcttatt
   292021 tcaaaggtaa aacggacata gagattgttc ctgatgtaac aaatagaaaa 
ttgttatggg
   292081 gtcattacaa ggctcatgaa agtggggaat atgtattaga aattattgaa 
cagcagccat
   292141 atcaaataga accatctctt agtgcaaatt gtattgtaat ggttccgttt 
caagaaaaag
   292201 taattgccaa aagcaatgat ttatatttta tgaaaataga ttgaatctaa 
tttctatgta
   292261 taacttaatt agatggtgta acctcagaaa tatgtaaact tttctcatgt 
taaaaggtca
   292321 catcgtccaa agcttaccgt ataaaaattc atataaactc gaatcgcttt 
atatgactga
   292381 aaaagctcta aactataatg gtttagggct ttttattgct ttatataatt 
taatttcagt
   292441 ttctataata tagtgtgttt atacaaggag agattaaaat taattagtaa 
aaaacaatac
   292501 atgttagaaa atttggataa gagctatttg taaggtttga atggatgaaa 
aaaatttata



   292561 tttttatatt ttatattttt tctttgagta ctcatgctga agaaatttct 
tcaaacagct
   292621 ctgcttattc cataaacgtt cgtgatgcgt ttaaggaaga actatttgga 
tctaatgtag
   292681 gtcatagttg gatgggtgta ccaacagagg aatacgatca aaaagttatt 
ttaggtgcta
   292741 ggagtattta ctgcgcaaag gttgcagata tactcgataa acctctagag 
gctataaagc
   292801 ttttcaataa aggttcagaa aatttaaatg aatattctat gcaacttgat 
gtaaggaatc
   292861 ctatttcgac aaaatataat tctattttga aattttctaa accgccttac 
gtagtagggc
   292921 atgaaattat taaaggaatg ataattgaaa acatcatttc tttaattgat 
gagcagcttt
   292981 atacattagg cagtcaaaaa gaaataaaaa aatcggaatt aaaaattttt 
tattctgatg
   293041 aatgtaccca gtatctttag aagatcatgt tttaggacta aaaactaata 
aaaaatagag
   293101 cgtcgcataa cgctatgatc ggctgcttta attctatgac atctgaaagc 
cgtagaatac
   293161 ttaatttcta ggctccttaa atatgtctct tctttcatgt tttcaattcc 
gtgaaaagcc
   293221 atacttaatg aggcaaagat ttttgattct tcgtaatcat cagttaaata 
acaaagaatt
   293281 tctgggtctg ttcttctaaa tttttcaata tcagatactc gggtgttgat 
ggttgtttct
   293341 acttcatcaa aagagttcaa ttgacttagt attgtattta ccctttttcg 
taatgcagca
   293401 ggttgtatct tttcaccctc aataatttga ttgtgagatt ttaaagcgtc 
tctcaatgcc
   293461 tctcgaagtt tgaaaacttt cttttcaaac tctttgaaat ttctatcatc 
aaaaatgttt
   293521 aacgatgata tatgaccaat cgtatgagtt gccatataaa ttagagtttc 
ttcattcgga
   293581 ttatcagggt cgggttttcc taatttatag gtctttactt caacttttgt 
attagcagct
   293641 ttgtaacgct catttagttt taaataattt cttgagccaa tattaagttt 
taggttaaag
   293701 taataatctt ctatgatttt taaattaact tcgatcttac gtaatctttc 
aatatattca
   293761 tcaatacgaa tagcaaaatc aaaaacttta cctaattttt tctcagcttc 
tttagtattc
   293821 tcatagaggc tgattccttg aatgattcct ccatttgctc caaactttct 
ttcagcacaa
   293881 tcattgccca ttatacttag tgagccatct tttaatttaa taacataacc 
gaaattgtgt
   293941 ttgtgattac aaagccctct atcactaact aaacaacaat gcatgtccct 
gtctcgaatt
   294001 tgataatcag agaacaccga atcaaaattt tcgggtgtaa ttaaattttg 
ttctaaaaaa
   294061 ccaggtaaac ctaaaacttc atcatagtta gtaatgcgtg gagtcgatgc 
catcttattg
   294121 tctctataaa atttataatt aattataaat ggattaaaat atttttgttc 
cacttgaccg



   294181 ttataacaat aactttaacg acaatatacg tcgcataaaa attatctttt 
cctagtaata
   294241 actataatta attgaattaa tatttcttgg tcactctata atgttgagga 
cagtcttctt
   294301 aaaagctgta ctatcatatt ccatcatctt acctcacctt tataaacccc 
tcttaaacaa
   294361 taacttaatc attatttagc cttacttttt taatgatcta aattaaagca 
aatgtcattt
   294421 tgtgtgcttg actgctaaag ggcagagcac tatcctttgc ctgctggcca 
cattgccagt
   294481 cggttttgac gaaccgtttc acacgagtat cagaattatt ccttctgagg 
gatagttttg
   294541 ggcagctctt cgtctccctc tcgtagcggt aggacggaag ggggacacct 
tcgggtgtgc
   294601 tggcctcgtg tgaccagttc gtcaaccctc tttcgttctg ccaccataat 
tctataaatg
   294661 tttggcagaa ctcccaataa aaaggagttg gctttgcaca tccattattt 
cttggctctc
   294721 aatgccaaaa gctataacga caccacataa gctttaaagc agtttgaggg 
ccattagcgc
   294781 tttcaggctt taaatcgtca caaccaaaaa cttagcaaca ataaaacttg 
agatgtgcca
   294841 agcacagtct ttataggctt tgctgtgcct ttttttctcc caaaaaagta 
tctcatttac
   294901 aaacaacaag aatttataac ggtaaaatta tgcgaaatgt agttctccca 
acacgtgcct
   294961 tatacgttgt aaataaagca attgatctgt ttcatcaccg tggatttcac 
cttattgggg
   295021 tcgacagaat agtgaaagaa tcagagatta caaaagcgac tttttataat 
tattttcact
   295081 ctaaagaacg actcattgaa atttgcttga tggtgcaaaa agaaaagctc 
caagaacaag
   295141 tagttgcaat ggttgagtat gatttaagta cttccgcaat cgataaactc 
aaaaaacttt
   295201 atgatttaca taccgatgta gaagggccgt attacttatt atttaaagcc 
gtttttgaga
   295261 ttaaaaatag ttatcccaac gcttatcaaa ccgcagtgcg ctatagaaca 
tggttgatca
   295321 atgaaattta tagccagctt agaacactaa aacctgatgc ctcttttacc 
gatgccaaac
   295381 tatttttata tatggtggag ggcacaatca ttcagctttt aagctctggt 
ggggtaagcg
   295441 agcgggaggg tgtgtttgag tgttttttaa gagggctaac tacatgcaaa 
tgaaaagttt
   295501 agggttgcgt cagtagcagc taaatacgag tcataagaaa gggggctgta 
ctgtatttat
   295561 caaaaaataa cttgtttatt tagcatggct cctttaaata atgaaagaga 
aaaacaacaa
   295621 tgatctctat agctgtatga gggaggacgt tatttgaagt tatttattgt 
gatatttatt
   295681 gccatttttt ccagtattgg aatcatttgc ttaatcgcat tactcagaaa 
ttcaaaaaat
   295741 tattcaccat cgggtgagca tgattattca gcttcaacac attcacaaca 
ccaccatatt



   295801 cacgataaca gtcaccatag ttctcattca tcaaatgatt gctcatcatt 
ttccgactca
   295861 ggcggatgtg atgggggcgg tagcagtgac taaaaagccc tttcatataa 
aagggctttt
   295921 aagcagttta aggtaaatca aaccagataa actggctgtc ttcatttgca 
tgaatcacgg
   295981 cgttatcttc aaagaccaga gcatcacccg ctttcacttc gtactcacca 
atacgaactt
   296041 cacctgaaat tacatgaacg taattaactc gttttgaagt ctcaactggc 
agttcacgac
   296101 ctttttcaag tacagcagat tttacctctg catcttggcg aatatgcatt 
ggtgcatttg
   296161 cgtcagggcc tgcaatcaaa tgccattcgt taggttgatt acgtgggtcc 
aaactaattt
   296221 gctgataatt tggctcggct tcttttacat cgggaataat ccagatttgt 
aataagtgca
   296281 ctggtgtatc ggtgttatta atctcactat gagcaacacc tgtaccggca 
ctcataagtt
   296341 gccattcacc tgctttaatc tggccttcat ttcccatggt gtcacggtgt 
gaaattgcac
   296401 catcaagcac acaggttaaa atttccatgt tgtcatgcga gtgagtaccg 
aaaccgttgt
   296461 gggcatcgat tcggtcatca ttaatgactc gaagtgcact tacccccata 
tatttagggt
   296521 tataccagct accaaacgaa aagctatgat aagactctaa ccagcctgct 
ttaacatgac
   296581 cacgatcttc actacgatgc aaataagcat tcatgactcg atctcctcaa 
ttattattta
   296641 tctcttgagg aatatgttaa acctgtgggg taaagctaaa aatagagtag 
atgcaacata
   296701 ttgttgcatt tttaagatga ttaagatttt tataaatatt cgttttaaat 
tttagatata
   296761 aaaaaacctg tataaagcag gcttttttta aaagacatta catataaatg 
cctatctata
   296821 aggctttaaa ggaaattata gatagacatt gagtttgatt aggcagataa 
aaactccgcg
   296881 tatttagaaa tatcgacatt gccaccacta ataataatgc cgatacgttt 
gccttttaac
   296941 tcatgtttta aattacgggc agccgcaaat ccgagacatc ctgtcggttc 
aaccaccatc
   297001 ttcattcttt cagcaaagaa cttcatagcg ttaatgagtt cttcgtctgt 
gaccgtcaaa
   297061 atatcatcaa ctttctgttg aataatagga aaggtcaatt tgcccaaata 
ttgagtctgc
   297121 gcgccatcgg caatggttgg tggggtatca atatgaacaa tttctccttt 
tctaaaagac
   297181 atttgcccat catttcctag cgcaggttca acgccatata ttttacagtt 
cggagaaagc
   297241 tggcgagccg acagggcaga acctgccaac aaaccgccgc cacctaaaca 
tacaaacagg
   297301 taatctaaat caccgacttc ttcaaataac tctttagcag ctgtaccttg 
acctgcaatc
   297361 acatgcggat ggtcataaga cggaattaat gttagaccat tttgttcggc 
aatctctttt



   297421 ccaatttttt cccgatcttc cgtataacgg tcaaattcaa caatattacc 
gccgtattct
   297481 cgcgttgctg ccatttttgc agcaggtgca tctttaggca tgataatggt 
tgctggaata
   297541 ccaagaattt ttgatgaaag cgcaatagct tgtgcatgat ttcccgaaga 
aaaagcaact
   297601 acacctgctt tcttttgagt ctcattaaat tgcaaaagtg cattcatggc 
accacgaaat
   297661 ttgaaagcgc ctacacgctg aaaattctca catttaaaga acacttctgc 
ttcaaattca
   297721 ttgttcaccg tacgtgaagt taaaacagga gttttattta caaaaccttt 
tatacgttca
   297781 gcagcggctg cgacatcttc ataatttgga agggttaaat ttttcataat 
taaacctgat
   297841 tctattcaat gttttcggat gcaagatttc gtattgccaa agaaagcaca 
atctattgac
   297901 cttgtttaga taaaatatat atatttagat aaaatgtcta atttattttt 
taatttgata
   297961 acaaagagat ataagatttt gatttacatt aagtttaaaa ttagataaaa 
agtctaaatt
   298021 actgtttgcg tacttcactc tagggtttga aacagcatta agtcattagg 
agaaatacat
   298081 tgggcaatcg tgataaacat ttactcactc aactcgatac catcgcgaaa 
gggttaagtg
   298141 aaacactagc gcctttttgt gaagtggttg tccatgactt aaccaatcct 
gagcatgcca
   298201 tactttcaat acacaataat ttatctggcc gaaaagttgg agatccggca 
actgagttgg
   298261 ggctggcaag aattatgtct ccggagtttc caaaccttat tacaaactat 
gctaaccagt
   298321 ttgcagatgg ccgccctgca aaaagcacct cgatcggtat taaagatgaa 
gagggccagt
   298381 acgtagctgc tttatgtatg aatattgatt taaccttatt tagagggatg 
caaagcgctt
   298441 tagagcattt cactaaaatt gagactgaca gcattattga aaatttggaa 
ccgaatggca
   298501 cggaagcaat tcgaagatat atcgatcagt ttgcttcaaa acatgccact 
acaccgcgta
   298561 tgctaaaact caatgagaga aagcaattaa tacaagaact caagaataat 
ggtttattag
   298621 aaattaaaaa ggcggtggaa acggttgccc aacatttagg tatatccaga 
gccagtgcct
   298681 atttgtatgt aaaagaaact taatttgcta aatcgaggtc atcatattcg 
tttaaggtct
   298741 taccttgctg aatatgttcc tgataatgtt gagcgcgcag tttgtctaac 
tctgaactag
   298801 atacgccatc tctccaatag ccagcaatgc gcacgtcatt tttatttaac 
tgttggtctt
   298861 ctagaaaaaa ctggcgtaag gctcttgctt cgttgcgttc gcaagccgcc 
caaatcgtaa
   298921 tatttttgta atgttctagc gcaaatgctg cctttaaaag aaggcctttt 
tgtgccgtgt
   298981 gatgttcttt atggaacgaa tgaattttga catgctcaag tttgggtaat 
tggctagcaa



   299041 tatctttttc aaaactttca atgaaaatat cagcacttac accattttcc 
cattgctgga
   299101 gtattgaata taacgcgggt acagccgtat cgtcggcaaa catgaccaca 
tgctttttgg
   299161 ctgtgaaatt gggaatgaaa tgggggcgtg ggccaataag cccgattttt 
gtacccactt
   299221 gagccgaatt aagccattcc attgctgggc ttaaatcttc atgtttaaca 
aaatcaattt
   299281 cgatttgagt atttacaggg ttaaatgaac ggaccgtata gacgcgtgaa 
atgggttgtc
   299341 cctctggcgg attgctcaca attaaccgaa ttgccaaatt gggagcttgc 
caaagctctg
   299401 gctgtaatgt gttgattttt ccttgaattc ttacaatgga cggatacggt 
gtatggatcg
   299461 agacgatagt catctcaagt tgttccatat cttgtaaatg gtctttttct 
tttaataagt
   299521 cgccatattc ttgtttcgat ttttctgcaa tttttgtcat atatataacc 
caagcttaat
   299581 gattactata gagcgcgata attgatatag atgtaatctc tctatgagct 
acgataacca
   299641 agttagccat taatgtaaat aataatcatt attaattgtg ggttttagac 
gatagaatta
   299701 gttcactaaa cgactaaacc gaatagaaaa attattttat tattttgata 
tttatcattt
   299761 tttattaatg tcttttaaaa gaaagaaatt gatatttctc ttaatagtaa 
ttgtaaatga
   299821 ttatcattta tattattgtg ctggggtatc tattattcaa acaaacagcg 
atgaaaaaga
   299881 catttttata actttgtttt gaatattagg ttgggtggta ttgcataaag 
aatagggtga
   299941 ggaccaagat aaatgctaaa agatttgagt caaaatttag ggcaaacgaa 
tgataaaaat
   300001 aacaatgtag aaaatttctt aaagcaaatt tatgaaaata tttttgagca 
aaattccaat
   300061 cgagcagcac tcatttttga aaaccgtagc attagttatg ctgaggtagg 
gactcaggtc
   300121 gccaaagtca tgtatgcgct aaaaatgcaa gacttggcga cagggtcggt 
ggtggcaatt
   300181 tgcctgagaa aaagtcctga gcatatttat acagctttgg catgtgcgct 
tactggcatc
   300241 atttggctac ctgtagatat ggactcaccg ccgtcgcgac tgaactattt 
attgacgaat
   300301 agtcgggcag atgttgtggt gagtgactca tttattgcag gtgtgcaaac 
actaaatatt
   300361 aatgagattt tatcggctac aactaagtac aaaccgagct ttaatgccga 
aattaaccga
   300421 cgtccggcat attatttata tacttcggga agtacaggga ctccgaaatg 
tgtggtccta
   300481 aataatcagg ccacagaaaa cacgctacaa cagacgatct cggaatggaa 
aattactgct
   300541 gacgatgtga ttatggcggt aacaccgttt catcatgata tgtcggtatt 
tgatgtattt
   300601 gcttcaatgg cagtgggtgc aactttagtg gttccatctt ttgagcaaag 
taaaaatgct



   300661 gttgtctggg ccgatttagt agatcgttac aaggttacga tttggagcag 
tgtgcctgcc
   300721 attgtcgata tgctgttcag tgtagctcaa aaagaacaac tacagtcttt 
acgtttaatt
   300781 gcccaaggtg gcgactatat caagccctca cttatagcga agttaagaca 
acaattgcct
   300841 aacgctcgtt tattttcatt aggtgggcct accgagacca caatttggag 
tatatggcat
   300901 gaaataaatg agcaagatca ggaaattatt ccgtatggaa aagctttaga 
aaataaccgt
   300961 tattttattt tggatgaaaa tctgaagcct tgccaaatgg gcgaggtcgg 
tacgatgtat
   301021 atggccggcc taaatttatc taatggttat ttacttgatg gggaaattaa 
ttataaagat
   301081 ttcgttgata ttcaagtgag tgaaaatgaa actcaaactg cttttcgcat 
gagtgatcaa
   301141 ggatatttta gggaagatgg aaatattatt tttgcgggac gtgaggaagg 
ttatttaaaa
   301201 ataaaaggtg tgagaatctc tgcggcagag gttgaaaatg ctttgacgaa 
gaacccgtat
   301261 atccataact gtgtggtagt aagttgtgta catccaacga ctgaaactca 
agagttagtc
   301321 gccgtttaca ccctagaaaa taaatacaaa actactcgcc taaatagccc 
cgaattaaaa
   301381 aacttcttaa aaatacattt gccgagttca catattcctt cgaaatattt 
ggccgtggaa
   301441 accatacctc tcactcgaaa tggaaaaatt gatcgtaaag ctgtgcaaga 
aatcgctcag
   301501 gggaaaattt atgtctcttc tacgttgtct gcaaactcct ctaaaacatc 
gtcatcaatc
   301561 gctgaggtgg gggattcggt tctatcggtt ttccgtgaat gcatagctga 
cagccaagct
   301621 gaaaaaatgg atatttttta tagaagtgaa atattagcga taggcattcg 
tccgaaacaa
   301681 ctcatgagta ttgcgcagaa actttctcaa aagctcaata cacaaattga 
tttttatacg
   301741 ctagttagct gcaaaacaat tcaggatgtg gtgaataaag tagagcagca 
aataaaatag
   301801 aaaaattgaa atgtgcttaa aagcagagtt gagatgtttg cttttaagca 
catggttggt
   301861 tttagggcaa ctagatttga gctaaggttg ccttaatttt ttcacagata 
ctttgcactg
   301921 ttgcagtcgg gaagcggtga gcctgataag taataatcat gcttaactga 
tgctgtccat
   301981 caatcacatt ttccataatt tcaaaatgta atccgaacat cgattcatca 
cgttccggca
   302041 aaatctgacg ataaggaagg tcttgtccct gaggtgtttt gagcgcgccg 
tttaaagcat
   302101 tatttgaatg gatatgaata aacacatcaa ataacagtcc ttcatcagcg 
ctcatcccta
   302161 acgcattttg tatatggttg atgggaatat ctgcataggc catcgaggta 
ttaatcattg
   302221 tgctgatatt gtggagcaac aattggaatg aatctgaagg gctaaactgt 
gtgcgatgcg



   302281 ccaccatggt tgtaaagtaa cccaccgtat caaaaaactc aggatcagtt 
cgtccagatg
   302341 cagaagtacc aatcacaata tcttttaaat caccttgttg ctgtaatgca 
tgggcgatag
   302401 cagtatagag aaccgcgaaa atagaagagc tgtgttgtct cgaaaatgcg 
agaagctttt
   302461 catgcatttc tggtgcaaat ttaagttcga gccattggac tggaggtttt 
tccttttcag
   302521 catttaattc atgttccgaa acaggaaggc ttagaccttt ggttgcccct 
gttagcaggt
   302581 tagtccaata atttagatgg tcttgattga taccttgttt ttgctggagt 
aaagaaaaat
   302641 caagaatgga ttgggctggt gccttccagc tcggtgcttg agcatttgag 
cgagcaagat
   302701 aagcatgcgc aaggtcagcc ataatcgtat ttaaagacca ttcatcaatc 
accatgtggt
   302761 gaactaaaaa cgataaagtt tggcgacctt tagcatttcg aattaaacga 
attcttaagg
   302821 gaagctcacg ggttaaatca aatttatatg aagcttcact ggcaagcgtt 
gcatcgtgac
   302881 tttcggcact gttccaaaac catttgaagt gtttaagttc agacgtagga 
acaacctgct
   302941 gataggtttg accattggcg ctattaaaaa ttgtgcgtaa acctgcatgt 
cgctccacaa
   303001 tatctgtaaa ggcttgcaag aaaacatctt cattaatttc ttcaaggaat 
tctacggcaa
   303061 atggtaagtt ataaattggg ctaaaatcga acgcagaata agcttgccac 
aggaaatctt
   303121 gagctaaagt aagcggggct ttatctacac tttgtaaggt ggttttttcg 
gttttttcag
   303181 atttaacgaa agcatattgg gctaaatcgg cagcagatgg agatttaaag 
aaatcattaa
   303241 attgaatctc aattccatgt ttattgagta ggtttccaat aattcgtgtt 
gctaatagtg
   303301 aatggccacc aaaatcaaaa aagtcatcat gttggctcat ttctggttca 
gcgagcgtat
   303361 ttcggaactc ttctaaaata atttctgaaa cataggtttg gttaggttgt 
tctggcgctt
   303421 ttgtagaact tgcaagatga tttgagatat caatttctgt cagcaccaat 
ggcacattat
   303481 tgggtgaata ttgttgatat cgattttgta tagcctgaat aaaatctgcc 
ttttgatagc
   303541 tttcatcgag aatcgggtgg agcgctaaaa taaggaaata gccttgttca 
gtttctacga
   303601 gacttgtaaa aaaaggggga tgaaattctg cattccatgc ttgcgctttt 
aaggtattta
   303661 cctgctcaaa tacgtgttct gcatagctct tttttatttc taggcaagct 
gaatggtcat
   303721 caaatggata tttgtataaa tcaccttcgt cactaaatgt atagcggaca 
tttaagtcag
   303781 gtgtagtttt aataatgtct tgaattgctt taatgagcag ttgaatgtct 
aaatcttgat
   303841 taagtttcca tagattaaaa cgtcggttaa cttgttcagg ctgttgtaat 
tgcaacatcc



   303901 agatatgttc ttcgtaatca gtaaccgaaa ggagagtggg cgatttggaa 
aattgttcca
   303961 acataaatga atcctggttt atcaaatggc tattttcatc aatttttatt 
tcgcaaattt
   304021 tttacattag attaaatttc atataattca taatgttata gatttgcttg 
tttgcaaaaa
   304081 ttgacctttt tctaatgagt tgatgtccac atgaactgta ctgatgtaac 
agtagggtta
   304141 cattttacct ttaaacatac tataattgat tctcatttac atcaagatta 
ttatttgcaa
   304201 gtagatagta ccaattgaga atgactaatt tttaaaatag aaaataaata 
ataagtgatt
   304261 gattaatatt tatttaattc gaaattggtt gggcaaaaat aatttaaaga 
tgaaaaaaat
   304321 gctcctcgga ataggactgt gattttgcct attcaaaagg aactgattct 
gttgtctcga
   304381 taaaattgag gaattttcat gagaatattc aatcatgaaa ggttgataag 
cccatcaaat
   304441 gttgaacaaa ttttccctcg ctttggtttg atgggactaa atttgcaatt 
tgcatcggct
   304501 ttattacgct caagtggggc acgccactga tgcgatttgg cttattctgt 
atttttatca
   304561 ttttatgtat ttgttcgtta ttgctcgggg ctgaacaaat acagtggtct 
accttatttt
   304621 ctttttctca tgagagttgg ctcactctta cagccagccg tattcctcgt 
ttaattacta
   304681 ttgtgcttac cggtatcggg ttggcggtat gtggcgtcat cttgcagcat 
attgtgcgta
   304741 acaaatttgt tgaaccggaa acgtcgggcg gtttagatgc tgccaaactg 
ggaattttag
   304801 tgtcgttaac tttagttccg gtaaccagca cgctgagtaa aatgatattt 
gcgatcattt
   304861 tttgttttat tgccagctta atttatatcg caattattcg ccggatccgt 
tttagaaata
   304921 cggttttagt accggttatt ggcttgatgt acggcagtgt actgagtgcc 
ttagctgagt
   304981 tttatgccta tcgctttaat attttacaaa gtatgcaagg gtggctttta 
ggagattttt
   305041 caaaaattat ccaaggccac tatgaagtta tttacattat ttttccgatt 
gttgtcctga
   305101 cttatctttt tgcacaccgc tttaccgtaa ttggtatggg tgaagagatg 
gcttctagct
   305161 taggacttag ttatgcagct atagccgcca ttggtttaat actggttgcc 
attacagttt
   305221 caaccacagt gattactgtt ggtgccattc cttttgtcgg gctcgtggtc 
cccaatttgg
   305281 tcgcactgaa atacggagaa aacttagcta aaaccttgcc cattgtggct 
ttgggtggag
   305341 cgtctctatt actgatttgc gacattcttg gtcgctcgat tatttatcca 
tttgaagtgc
   305401 caattggact taccgcaggt ggtgtggggg gaattatttt cctcatcctc 
attttgaggg
   305461 agttcagata atgcgtatta caaagctatg gatgatttat ctgattgtca 
tctgcctagc



   305521 agtatgtttt ttatttttaa actcaggact agattttgat tacgtcattc 
ctaaccgact
   305581 tctgcgtctt gccacgattg tgatagccgg tatttgcgtt gctttttcct 
cgattgtttt
   305641 tcagacactg gtcggtaatc gtattttgac cccttccatt atgggctatg 
aagcgattta
   305701 tctcttatgg caagttttgt tgttgttttt ttggggaacg catggattaa 
gccagttagg
   305761 aataaacggt aatttcttta tctcaatcgt tttaatgctg ctttattcgt 
gggtaatcca
   305821 taagtggtta ttgccatacg gcagaaatga tgtctttctc ctgttgcttt 
tagggttagt
   305881 ccttacgatg gtcgtcggga cggttactca atttattcaa ctcaaaatta 
atcctggtga
   305941 attttctgtt ttccaaggcc ttagctatgc ttcgtttaat cgctctcaac 
cagaaacttt
   306001 attgtatgcc agcgtagccg tagtcattgt tctattcctc ggtagaaaag 
cgctccctgt
   306061 tctggatgtt ctggttttag ggcgtgagca agctatttca ttaggcattc 
atcatcaccg
   306121 ctatatcagt ttctatttag ccctgatcgc tattttggtt gcggtatcta 
ccagtctgat
   306181 tggcccgaca gtatttatgg gcgtatttat tgccaacatt acttatgcac 
tagcaagaag
   306241 ttataagcat aaattaacgc tgcccatggg ctgtgccatc acgattgcca 
tatttattgc
   306301 tgctcaaatt ttagttgagc acgtttttaa ttacaaaacg accgtcagca 
ttttggtcaa
   306361 tctggtatgt ggcatttatt tccttgcgct gacggttcgt acccgaggtg 
ttgcatgatt
   306421 catgtcaaga atatcaataa gtcatatgga aataagccaa tactgactga 
cgtaaatgtt
   306481 gaatttccta caggtcaggt gacgtcactc attggtccaa atggagctgg 
aaaatcgact
   306541 ttgctcatga tgatggcacg tttaattgaa ccagataaag gcgagatttt 
tcttaatcat
   306601 caaaatattg cggatattaa aaccgctgtt tacgcgaagc atgtcgcgac 
tttacgtcaa
   306661 gcacccggct ttaatttgcg cttaaccgta gaagagctgg tttcatttgg 
acgctttccc
   306721 tatagccgtg gtgttttaac cgagcaagat cgtcaggtgg ttgatgaggc 
tattgagttt
   306781 ctttctttag aaccactgcg caaatcttac atagatgaaa ttagtggtgg 
tcaaaggcaa
   306841 atggcctttt tggcgatgac gatcgcacag caaacagacg tacttttatt 
agatgaaccc
   306901 ttaaataacc ttgatatgaa acatgccgtt caaattatgc gcgcactcag 
gcgcttatgt
   306961 gatgaacaag ggcgcactgt gattttagtc attcatgaca tcaattttgc 
cacgaattac
   307021 tcggaccata ttgtcgcgct caagaacggc aagcttcatt tcagtgggtt 
aaccgaacaa
   307081 gtgattacag aggcgcgatt aaatgatctg tacgagcttg attttgaaat 
tacatacagt



   307141 gagcgtggct gtatgtgtaa ttacttcaac tcatctggag cttgaataca 
tatgaactgg
   307201 aagaaaaagt atgggggagt agccctcatc atagcggcag ctgtcactct 
acaagcatgt
   307261 gatcaaaaag ttgcagatac cactcaagct tctcagaagc tagcagaacc 
gattacggta
   307321 aaacatgcgc ttggaactac ggtgatagat catttaccgc aacgcgttgc 
cgtacttgat
   307381 atgaatgaag ctgactttct agatcaactc aatgtcccga ttatgggaat 
gccaaaagat
   307441 tatgttccac actttttgga aaaatataaa aaagatgcac aaattcagga 
tttgggtgca
   307501 attgtacagc ccaatatgga aaggatatat gcattaaagc cagacctgat 
tttgatgacg
   307561 ccattacacg ttaatcagta tcaggaactg tccaaaattg ccccgaccat 
tcattacgat
   307621 atcaacttca acaatagcga gagtaatcat attggtctgg ttaaagacca 
tatgatgacc
   307681 ttaggaaaaa tatttaataa agaagactta gctcgccaga aagtttctga 
acttgatgaa
   307741 caggtgaagc aagtacaagc cgtaacggcc aatcgcccag aaagagcatt 
agtcgttctt
   307801 cataacaatg gggcatttag taattttggt attcagtcac gctatggctt 
tatttttaat
   307861 gcctttgggg taaagcctgc aagtggagtg gtggatacaa gtctacatgg 
gcaacctatt
   307921 tcgagtgaat tcatcaaaaa agcggatccc gacattcttt atatcgtgga 
ccgaactgct
   307981 gtgatggaac atcgcccaaa cattaatgct gctagtgttg aaaatccatt 
attacgtcaa
   308041 accaaagcat ggaaaaacgg tcgtgtcatt tttgtcgatg ccgatgcgtg 
gtacaccacg
   308101 gctgcaagcc caacctcact caaaatagtg atggaagatg tgaaaaaagg 
ctatcaataa
   308161 atttttgggc acatcactta gttaaatttt agagcataaa ttttcactat 
tttgctatga
   308221 attttaagca gatagttaat aaaaaatgaa tcaaaacatt aaaggtcttt 
caatgaacaa
   308281 cgttagctat aaccgtaatt ttaaaactgg gaatgatcaa agaattaatc 
accgttcttt
   308341 tgtattaaat ggcgttgcat ctgcacaaat ggcccttcga ttaggctatg 
cattaggcac
   308401 cgtatttgtt ctatgtgcat caaataccta tgctgctgtt attgataatt 
caacaaaaac
   308461 tctagaacaa caaactgctc aaacaaatgt agcagcttta ccagcaatta 
ccgtaaaagc
   308521 tgaacaagac gatacttatg cgggagggca agttgcaaca tcgagcaatg 
ttggatttct
   308581 cggtagtaaa aaatttctag atacgccatt taatacgatt agttataccg 
ataagtatat
   308641 cgaagataaa caggcaaaag atattacaga agtgattgca gcaactgatc 
catcgatata
   308701 taccaacggt gcaagtggtg gttggagtga aaactattat attcgtggat 
atgcttcgag



   308761 tacgaatgat atgtcaatga acggactttt tggtatcaca ccgttttatc 
gaacttctcc
   308821 ggaaatgttt ggccgcgttg aggtgttgaa aggtccctcc gctttgttaa 
atgggatgcc
   308881 gccagcagga tcggtgggtg gaacggtaaa tctagtgacc aaatatgcgg 
ctgatgaacc
   308941 gtttgcacga ttgaccacaa cttatatgtc ggatgcccag tttggtggac 
atgtcgatgt
   309001 tggaagaaga tttggtgaaa ataaagaatt cggcgttcgt atcaatggaa 
tgtatcgaga
   309061 tggagatgca gcagttaatg atcagtctaa agaaagtcgt ttattttcgc 
ttggcttaga
   309121 ttggcaaggt gaaaatgcac gtgtttttgt tgatgcttac gatgccttag 
atcatgttga
   309181 tggcgtgaca cgtggtgtta acgtctctac tgcagttgga attccgaaac 
cgccgaaagc
   309241 ggatacctta cttagtccgg attggggctc tgttgaaacc aaagataaag 
gcgcaatgat
   309301 tcgtggcgaa tatgattttt ctgatcagtt gatggcatat gcggcttatg 
gacaaagtac
   309361 aactgaatat aagtacaatg gggcaagtgc agggacgatt acgagtagca 
ctggaacact
   309421 gagttcaaca cttggacaac ttgcttttga cgtcgataaa aaatcagcag 
atgctggttt
   309481 taaaggcaag tttgagacgg ggtctgtgaa acatcaatgg gtcgccaatg 
caacctacta
   309541 taatcataca caagatgatt atggttatag aattatccca ggttttagtg 
atcctgttat
   309601 tacgaatatt tatgatccca atccaaattg ggggcctaaa ccggaattta 
caccgccgtt
   309661 tctatttcat tcgacactct ctacctctag ctttggttta gccgatacat 
tgtcgtttgc
   309721 tcaagataaa gtacagttga ctttaggact tcgtcatcag actgtaaaag 
caacaagttc
   309781 tgttaataca ttacctgaaa atgctaaatc agcaaccacg cctggtgtcg 
ccttactgat
   309841 taaagcgact gataaaattt ctgtttatgc aaactatatt gaaggtttga 
caaagggtga
   309901 tcaggcacct gcaactgcat caaatccagg ggaaatattt cctcctcaaa 
aaaccaaaca
   309961 acaggaactt ggtttgaagg ttgatttggg gacatttgcg cataccttga 
gtgcatttga
   310021 aattaccaaa ccaagtagtt atttagatcc ttcaaagctt gtgaataact 
tacctacctt
   310081 tgtttcggat ggagaacaac gaaatcgtgg tattgaatgg tcattttttg 
gttcaccgat
   310141 tgaacatgtg cgtttaatgg gtggctttac ctatcttgat cctgaactta 
ccaagactaa
   310201 gagtggagga aacgatggtc atacagcagt tgctgtgcca aaaaatcagg 
ctaagcttgg
   310261 agcagagtgg gatactcaag tagcacaagg gactttaacc ttatcaggaa 
atatcaatgc
   310321 agtttccaag caatatatta atgcagaaaa taccttgtcc gtaccagggc 
gtacactctt



   310381 agatgttggc gcacgctata gtacgaaagt cgaggaccac ccagttactt 
tccgtgccaa
   310441 tatctacaac ttaaccaaca aagcgtattg ggcacagcca caattgacga 
atttggctct
   310501 aggcgcacca agaacgtata tgctatctgt atcatatgac ttttaatttg 
ttgtaatctt
   310561 caaccgaata aaaaaacccg caatcgcggg ttttttatga tattcatatt 
ttattttggc
   310621 aaaccataat gttggaaaga agactgttta ggaattcgat aagcattacg 
ccccagtagc
   310681 tgattaataa tgactgagtt tcgggttgct ccgatcccta agtctggaga 
accaacgcct
   310741 tgctgaaaaa tctcggcatt ctgaatgaaa atacgacctt gtccttgatc 
acaacgtaaa
   310801 gccgtaaagt cttcttgaac aatacaatca tttttatcat caacagctaa 
aatagaaccc
   310861 ttcatatttt ggaaccattc aggccaatca tgaacatagc ctgtagctgc 
gacaagggca
   310921 tcagtttcta attcgcaacg ttgatcgagt tgggtgtgca aacaggttaa 
acgcagagaa
   310981 cccgattcaa gttcttcaac cgattcaact tcgcagcttg tgtataggct 
taagccggat
   311041 ttttcaccgg ccactgaacg ctcataaaga acatcatata tatcaccaat 
ggttgagaag
   311101 ctaattcctt tatagatcag gccctgagta gcagcaatgt cacgacgttt 
atctctaggc
   311161 aggctttgga aatattgcat atatgcaggg gtaaaacatt cttgcccaag 
tttagaatat
   311221 tccattgggt gaaagccggc agaacgtgtg atccaacgaa tagatgcacc 
tgcttttact
   311281 tgttctggtg taagtgaatt aaataaagca agtacacatt ctgctgcact 
ctggcccgag
   311341 ccaataaccg tgacctgttt acattgcttg agttgttcct gaatttttgc 
aaactccgct
   311401 gaatgtttta ccaaagggtg tttgcatgtt tccagccatt taggaattcg 
aggtttagtt
   311461 ccaataccaa tcgccagatt ttggcttata tatttttgtt tttcgcctga 
ggctgattca
   311521 ctttctataa taaatttatc cagcttggcg tcatattcca catggcttac 
gttttctcca
   311581 aatcgacaat cgggtaattg ttttgaagcc caacggcaat aatggtcata 
ttcacggcgt
   311641 ggaattaaaa aactgtcgta ataataaaac tgatgcaagc gatcatgttg 
atgtaaataa
   311701 ttaatatagc ctaagggatg gcaaggattg gccatagtaa ccaagtcggc 
aaagaaagga
   311761 acttgtaatg tcgtaccttg caatagcaac ccttcatgcc atcgaaattc 
tggtttgcgt
   311821 tctaaaaata cgcttttgat ttcgggatga tgagacaaaa gagcagctaa 
acctaagttg
   311881 aatggcccaa taccaattcc ggtaatatct atttttttca tgtttatact 
ttatctgttt
   311941 ccaaaatgat gaaagttcaa aatacgaatt aatgtggtgt tagtagtttc 
tctacatcag



   312001 caatattgcg acattgaata agttgaacag gtgagagctg aatcgcgtat 
gtttcattaa
   312061 tacgttttga aacgaccttt aaatgatgtg gacgtagccc gagatgagta 
aaatgagttg
   312121 agttgtccac ttccatattt ggcgggtggc ctatcacttc taagtaaatg 
tcgagtagtt
   312181 gattttgctg tttagcatta ttttcaattg gtatagatga atgatcggac 
tcattatttt
   312241 taaaatatag tcgtttattt tgaagctcac tgaaaaaatt gctgagatca 
aaactgaata
   312301 tttctgaacc aataatttgc ttgattgcta attgcagtgc atccaagaaa 
tcgtcaatca
   312361 tgttgggtgg aaatgcttct tgggcataat caatatcgaa aatcaaagcg 
ccgtcatttc
   312421 ttgtgctaaa gcgaatatca attgcaactt gaggtgtttg ggtcagtcca 
tctagttgct
   312481 gaataggatg agattcagat aatacaggcc atgataaacc atttgtaatt 
acaatcggta
   312541 atactggagc agtgccaact ttttcaaata atagtcgagc gagattaacg 
cctgaaaatg
   312601 aaagatgctg taaaccctct aaaacttcag tttgcaagcg gtttgcttgt 
tcagcaaatt
   312661 gatgtgaggt tttccactca acagcaataa acgtagagct attggaaaat 
ggtccggcat
   312721 agaggggaag tgtagggaca gcaacgcata gagatttttc agtgttccaa 
tgagatagca
   312781 cttccaaaat aagcgccatg atgactgagt ttttaaacag tgaatgtttt 
gcgccaattt
   312841 tagacaactg tttaaattga tctttttcta taaccagact gttacgttgg 
taacgtgaag
   312901 tcggtaaatg ctgtaagggt gttttccacg gaagcgtagg aatagccgat 
aatttagaaa
   312961 attttctttc ccagtaagcc atatctgcgt gatgaacaga caggctattt 
tcaacttcat
   313021 tttcttctat ttgcgtttgg atatcatgtt gttgtccatc gaatagctct 
aacataagtg
   313081 aagctataga tcggccatct aaaattaatg catcaaagcg gacaaaaatc 
gttagtagat
   313141 tattttttaa taaaaagacg gtgatattcc aaggcgactg atttaaatca 
aatagctcat
   313201 gcgtataact atttttatag gactggatgt ggtgagaagc acgttcaggt 
tcccatgtag
   313261 ttaggtctat ttcttttaaa ttgacactca cttgatcgct tacatattgt 
attaacctat
   313321 ttttatcaat ataggttcgt aagctgtcat gccgccgtac catttctgcc 
aatcgttgtc
   313381 ttaataaaac aatatccatt ttgccgtgat actgcctaaa ctcttgcatg 
gcaacaccac
   313441 ctaaaggaag ggcttgagtt cggcctaata ggtaggcttg ctgtaatgca 
tttaatggtt
   313501 tttgagacgt acgatctgac gaggtatttt gtgctgggct tataatttgt 
gtattcagtt
   313561 gctcaggatg tgcggcaaga tttttaagta aatgaatgaa agattcaaat 
aaattcgtga



   313621 tccattcttt ggggagagca tctaaacgga tgtcccaatt aactaaaata 
ccgtcatcta
   313681 catgagcaac ttgtgcatca agtgcaactt gcggcccttg tgaaatgacc 
caattcattg
   313741 agccaaaaac acggcggaca cgttcggaaa gtaaattatc attttctaag 
tcgagcgccg
   313801 ctgtaaatac cacgggagca atctgtgcac taccatgata acgggacagg 
tcacgtagaa
   313861 cattcacacc cgaataatgt gaatgctcta ataactcaag catttgattt 
gctatttgtt
   313921 tgcagaatgc ggctaaggta gttattcctt tcatatcaac atcaaggatg 
actagattag
   313981 caaaatcacc aatagtgcct tcgacatttt ttaaaactgg ctcgcgccaa 
aaagtaggaa
   314041 tatttaatcg gaagctgtga tctttggttg catgaccaag cgtataggca 
aatagaccta
   314101 atatcagatt ggtcacagta atgcgttgtt ctctagcaag ttgttgtagt 
gctgttcgtt
   314161 cttttggcga taaccacgta cttaaacgat cactttttgc tgttttgaac 
tcttgatgaa
   314221 tgaaaggtag agacggagca gggctaatat gagacagacg ttgtttccac 
cataagcggt
   314281 ctcgttggct taattttttt aggtcagggt ccgtccgtat tttttgatac 
cagtcaaaaa
   314341 aattaggcgg acgggagaat gatattcctg ggtcttcata aaacaaagaa 
agatcttcca
   314401 tcaagttcaa aaaactggac ggatctatag caatcatgtc cgtatctaca 
tgaaaacgga
   314461 aaatattatt tttaagaaca cttacagaaa atcttgcagt ctggccctga 
cttagatcaa
   314521 gtttttgatg ggtccattgc tcacgttttt gcatgagcat ttgctcaatt 
tgatgatcgc
   314581 taagctttga aaaatcatcg acttctaata tctgttgagc cttctcagcc 
atgatgtttg
   314641 cgatgccatc ggcgctcaaa ctcaacctca aaatagggtg ttctttataa 
agtcgttgaa
   314701 gtgctaaatg taatttttgt agatcaataa attgaccgtc aaattctgca 
tagaggtggg
   314761 cagcaacccc acctaaagtt gcgttgccag agcgaccaaa ccagcaggcc 
gcttgcatcg
   314821 aagttaattc acacattgaa cgataactcg gttgacaaat taatcttgtt 
tcagcatcat
   314881 acaaacaaat gaaaatgatt accagttgca tttgttaatc atttccaatt 
ttgctgtgaa
   314941 tatatagctt gtccgtctta agagttttct ttagtcggta ttcaaattaa 
atatttatgc
   315001 cgagatgtaa gaaaatttac caagaatcaa tagcttgata accattaaat 
taaattgaat
   315061 atttagaatg tcatgaaaaa acagttgatt gagtttgttc gctggtctcc 
cgagagagcg
   315121 caacactatc gaaataaagg ttattggatt gaccaacctt tgacgcgcat 
tttaacggta
   315181 ggggttcaat cgcatccgca ttcgccggca attatttgtg gtgaacgtca 
gttgagttat



   315241 atcgagctgg accggctatc aacaaattta gcttctcgac tagctgaaaa 
aggtttgggc
   315301 aagggtgata ctgctttagt acaacttccc aatgttgcgg agttttatat 
tgtctttttt
   315361 gccttgctta aagcaggcgt ggttgtactc aatgcgctat atagccaccg 
ccaatatgaa
   315421 ctaaatgcct ttattaaaca gattcaacct aaacttttaa ttggttcgcg 
tcagcatgaa
   315481 gtctttagca ataatcaatt tattgactca cttcatgatg taaatttaag 
tcctgaaatt
   315541 attttgatgc tcaatcatca agctaccgat ttcggactat tagactggat 
ggaaacacca
   315601 gcaaagacct ttgtcgattt ttcatctaca cctgctgatg aagttgcttt 
ctttcagttg
   315661 tcaggtggaa gtacgggaac accaaaactt attccacgca cgcataatga 
ctatgactat
   315721 agtgtgcgag ccagtgccga gatttgcggt ttaaactcgc atacccggtt 
attgtgtgct
   315781 ctgccagctc cgcataactt tatgttgagt tcacccggtg cattaggtgt 
tttacatgca
   315841 ggtggatgtg tggtgatggc accaaatcct gaaccgctca attgcttctc 
tattattcaa
   315901 agacatcaag tcaatatggc atctttagtg ccgagtgctg tcattatgtg 
gctagaaaaa
   315961 gccacgcaat ataaagatca aattcagtct ttaaagttgc ttcaagtggg 
gggagcaagt
   316021 ttccctgaat ctttagctcg tcaagttcct gaaatcctca attgtaaatt 
acaacaagta
   316081 tttggaatgg ccgaaggctt ggtcaattac accagactcg atgactccga 
cgagcaaatc
   316141 tttacgacac aagggcgtcc tatcagttct gatgatgaaa tcaaaattgt 
ggatgatgag
   316201 tatagggaag tcccagaagg tgaaataggg atgcttgcga ctcggggacc 
ttataccttt
   316261 tgtggttatt accaaagccc tgaacataat tcacaggtct ttgatgagga 
caactattac
   316321 tattcgggcg atctcgtgca gcgtactcct gatggtaatt tacgtgtagt 
aggaagaatt
   316381 aaagaccaga ttaaccgtgg tggtgaaaag attgcttcgg aagaaataga 
aaaacttatt
   316441 cttctacatc cggaagttat gcacgcagct ttggtcgcaa ttgttgatga 
acaattcggt
   316501 gaaaagagtt gtgcctttat tgtttctcgt aatcctgaac ttaaagctgt 
tgtgctcaga
   316561 cgccatctta tggagttagg tattgcacaa tacaaacttc cagaccagat 
caaattaatc
   316621 gaaagtttgc cactgaccgc agtcggtaag gtagacaaaa aacaacttcg 
cagcatttta
   316681 aatacatcta caacatctta ataaatattg agcagcatat ggctatttca 
aaaatttcta
   316741 cttatctcat gcccgaaaga gagagttatc caaataataa aacagactgg 
caattagatc
   316801 cttctcgagc agttttatta attcatgata tgcagcgcta ctttttaaat 
ttttacgatg



   316861 ctgaaagtga attaattaaa acggttgtta atcatttagt tcaactaagg 
agttgggcac
   316921 atcagaacaa tgttccagtt gtctataccg cacagcctta tgaacaacca 
gcggaagatc
   316981 gcgcattact gaatgcgatg tggggaccgg gtttgccagc ctcaacaatc 
gatcagcaaa
   317041 aaattattga tcaactctct cctgctgaac atgacattgt cttaacgaaa 
tggcgttata
   317101 gcgcgtttaa acgttcggat ttacttgaaa gaatgcaaaa ctggaatcgt 
gatcagctca
   317161 ttattggcgg tgtctatgcc catatcggtt gtatggttac ggcaattgaa 
gcttttatga
   317221 gtgacataca accctttctg gttggagatg cagttgccga tttttcagaa 
gaagaacatc
   317281 gtttagcttt gaaatatgta tcttcacggt gtggtcaagt tgtggatact 
gaatctgtag
   317341 tgaggcaagt ggcaacaggc attacacgac cttggctaga gcaaaaagtc 
cagcagctta
   317401 ttgaagaaga tgaattagat cctgaagaaa acctgattct ttatggattg 
gactcattac
   317461 gaattatgca gttttcttcg gaactcaaag cacaaggaat caatattagt 
tttgaagaat
   317521 taggacgcac acccacttta tcaaattggt ggtcattggt tgatgcacgg 
caaaggattg
   317581 cagggtagag ggttgccatc ataaggcata cgacaaatcc tggtcgctaa 
atttatacat
   317641 aaaatttata tctttgatag cgactcctta gacgacttgt aatcgtcata 
ttaacggagc
   317701 aaaaaatgat tttatcgcct gctgatcaag agagaataga gacattctgg 
aattactgtt
   317761 taaaacatca atacttcaat attggatatc ctgaatctgc agattttgat 
tattccgctt
   317821 tattccgttt tttcaaattc tctattaata attgtggtga ttggaaagac 
tatagtaatt
   317881 acgcattgaa ttcttttgag tttgaaaaag atgtgatggc gtattttgct 
gaaatttttc
   317941 aaattccctt tgaagaaagc tggggatacg taaccaatgg tggcacagaa 
ggtaatatgt
   318001 ttggctgcta tctggcgcgt gagctatttc ctgattccac attatattac 
tcaaaagata
   318061 cgcattattc ggtgagaaaa atcgccaaat tattgcagat gaaatcttgt 
gtgatcgaat
   318121 cattggataa tggtgaaatc gactatgatg atttaatcca taaaataaaa 
accaataaag
   318181 aaagtcaccc cattattttt gcaaatattg gtacgaccat gaccggtgca 
attgatgata
   318241 ttgaaatgat tcaagagcgc ttagcgcaaa tcggaatcat gcgccgagat 
tattatattc
   318301 atgccgacgc tgccttaagt ggcatgattt taccttttgt tgatcatcct 
caagcgtttt
   318361 cctttgctca tggtatcgac tcaatctgtg tgtctggtca taaaatgatt 
ggctcaccga
   318421 ttccgtgtgg cattgttgtg gccaaacgcc aaaatgtaga gtgtatatcg 
gtagatgttg



   318481 actatatctc tacacgtgat caaaccatta gcggttctcg taatggtcat 
acggtcttgt
   318541 tgatgtgggc ggcaatacgt agccaaacta atttacaaag acgacagaga 
attcaacatt
   318601 gtctaaaaat ggcccagtac gcggttgatc gctttcaggt agtgggaatt 
cctgcttggc
   318661 gaaatccgaa ttcaattact gtggtatttc cgtgtccttc agagcacatc 
tggaaaaagc
   318721 attatctggc aacctctgga aatatggctc atttaattac tacggcacat 
caccgagata
   318781 cacgtcagat tgatagctta attgacgacg ttatttttga tttacaaggt 
gtctctaaac
   318841 gtacagttgg tttttagtca tatcaaccaa gatgatttag acaaatccat 
attaattttt
   318901 acagtctaga aaatgatcta aaaatatttt gatagggtgg tcaggaagtt 
tttgatgcaa
   318961 ttaaagtttt taaaaaaata ctttttatat gattttctta ttcatgcttt 
tttaaagccg
   319021 aaaatgacaa ttcttgctgg tcaattgaag cgagatttta ttttaagtac 
cgcttttttt
   319081 atgaatataa agagagataa gcatgtctga tttaaagtta tctcatctga 
tgacagactc
   319141 ttccttggca cctgcactca agccagcatt tcctaaatta tttgcaggaa 
cacttgctgc
   319201 cgtattttct ggtttagcca ttttaactgc catgtggggc atgattcagt 
tgattggtta
   319261 tttatcttct tattgggtga tcttttcagc ggttttttgg atagtcgggg 
cggcattggc
   319321 agcactggct tcatggttag tgcatgatgc agaggctgga ttttcggcac 
gattacgtcg
   319381 tcaaattgct catcatttaa ttcggttacc taacacaacc ctatcaaaac 
agggtgacca
   319441 aagcttaaaa cgactggttt cagacgatat cgcaactttg catcatatgg 
tggcgcattt
   319501 accgtcggaa attgcgattt ttgctgtaat ccctttagtt tctattgttt 
tattagttgt
   319561 gttggtgggc ccgatggcac tttgggtatt attacctggg gcaatggctt 
cactctatta
   319621 tttaattatt gttccccatg tatcaaaacg ggatggcgct gcgcgtatgc 
aggtcatgtt
   319681 agatattatt ggttctgctg atgattatgc gcgcggcatt cgtgataacc 
gaatatatgg
   319741 gcaacaatca ggtgctttaa cagcctatac tcaatcagca caaaatttca 
ctcaaaatat
   319801 ggtgtcttgg gtgagtaaag tcgcaacact cgctgctgtt gccactgcat 
tactacaagc
   319861 tgttgcaacc tttgccatag cctattttgt agcttatcaa tacgacagca 
tgaccttggc
   319921 tgcaacactt ttctttagtt tggccatcgt gacaccttcg ctacgtttag 
ggcatggtct
   319981 tgattatgtc gctgctgggc gagctgcagc tagtcgttta tctgctttct 
taaaagagcc
   320041 agtactctca tcgggcaatc tacaacagat tgagggagat gtaacactcg 
aaatagttaa



   320101 tgcaagcttt gcaattgaaa atcaaaaagt atttgatcga ttaagttatt 
catttccaaa
   320161 aaattcaatg actgcaatta cagggccgag tggagttggc aaaacaacct 
tactgcgagc
   320221 acttgctggt ttagccgtat tgcaagaagg tgtcgttcaa ttagccaaaa 
cagatatttt
   320281 gcaattacat gaaaaactaa ggcatgaaaa ggttttgttt attccacaag 
gtggagatgt
   320341 attaccgacc acagtaagag aaaacttgtc cttatctgcc gttaatgcaa 
atgatgcaca
   320401 acttgagcag gcattactca aggcccaact aaaagtagat ttaaatgcat 
atgcaacttt
   320461 actttcaggc ggtgaaaaac agcgcatagg aatagcgcgt gcgtttttat 
cctcagctcc
   320521 tattatttta ttagacgagc caacgagcgc actcgaccag accaatgcga 
caaaaataat
   320581 attggagtta agcgacttag ctaaaaacca gaataaaacc atcgtcatgg 
tcactcatga
   320641 tcttgcctta gctgctcatg ccgacaacag gttagtgctt aaaggcccaa 
ctgactcagg
   320701 gaaatcttta tgaatactgc tgctaaatta aataaagatc agattttttc 
gatgcttcct
   320761 cgtgcggcca aacaaaaatt aattattgtt ggtattggat ggatcattgt 
tgcagcaatt
   320821 gaagcaatcg catataccgt attggcattt gcaattgtca atcaatggtc 
accaagctgg
   320881 gttctcatca gtgcaattgc agcaatatta gtgacagtta tagtcactcg 
tgctggcttc
   320941 cttactggtg tgcgtttagc aggggaccta tttgctgagt taggcaaatc 
tttagctcgt
   321001 gccaagctct cttggtttac caatgaacag cgtgctcaga ttaagacaat 
tgctggacag
   321061 ggaattcctg ggtttatgag tattcctgct catcaattgc aaaccttttt 
acatgcgcct
   321121 tttatgcctt tatttctcac aataggaata ggcctgcttg ctggagcagg 
cgtagcattt
   321181 gtcgctttag gcttactttt actctcttta tttgctcaat tcctagcaca 
acgtgcactc
   321241 atgcatattg ataaaaaacg taatactgcc gatttagctg cttcacaagc 
aacgttggaa
   321301 ttggttgatc atgttgagtt attacgcaca gccgcgggac cagaacgtgc 
ggttcaaagg
   321361 ctggaacatc gttgggaaga gcaagaagag acattagtac ggatcaaccg 
tgctgctgca
   321421 tttgcaagtt ttgttgcgac cttggcaagt gttttaccca ttgcagggat 
ggcaacgtat
   321481 ctggtgatcg ctggagtcaa tcatgctgct ttggtattgg cattactcgt 
cttaattgga
   321541 cgtgcagcag cgccgttagg tgaacttgct actgcagggt tgcatatcaa 
tgatttattt
   321601 gctgcactac gcaactttaa tcagatcacc catccacctg agttgcctga 
gccattacac
   321661 cctcaaattc ctactggcca tcatatttcg gtacaaggcg ttagctatgc 
gccagcactt



   321721 gaaaatatat ctctcgatat cacattgggg agcagagtat gggttaccgg 
accaagtggt
   321781 agtggtaaga gtactttact tgaattgctt acacggtttg atgatccaca 
aataggaaaa
   321841 attaccctag gtggtatagc tcttgatcaa atgaaatatg aagatttggt 
ctcgaatatc
   321901 gcttatgtca cacaagaacc tattttgttc acaggtacac tggctgaaaa 
tatccgttta
   321961 ggaaaatctg atgcaactga tgatgaaata gaaaaggctg caagagatgc 
cgcattagga
   322021 gcaatgattg accgtagttc agaaggaatt aatcaatcgg tgggtaaaca 
aggcaccgca
   322081 ttgtctggtg gtgaacgtca gcgggtcgca attgcccgag cattactcaa 
aaatgcgccg
   322141 attttaatac ttgatgaagc aacctctgcc ttggatgaag agactgagca 
ggaaattgtt
   322201 acaacgatac gtgctctttc ttctacggtt atttttgtca cacatcgtga 
ctcagctatt
   322261 tggcaaccga ctcaaactat caatttagct tcaacttctg tttaaaaaaa 
tagcgcagaa
   322321 atctgattta agcatttttt ataaaagaaa aatgcttaat atttggagaa 
ttcttgaatg
   322381 aataaacctc aatataatat gttctgttta ccgcctgcgg ggagtagcgc 
aagtatttat
   322441 catccatgga aaaagcagat ctctgacaat attcgtatta ttcctattga 
atattcgggt
   322501 catggtataa aaataaatga accattgatt gatgatcctg atctattggc 
tatgcaaatt
   322561 gccaatgaaa tacaagctta ctcagacaca cccttcattt tatttggaca 
tagtgtagga
   322621 ggtagcttga tttggaaagt actcaattat ttgaatgaaa aaaccataat 
tgatcagttg
   322681 agattaattg ttataagtag ccgacctgag catcactata ttcaacatat 
gcggtacaag
   322741 catgagctaa ctgatgaaaa aattattgat gaattaaagc gatacaataa 
ttttcctgat
   322801 gaaattttaa ataatcagga tgcactcaca ttctttctca aaatcattcg 
taatgatttc
   322861 tatcttagtg atcaattact tggcgagaag attcataaga ctgaggttcc 
gatcgttgca
   322921 ttttatggca aacaggaccc tgatattcct aacaaaagaa tgatggatgc 
atggcaacaa
   322981 cacacagaaa attggttagg aagcattgag tttgaagggg accatttcta 
ctttctcaat
   323041 cccgaaactc gagtgaagat gcttgaaaac attgctgcca tcgttgaaac 
attgaccgtg
   323101 aatattgaat aaagtccatg ctatgaatac gaagaagcag ctaagtagag 
gggctaattc
   323161 atgtctggat gaaataaata ttcaatatga aaagctaaca gctttcggga 
tagatataca
   323221 taaggtccag ctcagccaaa tcaaagaaat acctcagctt gatcatatct 
atcaagagct
   323281 gaatatattt cttccaccga atataaaaag ctcacgcttc attcgtcaat 
tagagttctt



   323341 gacggggcgc ttagcagcaa aatatgcatt acaaagcttt aacttacaag 
attctattgt
   323401 ctatcaaggt agacatgggg aacccctatg gcccgaagga gtgatggggg 
ggattagtca
   323461 tgttggatca aaaaaatcat gttatgccat cgcatatgct agaaataaca 
cacctaaaga
   323521 aaaaatattt ggaatcgata tagagtctca aaaacattat attttttttc 
aaaagaaaga
   323581 tgaattttat gatgtttttc tcaataaaaa cgagcaagaa gaaattgaaa 
agctactaaa
   323641 agatcaagca tatttatatt tgataatatt ctccgctaaa gaaagtatca 
ttaaggcatt
   323701 ttatttaaaa tataagcaaa ttattgattt taagaatata aaatttaaag 
cgctagatgg
   323761 cgcgtttctt tatttttacc ttagacaaga aagtttaatc gagataactc 
tagaggttaa
   323821 agtttatttt tttcatacaa ataacgagat aattacaatt tcttgcattg 
aaaactaaat
   323881 ttgttattga taataataat catttgcatt aatgtgtgtt tcagtatttt 
tatatcctta
   323941 tatttaaaaa gaagtactac agaatttgct tgaaaaaaat caatgtgaga 
ggtgatatac
   324001 agatgatgca gactcaaata tcagtagagc aaaatttaga tcatatcggt 
caaaagaaat
   324061 tttcatgttt ttctacgaag aattattatc ttgaggtcaa cgaattcgtt 
aaaacgttaa
   324121 atacacctgc agcaaatacc gcactattga atgaagagat tgcaaaatgc 
tttgaagaaa
   324181 ttaaaaagca aggccatcaa aatccagttt taattggtgc tatacctttt 
gatattacaa
   324241 agaaaagtag cttaaatttt tatgctgatc ataaaaaaat aacacaagca 
tcttctacga
   324301 ttaactcatt aaaaaatcgt aataacattg agataattaa taaatcatta 
ctcattcaac
   324361 gccaaaaatt tgaaggtaca gtacagttag cattagatgc ttttgagaaa 
aagaaggtag
   324421 aaaaagttgt tctttctcag gctgttgaat atgagttcaa ccgtcatcaa 
gagccagaaa
   324481 acttattggc tgctttatta aaacaaaatc caaatgctta taattttgtg 
attccagtag
   324541 aacataataa ttatattcta ggcgcaagcc cagaactgct tttatcaaaa 
caaggtcgta
   324601 ttgtaaccag taatcctttg gccggttcta gacccaaatc tcagatttcc 
gaaaaaaatt
   324661 tcgtcagcca acaagaatta aatcattctg agaaagacca acatgaacat 
cgaattgtgg
   324721 ttgaaaatat tattagaaat ttagccactc attgtgtaga gcttaaggtt 
tctgaatttc
   324781 cagatatttt agaaacatca acaatgttgc atttatcatc agaattccaa 
ggtgtgctta
   324841 agcaacaagc tcccgatgcc ttaaaccttg cattagaatt acatccaaca 
ccagcagttt
   324901 gtggctcacc aactcatgtt gctaagcagt ttattttaga tcatgaaggt 
tatgaccgac



   324961 attattacac ggggttagtc ggctggatgg atgcggaggg taatggtgag 
tgggtagtga
   325021 caattcgatg tggtctactc agtgaaaata aaatgcgctt atatgctggt 
gcggggattg
   325081 ttgaagggtc agatgctgaa gctgaatggc tagaaacaga agctaaaatg 
caaaccatgc
   325141 taaatattct aaatacaaaa gttgctgtgt aattagtaaa cctgggcagg 
ttttattttt
   325201 atagccaaaa taataactac atattccacg gggctatgct aaaaaattta 
ataaaaaagc
   325261 ctgcataaag caggctcttt taattaagag gattattcta agaatttaac 
agttacgcct
   325321 gaacgtactt tattacctaa atcgttagca tcccagttcg ttaaacggat 
acaaccgtgt
   325381 gatgcagttt tagaaattaa agacgggttt ggtgtaccgt gaataccaaa 
tgattttttg
   325441 cttaaaccaa tccagatatt acctacagga gcatttggac ctggtggtaa 
tgaaagcggt
   325501 tttaagttat tgccttgtac aaagttagaa ggagagtagc tgtaccaagg 
attacgtgct
   325561 acacctacta ccttgtaagt accggtcgga gatggcgtat cagtactgcc 
aattgttgca
   325621 ggaaatgacg caatcatttg attacggctg ttaaacagat acaactgttt 
cgcaccttta
   325681 tgcgcaataa tcaagtgaat atcttctggt aagtcattgc gtacatttgg 
aacaatgatt
   325741 ttttcaccaa cttttttgaa tgtcgcagtc gggttaattt tctttaagaa 
ggcttcatca
   325801 atatgaaact tctcgcccaa catttcactt acgcgtgtgt agtacaaacc 
tttcattttt
   325861 gcttgtaaag catagtcaga aggaattgat tgtgcgtaag gaccttttaa 
atcggcatca
   325921 gtaatggtgt attcaataaa cgctggtttg ttttgtttag caacaagcgc 
atcccaagtt
   325981 tctttagtta actcgccagt aggagataaa ccattcattt gctggaaaga 
tgcaattgct
   326041 tttaatgtat ttttaccgct catgccatcg atagcacccg gtgaagcatg 
tgcattatta
   326101 agcataacgt gagcgcgtgc ataaactgga agttggcctt tgccaatatt 
ttcataccac
   326161 tcagcgttgt ttaagctatc taatgtccat gtaaccgctg gcgcagaagt 
tgctgtagac
   326221 ggagtagctg ttgtggtttt agccgtagct actggcgttg aagcggcaat 
acctgaatca
   326281 gcattttggt cttcagcttt ttgtaaattt tgtaatgttg ttgacgctct 
atttaggtca
   326341 ttttgttctt gtgcagtaat ctgagtctga gcttgagctt ttacagttga 
agcagcatct
   326401 acagcaagcg gatcaatcgg atcttctaca ggagcagata ctttattagg 
gttcagtggt
   326461 tgctcagttg ttgacgcagc caaagcaaca ttagcaataa tacaacttaa 
actcatagcg
   326521 agtaatgagc gaacaaacat gtaattcaac cttaagaatt ttcatataag 
caatagggaa



   326581 aatcagatcc tttaggccat aaactcacca atcattcatt cttatgaatt 
taatattggc
   326641 ttatttgaga ctcgaaggga tataaataaa cccgatgtaa catgctgcaa 
gtattgcaga
   326701 aaacgtttct tcttgcagta gacttttgtg taaatatgca ttttttagta 
gattggcaag
   326761 ttttttgtgt gaaattgaaa ttataaaaac actcaccttt tgttatgatg 
ctgccacatg
   326821 aaaaagatag agatcggcaa tgacgacact taaaaatgat cgtttcttac 
gtgctttatt
   326881 acgtgagcct gtagatacca ctccaatatg gatgatgcgc caagcaggac 
gttatttgcc
   326941 tgaatatcgg gaaacacgct caaaagctgg tgactttcta tctttatgca 
aaaatacaga
   327001 gtttgcttgt gaagtgactt tacagccttt gcgtcgctac gatttagacg 
cagcaatttt
   327061 attttcagat attttaacta ttccagacgc attagggctt ggactatatt 
ttgaaactgg
   327121 agaaggtccg aagtttcata aaacggtacg tactgaacaa gatgtggcta 
acttacctaa
   327181 gcttaatgct aaagccgatc ttgattatgt gatgaatgca gtaagtacga 
ttcgttctgc
   327241 tttaggtgga caagttccac tgatcggttt ttcgggtagt ccttggacac 
tggcgactta
   327301 tatggttgaa ggtggttcaa gcaaagagtt ccgttttacc aagcaaatga 
tgtatgcgca
   327361 gccggaagtt ttgcatgcgt tgctcgacca tttagcagat tcagtcattg 
actacttaaa
   327421 tgcgcaaatt gatgcaggcg ctcaggcaat tcaaatcttt gatagttggg 
gtggggcttt
   327481 agcacaccgt gaatatgtag agttctctct taactatatg aagaagatta 
tcgcgggctt
   327541 acaacgtgaa aaagatggac gccgtattcc agtgattgtg ttcactaaag 
gtggcggtca
   327601 atggttagaa ccaatgatca cgacaggtgc cgatgcatta gggctggact 
ggacgacacc
   327661 attaaatacg gctcgaacca cggtggcagg tcgtgttgcc ctacaaggga 
accttgaccc
   327721 ggctgtttta tatggttcgg cggcttcaat tgaaaaagct gtaaaagcaa 
tgttagatga
   327781 tgcttatgca aacggtgaga agaccggtta cgttgctaac ttagggcacg 
gaattaccca
   327841 atgggtagat ccggcgcagc caaaaatctt tgtagataca gtacatgagt 
atagtgctaa
   327901 atatctagga tagttttttg tgcaatatct gtttttacct cttcaattta 
ttggcaaggc
   327961 tgtttcggca gccttgtttg gtattttgct tctcatcgct tttgccctaa 
ctgcgtcgat
   328021 gggaagccat gaatatatgg gtttttatcg ttatgattat ttactcatat 
atgcactgat
   328081 tattcagata tgtctcttat atttaaaact tgaatcatgg gcagaagcca 
aagttattgc
   328141 tttatttcat gtcatggcga tggccatgga aatattcttg actcatcctg 
cgattgcttc



   328201 atggcaatat ccgcagcctg cggtatttaa aattttgact gtgcctttat 
ttgcaggctt
   328261 tatgtactct gccgtaggta gtttttttgc acgctcaata cgcctgctgc 
aagtttcatt
   328321 tgaaaaactt ccgagttttg gaagtatgct tttgctcgca tttttctcat 
atataaactt
   328381 tatgagtaaa ttttttgtac ccgatattcg ctatatttta tttgccatca 
gtgtttttat
   328441 tttttggaaa acaaaacttt atttccaatt aaatgagcat aaatttaaaa 
tcccgatgtt
   328501 gcctgtattg tttacactcg cttttctgat ctggattgct gaaaatatta 
gtacctttta
   328561 taaaatctgg ctttatccaa gtcaggtaga ggcttggcat atggtgggct 
ggggtaaact
   328621 tggttcatgg tatttattat tactcttaag tttagtactg gtgcttaaaa 
tattaggtca
   328681 tcgagataat caaggtaact ggaatttaag ataaattttt cttttacact 
ttttatcata
   328741 ttatttattt tttaattgct aaatgattgg cttatcgcta tctttaatat 
cgtgtaataa
   328801 gaattacaca taacaataca taagaaacaa tcaataatga tttttggaga 
tatacatcta
   328861 tgttaaaaaa attagcttta gctgctttgt tagcagctgg ttcaagtgtt 
gctatggctg
   328921 ataacgatgt aggttgtggt gtgggtacgc aagtatgggc tggccaaaaa 
ggagtggtgc
   328981 ctaaaattct tgctgcaaca acaaacggta tttttactaa ccaattatta 
ggtattactt
   329041 tcggtacttt aggttgccgt cagggtggaa cagttacagc acaagttgtt 
actttcacaa
   329101 atgaaaatgc agaagcttta gcgcgtgaca tggctgtagg ccaaggtgaa 
agcctgaatg
   329161 tacttgctga gttaatgcaa atcaaaccac aagataaaga ccgtttcttc 
aaagtttcaa
   329221 aagcaaactt tggtgaaatc tattcaacaa acaaccaaaa tacacttcaa 
gtattagcat
   329281 cattacaaaa cgtaatggct aaagacgaag ttttaaaagc ttacgtataa 
atttgaaatt
   329341 gaaaaccctg tcatttggca gggtttttct tatatttaat gattaaaatt 
gatgagctta
   329401 atgaaatcgg ttgttttaat ttttgcctct ttggcagtga atattgcgta 
ttcagcagaa
   329461 acaaatccat ctattcaaaa ctactggtcc attgcagaac aaaaaaaatt 
agaccaagac
   329521 attacatggc aaaggctcat gtatgccaat aaaaaccaga aaagtgaggt 
cacttatgct
   329581 ggctatttcc tatcaaaaaa tggaaaaaat aatttaaaag aagagctgaa 
agcagacatc
   329641 tcggcattat ttatacctac gcaagataac cagtcaattc gttgtaaatt 
tccggcacgc
   329701 agtcagtggc ttatacagca attaggcatt caagaaaatg aattgccgca 
agtaaaatgt
   329761 tcagaatttg aaaactggat tgggcagatt aagccttata aagcgaccct 
aatttacgct



   329821 acagatttta tgggtaatcc aagctcaatg tttggccata ccttattacg 
tctagatcct
   329881 aaagatcaac agcagttaaa cctcgtttct tatgccgtaa actatgcagc 
aactgtggca
   329941 ggcaatgaca actggtcata tgcatggaaa ggcttaacag ggcaatatcc 
gggtgaatac
   330001 tcacttatgc cttactatcg taaggtaaaa gaatatggtg attttgagag 
ccgtgatttg
   330061 tgggaatatg agttaaatct atctccagaa gaaacgcgtt ttttggtgag 
tcatatttgg
   330121 gaaatgcaac atgtaagctt cccttattac tttgtgagtg ataactgtgc 
atatcggtta
   330181 ttgggcttag tcgatttagt taaacctgaa tctcatctac aagaaaagtt 
taactacgct
   330241 tctattccaa tggaaaccat taaagcgatg caacaacaag gactcaccaa 
agctcctgtg
   330301 tatcgacctg ctttagaaac tcaattattg gcccaagctc accagcatgg 
cgcatcttta
   330361 gctaaagttg ctcatcagtt agcaatgaag ccaattaaag agtcttcgga 
aacacttaaa
   330421 tcatttagcc catcagatca ggccaaaatt cttgagatgg cttatgatga 
tttatatcta
   330481 cagtttattg gccgcaaagt tgaagaaagc tttgctcagc cacagcttag 
acagctttta
   330541 gcactacgaa gtcagattga tttagacaaa cagcgccaag aacctaaaag 
accatcaacc
   330601 gagccgactc aaggccataa tgcacgtaat gtttcgttaa aactgggcga 
agtgcaaggt
   330661 gacaaattta tcgagatagg tcatagacag gcttatcatg acttaataga 
tccgcagggc
   330721 ggataccgtg ctggtactca attattattt ttaaatggta atgcacagtg 
gcgagatgat
   330781 catttaaaac tagaacgtct tgatctgtta gaagtgaact cttataaccc 
gattcaacca
   330841 tttaaaactc cactgacttg gggatttaac ttaggctggc gtcaggaagc 
ggttcatgac
   330901 ggtgtttata gtgatgaaaa gcagcatggc gtcgcgagtt ttaatgctca 
ggttggttac
   330961 agtcttgcag attatgagcg caaacatatt tgctatgggc aggtacaaac 
ttatgtccaa
   331021 gcgggttcaa atttagataa aggctggcgt gtgggagtag ggccgacatt 
aggatgtatg
   331081 aatcagtggt ttgaaaaatt taacactgtg gtacaagttg agctgccata 
ttgggaagac
   331141 caaaaccaat ggaacttacg gctaaataca cagtggcaat atgccattaa 
tagtaataat
   331201 gccattcgct ttaattggga ttatgaaaaa caaaatcatc tagattggat 
gaaatcaagc
   331261 ttaggatatg tttggttctt ttaaaccatg tacctataaa aaaagagaga 
aatagatgat
   331321 gactatttct ctctttttat tttagggaaa aattatttct ttattgcatt 
cagcacagca
   331381 taagctgcct taatgcgctc ttcatttgga atacgtttat tggttaacat 
gactaaacca



   331441 atattttctt taggaataaa cactacatat gttccgaaac cgttagttga 
gccagtttta
   331501 tggtacatct taactgaagg ctcttttgaa atagcagtca ctttattagg 
tttcatcaca
   331561 atctgttctg aattactgtc taataaagtt tgtaacgttg ccggataaga 
aaactcttcc
   331621 caaccaagcg cttgatacat ggtatttact tgatagcgac cttgatgtgt 
ttcattaatt
   331681 gcccgttgaa tatctgtcgg atatttctgt gggttaaggt tggcatgaat 
aaaactcaac
   331741 atatccggta aggtggattt gacgccgtat gctggggcat cgagtgggcc 
ggggttaact
   331801 cgaatcggct gattttcttg gttatagcca aaagcatagt tttgcatttg 
ggtcttaggt
   331861 acatttacat agctatgttt taagccaagg gccggaaaaa ttgttttttc 
taagacttgg
   331921 tcgaaaggtt tattcataga caaagctaca acctttccaa ataggccaat 
acttggattt
   331981 gaatattgtc tgtattcacc gattgggttt ttaggtttcc agtctttgaa 
aaaagttaaa
   332041 acttgttggt ctgtttgtac ttcatctgga aactgcaagg caaggttacc 
acttgtatac
   332101 gtcgcgagtt gaagtaagtt aacttggtca atcggtgtat tttttagttc 
tttccaatac
   332161 ttaccaggcg tatcgtcaaa agagattttt cctttatttt ttgcatatcc 
acctgctgtc
   332221 gcggtaaata atttactgac agaacctagc tcaaaaatag tactgctatt 
tacggctttt
   332281 ttatcttgaa cagattgaag accataatac atttcatact ttttattatt 
ttgaataaca
   332341 cccacagcca tacctggcac atcatatttt tctaataacg gtttaaagtt 
ttgatctacc
   332401 agttttttaa tttcttggtc ttttggtgta ttgcccgcat aaattgaggt 
actaaaaata
   332461 aaaagcgggg ataaaagtag acaagaaatt tttttaaatc gcatgattag 
ctcataaatt
   332521 atttaaaaag aaagatgcct acttttataa caaaaatcac ctaattcaat 
tgttatgttt
   332581 tgtagaattg gatcgaagtt tatcgcgttc agcgataaaa aaagcccaac 
attgtcgggc
   332641 tcttatttag gcagtaaaaa ctatattagt agctttctgg tactgcactt 
aagaattcac
   332701 ggcgcgcttc tttatcggtt ttaaaatctc cgacaaatga aactgtacgg 
gtggtagatt
   332761 cttgtttacc tacaccacgc atcatcatac acatatgtgc tgaatcgatg 
actacagcga
   332821 caccacgagc atcagtgact tctgcaacag cttcagcgat ttgctgagtc 
aggttttcct
   332881 gaatttgcaa acgacgagca aacatctcgg taatacgtgc aaatttagat 
aagccaagaa
   332941 ctttgccttc tggtaaatag gcaatatgaa cacggccata gaatggaagg 
agatggtgtt
   333001 cgcagagcga ataaaattca atattcttca ccaataccat ttcatggtta 
tctgatggga



   333061 aaacagcatt attggtgact tcttctaaag ttttactata gccagaagtt 
aaatatgaaa
   333121 aagctttagc cgcacgcaca ggcgtatctt taaggccggg acgattaagg 
tcttcaccga
   333181 cggcagtcag aatatttgcg tacgattgct gcattgacat aagacgtata 
aatttactct
   333241 attagacaag ctcggcattg tatcagaaac atgacctgat gttcataaat 
cctcgcacta
   333301 tatttatttt ggtttttccg tacgcttgat aaaagatgaa taaatttcat 
gttttttaac
   333361 gttaatagtc aagtgtttgg acatgaaatg tgcgcttaat attgataagt 
tctaaatgat
   333421 cgcctaatgg catcatattt gcacagaagc attattataa agcataagga 
taaaacatgt
   333481 tagaacgtcc aatcaccttc tttttccgtg gtggtcagca gcaagtagaa 
aatgtagtac
   333541 ctacaatgac ggttttacaa tttctgcgag aatatactca aactggtaag 
actaggcaga
   333601 ctggtacaaa agagggatgt gctgagggcg attgtggtgc atgtacagta 
gtgattggtg
   333661 agttggtcaa tgacaacctg caattacgta gtgtgaatgc gtgtattcag 
tttttaccaa
   333721 ctttagatgg taaggcccta tttacagtag aagaccttca tagcttattg 
ccagtaccag
   333781 atggcacact tcatccggta caacaggcga tggtcgatat gcatggttca 
caatgcggtt
   333841 tttgtacacc tggttttatc atgtcgttgt ggtcaatgta tgaaaatgaa 
caacagtctc
   333901 taagcaaaga taaaatcagt gattatcttt ctggaaactt atgtcgctgt 
acaggctatc
   333961 gccctatttt agatgcagca caaaaagctt atgactatcc acgtgttgta 
ttagaacgtc
   334021 aaaaagtaat tgatgtatta aaagagatca gaacattacc tgcattgcat 
ttgaatgatc
   334081 aaaagcagca attttttgca cccaagactt tgcaggattt tgctacttta 
cgtttacagt
   334141 tgccgcaagc acgtattgtt gcaggtagca cagatgtagg tttgtgggtc 
acaaagcagg
   334201 gccgtgattt gggcgatatg ctttatatcg gtcaagttga agagctgaaa 
aaggttgtag
   334261 tcacagacca tgctttaaca attggagcaa atgtaagttt gagtgatgca 
ctcattaaaa
   334321 tttcagattt ttatcccgac tttcaagaat tacagcgccg ttttgcttcc 
atgccgatta
   334381 aaaatgcagg aacactaggt ggaaatattg ctaatggttc gcctattggt 
gattcaatgc
   334441 cggcattaat tacgctaggt acacgattga ttttgcgtgt aggtgagcag 
actcgtgaaa
   334501 ttgctttgga agacttttat ttagactatc aaaaaacagc attacaactt 
ggtgagtttg
   334561 ttgaggcgat tgttattccg cttcgcgaag ggcagacacg ttttaaattt 
gccagctata
   334621 aaattgccaa acgttttgag caagatattt ctgcggtatg tgcagccatt 
tcttgcgagt



   334681 tagatcctca ttatattgct cacaatgtaa gaattgcttt tggtggcatg 
gcagctattc
   334741 ccaaacgtgc aaaatatgca gaagccatat tagaaggcca gcaaattaca 
gcagaattga
   334801 tcgttcaggc gcagcaggca ttgtcgcaag actatcagcc tttagatgat 
ggacgtgcta
   334861 gctcggcata tcgtttacac gtcgcgaaaa actgtttaca gcgtttttat 
gtagaaaaaa
   334921 tcctgtctca aacgatcact cgtgtgaatg acttgattgc tatggtggag 
atctgacatg
   334981 aatcaaaata ttgacttaag ggtttctaaa aaatcagcta aagcaggcga 
atcgattcca
   335041 cacgaaagtg cacatttaca tgtgactggg caggcaacct atattgatga 
tttacccgag
   335101 cttgaaaata ccatgcattt ggcagttgga ttttcaaatt gtgccaaagg 
caaaatcagt
   335161 aagtttgatt tggatgcagt acgtcaggct gaaggtgttt atgcagtttt 
ttcggcaaag
   335221 gatattgagg ttgaaaataa ttggggacca attgtaaaag atgacccaat 
ttttgctgaa
   335281 gagcaggttg agttttatgg acaagccttg tttgtcgttg ttgccgaaag 
ttatcaacaa
   335341 gctcgtcagg cagttcgctt agcacaaatt gagtatgtgc ctgaaacccc 
gattttaacg
   335401 attcaagatg cgattaaaaa agaatcgtgg gtgttgccgc ctgttgaatt 
tagccatggt
   335461 gaagttgaac aggcatttca aaatgcagcc catcaacttt caggtgctat 
tgagctaggc
   335521 gggcaagagc atttttatct tgaagggcaa atttcctatg cgattccaca 
agaaaatcag
   335581 agtttaaaag tctattgctc gacacaacat ccaaccgaaa tgcagttact 
gatttgtcat
   335641 gcattaggca tgaatatgca tcaggtcagc gtggaaagtc gccgtatggg 
tggcggtttt
   335701 ggtggtaaag agtcacagtc agcgcagtgg gcatgtattg cctctttggc 
agcacaaaaa
   335761 acgggccgtc cgtgtaaatt acgcttagat cgtgatgatg acatgagtgc 
tacaggcaaa
   335821 cgtcacggtt ttgcttatga gtggtctgtg gcttttgatg acagtggtgt 
tttgcaaggc
   335881 ttaaaggtac aactggcttc aaactgtggt ttttcggctg atctttctgg 
gccagtgaat
   335941 gaacgtgcga tttgccatat tggcaatgcc tattatctaa atgcagttga 
gctatgtaac
   336001 ttacgttgta aaaccaatac tgtttccaat acggcatatc gtggttttgg 
tggaccgcaa
   336061 ggtatgtttg tcattgaaaa tattattgat gacattgcgc gttatttagg 
ttgtaatcca
   336121 gttgaaattc gtcagcgcaa tttctttgcc gagcagcccg gtgggggacg 
tgatcgtatg
   336181 cactatgggg cagaagtccg tgataatgtt gcgccaaaat tggtagccga 
actattgcaa
   336241 agtagtgatt acgcgaagcg tagacagact attcatgcct ttaatcagaa 
caatgacatc



   336301 attaagcgtg gtattgcgtt aaccccatta atgtttggta tttcatttaa 
cgccgtgcat
   336361 tacaatcagg caggtgcact ggtctatgtg tatatggatg gtactgtcgc 
gattacacat
   336421 ggtggtacag aaatgggaca ggggctatat accaaagtac ggcaggttgc 
tgcacatgag
   336481 ttgggtttac ccatcgatag cgttcgttta attgcaaccg atacttctcg 
tgtgccaaat
   336541 acttcggcaa ctgcagcatc gagtggcgca gatctaaacg gtaaagctgt 
tcaaaatgcc
   336601 tgtattaaaa ttcgtgagcg tctggcaaaa cttgcagccg aaataagtca 
aagtgaagct
   336661 gaccaagtcc agtttgaaga tagtatggtt tcaacagcga atggtcattc 
atggacattt
   336721 cctgacttgg ttcaacgggc atatatggca cgtgtacaac tatgggatag 
tggtttttat
   336781 aaaacgccag aaattcacta tgatcaggtc aaccatttag ggcgtccatt 
tttctattat
   336841 gcctatggtg cagcggttag cgaggtcgca atagatacct taactgggga 
aatgaaagta
   336901 ttacgtgctg acattttgca tgacgttggg cagtcaatta accctgcaat 
tgatattggg
   336961 caaattgaag gtgggtttgt gcaagggatg ggatggctca cgacagaaga 
gttgtattgg
   337021 cagccgcagg gtccacacgc aggccgatta tttacccatg caccttcaac 
ttacaaaatc
   337081 ccgaccagtg tggacattcc tcatattttt aatgtcaaac tatttaataa 
tcaaaatcag
   337141 gcagacacca tctatcgctc taaagcggta ggtgaaccgc catttatgtt 
ggcattatcg
   337201 gttttctctg caattcgtca ggcagtacag gcggctattc cagaaaatgc 
accgctcgta
   337261 ctcaatgctc cggcaactgc cgaggaaatt ttacgtgcaa ttgcgattgg 
acggggacaa
   337321 gctttggctg ctcgcccaca ggctaaaatg tagaagatta tgcaacattt 
acaatggtgg
   337381 actgattttg tagcgtggca agccgatgcg ttgcctatgg tattagtcac 
agtggtccgt
   337441 gcagatggtt caacaccacg agaggttggt gcaacgatgt tgttgcgatt 
taatttgcaa
   337501 cagcaatggc agcagtcaga tacgatcggt ggtgggcatt tagagtttca 
ggcgattgat
   337561 attgctaaag caatgttaaa agaatcggaa acttgtgtga ggcgtattga 
acgctttaac
   337621 ctcagtgctc ggcttgggca gtgttgtggc ggagtaatgt ggttattgtt 
tgaaaaaata
   337681 ttacccgctg aaattgcgtc ggatttatct gggagtttgc aagcatggcg 
agctggaaag
   337741 catatatggc gtaatgtctc atatcaatat gcatccactt ggcaaacgat 
ggatatggaa
   337801 caacaaccaa gtttcgagtt tcattctggc agcagtgaag aatggcaatt 
tagccagcag
   337861 attcaaccaa ataccatgca agtgctgatt tgtggcgcgg ggcatgtggc 
tgaagcaatt



   337921 gtccgttgtt tattacctat tggtgtgagg gtgaaatgga ttgatccgcg 
tgatgatatt
   337981 ttcccatccg atttactgga acaggcgtac tgtataacaa ctgatacctt 
agacgccgag
   338041 atcgaacctt ttgaccgttc aggtgcagtt ttaattttaa cgcacgatca 
tcaactagat
   338101 ctgcaactgt gttttacagc cttaaaacct acggcaaaac catttgctta 
tgttgggatg
   338161 attggctcaa aaagtaaaag ggccattttt gaaaaacgta tgcaggtgcg 
aggttatact
   338221 ccggaaacat tacaacgttt ggtttgtccg atcgggatag acgggatttc 
atcaaaacaa
   338281 cctgcaatga ttgcgattgc agtagttgct caattattac aggtatttga 
tgtaaaaaaa
   338341 tgatcccaaa ggatcatttt ttttgttcaa attttggatt tttttctgca 
cgtttaagca
   338401 gtacgagaac agcgccggtg ccaccttggt tttcaggggc acttacaaat 
gccaaaacat
   338461 cacgatgttg gcgtagccat ccgttgacat aggtttttaa gaccgcttct 
gggcctttac
   338521 catgcacaat tttaatgaca ttttgatttt catcttttgc catctggatg 
atttgtaaaa
   338581 ctgcgtcacg tgcttgttca atggtacagc cgtgtaaatc tacagcttca 
aaccaacgca
   338641 tcttgcctgc ttttaagtct tcaaaaacct tatgttgaag agtcgcaatg 
cgatagctta
   338701 acgttgcttg gcttgcgacc ggatttaaag cagcttgtgt atctgatagc 
tcggcatgtt
   338761 cggtatcacg accaccttcg gcagctgcac gtttcgccag tgtttgtgca 
tcaacttttt
   338821 tggcacgtgg ggtttttaca tcggcaatat tactattgtt gatgggttta 
acgcctgcaa
   338881 cagcctgctt aaatagatgt gtgtcttcca atccttcaga ctcagcctga 
gattttttag
   338941 actcaggctg atttgcgatt ttgcttgaat gaggattgga gatttgcttt 
ttaaattgct
   339001 tcaataactt ttgttgctct ttagaaagcg atgaatcttt attactcata 
tatcttcatt
   339061 aaaccgtttg aggttgtcca aaaagggcag taaaagcttg atctggacgt 
ggttgtttca
   339121 taaaactttc gccaaccaag aaactgtgaa tatcatgctc ttgcatcata 
cgcacatcat
   339181 ctggtgtcgc aatgccactt tcagtgatca gtaaacgtga ggacggaagt 
aattttttca
   339241 agcggataga cgtatttaaa tctacatcaa acgtttttaa attacggtta 
ttcacaccta
   339301 gtaaacattg ctcagaaagt tttaaggcac gctctaactc ttcttcgtca 
tgaacttcaa
   339361 ccaatacatc aagttgatgt tcaaacgctg ttttagacat ttcttcgagt 
tgctggtcag
   339421 acaaacaagc aacaattaat aaaatacagt cagcatgcaa agcacgtgct 
tcaactacat
   339481 tatatgggtc gaccaaaaag tctttacgta aagcaggtag ggcacaatga 
ttgcgggcaa



   339541 tcgcaatatt ttcatctgca ccctgaaaga aatccacatc agtcagtacc 
gataaacatg
   339601 ctgctccagc ttgttcatat tgctgagcaa tttcagcagg attaaagtct 
gcgcgaatga
   339661 tcccttttga tggagatgct tttttaattt cagcaatcac acccggacgt 
ttatgttgta
   339721 aagcatttgc aaagccacgc accggagtcg ctgcttttgc aagctcttct 
acgtcttgca
   339781 aattacgttg ttttaaacgc gcagcaagtt cctcatgttt acggtcaaca 
attttaccta
   339841 aaatggtatt ttgaatatta atcatgagaa gtccttaatc tgcctgagat 
tgttttaata
   339901 ttttagtaaa ttcagctaaa acactcattt tctctaatgc ttgcccgccg 
taaataatat
   339961 cttgagcgaa tgcaacagcc tgagcataag tcttggtaat gcccgctaca 
taaatgcctg
   340021 cgcctgcatt aagcgcaatc atgtttgcag ctttttcacc aatatcagat 
ttatttttgc
   340081 ttaaagcatc tttaatgagc tttagactcg ccgttgcatc tgcgacaacc 
aaaccattta
   340141 atgtttgtga ctcaatcccg acatcttccg gattaagggt ccattccgta 
atttcaccgt
   340201 ctttaagctc agcaatagtt gtcggagctg caagactgat ttcatcaaga 
ccatcttttg
   340261 aatggacaac catgacatgt tcggcaccaa gttgtttcat cacttcggca 
attgggcggc
   340321 acagttcatc tgaaaacaca ccaatcacaa agcgttttac accagctgga 
ttggtcagtg
   340381 ggccgagtaa attaaaaata cttcgaatac caagttcacg acgtgggcca 
gccgcatatt
   340441 tcatggcttt gtggtggttt ggtgcaaaca agaaacctac acccatttcg 
cggatacagc
   340501 gttcggtttg ttgcatatct aaatcaagat gaatacctgc ttgttcaagt 
aggtctgatg
   340561 aacctgattt acttgaaacg ccgcggttac catgttttgc aatggttgca 
cccgctgctg
   340621 caatcacaaa gctagacgct gtagacacgt taaataaatt ttgtccatca 
ccaccagtac
   340681 ccacaatatc aactaaatgt ttgatatcgc tcacatcgat cttgatcgca 
aattctcgca
   340741 tgacacgtgc ggccgctgtc atttcgtcaa tgctttcacc tttcatgcgt 
aggcccatca
   340801 ttaaagcacc aatttgtgct tcggttgcct caccttgcat gatgctgcgc 
ataatttctt
   340861 ccatttgagg ctgagtcaaa tgaatgttct tggtaatgtg gttgagcgcc 
tgttggatat
   340921 tcatagtcat gatttacagc attaatgatt aaaattttta ggtgaagttg 
atcgagtgtg
   340981 ggaggttcgg cctattgcgt tccatgattc actagctagg ggagctatgt 
tagcagaaaa
   341041 taaccaaaga tttttgctgt tcgataagag ttttaaaaat tttgctcagt 
tagggtatgg
   341101 gtttgagtca taaacagaat ttatttattg aaaaaggttt tagtttgttg 
tgagttttta



   341161 tgataaataa ttaaccattt ggtatatctt aaacatcaat atatctagaa 
aaaatgtgta
   341221 taaatcaacc aaataaaagt ggatatagta gggcgatctt tattttgtct 
attaataaat
   341281 atgtatttaa ataacttgaa atatgtaggg gctttaaaaa ataagcgctc 
atttattttt
   341341 gtatttgttg cactgtttca tccattaaaa agctatgcgc aagaaaccgt 
agagcaaaca
   341401 caaaaccaag ctaaaccaga taaagtagtt cgtgttgcgg tgacaggttc 
tcggatttca
   341461 aaagcacaaa aagatggccc gaccagtgtg accgtcatta ccgcagctga 
tattgaaaaa
   341521 caaggtttta gtaatgcatt tgacgcactc aataacctga cgcaaaacac 
tggttttgtg
   341581 caaggtgccg attatggaaa tacttttaca cctgcagcga acgccattag 
tttgcgaggt
   341641 ctgggaccca atcatacttt gactttaatt aatggacatc gggttgcaga 
ctatcctgta
   341701 ccgtacgacg gttctgtcaa tttcgtgaac ttagccaata ttccaactgc 
cattattgac
   341761 cgtattgaaa tattaaacgg tggcgcttct gcaatttatg gttcagatgc 
aattgcaggt
   341821 gtggtaaata ttattctgaa aaagaaaaca gacggtactc aatttaatat 
taaggcaggt
   341881 ggaaccaaag aaggtggtga aaatttacgt ttacaactaa gtggtagtaa 
aactttagac
   341941 aagcttagtc tggtttatgg ggttgaactc agcggccgtg aaccgatatg 
ggcagccgat
   342001 cgggatttta tgaagagccg aactcgtttg ggagaaaaac cagacacgat 
tgtgggccgt
   342061 aaaaatgccg atactggtaa atacctttct attggtggat gtcaggcctt 
taatggttta
   342121 tttaacggat cagtcaataa tattggacaa gcaggggcgg acaattgtgc 
cagtggtttg
   342181 gcacggccaa cttattggac ggttcagacc caaaaccgca gccaaaatgg 
ttatctcggt
   342241 ttagattatg agttaaatga taaaacccaa ttatttgcag attttttgat 
tggggcaaac
   342301 caaattgaaa ataatacccg tagtccgaca tggacttctt tagctgcaac 
gagtggttat
   342361 ttcctaaatc aagattcggg aaattatgaa atttggaatc gccgttttgc 
acctgaagaa
   342421 ttaggtgggg tagaacgaat aaataaaaaa tggaaagaac tttcttctaa 
cttaaatttt
   342481 ggaattcgag gcgatattgg agagacgagc tggagttatg aagcagccta 
taatggttcc
   342541 atttatacta gtcagctaaa ccgtcaaggc ttattacgtt cgaatgtgga 
tgagtacttc
   342601 ttaggtcagc aacttggtac agatgcagat ggtattccta tttattcccc 
tcatttagat
   342661 cgtttaagtc gaccactaac agcaagtgaa tttgaaagta tttcgggcac 
aacaaaagaa
   342721 aaagataaat cgtgggcaca aagtttaacc ttaagtgcga atggtgatgt 
gtttaagtta



   342781 cctgcgggaa ctgccaaact tgcagcagtg gctgaaattg ggcgtcaagg 
cttttcgatt
   342841 aagccagatc aggcagttga aaatggtgag ttttataata cgagttctag 
tggagaatat
   342901 agtggtactc gtacacgcca agcacttggt gcagaattat tcttaccttt 
agcaaaaccg
   342961 ttaaatttaa ccctgtccgg acgctatgac cgttatgctt tgtcagataa 
cagcattgat
   343021 aagctaactt tcggttcggg tctcgagttt agaccacatc cgacattatt 
ggtgcgtggt
   343081 aattacgcga ccagctttcg tgcaccagat atgaactatc tgtttttaaa 
tcaacaaaaa
   343141 ggttatttcg caagtacgac tgactattta cgttgtagcc aaacgggaca 
acctttagat
   343201 aaatgtactt ttaaagatta cgcacctggg gcgaactaca ctttaaccgg 
aaacaaagag
   343261 ctgaaacctg aagagggtaa atcttatggt gtaggatttg tttggtcgcc 
aaccaataaa
   343321 tttgatatca gcatcgatta ctgggatatc aaaattgata atcttgtgac 
caacttaagt
   343381 gcggacaaaa ttctacgttt ggaagcagat tgtcgtttag gcaaccaaga 
tattaactct
   343441 gcagcctgta ttgatgcatt agcacgtgtg gagcgtaacc ctgcaaatgc 
agttgtcgat
   343501 ccaaatgtaa ttaagaatat taatattgtt ccgattaatg ctgcatcaga 
ccatacccgc
   343561 gggattgatt tcactagcag atggcgctgg aaaacagaca gctttggtaa 
ctttctctgg
   343621 acgatcaatt atagccgtgt actagaacat gaatatcaac aatcaaaaga 
tggcgagaaa
   343681 gatgactact taaaagattt aaccattcct gattggcgtg accgttttaa 
taccagtctc
   343741 agctggagct ttggtgattg ggcatcaaca gtattagtta atcgttatgg 
caaaattcca
   343801 aacggcgacc aaactgctta cctaagtcca acgtatttgg tgaactggag 
tggtacttat
   343861 caaatctctc caaaagcttc tgcttcaatc attattaata acttgtttga 
caaagtgaaa
   343921 cgagatgaca caggcggttg gccgtattat ccggtaggat catattcacc 
attcggccgt
   343981 caaggttggt tggagtttaa ctataaattc taagaatgat gtatggatgc 
agcgaagtgg
   344041 tacagcattt gctgcatctt tttatttaaa actacagagg ataaaacccc 
ttatgctggt
   344101 caagccttca tttaaaaaaa gattgctact tacaacatta ttatctttat 
cggcaactca
   344161 aatttttgca tcgaataaca gtgaacaaat cccgattggt aaattacccg 
agtgggtcgt
   344221 acccgaatct tatgatttag attttaagat tgatcctgca caaaaaggct 
atactggtaa
   344281 aaccactatt catttaaagc tggctcaagc cacagatcac atctggattc 
atggtaaata
   344341 tttaacggtt aaagatgtga atattacatc ggcagagggt attaaaacca 
aggcaaaata



   344401 tgagcaagcc tctgaaatag atggggtgag taaaattaaa tttgccaaaa 
ccttgcccgc
   344461 aggacagtat caactcgttc tagattttaa tgcggcgtat gaccagcagc 
tcgatggtat
   344521 ttataaaatc gagtttgagg gtaaacctta tgtgatgacg caaatggaag 
caattagtgc
   344581 acgccagtca ttcccatcat ttgatgaacc acgttttaaa acgccgttta 
atattcgttt
   344641 gacgattcca agcaaatatt cagggtttgc caatacccaa caaacgtcgg 
agcaagcaga
   344701 gaagtcgggt tggaaaacac tcagttttgc acaaaccaaa ccactaccaa 
catatttact
   344761 tgcattggct gtcgggccgt ggcaattaca aaaaggacct gatattggag 
caacttcatg
   344821 gcgtaagcag ccgatccagt tacgtggtat tgcgcccgat gctaaagctg 
aaaaaatgca
   344881 gcaagcctta tctgaaacgc cagccatttt aaaaacttta gaagattatt 
ttgcctttgg
   344941 ttatccattt gacaagctcg acttacttgc agcaccagac tttgctgctg 
gggcaatgga
   345001 gaacccgggg ttaattactt ttagagacta cttgatgtta ttagataagg 
actcgccagt
   345061 tttttttgta cagaattcat ttaatgtcaa tgcacatgag ttggcgcatc 
aatggttcgg
   345121 tgatgtcgtc acgatgccgt ggtgggatga tttgtggcta aatgaatctt 
ttgccacatg
   345181 gatgcaaagt aaaattactc aaaaattaca tcctgaattt aatgctgacc 
tagaacgtat
   345241 tacagacacc gcagatgcga tgaaaagtga tagcttggtg agtgtgcgcc 
gtattcgcca
   345301 gcctatttta agtaatgccg atattcaaac tgcttttgat ggtatcacgt 
atcaaaaagg
   345361 tgcggctgtt ttaaatatgt ttgaaagcta tttgggtgaa gaaaaattca 
aacaaggggt
   345421 gcgcaattat attaataagc accaatatgg taatgcgaca gccaatgatt 
taattagcgc
   345481 tttagcagag cagtctggac aaggtgagcg ctttactaga gcgatgaaaa 
gtttccttga
   345541 tcaaccgggt gtacctttac tcaatacttc actacagcaa gaaggcaata 
aagtcttttt
   345601 aaatgtgaag caaagccgtt atttacctgt gggctcaaaa ggtgatgcaa 
gaagcctctg
   345661 gggtgtacca ttatgtgtac gttatgaagt tccaaatgca ggtagtaaag 
tgcaatgtga
   345721 attggtagac caagcagaag ccaaaattga actcaaaggt gccagccttg 
acagctggta
   345781 tataccaaat gcagatgcgg cgggatacta ccaatttagt ttgccacaaa 
aagagtttac
   345841 tcgtctgact gccgctacag aaaagctttc taacactgaa cagttggctt 
atgcctatgc
   345901 gatttcagct gcttttaacc acggcgatat taatttgttg gctgtcgtag 
atgctgcgaa
   345961 gaaatttgcc aattcaaata gccgacaaat tagtacagcg ctgttttccc 
agttaagtac



   346021 cattcatcgt catgtattga aaacagaagc tgaacgtgag cattttagaa 
aagttttggc
   346081 aaatttatat ttacctaaat taaatcagtt gggttatgtc agcaaaacag 
acgaatcagc
   346141 tgaagacagt ttatggcgta gtgagttggt tagatttctt gctttagata 
ttcaagttcc
   346201 tgaagttcgt acccaactgt taaaacagtc tgatgttcta tttgctcaaa 
agcagcttaa
   346261 ttttgcgcaa gtaacacctg aattattgcc aaccatttta gctgtacgtg 
tacaagaaaa
   346321 aggtcaacca gcttttgacc gattgtctgg agagttacaa cgcgtgactc 
aaccgacaca
   346381 acgtcttgca atacttacag ccttgggttc agcaaatcaa gaagcaacgc 
gccaacaagc
   346441 ccgtcagttg attttaaacc cgcgtgttaa agttggtgaa gttcgtaccg 
tggtcaactc
   346501 aatcaataat tatggagatg aacaaggtgg cttatggtct tggtttaagg 
taaatcatga
   346561 cgctgtgttt gatcgtttag gtaaatcttc agctgggcgt ttccctgcaa 
tgtttagtgg
   346621 ggcagcatgt acccaacaac aagcggcaca gttaaatgac ttttttgcac 
cacgaactaa
   346681 agagttggtc ggggtagaaa gaggattgaa acagactaaa gagcgtattc 
aactctgcga
   346741 atcgctggta gcaaaacaag atgggtcaat tgtgcaacag ttaaagttgt 
aattgattca
   346801 gccataaaaa agccaactga tagtagttgg cttttttatt aagggttctt 
atcaaattac
   346861 tttaaaaaca atctattgac ggctgactta tgcgtagatg tctaaaaagt 
ttttaaagat
   346921 ttgatggcca tgttggctca aaatggattc cggatggaat tgcacgcctt 
caacaggaag
   346981 tgtcttatgt ttaacgccca taatttcttc cattgagcca tctgcttcat 
tggtccagca
   347041 tgttacttca aggcagtcag gtagtgtttc ttgatcaatg actaatgaat 
gataacgagt
   347101 tgctgagaaa gggctaggaa gattactgaa aataccttta ttgctgtggt 
acatgtcaga
   347161 taaacgtccg tgcatcaccg ttttggctct tacaattttc ccaccaaaag 
cttgcccaat
   347221 actttgatgg cctaaacaca ccccaagtaa aggaattttt ccggcaaaat 
gattaattgc
   347281 aggaattgaa atacctgctt cacttggaga gcaagggcca gggccaatca 
caagatattt
   347341 tggttgccat cgttcaatat cctctaatgt gacttgatca ttgcgaacta 
cttttacttc
   347401 ctgattcaac tcgccaaaat actggacgat gttgtaggta aaagagtcgt 
aattgtcgat
   347461 cattagaagc atgatgaact taacctcatg ataattaaaa tatatttaat 
gagtagttag
   347521 aatattactc acattcatac tcactgttta gaaaagactt tttaggtttg 
aaaaataaga
   347581 agccgctttc taatgggcta atatagcaaa aaaagaagta accagtttaa 
ctatttcatt



   347641 cgttagaaat ttgcagaaaa aacggcttta aaaagtgagg ttttttgaaa 
ttatagataa
   347701 gtacaaataa ggcagaataa gcttctattg taaataaaaa actattctgc 
cttggtcata
   347761 caagaagatt aaatcttacg tgtgttataa atcaaccaat ctaaaacatc 
gccagataaa
   347821 tgttcagcca gtctttcttg aacagtttca tgataaccat ttaaccagtc 
tttctcttca
   347881 tccgttagca tgtcaacgac aatacaatct aaatgaatcg ggcaaagggt 
cagcgtttca
   347941 aactctaaga aatcgccgta ggttttctca aaccctgagt gaagtctgtt 
tgcaaccaga
   348001 ttctcaatac gaataccgta ttgtccctca tggtataagc ccggctcgtt 
ggaaagaatc
   348061 ataccttcac gcaacttact ataggcatga ataggcgcgt aataagaaag 
aacttgtggt
   348121 ccttcatgca cgttaagcgc aaagcctacg ccatgacctg taccgtgacg 
ataatctaaa
   348181 ccatattgcc ataacgtatg gcgacaaatt gaatcgagta gtggggcagc 
taaaccttct
   348241 ggataaatcg tttttgccaa agcaatatga cattttaaaa ccagagtata 
gtcacgtttt
   348301 tgttgctctg ttggtgttcc tacaggaaca acacgggtaa tatccgttgt 
tccatcaaca
   348361 tactggccgc cagagtcaat gagtaatagg ccatcgcctt caatgaatga 
gtaatgttct
   348421 tcagttgcac ggtagtgagg tagagcacca ttggcattaa agccggcaat 
cgttgaaaag
   348481 cttgggccta taaaaccctc ttgttgagca cggaaagccg taatcttttc 
atcaatggtg
   348541 agttctgaaa tgcgttgacc ttgatgaagt gctttttcta accagttgaa 
gaaatggcaa
   348601 agggcaacac catctttcac catggcatga cggatatgag caatttcgct 
ttcatgttta
   348661 cgcgatttaa aaagtgtact tgggttgatg tcgtagacaa cctgaatatc 
ttttgcgatg
   348721 gcttgttcat gaaaaatcga gactttggct ggatctaaaa gtactgaggc 
atcagaaata
   348781 ttcgataaaa actgagctgt atcttcgtag tcacgaatct caatgccatc 
agctttaaaa
   348841 gcctgttggg tagttaaatc aactttgtta ctatcaatga ataaaacagc 
ctgttgagca
   348901 ctgatatata aatgcgaaag aaatacaggg ttatattcta catcttgtcc 
acgtgcattt
   348961 aagacccatg caatatcatc taaagatgaa atgaaatgtc cttcaatcgc 
cttagttttt
   349021 aacgtttcgc gtattgcctg aattttttct ttacgagata gggcatttaa 
cccttcaggc
   349081 attaaatgaa tctgctctaa aggaagttct ggacgattag accagatcaa 
gccaattaaa
   349141 tcttgctgtg tttcaagctt aaagccacgt tgctttgctg tattttccaa 
cgctttaaat
   349201 tgctggattg aaagtgtttg cccatttact gaaataaccg aaccagccag 
tagatttttc



   349261 tcaatccatg cgagatgtgt agaagattca tcactggtca gtttttgtaa 
ttgaaagcca
   349321 gttccagcga gttgttgttc ggcttgtacc caatagcgcc catcggccca 
aagtcctgca
   349381 aagttttggg tcacaactaa agtgccaaca gagccactaa aaccgcttaa 
ccactgcctt
   349441 gctttccaat agtctggtaa atattcagac atatgggggt ctgcactcat 
gacaaccaaa
   349501 gcatcaatac tttgattggt catgagttca cgaagtttcg ctagtttttc 
tggaacagtt
   349561 aagtcgttca tatcgtttcc aaatcaggtt gaactttgtt ggtacttttg 
tccattaatt
   349621 tattcattgg tttctttaat aaaaataaca cgattgcgcc aataaccaag 
gctaatacac
   349681 agcgcataaa taggctaggt aaatgattaa taccatctgc cgagacttgc 
ccgccaatta
   349741 aacctgccat aaggttgcca agagctgtac ctgtaaacca taaacccata 
atttgactac
   349801 gtatgacatc aggtgcaagt ttggtcatgg ttgataagcc aattgggctt 
aagcaaagtt
   349861 cacctatggt aagaagaagt aaagtaccga ctaaccaaaa tggtgaaact 
actccgccat
   349921 gaatagcaaa atgactggct agagacataa gtaaaaagcc acctgctgcg 
aataacaacg
   349981 caataataaa tttgctgata tagcttggat ctttattcgc tttacctagc 
ttcgcccata
   350041 gccaagctgc aacgggagca aagataataa taaaaagagc attgattgat 
tcaaaccata
   350101 cagttgggat ttcaaatccg aaaacaatac ggtccgtata atcttgcgca 
aataaagtaa
   350161 aagtcgtggg tttttgttcg aaagctgacc aaaatagggc agaggctgct 
aataaaacga
   350221 agcaaataat tattttaaat ttttcatgtt gctctaaatt caggaaaagt 
agtaaatatg
   350281 caaaataagc aataatccca atgctaatac ctacggttaa ataggttgcg 
acagcgacgg
   350341 gattgatgtg aatgataccg aggaaggtta gcgcaataac gactgcaact 
gcgaataaaa
   350401 agctaaatac aattttaggc gcatttttat tttctacaac aggtttgcta 
cagctattag
   350461 cttcttggcg tagctcatta aatgtttgga gctgaggcat tgccataaaa 
cggaaaatta
   350521 ataaagcaat taacatccca atgccaccaa taccaaagcc taaatgccag 
ccatggtctt
   350581 tcgccaaaag ccctgtaata agtggggcaa taaatgaccc catgttaatt 
cccatataga
   350641 aaatggaaaa acctgcatca cgtcttgcat cattggcttt atatagtgtt 
cccacgatca
   350701 cggaaataca tgttttaaat aatccggtac ctaaaacaat cagtactaaa 
cctaagtaaa
   350761 agaaagattg atcaaataca gatgtaaggg caattgataa gtgacctaag 
gcaataataa
   350821 ttgaaccgta ccagacagca cgtgcttggc ctaaccagtt atcagcaacc 
caccccccaa



   350881 aaacggtcat taaatacatg gagcctgcaa ataatccaac aatcgctgcg 
gcagttggtc
   350941 gatcaagtgc tagaccgccg tcattgacca tcgcaatcat ataaagaacg 
agtaagggcc
   351001 ggattccata ataagaaaat ctttcccaaa gctctgtaaa aaatagcgtt 
tgtaatggtt
   351061 taggatggcc gaaaaaagct ttatccgatt gttcaaagtc atatttcatt 
attcaaatcc
   351121 ttgaatgctt ttaagttttt tataaacata acttttggtt tgtttattta 
taacaaaaat
   351181 ttatgcatat agtttttagt tttttttaat aataaaagca agtttggcct 
gtataaaaaa
   351241 agtgaatgaa aaagaacatg aatagtaaaa tttatttttt gctgagtaat 
gtgagatcta
   351301 ctatatgtgg tcttattaac tgcttagata gcgactaaat agtgcgttta 
tttagagaaa
   351361 ttcataaaaa tgaaaaataa ttattagatt ttaactaaag cagaaggcat 
ttaactgatg
   351421 gtttaaggca taaatttaag ttgctgaaat aaaccaaagg aactcactgg 
ggaagatcga
   351481 tgtcaaagga gtgattattt tcaagtaatc cgataagaat ctcagcatta 
tatataagaa
   351541 agtattatga tcatggacga ctgttagaaa ttgatgcagc ggtttatatc 
agtgcaacaa
   351601 ttttgcacta aattagggca ataatgagct atttaaatat gccataattt 
gaaaatgtgt
   351661 gaatatggtg catttacaca agcaaacagt ataatgggtt caagacaagg 
ggcctaaatc
   351721 atgaatactt ataagtaatt caatgtttta ggtaagtctt ataaagttgg 
tatgagaatt
   351781 gcttaataaa taccagcaac taacacgcac tcaacaagtg caacaaaatt 
tcattggagc
   351841 aaaatgagca tggcgaacaa ggtccttcaa ctcatacaag aaagtggcgc 
aaaatgggtc
   351901 gattttcgct ttactgatac taagggtaaa gaacagcacg taacttaccc 
agctgattct
   351961 attgatgaag atacttttga agacggtaaa atgttcgatg gttcttcaat 
cgctggttgg
   352021 aaaggtattg aagcatctga catgatttta cgtccggatg cagaaactgg 
tttcatcgac
   352081 ccgttctttg ctgagccaac agtagttgtg acttgtgacg ttattgaacc 
ttcaactggt
   352141 caaggttatg aacgtgaccc acgttcgatt gctcgccgtg cagaagaata 
cttaaaatct
   352201 acaggtatcg gtgatactgc attctttggt ccagagccag aattctttgt 
atttgacgaa
   352261 gtgaaatggg acatcgatat gtctggcgct cgtcatacat taatcgctga 
agaagctgct
   352321 tggtctactg gtaaagatta cgagtctggt aactcaggtc accgtccacg 
tgttaaaggt
   352381 ggttacttcc cagttcctcc agttgactct gcacaagata tgcgtgcaga 
aatgtgtgca
   352441 aaaattgaag acattatggg cccaggtcgt gtagaagtac accaccacga 
agttgcttct



   352501 tgccaattag aaattggtgt gagcttcaat acccttgttc gtaaagctga 
cgaagttcaa
   352561 cagttcaaat atgctgtttg gaacgttgca catcaatatg caaaaacagc 
tacgtttatg
   352621 cctaaaccaa tggtaggtga taacggttct ggtatgcatg ttcacatgtc 
tatctctaaa
   352681 gatggcaaga acttgtttgc tggtgatgaa tatgcaggcc tttcagaaat 
ggcgttgtac
   352741 ttcatcggtg gtatcatcaa gcacgctcgt gcattgaatg caatcacaaa 
cccatctaca
   352801 aactcataca agcgtttggt tcctcacttc gaagcaccaa ttatgcttgc 
ttactcagcg
   352861 cgtaaccgtt ctgcgtctat ccgtattcct tacgtttcta accctaaagg 
taaacgtatc
   352921 gaagctcgtt tcccagaccc aatgatgaac ccgtacttag gtttcgctgc 
gttgttaatg
   352981 gctggtatcg acggtatcca aaacaagatc catccgggcg aagctgctga 
caagaacttg
   353041 tatgatcttc ctccagaaga agaagcaaaa atcccaacag ttgctcatag 
cctagatatg
   353101 gctcttgaag cacttcaagc agatcacgaa ttcttgttaa aaggcggcgt 
gttcactaaa
   353161 gaaatgcttg atgcatatat cgaacttaaa actgaagatg tacgtcgtct 
taacacgact
   353221 actcacccag ttgaattcga tatgtactac agcctgtaat acatacttca 
taaaaaagcc
   353281 tgcttatgca ggctttttta ttgcttggaa tgttgattga attctctacg 
ttttttatca
   353341 aaaaattggg gtaaactagg tgcgagtttt catgtgagca gattatgcgt 
aaacgacaac
   353401 cagtacttaa gcaggaaaag actttaaatc ctgaattgaa aacatggttg 
tatgcgtctg
   353461 gttctctgac acaacaactc actgagctgg gtggtgggaa gttcagcgta 
aagcctttca
   353521 aagaacattt ccagcgttta acttttgccg acagtcaatg gatgaacatg 
ccccataccc
   353581 acacttcttg ggtaagggaa acctatttat atggcagtga tgtagagccg 
tgggtgaaag
   353641 caaaaagtat ttttcccatt caaagtttac aaaaaaaagc ccgtatattt 
cagcatattg
   353701 gttctaagcc aataggtctt tttttatttc aaagaacaac accactttgt 
gatcgccgga
   353761 ttattcgttt accagaaggc tggacgcgac aaagttgcta tacttggcat 
ggatgtaaat
   353821 ttattgttca agaaacattc ttaccggctt ttgaagcttt tttatatcag 
cagcacgaca
   353881 aggaattact atgacgactg caacaggtac aacatggcgt cagcgtttag 
aagcttatta
   353941 ttatctatgc cgatttgata agccaattgg tactgaactg gtgttttggc 
caaccatgtg
   354001 ggcactttgg gttgcatcaa aaggaatacc gaatttaggt attttattcg 
tcatgatttt
   354061 aggcgtcatt tttatgcgcg ctgctggatg tgccattaat gactttgctg 
atcgtaaagt



   354121 agatggtcat gtagagcgta caaaaacacg tccgttagca acaggggtta 
ttcgagccag
   354181 agaagcagta tatgtattct tgggtcttgt tttagcaagt gcatgtttgt 
tgttcttttt
   354241 acccatagaa actttctact ggtcatttgg agcattattt ttagctttca 
tttatccatt
   354301 tatgaaacgc tataccaact taccgcaagt ttttttagga gcagcatttt 
catggtcaat
   354361 tccaatggcc tttactgcgg taggtaaaac tccggatctg acttgctggt 
tgctctattt
   354421 tggtaatttg gcttggacag tggcttatga cactcaatat gcaattacag 
atcgcgaata
   354481 tgatttaaag attggtgtga aatctacagc tattcttttt ggtcgatatg 
acatccagat
   354541 tattgcgctt ttacaagcaa taagtcttgt tttgattggt acagcgctat 
atttagaaaa
   354601 tatcttattt ccttgggcca ttattgcttt agttgtagtg gcatttgatt 
ttatatatca
   354661 aacaattaaa accaaagacc gcaaccctca ggtatgtttt tgggcattcc 
gtcacaatcg
   354721 ttgggttgga ttaatcattt ttctaggaat atttttaaat ttcatatagt 
aaaaatgacc
   354781 gtgaggttga aaagtgttct atgcagagca ctttttttat gtcttaatat 
ttgtgcatga
   354841 aaaatatgcg gaataaataa cacataaaaa ggatattcta tgaaacggtc 
aaaaattgct
   354901 ttagctataa cattatcaat ttcagcatta tttcttacag catgtaatga 
cgatgatgat
   354961 gattacattg gagtaaatcc tgataaaacg tacatctctg aaaaaaacta 
ttctcaagat
   355021 actttaagtg gtgctgcctc tatcaaagtg atgacctata acatggagaa 
tgtacaagga
   355081 aaaacagctc aagcaacggc actggtcatg tttcctaaag ttactcaacc 
taaggatggt
   355141 tatcgagtag tagtgtggga acatggaact gtaggtgtag gggacagttg 
tgcaccaagt
   355201 aataatacaa ttaatccacg gtttaagatc ttagccgata cattgttggc 
ggctggttat
   355261 gtcgtgattg ccccagatta tgaaggattg ggcacccggg gaatgcatcc 
atatttgaat
   355321 ctatcaagtg aggctaaatc agcattagct gctgttaagg ccgcgaaaga 
tcattatggt
   355381 aatcagttaa atggtgcatg gatgtcgatt gggcagtctc aaggtggaca 
tgcttcatta
   355441 ggcacagcgg aatttgctaa taatgatgct aattacaaag gggcagttgc 
aggagcgcca
   355501 gcttcaagcc tcggatatat tatttctaca gttgcaccac aagcaattca 
agatattctt
   355561 aaaaaagagc aggctggtac tgtacctgtt ggtacggctg tagaagtata 
tgctgagctt
   355621 cttgcatatg ccgcatatac taccgtaggt attactgcgt atgagcctaa 
atttaattat
   355681 cgtgaaattt tccaacaacg ttctcaaagt atagctgagt tcgcagaggg 
gactacaggt



   355741 gaaaatggtg tatgtttaac cgatttgcat aataaatttg cggatgatat 
tcgagatttc
   355801 ctggctacta atgccggtaa aacagtttta gattatcccg gtttagctgg 
taatttccaa
   355861 gaaaacccaa ctgtgaaaaa attcttggta gataaccaac ctgctactaa 
aaaaattaat
   355921 tcaccggtca tgattgttca gggtactgct gatatggctg taccatatcc 
agtcacagat
   355981 gccctgcaaa atggtcttaa aaaaatggga actgatgtga catttgtacc 
tgttttaggg
   356041 gctgctcata ctcaagcgat tgtatgtaga aatgctgaaa tttatcaatt 
tgttcaatct
   356101 aagatgccag ctaaaacaaa tatagtgctt gatccatcag taatagatgc 
tagtaagaat
   356161 gttgaatgta ctggaatagc acaataattt tttgcattta agatattcaa 
attaaaaggg
   356221 tcttaaagaa ggcccttttt tgttatattg ttacgcattc tgaaatcgat 
attatttgag
   356281 tttgaagaac ttatgagcca gcaatctgtt gaaaaaaaat ctgttccttg 
gttattaatg
   356341 ggattaggtt tacttattcc ttttctgatt attggaatac tttttttggc 
tgcaaaaagt
   356401 gatgctcaga ataagaaaca atatgaacag cagcgtttag aaatggaaaa 
aagaatagct
   356461 gagaaagaag ctgccaattc tgacaagaaa taacagtagt ttttaataaa 
tatctttttg
   356521 tagctggcgt acactcggga tgtttgtata gcgtcttacg atataacctg 
cctctatgag
   356581 catttgatca cgaagacgat cttcttcgac tttctcaagg tgagtagggt 
catctagctc
   356641 aataatggct attacttcca tgttttcatc aagcaaaaca aaatcagtga 
ctttacggtt
   356701 gaactgacta cgaaccttat aatcattact ggttattaat gcgctaaaag 
ccacttgtgc
   356761 tagaacatga taacttggga aactctgttt taagcgtata aacatttgag 
tttcaaaatt
   356821 agtaataaca ggacgggcaa agaatttttg tttgggaaat aaataagggc 
gtaaacaaac
   356881 aagaagaaaa atacaggtgc ttaagcaacc taaaataata aaaaataaat 
gactcgattc
   356941 gaacatgtga agacatcata caaataaaaa cccactcata aggagtgggt 
ttttagaatc
   357001 ttggctctcc cacctgggct cgaaccaggg acctgcggat taacagtccg 
tcgctctacc
   357061 gactgagcta tgggagaatc tggaaaggga ttttaggcag gaaagggggc 
gaggtcaagg
   357121 gttaataatg gaattagtga gaatatctaa ctgattggtt taaaaatatt 
cgaaacattg
   357181 attttattca aaataataga aaaatattaa atgattagaa aagaaaaagc 
ccacaatgaa
   357241 tgtgggcttt tagaatcttg gctctcccac ctgggctcga accagggacc 
tgcggattaa
   357301 cagtccgtcg ctctaccgac tgagctatgg gagattagta gatggctctc 
caacctgggc



   357361 tcgaaccagg gacctgcgga ttaacagtcc gtcgctctac cgactgagct 
attggagaat
   357421 ctgatgcgca ttttatggat gaaatctaaa agcgtcaata agaatattaa 
agaaaatgaa
   357481 tcgtttgctt gattaatatg cttttgttgt actaaaaata aaaaaaccac 
ccaaaacagg
   357541 gtggtttttt ataaagaaat aaaattattt ctctacacca gctggttggc 
ctgcaagttt
   357601 tgcatttgca tagtcccagt tcacaaggtt ttctaagaaa gttgcgatgt 
atttaggacg
   357661 taagttacgg aaatcgatgt agtaagcatg ttcccatacg tcaattgtta 
atacagcaat
   357721 ttgaccatgt gcaagtggag tgtctgcatt agaagtttta gtaatagaaa 
gtttaccgtt
   357781 tacttcatca gcaactaacc aagcccaacc tgaaccgaat tgagttgttg 
ctgcagcagt
   357841 aaattcttct gcaaattttt cgtagctacc aaaagcttcg tcaattttag 
cagcgattgc
   357901 gccagtaggc ttaccaccac cgtttggctt catgctgttc cagtagaaag 
tgtggttcca
   357961 aacttgagca gcattgttga aaataccagc tttagatgca tcaccagcag 
ttgctttaat
   358021 gatttcttct aaagttttac cttcaaggtc agtacctttg attaagttgt 
ttaagttaac
   358081 aacataggta ttgtggtgtt tatcgtgatg gtattctaaa gtttctttac 
tgatatgtgg
   358141 cgctaaatca tcatagccat atggaagtgc aggtaaagta atggttgtca 
tgttcctatt
   358201 ccttgcattt gctgggttat acaattaagt ggctctattg taaatgattc 
tggatgcaat
   358261 agggcagcct tttaaagaac tatacacaat aaagatctaa ttaatacgca 
taacacagat
   358321 tgaaaaaaag acttaattaa atcggattat tcaattcaaa atattcactt 
tcaatagcaa
   358381 actgttttga aattgcttgt gctaaacgtt gaaccccata acgttcggtt 
gcatggtgac
   358441 cacaggcaaa ataatgaacg cctaattctt ttgcttcata aaaagttcgt 
tcactgactt
   358501 cgcctgaaat ataagcatcg caactttgta aagcagcttt agcaataaaa 
tcttgagcac
   358561 cgcctgtaca gaagcctact ttttgaatac tttgtttttc agccggtaaa 
tggatcactt
   358621 taaaatcaaa actgttttgt agttttgctt taaattcctc tacagaaagc 
gtttgctcta
   358681 aataaccgat attaccaatt ggatgtttct cggttagatc aagtggttct 
aaattttgta
   358741 agtttagttt ttctgcaata gcgatattat tgcctaaact cggatgtgca 
tctaaaggca
   358801 gatggtaagc gactaatgag atattatttt gaataagttt ttttatacgg 
ttacctcgca
   358861 taccagtaat tgggtacggt tcgcccttcc aaaaataacc gtggtgtacg 
agtaagagat
   358921 cggcattctg agcaatggct gcatcaattg catcttcaga agcagtaact 
gcacaaagaa



   358981 tacgttttac ttcagttgaa ccttcaattt gcaggccatt tggtgcgtaa 
tctttaaatt
   359041 ctgctgcttt taaggtttgg tcgcaccact gaataatttc atgcaaattt 
gccatgatat
   359101 ttcctgaatt gagtagtaaa agttgctaaa gctatagaaa catattttgt 
tgtgtaacta
   359161 aagctagaca aatctttttt gactttttta tgtatatcga catatttaat 
ttaaaatgct
   359221 taactgaaaa ctctttttgt tcaatatatt aatttaatta aaaacttctt 
tgcgtagagg
   359281 atatgaacgt gcgccgcacc tttacatggt taccttgggt gttacttatt 
attgtaattg
   359341 ccagttttat tgcatggcaa aaataccatc agccgaaacc aactgttgca 
gttgatgggg
   359401 tgcaaatgcc agctgagaaa gttgagccac tggttgatac ttctcgaacg 
ggcggggtgg
   359461 tgtcttatag tgctgcggta aaagttgcag caccagcagt agttaatatt 
tttacgaccc
   359521 agaaagttaa acaaaatcat cctttattaa gtgatccggt attccgtgaa 
ttttttggaa
   359581 atcaggttcc tgagcaacaa cagcaaaatg aaaatagttt aggttcaggg 
gttattgttc
   359641 gcgccgatgg ttacattctc accaataatc atgtgattgc tcaagctgac 
cagattgtgg
   359701 tggcattaca tgatggacgc cgagcagaag ctacaattgt tggcaccgac 
cctgatacag
   359761 atttggcggt tattaaaatc gatttagata aattaccagt attgcctttt 
aagctcagtg
   359821 gtaatgaagt tggtgatgtt gttttagcga ttggtaaccc atttggcgta 
gggcaaactg
   359881 taactcaagg gattatttca gcaaccggtc gctctgattt aggtattaat 
acctatgaag
   359941 actttattca aactgatgct gcaattaacc caggtaactc aggtggcgca 
ttaatcgatg
   360001 tggctggtaa cttgattggt gtgaatacgg cgattttctc acaatcgggt 
ggctctttag
   360061 gaattggctt cgcgattccg gcaaaggttt gtcagcaagt attaaactcg 
attttaaaag
   360121 atggtcgtgt tgttcgtggt tggttgggta ttagtttact tccacctaca 
caagacgatg
   360181 tattggcacc taaacagcaa gtgggtgtag ttgttgctga tgtcttaaaa 
aatggtccgg
   360241 cagatgctgc ggggattaaa gttggcgata aaattgttca ggtgaataat 
gagccgatca
   360301 cttcagcttc tcatttaatt aattatgtcg ctttgcaaga accaaatagc 
gaaattaatg
   360361 ttctggttga aagagaaggt aaacaacaaa actatgttgt gacggtaggt 
gagcgaaaag
   360421 cacagaatac acaatctcag tatattccgc ttccaagacg ttaaaaccta 
aataaaaaaa
   360481 gcctcatttt gaggcttttt ttattgttgt ttattaggag tgactaagac 
tttgatgctg
   360541 atttttaaat tcagctaaag cttcaattcg atattgaata agcatttcac 
caatttcagc



   360601 acccttaatg ttctctggta aatcttgaac tttaatggag cgaacaattt 
gcatggcttc
   360661 acgcatgtat tgagcttgag gatatggacg atcttctagt cctaatctgc 
cttttgcatc
   360721 acactcgcag gcttgtacaa aagcttccac tctttctgga cgacgtaaaa 
catctaagcg
   360781 ttgcaataga cgccataaag taccaggttt caaggacata atctgatgac 
attttaaatg
   360841 ttctttgcac actgataatg ccaattgttt ggtctgtgtc ggaactctta 
aacgttcaca
   360901 taattgggta actggcttaa ttccacgttc ttcatgcatg atatgacgag 
gaagttcctc
   360961 ggctggagtg agggccttac caagatcatg cactaaaaca gcgaaacgta 
catcaagcga
   361021 gtagttcgac ttacaagctt gctgtaatga cattaaagta tgaatgccgc 
aatccacttc
   361081 aggatgatat tcgggacgtt gaggcacacc gaataaagca tcaatctcag 
ggaaaagatg
   361141 ttttaaagcc ccacaatcac gcaaagtttg gaaataaata tcggcatgat 
tttccattaa
   361201 agcgcgtgaa gtttctttcc agacgcgctc tggtgttagt gcatcaagtt 
cacctgaatc
   361261 tgccatggtt tgcataagtt gcaatgtctc tggcgcaatt tgaaaaccat 
atgggaaata
   361321 tcgggcggca aaacgcgcga ctcgcaatac ccgtaaaggg tcttcagcaa 
aagcttctga
   361381 aacgtggcgc agaattttat tttctaagtc gttttggcca ccatatggat 
catatatttt
   361441 accatcttga tccattgcaa tcgcattaat ggttaagtct cgacgaatta 
agtcatcttc
   361501 taaactaacg gttgtatcag taaagaattg aaacccgtga tatccctgtc 
cagactttcg
   361561 ttcggttcgt gcaagtgcgt attcttcttt ggtttcggga tgaagaaaca 
cagggaaatc
   361621 tttgcctaca ggttgaaaac cttgggcgag catgtgttcc ggcgttgcac 
cgaccacaac
   361681 atagtctttt tcttgatagg gatgcccaag taaataatct cgaacagcac 
cgcctactaa
   361741 atacacttgc atgaaaaaac ctctattctt caagcaatca tgctacagaa 
tagaggtttt
   361801 ctcaagtcat tagaaaggct tttcgtaaaa agcggtttct aaattacttt 
tcttgctgtt
   361861 gaatttcagc aacagttaaa gcagtcatat tgataagacg gcgagtcgtc 
gctgtcggag
   361921 tcaaaatatg aactggttta gcagcaccta gtaaaattgg accaattgtt 
acgttgttac
   361981 cagaagttgc ttttaacaag ttgaacgaaa tatttgctgc atctaagttc 
ggcataatca
   362041 gcaagttcgc tgaacctttg aaacgagaac cagggaatgc aaaatgacga 
atattttcgt
   362101 ctaatgctgc atcaccatgc atttcacctt caacttcaag ctcaggagct 
tgctcagata
   362161 aaatacgata aacttcacgc attttttgag cgcttgagtc tgtctggtca 
ctaccgaagc



   362221 ttgaatgaga aagtagcgct acgcgtggtg taataccaaa gcgacgtact 
tcttcagccg
   362281 ccaaaatagt catttcagca agttgttcag cagtcggatt agtgtttaca 
taagtatcag
   362341 caataaacaa gttgcgatct tcaagcatta atgcattaag cgtgaagaag 
ttgttcatgc
   362401 cttctttaag accaattaca ttgcgtacga agtcaaggtg aatgttatag 
ctactgtaag
   362461 taccacataa cataccatct gctttgccaa acttaactag aagtgcagca 
atgagtgttg
   362521 aacgacggcg agcttcacgt tgagcatatt caacagtgat gcctttgcgt 
tgcatagttt
   362581 gatagtagtc tttccaaaac tcttcgtata acggattttg ttcttgatct 
acaatctcga
   362641 tatttacgcc gtgttgtaaa cgtaagccta attttttgat gtttgcttca 
atgactgctg
   362701 tacgaccaac taagattggt ttagctaaat cttcatcaac tgcaatttga 
acagcacgta
   362761 atacgcgctc atcttcacct tcagcgtatg caatacgttt aggatctgtt 
tttgcttgag
   362821 caaaaattgg tttcatcaag aatgctgagt tataaacaaa ctcagaaagt 
ttttgacgat
   362881 atgcagagaa atcttcaata ggacgagttg caacacctga atccattgct 
gctttagcaa
   362941 cagcaggcgc aatttctaaa atcaaacgtt gatcaagtgg gcgtggaatt 
aagtagtcac
   363001 ggccaaatga agcagatttt tcaccataag tagctgcgtc agcttctacg 
tgagccatac
   363061 gtgcaattgc gtgtacacat gcaattttca tatcttcgtt aattgttgta 
gcacctacat
   363121 caagtgcacc acggaagata taagggaaac ataaagcatt gtttacttgg 
ttcgggtagt
   363181 ccgaacgacc agttgccatg attacatctg gacgtacttc atgtgcatgt 
tcaggcagaa
   363241 tttctggatc tgggtttgct aatgcaaaaa taatcggatt ttcagccatt 
tgtttcacca
   363301 tatctttggt gagaatacca gcagctgaaa gacctaagaa catatccgcg 
ccagccatta
   363361 cttcatgtaa ttgagtcgct ttaatgtctt gtacataacg ttttttcgat 
tcatccaagc
   363421 cttcacgtga agttgtaaga agaccacgag aatcggcaac aatgatgttt 
tctttattta
   363481 cgcctaaagc acaaagtaaa tctaaacaag aaagggcagc agcacctgca 
cctgaagcaa
   363541 cgattttgat ttcttcaatt ttcttattaa cgatttgtag agcatttaat 
aatgctgaac
   363601 ctacaataat acttgttccg tgttggtcat catggaacac aggaattttc 
atgcgttcac
   363661 gaagtttctt ttcaatgtag aaacattcag gcgctttgat atcttcaagg 
ttaataccgc
   363721 cgaaagttgg ttctaatgaa gcaacaatat caacgatttt atctggatcg 
ttttcagcaa
   363781 tttcaatatc aaatacatcg acaccagcga actttttgaa cagaacgcct 
ttaccttcca



   363841 ttaccggttt agaagctaat ggaccaatat tacctaaacc aagaaccgca 
gtaccgttac
   363901 tgacaacagc aaccaagtta ccacgcgctg tatattttgc agcagctgaa 
ggatcacgtt
   363961 caatctctaa acatggagca gcaacccctg gtgaataagc tagagccaaa 
tctcgttggt
   364021 tgacaagttg cttacttggc gtgacgctga ttttccctgg atttggatat 
tcgtggtaat
   364081 ttaaagcggc ctgttttaaa gattgatcgt ccatctgagt ctctattgat 
acaaaaaagc
   364141 aaactagtca agttgctcac aaaggttggt aatttatctg cttactatgt 
acaaaattat
   364201 atcaagtaac ataataggta gacgaatggc caatagcctc atggtgagct 
aaatgctaaa
   364261 gaatataaca ctacttctct atttctcaca gtcaaaaacg ctcatttttg 
gaaaaaccag
   364321 cgcatgtaaa atagactgtt aaaacaatta tcaaatatgc gtatttgttt 
gtagatattg
   364381 aagaatctga tttggatgaa gtggacggct aaagaaaaag ccttgtaaaa 
aatcacattg
   364441 ctgcttttgt agataaataa cttgttcttc ggtttccaca ccttctgcaa 
ctagctttaa
   364501 tcccatgctt ttacccatcg caatcatcgc attcacaatt gcttcttgtt 
tttgatcacc
   364561 gattttcgaa acaaaggccc ggtcaatttt taaaacatcg attgggtatt 
ctgttaaata
   364621 agctagagat gaatatccag tgccaaaatc atctagtgca attgaaatat 
tacgttcttt
   364681 aatggagtgc aatagttttt ttacattgtc agtattatct aataaagcag 
attccgtgat
   364741 ttctagttct aaatttgaac catcaagatg atatgtgtct aaaacttcgt 
ctaaatcact
   364801 gagtaaaaga cctcgatgaa tttgttgagc aacaatattt acagaaactc 
ggacatcggc
   364861 atagccagct tttttccatt cttgtagctg tttgccaact ttatctaaaa 
cgactttacc
   364921 aatatcggaa ataaggctac tacgttcagc aaaaggaatg aacatatttg 
gcataactaa
   364981 ccctttttca ggatgctgcc agcgaatgag tgcttcaaaa cctttaatcg 
atttgtcatt
   365041 taaattaatt tttggttggt aatacaccac aaattcatca ttttgaatgg 
ctttacgcaa
   365101 ctcttgttct aagtctgctg tcttatatgg gtttgtagtt ttattacaat 
aatagctgat
   365161 agtattgcca cctaaacgtt ttgcttccga caaagcttgt tcggcatgat 
tgttgagatg
   365221 atcaatttgt cggccatgct cagggaaaca agcaacccca atagaagctg 
taatgaaata
   365281 ttcttgttca tcaatataaa aaggcgcatt taaagcttgt aatatatttt 
ggcaatattg
   365341 ctcaatgttg ggatgaatag gtgatatttc ataaataatt gcaaaatcat 
cgccgtttaa
   365401 gtaagccact aaaattgcat tgatattggt cagtcgtagt cgctgtgcaa 
attgtttaag



   365461 taactcatcc ccactatcat tatttagaaa ctcattaaat gctctaaatc 
tatcgatatt
   365521 aatacgtatt aaagccaaat ttttaaaact ataagatgga ttaacaagat 
attgatgtaa
   365581 ttgattataa tagtaaaagc ggttaggaag gtgagtcaaa ctatcatagt 
tttttaaata
   365641 agataaatgc tgctcttgtc gcttttggtc ggttaaatca cgtgcaaaac 
caatataatt
   365701 aataatctgg ttgtactcat ctttaactgc attaatatga agccataaat 
agacactttt
   365761 acccgatgta aacttttcat caaattggcc catatattcg ccagttttta 
gaagttgttg
   365821 agtaatggag tcgtgaaatt gttgttgctg tagcttctga tttattgtga 
tattaaatag
   365881 ctgctgactt aataattcag attttgaaaa gccagttaat ttctcataat 
aggggttaac
   365941 ttcaatatag ttgagttttt catctagaat aaaaattcct tcagctgcct 
gctcaagcac
   366001 aatcgcagaa agtctcaaat gttcttgatc ttttttttcc tgatgaatat 
ctctggtcat
   366061 tccgaccata cgtaaagctt tattggtttt aggatcacgg ctaatgacac 
gtcctacgtc
   366121 atgaatccaa cgccacgaac cattacgacg tagaatacgg aaggtaatat 
tgaagtgatc
   366181 agattttcct tccaagtgtt cttttaaacg ttcatcaaat aactttcggt 
cattgggatg
   366241 aatgcgctct aaaattgact tgaggtgtaa aggagtattt tgagtttgtt 
tttgttgatc
   366301 aaaaaacgtt atttctaatt tttgtttctc aatatcccaa tcccacggtc 
ggatacctgc
   366361 tgtttcatgt gcaaatgcta aattatgatg atggctttca agcctctcat 
tcattttagt
   366421 gaggtcatat gtcctttccc gaaccttttg ttcgagcaaa tgattattaa 
attgaagctg
   366481 tgcttcaata tctttagatt tatttacttc ttgttggagc tgtacacata 
actcttcagc
   366541 ccattgagta tgctgttctg ctacttgaac aagttgttta tttttaaata 
atagttgaga
   366601 aattttttga tagttacgct gagttgcata agcacaaagc aaagttgcga 
cgaaagctaa
   366661 attataagca aagtaaaagg ggagttggtt gatttgagaa tgagtaaact 
gtccaataat
   366721 gagtgggact gtacttggaa taaagagtaa ataaaaatat cgaggttgtt 
gagttaaaaa
   366781 tgtaagacca ataatgtggg ctgaggtaat aaataatgct atcaggatat 
gaacatcaga
   366841 aacagatatt aaagtgtcag gaagggaaaa atgcagaaca atgatattaa 
ttcccattaa
   366901 aattccagac gtcaaacaaa tgccttgtag cattaaatcg gttttcttaa 
tgaaatgaat
   366961 atcacgataa tgtgttaata gctttgggac aaataataga caggtaagcg 
ttaaaatagt
   367021 aaagccaatt gaccaaataa agtttgtaat gtaagaagta aagtaacaaa 
agaaaataat



   367081 agctgaaatt aggcacagta aaattaggct aacaagatac cagcggatat 
attgaattga
   367141 gaggcgaagc tgctcaattt ttgtttgatg ctgtaaatat tcttcctgaa 
ggccagacat
   367201 aagatttttc tatcctattt ttttacattt atacagaaag aatctgattt 
atcagtggaa
   367261 aaaaatttaa attaatattc ataccgtaaa agtaagttaa ctttaattgt 
tgatttaatc
   367321 aatgttcaat aagtttatat ggataaaaac cgataattta aaatagataa 
tgctacaaca
   367381 ggtgcagttt cagtacgtaa tacacggtcc ccaatacacc agttcataaa 
tccagcttga
   367441 ttggcttgcg taatttcatt gtcacttaaa ccaccctcag gaccaattaa 
gagggctagt
   367501 tcaggttgta tccctgccaa tacatctttt tgctcttttt caggagctaa 
aacaaattta
   367561 gatgcaggaa ggtcagatga gtttaaccat tcatgaagag aaataggtgc 
tagaacttct
   367621 ggaactaaat tgagtccaca ttgctcacat gctgcaattg caacagcttg 
ccaatgatct
   367681 aatttttttt gatcgcggtc atatttcaaa cgcatttcgc aacgttcact 
ggtcaagagc
   367741 tgaatcttac tgacaccaag ttcagttgct ttctgaatgg cataatccat 
tcggtcacct
   367801 ttactcatga cctgaccaag aatggcttta aatggagcat tacggtttac 
aggattaaaa
   367861 ttctcaatag tgacaaacgc atttttttta ttaatttcgg tcaatgtcgc 
gagatactca
   367921 ccaccttggc cattaaatag tgtagcttgt tcttgtaatt gtgcgcgtaa 
aacacgtacc
   367981 caatgatgga agactgattc agttagttga attgttgagc caactgtaag 
ttcagtttcg
   368041 ataaaaaaac gattcattgg gcacgcctta caaaattaat ttaaaccaag 
gtcaacaaca
   368101 agctgacgag ttggttcgac ttggttcatt gagtagaagt gtaagcttgg 
tgcaccacct
   368161 gcaatgaggc gttcgcatag cttaacaaca acttcatgac caaaagcttt 
aatactttca
   368221 ctgtcatcgc cataggcttg taattgctta cgaatccagc gaggaatttc 
agcaccagta
   368281 ccatctgcaa agcgaattaa attacttgca ttggtaatag gcatgatacc 
aggagcgact
   368341 ggaatgttaa ttccagcttt atccaaacgc tctataaaat aaaagtatga 
gtctggatta
   368401 aagaagaatt gagtaattcc cgcattggcg ccagcttgta ctttttcaat 
aaaacgttgg
   368461 atatctgagt caaggctttc ggcttgagga tgcatttctg gataagccgc 
aacttcaata
   368521 tgaaagtggt cgcctgagtg ctcacgaata aaacgtacta aatcttgagc 
ataaggaagt
   368581 tcaccaagac caacctgtcc agatggtaag tcgccacgta aagcgacaat 
acggtcaatg
   368641 ccttgagctt tgtataaatc gagtagttca gcaatacgcg tcttatcatc 
accaatacaa



   368701 gaaaggtgag gggcaacagg agtgccttta ccattgaaat cttcaatagc 
agcaagtgtg
   368761 cgttcacgag tagaaccacc agcaccataa gtaatcgaga aaaactctgg 
atttaattgc
   368821 tgtaattctt ggtgaacaat acgaagtttt tcagcaccgg catcagtttt 
tggcggaaaa
   368881 aactcaaaag aaataggtgt acgtttagtc atgtcaaatc cttgtaaaca 
gcgaaacatt
   368941 tttagaaaaa agggcagtcg gttcaccgtc tgcccttatg ttcttagtat 
ttgtaagcgt
   369001 cagatttgaa tggcccctca acagcaacgc ctaaataatc agcttgctct 
tgagttaact
   369061 gagtgagtac accaccgaaa cctgcaacca ttgcagcagc aacttcttcg 
tcaagtttct
   369121 taggaagaac ttctacgcga atttttgcag ctttttcact tgcaggtagg 
tcggcaaatt
   369181 tctcttggaa taagtgaatt tgacctaaaa cttggttagc aaaagaaccg 
tccataacac
   369241 gtgatgggtg accagttgca ttacctaagt ttacaaggcg gccttcagaa 
agaaggataa
   369301 gatagttgtt ttcgtcttct gaacgataaa cttggtgaac ttgtggctta 
acttcaaccc
   369361 acttgtaacc acgtaaataa gccgtgtcga tttctgtatc gaagtgaccg 
atgttacata
   369421 caactgcacc agcttttaag ctgtctaaca tcgctgcatc acacacatgg 
tagttaccgg
   369481 ttgttgttac aacaaggtca gtgttgccaa gaagatcgtg gttaatgtct 
tcttttttac
   369541 ctgtttgtac gccgtttttg tatggagata caacttcata accatccata 
catgcttgca
   369601 ttgcacaaat tgggtcaact tcagttacac gaacgatcat gccttcttga 
cgtaaagatt
   369661 gagcagaacc tttacctacg tcaccgtaac cgatcacaag cgcacgacgg 
ccagataaaa
   369721 gcatatctgt tgcacgtttg attgcgtcat ttaatgagtg acggcaacca 
tatttattgt
   369781 catttttaga tttagtaaca gaatcattta cgttgattgc aggtactttt 
aaagtgccgt
   369841 ctttccacat ttcgataaga cgttgaacac ctgttgtagt ttcttcggta 
ataccgtgaa
   369901 tgcgctctaa aagagcagga tatttttcat gaacaagagc agttaagtca 
ccgccatcat
   369961 ccaagatcat gttggcatcc caaggttggc catttacatt gatttgttgt 
tcaaggcacc
   370021 atacatattc ttcttcagtt tcacctttcc aagcaaaaac tggaataccg 
cgagcagcaa
   370081 ttgcagcagc agcgtggtct tgagtcgaga agatattaca agatgtccag 
cgaacttcag
   370141 cacctaattc aacaagcgtt tcaataagaa ccgctgtttg aatagtcatg 
tggatacaac
   370201 caagaatttt tgcaccagca agtggtttag acgctgcata acgtttacgt 
aagccgatca
   370261 aagctggcat ttctgcttca gcaagtttga tttctttacg accgtagtca 
gcaagtgaga



   370321 tgtcagcaac tttgtaatct gtaaatgaag cattaaccgc gttcatcagg 
atctcctagg
   370381 aaaaaatagt attgatcatt ctgttcgcgg atgccgttgt tggttaaaac 
gagtgtttaa
   370441 ccgatcgtcg agcctggcaa aatgatcttt agtgccgatc atttgtcgca 
gcatccctcg
   370501 actagcggaa cattgtactt ggaaaagctt ttagtgccaa tccagttttg 
tttattatct
   370561 gcgtaattac gactttagat ctaaattatg gccttaaata ttcccgaatc 
tttggcaaat
   370621 ctcgaagcga actgtggcct ttttgcagtt tggatggtac ttcaacatca 
tggagtacaa
   370681 attgatgttg ctgagctgat taaagtttgc cgctatgatg atgaaggaac 
ttatacgatt
   370741 gctttagccg ttgctttaaa aaagttgggc tttgaggtgt catttcactc 
agatcatgat
   370801 cctaacatta gcccaagcga acgcatgagc tataaagaag caaagatatt 
aaaaatacca
   370861 actgggccag cgctgagcta tcaagatatt caaacagaga cgcataatgg 
aaaaatggtg
   370921 attgtgtact acgacacttt agaaggggta gggaatcagt cgctcattta 
ttctatagat
   370981 caaaatgaaa tctgcttttt tgatagtttt gagccgatgt cggcagcagt 
ttttgagaat
   371041 caacgtaaag cagaaggtat ttgccgtcag gctgtcgtaa ttggtgaccg 
taatttaaat
   371101 attcattcga ctaaattgaa ttaaatttaa atgagccagt aaaatgctgg 
ctcatactga
   371161 agttattgtt gttgataatc ttgaatgact tctagcgcag cacggaaagc 
ttcctgagta
   371221 gcaggggcgc cgcaatatgg taggctatgc aataaagttt cctgaatttc 
ttcaactgta
   371281 caaccattgt tgagggcacc acgaacatgg cccttgagtt ctgttggtga 
tttgagtgca
   371341 gttaacattg ccaaagtaat taatgagcga tatttacgtg gcagcacacc 
ttcacgttgc
   371401 caagttgatc cccatgcatg ttcattaatc cagtcttgta aaggctgggt 
aaagggcacg
   371461 gtattttctt gggcacgttt tacaaaagct tctcccatca cttctgtgcg 
tacttttaat
   371521 ccattttcgt aatcttgctt agacattaat ttctcctaaa aataaaagcg 
tcgagtgacg
   371581 cttttatggt tatttattaa ttaatgcgaa tcaaaaatga ttgcaatagt 
gaattggtgg
   371641 aggcaccagt cacactattt gatgagggtt tgacaaaggt aggtctttat 
ttaacttttc
   371701 atcaaaaaca tcggtaagca tgctatcgaa tcgaattgcg ttgtactgca 
ataattgttg
   371761 agcttcgctt tcagaaataa agccttcttt tatcgcttgc gcaatattct 
cttcaaaagt
   371821 aagacccgta aacttgcctt tggattcagc tttcttaaac ttatcccaaa 
gcggttcaat
   371881 ggttcttaac atttggaacg tgtgctctag acggccagtg acatcattag 
gttcagttga



   371941 atagtacaca tggcgtttga gttgcactct aaacggatgt tcttccatca 
tgagttcagc
   372001 aacttgttgt tttaactcat cgtcaggttt tgaaatcaca cgacctaacg 
ggaagcatat
   372061 ccatttgata aatgctgctg gaagcttggc tgggaagttg tcaaatagtc 
cccaaaatgc
   372121 ttcctgaata ttcaagaatg ctttttgcag tgctagtttg gcatgaagtt 
gttcagcttc
   372181 agttttttgt ccagcctcat aatattttaa aattgcagtg gcaataaaca 
agtgcgcgtg
   372241 aatatctgct aagcggcctg atagcatttc tttacgcttt agatctcctg 
cgagtaatcc
   372301 tagtgccata tcggaaacaa gtgaaaaatt ggcgctaaaa cgattgatgg 
ttttatagta
   372361 acttgcagtg aattgatctg ctgactgagg cgcatcactc gaaccacctg 
tccaaccata
   372421 agcaaatgat cttgcaccgc ggttaaaggt ataggctaaa tgtttaaaca 
acaaatcatc
   372481 gaatttttgt acggcattgg ctttgtcgtc agactgaagt aattgcaatt 
cttcaaaaag
   372541 ataagggtga cagcgcattg agccttgacc aaaaatcatc aatgagcggg 
ttaaaatatt
   372601 tgcaccttct actgtaatag caattggaat cgcttgatag gtgagagcaa 
ggaaattgcg
   372661 tggcccaagt tgaattgcac gtcctccagc aatatccatt ccgtgattaa 
ccactttacg
   372721 catcgtttca gttgcatagt attttgccat ggcagtcatt acagcagggg 
ttccaccttg
   372781 gtttagaccg cacgtcacta aataacggaa tgcttcaagc atataggcat 
cgctggcaat
   372841 ttcactgctt gcttcttgta caccttcaaa tttgccgaca gaaatattga 
actgttgacg
   372901 aattcttgca aaagcaccga cagtgagata gctcatttca cctgcggccg 
tggctaatgc
   372961 gggcagtgaa atacctcggc caacacctaa gcattccatc agcatgcgcc 
agcctttacc
   373021 ggcattttct tgtccgccaa taatccagtc aattggaatg aagacatctt 
caccctctac
   373081 tgtcccattc atgaatggag agcccggata gtgtcgtgca cctattttta 
cgcctgcatg
   373141 attggctgga attaaagcac aggtaatccc gtactcagtt ttagtcttat 
ctccaagtaa
   373201 accttcgggg tcataaagtt taaatgctag accgaccact gtggcaattg 
gagcgagcgt
   373261 aatccaacgt ttagagaaat tcatgcgcag cccaagaact tgagcacctt 
catattcgcc
   373321 atagcagact acacccgaat ctggaattgc acctgcatct gaacctgctt 
ccggactggt
   373381 taaaccaaag catggaattt cttcaccttt agcaagtccc ggtagatatt 
gctgcttttg
   373441 cgcatctgta ccgtaatgca tgagtaattc accgggtcct aatgagttag 
gaaccataca
   373501 actcaccgca gcagttaatg aacgcgaggc aattttgctc ataatgcgac 
tttgagcaaa



   373561 tgagctgaac tctttgccac caaaggattt tggaataata agacccaaga 
agcctttatc
   373621 tttaatgaac tgccaaactt caggaggaag gtcttttaat tgatggtgaa 
tttcccattc
   373681 atcaagcatg ctacatagca cttcaacttc attatcgata aaactttgtt 
cttctggtga
   373741 aagtgtagga tagggatatt tttcaaattg cgaccaatct ggagccccca 
taaataactc
   373801 tttttcccac cagcttgttc ctgcttctaa ggcttcttgt tcagtggtac 
tgatgcttgg
   373861 cattgagttg gccagagttt tatatgcagg ttgggtaatt aagttaaacc 
gtaaaggttt
   373921 aaacaaaata ataatgctaa gtgcaataag gggaatccct aaaagtaatg 
cccacggcgt
   373981 taaaatgaaa gcagtcagta tggctacagc aatcgtaata acactaccag 
cgactctatt
   374041 taggttaaaa aagaaaattg cccatattgc aacaagctga atgacaatac 
ttaaaacaaa
   374101 gagtaggaaa atcatacttg ctccttgcta gataagccct caagttagaa 
ataataaaaa
   374161 agcgaggaga gatttaaggc ttaactagcg aattttttaa tgctgtttaa 
atttgatttt
   374221 ttatgtcgca attgatgtat atgctagagc agggatatat cgtgctttta 
ggtataaaat
   374281 atttttgaat gaaagtgtaa tggcttgttt tatcgatttg tcaagaaatg 
ttattgattt
   374341 tgttgtataa ataaaaaagc cctcataatc tgaaggcctt tttaatactt 
gtgaagtgtt
   374401 aagcttcgat tgcttgtacc gcaatttttt tcgcaggatc taccttgcga 
cgaacttcag
   374461 gaacaggttc accatagtat tggcgatcag caaaatagct tgaacgaacc 
attggtgcag
   374521 accaaatatt actaaagcca agtttacggc catgctctgc ataacgttca 
aattcttctg
   374581 gtgttacaaa acggtcaatt ggtgcatgct gtttagaagg ctgcaagtat 
tgaccaatag
   374641 tgacatagtc gacatcgtga gcacgtaagt catcaagcaa tgcaatgact 
tcttcttcag
   374701 tttcaccaat acccaccatc aaaccacatt ttgttgggat gtctgggcag 
tattctttaa
   374761 acatttttaa taggtttaaa gagtgctgat aatctgaacc tggacgcatc 
gctttatata
   374821 gacgaggtac agtctcaata ttgtggttaa atacgtctgg tggacattca 
gtcataatgc
   374881 gtaaagcaat atccatacgt ccacggaagt ctggtactaa aatttcaagt 
aatgtatttg
   374941 ggctaagtgc gcgagcttct ttaatacagt ccacaaagtg ttgtgcaccg 
ccgtcaagca
   375001 agtcatcacg gtcaaccgaa gtgattactg cgtatttgag cttaagattg 
gcaattgtct
   375061 ctgccatgtg gcgtggttca tcagggtcca atgcattggg acgaccatgc 
gctacgtcac
   375121 agaaagggca acgacgtgta caaatatcac ccatgatcat gaatgttgct 
gtaccaccgc



   375181 caaagcattc tggaaggttc ggacaagctg cttcttcaca aacggtatgg 
agtttttgag
   375241 cacgtaaagt cgttttaata cgctgaactt cttctggtgc cgtcatcttg 
acacgaatcc
   375301 agtcaggttt acgcggcact tcaaccgtag gtacaacttt tacaggaatt 
cttgcgactt
   375361 tttctgcgcc acgaagtttt acaccctgtt caggtttacg gtgttctgac 
atatttaact
   375421 tttccactcg tttatagaga cattgacatt gtattatagc ggacttctac 
aagtaatagc
   375481 ggaaaataac tattcatata ataaatgtgg ctattcagaa atatagggtt 
gagaaataca
   375541 taaattcacc gcatattagc cataatttat tataaaatat ggtcattcaa 
cagaggaagg
   375601 agctttcaat gccacgtaaa aaagaggtcg ttagtgggaa tttcgttaag 
tacgatgcgg
   375661 tagttctcgg ttctggacct gcaggtgaag gcgcggcaat gaagcttgca 
aaagctggta
   375721 agcgtgttgc aattgtagat gtacgtgatc aactcggtgg taactgtgca 
cacgtaggaa
   375781 ccattccaag taaagcatta cgtcaaacag tttctagcat tattcgctat 
cagcgtgatc
   375841 caatgtttca aaaagtaggt gaatggaaac agttcactat gaaacaggtc 
ttgcgtaatg
   375901 cgcacaaagt gattcaacaa caggttgata cgcatacacg cttttatgac 
cgtaacaaaa
   375961 ttggtgtctt ccatggtcgt gcatatattc aagacaaaaa tacagtttta 
gtttttagcc
   376021 acgaaggcat taaagaaaca attatctgta agcaaatcgt gatcgcgaca 
ggtagtcgtc
   376081 cttatcatcc gcaaggtctt gattttgacc acccgcgcgt atttgattcg 
gacaaaattc
   376141 ttgatcttga ttactcaatt caaaaaatca ttatttacgg cgcaggtgtt 
attggctgtg
   376201 aatatgcctc aatctttatt ggtttagacc acaaagttga tttgatcaat 
actcaacaaa
   376261 aactcttaag ttatctagat gatgaaattg ccgatgcttt gtcttatcac 
ttacgtgaac
   376321 agggcgtgtt gattcgtcac aatgaacaaa tggatcatct tgaaacattt 
gatgaccacg
   376381 ttgttctaca tttacaaagt ggtaaaaaga ttaaagctga tgcgattctt 
tggtgtaatg
   376441 gccgttcagg taacacagaa ggtttaggtc ttgaaaatgt tgggttggta 
ccaaatagtc
   376501 gtggtcaact ttctgtaaat gatcaatatc aaactgaagt tgaaaacatc 
tatgctgctg
   376561 gtgacgtgat tggttggcct tcacttgctt cggctgccta tgaccaaggg 
cgctgtgctg
   376621 gtgcaaacat gagtggtgaa gatgcgaagc cagtacgtga tatccctaca 
ggtatttata
   376681 ccattccgga aatctcatct attggtaaga atgaacagga attaacggaa 
gagaaaattc
   376741 cgtatgaagt cggtcaggct tctttccgtc atttagcgcg tgcacaaatt 
accggtgata



   376801 cagtaggtga gttgaagatt cttttccatc gtgacacttt ggaaatttta 
ggtattcact
   376861 gttttggtaa taatgctgct gaaattatcc acattggaca agcagttatg 
cacagcccaa
   376921 acaatacttt gaaatatttt gttgaaacga catttaacta tccaaccatg 
gctgaagcat
   376981 accgtgtagc tgcacttaat ggtatgaatc gtttattttg attttaaata 
agtttttcat
   377041 gaaaaagccc gcaaacttgc gggctttttt atttttatta gaccatatgt 
tttttatatt
   377101 tttatgacaa tgtacagagt gatttcagcg tctcatccct ctagtgtgca 
caaaatgctt
   377161 gattaaaata ttcaaacaaa tcaggtgtct gtttccataa aacaatagat 
aaaaccagaa
   377221 gagctaagat gaggaaagtc acaattgttt tcaaaagtac ggcattatgc 
gtcatgaata
   377281 acagcctcct catttacaaa gaaatgtacg attaccccta atatactcaa 
tgcgatagaa
   377341 cagagccaaa tcgcattgta attacctgtt aaatcatggt taacaccacc 
aagccaacca
   377401 ccaaagaaag acccgacttg atgggtgaaa aatacaatac cacttaacat 
tgaaaggtat
   377461 ttaacaccaa acatatttgc cacgatacca ttggtgagag gaaccgtaga 
aagccataga
   377521 agccccatga taataccgaa agcatatact gtataagtgc ttagaggtaa 
taataagaaa
   377581 gcaatgattg cgatgccgcg gctaccataa agtgccatta ataacttagg 
tttcgagaaa
   377641 cgatctccta accagcctgc gccataagtc cctacgatat taaataatcc 
gactaaagca
   377701 agaaacaccg tacctgtagc ggcatcaaag ccgtggtcga ttaaataacc 
tggtaggtga
   377761 acacccaaaa agacaacttg gaagccacat accaaaaagc ctaaagctaa 
ccaccaaaaa
   377821 ggtttatgtt ttctcgcaat gtgaagtact tgtttaaagg tgagctgagg 
ttgggcaatt
   377881 gcttttgggg tttggttgct tggccctttt aacatccatg ctagaggaat 
aataagagcg
   377941 attaacagcg cacttaccat taaagctgat gaccacccca ctgtcttaag 
taagagaagg
   378001 gtagaaggca gcataataaa ttggccaaaa gaaccggctg cactggcaat 
acccattgcc
   378061 atacttcttt tttctggcgg agcagctcgg cctactgcgc taagcagaac 
tgtaaaagaa
   378121 gttgctgata aagctaaacc aataatcaga cctaagctta aattcaaaat 
gagtacactt
   378181 gaactaaaag ccattaagag taagccatgg gtataaagta atccgccgac 
tgttaccaca
   378241 actttactgc catatttatc tgcaattgcc ccagtaaaag gctgaactgc 
accccagatt
   378301 agattttgca tggcaattgc tagactaaaa acatgctgtc cccaaccgaa 
ctcatgactc
   378361 atcgggacta aataaagccc aaaaccatgt cgtacaccta gtgacaaagc 
caaaataatg



   378421 gcacttccaa tgagcatata aatgagtgat tgagaaaact gatggcttgt 
tttagtcatt
   378481 gtgagtagaa aattataaga atgtgataaa tcattgtaga agatatatcg 
aataatatcg
   378541 atatatctat aaaattattt taagaaaaat taaaaagtat cttagagatt 
tcgaattatt
   378601 atgaaaaagg tgaagaagca aaaatcattt gtgatttctg cttcttatca 
gaattaagct
   378661 gctgaattgc gttcaagtag agcctgttca aaaagtactt tttctttttc 
tttgtgctcg
   378721 gttgtgaagc gaatcaaaat tacactacag cctgcaacca taaccagtcc 
acctaaaata
   378781 aatagacaag tttgaatatc aagtacgcct tttagtaaga aaccagctgc 
tactgcgccc
   378841 acatttccac ctgcgccaat aatgcctgcg acgccgccta atgcatttcg 
gtcaataaaa
   378901 gggaccagtg catatgttgc tccgcaagcc atatgggtaa acaatgcaaa 
aactgtcatg
   378961 gaaataattg caagagctac gacgttcatt tgagagaaga gtattaagaa 
taaaccttcg
   379021 cctaaaatca tcagtacaag tactttagta cgtccgtcta aacctttttt 
gagtgcgact
   379081 ttatcggaaa taataccgcc caatgcacgt gcaaataagg caagaagtcc 
aaatatacct
   379141 gcggttaacc ctgctgtttt taaatccatt ttgaattggt caacatagta 
cattgcggca
   379201 acattatgga tgaaaatttc aataccaaag caagcaccat aagcgaggaa 
taaaatccag
   379261 acacggtagt tacgagccgc ttgcattaag attgccatgc cacctttttt 
accactaccc
   379321 acctcaatac cttgtgcacg aacttcttta aagtttcctt gaggacagtc 
ttgggtaagt
   379381 ttccagtaaa gaaccccaac aattaccatc attacgcctg gtacgattaa 
tgcaacgcgc
   379441 caacccatag tttgctcgac accgaacatt acaattgcac cgagtaataa 
aggcattaga
   379501 gcttgtgttg caccaccgcc agcattaccc caacccgcag cagctgcatt 
tgctgtgcct
   379561 acgacatttg gtgcaaacat gatactggta tgatattgcg taatgacaaa 
gcttgcgcca
   379621 attgcaccga tgagtaaacg gaagaaaaga aaagattcat agctgttggc 
agcggcaaca
   379681 ccaaatacag gaatactgcc aagtaagaga agggtggtgt aagtaatacg 
cggaccatat
   379741 ttatcacaaa gtggtccgac agcaagccgc actaaaattg taattgcaac 
ggcggcaata
   379801 ttaatattgg caatttgatc tttggttaag tcgaactcac ctttaataac 
gggcattaat
   379861 ggagcgcaag caaaccatgc gaagaagcag acaaagaacg caagccaagt 
catgtggaaa
   379921 gcacgcatgg ctggggttga aaaactgaat aatttaattt cagtcgcttt 
ttttgcatct
   379981 aaattaatat ttgaagacat acgccgtccc cctgaactga acgaaatttt 
aatttgcacg



   380041 acaaaatgaa ttgtctattt gcataccgat cagagcggac atctttggcc 
gtcttggttt
   380101 atccattgaa tcgccattga ttcatcatgt cataaataaa gcaaagtgcg 
tgccaaaaga
   380161 taatttttac taaaaggaaa atcttagttt ttaattttat taggttagtt 
gtctaacata
   380221 aaatgattag agaaaaggaa ttaaaagaag aggtgataat aaaaaataaa 
gaaggttgag
   380281 cttagtaaac acgtttctaa aaaatgctca tttttttggc attttggttt 
aaaaagaagc
   380341 aattttggca ggataaataa aaaagctata aaagcttaag taaagctttt 
atagcttgtg
   380401 tgcttttgag atttagaatc ggtaaccaat accggcataa cctaatattg 
gattaatttc
   380461 gatatctgct tttgcattaa ttaactcacc gtacttggca tcattgactg 
taatagttgt
   380521 gtccgttttt aagtgagcat aagacacaga gccaacagca taccatttgt 
cattaaagtc
   380581 ataggtgaaa ccagcagtcg caacaggtgc aatggcatcg gaagcctcaa 
gatttacttt
   380641 tggatcacca gaacttttta aacgatcaag agcagctccc gctttgccat 
ctttaatatt
   380701 gacaatcata tgaccagcat ttactaaatc tttttcgatt tcaggattta 
tttctaattc
   380761 attgaaatat gcatacatca cacctagtcc aatataaggt ctgaatttat 
ttacaccggt
   380821 cttgccaaaa tgatattgaa attcaaatgc tggtgtccaa gctcgagctg 
atgccgcact
   380881 tccatggcct tcaaggtcag tgataaaaat ttgtttttct aaatcaatag 
atggtaaacc
   380941 aataccccca attaaaggta gctcaattga tggatgagct tgggctttaa 
ggggagcata
   381001 aattttacct ttaccctgta agtcgacttt tgggggaata cctgccttta 
tttctaatga
   381061 aacattatcg gtaaagaagt agtttgtcat gatgcctagt gttgtaacat 
catctgcttc
   381121 taaacctgtc cccggattat cccattgatc taatccataa atattcgcat 
taccacttaa
   381181 ttctgctggt agtttttctt ttcctagttt atctaagaaa tctataaaga 
atgtagataa
   381241 gttgggatcc atatctttag acatgctctc tttgactgtc ttaatagaga 
catcgccaac
   381301 ctgagcttgt tcaccttttt tcacagcagt attcacaaaa acaggttggg 
cttttcctgt
   381361 tggtttgaca tataaaggac cagctgagac tgaaaaacgt ttgaaaccat 
caccatcttt
   381421 taaactaaaa tatggggaag cggcggaagt gactgttggc agagcaaata 
aggcagctgt
   381481 catacaaaat aatgactttt tcatcataaa aggactccat gtccgagcat 
ttgtttactg
   381541 atttttattg agcccaccat aacgcgtttt attgaaataa ttgtgtatta 
aaaattaata
   381601 attgtaattt ttttgaaata tttgtttata tttggaaagt tttattaata 
aaaagtacaa



   381661 aatgaaaaag aaaaggctac ataaagcagc cttttcttaa ttttaattaa 
attattgatt
   381721 gaagcgtgaa agatcttctt ctgggcgagc tgttaatact tcaatccctg 
ttttagtgac
   381781 taaaatagta tgttcatatt gagctgaaag tttatggtct ttggttacaa 
ctgtccattt
   381841 gtcaccaagc aatttggttt gccaaacacc cgcatttacc ataggttcaa 
tagtgaaagt
   381901 cataccagct tctaaacgca tgcccgtacc agcttggcca tagtgcaaca 
cttgaggttc
   381961 atcatggaaa acggtaccaa tgccatgacc acaatattca cgcactacgc 
taaaacgttc
   382021 tgattcgaca tatttttgga tggcatgtcc aatatcgcct aaatacgaac 
catctctaac
   382081 tgttgccatt ccacgataca tcgcttcttg agctacttta cataaacgat 
ttgccagaat
   382141 agaagtttca ccacccacga tatacatcat gttggtatcg ccatgataac 
catctttaat
   382201 gacggtcacg tcgatgttaa ggatatcgcc gttttttaag attttatttt 
cagaaggaat
   382261 accatgacat acaacatggt taaccgaagt acagatagag tgttgaaaag 
cagggcgtcc
   382321 tggcgcacca ccgtaaccta cacaggccgg aatagcgtgc tgtacatttt 
caatatgatt
   382381 acgacaaatc gtatcaagct cgagtgtgct tacaccagct ttaatatgcg 
gcttgatcat
   382441 atctagaact tcagccgcca gtcgtcctgc aatgcgcatt ttttcaattt 
catctggagt
   382501 tttgattaat cgacgtggag ctgtataagt actgttcatg atctctaaaa 
acttttggta
   382561 atttacaagc gtctatggta taaatagccg cccattttat caaatgcttt 
tcgtgaatat
   382621 cttttacgaa gaattttgat agatggagta aaaatccgca catatatcgt 
cacattactc
   382681 tgggtgcccg taaaaaggtg gagaatgcgg atatatggag gcctaaccca 
acttttaagg
   382741 taaagaaaat ggcagattac aacgtaagca tgcgcgacct tcttcaagca 
ggtgcgcact
   382801 ttggtcacca aactcgtttc tggaacccaa aaatgcgtca atacattttt 
ggcgcgcgta
   382861 acaaaattca catcatcaac cttgagcaca ctgttcctgc gttaaatgat 
gctttgaact
   382921 tcgctaacca attagcaagc aaaaagaaca aagttttgtt cgttggtaca 
aaacgtgctg
   382981 cttctaacat catccgtgaa caagctcaac gcgctggtca accatacgta 
gatcaccgtt
   383041 ggttaggtgg tatgttgacg aactggaaaa cacttcgcca atctatcaac 
cgtttaaaag
   383101 atcttcaaac tcaatctcaa gacggtactt ttgctaagct tactaaacgt 
gaagctttag
   383161 aacgtactcg tgagatggaa aaacttgagc gctctttagg cggcgttaaa 
aacatgggtg
   383221 gtttacctga cgcattattt gtaatcgacg ttgatcacga agcgattgca 
atcaaagaag



   383281 cgaaaaactt aggtattcct gttatcggta tcgttgatac aaactctaac 
ccagacaacg
   383341 tagattacgt tattcctggt aacgacgatg cgatccgtgc agtaacttta 
tatgcttcag
   383401 ctatggctga tgcaattctt gctggtaaag aatacgctca atctcaagcg 
aacgctcaag
   383461 caaaaggcga tgacgctgcg aaagacgctt ctgaggctta atgcgttttg 
acgcaggctt
   383521 gtcatttttg cgacatgtaa tggtggcaaa ttaagcgtcg agagtgcaaa 
cggcccagag
   383581 tttctttggg ccgtttttgt tgaacagatt tattttctac cgattttagg 
agatcaacat
   383641 gactgcaatt actgcaagca tggtaaaaga attacgtgac cgtactggtc 
ttgcaatgat
   383701 ggaatgcaaa aaagcattaa cagaagcgaa cggtgacatc gaacttgcta 
ttgataacct
   383761 tcgtaaatct ggtcaagcta aagctgctaa aaaagctggc aacattgctg 
ctgacggtgc
   383821 aatcactatc gttcaagacg gtaataaagc gatcttagtt gaagtaaact 
gtcaaactga
   383881 cttcgttgct aaagacgaaa acttctctaa ctttgcacac acagttgctg 
ctgctgcatt
   383941 agctgctggc gaaactgatg ctgctaaaat tgctgaatta aaattagctg 
atggccaatc
   384001 agttgaagaa gctcgtatcg cgcttgttca aaaaatcggt gaaaacatcc 
aagttcgtcg
   384061 tgcgaaaatc gttgaaggcg aacaattggc tatctataaa cacggtttaa 
aaatcggtgt
   384121 tgtagtttct tatactggtg atgctgacac tggtaaaggt attgcaatgc 
acgttgctgc
   384181 attcaaccca gtagcagtaa atgctgaagc tgttccagct gaccttatcg 
ctaaagagaa
   384241 agaaattgct gaagcgaaag cgttagaatc tggtaaacca gcgaacatcg 
ttgagaaaat
   384301 ggtaactggt tctgttgaga aatacttaaa cgaagttgct cttgaccgtc 
aaatgtacgt
   384361 tatcgacaac gagaaaaaag ttgctgacgt attaaaagcg actggtacaa 
atgttgctaa
   384421 cttcgtacgt ttcgaagttg gtgaaggtat cgagaaaaaa gctgaactta 
gctttgctga
   384481 agaagttgct gctgctcaag ctgctgcgaa gtaattcgta tcttcaaaaa 
aagcccccta
   384541 tggggctttt tttatctctg ttgaaaacgg aatctaaaga tgacaaataa 
aaagaatcta
   384601 ggtattggtg gcataattgt tttattgatt gctgcatatt tgggtctgga 
cttatctggg
   384661 cataaaaaca atccgacgcc atcaagcata cctgcgaatc agcgtactga 
aacgacgttt
   384721 tcaaatgatg gagtagatac cataaaggct gcttatgaac gtagacaaag 
taacgttcaa
   384781 gtgcagggta gtggtcgagt aaaagcaatc ttaaaagaag ataatgatgg 
gtcgagacac
   384841 cagaaattta ttctgatatt aaaaaatgga ctttcaattt tagtagcaca 
taatattgat



   384901 ttagcaccaa aaattgaaga tttaagaaag ggtgatattg tcgaatttaa 
cggggaatat
   384961 gaatataacg aaaaaggtgg agtattacat tggacgcatc atgatccaca 
gaaccgccat
   385021 gaaaatggtt ggttgaaaca taatggtcgt atttaccaat agaaaatagg 
gtatccattt
   385081 ccgcataaca gcaattttgt tctatgcatc tttttaaaac atgctatgtt 
tttttgtaga
   385141 taaatagatg agatgtatat atgcaccggg aacaggctga ctacttgcat 
ttgcgagagt
   385201 tgggcggttt agaattatta aaagcacatt atcaccaaac acagttttca 
aagcatactc
   385261 atgaaggata ttgtattggt gtcattgaag agggtgcaca gtcttttttt 
aggacgggtc
   385321 agctacatgt tgcccctaaa ggtgacatta ttttggttaa tgcagatgaa 
attcacaccg
   385381 gctcatctgc tgtcgaatcg ggctggcgtt accgtgcaat ctatcctacg 
cccgaaatgc
   385441 ttgctgaagt aagccaagat ttttttgagc aaggccatgg ggcaccttgg 
tttccgcaag
   385501 ctgtaattca ggacttggga ttatctcaac aactctgttt attatttgat 
ttattagaac
   385561 aaaaagacaa ttttttgctt aaagaaacca tgtatttatc gacattggca 
tgcttaatgg
   385621 tgcgtcatgg taagtcaaga cacacctttt gcgagttacc agaagcttat 
tcaaaagtat
   385681 taaaagttaa agatttgtta gctgatatgc ctgaaaagaa tttttctttg 
caggaattgg
   385741 ctgatatggt cgggttaagt gcatggcatt ttttaagaca atttaaaaaa 
catgtgggtt
   385801 taccgcctca tgcatggtta gtacaggcgc gtttgcaaaa agcgagacaa 
ttattaaaac
   385861 aaggcgttca aattgtaatg gttgcacagc aatgtggttt ttctgatcaa 
agccatttta
   385921 atcgtcattt taagaaggcg atgggtgtta caccaaccca atatgtggcg 
agtcttaatc
   385981 tttaaaattt atttgcagtg ctaaccgcaa ttttgttcaa gcgaagctga 
gctaaatacc
   386041 agaaaatcta taaataataa ctgttataga tgtctaggga tgaatactca 
tttaaatcaa
   386101 tctattagat tttctaaaag ccgaccaccg catctttttt tacgaggggt 
gatagatata
   386161 ttgccactat ctatttcggt tataccatgg gctattttag ctggatcaat 
ggcagttcat
   386221 gcgggtttat cattttataa agcactagcg atgtcaggaa ttgtgtttgc 
tggcgctgcg
   386281 caattagtaa gtttaagcat ggtgatggaa ggtgcatcgt tattaaccat 
ctatgtcact
   386341 attttctttc ttactgctca acattttatt tatgctttaa ctttaagaaa 
tgacatttct
   386401 attttgcctc tctcaaaaag attaacttta ggttttctgc ttaccgacga 
attatttgca
   386461 gtaagtgttc ctaatgagaa aaaacatcct caatacttat tcggagcagg 
tctttgcttt



   386521 tatttatttt gggtggtttt tagtttagtg ggtattttat tagcaacggc 
gctacctaac
   386581 ttattaaatt atcatttgga tttttccatt attgctattt ttgttgccat 
gattgttcct
   386641 atgtgtaaag ggaagcctgt aatggcaggc attttaatga cttgtgtcag 
tggttttgtg
   386701 cttaaatttt ttcatataga aggtgccatt ctaatttctg gtttattggg 
gatgtttatt
   386761 gcggtaatag tcgaaaataa aatgggagaa aaataaaatg tcatggctta 
tgattttagg
   386821 actggcagct atcgtatttt ttaatcgtta ttattttttg gaaccaaacg 
taaaagttaa
   386881 attaccagta cttatgaata aaatgttgaa ttattcagct ccttgtttat 
taagtgctat
   386941 ttgtattcca gtaatttttt ttgaaaataa tgaattaaga ggatttttag 
ataatcctta
   387001 cttatacgca acgatatttt gtactgtcgt ggctttctat tttaaaaaag 
tgttaccgag
   387061 cgttctgctg agcctagcat ttttttattt tataaatttt ctaataaatc 
attaagttaa
   387121 agctgaatct ttttaggatt cagcttcttc aaaatttatt gagcaatcag 
tttcttttga
   387181 cggcttttcc aatgaggtaa tatctttgca agataagcat ccatacacca 
gaccggacca
   387241 atcaagagaa attgcaaatc tttaaagaaa gaaggttttt tccttcaact 
ttatgtccat
   387301 aaaattgtcc aatccaggca aacacaaaaa gagcaatata aaatcctaca 
cctactggta
   387361 gaacataaat aagccatgcc atcacaacaa gtagagcagc cattgctact 
gcaagtacaa
   387421 gatcaagccg agcataaaaa atgagtgtca gtactacgag taaagcggtg 
agtagggcac
   387481 taaagtgagc aataattcca ataatcgaaa ataaaatagc tggaacacat 
acccagtgaa
   387541 ttttcttatt tatcgggttt tgatgacttt cactatattc atcaaaccat 
tcaccgatag
   387601 atttcataga ccttgttctc cttgtctaat tttgagtcat tctttttctg 
tttatatttt
   387661 atcctctcgt tatcgggaga gacaagacaa gttgtatatc gacatgtttg 
ttaaatcaag
   387721 taagcctaaa atttaaagtt tattcatttc ggcacaaaaa tgaaaaacag 
cactgaagaa
   387781 agggaggatg agctcaaaaa tttcagatta tttatttgtg attttgagag 
agtcaaatcc
   387841 tcaaaaaaac ctcattttca tgaagaatgg gaaaataata gaaaaatact 
caactcatct
   387901 tgtcttaaaa cgcgttaaac aactcttttt agactaaagt ggtactaggg 
tagcggaatt
   387961 attttaaaat ggctgtaatc gaaaaatatg cgcaaaaatc gataaagaat 
aaatcagtgt
   388021 gtttttgggt taaaaaataa tcatttttgt aatgaaaaaa cgaatctaga 
cacaaaattt
   388081 ttatagtttt tttttgctct ttttatatta aaaaagccac aacttaactg 
gtggcttttt



   388141 catgaactcg aggagtaatc gcttatgaag taggaccgtc tacacgctca 
atacttactt
   388201 tagcagtacc agcattggta ataccaaggc gtttagctgc accgtatgat 
aaatcaagca
   388261 cacgattacc atggaaagga ccacgatcgt ttacttttac cactacgctt 
ttgccattgt
   388321 ctttgttggt gacacggata taacagttaa gcggtaagct acggtgagca 
gcagtaagtg
   388381 cattcatatc gaatgtttca ccacttgcag ttttacggcc atgaaattga 
cgaccatacc
   388441 acgatgccat gccagtttgg ctaaacttac gaacagtatt tgaagctact 
gtgttaagtt
   388501 tttcaatcac tgaaggctca tcttcaggga tttcaatttt agctgcgata 
gcttgacgac
   388561 ggatttgatc gccagaacgt tcagtgattg aaagactgtt aatattagag 
aaacgagaat
   388621 taaagttttg agtatcttta ctcaacacac gagcagctaa atttgcattt 
ggaccatcta
   388681 catcgctatt taatgatgat gattgcatca tttcagcgtg cagtggggcc 
atgcttaaac
   388741 tagccgtcag tgcaagaatg tatttcagcg ataactgcat ttatataaac 
tcctgagaac
   388801 atgcactttt tcatttagcc aaagagctaa aaattgaagt gaacatgcct 
aattattcac
   388861 ttttgcaatt gcttgattgg ggtggataat attcatcgct tacggagagt 
gtctagtctt
   388921 taacgagaaa tagttacaaa aagggcaaaa acttacagtt ttaggttaaa 
aaataaccaa
   388981 atatgtaaca aggtgtttaa aatgtttgta ttgtgatcga tttaacaaaa 
atatttattg
   389041 acttttacat aaactcatca aaaagctagc ctatcggcta gctacttctg 
tacctaacaa
   389101 ccatacggca gtcgcataca ttcggctttt gttataagtc gtaattactt 
gaaagttcgg
   389161 ataggttaaa tagtaaattg gaccgttata gtcttgtaat tgaataacat 
ttaccatatc
   389221 taagtcatca attttgacta acggatttaa aggggaaatc ccttgatttt 
ttagtgcacc
   389281 atacggagtg ggctgggtca aatctttagc aatgatactt tccggatttg 
aacccgtgta
   389341 acgagccata aaaccaatag gttgatcgcg ttgccagcct tgttttgcta 
agtaatttgc
   389401 gattgagcca atcgcatctt ctgcagagtt tcgtaggtcg atatgaccat 
taccatcaaa
   389461 gtcgaccccg tacttactaa tgttgcttgg cataaactgc gggaagccaa 
tggcaccagc
   389521 ataagaacct acaatactat tggttggata accttctttg taagtccatg 
caatgagagc
   389581 agctaactca tcgccaaaat attcagcacg gcgtgggtag ccaaatgcta 
acgttgcaag
   389641 tgcatcacga gtaataaacg aacctttatt ggctccataa cctgtttcaa 
cacctaaaat
   389701 gcctagaata accgcttgag aaacaccaaa ttgttgttca gcacgattga 
gagcatcggc



   389761 atattggttt ttaaagcgga caccacgttg aatagtacct tcgactaaaa 
acatagagcg
   389821 atagtcgtac caaggcttac tttcaccagg gcgagtcata atatttataa 
tgtttggtaa
   389881 attttttgca ccattcatag cggcgtcaac ctgttcaccg cttaagccat 
aagtgctcat
   389941 ggctttttgt ttaaaattta aatagttagg atgagttaca aaatcattgg 
cctgagcaaa
   390001 atgacttgtg ctaataaggc cagtacacaa ggcaagcact tttaaagttt 
tattaacaaa
   390061 ttgagacaac atatcttttt taaattccag attatcgatg tgtatgaata 
gacatgacta
   390121 aaccaaaagt ggccattaaa gtaataatag cggtaccgcc ataactcata 
aaaggtaagg
   390181 gaacacccac tacaggtaaa ataccactga ccattcctgc gtttacaaat 
acataaacaa
   390241 aaaaagacaa accaaacgcg ccagccacta atcggccata attgtgaaag 
ctttgtaaac
   390301 cgatttgaaa tgttctaaaa ataatggccg aataaagaat tactaatata 
agtacaccaa
   390361 ttaaaccgaa ttcttctgag taagcagcaa taataaagtc agtatggcct 
tctggtaaga
   390421 agtgcaaatg tgattgagta ccttcgagga aacctttccc tgagaaccca 
ccagaaccga
   390481 ttgctgtttt ggactgaata atgttccagc ctgttcctaa agcatccgct 
tctgggtcaa
   390541 gcaacgttaa tacccgttga cgttgatagt cgtgtaaaag gaattcccat 
gcaattggaa
   390601 tcacaatagc tgcacaagct gctgctgcac cgatcatgcg ccaagatagc 
ccacttaaga
   390661 acagtacaaa aatcccactt gctaatacta atagtgatgt tcctaggtca 
ggctgttctg
   390721 caataagtaa aaatggaaca ccaattaaca ttaaagacaa aataacctgc 
gagaagctag
   390781 gaggaagagg tttacgagct aaaaaccatg caaccatcat tggcatgcca 
attttcataa
   390841 attcgctggg ttgaacactc ccgaaccccg gaatatcaat ccagcgctgc 
gcgcccatgc
   390901 gaacttcacc aaaaaccata acgccaatta aggaaaacag gccaaataaa 
taaaaataag
   390961 gtgaaaaagc ttgataaacc ttgggtggaa tttgcgctag gctaatcatg 
accagaaagc
   391021 cgataccaaa gctcatggcc tgtttactga cgagtcccac atcttgtgca 
gatgcactat
   391081 aaagtaccgt taaacctaac aatgcattta ggaataaaaa taggcataac 
caagggtcaa
   391141 tatgaagctg ctgccagcgc gaaggttgca tggcagtact aaggccatct 
cgaggagctt
   391201 ggcgtaaaaa tttatattgt ggactaggag acatgcggct ttaactaaag 
gtcaatcagt
   391261 gcttggcgca tgctaacata aacctgattt atgacaatgt atatcaatat 
tttgcaataa
   391321 aaaaacctgg ctctcaccag gtttccgata gactattttt tattagttaa 
agaatagtcc



   391381 atcatgatat tcagccatcg cttttagttc agtgcgattt aaacttggaa 
tgagtttgtc
   391441 gatcgcaata tgaactgctt tagttacagc agcagcgcca atatcggctg 
ctttacgctt
   391501 aatcatgcct aaatctaatg ttttattaaa gtcagacata aaatgtctca 
ccatagcatc
   391561 accgaactgt ttatatagtt ctgctaatgc tgctttatta atgtcattac 
ccgcctgaag
   391621 ctcggcaaaa ttatgcttca agttggtaac taggccagca tctaaagcaa 
cgccaacttt
   391681 atattggcct tgcggatctt taaataagct tttctctgaa aactcaactg 
actgtttaac
   391741 cacatcgttt ggcgctttgc tgagtaattg ctttaaaagc acggcaactg 
ttgatttgac
   391801 ataaccagct agtttttcgg cagtatctct tttttcactc gctgggaaat 
gttgtactaa
   391861 ctgggtaagt acattttcaa taatttcttc attgagttgt aaagcgattt 
tgtctcgaag
   391921 tggatataac ggttcactag aatttttatt cgcaattcca gtctgtatat 
cgttcaataa
   391981 gccttcagaa ggggtaaaac caaaaaacgg catggtgtat cctcaaatta 
ttcgttttat
   392041 tgtcgtgcca atcgaatcgg ttttggcatc catgtaagat ccgatactcg 
gcaaggattg
   392101 atatcaagtc caccgcggcg agtataagtt gcataaacca tcagcttttc 
aggttgcaaa
   392161 ttttgccaaa tatcggcaaa gatttgttcg acacattgtt cgtggaaacc 
gttatgctga
   392221 cggtacgaaa taatataggc taaaagacta cgataacaag gttttttgcc 
cttaaaacga
   392281 ataaaaactg tcccccaatc cggttgaccc gtgactgggc agttacttct 
caaaagatga
   392341 gaatacagtt caacttcgat ttcttcatct gactcatcaa gttttaagag 
agtagcatca
   392401 ggatgttgtt ctaaacgctc tggcataaga tcatcaatac agatcccttg 
aggtttagaa
   392461 atctctaaat catctacttg aaatagggtt aattcaactt ttgcacctgc 
cgcagcagat
   392521 aaatcttttt caactgtttc aatgaatgac tgtgtagagt caaactgagt 
gaagttaaga
   392581 ctattgaaat aaagttttaa tgactttgat tcaatcaaat tcggtgaaga 
agctggcagt
   392641 gtaattctgc cgatagcaac ctgtggaata ccgtgagcat tcaaccaaga 
aatttcgaaa
   392701 acgtgccacc aatctttacc ttgggttata ccttcgatat gagcatattt 
ttcacgagat
   392761 tgagcacgtg caattggaaa taacacatcg ggttgatagc tagttggata 
ttgggtttct
   392821 ttacccaata aagactgttc gacactcatt cacgcattcc tgaaccacga 
gcaagtaaat
   392881 aataagcaat tccgtaaagt acagcacagc ataatgtcac aatgattaaa 
gagaacgaaa
   392941 cgttcacgtc actatgacct aaaatgccga aacggaaagc atttaccata 
taaacaatag



   393001 gattaattaa agaaagtttt tgccaaaaag gaccaagtgc actaatggca 
taaaacacac
   393061 cacctaaata ggtaagtgga gtaagtacaa atgttggaat aatagaaata 
tcatcaaatg
   393121 attttgcgta gactgcatta ataaaaccgc ctaaagaaaa taaaacggat 
gtaattaata
   393181 ctgtatatat agttacgaac cagttatgga taaaaaggtc agtaaaaaac 
atactcatcg
   393241 cggtaacgat tgcaccaacc aagacacctc gacaaatacc accaataaca 
tagccccata
   393301 agataatatg taagggcaca ggactcataa tcagctcttc aatgcttttt 
tgaaatttca
   393361 cactaaagaa actcgatgat acattggcat aactgttggt aatgacagcc 
atcatgatga
   393421 ggccaggtac aataaattgc atgtaactta cgccacccat ttcaccaata 
cgtgagccaa
   393481 ccaaattacc gaaaatgaca aagtacaaac tcatggtaat tgcaggtggt 
aataaggttt
   393541 gcggccaaat gcgtagaaat cggcgtactt ctttacgaac tagagtccag 
agggcaattt
   393601 gcagttggtt aaagttcatt ttgccgctcc ttcaagattt ttctcgacca 
ttttgacaaa
   393661 tagctcttca agacgattcg atttatttcg catgctgcga acacgaatac 
cttgtgactc
   393721 taaaagttgg aataaatcat ttaatgtatg tgctttatcc attgttactt 
ctaaagtact
   393781 actatcaatt aagttgaact tcacaccaat aatattgagc tggagtgggg 
caataggttc
   393841 agccaaatca aaaataaaag actcttcact cagctggttt aagaaacttt 
tcatgctggt
   393901 atcttcttta atgacaccac ggtcaatgat ggcaatttga cgacacaaca 
tttctgcttc
   393961 ttcgagataa tgtgtcgtta aaataataga agtaccgttt tcgttcattt 
cagtcagaaa
   394021 atcccacata gaacggcgta actcaatatc tacacctgca gtaggctcat 
ctaaaataag
   394081 aagtttaggc tcatgcatca tggcacgggc aatcataaga cggcgtttca 
taccacctga
   394141 cagcatacgt gcttgtatat tacgtttttc ccataggccc agtttttcta 
aataatgttc
   394201 tgcgcgcttt tctgcaatct ttctatggat accgtaataa ccagcttgcg 
ttactaaaat
   394261 atcaaatgct ttttcaaact gcccaaagtt aaattcctga gggacaacgc 
caagctgctg
   394321 ttttgccaag gatggatgag tatcgagatt atgtccgaaa atctcaactg 
ttcctgaggt
   394381 ctttttcgtg agggagctga taataccaat ggttgttgat ttgccggcgc 
catttggacc
   394441 taacaacgca taaaattcac cttcaggcac agtgaggtta atacctttta 
acgcctgaaa
   394501 accattacga tatgttttgg acaaatctct taaaaccaaa gcatcagtca 
tgaaattctc
   394561 acattatgaa agaggggtat attttgagcg ataatgatta ataaaccaag 
taaaatagtc



   394621 ggaattttat aaaattgaga taaatttatg aagttattat atataaaatg 
gtgcgctcgg
   394681 cgggcacttg atcaaaaata acaacttctt aggttttttt atcttttctt 
attatttcat
   394741 acaaaacaat caaatgccaa attagccaat aatctgtact tctattattt 
cttatttttt
   394801 cctattattt cggttatcac aattacgcca agattacgcc acaaaattat 
ggcttcattt
   394861 agacaacgca acaatacatg gcgagccgag ataagtgtaa acggaattcg 
cgaaagtgca
   394921 acctttgata caaaagcaca ggcacgagct tgggcatcta aacgcgagac 
tcagttacgc
   394981 gaacaatcgc atggcaaatt accagatcac tcttttttag aagctattga 
acgctactta
   395041 agtgaagtga gtgttaaaaa gaaaactcat gagaatgaag tcaagcgaat 
ggctttcttc
   395101 aagcgtgagt ataaaaagct atgtcaaaag caattggcca aagtcacaac 
tgacgattta
   395161 gtgcaatggc gcgactcccg attaaaagaa gtgcagggtg ctactgtccg 
gcgtgaagca
   395221 aatattttag cttctttatt tactgttgcc cggaaagaat ggaagtggat 
taaagagtct
   395281 ccaatggccg acttgacttt accaccacca tcaaagcacc gagatagacg 
aattgctcag
   395341 gatgagattg atagattatg tcttgcagca aattgggata acaatgtacc 
agtaaattca
   395401 actcagcaaa ttataattgc ctttctcttt gcaattgaaa cagcaatgcg 
tgctggtgag
   395461 attgttgggt tgacttggga tcgtgtttat ttaaaagata gatatttagt 
tttaactgaa
   395521 acaaagaatg gtactaaacg aaatgtacca ctatctaagc gtgcagttga 
gttgcttact
   395581 ttattaaaag gtcttgataa aaagcaggtc tttacttgta attcccaaag 
ctttgatacg
   395641 ctttggcgta aattaagaga tagatgtcaa atcactgatt tgcatttcca 
tgatacacgc
   395701 catgaggctt gtacacgcct tgcaaggaaa ttagaagttt tagacttggc 
ccgtatgatt
   395761 gggcataaag acttaagaag cttgatggtc tattacaatg ctactgcaag 
tgaaattgca
   395821 acgaggctag attagccccg ttgcatatcc aagattaagc ccaacgatta 
aattcgtgat
   395881 gatcaatacc acatggttta cgctcaacaa gatttaaaca ttcgccttga 
aaaaccattg
   395941 gcaaatgttt ctgtaatcct ttttcaaaat cctgtgtagc cgccttcatt 
tcatcaagca
   396001 acttagccag taaagattga gcgtcttcac gatctcgaag taagcgctta 
actaatgctt
   396061 cctcacatgc gtaacgtgct tttaggtatg gctcaatgat gcttagaatg 
cgattaaatt
   396121 cttgtgccag caatggcaaa tgttcaacct caaacttagc agggctcggt 
acgccagtca
   396181 cattgcgaag cgagtaccaa attgcgctgc tgactgattg cttctgatct 
aagtgacctg



   396241 cacagcacca aatcagacgc ttgatgttta acatgtcatt gttgttgata 
taattgcgtt
   396301 tttcgattgg ttttggtgct tcgtatttgc ctgttttgcg gatggttggc 
aaaacttcgt
   396361 taaataccca atcttggaat tgttttgctt ctggtttatt tgaacgaaag 
atgatccgat
   396421 aaagatttgg ctcattaaca aatttaatct tttgatttcc accatttgta 
ggggtgtggc
   396481 aatctgccaa ccccttttca tccaaatcac gtaataaacg agaagtacga 
tcaactgata
   396541 aaacacagca gacatcagca agacaaaacc acggctcagc atcaattaac 
tgaacgcgaa
   396601 cattataatc attatgaaaa gtaaaattag aaattgcatt catggtgaat 
actccttgag
   396661 atagggattt tcaccaccaa aattgagacc aatcaattag ggtggcaggt 
taaacggaat
   396721 tggtcttact agtctcaagg gtctagcgtg ccgaagcact tccgcctaac 
ccaccataac
   396781 agggcatttt ccacagagtg tagaaaatta taggcaaaat aaaaccgcta 
aatgcggtct
   396841 ttcgaccttg agaaactttt ggagaccaat ccaaacaccc gattttgcgg 
gtgcatattt
   396901 aaattacatt caattcgatt cattgtcaaa tcacttggct attttacgtg 
gtcgtcctct
   396961 tttaggttca tcatctgact gttcgttcaa ccagtttgac aactctgcca 
agttccatcg
   397021 tcttccttga ccgcacttaa taacatagcg cggtttaggg aaggttggta 
ggcagcaaac
   397081 tgctgcctta aaatgtacat ctccatatcc caagaactca gcagcttggg 
agtcattaag
   397141 ccagatgtcc gaaggtggta acgctacaac aaagttacta cctatattcg 
caattgctgt
   397201 catttcaccc ctccttactt tccgcttttc taaaatcagt gccttctgga 
tctatcccaa
   397261 aatattcaca aatttctgta gcttttgtcg cacctggccc atgtctggat 
acatgaaccc
   397321 aattcaaaac gtactttggc tttttactat tcatgagagc cattagataa 
agttgctcaa
   397381 agttaaattc actcatccct cagctcccga ttcgctttcc agcttcattg 
caccttcttc
   397441 tggatactca cttatataaa cgtagtaacc actgccgcta tgagcttcct 
caaaccaagc
   397501 aattgttaat tcagtttcta aaagttctgg atctttgttt ggtgcaccaa 
agtttgctgc
   397561 tgcatataat tgctcacagg ttaagtaaat ctttttctct ggcaccgcct 
gagctttggc
   397621 tttattccaa aaactccata attggcgtgc ctgttcacgc ataaagaaga 
cttcaccatc
   397681 cataattgaa tagctgaata gatccttatt tttgtacgtg tcagctaaat 
caggcacaaa
   397741 ccaaagctcc atagtttctt tcttgaaaac ttcaatttga gcttctagct 
ctcttccctt
   397801 attcaaatct gtcatgctgc tgctccttag ctcggtcttt tgctgaattt 
gtcgaacgtt



   397861 tgcatgaact gatcaacact aaattgaatt gttttcttgg cattgtgcgg 
ttcaaattga
   397921 gcagcatata gagccatacc aagccacatt actgagaatg tgaaaacctt 
tgctgagtct
   397981 ttatcttggc tattcatttc atcaaccata ggcccaataa ttttcttaaa 
aatctcttct
   398041 gcgatctggt cagaagtacc gctaattgtg tttaattcga tttgtttcat 
gctgccacct
   398101 tacccttgtt gctgaattgc ttgatttact gcattgatgt catttgaagg 
agcttttttg
   398161 ccttctgata actcttgctc gtttttctca gcaataactg tttgccatgt 
agtttcaccg
   398221 tttttgattg caccaaagac agcgcgcaat tcgtcaattt gggcaggtga 
gcactgatca
   398281 agagggcagc cgatataatc aacaaggttt tgagctttaa caccaatggt 
gttgaatgaa
   398341 tctacaattt gtttgcggta cttctctgga tcttctttga tgccactttg 
acgggtttgc
   398401 agaattaaat gctctgcttc atcctgtaga tcacctggaa tgatacgaag 
tccagcatta
   398461 cgaatagctt ttgaaattgc cgcatttcgc ttattaagca tttcatcttc 
agtggcaaca
   398521 acctcatata ctttttgacc ctcactattg aggcgctcac taacaacatc 
acgacccgca
   398581 attgccttgc gttccactgt tttattgatt tttatgtctt gtgggtatgt 
tgtatttgac
   398641 tcaagatcag ttactgagac gcgatgaatc tccttatgtt catcttcaaa 
tatcattgtt
   398701 gtttcaacaa gaatatttgt catacagcga attgcgacct caacaaaacg 
tattcctaaa
   398761 cctgttacag atcgaccacc tacgggcttt ttgtagtagg tagatgtatt 
gtcagcaaat
   398821 gaagggcgac ggcattcttt taaaaggtct tggcgcacag catcccaatt 
tctagggcga
   398881 tgcatagcca tcatataacg cgcttcaact tgagcctttg cttgtgctgc 
aagtacgttt
   398941 gctgctgttt cagcttgagg aacaatgcct tgatttaatg ttgcaagcat 
attcattgtt
   399001 attctcctag aaattctttc ttagcccata aaggcaaatc aattggttga 
atctgttttg
   399061 tgtagccttg ccactcattt gactctttgc attgaagtag agtcagcatt 
gcagatcggc
   399121 gtttctgctc accaataaac agcatttcat ctgatgcgta atagatgatt 
gactcatgcg
   399181 gatcgtcttc ttctactgca aaaaatagga aagaagggtt gtattcatca 
ccgtaataag
   399241 ccttgtatcc attgatatac atagccgctg aaagtgagta gtcatagttt 
tggcaacttc
   399301 ttgaaaatgc attcgcacgc gcatccgttg tctttttgat gtctacaatt 
aacccgttag
   399361 ggaaatattc acttgtttca ggtgctacat gccaatcagg gcgaatacga 
cattcaagac
   399421 ctgtttcttc atcatcaaaa aagattgaag cttcacgaat accacccgat 
aaaatcatgt



   399481 tgtacattgg gtggcgtttc attgcttccg cagctttagc ggctgcttga 
tactgttctt
   399541 cggtaatgat tgtcttgctt gcattgtcct gtaagaactt tgctattgct 
tctttaccta
   399601 catttgttcg cttattaacg attggttcga ttgcaacttc atcgttaaaa 
acttctggtt
   399661 caaggaatag aacatgaacc gcagtaccaa gtgccattgc aggagtctgc 
ttgtgttcct
   399721 tatcactcat atgctcagca aagaagtggg caggagaacg cagaatggtt 
ttaagctgag
   399781 agctactaac agccgaatga gcgtgatacg ctgcattcga catgttatgt 
accaaaactg
   399841 gcgcattcat aatcttctcc taattcttaa aatggcaact gctgagtagt 
gtctgaatac
   399901 cggacttcaa tttgtccttg tgtagactcc tcaattagca tcttgaagta 
ggccattgcc
   399961 tcagcaagtg ttgtctctgt tgctgaagca ggacgacgga taagcacatc 
aatggcttca
   400021 agtagttttc ttttctcatg cacttgatca caccactccc gctcttcatc 
tgccaattct
   400081 tcggcgtagt atttaagctg ctcgtttaag ctatgtactt gtgcatctgt 
aagcttgaaa
   400141 cgtaagccaa ttggtgactc aatgccgtct ttatcagtca caacagcatg 
agttcttgtg
   400201 tctactacaa gcacttcata ctcttggtca tgtgcacaac cactgaactg 
atcagttact
   400261 tcacgagtgt cataagtcgt ttcggctttg atctggcagt taagaacatt 
gcagccgtaa
   400321 gttagatcga aatagaccgt ctcaccttcg acttgaatgt cagtagacat 
atctaagtaa
   400381 gggaaagaag ggcatagcag ctcgggttta agggctaaca tattcattag 
ataatccccc
   400441 agtgaaccgc caagatgagg ttaaacatca agatgtataa aagggctatg 
atcatgaggc
   400501 acctcgtatc tttctgagtt gcgctacgac ttgcttgatt tcttcttcgg 
tgcgccacca
   400561 accaaagtaa gagtaaatgt cactcccata ttcagcagat cgcgagtagc 
cacatttgct
   400621 attgtcatca ataaaccaaa cttcttgacc aacttctggc tcaaaaggct 
tcggtagctc
   400681 aagttcaagc ttgatggttt gaggtttgag gcggaaatca acacgaacat 
tatcaaaaat
   400741 atcaagattg tatttgctct catctaagtc ataccagttg acacaattta 
cattcttgat
   400801 ttgaatatca actccattag cccacgcaag ctttgcctcc gcaccgctaa 
tcaaggctgg
   400861 gtcttggggt tgagtaatag gcgtcaggct attcgcaata taatcttcat 
agtcatttga
   400921 tttattaatt gctgatttac accattctcc acaccagtaa taaatgacct 
tatcgctagt
   400981 taaatagatt gattcatcca gcttgtcgcg atgtgtcgca tctctcacat 
cattacgctt
   401041 caacacgaca aggtcgcgga gttgagctat agtaatttct acgcactcat 
ccaaattcat



   401101 attgtggcgg tagaaacttc cgctaccatc ttcaaaaact gcaacccatc 
ccacatatgg
   401161 ttcatatgaa gagttatcag gctggtaacc aatcttttta aatagatccc 
ttgcttcatc
   401221 tgcgctagct tcatctttaa ctttgatttt gtagttatcc atgagagggc 
tccttgtctt
   401281 cttccaactt cttaagtgct aaatcccatg ctgctttttc agtattagct 
gagttagcaa
   401341 agaaatattg gccttcaaag atttggtaaa actggaacat gccagcacca 
ataggcttac
   401401 aataaaggtt cgggtttgcc tggaggcata atgcttttga gttcattagt 
tagctccttc
   401461 cacttgcaca cgcacataca tgttctgttt tgctttgagt tcgtttgctg 
cttgttcgtc
   401521 ggcacagcta cgtaaaaaac ctacagctaa aaagaaaact acccagaaca 
ataagaatcc
   401581 tgacgtacca tcaacaaacg cttgcttgat tgaatattta ttctcagtca 
ttgctagatt
   401641 cctcctgaac tggatgaacg tagctatcac acatattcaa aagcattgat 
ttgtgttgat
   401701 tccaaaattc aagcgcttcg ctatccatgc gcgtgatacg cgcatcatca 
aatgatttcc
   401761 aatcttcaac actgtgttct tggcagccaa ttcgcatttt ccccaagcca 
ctaataatca
   401821 cattccagcg caatccgtaa acaatgagcg gggcagcttt ggcaccaaaa 
aggtcggcac
   401881 cgcgaaggtt ggcatcgcga aggttggcac cgcgaaggtt ggcacagcta 
aggtcggcac
   401941 cggcagcaat cgcactttct aatacatgac gagcaatcat tcctgattcc 
ataccttcag
   402001 gaacatcaca ggtaaaaagg acttcttctg tgaagcgatt tttaatttcg 
aatttctgtg
   402061 tcataatctt ctcactcatt gagtaaaagt cccgtcggtc gaatgtctgg 
gacttttttg
   402121 ttgtctgtga gataaatatc gcatttccga tattattagt caataggtaa 
tccgatattt
   402181 ttatagaaaa tccgattttt tatgctttaa tagacaaaag aaaacccacc 
gtggtggtgg
   402241 gttggatggg gaaatataaa aataattaaa acaaaaatcc aagttttgaa 
aataaataag
   402301 accagttacc acattcaata tttagttttt cacaaatatt gggaactttc 
atgttgtggc
   402361 cttgtgattt agcatcccag tttaaaaaag gatttctttg ctcgcacgtt 
ataacacaag
   402421 catctgaacc ataatgatga gccaaactaa caacatcaag atcagcgtaa 
ttatcttttg
   402481 ttacgtggtg tgaatttttt gatgcattat attttaataa ctcttgtttt 
aaaccaagga
   402541 ttgatgctcc gtgttcattt ggcttgattt gatgaacgca gaaacgatca 
agaaaggcat
   402601 gaaatattga ttcatcatac tcatagtctg caatcttttg ttcaatttca 
tgcaaaacag
   402661 cttcacacat ataaaactta acttggttgg ctagtctgga gctttctaaa 
gaactccata



   402721 tttccttaaa tatttgttct ggataatttc tgtaacaaaa gtctaataca 
gcatttgtat
   402781 ctaagctaat tttaatcatt attagaagac cttttgctgc aattctttaa 
aggctgacgg
   402841 ttttgatgtc ttattgaatc caagaatatt tttggcggta ttggatgata 
tgcgctcttg
   402901 ccacattgca ctcataactt tttcaacaaa gttgtagcca aaatacttta 
agaccatatt
   402961 ttccttctta gaaccgaacc ccccaccatt ttctttgggt ttgatgtaat 
ctaaataatc
   403021 agcaagctga tcttgattta ttaatccaag tatttttaac tgaatggcaa 
tagctgcctt
   403081 gcttgctttt gtttgttttc gaataagaat aacattctct tcgatggtta 
aattttcatt
   403141 aaagcaatca gccacaatat tttttggggc taaaacatac cctgtaactt 
gatcacaata
   403201 tttttcaaga ctattgtcag attctagtaa tcgcccatca aagacactac 
tacctaatcc
   403261 taaatggaca atttcatgaa ctaaagtaaa tagctttcta gattgagatt 
gtcctgagct
   403321 aaaaatggca ataatgggta ccgcatcaaa atacaaacac ataccatccg 
agccaaattt
   403381 atcacgccct ctatctataa ctactacatc catgagctct acaatgtctc 
tccaagcatt
   403441 aaagtaatca tctgaattct tgattttttt gctgtgtgtg taaaaaccaa 
aatagtcaat
   403501 tattgcttga gcatcttctt ctgcattagt tccgctaagc ttcaaatcga 
aagctttagg
   403561 ctcttcattc agagaactta atatagatat aaagttatct ctaacttggc 
aaaattcctg
   403621 cactaaagca ttttctttat atctatcttc tgggatatct atatgatttc 
taaattctat
   403681 tatttcaggc gtattacgct catagataaa attatcagtt gttagataca 
ctgttggcac
   403741 aaataaaact tttgaaatag tttctaattg gctcagctta aatacttcaa 
cttcatccaa
   403801 ggccttatta attttgcttt gagatatctt agttaaattg gcgagtgcac 
tcgctgacac
   403861 attcatgtca gtcatatagc gccttagcgc atttggtgag tgtttaacca 
attcaataac
   403921 catcagtctt taaaagcctc ttgtagatac ctagcattat actagattta 
ttttagcact
   403981 tgctgaattt agcccaatta attcccaatc caaaacccca caaagcagcg 
taatgtctgc
   404041 cttcacctta tccaatgact gtaccgggtt cacagtttat taatctttgg 
ttttattaat
   404101 cttttgctca agctttcctt cttttaccaa ctgcacgacc tgctcattag 
taagcacagg
   404161 aataaagacc ttatcgccaa tgtctttaga aagaatcttt acttcttcgg 
ctgttagcac
   404221 caaagcttca ccatgtttcg cagcatcatt gatgcgagca ataatctggt 
tgattggtag
   404281 ttttgaattg tccatatatc acctaaaacc ttaatttaac tttttctaac 
acgctttgga



   404341 cgtgatccgc ctaatggtct aaatgcatca ataactaagc ctacgagctc 
cataccatct
   404401 tcaaattcaa taatattagg atggaagttg gggtttaatg cttgcaagta 
tttgcgctgg
   404461 tcgctttcaa ttacaagctt cttaaaggtt gcgtctgaat tatttctaac 
aacgatgagg
   404521 tcatcagcga ttagatcgca aacttgatag tttggattaa ctaaaatgta 
gtctccctct
   404581 tcatatctag gggaattact tactccaact actctcaaat aaaaacaacc 
atctggatca
   404641 tctgcactaa gtggtggcaa ccattcattt attttattag gatcgatagc 
ttctactgat
   404701 gtcattgtcc ctgcctgcac ccaagaaaga acgggaatta gttttttagt 
tataggctca
   404761 acattattgt caaacttact gacaattcct ttttttagct cttctgcggt 
aacaccaagt
   404821 gcggtagcca gctcaagtat agagcctgtc gatttggcat tccctgtttc 
gagatcagaa
   404881 attacagatt gtttgacacc tgacttcata gccagttctt tttgagtcat 
tttcttagct
   404941 ttgcgaattg cttttaagtt ttcgcccaaa gtagccataa atttgtccat 
cgttacttct
   405001 atcggaattc tgatacatat ttcaatcggt ttggctattg aataaatatc 
ggaaaaccta
   405061 tatatttaat aaaaattatc ggagaccgcc catgaatcaa tggcagaaga 
tgatctctga
   405121 gttaagggaa aagggtctta ctcagacatt tatagccgca gaaatcgggt 
gctcacagaa
   405181 ttacgttagt gatttagagc gcgggttatg tgggaaacgc ctttcatatg 
atctaggaag
   405241 aaaactagaa aatttatgga aggaatattg ttcaaaacaa ttaaccgctt 
aggaactaaa
   405301 ccatgagcaa agtatcaacc gaattgagtg caagggctag aaatgaagtt 
tctagagttt
   405361 tgcaagccct tgcatcaagc aatcaaagtc aggttgctga acagttgggg 
attgatccaa
   405421 gcacattatc acgaatgaaa aatgatagaa aatccaatgg cttgactgag 
cttgagaact
   405481 gtttagtgct attggatgtt cttggattta agactgtcct caagaaatat 
cgaatgatta
   405541 gcgaggaaaa actaaatgcg ctttttgtga tgtcaaaagc gtggatggaa 
agcaaacaaa
   405601 caattgacga tctttttcaa gatgacattg aagatttcgg catgtgtttt 
gagcttggat
   405661 ataaagaaaa agcctgatgg tgacaatcag gctcaatgtt caaacaaggt 
ggattaaatg
   405721 aactatcaaa tattagcaga cattgaacta aatcggaaga ttagtttgtt 
tcaaaaagcg
   405781 gttgaggctt atgcaacaga acgcagttta aaaaactcgg tcgctgtagc 
tgaggctaaa
   405841 agtaacttgg agcgtcatta ctatgaatct tacagctttg cggttcataa 
gggagtatga
   405901 gcatggagtt tatgaaggcg cgaaatatgc ccgtcagtat ggtgatcttc 
aaaggctcta



   405961 cgatgcttca agtgatgaat tcttcattga agaaatcaac gatgcttatg 
aagagtttaa
   406021 gaggagccta atatgagctt agacgcaact ctatgggctt ggaaggctcc 
tgttaaatct
   406081 gccactcaaa gattggtact tgtgtctcta gctgatagag caggtgagga 
ttttacttgc
   406141 tatccaagcg cagaaagact tcacagagat acattgctaa acagaaaaac 
cattctgaaa
   406201 gttatttccg atttgattga attgggtctt gttttggaca ctggcaagaa 
aattggtaac
   406261 ggagtgcgtg tactaaaatt agttggtgtt gatggtcgtg aaaaccaacc 
aatcagtacc
   406321 gaaattggta ctggtaccga aattggtact ggtaccgaaa ttgggatacc 
tacccatccc
   406381 aaaaacggta cctctaccca tcccaatttt gggatacaga acctcccaat 
gaatctacca
   406441 aagaacctac caagggaaaa agacaaaaag tcaaaagcga aaaatgagta 
ttccgatgat
   406501 ttcgagaagt tctggtctgc atatccaact tgtaaacgta aatcagacaa 
gtctggcact
   406561 tataaaactt tcaaaaaata tgaatctgag tttgagattg aaaaattaat 
ctcgattctt
   406621 gaaaaacaaa aatccgatgt ctcttggaca aagcaggatg gtgagttcat 
tccatcacct
   406681 agcgtttggc taaaccaaaa acaatgggag aacgaatttt ggtttcaggt 
caacagtcct
   406741 gtggcaactc ctgatttctc taatgcccaa ttgcaatatg gagactggta 
atgagtacaa
   406801 acattcaaaa tatgacaatt gagcagagtg ttcttgttgc actcatgaca 
acaagcaact
   406861 cacttgaagt agttgcaaac gatttgactg aggaacattt ttacgctggt 
cgtcacaaaa
   406921 ttatttaccg cgcaattgtt gagttggcga actcagatat gccttatgac 
tcagtatttg
   406981 tttgcaagca tctacaagag cgaaaccttc tcaatgatat tggcggggaa 
gagtatttaa
   407041 ttgaacttaa cagtgcagtt ggtagcgtac accacctaga atattttgtt 
gctgagttga
   407101 ataaacttaa gcagcatcgt gaagttgaaa atattggtct ctcgattgca 
gagtgcgcta
   407161 aagatttgac cattactgat gtttacttag ctgctgagaa tttatttagt 
tcgtctagta
   407221 attcaattga gcaaaagcaa acaggctttg attttaacca agctttagaa 
aagacacttg
   407281 agcgatttga gaaaaagatt gcccagaagg aacaaaaggg cttcataggt 
gtccagttca
   407341 atattcctca tcttgataac cttcttggca caatcgagaa aggacatttt 
tgtgttattg
   407401 gtggtcgtcc gggtagtggc aagtcaacac tcgcgcagat gtgtgcaatg 
caaactgcta
   407461 agcgctacaa catgccagta ttgtttatct ctgctgagat ggatacgcca 
accctaacca
   407521 accgtatgat ctcagcatta gggcatatcc catataacaa tctgcacaat 
ggggaaattt



   407581 atgacgggat gtttgaaaag cttactgcca cgatagctca gttccgcaac 
cttccaattt
   407641 ttattgaaga aaagcaaaag ccaacaattt ctgaaatcca aagctatgcg 
cgtaaagcaa
   407701 aacgcaaata caaggctcta ggctgcatca ttgttgatta tatcggctta 
atccgagacc
   407761 catctaagaa ggaccgcgtt caagaagttg catcaatcag ccgtgattta 
aaagccatgg
   407821 ctaaagagtt tgattgtcca gtaattgcat tagctcaact caaccgagca 
gcagaaggac
   407881 ataaacctgt tgcaagcgac cttaaagact caggtcaaat tgaacaggat 
gcagaccaaa
   407941 ttatcatggt ccacccatta ctcgaaaaag agacaaatgc acctacaggt 
gtaactgaat
   408001 taatcattgc taaaaaccgt cacggtaagc gtggatctgt aaaggttcag 
gatcgcttag
   408061 atatttgtcg tttcgtaggc atgtcattcc cagtggaaga gagaggtgca 
gcgtgactct
   408121 atcagaaatt aaattccgat taatcacaat cgcggaaaaa agaaagcgtc 
cttacttcga
   408181 catgatcgtg gttaaagaag tacatgaggc attcaaaaac aacacctacc 
gcgaattaaa
   408241 aaattacgtg cttgctgaaa tggaagtttc tgttttgaac atggtggagt 
taggcagatg
   408301 aattacaaag aaatgatggc actacgctgc gcgtacaacc atgggttaaa 
aacaaccgag
   408361 acaagagcag ctgcatgctt gtatatcaaa cttagacgtg cagggaagat 
tgaagagttc
   408421 aaagctgaaa gcattaccaa acgtgacgga gagcaacaat gaaaccagaa 
cagtttattc
   408481 gtgattgggg tttgccagag gctaaacgaa ttattaatga gtctcctgaa 
tgggcttctg
   408541 agtggtgcat ggattgcaag gactacatta attattgcga ctcagatgtt 
gttagtgatt
   408601 gtgaatcttg tgtctctatt gctggcctag agcgtctggt ggagtctttg 
gacatcatta
   408661 gcgacctaga tggaatcgat gcggcaaaag gaacattggc tgaattaata 
aagctcgatt
   408721 gggatgaatt tgagcatcgt tggattgata actggatgtg cacaagacca 
cgtttagaac
   408781 aagccatccg cgaccacgaa tcaatatacg gaggcgggga tgagtaaaac 
tatttttaaa
   408841 ttgattgtta agttccttca atttgttgta gtggggcttt ctacgattgg 
cttgttttat
   408901 tggatcttcg gcccagcgat tctaagtgat gacatgagcc gaatgtttat 
tgttgtagct
   408961 gttttatgtg ctggagttat ttcccactta gctaccacac aagaaattga 
tgagtggttt
   409021 gatgagcact ttaaaaaagg agccagccat gagtgagttt aaaaaaggcg 
acatcttggt
   409081 taataaaacg gctgtgaata caggagctat tgagctgatc tatgagcata 
aatactactt
   409141 tcatggcttt agcaaagact ttgggatcat aacaattgca aagaagaaac 
ttgataggta



   409201 tcgcaaagca actgaagcag aaaagcagat aggccaccgc attgactgcg 
aagtattaga
   409261 caaactagaa aaccacattt cgccgaattg cgaggtcaaa aatggataag 
tgtagagaag
   409321 agtttgaaaa gcaaaggtac tggattggat tattcagaac aggtgttgat 
tttgatgtga
   409381 ctcttggtga attcggaaga tacatttcaa atggaacaaa aagtactgat 
gcaatggatt
   409441 tggagtcatt taacgaaaaa tgggaagcat gggcaaactg ctggcagcac 
cagcaagcga
   409501 aagtggagga gctgcaagca ctttacaccc aacaaggcat aaacatgctg 
aagctgcaaa
   409561 agcgggtgga tgcagtaatt atcgaaattg aaaatatgta tttatcaggt 
gccattggtt
   409621 ttgacacggt taagaagtta gagcaagcgc tcaaggggga tcaatacgat 
gaacatcgca
   409681 agaaagcaga agaggccatc tcaaaaggtg caagcctaac caaccatagg 
attgagctat
   409741 gaccacattc aaagaggctc aaagggtcca gtcacaaaag gcagctcgtt 
ctaagcgatt
   409801 taatcgagtg cctacagaag atcaagaaca gatgacgctc atgagttggg 
cgcatcgtgt
   409861 gaagtatggt tcaggtcgtt tgagtgatta cttattccat attcccaatg 
gtggctcaag
   409921 aaacataatt gaagctgcaa agtttaagaa gttgggcgtg aaggctggtg 
ttccagacct
   409981 tcagctaatt gttccaaatg gtgagataca cgggctttgg attgaattga 
agtcaaagaa
   410041 agggaaatta caaccaagtc aaaggctcat gattcaacgc ttagaagaac 
aaggttacat
   410101 gtgcaaagtc tgcttcggtg cagatgaagc catagatgaa attaaaaagt 
atttgatgat
   410161 ttgaggtgac gtgatggtct tttacgaagt tgggacatac gaacaatacg 
aagaaggttt
   410221 tcatgctttc tttcgcactc gatatgaaga taaagctgaa caagtcaaag 
catgggcaga
   410281 ggagtaccaa gctaggacac ctgaatggcc tacaggtgag actgatgaaa 
agcagattca
   410341 atatatggat cttgttcgaa aaattgatga tgagtttgca gagctaatag 
gcaagaagtt
   410401 cccaatatca aactattcaa aagaaatgta ctcaatactt ataaacaaag 
cagaattaga
   410461 tgattaaggg tgacggtatg aaatcaaagg tagatgtaga tgcattaaag 
ctcacactcc
   410521 aatggcaagg attctttcta aagggatggt ttgaagatca ttggtgtgac 
ctcaaggact
   410581 atgcagaagc ttctttaaag ctgcttctaa tcatcctgag aattttgttt 
tctcccattc
   410641 tcattattta tgtcatttgg cagaccagaa aaatgtatga acagatagcg 
agcggagaag
   410701 tcaacagaga aaaagtcaga aatcacatca agaaatacgg caagtaaggg 
gaaagagatg
   410761 aatgcggcag tgaatacaca attgaaaaga aaacatttct cagtggcaat 
caactggcat



   410821 gagaagccaa ttgaatggca tttagagcaa tatgggtcat ggttattgtt 
ggatgatcat
   410881 tattttagtc ttggtgaatc aagtgtacta ggtcatttga ttgatactgc 
taatggtgtt
   410941 gtagttgatc gtcgtcaacg tgttgcccca ctatgtaaaa tcaatgatga 
gcatgccgat
   411001 gcagtggcag atatgcttac tcacttaatg cagaatgaaa caactaaaac 
aaagcaatgg
   411061 atgagaattg tcataatgtt ttatgttgaa ttcaagtcag aggagacaat 
tgctaagaag
   411121 cttggagtgt ctgaattctc agtagctcgc gacaaaatgt taggcatggt 
tcgcttggct
   411181 actaaatatc aattcaaaag tcgcataata ggagcttgaa agtcagggtg 
tactttgata
   411241 tattcatgtt atagtgacag tagtgtatgt ggttcactgc cttatttcaa 
aagctcactt
   411301 aatcgtgggc ttttttgttg cctataggaa agttgcccga attggtaaag 
gggatggcct
   411361 gctaagccat tgttgctatc agcgacgcat gagttcgaac ctcatacttt 
ccgccagtaa
   411421 tggaagagta atccaagttt cggcctaatg gatgcggtct tgaaaaccgt 
tagctttaaa
   411481 tggcgtgtgg gttcgagacc cacctcttcc gccaaattct aggaggttca 
catgctccga
   411541 attattaagc aggtcttttg catacatgtt tgggaatatg aatccgacat 
gttcaatcag
   411601 aaagaatgca gaaagtgtgg aaagattaag tgtttgtagc cctgtcgttt 
gacggggttt
   411661 tctttttcta gcgtttaatt tagagaaatg agtgggcatg gttagtttgt 
ggtaggaaaa
   411721 cgataggata cctcacacca caataaacgt tcttatcaca aagctcattt 
catctaagtc
   411781 aaatggattg gggtatttat gaatcgaaaa cagaagaaag caaagcgatt 
gattgctaag
   411841 gcacatacaa aaaagcaagc tcagatctat atgactccca aagagaagca 
agacatttat
   411901 gagtggaaca ctgctcacaa tgaactgcat gaagaattca tggaaggttt 
tgaagagcct
   411961 cagttcatta agggctttaa ggtcggcatt tggcttgcat tctgtgctgc 
aataatttgg
   412021 atattctggc atttcttggg gtgaacatgg acacaatcga agcgaagaag 
aatttagaaa
   412081 tctataaacg taatcttagc cgattagaaa actataacca tttattcagc 
agccatacgt
   412141 ttaagactga atgccagcgt gaagtaaata ctctcagaac cagaatagag 
aatctagaaa
   412201 atgcgttcga caaagaggct aaacgaaata agagcgttac catgcgttag 
atgcggatat
   412261 cctcactcac aagcggctca ttctaatttc agtgaacatg gtaaaggcaa 
ggggattaaa
   412321 gcagatgata aatacacaat acctttgtgc cattcctgcc atcaatggtt 
tgaccagtat
   412381 cgagggatgg gacttgtaga atctaaagaa tggttcgaca agatgttaga 
aaaaacagag



   412441 cggatgctta atcttaaaga tgataaggtg ttttgaaatg gaacctagat 
tcgtcatcaa
   412501 aaaccattct gacatcaact atgtaattgg ctatctcaat actaatcatg 
caaaggcagc
   412561 gagtgaaggg aagcctctgg ttgttaccat taagcctcaa agcacaaagc 
gttctttaaa
   412621 ccaaaatgcg ttgtattggg aatggatgca ggaaatccag aataagacag 
ggcaggataa
   412681 agaagactgt cattttgagt ttaagaagaa gttcttaatt catattttaa 
ggcgtgatga
   412741 tgaagaatat gccgagatgt gccatgcaat cacaatgctt aaacaatcag 
aatcagaaca
   412801 atatgaagca gttgctaatg gtgtaattag agaaacttct acaacaagat 
taagtacaaa
   412861 acagttctct gagtacatgg ggttaataca agcgtatgca tcaaaagagt 
tgggtgtttt
   412921 ccttagatcg cctgatgatc catattaaag ggtggtaatt atgaaaagac 
cttatccgcc
   412981 tgaatgggta ttagaactca gtgaagatat gtccatgaac ttctgcccag 
ctcctgaaat
   413041 tactgattgg cttcatcaag ggatattaaa tccagaaagt aacctattta 
atgaagatca
   413101 tgagcactta attgagcaca caggagttaa gtttctatgg gctgagtgcg 
gatttgctaa
   413161 gcaaggtaga gatattcatg ggcaagcaga gatagtggca tttagagcta 
gtggctggca
   413221 aaaagaccga caagaggctc aaatgattaa atggtttggt gaattgccaa 
aagcactaat
   413281 tactcttgat gctcgatatt gcactgactg ttcagatgaa gactttatgg 
cgttggttga
   413341 gcatgagtta tatcacttag ctcacaaata tagctcaatg gggccttgtt 
atgacgcaga
   413401 caataatgca gtcctgcaaa tgcgtgggca cgacgttgaa gagtttcacg 
gggttgttaa
   413461 gcgttatggt atgtctcgag atgtacaaac tatggtggag cttgcaaatg 
atggtccgac
   413521 tatatcaagg gctagtattg ctcatgcatg tggaacgtgt cttttgaagt 
tggcttaatt
   413581 aatcaaccac ttctgatacg taatgataca aagaggtggt tatggcaaca 
ctaaaagagc
   413641 ctgtaaaaat ctttattgtc cagtctcttg cttgtcgtga cacccctcaa 
gaagtagcag
   413701 atgccgtaaa acaagaattc ggcattgaaa ttggacgaca acaagtagct 
gcttatgacc
   413761 ctacaaaggt tagggggaag gatctaagtc aaaagtttgt agaccttttt 
aataaaacta
   413821 gagaagaatt tgacaagggc gcttttgata tccctatcgt taataaattt 
tatcgccttc
   413881 gtgaaatcca gaagatgtac gagaaggctg gtaaaaacgt tcagctaagg 
cagagcttaa
   413941 ttaaattagc aagagaagaa agcaagtcag atcaaaaaga ttcaatgtct 
gaaaaagcac
   414001 aaattgaact tgaaattaag aagcttgaac ttgaagaaat taaacgccga 
gttaatccgc



   414061 ctaaggaaaa accaccagaa gaagattacc gccttgatct aaaaccagac 
gaggaattgc
   414121 cgaatgaacc tatcctttag tcctgaaggt gcagtagaac ttacaccaaa 
acaggcaaat
   414181 atttatgtat ggggctggca acctgaagca cgttttagag atgcagtgtg 
tgggcgtcga
   414241 tttggcaaaa cattcttagc aaaagcggag atgcgaagag ctgcaagact 
ggctcaaaag
   414301 tggaatgtat ctgtagagga tgaaatctgg tacgcagcac caacctttaa 
acaggctaag
   414361 cgcgtattct ggaaaagatt aaaacaagca attccgcctt cttggcgctt 
tggcaagcct
   414421 aacgaaactg aatgtactat cactttaaaa actggtcatg taattcgtgt 
tgtgggcttg
   414481 gacaactatg atgaccttcg tggctctggt ttatttttct taattattga 
tgaatgggct
   414541 gactgtaaat gggctgcatg ggaagaagtg cttcgcccaa tgctttcaac 
ttgcaaatat
   414601 accgttaatg gcgtgcagcg ggttggtggc aatgttctaa ggattgggac 
tccaaagggg
   414661 tataaccact gctatgacac ttggatggat ggtcaaaatg gacgagagcc 
tgatcataag
   414721 agttggatct atacatcatt gcaaggtggg aacattccag aaagcgaaat 
tgacgtagct
   414781 cgtcgcaaga tggacccaaa gacctttcgc caagaatacg aagcaagctt 
tgagacttat
   414841 caaggtgtta tttattactg ctttgagcgc acctttaact gcactgaaaa 
ggttgtaaaa
   414901 gaaggtgacg tacttcatat cggcatggac tttaacgtgc agaaaatggc 
ggcagttgtc
   414961 tacgttcgag atggtgaaga gctttatgca gtaggtgagt ttaaggacct 
attcgacaca
   415021 ccagcgatga ttgaagcaat taaagctaaa tatcaggacc acgaaattat 
cgtttatcca
   415081 gatgcttctg gtgataaccg caaatcaagt aatgctagtg aaactgatat 
tgcactactt
   415141 aagaaagctg ggttcaaggt tcaagttaat agtagaaacc ctgccgtgaa 
agatcgtatc
   415201 aactcaatga atagccgctt atgcaacaca atgggcgaaa gacgcctata 
tgtgaacctt
   415261 aagcagtgtc ctgagtttgc aagaagtctt gaacgacaaa tctatgatga 
tcacggtcag
   415321 ccagataaaa aagcaggctt tgaccatctt aatgatgctg gtacttatcc 
agttgcttat
   415381 atgttcccat taaacaaaaa gacagtggga gaaacttcaa ttattggact 
actgtaggtg
   415441 aattatgaca gttagtactg ttcatccgga ttatgcaaag gcaatgccgg 
attgggaatt
   415501 tatggattat gccttgggtg gggaacgttg tgtaaaagag cagggtgaaa 
agcttttacc
   415561 aaagtcccaa ggcatgataa tggctgaaga agtagatcca aaaaataaat 
gcatctatga
   415621 agcattcaaa caacgcgcag aatatcctga gtgggtgcgt gattctaaaa 
gagcaatgat



   415681 tggtctagtg tcaaaacttg agccagatat caatattgta gattcacggt 
taaaaccatt
   415741 gattgagcag gccacaacag atgggtttgg cttaaagcaa ttattccttc 
gagtagtaga
   415801 ggctcagttg tcttatgcac gttgcgcttt gatgcttgat ttcgacgatt 
caggtaagcc
   415861 atacattgcg ttgtattggg caaaagacgg cattaactgg aaagaaaaga 
ctgttgcagg
   415921 gcgaacagac ttgacgcttt cagtatttaa agaagctcac gataattctg 
aagatgaatt
   415981 tgctcacaat aaagagtgct tttaccgagc tcttgatatt attgacggca 
aatacagatc
   416041 aagattattt actgatgata atacagtaat tgaagaaaca tatccgggct 
taggtaataa
   416101 gacactttcg tttattcctg ttgtttacgt tggcagtatg aataatacgc 
cttcaattga
   416161 cgaaatgcct ttaatgacaa tggctaaggc ggctattaag tattaccagt 
taagtgctga
   416221 atatttccaa gagttgcatt taactagtca tcctcaacct tgggtttcag 
gtgttgatga
   416281 agataagcct ttgcgtgtga cgggtccaat ggctgcatgg caattaccac 
aaggtgggca
   416341 atgcggatat ctcgaaattc aaggtgtagg aatagaagct aaacgcactg 
caatgcgtga
   416401 ccaaaagaat gcagctttag aagctggtgc tcgtgtaatg gacattggtg 
gtgctgaatc
   416461 aggcgaagca cgcaaagctc gtcaagatga ccagtattcg acattgtatg 
gaatggttat
   416521 tactgctgct gaagcaattg agcaggtcat taagtatggc gcattgtggt 
tagggcttag
   416581 tgataaagat taccgtttta atgttaagcc tgactttggc tcattaggtt 
ttgatgtaaa
   416641 tcttgctaaa cagctctatg aggctgtatt ggggaataaa atctcaatgg 
aaacctattg
   416701 ggattatatt cgaacaggaa aaatcccgga tattgaatat tcccaagagt 
tagagcgcat
   416761 tgaaaccgaa atgactaaca gtccaatgac tggatatgtt gcaggggtga 
ctaatggcaa
   416821 ctcagatgtc acaacaggcg ctacttgatg ctctagtatc acatcaagct 
tatctttacc
   416881 gactgtcttc aactgaaatc aataatctct taacgcaatt cgattctctc 
tcgaatgaga
   416941 tgatctcgaa gttaagagac ttgttggatg acttgagcga tgctgaaaag 
acagcattaa
   417001 tgtcaggaca atacacaacg cctgctttga aagaagttag gacattagtt 
cagacttggc
   417061 aggcaagtgt tgcatcaggg ttgcttgaga gcttcacagt aagcgctaca 
accttagcag
   417121 tatatgaagc tacatatcag gctaaaactc tcactaatcg caaaatagag 
ccaaacggaa
   417181 agacgctatt caacaaggca aagaaaacac ctttaagtgg tggtgtactg 
cttgattcta
   417241 tttttgcgcg aattgctgat gagactcgtg tgagagttga gcaaactatt 
cgagatggtt



   417301 tatctaaagg ccagactaat cagcagattg ttcagcgaat taaaggcaag 
aaagcactta
   417361 actatcaaga cggtttgctt gatcagagca gaaaccagat ttctaccatg 
gttcgcactg
   417421 ctcgaagtca tgtgtccaat gtggctttga atgaaacata tcagtccatt 
ggtgttaagt
   417481 acgtaaagtt cattgcaaca ctggatagcc gtacttctaa aatctgtatg 
ggttattcag
   417541 acagggttta caagaaggat gagcctcatc cagtgccgcc acttcaccca 
aactgtagat
   417601 caatcctgat tcccgtttct gatgactcag gaaaaaccat tggtatgcgg 
ccattcaaca
   417661 ataaagtgaa tggtgagggt gaaataggcg ttgtggattc aaatacaact 
ttcaaaggtt
   417721 ggtttgataa acaagatgca gcttttcaaa agtcttggct tgggccgaca 
agatacaaac
   417781 tattcaaaga gggcaaatat tctctggata agtttattga tccgcttaca 
ggtcagccat
   417841 tcacacttgc tgaactcaaa aagcttgatg aagaaatgtt taagaggttg 
ggattatgaa
   417901 agtaattagt cgaggtgtgc tgcccgagtt gcagacctat agagactcat 
gtggcaagtg
   417961 ttattcagtt atcgaatttt aaaagaatga gttgcgagtc atgagcgata 
gaaacgaaac
   418021 tatctatgtg ttgaattgcc ctgtatgtcg taacgatatt tggattgcat 
ctcaagcatt
   418081 aaagccagtt atttatagaa atatgtaaaa caacttaatt caaaccttag 
cagcttcggc
   418141 tgctttttta ttgcctgaag caaagccaaa ggctcaaaca attaaatccg 
caaggcggta
   418201 tctctaggag attttagatg tctgaatttt taaaacgcca attaatgtct 
ttacaaaatc
   418261 aagctggtgc agatgggggt gagggtggtt ctggtgggca aggctcaaca 
accattaatt
   418321 ttgaagatcc tgcaatcaaa gcacagttag accaatacgt tgaacaacat 
gtttctggac
   418381 ttaaagctaa aaacaatgag cttcttggta agaatagatc cttatctgat 
gagttgacca
   418441 attttaaaag ccaatttgaa ggtctggaca ttgatgcagt taaaggcttg 
cttcaaaaag
   418501 ctggacaaga cgaagaaacg aaattgcttg ctgagggcaa gattgacgaa 
gtattcggaa
   418561 aacgtactga gcgattgaaa gccgaacatc aaaagttatt tgatgcggaa 
aaggcgagag
   418621 ctgacaaagc ggaagcatat gcaaataaat ttaagcaatc tgtagtcaaa 
ggtcaaattg
   418681 cacaagcatt tagtgctgca caaggactac cagaagcgac agacgacatt 
acagcactcg
   418741 ctttatctaa gttttccttg gatgaaaacg gcaatgctgt agcgatcgat 
gcaaatggtg
   418801 acgtaattat tggtaaagat ggcaaaaccc cacttactcc taaagagtgg 
attgaagata
   418861 ttcgtgaatc aaaaccttac ttctttccaa aacctaatgg tgcaggtggt 
caaggcggga



   418921 acaattcagg cagcaaaaac acaattaaac gtagtgagtt cgatgcaatg 
acccctacag
   418981 aaaaagctaa ctatatccgc aaaggcggca atgtaattga ttaatggagc 
taataaatgg
   419041 ctaacacttt aactggcctt acggtcacta tttttaatgc gcttgatgtt 
gtttctcgtg
   419101 aattaactgg ttttattcca gcagtttcat ctgacatgac atataaccgc 
gctgctaaag
   419161 gacaaactgt aacttcaccg gtggcacctg cggcaactgc aacagatatt 
aatcctggtg
   419221 taacacctcc taatgatggc gatcaaaaca ttggtaaggt tgatatgacc 
attactaaag
   419281 ctcgtcgagt tccagttcgc tggaatggtg aagaaaagct tgcacttgat 
aataacgggg
   419341 catcttacaa cacaattctt cgcgatcaat tcgctcaagc tatgcgtaca 
ttggcaaatg
   419401 aagttgaagc ggatgttgca ggtttagcaa ttggcgcttc tcgagcagtc 
ggtacagcag
   419461 gcactacgcc ttttgcaacc aacttgaagg acagtgctct agcacttaaa 
gctcttcaag
   419521 ataacggtgc accaaaaggt gatttgcagt tagtaattga tactactgcg 
ggtgctaaca
   419581 tgcgaactct tacgcaatta accaaagcaa atgaagctaa tgacgattcg 
ttgttacgtc
   419641 gtggtgtgct tttagatgtg catggttttg ctatccgtga atctgcacag 
gtggtaactc
   419701 ctgcatctgg aactggtgct agtgcaacaa ctaatgccgc tggttatgca 
attggagcaa
   419761 cttcaatcac acttgcaagt gctggtactg gaacaatcgt tgcaggtgat 
gtgattacct
   419821 tcgctggtga cactaatcaa tatgtagttg ttggtggtga tactgatgtt 
tctaatggtg
   419881 gaactatcac acttgcaaag ccgggcttgc gtaaagcaat tccagcagct 
gcaactgcaa
   419941 ttactgtagc gcccacttca actcgcaact tggcgtttgc tcgatctgca 
attgccttag
   420001 cgactcgtat tcctgcactt ccagaaggtg gtgactctgc agatgaccgt 
atgatcgtaa
   420061 ctgatcctgt tagtgggtta tcttttgaaa tcgccattta ccgccaatac 
cgccaagtgc
   420121 aatacgaagt atcgcttgct tggggttgtg caatggttaa accagagcat 
tcaatcatct
   420181 tgcttggtta atgacttggg gcttcggccc cattcttttt ggagaataaa 
atgtctaaga
   420241 cagtaaaaat taaaccaagc catgaatcac aaggcgagtt cgtaattatc 
tctgtagatc
   420301 aattcaatcc atcggaacat gagttgattg aaggtgaatc actaccaatt 
gatgagagtg
   420361 aagttactaa tgatgcgctt gtccctgtag agcaatttga tgaattggct 
aacaaactgg
   420421 ttatctcaga agaacagctt ttgactgcaa aagaagaatt aatggctttc 
aaaaatgatg
   420481 tgccagctat gaaagcacga attgcagagt tgcaaggcga tgacactcca 
gttggcgcaa



   420541 caaatgaaaa tcagaatcca tcaacagaaa atactggcga tgcacaggca 
agcggtccaa
   420601 aagcgcctgc taaaaacaac aagcaatcaa aagatcagga ataagtcatg 
attgaataca
   420661 ttaccgtggc agatatcgat gcaaaacttg gtaacgattg ggcaggcagc 
gatagtgcaa
   420721 aagctcgcgc ggtaatgatt accaatgttt ggctaacaaa tcttaagtta 
ccagatacaa
   420781 cagataatca gcccttaaaa gatgcaattc tattggcagc agtagagctg 
atacctgata
   420841 ctgtgaatgg aaacctttat acagaagttg aaactggtgt gttgagcgag 
acagtatcag
   420901 cacaatcggg aacaagcgtt tctaacacat attcagctac tcataaaaca 
tatacagcga
   420961 gtgaaaacct agccttatcc attttaaaac catggctaga taaaggattc 
ggtaatgtaa
   421021 ttctattagt gaagatctaa ttatgagagc taaaattcaa tctaaattag 
gaaaggcttt
   421081 tagtacaaag cttgcggatg cagtagatac tttcacttgt acccgcaaac 
aattagtcag
   421141 ctccaatcct gctactggtg aggatactta cacagaatat gtatatagcg 
gtcgtggtgt
   421201 cttatttgga agctgggcaa aagatttggt caagcctata gattaccgag 
caacagactc
   421261 taaagccgtg ctactgcaaa atgaagtgaa ggattcagca ggaactttag 
ttaagccaga
   421321 tgttaatgat atttgggtga ttgaaggtgg caattatcga gttgtgagtt 
atggaaaaga
   421381 tgcggcagat gcgacatggg ttgcacaatt gaggaaagtc taatgattaa 
cttagatgat
   421441 gggaacttaa taagtcaggc tgtaaaccaa gagggcgttt atcacgctga 
ggttcgcaaa
   421501 tccactaatg gcccaaagaa ggtgctgtta gatggagaag aatgcaagta 
tgtgatcttt
   421561 gctgatacta acaagggcta tcttattcga cataagacaa ccattgacgg 
tcgagctgtt
   421621 acagtaggga atgaaccagt atttgaaata ctgtttggca aagttgaggt 
aacttttgat
   421681 gggatggcaa acaaaaccaa gtgaatttat ccagaccgtt gaagccgacc 
ttactaaaaa
   421741 acagaaagat attgtcattg atgcattgca aggtgtagtt cttcaaagcc 
cagtcgatac
   421801 tggagctttt agagcatccc acagagtcag tattaaccag accgaccaat 
catttaatga
   421861 agctgagaaa gataaaggtg gtggctcaac cgttagtaaa ggcacaagcg 
ccttatctcg
   421921 cctagttcct tattcagttg tctacattca aacgaatgcg ccttatgcaa 
ctaagatcga
   421981 gtatggcgac tttacagaca agcctgaaac accaaagaca acaggtggct 
attcaagaca
   422041 agcgccacaa ggtgtttacg gtttaacctt taactatatt gctcagaaat 
acggtggtta
   422101 aaatggcaat gactttagat caagcacgac aagccattat cactagagca 
atggcattta



   422161 ctggaattga gcaaaatcgt attcaatacc ctaatggccc attgattagt 
attcctgtag
   422221 atggactttg gtgtgactta aatattctat ggggcagttc tatcattgct 
ggtgtaggtg
   422281 atactccttg caccagaaga acaggggtta tttcaattaa ttgccttgca 
agacctcaaa
   422341 ctaatgaggc tgatataaca aagctcgctg atgcttggtt agctcatttt 
gaatacttta
   422401 cgagcggaca gttagaagtc ttacaaggtc aagtgcagaa cctcggcagt 
aatggggatt
   422461 tcattcagta caacatttca ataaattatc gcgtcaatta acgaatttaa 
cttttaaacg
   422521 aacctgtcct tagtggcagg tttttttatg cctgaaattc aggcgaacac 
tggctagagc
   422581 gacggttcga aaggaagatg gtcattcgac tactcattgc atcttcttgc 
cagtgtcttt
   422641 tcttaaatgg gtagtcggag cataacaatg aatgcgattg taaagattga 
aacaccagag
   422701 caagcttatc aagtgataga gcagatgaaa gagcaactaa aagatgtgaa 
gtgctcattg
   422761 cttgaaatga catcaatgat tggggatatt gaaaagcacg agggggaatt 
cttctttaat
   422821 ttcttaaagt cattgagtgc gcaaggcaag aagcaggatg cttgcatgat 
gaatacgtac
   422881 gttatgcaag atgtggatgc tggaattgtg aaaatcggaa aatcaaaaaa 
tgtccaagcc
   422941 agactttctg caatcacaaa tataagtgga agaagtttaa agattattgc 
aaccttccct
   423001 aaagatattg agaagcaact gcacatcaaa tacgcggaat ttagagaagt 
aggtgagtgg
   423061 ttttctttgc cacaatctga attggatgat ctaatcaatg aggcacaacc 
aagtcttgat
   423121 ctaaaaatta aagatgagga taactcatga atatccaata cattgttgct 
gaatgtcgcc
   423181 caagtacaga tgaagatggt tatgcagatg tagttattaa tgatgaaact 
tatattttta
   423241 ctagcataga gcctgtagaa agtatcaagg aggcaatatt gctaaccatt 
gatattagcc
   423301 gaattaaccc agatcacaag catattgttc ttcatcatga aagtctgcaa 
aagttgctaa
   423361 atggcattca tggtcaagag ttaaatgaat aaatcttccc caaatccaac 
gccctcaatt
   423421 cgagggcttt ttaatgtcaa agaaaaagga aatccaatga tcacaagaat 
atttgaaact
   423481 actgaaggtc atagcgtttc tattgatgtt atggaagatg gcaaatgtag 
tcatgatgaa
   423541 gttgagtact taaagattga aagtttgggt gggccgcctg tttggttgtg 
ttcgaaatgt
   423601 ggaaagaaac ttaatgaaaa agagttctta gaattgcaac aaaaacacct 
gaattaactg
   423661 ataccaacca tataaagcta aaccgccgaa aggcggtttt ttatgcctaa 
ataatttatg
   423721 taccacctca tcggtggttt ttttatgtct ataggaatca cttatgagca 
attttgtttt



   423781 taagcgtggt gacactttca acttgaactt gcagctggtt gatatggatg 
aagccctgca
   423841 atatccaccg gatgacgtgc gccgtgcaat tgatctaaca ggctacacat 
tcacatcgca
   423901 agttaaatcg ttggcggatg gagcagtggt agctacattg acttgtgcag 
cattaagcca
   423961 gagcacacaa aagggttggc ttaatgtgaa atctggagca agcacagctg 
cttggccttt
   424021 aggtctgtgc cagatggata ttaaggctgt cgtgaatgga gttacccagc 
atacagatac
   424081 tttgattttc caagtgattg atggggtaac agcataatgg caaatcttgt 
ttttaaattt
   424141 agttgggatc atcggccatt cccatataac gcctcacagg gcaagcggca 
gtttatgttg
   424201 ccatttgcgt caggtattcc caatctggca cc
//
LOCUS       NODE_3_length_354778_cov_104.910222354778 bp   DNA linear
17-DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..354778
                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
     gene            153..290
                     /gene="tufB_1"
                     /locus_tag="DSM_01200"
     CDS             153..290
                     /gene="tufB_1"
                     /locus_tag="DSM_01200"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0CE48"
                     /codon_start=1
                     /transl_table=11
                     /product="Elongation factor Tu 2"
                     
/translation="MVMPGDNVEMSVELIHPIAMDPGLRFAIREGGRTVGAGVVAKVT
                     A"
     gene            351..426
                     /locus_tag="DSM_01201"
     tRNA            351..426
                     /locus_tag="DSM_01201"
                     /product="tRNA-Trp"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Trp(cca)"
     gene            502..942
                     /gene="secE"



                     /locus_tag="DSM_01202"
     CDS             502..942
                     /gene="secE"
                     /locus_tag="DSM_01202"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AG96"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein translocase subunit SecE"
                     
/translation="MSNDKSRDALSDAPIPQRNNSAEVVRSGSPLDIVLWVIAIALLL
                     
SATMVNQHLPAYWAPANDVWVRVGVIFACIVVALGLLYATHQGKGFVRLLKDARVELR
                     RVTWPTKQETVTTSWQVLLVVVVASLVLWCFDYGLGWLIKLIIG"
     gene            950..1483
                     /gene="nusG"
                     /locus_tag="DSM_01203"
     CDS             950..1483
                     /gene="nusG"
                     /locus_tag="DSM_01203"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFG1"
                     /codon_start=1
                     /transl_table=11
                     /product="Transcription termination/antitermination
                     protein NusG"
                     
/translation="MKRWYIIHAYSGYEKQVMRSLKERIQRSAVADSFGDVLVPTEEV
                     
VEMKDGKKRKSERKFFPGYVLVEMEMNDDTWHIVKECPKVLGFIGGTPEKPAPITQRE
                     
ADAILARVRNTGEAPRPKTMFEPGEELLVIDGPFTDFKGVVEEVQYDKSRLTLTINVF
                     NRPTQVELEFRQVEKTI"
     gene            1592..2020
                     /gene="rplK"
                     /locus_tag="DSM_01204"
     CDS             1592..2020
                     /gene="rplK"
                     /locus_tag="DSM_01204"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7J7"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L11"
                     
/translation="MAKKIDGYIKLQVPAGKANPSPPIGPALGQRGVNIMAFCKEFNA
                     
ATQKVEPGLPIPVVITVYNDKSFTFIMKTPPASILLKKAAGIQKGSSVPNKTKVGKLT
                     RAQLEEIATTKEPDLTGADLDARVRTIAGSARSMGLEVEL"
     gene            2024..2719
                     /gene="rplA"
                     /locus_tag="DSM_01205"
     CDS             2024..2719
                     /gene="rplA"
                     /locus_tag="DSM_01205"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7L0"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L1"
                     
/translation="MAKLTKRQKAIAAAVEANKVYTLEEAVQVLNSLPAAKFKESLDI
                     
SVNLGVDPRKSDQVVRGATTLPAGTGKTVRVAVFAQGAQAEAAKEAGADVVGFDDLAE
                     
SIQGGNLDFDVVIAAPDAMRVVGKLGTILGPRGLMPNPKVGTVTPDVAGAVKNAKSGQ
                     
ARYRVDKAGIIHAAIGQVGFDAAAIRQNVETLVADLKKLKPATSKGVYIKKITLSSTM
                     GPGLTVDVNNVSN"
     gene            3039..3545
                     /gene="rplJ"
                     /locus_tag="DSM_01206"
     CDS             3039..3545
                     /gene="rplJ"
                     /locus_tag="DSM_01206"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P44350"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L10"
                     
/translation="MALLIEDKKQIVAEVSEVASKAFAAVVADYQGLSVEQLTTLRVE
                     
ARKLGVTTRIVRNTLAKRAFQGTQFDILNDNLVGPTILGFSTSEDDMGAAARLFEEFA
                     
KTNKAFELKAAAFDGKVYQGADVSVIANLPNQEKALTMLASVLQAPISKLGRLITALK
                     EKNESEAA"
     gene            3588..3959
                     /gene="rplL"
                     /locus_tag="DSM_01207"
     CDS             3588..3959
                     /gene="rplL"
                     /locus_tag="DSM_01207"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P07472"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L7/L12"
                     
/translation="MALTNEEILNAVAEKTVLELVELISAFEEKFNVSAAAVAVAAPA
                     
GGAAAAAEEQSEFNVELTSFGANKVAVIKAVREATGLGLKEAKDLVEGAPQVLKEGVS
                     KEEGEELKKKLEEAGATVTLK"
     gene            4265..8353
                     /gene="rpoB"
                     /locus_tag="DSM_01208"
     CDS             4265..8353
                     /gene="rpoB"
                     /locus_tag="DSM_01208"
                     /EC_number="2.7.7.6"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A7ZUK1"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-directed RNA polymerase subunit beta"
                     
/translation="MAYSYTEKKRIRKNFGKLPQVMDAPYLLSIQVDSYRTFLQDGKS
                     
PKNREDIGLQAAFRSVFPIESYSGNAALEFVEYSLGKPEFDVRECILRGSTYAAPMRV
                     
KIRLIIKDRETKSIKDVREQEVYMGEIPLMTENGTFVINGTERVIVSQLHRSPGVFFD
                     
HDKGKTHSSGKVLYSARIIPYRGSWLDFEFDAKDLVYVRIDRRRKLLATVVLRALGYN
                     
NEQILNLFYEKVPVYLDMGSYQIDLVPERLRGEMAQFDITDNEGKVIVEQGKRINARH
                     
VRQMEAAGLTKLSVPDEYLYERITAEDITLRDGEVIAANTLLSHEVMVKLAEGGVKQF
                     
NILFTNDIDRGSFVADTLRADLTRDREEALVEIYKVMRPGEPPTKEAAENLFNNLFFS
                     
SERYDLSPVGRMKFNRRLGRPYEVGTDQKSREVEGILSHEDIIDVLRTLVEIRNGKGE
                     
VDDIDHLGNRRVRSVGEMTENQFRVGLVRVERAVKERLSQAETDNLSPQDLINAKPVA
                     
AAIKEFFGSSQLSQFMDQNNPLSEITHKRRVSALGPGGLTRERAGFEVRDVHQTHYGR
                     
VCPIETPEGPNIGLINSLSVYAKANDFGFLETPYRKVVDGRVTDDVEYLSAIEEVGTV
                     
IAQADSAVDKDGNLTEEFVSVRHQGEFVRMPPEKVTHMDVSAQQVVSVAASLIPFLEH
                     
DDANRALMGSNMQRQAVPTLRADKPLVGTGMEANVARDSGVCVIANRGGVIEYVDASR
                     
IVIRVNEDEMVAGEAGVDIYNLIKYTRSNQNTCINQNVIVNLGDKVARGDILADGPST
                     
DMGELALGQNMRVAFMTWNGYNYEDSILLSERVLQEDRLTSIHIQELSCVARDTKLGA
                     
EEITADIPNVGEAALSKLDESGIVYIGAEVTAGDILVGKVTPKGETQLTPEEKLLRAI
                     
FGEKAADVKDSSLRVPSGTKGTVIDVQVFTRDGLEKDDRALAIEKAQLDSYRKDLKEE
                     
YKIFEEAARERVIRLLKGQESNGGGSTKRGDKLSEDLLSGLELVDLLEIQPADEAIAE
                     
RLTQIQVFLKEKSAEIDEKFAEKKRKLATGDELTTGVLKVVKVYLAVKRRIQPGDKMA
                     
GRHGNKGVVSNILPVEDMPHDANGVPVDIVLNPLGVPSRMNVGQILETHLGMAAKGLG
                     
DKIEKMLKEQRTVLELREFLDKIYNKVGGEQEDLDSLTDEEILALAGNLRAGVPLATP
                     
VFDGAEESQIKDLLELADISRTGQTVLFDGRTGEQFDRPVTVGYMYMLKLNHLVDDKM
                     
HARSTGSYSLVTQQPLGGKAQFGGQRFGEMEVWALEAYGAAYTLQEMLTVKSDDVEGR
                     TRIYKNIVDGNHYMDPGMPESFNVLTKEIRSLGINIELKNGD"
     gene            8440..12633
                     /gene="rpoC"
                     /locus_tag="DSM_01209"



     CDS             8440..12633
                     /gene="rpoC"
                     /locus_tag="DSM_01209"
                     /EC_number="2.7.7.6"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A7ZUK2"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-directed RNA polymerase subunit beta'"
                     
/translation="MKDLLDIMRKKTDSDGHAPVEFDRIRIGLASPEMIKSWSHGEVK
                     
KPETINYRTFKPERDGLFCAKIFGPVKDYECLCGKYKRMKYKGVICEKCGVEVTTAKV
                     
RRERMGHIELASPVAHIWFLKSLPSRIGLLLDMTLRDIERVLYFESYVVTDPGMTPFE
                     
KYQLLNDEEYFTALEEHGDEFVAKMGAEAVQDLLKDIDLEAEISRLREEIPQTTSETK
                     
LKKASKRLKLMEAFKDSNNKPEWMVMNVLPVLPPDLRPLVPLEGGRFATSDLNDLYRR
                     
VINRNNRLKRLLDLAAPDIIVRNEKRMLQESVDALLDNGRRGRAITGSNKRPLKSLAD
                     
MIKGKQGRFRQNLLGKRVDYSGRSVITVGPTLRLHQCGLPKKMALELFKPFIFAKLQA
                     
SGQATTIKAAKKMVERETPEVWDVLASVIRQHPVMLNRAPTLHRLGLQAFEPILIEGK
                     
AIRLHPLVCAAFNADFDGDQMAVHVPLTLEAQLEARALMMSTNNILSPANGEPIIVPS
                     
QDVVLGLYYITRDAVNAKGEGMVFADTHEVNRALATGQVAIHARVKVRVHQTVINENG
                     
EREQQTIIVDTTPGRCLLWEVVPEGLSFDMINLEMTKKNISKLINSCYRKLGLKDTVI
                     
FADQLMYLGFRQATRSGVSVGMEDMLIPPTKHTIIDKAETEVREIEQQFEQGFVTAGE
                     
RYNKVVDIWARTNDQVAKAMMDNLSYTLVKNKQGEDEKQKSFNSIYMMSDSGARGSAA
                     
QIRQLAGMRGLMAKPDGSIIETPIKANFREGLTVLQYFISTHGARKGLADTALKTANS
                     
GYLTRRLVDVAQDLVITEPDCGTSGGLVMTPFIQGGDVIEPLRDRVLGRVTAEDVRRA
                     
SDDEVVLPRGTLIDEKIAAQLEEAGVDEVKVRSVIACESTFGVCAKCYGRDLARGHLV
                     
NPGESVGVMAAQSIGEPGTQLTMRTFHVGGAASRTSAANSVQVRNKGTVRFHNVKTVQ
                     
HAKGHLVSVSRSGEIGIADELGRERERYKLPYGASILLKDGELVEAGGIVATWDPHTH
                     
PLVTEVAGKARFSQIADGVTATSKTDDATGMTTVEILPVTARPASGKDLRPAIVLDTT
                     
DGGEQFYFLPQNTIVTVRDGETIGVGDVIGRVPQESSRTRDITGGLPRVADLFEARKP
                     
KEHAILAEVSGIVSFGKETKGKNRLVITPDDGSEIYEELIPKWRQINVFEGEHVNRGE
                     
TISDGPQNPHDILRLKGEVALTNYIVNEVQDVYRLQGVKINDKHIEVIVRQMLRKVDI
                     
IDGGDTSFIKGEQVDYIRVVQENQAVLAQNKFPAKFERQLMGITKASLSTDSFISAAS



                     
FQETTRVLTEAAVTGKEDDLRGLKENVVVGRLIPAGTGLAYHLERRRQEAEAAEHALH
                     NDFSEVDQAFSQALNSEQF"
     gene            12800..13165
                     /locus_tag="DSM_01210"
     CDS             12800..13165
                     /locus_tag="DSM_01210"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKMMMIAGVGLMSTTLFVGCQNASPESKRIGSAAIGGGAGGAV
                     
GKHIGGNIGAGLGAALGAGVAANAKGSSSKTVRNSAIGAGVGAILGGAVIGGDAGAAA
                     GGALGGSAGAAYEEKKGKY"
     gene            13379..13735
                     /locus_tag="DSM_01211"
     CDS             13379..13735
                     /locus_tag="DSM_01211"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNKKIGLISTVILSTVMFTGCQNMSPSDQRIGAAAAGGALGGGL
                     
GNHVGGGIGAGLGAAVGAGVGSNTQGGSKQTTTKSAIGAGIGSVVGKAIIGGDTGAAI
                     GGAIGGGAGAAIEEKK"
     gene            complement(13764..14261)
                     /locus_tag="DSM_01212"
     CDS             complement(13764..14261)
                     /locus_tag="DSM_01212"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MAILKKLQNIPSISKFLFNHYPPYRGAGIHIEVMNLELCHVRVK
                     
MPLTWKNQNLVGTHFGGSLYSMVDPFYMLILMHHLGSKYIVWDKAAEINFLSPGRSTV
                     
YADIRVDLAEIEQIRELAENYAPVLRTYHLNIFDESGVRIAEVQKTLYIRRKKAKPST
                     NKISA"
     gene            14385..15257
                     /gene="ephD_1"
                     /locus_tag="DSM_01213"
     CDS             14385..15257
                     /gene="ephD_1"
                     /locus_tag="DSM_01213"
                     /EC_number="1.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WGS3"
                     /codon_start=1
                     /transl_table=11



                     /product="putative oxidoreductase EphD"
                     
/translation="MQPKIYAVTTSDQQTLCAKAWGDEKNIPLVLVHGYPDNQEVWES
                     
VIEHLINDFYIVTYDVRGAGLSSIPKRIRDYRLERLSLDLQEVVDEVIPNRQFHMAAH
                     
DWGSIQSWESATEPKFKGRLLSYTTISGPCLDHAALFLREKFKTSPAQILKILTKSWY
                     
IGAFHLPLIAPTVWSLFSPEKWGKILNDLERKDNLPLNSNISSDGKYGINLYRANFIP
                     
RLTRPRQRYAQCPVKAIILKYDTFVSPEYITEAMPKWVENFEYVELEANHWAILSQAE
                     KVAVHIRQFIDSQS"
     gene            15362..16786
                     /locus_tag="DSM_01214"
     CDS             15362..16786
                     /locus_tag="DSM_01214"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNAVVIAIAVMFLLSLARVSVVLTLVVSAIVGGLVAGLSLSQTV
                     
EAFNAGLGDGAEVALAYAVLGAFALALSKSGLPDLLAHKLIGLLGMEAGKSRETKVKY
                     
LLLGILLIAAIFSQNLIPVHIAFIPVLVPPLLRVMNHLKLDRRAAACVLTLGLVGTYI
                     
FLPVGFGAIFLEQILMGNINKIGAAYGLHVERGMMPIGMAIPVLGMVLGTLVAVFISY
                     
RKPRIYADRSISPVTTIDLDKPLRATAQDETADLKADAEELKHEAEQGPVIAKKTIFM
                     
ALLAIGLTLVAQLYSGSMILGGLVGFAVLSTAGIFKWQDADDVFVQGMRMMALVGFIM
                     
ISAAGFASVMTHTGDINQLVKGVVEIIGDNRALAAFLMLCIGLFVTIGIGSSFSSVPV
                     
LAVIYVPLCVQFGFSPLATIALIGTAAALGDAGSPASDSTLGPTAGLGVDGQHDHIWD
                     TVIPTFIHFNIPLLIFGWIAAMVL"
     gene            17112..17702
                     /gene="ompW"
                     /locus_tag="DSM_01215"
     CDS             17112..17702
                     /gene="ompW"
                     /locus_tag="DSM_01215"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A915"
                     /codon_start=1
                     /transl_table=11
                     /product="Outer membrane protein W"
                     
/translation="MFKKVLVVALMGVSSFTFAGNWQVKFGGSVIAPSEDTTTPLGVV
                     
KADHEYAFTPSVEYFFGQSPFSAELLLATPINHDVLLNGEKKARIKQLPPTITAKYHF
                     
KNSTRFTPYIGIGATAFIPWDEQGVAVKVKEDFGVAGQVGFNFQPADAKNWGVFVDVR
                     YADISPEVTIDPSVANYKFDLDINPFVYTLGYSYKF"



     gene            17884..18240
                     /locus_tag="DSM_01216"
     CDS             17884..18240
                     /locus_tag="DSM_01216"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MMNRKFAMGLALFSGLAFTHSLQAASFSCNAAKTKTELSICKNR
                     
SLNDADVKMATTYQIVLHALPMGGRDNQKDTQQQWLKKRNACAANVSCISKAYQQRQK
                     QLDTILQDRVLSHGPF"
     gene            18343..20262
                     /gene="htpG"
                     /locus_tag="DSM_01217"
     CDS             18343..20262
                     /gene="htpG"
                     /locus_tag="DSM_01217"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A6Z3"
                     /codon_start=1
                     /transl_table=11
                     /product="Chaperone protein HtpG"
                     
/translation="MSEQASQNYSFQAEVAQLLHLVTHSLYSNPEIFLRELISNASDA
                     
CDKLRFEGINHPEYYENDPNLHVRISLNKEDKTLTISDNGIGLSQQEAIDNLGTIAKS
                     
GTKDFMSKLTGDQKADAQLIGQFGVGFYSGFIVADKITVESRRAGLDASEGVRWISGG
                     
TGEFEVQQIDKASRGTDIILHLRDDALDYLESYKVKQIVNKYSDHISLPIEMQKEVWQ
                     
EEEVAEGEEPKGGQMVKTDEWEAINSASALWTRNKSEVTEEQYVEFYKNLTHDFEAPL
                     
AWAHNRVEGSTEYTQLLYIPSKAPHDIFTREAKAGIKLYVKRVFIMDDADNLIPNYLR
                     
FVQGVVDSADLPLNVSRELLQESRDVKTIREGNARRVLTLLDGLAKSEDEKDQEKFKT
                     
FYTEFGSVLKEGLGEDFGNRERILKLLRYATSTNDEVTTSFADYKARMKEGQKAIYYV
                     
TAESLAAAKNSPQLELFKKKGIEVLLMAERVDEWAMNFVHEFDGTPLKNVSKGAVDLG
                     
DLQDAEEKKALEQAAEQFKPVVEKLSDSLKAKTKEVRVTTRLVDSPACLVTSEGELSP
                     
QLIRMLKQAGQAVPEIKPILEINPEHPLVKKLEGSEQFDDLANVIFDQAVIAEGGLPE
                     DPAAYVKRINNLLLK"
     gene            complement(20346..21248)
                     /locus_tag="DSM_01218"
     CDS             complement(20346..21248)
                     /locus_tag="DSM_01218"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MNQFSSFSFEYRSTALLCIYSLGMLVLIPHIQLFPTSLKHSRST
                     
RRILYSSVVTLKTKSQSVSFLHSPCEVEPSHSSDTALIQDLMAVFGNDTLWSRAAQRK
                     
HPYKTFGKVKKKASTLHVSENNPLTASWNTISTWMPFENDLDLGSNSESDVYVQFLAK
                     
KKWNLRHNISLDTEQIFRYGSTSRNYTETTLNLTQKMQDNTLFSNTFNVNKSGKEDYN
                     
WGNWTFQQFEFVKDNRLTYGIYSGGVYVNNDIRLNSWGPYISWRQPIWRDWIFMQNDL
                     NFFNHLDDDPKHQLSVQMNLEANF"
     gene            complement(21370..22509)
                     /locus_tag="DSM_01219"
     CDS             complement(21370..22509)
                     /locus_tag="DSM_01219"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKTFHIITYRQLFALLTLGFGSVCMAHAEVNSSSTQQINGLSSG
                     
AQTEENKDENLLDQIPRWIDATPTIFPEQSNEPIVPPTEQTEDQTWFDRKQKKIRNWA
                     
DRTSGKIDNWFGEVDPQKPASATIRVMIDNYWNEYDNYEIKPRIRGKIKLPTLEKRLS
                     
VVFGDDSLDDEFNNSPANINQNPNQDPNKKLDGKRTRDDNSSIALRWSNFSKKLPFET
                     
DADLGIRSGDDIYVRLKASRDWQLRNDFKFYAEQIYRYGIDSENYLRTNLELTHARPN
                     
QPILSNQFSLTYADDQDDDLTWENRLFREHSFFANNRFNYGIYTGGYYNDNDLRLNSW
                     GPFVSWRQPVLREWFFVQGDLNYFNDHREDRNHYVSTFLRLEALF"
     gene            complement(22868..23572)
                     /locus_tag="DSM_01220"
     CDS             complement(22868..23572)
                     /locus_tag="DSM_01220"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRVDVWSDVVCPFCYIGKKRLEHVAAEAGIELDIHWHSFELDPD
                     
APAKHDTSNTERLAKKYGRTYEEMEEMERNIAAMAASEGIDFQWQKANSGNSFNAHRI
                     
IHLAQSKGLGNEAKEAFFHAYMTEGLAIGEREVVEEIASRIGLDNAEVEYVLDTNELA
                     
DFVRHDEKIAHEQLNVTGVPFFVFDQRIALAGAQPREVFLQVLEQAQLKANAENIEQD
                     DAAVCNDETCDIPQNK"
     gene            23750..24508
                     /locus_tag="DSM_01221"
     CDS             23750..24508
                     /locus_tag="DSM_01221"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1



                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRRVLIAIASLVVITSIVFFTYQHIKQQQAKDSSQMFDVVMTEK
                     
MNQLYDQAQDWTKPVQLDIHDKRLAGHYKQVSEFLLSYWVQNVNARNEYLRELKAAKW
                     
DTFLNVDRLDHDKKQKYAETEKMLADVRRASDKYQSEYEKIHKTFLAKIQELSVDKEM
                     
RQILEIKLGAQQKADQDHAIFMIELQILDKAEEMFKLLKTYPWQKKDQMILFHENAQV
                     KKFNALYQDVLKLNAKIEKIKKKNVAALEGELKE"
     gene            complement(24530..24895)
                     /gene="hmrR_2"
                     /locus_tag="DSM_01222"
     CDS             complement(24530..24895)
                     /gene="hmrR_2"
                     /locus_tag="DSM_01222"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9X5X4"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator HmrR"
                     
/translation="MNLAKVSELTKVSPRMLRYYENLGLIQPHRASNNYRSYTQKDIE
                     
NIKKIKILNDAGMNLKDIHVLLPCFDLDERVFTLCSVVQEKLQTELKHVSDQLNKLQT
                     SQSLLQSFLAKGKAESTNI"
     gene            25054..25614
                     /gene="ydeN"
                     /locus_tag="DSM_01223"
     CDS             25054..25614
                     /gene="ydeN"
                     /locus_tag="DSM_01223"
                     /EC_number="3.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P96671"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative hydrolase YdeN"
                     
/translation="MRQIFVLHGYSASINDHWFLDLKHQIEDENTTVTLIPFPDSEHP
                     
DVDAWQKVLDEQIPAVNENTYFVAHSLGVITLLHFLQRHNYQNIGGMILVSGFSGPIS
                     
DSSPLSPYITKSKVDTNYFRDIEKKLVYLSDNDDLVPPQLTIQLAKDIDAPYITVPNG
                     GHFLGREGYTEFPQLVDSLKEMLESE"
     gene            25852..26343
                     /locus_tag="DSM_01224"
     CDS             25852..26343
                     /locus_tag="DSM_01224"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MNFLKQSAFIAVFAFMGLPTVQAEEVATLPTIRVMAESELREEV
                     
GFVPFQEDKKVRQALQHREYKTHNDIQNALVPEGMTTVDYQPVMAQPDLSQLSPFLRE
                     
YILAVAGGIQSSDPTNGLFEMLKPLQINRSNVDAYREGTMKVNLDDILKLQQQIQDGL
                     KGR"
     gene            complement(26387..27559)
                     /gene="fadA_1"
                     /locus_tag="DSM_01225"
     CDS             complement(26387..27559)
                     /gene="fadA_1"
                     /locus_tag="DSM_01225"
                     /EC_number="2.3.1.16"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P28790"
                     /codon_start=1
                     /transl_table=11
                     /product="3-ketoacyl-CoA thiolase"
                     
/translation="MATLNPRDVVIVDGVRSAMGKSKNGMFRNVRADSLSAELVRALV
                     
ARNQFDVNEVEDLIWGCVNQTLEQGMNIGRNIGLLAGLPKTVAGQTVNRLCGSSMQAI
                     
HTAAAQIATNQGDIFIIGGVEHMGHVGMMHGIDLNPEASKHYAKASNMMGLTAEMLGR
                     
MNGITREEQDAFGVESHRRAWAATQEGRFKNEIIGVEGHDANGFKILCDIDEVIRPDA
                     
NLEAFKALKPVFDPKGGSVTAATSSALSDGASAMLLMSAERAQALGLKPRAVIRSMAV
                     
AGCDAAIMGYGPVPATQKALKRAGLSIADIQTVELNEAFAAQGLSVLKGLGLYDKQDI
                     
VNLNGGAIALGHPLGCSGARITTTLLNVMEQQDTQIGLATMCIGLGQGIATVIERV"
     gene            complement(27572..29725)
                     /gene="fadB"
                     /locus_tag="DSM_01226"
     CDS             complement(27572..29725)
                     /gene="fadB"
                     /locus_tag="DSM_01226"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P28793"
                     /codon_start=1
                     /transl_table=11
                     /product="Fatty acid oxidation complex subunit 
alpha"
                     
/translation="MIHAGNAITVQMLADGIAEFRFDLQGESVNKFNRATIEDFKAAI
                     
AAVKANNDIKGLVVTSGKSTFIVGADITEFGQNFAQGEKAIVDWLMPVHEIFNSFEDL
                     
DLPKVAAINGMALGGGFEMCLVCDYRVMSEAAQVGLPEIKLGIYPGFGGSVRLSRLIG
                     
IDNAVEWMAMATPKKPAAALKDGAVDAVVAADKLLDAATDLVKQAISGRLNWKAKRQE
                     
KLEAVKLNPLEQMMAFNTAKGAVLAKANPAQYPAPKLLLDSLQAGASLARDEALKAEA



                     
EGFAKAAVTPQAEALIGLFINDQVVKKASKQHEKGAHPVNQAAVLGAGIMGGGIAYQA
                     
ASKGTPIIMKDIGNPQLALGMKEANNLLTKQVERKKMKPAQMGETLARIRPTLSYEEF
                     
KEVDIVIEAVTENPKVKEIVLAETEKNVRENTIIASNTSTISITRLAKALQRPENFVG
                     
MHFFNPVHMMPLVEVIRGEKTSEEAIATTVVLAQKMGKTPIVVNDCPGFLVNRVLFPY
                     
FGAFDLLVKDGADFQQIDNVMSKFGWPMGPAYLIDVVGIDTGVHGAEVMAEGFPDRMK
                     
PDYKGAIEAMYEAKRLGQKNDVGFYKYELDKKGKKAKTVDPTAYEVIAPFVTGEKREF
                     
DNQEIIDRMMLALCNETVRCLEDNIVATASEADMAMIMGIGFPPFRGGPCRYIDQTGV
                     AEYVALCDKYAHLGKAYEAPQMLRDMAANNKKFYG"
     gene            30297..31211
                     /locus_tag="DSM_01227"
     CDS             30297..31211
                     /locus_tag="DSM_01227"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIKWIILAIFVISALYIQHRGKVRHSFYRQFFDHSTLLAPINFL
                     
MYIFSKVPNQPYIDTQHFKDLKVLDENWEMIRDEAKALYDQGGIKASSTYNDLGFNSF
                     
FKTGWKRFYLKWYESSHPSAAELCPKTTALLKTLPTIKAAMFTELAPDSRLVRHRDPY
                     
AGSLRYHLGLITPNDDRCFIDVDGERYSWRDGQSVVFDETYIHYAENKTDQNRIIFFA
                     
DVERPMKVKWMERFNHWFGRNVMTAASSPNETGDQTGGLNKAFGYVYQIRIKAKALKA
                     KNRKLYYFLKWFLMLGIFFLIFVRPYVF"
     gene            complement(31288..31377)
                     /locus_tag="DSM_01228"
     CDS             complement(31288..31377)
                     /locus_tag="DSM_01228"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /translation="MIESEIDRVVIYGWQGSLIQVFKNDKLID"
     gene            complement(31559..31930)
                     /locus_tag="DSM_01229"
     CDS             complement(31559..31930)
                     /locus_tag="DSM_01229"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNTKEFVKELINTISDEYIDTYKQIYSSTLIDNKIKEDPYWFDA
                     
LTFYQSLSQKDKETLFKIIKQTTIDTTSIILGIIDGPVSLNQIPGDFTLTYTENEKTV



                     ILNGDLQDKFLTKIKERDRSQ"
     gene            32013..32600
                     /locus_tag="DSM_01230"
     CDS             32013..32600
                     /locus_tag="DSM_01230"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MILQWRGFFEDWLAEVGFKMAHAHHAAHAHVHHIEERKEDRSQG
                     
DLKTKVMLRQAASTTEKSKRSRTKNHKTEDQNINLHKFSSKLESISANHSKEKCAKNI
                     
RIALQAAGADVSKHPVAASDWGHTLEKNGYKKIKPAFNRPQEGDIYIIERTSGHTYGH
                     IAGYTGNGWFSDFRQKTYAVYKEKDVKYSYYRLDS"
     gene            32725..34533
                     /gene="uvrC"
                     /locus_tag="DSM_01231"
     CDS             32725..34533
                     /gene="uvrC"
                     /locus_tag="DSM_01231"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A8G0"
                     /codon_start=1
                     /transl_table=11
                     /product="UvrABC system protein C"
                     
/translation="MPIVNQNARPHIEKILANLTQLPGVYKMLGKEGELLYVGKAKNL
                     
KNRVSSYFVKTIEHPKTQALVARIYDIETLVTRSETEALLLEQNLIKQHRPPYNIMLR
                     
DDKSYVYIFVSADKPYPRIASGRGKGKHQIGKFFGPYPSAYSARDTLLVLQKLFNVRQ
                     
CENSYFSQRKRPCLQYQIKRCSAPCVGLVSPEDYKEDVNNSIRFLQGDTKELNQELIA
                     
KMEQAAADLEFEKAVFYRDRLSLLREVQAQQAVFKVKGEADILAIAYQAGVTCVQIMH
                     
VRNGRMLGGKSYFPDMLGDDLGQMLSDFMANFYFQVADEVPSELIVNTALPDRKELEE
                     
ALAQQFGKKVQIKSSVRETRAEWLELAEMNVQHAIKGQLSNHLELNERFHQLEQVVGR
                     
PIDRIECFDISHTMGEAPIASCVVFDQGGARKRDYRQFAIQDITAGDDYAAMRQALTR
                     
RYKKAMLPDLLLIDGGKGQLHMAMEVMQELGLEAFMVGVSKGEGRKPGLETLHFTDGT
                     
KIQLPEDSKALHLIQQVRDEAHRFAITKHRAKRDKRRSTSVLEAIPGLGPKRRRDLLT
                     HFGGIQGVLKASEKELTVVPGLGEVMARTIYKILHE"
     gene            34654..35448
                     /locus_tag="DSM_01232"
     CDS             34654..35448
                     /locus_tag="DSM_01232"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11



                     /product="hypothetical protein"
                     
/translation="MSLLQLWEDVKQNEWIDIPAGWLQGRTVFGGLVAGLLMQKACSY
                     
IQDSNKRLLTCSVTFVGPVQQGAARLTIEVLREGKSVTTLEARLWQDDAVQTILVASF
                     
GASRASSIEVKQEPVVPAYVSPENLSVIPFAKHMPECFQHFEVCWAEGNYPVTGSKQP
                     
DFGGWSRFSPEQHANRQMTLSDLIVLMDIWPPSVLPMFKQVAPASSLSWHITYVHPVR
                     HQLCDWFKYKVTTEYAAEGYSTEYAYLWDQNDHLIAILRQTVTVFT"
     gene            35567..36154
                     /gene="pgsA"
                     /locus_tag="DSM_01233"
     CDS             35567..36154
                     /gene="pgsA"
                     /locus_tag="DSM_01233"
                     /EC_number="2.7.8.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABF8"
                     /codon_start=1
                     /transl_table=11
                     /product="CDP-diacylglycerol--glycerol-3-phosphate
                     3-phosphatidyltransferase"
                     
/translation="MTTGRILNIPNILTLARIALIPVFLVIAYWPPAIGIGEHVGSMT
                     
RHIILTAIFVLAAVTDWFDGYLARTLNQTSAFGRFLDPVADKLMVAAALIVLVQWKPT
                     
IAMAFAAIVIISREITVSALREWMAELGARTSVAVSTVGKYKTAFQMIAISVFLLNWQ
                     PLEVLAYALLYTAVILTLWSMFIYLKAAWPYLKQP"
     gene            36277..37131
                     /gene="ada_2"
                     /locus_tag="DSM_01234"
     CDS             36277..37131
                     /gene="ada_2"
                     /locus_tag="DSM_01234"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P06134"
                     /codon_start=1
                     /transl_table=11
                     /product="Bifunctional transcriptional activator/DNA
                     repair enzyme Ada"
                     
/translation="MQMLSSRQFAAIATIIEYLYEHLDQQPSLEDVATYMNLSPSYIQ
                     
RQFQEWVGISPKKFVQYMSLQQAKYYLMQQRSLLDTALNTGLSGTGRLHDLFIQLEGM
                     
TPGEYKQQGDGVELNYSVETSPFGDLLVVSSDKGICSVRFVDNSKNIQEIVKQYFPKA
                     
QLKNHSPIWHQQIAQWFRQDFSEHLQQKLPLNLAGTPFQLQVWEALLTIPEGQLRTYQ
                     
DIAEQIGKPKAVRAVATAIGQNPIAYLIPCHRVIRATGMVGEYHWQKGRKLALLAWEM
                     AKQQGKIA"
     gene            37128..37739
                     /locus_tag="DSM_01235"



     CDS             37128..37739
                     /locus_tag="DSM_01235"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTLDLFSPEPCSNLLPYDGEVQDYGCILTAEEAEQYFHYLYHHL
                     
AWRHDEAKLYGKHFITPRKVAWYGDEHYRYKYSGVFRDSLPWDKALAQLKQQVEQILS
                     
EKFNSCLANLYEDGTQGMAWHSDSDVSLARTTTIASLSFGATRKFSFRHIQTKEKVEM
                     WLQPGQLIVMRGETQQYWQHRLNRSTKILQPRINLTFRQFKFS"
     gene            complement(37934..38707)
                     /gene="pcaU_2"
                     /locus_tag="DSM_01236"
     CDS             complement(37934..38707)
                     /gene="pcaU_2"
                     /locus_tag="DSM_01236"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O83046"
                     /codon_start=1
                     /transl_table=11
                     /product="Pca operon regulatory protein"
                     
/translation="MAISSFGKILTVLDLFSVSRPVINVDIICEELGLSKPTSYRYLK
                     
ELVSADLLKRINGTSGDYTLGSKIAVLDYVSRTTDPLVQISTPFMRNIVERTELCCLL
                     
TYLNDDYCIDIHHEIFKDTELLSYGRGCPRPIYVGASPKTMVSHLSKQRMHDYYERFQ
                     
HELSESGFAVDEPSFIQRMRKIKKQGFYFSQGEIDPNVSGLAVPVRFSSKEVPLALTL
                     VASKNRFDFLNIEKLIEILQENAALIEQRFMELSEKGEI"
     gene            39203..41302
                     /gene="aaeB"
                     /locus_tag="DSM_01237"
     CDS             39203..41302
                     /gene="aaeB"
                     /locus_tag="DSM_01237"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P46481"
                     /codon_start=1
                     /transl_table=11
                     /product="p-hydroxybenzoic acid efflux pump subunit 
AaeB"
                     
/translation="MLLKQILAFRPSKLDLIFAIKTFIAGMLALFVSFELDLINPMWS
                     
IGTVLIIANPYSGMVSSKCVYRLLGTVGGAIIALTITPHLINTPWIFTVVLSLWVGFA
                     
LYVSLLDRTPRSYAFMLAGYSTAMIVYNAITYIDQYNIFDIALARVLEISIGVISSAV
                     
VSATILPMHIGSAIKQRVTKTLKDTENLFANLLNADQQQNNTQLLAAITRDTTDIHAL
                     
AVHLSYEKGELHGMTKPLQEMLHQMSMVVANLVALSERIKQLQELNFIESHSDKLKQL



                     
SGHVIHFLEQKDQMTDENILQLPDEFENDFLNLNDSASEHQQVLLAAMKMDVRHFISN
                     
VLAVKVLWQRIKQGNKEIPDNITPMTTTYPSLHRDHGVAVRGGISAVLITFIVTGVWI
                     
LSGWKAGFMMAQIGAVTACILTALDNPVPVLRIFIWGSVASAVLVFIYAFGIFPHVTT
                     
FWELGLVLLPMFLFAVSMMANQALMPVGMVLGINTMMGLNLHNAYSMDAVSYLDSSFG
                     
MVMGVLVSLVVIDVVRAMSPDTSANRILALHYRAMRQAIYIPYGIEFKVHLRGMLDRV
                     
GVLNTKMVQSEEIKKSIQQALVESSAIIDLSRLQELANQVPTSSELAHHIGRLQQDLD
                     
ELFRAKENEKGESDVLVQHIHQTLFELKQLASNIEDMTLRQRLFISLNNIAYSMCHVS
                     SNQMNADRTLTGATAHG"
     gene            41295..41501
                     /locus_tag="DSM_01238"
     CDS             41295..41501
                     /locus_tag="DSM_01238"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MGEFNVYGIYVPALLVQAIFAYICFRWLSPLTNKWIAQGWIALP
                     SIFNLCFYLLLLLVIHQIFVGLGA"
     gene            41541..42542
                     /gene="aaeA"
                     /locus_tag="DSM_01239"
     CDS             41541..42542
                     /gene="aaeA"
                     /locus_tag="DSM_01239"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P46482"
                     /codon_start=1
                     /transl_table=11
                     /product="p-hydroxybenzoic acid efflux pump subunit 
AaeA"
                     
/translation="MNQLELKKVIRPVILVVALMIAVYTIVHLWNYYNAAPWTRDGRV
                     
RGDVIQVSSDVAGLVTEVLVQDNQTVKKGQVLFKIDVSRRALDVEQAKSDLAKAKAAY
                     
AQAQAGLAQAKANLIKSSTNIKLAEKNANRYSNLMDGAISKQEQDQVFATRDQSHAEH
                     
EQLQAAIQQAEATIKQQQALVEAATSNLHLAELNMHRAAVVAPADGTLSNFDLRPGNY
                     
VQVGQAVAALLDRKQLYVVGYFEETKLDRIHIGDEATVQLMGDRQKIKGHVQGIASGI
                     
EDRERSSSSKLLANVNPTFSWVRLAQRVPVKIVLDEAPKNELAFVSGRTATVHIIEK"
     gene            complement(42599..43039)
                     /gene="yqgF"
                     /locus_tag="DSM_01240"
     CDS             complement(42599..43039)
                     /gene="yqgF"



                     /locus_tag="DSM_01240"
                     /EC_number="3.1.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A8I1"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative pre-16S rRNA nuclease"
                     
/translation="MTATQSKSIMAFDFGTQKMGMAIGQSAIESANPLPLFVMKDGIP
                     
NWDQLLKIVKEWQPDLFIVGLPLNMDDSESELSTRARKFARRLRHQTNIETWMVDERL
                     TTREAREELGFYQEQGRAKKLSADSFAAALLIQSWYRNPVGLTP"
     gene            complement(43039..43593)
                     /locus_tag="DSM_01241"
     CDS             complement(43039..43593)
                     /locus_tag="DSM_01241"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q6FF54"
                     /note="UPF0301 protein ACIAD0353"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTKQYMTHRCLIAPPEMADDFFANTVIYLARHDEEGAQGIIINR
                     
PAGIQIKELLNDLDIDADNVNPHEVLQGGPLRPEAGFVLHTGQPTWHSSIAVGENVCI
                     
TTSKDILDAIAHNEGVGRYQIALGYASWGKNQLEDEIARGDWLICDADMDLIFNLPYD
                     DRWDAAYKKIGVDRTWLASEIGHA"
     gene            complement(43720..45387)
                     /gene="recN"
                     /locus_tag="DSM_01242"
     CDS             complement(43720..45387)
                     /gene="recN"
                     /locus_tag="DSM_01242"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P05824"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA repair protein RecN"
                     
/translation="MLTHLTLINFALADHLAIDIEQGFNVLTGETGAGKSLLLDALSA
                     
CLGERTDTNYVRYGSDKADVTAVFTYQDNSPEAKWLKEHELDDDSGEIHLRRVIFATG
                     
RSKAWVNGRPSSLSELKELGRLLVQLYSQHSQQQLLEPPYPKHWLDRYSNFYAEANDV
                     
REAYSTWQRNIRQHQAALDAQATRLQRIATLELQIEELEEVIQTDYKEIEQEFDRLSH
                     
HEHIMQDCSYSLNALDEAEQNITQEMSSIIRRLESHAGRSEQLSEIYNSLLNAQSEID
                     
DATSNLRQFIDRQSFDPERMEELNSKLEVFHRLARKYRTQPETLKEEYETWQSELEQL
                     
HQLEDPETRAEQVEKSHQEFLEKAQYLDNIRREAAAPLAKQLTEQVKPLALPEAHFEF



                     
KFEPLEQPNAEGLSFIQLLFTANKGIPPQPLARVASGGELSRIALVMQVMNAEKTEAE
                     
VLVFDEIDVGISGGTAEVVGRLLADLAQHVQLLCITHQAQVAAQSDQHLLVKKQQTDP
                     ASSTIVQLDENQIISELARMSGGVEINETTLQHAKQLRQLKFQASST"
     gene            45502..46812
                     /locus_tag="DSM_01243"
     CDS             45502..46812
                     /locus_tag="DSM_01243"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKTLSLPKAPIGMINRHKKINPAEMNKILNQHFNAFKQAAAQG
                     
DYVKAYQHVKKAVSLVPGHPGALSDLAYTELRLRRYDDAYQHYMQAIKASGSNVNTNL
                     
YDGLTEVCHHLNKKEEKIKFGRLAISTKKELTKNEPTLNIPTHKPVPFSPNPQENIIA
                     
FSLFGANPRYCETSILNTKLAQEIYPEWTCRFYVDESVPELVQQRLQANGAQVVHVSP
                     
TQKQLSGLFWRFLVMDDPVVKRFLVRDADSIVSYREKAAVDAWLKSDQWFHLMRDSYS
                     
HTELILAGMWGGCTGIFHNIEAHIRDYVATGRYPDNRVIDQHYLRYCIWPTLKQSVLV
                     
HDSQQFDENSADFPVYDLTSMQNDQDNFHVGMDNGSPVVTTAVNHPTAEKVYWILFDE
                     NHDEVCRYDAIVSKSRNIEVNLPHAFAKKIQLQQWKLQVYPYEN"
     gene            46889..47215
                     /gene="ppnP"
                     /locus_tag="DSM_01244"
     CDS             46889..47215
                     /gene="ppnP"
                     /locus_tag="DSM_01244"
                     /EC_number="2.4.2.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q6FF51"
                     /codon_start=1
                     /transl_table=11
                     /product="Pyrimidine/purine nucleoside 
phosphorylase"
                     
/translation="MSSTQFDHVTVIKKSNVYFGGACISHTVQFEDGTKKTLGVILPT
                     
EQPLTFETHVPERMEIISGECRVKIADSNESELFRAGQSFYVPGNSVFKIETDEVLDY
                     VCHLEG"
     gene            47317..48066
                     /gene="rlmB_2"
                     /locus_tag="DSM_01245"
     CDS             47317..48066
                     /gene="rlmB_2"
                     /locus_tag="DSM_01245"
                     /EC_number="2.1.1.185"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P44906"



                     /codon_start=1
                     /transl_table=11
                     /product="23S rRNA (guanosine-2'-O-)-
methyltransferase
                     RlmB"
                     
/translation="MAKPEYYYGVHSVESLLELEPERVLTLFTLKGRDDQRLQKILQL
                     
AEPFGISVQKASRDSLEKLAGLPFHQGVVAAVRPHPTLNEKDLDQLLAETPDALLLAL
                     
DQVTDPHNLGACIRTAAAMGVQAVIVPRDRSASLTPTARKVAAGGAEKVKFIQVTNLA
                     
RTLAHLKETTHVRVIGTMLDENALPIQKCDFSGAVVIVMGAEDTGLRPITQAQCDQKA
                     YIPMSGNLQSLNVSVATGMALYEACRQRSEV"
     gene            48102..49016
                     /locus_tag="DSM_01246"
     CDS             48102..49016
                     /locus_tag="DSM_01246"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSPRTQGYFFVLVTMCIWGGFTLFARLNAQWHISAWDIAALRFA
                     
IAFLILMPILIYKKDLAFLWSKHAVILALIGGVIYCLTVYTAFLYAPAAHAAIFLNGC
                     
IPICTAIAAYILFRQPFDKHTWVSLAIMITALALMSALMLKSSTSAFGIGDLLLFISA
                     
IWWGIFTVLLKQWKLSAWHSMASVAIWSAIIYLPIYLLFLPKHFMDVDPLHLAVQSIF
                     
HGVFVVIIATLTYVAAIQRLGAFKTGSIVTLAPFIAAILAVPLLGESLSPSIVVGLVG
                     MGIGALQPWRWFRQDSLTQKIKQQNTQN"
     gene            complement(49013..49609)
                     /gene="coaE"
                     /locus_tag="DSM_01247"
     CDS             complement(49013..49609)
                     /gene="coaE"
                     /locus_tag="DSM_01247"
                     /EC_number="2.7.1.24"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A6I9"
                     /codon_start=1
                     /transl_table=11
                     /product="Dephospho-CoA kinase"
                     
/translation="MAFILGITGGIGSGKSAATQWFESQGIQVVDADIVAREVVEKGQ
                     
PALQKIQQTFGDWVLQPDGSLDRRALREYIFQNPQARHTLEQITHPAIRQSIIQQLQN
                     
PKSPYVILVSPLLFETNQHELVNHTLLIDASEQTQIQRASQRDGQNQEQIQKIIAAQM
                     PRERKRELANDIVFNDGLLEHLYQQLEPLHQSYLKRAN"
     gene            complement(49611..50471)
                     /gene="outO"
                     /locus_tag="DSM_01248"



     CDS             complement(49611..50471)
                     /gene="outO"
                     /locus_tag="DSM_01248"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P31712"
                     /codon_start=1
                     /transl_table=11
                     /product="Type 4 prepilin-like proteins leader
                     peptide-processing enzyme"
                     
/translation="MQDIIAYFIQNLTALYIAVALVSLCIGSFLNVVIYRTPRMMEQD
                     
WQQECQMLLNPEQPIIDHEKLTLSKPASSCPACQQPIRWYQNIPVISWLVLRGKCGHC
                     
QHPISIRYPVIELLTMLCSLVVVMMFGPTIQMLFGLVLTWVLIALTFIDFDTQLLPDR
                     
FTLPLAALGLGINTFNIYTSPNSAIWGYLIGFLCLWIVYYLFKVITGKEGMGYGDFKL
                     
LAALGAWMGPLMLPLIVLLSSLLGAIIGIILLKLRNDNQPFAFGPYIAIAGWVAFLWG
                     DQIMKIYLGG"
     gene            complement(50471..51697)
                     /gene="epsF_1"
                     /locus_tag="DSM_01249"
     CDS             complement(50471..51697)
                     /gene="epsF_1"
                     /locus_tag="DSM_01249"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45780"
                     /codon_start=1
                     /transl_table=11
                     /product="Type II secretion system protein F"
                     
/translation="MAVKKAQMMPTFAYEGVDRKGVKIKGELPAKNMALAKVTLRKQG
                     
VTVRNIREKRKNILEGLFKKKVTTLDITIFTRQLATMMKAGVPLVQGFEIVAEGLENP
                     
AMREVVLGIKGEVEGGSTFASALRKYPQHFDNLFCSLVESGEQSGALETMLDRVAIYK
                     
EKSELLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFQDLFASFGADLPAFTQMVV
                     
NMSKWMQEYWFIMIIAIGAVIAAFLEAKKRSKKFRDGLDKLALKLPIFGDLVYKAIIA
                     
RYSRTLATTFAAGVPLIDALESTAGATNNVIYEKAVMKIREDVATGQQLQFAMRVSNR
                     
FPSMAIQMVAIGEESGALDSMLDKVATYYENEVDNAVDGLTSMMEPLIMAILGVLVGG
                     LVIAMYLPIFQMGSVV"
     gene            complement(51727..53439)
                     /gene="epsE_1"
                     /locus_tag="DSM_01250"
     CDS             complement(51727..53439)
                     /gene="epsE_1"
                     /locus_tag="DSM_01250"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37093"
                     /codon_start=1



                     /transl_table=11
                     /product="Type II secretion system protein E"
                     
/translation="MSALHTSPKFTGFFRRLVEEKHVSAATMQTALDAAKRAKQDTVA
                     
YLIEEVHLSPSLLAETISAEFAEPYFDLDVYDTSQIPKDLVDQKLILKHRILPLIQRG
                     
QILYVATSNPSNIEAIDAIRFNSKLLVEPVIVEHHKLEKVLGQHFAEESSFDFNDEEF
                     
DLDVNLDGPTAQEDEDEAPQGDEAPIVKYINKLLIDAIRMGASDLHFEPYEKSYRVRY
                     
RVDGVLRQIANPPLQLANRLASRLKVMSQMDISEKRVPQDGRIKLKLSKSKAIDFRVN
                     
SLPTLFGEKLVLRILDPSSAMLGIDALGYEEDQKALFMEALDKPQGMLLITGPTGSGK
                     
TVSLYTGLNILNTESSNISTAEDPVEINLEGINQVNVNPKVGLTFAAALKSFLRQDPD
                     
IIMVGEIRDLETAEIAIKAAQTGHMVMSTLHTNSAPETLTRLRNMGVPSFNIATSVNL
                     
VIAQRLARRLCSQCKIPADIPKQSLLEMGFTEQDLAHPDFRVFQPVGCPECREGYKGR
                     
VGIYEVMKVTPEISKIIMEDGNALEIAAASEKLGFNNLRRSGLKKVMQGVTSLQEVNR
                     VTSE"
     gene            53730..54524
                     /gene="tpiA"
                     /locus_tag="DSM_01251"
     CDS             53730..54524
                     /gene="tpiA"
                     /locus_tag="DSM_01251"
                     /EC_number="5.3.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P00943"
                     /codon_start=1
                     /transl_table=11
                     /product="Triosephosphate isomerase"
                     
/translation="MSGSTITPWVVGNWKMNPMRANANQLIEEFKQLLQQNQIADENC
                     
HVGVAPVSIALTTVQAQLQDAARTVHTVAQDVSRVAGTGAYTGEVSAELLKDSQINFV
                     
LVGHSERRDIFGDNVEILKAKLQNALNAGMTVIYCVGESLEQREQGQAEQVVLQQICD
                     
IAPVVTAEQWQNQVVIAYEPIWAIGTGKTASPQDAQAMHAKIREGLCQLTPAGSNIAI
                     LYGGSVKAENAVELAACPDINGALVGGASLNAASFYQIVQAFAQSK"
     gene            54537..54866
                     /gene="secG"
                     /locus_tag="DSM_01252"
     CDS             54537..54866
                     /gene="secG"
                     /locus_tag="DSM_01252"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AG99"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein-export membrane protein SecG"



                     
/translation="MHSFVLVVHIILAVLMIALILVQHGKGADAGASFGGGGAATVFG
                     
ASGSGNFLTRVTAILTALFFVTSLTLAIFAKKQTTEAYSLKTVQTTAPAQTTSPETSP
                     NAPKTGQ"
     gene            54923..55007
                     /locus_tag="DSM_01253"
     tRNA            54923..55007
                     /locus_tag="DSM_01253"
                     /product="tRNA-Leu"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Leu(gag)"
     gene            55050..55126
                     /locus_tag="DSM_01254"
     tRNA            55050..55126
                     /locus_tag="DSM_01254"
                     /product="tRNA-Met"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Met(cat)"
     gene            55342..55866
                     /gene="rimP"
                     /locus_tag="DSM_01255"
     CDS             55342..55866
                     /gene="rimP"
                     /locus_tag="DSM_01255"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A8A8"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribosome maturation factor RimP"
                     
/translation="MKLSNKSQALYDMIAPAVEACGVDLWGIEFLPQGKRSLLRIYID
                     
RPVDENAEPVINEDGEVEQGRGIGVEDCVRVTQQVGAMLDVHDPISGEYALEVSSPGW
                     
DRPFFQLEQLQGYIGQQVALRLIAAVENRRKFQAKLLAVDLENEEIQVEVEGKHVLDI
                     DSNNIDKANLIYQD"
     gene            55904..57388
                     /gene="nusA"
                     /locus_tag="DSM_01256"
     CDS             55904..57388
                     /gene="nusA"
                     /locus_tag="DSM_01256"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFF6"
                     /codon_start=1
                     /transl_table=11
                     /product="Transcription termination/antitermination
                     protein NusA"
                     
/translation="MGREILTVVETVSNEKGVSREAIFEALEQALVAATKKKFYEGTN
                     
SEEAQLRVEIDRRTGDYRTFRQWTVVADEDHEMPACQDAISDVDPAKWSIGDVRELEV
                     
ESIEFGRIAAQIAKQVIVQKIREAERALVADAYESKVGELIYGEVKKQTKDGFIIDLG



                     
DNAEAYLAREEMIPKEILRPKQRVNAILYSVNREGRGAQLLLSRAKPEMLIALMKKEI
                     
PEISEEIIEIKAAARQPGVRAKIAVKTNDHRIDPVGACIGMRGTRIQAVQQELNGERI
                     
DVVVWSDDPAQYIASALEPADVSGIVLDEDAKSADIIFATNDQLARAIGSQGQNVRLA
                     
SDLTGYKLDMMLEEEYRARQQNEAQQYLDMFVSRLDIEEDLAMALVEMGFTSLEEIAY
                     
VPAETFDEIELDAELVELLQSRAKEAALTDALKQQENIQEPSADLLNMEGMTSEIAYS
                     LAARGIITVDDLADQATDDISDIEGLGHEKAGQLIMKARESWFN"
     gene            57399..60098
                     /gene="infB"
                     /locus_tag="DSM_01257"
     CDS             57399..60098
                     /gene="infB"
                     /locus_tag="DSM_01257"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A705"
                     /codon_start=1
                     /transl_table=11
                     /product="Translation initiation factor IF-2"
                     
/translation="MTDKSIKELALSVGRPVEKLLEQAREAGLPQRTADDIITTEQQD
                     
TLVNYLKKVHGQESGNTGKIALKRKTTSTAKVASTSGKAKTINVEVRKKQVFAKPNPE
                     
QIAAEAKARAEAEAKARAEQQAREAAEQKARLQTEQKAKATLDAMRAAHQQDSAAQSA
                     
PKAAVVVKKRGGGTVKPAPKPAETLEQKKAREAQTAQLKATEEAARRKAAEEAQQRTL
                     
EQMRKMASKYSNDDATATIRVIDDSPLASGLVGQAYEDSFNQEDREIKRGGATTNPRA
                     
GKKGGRRGQEEQSFVNHNKRGLKSSQANKHGFEKPVKKQVYDVEIGSSIVVADLAQKM
                     
AIKVREVIKTLMKMGELVNQNQTIDQDTAALVVEEMGHNPVLVSDTQAEDNLLEAAEE
                     
ARGEQTTRPPVVTIMGHVDHGKTSLLDRIRRSKVAAGEAGGITQHIGAYHVETDKGII
                     
TFLDTPGHAAFTSMRARGAKATDIVVLVVAADDGVMPQTAEAIDHARAAGTPIIVAIN
                     
KMDKESADPDRVLNELTTKEIVPEEWGGDVPVAKVSAHTGQGIDELLDLILIQSELME
                     
LKASAEGAAQGVVIEARVDKGRGAVTSILVQNGTLNIGDLVLAGSSYGRVRAMSDENG
                     
KPIKSAGPSIPVEILGLPEAPMAGDEVLVVNDEKKAREVADARADREREKRIERQSAM
                     
RLENIMASMGKKDVPTVNVVLRTDVRGTLEALNAALHELSTDEVKVRVISSGVGAITE
                     
SDVILAESSEAVLLGFNVRADTAARQKSDQDGIDIRYYSIIYELIDDVKDAMSGKLAP
                     
EHRETILGVAQVREVFRSSKFGAAAGCMVMEGVIHRNKPIRVLRDDVVIFQGELESLR
                     RYKDVVDEVRAGMECGLAVKGYNDIKPLDKIEVYDVQMVKRSL"
     gene            60098..60499
                     /gene="rbfA"



                     /locus_tag="DSM_01258"
     CDS             60098..60499
                     /gene="rbfA"
                     /locus_tag="DSM_01258"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7G2"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosome-binding factor"
                     
/translation="MAGGQRLKRMADSVQRELSELIRQELKDPRLGGLVTISGVKVSP
                     
DLGYADVYVTVMGRELSDDQNEVAHRETLDILNKASGFLRQELSRRIKTRITPRLRFH
                     YDKTNAYGNYMFGLIEKAVQDLPKRESDDEE"
     gene            complement(60556..60960)
                     /gene="mrpG"
                     /locus_tag="DSM_01259"
     CDS             complement(60556..60960)
                     /gene="mrpG"
                     /locus_tag="DSM_01259"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9RGY9"
                     /codon_start=1
                     /transl_table=11
                     /product="Na(+)/H(+) antiporter subunit G"
                     
/translation="MQITMEIIVSIFLVFGAFFMLVGSIGMVRLPDLFMRLHAPTKSS
                     
TLGLGSFLIASMIFFAFQGRFGFAELLITLLAFITAPVSANLIAQAALHLRLRSLSGE
                     VPEAIERPLPWDRYKIGQRFSQNKPPMEPPQE"
     gene            complement(60973..61248)
                     /gene="mrpF"
                     /locus_tag="DSM_01260"
     CDS             complement(60973..61248)
                     /gene="mrpF"
                     /locus_tag="DSM_01260"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9RGZ0"
                     /codon_start=1
                     /transl_table=11
                     /product="Na(+)/H(+) antiporter subunit F"
                     
/translation="MTILPYALGISLIAITISMLLCLFRMVMGPSIVDRLLALDTLFL
                     NATCLIIVLGIYWTTTSLFEGALLVAMLGFVSTAALARYFTTGHVID"
     gene            complement(61245..61772)
                     /gene="mnhE1"
                     /locus_tag="DSM_01261"
     CDS             complement(61245..61772)
                     /gene="mnhE1"
                     /locus_tag="DSM_01261"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P60689"
                     /codon_start=1
                     /transl_table=11
                     /product="Na(+)/H(+) antiporter subunit E1"



                     
/translation="MQLSKLLDRWFPHPFVSFLIIIFWLMLAHSLDASDLLMAVILGL
                     
VIPRLVRPFITRTPHIHWKPAIKLCFVVLWDIIVSNFRVAKLVLGSPKKLHPKWYRVP
                     
LETEHEQVNSLLAMIITTTPGTVSAGIDQERGDILVHSLSTENTESDVQDIKQRYEAP
                     LMEIFDVKSKSEDNA"
     gene            complement(61775..63586)
                     /gene="mrpD"
                     /locus_tag="DSM_01262"
     CDS             complement(61775..63586)
                     /gene="mrpD"
                     /locus_tag="DSM_01262"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9RGZ2"
                     /codon_start=1
                     /transl_table=11
                     /product="Na(+)/H(+) antiporter subunit D"
                     
/translation="MFDFLSFWQANTPIFSILIPAFTGFILLLLGNPGAGALKEDWRQ
                     
PWRRGISLISAIAGLITAVSYLLVANTGQITVYQLSEWSAPFGIVLVLDRLSAFMLVL
                     
TYALAVPVLWYASENWDTRGRYFHAIFHFLLMGLCGAFLTGDLFNLFVFFEILLMASY
                     
VLLLHGQGKPRFQLGVHYVIINLLASALFLIGLGMIYGSVGSLNMADVSRLLPTLDAD
                     
QHKLAVAGALLLFVVFGIKAAMLPVGFWLPKTYAVASTPVAAIFTIMTKVGIYAILRV
                     
NGTVFNDALSQEIFKSWLLPIGLVTSLYGVIGAIGADRLRRFVGFMVLSSIGTLLIAI
                     
AMSNTQAWSGALFYLVHSTLIGAAFYLFCGWMTSQRGDFKDHLKIAPRIKQEKAAMLT
                     
YFLIAMMLAGLPPFSGFFGKVFILQATVETAYQGWVIGIVLLVSLLSIIALTRVGFIL
                     
FWRASPPEEDPINPAYIIYRALPEKAPPRNDTVIYILLAGLVAYVVFASPVLHYTTNT
                     
AQQIQDHALYQQSILKTDQNGEVISVQPYDSTYLPETKYGGEVEDHNAYLIPNIISKD
                     TFNGEHISEYKHRQIQQQEKLQTPTIADESQLKPMEP"
     gene            complement(63586..63954)
                     /gene="mnhC1"
                     /locus_tag="DSM_01263"
     CDS             complement(63586..63954)
                     /gene="mnhC1"
                     /locus_tag="DSM_01263"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P60682"
                     /codon_start=1
                     /transl_table=11
                     /product="Na(+)/H(+) antiporter subunit C1"
                     
/translation="MISLEFLLASAIGLLVATGIYLILRARTFPVVLGLAVLGYAVNL
                     
FLFAMGRLQVSSPAILTETTNITDPLPQALVLTAIVIGFATTAFIVQLALRSRYESGS
                     DHVDAKEDISPTYDPREDEP"



     gene            complement(63951..66788)
                     /gene="mrpA"
                     /locus_tag="DSM_01264"
     CDS             complement(63951..66788)
                     /gene="mrpA"
                     /locus_tag="DSM_01264"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9RGZ5"
                     /codon_start=1
                     /transl_table=11
                     /product="Na(+)/H(+) antiporter subunit A"
                     
/translation="MLPIIILLPLILGTTLVSLLQRFSRGVTALGAIGVSLTSFGLLL
                     
TQAKTVLGGASIQQSWDWLPQLGINLSFRLDALGLLFSLLITGIGTLIYIYAYYYLGP
                     
KNSLSKLYLLLMLFMAAMLGISLSNNLIILLVFWELTSISSFLLVGYWSHYEAAQRGS
                     
RMALTITGMGGLAMLGGFVLLGQITGTYEINDIVGMKDLIQSHYLFVPTLLLILLGAF
                     
TKSAQFPFHFWLPNAMAAPTPVSAYLHSATMVKAGIFLLARLAPIFIGAALYHNIVTF
                     
VGLFTLCMAACFAIFKEDLKGLLAYSTISHLGLIVCLLGIGSPLAVAAAIFHIINHAT
                     
FKAALFMIAGIIDHETGTRDLRKLSGIWQLLPFTATLTMITAASMAGVPLTNGFISKE
                     
MFFTELLASLSGSTVIFASIIATLAGIFAVSYSIRLVHGVFFDGPVGKQVPNKNAHEP
                     
PIGMRAPAMLLATLCILVGIFPALLVEPLVNSVTRASLMQPDFAGTHLAIWHGFNAPL
                     
IMSIIALVGGTLFYFALAKDGMIRKIDLDPRLGRLQGRILFDLFLKHLLLTSRKIKQK
                     
TENGSLQSYLFLIIAFSIVMVTLPLFNQGLTTGTRELTHAPWIAVVLWLTLFSGCWMM
                     
LWFHHERIKAVLISGAIGLVVTMVFVTMSAPDLALTQITVDVVTTVLLLMSLSLLPQL
                     
TPYESRRSRRWRDAALAIIGGLGIGWITWLILTRDHNSISWFFAQQSLPLGGGSNIVN
                     
VILVDFRGFDTFGEITVLGIAAIGALCLMDGMRVHGTTMTQGLTYRFNPSPLMFRITA
                     
SWVLPLALVVSVYIFMRGHNYPGGGFIAGLITSMALIIQYIALGQDQAEQMLKAQSGR
                     
LYEIWIGSGLTIAGLTGIAAWFWARPFLASAHVYVELPVLGKLHLASAASFDLGVYIT
                     VVGATMLLISVLGDSRHSSMSGPVPHGEKSS"
     gene            complement(67115..68497)
                     /locus_tag="DSM_01265"
     CDS             complement(67115..68497)
                     /locus_tag="DSM_01265"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKLESIQFKHIALFHDLKIQFQYDKQPITLILGEQATGKSMLLK



                     
HIYHALTWFPARLKDARTPGIFMPDQDISHSRLQSKIEVSIQIPPEFGQLPETTSTQQ
                     
TDTSLCSWKLFKTLNSSGVGISQVETQQLDQTITLYHQVTRKDPLQGLPLLAYYPSER
                     
FVNDINLLNKNLPGITQSISAYDISFIPFTTFARFFEWLREISDIENAQAAHVVQRII
                     
SKQSNSQDQEEILRQLQLELAGHPKQLPSPNLYALKSALKIIFPELEDFYLQYHPKLQ
                     
LMAHYKGEVLAFQQLSNTTKTWIALVGDVVRRLCLLNPLSLDPCLEGEGVLLIDQIDS
                     
QLDAAHCSEILNRLHRAFPRLQIIVTGSREELLEHAAAYQCFKLEHGKISPLDLNTTQ
                     
QQLEHLYTLLQRDEALTPHMDPLPLDTEPATAQIDSLYQQIQNLNEQQKNELLRMIHA
                     GDTSEETSSL"
     gene            complement(68521..70023)
                     /gene="rep_1"
                     /locus_tag="DSM_01266"
     CDS             complement(68521..70023)
                     /gene="rep_1"
                     /locus_tag="DSM_01266"
                     /EC_number="3.6.4.12"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_01920"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent DNA helicase Rep"
                     
/translation="MSNIEKPKATYEQAIAIDNARLGQSFKVIAYAGTGKTTTLQMIS
                     
DAMPERRGMYLAFNKAIAGEAQNKFHRNVDCRTFHSLAFRSVPRGVTDKLRLPRLSPS
                     
FIAKEYRLEPITLRRMMGGRYEKYVLMPSRLASLVANAVSYFCSTSSQYPAPRHIQAP
                     
NWLHPDDITALQTHLYPAVERRWLESIDPNHQAGIGHDIYLKLWALSEPNIPADYVLF
                     
DEAQDADPLMLGILLRQKSTQVIYVGDAHQQIYAWRGAVNAMQQLPLPESRLTTSFRF
                     
GEAIADVANALLGGLNETVPLLGNPNQKSSVVNKPHTKMRDAILCRTNARAMELLLAG
                     
LVHGDKVSLQADHQKLNRFVDAASLLKQGKRVTDVPELAWFNSWHDVHEYCETNEGSD
                     
IKPLVKLVDDHGTDPLKKALAKITPLEQADYVISTAHKAKGLEWNRVHIEDDYQFKIN
                     GLEHKITDEELRLLYVACTRAKVSLNIHHLYDLIQQLKLRAPLSLRQSVG"
     gene            complement(70033..70806)
                     /gene="hisI"
                     /locus_tag="DSM_01267"
     CDS             complement(70033..70806)
                     /gene="hisI"
                     /locus_tag="DSM_01267"
                     /EC_number="3.5.4.19"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WMM7"
                     /codon_start=1
                     /transl_table=11



                     /product="Phosphoribosyl-AMP cyclohydrolase"
                     
/translation="MNNTQWLDEVKFNEQGLIPAIAQHHQTGRILMVAWMNRESLALT
                     
AEKNQAVYFSRSRQKLWHKGEESGHFQTVYEIRLDCDGDVIVLQVEQHGGIACHTGRE
                     
SCFYRKLTPQGWEIVDAQLKDPTAIYGDKAKAESHDHAHTTEQVDVLAHLGQLMQERK
                     
QAEADTSYVASLYKKGINKILEKVGEEGVETIIAAKDYAAQNTESNLNDLIYETADLW
                     FHSIVMLGYFDLNPQLIIDELGRRQGLSGLVEKANRNKV"
     gene            complement(70960..72273)
                     /gene="xlnD"
                     /locus_tag="DSM_01268"
     CDS             complement(70960..72273)
                     /gene="xlnD"
                     /locus_tag="DSM_01268"
                     /EC_number="1.14.13.24"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9F131"
                     /codon_start=1
                     /transl_table=11
                     /product="3-hydroxybenzoate 6-hydroxylase 1"
                     
/translation="MKTPHFAIIGAGTAGLATAILLAREGNHVTIFEQIDELSPVGAG
                     
LLLQPAGLAVFEHLGVLDKALTLGAKVTGLEGQLPDKRLLVNSHYREASTNLYGLGIH
                     
RATLCHVLTQKLSEYSSQITWCMNHSVESFVEHNDEVRLFGSHQNQKFNACFDGLLIA
                     
NGARSQLRPKAWVKVDKAYPWGAAWSIVPECQVLDSEILHQFYDRSKIMMGILPTGAI
                     
PTEPQQRLSSVFWSLPTPQLQSFLQDEQAKQAWLKQVSERWPKVAEWLKEILYNSQTQ
                     
PKWLSANYRDVVMTQFGQGRIGVIGDAAHAMSPQLGQGANMALLDAWAFSQSLQHAQK
                     
NQNIDWSLLWQHYHQLRGSSTQFYQFLSRLLTPLYQSDHWWAGGLRDLVFPWMYQIPY
                     FRKEMAITISGLKTGPFRHLEYDQVAQLPKESSAFHLKSESLTDF"
     gene            complement(72397..74016)
                     /gene="ubiB_2"
                     /locus_tag="DSM_01269"
     CDS             complement(72397..74016)
                     /gene="ubiB_2"
                     /locus_tag="DSM_01269"
                     /EC_number="2.7.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A6A0"
                     /codon_start=1
                     /transl_table=11
                     /product="putative protein kinase UbiB"
                     
/translation="MIPHVSRLLELWRIAAHYRLDTLFPADELPVKAKHALNIIKMHP
                     
AAWSSRERKNPLKLKEALEDMGPLAIKLGQLLSTRRDLIPPEILAQLVLLQDQVKPFD
                     
GEVAKQRIQDSLKADVNTLFARFDDQPLAAASIAQVHTAALHDGREVVVKVTRPDIRS



                     
QILQDFEILAWLGNTLESRLEAARALHLSEIIQDYRQIILNELDLSIEADNTRRMRHY
                     
FTGSTMMYVPEVYMDTKDVMVAERITGVPISDTATFDRLGMDRAQLAEKGLTIFFTQV
                     
FRDNFFHADMHPGNVFVETINPSNPRFIALDCAIMGELSKHDQMTVARMLLAVMNSNF
                     
MQLIQIVHQAGWIPPGTDQDALAREMRRTVGPMVSKPMDQLDFAGILIQVMDIARRFH
                     
LEIPPQLMLLLKTLVHVEGLGTDLYPQLDIWKLAKPILTEWVKSNMNPVKNVKELGQQ
                     
LPDLLLGAQDFPSLIIDSLNGLKNQSAWQDRQLREIQQLRLQMEHQQRRSWMFGSTML
                     ILLTIAIISPWFVSIILIVLSSLLALWRVLK"
     gene            complement(74029..74697)
                     /locus_tag="DSM_01270"
     CDS             complement(74029..74697)
                     /locus_tag="DSM_01270"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MWSILALGAVERIIHHLIDLDALTRIQLNQLQGKMLRVIIDSPQ
                     
LSVDVFFDQEKVRLEPTVTGHSEKPSIFEQRPFDPQFKISEATATLHVKDVVELIKLL
                     
LSDPDQIGNIPLQGDYHLLQDIQKIMQQAEPDLAAHLSKWVGPQLAHEIGKIQLAPKH
                     
LKRSLQSHLFFAEDALKEDSGLFAPRWEMDDLNQATRKLNQDIDRLEAKLQQLNAQLQ
                     PTQD"
     gene            complement(74709..75656)
                     /gene="ubiE"
                     /locus_tag="DSM_01271"
     CDS             complement(74709..75656)
                     /gene="ubiE"
                     /locus_tag="DSM_01271"
                     /EC_number="2.1.1.163"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A887"
                     /codon_start=1
                     /transl_table=11
                     /product="Ubiquinone/menaquinone biosynthesis
                     C-methyltransferase UbiE"
                     
/translation="MSNENQKPTSPTEQAQSSDKVSPFLSSPLPQGTPQGQQQSLQQT
                     
LTDTPVSGSVPKYNLPRGAGNTGNVGETTHFGYSTVRTEDKAQKVAEVFHSVASKYDL
                     
MNDLMSFGIHRLWKRFAINMSGVRRGQHVLDIAGGTGDLAKVFSREVGPQGHVVLSDI
                     
NESMLNVGRDRLIDAGCTNVDFVLANAETLEPFADNSFDLVTISFGLRNVTDKDAALA
                     
SMFRVLKPGGRLLVLEFSKPVFEPFSKLYDLYSFTALPIMGKLVANDSESYKYLAESI
                     RMHPDQRTLKGMMENAGFQNCDYHNLTGGIVAVHRGFKL"
     gene            complement(75805..76512)



                     /locus_tag="DSM_01272"
     CDS             complement(75805..76512)
                     /locus_tag="DSM_01272"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSKLAAFDELLQQYKTFNYHDNPVLAQRLQDVQTWLKERMKETH
                     
HDFFNLPEHKLMAQYFLNRLYGGPEFDALAAQIERLLKYAHKAEKVLPENAIKTGTKS
                     
VSLAVLATQLDEQVAMQLLEDYPADTVLTDEIMRLTLIKLDQAEARYQQLALLDDLGV
                     
ALDKYMRSFMIFTAFKMCKGIAQKYHFELMYDFIQDGFSAMKPLKSAEAFIKTFTEKE
                     RQIVEKVHSGHPNPFRV"
     gene            76720..78138
                     /gene="pap"
                     /locus_tag="DSM_01273"
     CDS             76720..78138
                     /gene="pap"
                     /locus_tag="DSM_01273"
                     /EC_number="2.7.4.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q83XD3"
                     /codon_start=1
                     /transl_table=11
                     /product="Polyphosphate:AMP phosphotransferase"
                     
/translation="MSEQQPKFEIRDEEQLSVDLIEAQYALKESRGKPNAKSTLILMS
                     
GIELAGKGEAVKQLREWLDPRYLRVKADAPRVLTDSEAFWQSYSAFIPTEGQIVVMFG
                     
NWYSDLLVTATHVSEPLDDARFDAYVENMRAFEQDLKNNYVDVIKVWFDLSWKSLQKR
                     
LDKIDPSEQHWHKLHGLDWRNKKQYDTLQKLRRRFTDDWYIIDGEDEKQRDQFFAQYL
                     
LQHMRQLPEHETEVKGKWQQAKIPESLLKPAQEKMDKAEYKKELDKLSKKIADTMRFD
                     
KRNVVIAFEGMDAAGKGGAIKRIVKNLDPREYDIHCIGAPERFEARHPYLWRFWNRIN
                     
EAEKITIFDRTWYGRVLVERVEGFASPIEWQRAYDEINRFEKDLFDSQTIVVKIWLAI
                     
SKDEQEQRFKAREETPHKRFKITAEDWRNRDKWDDYLKAAADMFERTSTEYAPWYIVA
                     TDDKYTARLEVLRAILKQLRAD"
     gene            complement(78161..78667)
                     /locus_tag="DSM_01274"
     CDS             complement(78161..78667)
                     /locus_tag="DSM_01274"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKIDNIPDYIDPSLNLEQIRDECQELIQKRAYVSAGAAIVPIPF



                     
FDVVVDLGILSQLIPDINSRFGLAPEHVSVYDPKTKTIHWDELRKRGFQFSGFVVART
                     
TVKKTFNGFFGKIVTKQVTKFVPLGGQLVAASLGYFMMKKIAQTHLNDSYNLAKRIQQ
                     KSRGAVVN"
     gene            78839..82474
                     /gene="recC"
                     /locus_tag="DSM_01275"
     CDS             78839..82474
                     /gene="recC"
                     /locus_tag="DSM_01275"
                     /EC_number="3.1.11.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P07648"
                     /codon_start=1
                     /transl_table=11
                     /product="RecBCD enzyme subunit RecC"
                     
/translation="MGIHVIQSQRIDVLLQGVLASTSQPSTHPLQVLKAQHFIVPSPA
                     
IEQWLIQKLAEQQGMSANYQFHQRVRGFQWYAYQQVLTAHKEQVRKANIPRLIFKWRV
                     
HQALQEFIQPDVMSIDSSHPLHSIVQRIYDSADRLEQGIEKQLKKQKMLYWVAEQVAD
                     
LFSNYMVYRGQCQRGCENMCTCPNNWLAAWGQGRSLDIEKYIAHKDKEVSAFTLQQTQ
                     
ELERWQRWLWQQHFHDDFMQMQQIDELFWQQLEHPERQKKALSRLPQQIVIFTLLDLP
                     
PSQLQFLRRLGQYIDVLILHYNPSQEYWADSVDPLWKQRYDLGVKERFIAKNPQATDA
                     
EIADFFNKFTLNFNAEARESRHPLLTRLGKQARDHFSLLSNLSTGEEGKWVDAFVDDF
                     
PESLLGKVQSDILHLVEPQAKQYELAPNDDSIQIHVCHSTLRQLEVLKEQLIGWLAKP
                     
HEQPRRPNDILVLVPNLVEVEPLIRSVFPATATEQGVHLPVKIAGIASLDALNAWRAV
                     
IGRIHLMQGRFSFDEFADWLGLHATQQRYALEYAQVERILNLLADAGFKRGLDAEHLK
                     
RSLCDGDDDYRYSFKFALERLALGIAIPEHATFNQVLSYAKVQPGDFELIGTLIQIYQ
                     
DLNERRDWLIMHEQKKSHTVEYWLQILSQDIIEFEQAGVAALKTAREIVKKQERMLTL
                     
ASYYAETETGTLRKITLPLPYILDEVQRTLENQTAQAEPTGQITFAQIGQIRPLPYRL
                     
IVMLNLDAGQFPNRDTHVPFDLMDALRQQLGDRSRLEDDQGAFLDALLLAQENLWLFY
                     
NGFDVNDGEVRDPSSILQEFREHLALIVKPEPNAPDREVIEGIEIPSQLKQLYHLHYL
                     
QPFDPKGFMAENRYIRYQDHWFNVAMQIQQASGVLKPWANISYPLEIPDMLVLDSHQW
                     
IQDVTFPARLYLKTLGVENLGNVSVLDQNEPLLLDGLGRYTIRHFLQQNEQQAQPEVL
                     
LDQLPVGKVQYSAWQQGIFEQECLLERLHHYAPAMTQTTQRVWRIAKQLHMNITVPKS
                     
ETQDWVSMEASSARAKRRAKVWLEYLLWLAYLNEGSAGTERRRIVVFSDQTVICKGIS



                     
SEQARQYLQPWFKIWRYAQQQPLVLPAALLLKPLEKAKAYQWETTNLTEKIKLDEKSY
                     
AELLKYWNETGTFTSIDMTQNEACKLHQDWRFILQEQDAQALLQHACDEFAYDLYHPV
                     FQFQHSE"
     gene            82478..86176
                     /gene="recB"
                     /locus_tag="DSM_01276"
     CDS             82478..86176
                     /gene="recB"
                     /locus_tag="DSM_01276"
                     /EC_number="3.1.11.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P08394"
                     /codon_start=1
                     /transl_table=11
                     /product="RecBCD enzyme subunit RecB"
                     
/translation="MNSRVQVSYQPIIDIEFSGLHLIEASAGTGKTYTLSSLMVRIFL
                     
EKYLPGQVIATTFTRAAAAELKSRIRARLVETYRYLDAKRSLTEKEILLQAEQESDLL
                     
LQHVLKHFATRIAYACERLKLVIDQLDELFVGTLDSFSQKLLREFAFESGKIERAQIT
                     
DDAKTYSRQLIHDVLREWIQSQPQTVIDALYLAGELKSVDSFVKLVEDSLNFSSAHFK
                     
LPEKPTIQFEQLAQLKQLAAEIDISLLEPYYSLDGDHYKHVSGTIFRNGAFNKLFSEC
                     
LPQLLQVLKQSDSILVFDGSLAIQRELVFKFLGQLADQKVFKKCPAEISDGFYQHPCI
                     
QQIQQLFGVLKNYAEQFDQLHIYLKAYLCVEVKKRLPQVLQNKGETTFSQQIRTLSEA
                     
LKGEQGQRFAVFVQARYPLILVDEFQDTNQDQDDMLASIWRHPERYQKGCMIMVGDRK
                     
QAIYGFRGGDMLTFLNAYKDIQAKHGREYKLIHNHRSVADLVEVVDALFQRQIDFGEQ
                     
VQYDPIRAGTRPHPVLIDQNQPNPHPLRWLMLKDKETEAQQVAWKIRDLLNQSHAGQL
                     
YFQKDAQTQTLNEDDIAVLSRNHDGLDKVQFELERLGIRVNRPSKRSVFDCTIAQDVG
                     
ALLTAILHPYDEAKVKRALISRLFAMDLKQLLQLEQTAEGLSQFMTGFDTIRELWSAQ
                     
GFLVAWQQCLNQFGIWKNLVAVQSKDNERVVVNLRHLTEILSQHSEKYQGAQNLYHWY
                     
LKQLQSPLDREWELERRLSSEAGVQLMTIHQSKGLEFKIVFLLGADKPFRENNKTLNF
                     
STQDITVSESAQTLTQRVVAIADKTYLNETELKQHEERALAEQNRLWYVALTRASHRV
                     
YALLQDTDGKSVSGLAFWKNRAEPFQHRCCTDEIILEQPPAARHLNQHINIIEIQAQH
                     
FPDQRFYSRGKTSFSYLAQHLRHKVGTDLLASQSHEAVLAEDELDQVISVEAPAAQPI
                     
SWIKSNFPRGTLAGNFLHEIFEHIDFQCSDEWVSEIRRRFKNDYSSLWQDLLIKYQES
                     
FPEEQEAEYSLYHAVAEWLQEILSTPLYQGFRLNQLQPEHYLSECPFYLALSDRVLAM



                     
KRIQQLFAEYGMEMPELLEARSARYLNGSIDLVYFDGQRYHIADYKSNYLGENLADYS
                     
VESIAQSMSLASYWLQAGLYLVALHRYLKVKMQNYDIEQHLGGATYLYLRGMNGEAEQ
                     GYYYWQPSTEFVLRLDAILGYFAEDKIA"
     gene            86273..88036
                     /gene="recD"
                     /locus_tag="DSM_01277"
     CDS             86273..88036
                     /gene="recD"
                     /locus_tag="DSM_01277"
                     /EC_number="3.1.11.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P04993"
                     /codon_start=1
                     /transl_table=11
                     /product="RecBCD enzyme subunit RecD"
                     
/translation="MDKCVDNLNSPEQSDLSWLTTWSTFLNQAPFTAQTQAPEAAYFL
                     
QQLIEASLQGDSCIEISPEQIETLGQLVISAEQAKSQVAPCVHDGQGLALYRYWNLEQ
                     
RLAEQIRRLKQQPIQPVSCEEHLDLLTDPHQQAALQMVTRQSLSIITGGPGTGKTYTL
                     
ARIIAVLSQAIPHIRVAMAAPTGKAAQRMQEALQNSFNDPKLLESGLMSDELRNQSTQ
                     
TIHRLLGMGHSQTPRFNQKQPLPYDVIVVDEASMLDLNLATVLFEAVPESCRIILLGD
                     
ANQLASVDVGAVLADLQQIEALSENRVHLQTSRRFAEGALIGQVAQFIQMQTSQIDHE
                     
QVLQQFEIDIVQVSELRSIPLEADMPDVVQLEYLPEESPIALETYYQKLMVGFQGYVQ
                     
SLKAYLQDDRSTEHIENIVKSFDDYRILTAVRHGPFGLQQLNQYAERWLQQQLGIVTL
                     
GGWYVGRPVMMTYNDYQLGISNGDIGLCFEHRAQPQQFEVYFPSLNKWVAANRLPKSI
                     
QSAFALTIHKSQGSEFTHTAVVLDQAAKNLLSQELIYTAITRAKKVVSLLVDPEALLQ
                     SFTVRTTRKSGLVEKVNRLVR"
     gene            complement(88753..90051)
                     /gene="flp"
                     /locus_tag="DSM_01278"
     CDS             complement(88753..90051)
                     /gene="flp"
                     /locus_tag="DSM_01278"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q7A3Q5"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein flp"
                     
/translation="MKIFSTNTCPVPNDLESVIHHKDEVPAELGGMSEQQVQKIWKSI
                     
ESLYKTGNYPLITFCLRRQGKILLNRSIGYAQGNSPAGLQENALIATPDTPVCLFSAS
                     
KMITAMLIHLLDEKGEINLLDPVSYYIPEYGVNGKRRATIFHLLSHRGGIPYVDGDVT



                     
PELLFDKDEILRRLYAARPVSPAGNHLAYHAVTAGYILGEIIERVTGQDLRKFVHETI
                     
EKPMDMPYFNYGLKPEYRAEVALNCATGLHPRLGTDHYLNHVLGGGLQLAVDVTNDSR
                     
FMDTICPAGNIYTSAEQAGRFFEMLLSGGSYQGKQILSEKTIFRATLPTTGVNIDRTL
                     
LIPMRYALGPMLGSNPVGLFGPMTGQAFGHLGFSNILCWADPERDISVSLLTTGKSVV
                     GTHLPALANLLYQISTQCPRIPRDQRRSLFGSDSHETDLV"
     gene            90264..90533
                     /gene="rpsO"
                     /locus_tag="DSM_01279"
     CDS             90264..90533
                     /gene="rpsO"
                     /locus_tag="DSM_01279"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ADZ4"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S15"
                     
/translation="MALTNADRAEIIAKFARAENDTGSPEVQVALLTAQINDLQGHFK
                     AHKHDHHSRRGLIRMVNQRRKLLDYLNGKDHERYTALIGALGLRR"
     gene            90785..92878
                     /gene="pnp"
                     /locus_tag="DSM_01280"
     CDS             90785..92878
                     /gene="pnp"
                     /locus_tag="DSM_01280"
                     /EC_number="2.7.7.8"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P05055"
                     /codon_start=1
                     /transl_table=11
                     /product="Polyribonucleotide nucleotidyltransferase"
                     
/translation="MSMFNIVRKEFQFGQHQVVLETGRVARQANTVLITMGGVTVLVA
                     
VVAAPTAKAGQDFFPLTVNYQEKQYAAGRIPGGYGKREGRASEAETLISRLIDRPIRP
                     
LFPEGYYNEIQVTATVVSSDKTMEADIAAMLGTSAALAIAGTPFRGPIGAARVGLING
                     
EYVLNPNFEQMAQSDLDLVVAGTESAVLMVESEAKELSEDQMLGAVLFGHDEMQIAIQ
                     
AINEFAAAAGAKPSDWVAPAHNEELRAKLKEAFEAKISEAYTIAVKQDRYAALDALHA
                     
EAVAQFVPEEDVDGIADEVDYLFEDLKYRTVRDNILSGKPRIDGRDTKTVRALDVQVG
                     
VLERAHGSALFTRGETQALVTTTLGNTRDALMVDTLAGTKTDNFMLHYNFPAYSVGET
                     
GRESGPKRREIGHGRLARRGVQAVLPAADRFPYVIRIVSDITESNGSSSMASVCGASL
                     
SLMDAGVPLKAPVAGIAMGLVKEGERFAVLSDILGDEDHLGDMDFKVAGSANGITALQ
                     
MDIKIEGITEEIMEVALNQAFAGRMHILNEMNKVISRARPEISMHAPTFEVITINPDK



                     
IRDVIGKGGATIRQITEETKAAIDIEDNGTVRVFGETKAAAKAAIAKIQAITAEVEPG
                     
KIYDGKVIRIVEFGAFVNIMPGTDGLLHISQISNERIANVTDVLKEGQEVKVQVQDVD
                     NRGRIKLTMKDIEQA"
     gene            92963..94174
                     /gene="corA_1"
                     /locus_tag="DSM_01281"
     CDS             92963..94174
                     /gene="corA_1"
                     /locus_tag="DSM_01281"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9WZ31"
                     /codon_start=1
                     /transl_table=11
                     /product="Cobalt/magnesium transport protein CorA"
                     
/translation="MQVYYFYRHQNDGYVFLSREKHTEHILEFFWIDSVRSDVVSQNE
                     
EWQQKIQQLADVSINEFHMRDIANIEHPCAFDTLEEYDLLIFRKLVTPDDEIKNGESH
                     
ESVFGLATTPISFIFTPKVLISVREQGNKSIENYIQRLENILCKTLEEQNKTRKLPNS
                     
PVDLCLRLLNSMVDGYLDIRSPLTRRVEHWQQQLLQGNRRFKQWHQLFHENMAFQQVE
                     
NLCEEQIETLQEFRDEIVENYHHVIGEKTHSSQDLLLVRLNDLMSHVERIQKHTLRLR
                     
SAIQSAIDLHFSAIANQTNENMRILAIITAVFAPLTLLTGIYGMNFEFIPGLKSPVGF
                     
WIMLGVMLLSTILLLYYFYRQHLVGRGEKSVIDLLAQQHRQDRMNLFWFLEYEPIKQT
                     LKEVEKITRLK"
     gene            complement(94421..94750)
                     /gene="cbpM"
                     /locus_tag="DSM_01282"
     CDS             complement(94421..94750)
                     /gene="cbpM"
                     /locus_tag="DSM_01282"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_01155"
                     /codon_start=1
                     /transl_table=11
                     /product="Chaperone modulatory protein CbpM"
                     
/translation="MTTIHYREIVCDGHTFSAEVVDEQCTFDLQQFAQACGQSPDWIL
                     
QLIEYDILAIDTPPEKHQFMGEDVIRARKAYRLQRDFDASLAAVAVMLDLIDEVQQLR
                     KQLKHFH"
     gene            complement(94762..95718)
                     /gene="cbpA"
                     /locus_tag="DSM_01283"
     CDS             complement(94762..95718)
                     /gene="cbpA"
                     /locus_tag="DSM_01283"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P36659"



                     /codon_start=1
                     /transl_table=11
                     /product="Curved DNA-binding protein"
                     
/translation="MAKNYYEELGVKREASADEIKKAYRKLARKYHPDISKEKDAEEK
                     
MQAINVAYDTLSNPEKKAEYDQMLDHPQGFNGFGQGAAQGGFDGARFYRQGFTGGEQA
                     
DFSGFEDLFGRFGTGFGGGQQQYQRQQRSYRGEDQHASIEVDLDIAYHGSTQHITLQI
                     
PTINAYGEPEVQRKTLQVKIPKGMKEGQQIRLSGQGQSGINGGANGDLYIEIQYKDTD
                     
RVHVEGSDVYLTVDVAPWEAALGQGIEVKTPAGPLHVNLPKNAKQGQQLRLKDKGIPN
                     KTPGHLYLILNIVFPPAHSEKEKEAYQQLAEAFASFEPRSSH"
     gene            complement(95869..96480)
                     /gene="leuE_2"
                     /locus_tag="DSM_01284"
     CDS             complement(95869..96480)
                     /gene="leuE_2"
                     /locus_tag="DSM_01284"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76249"
                     /codon_start=1
                     /transl_table=11
                     /product="Leucine efflux protein"
                     
/translation="MNYFDYFLFIFSVIIMIATPGPVMILVASAGLKGGYKKALETIF
                     
GTNLASLVLIFISVLVLKGVLGINENYLNIIRVLGCLYIGYLGFSILKEVIQAPHPEA
                     
IQTVSAQNGGFKKGFLVGISNPKDIIFFSAFFPQFVSISPHLDLSLTILTLTWIVLDF
                     LTLSLVYIFFRRLSNSHLYPKILGLCGLLLLVIAVYGLYQTFT"
     gene            complement(96618..97493)
                     /gene="hslO"
                     /locus_tag="DSM_01285"
     CDS             complement(96618..97493)
                     /gene="hslO"
                     /locus_tag="DSM_01285"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A6Y5"
                     /codon_start=1
                     /transl_table=11
                     /product="33 kDa chaperonin"
                     
/translation="MSDLRQRFYIEDFPVRGEVVHLEEALKTILAQRDYMPAVQILLG
                     
EMLSATALLASTLKIKGRISLQIQANGSFKWAMAECNHLGEVRALADYETDPRFGEAT
                     
DSSTVLAALVNPVLFINIEPEHGERYQGIVPLDQANLAGCLMQYYDLSAQIPTRIVLA
                     
STAQRSGGLLIQLLPRHDEEEQKLVDEDLWPRLTMLTETLKSEELTELSANEILYRLY
                     
NEEEVRLPEVEHLKFGCTCSKERCAKALIQIGVDAVHETLEAQNPIQMDCQFCNTRYE
                     FTAEEALGLFGEHLS"
     gene            complement(97659..99500)



                     /gene="kefC"
                     /locus_tag="DSM_01286"
     CDS             complement(97659..99500)
                     /gene="kefC"
                     /locus_tag="DSM_01286"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P03819"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutathione-regulated potassium-efflux 
system
                     protein KefC"
                     
/translation="MSFLLQATIFLGASLILVPLGKRLGIATVLGYLFTGILLGPSVL
                     
NIAHDPEAIMELAEFGVILLMFLIGLELRPQRLWEMRDSIFVMGSLQVVITGIILMLT
                     
VLLLFQQHLAASFVIGFALALSSTAFVLQLLTEKQQLNTTYGQQSFSILLFQDIAAIP
                     
LLAVIPLLAGTESTHHGIAYFAAIIATFTGLFLFSRYVMRPFFRFVAKSGATELITAV
                     
GLFIILAVVLLMDTLGISTTLGAFLTGVLLADSEFRHELEASIAPFKGLLLGLFFMTV
                     
GMTTQLSLLIEMPWLIIGGAIGLLVIKTLVLTAIARYKKYSWNNSLLLGTCLAQGGEF
                     
AFVILSLAKSEKILTDALLEPVTLIVTLSMVLTPVIYWIMACKIIPLFHKELPPEYDE
                     
IPQQDNPIIIAGFGRFGQIIARIARLQHLGFTAIDNNLHQVDFVRRYGGKLYYGDVTQ
                     
PDLLRSAGIEKAKVFILAIDDVEDSMNVARHLRLNYPNLKLLARARDRHHVHLLRDLG
                     
VEHIWRETYLSSLGMAYRALRELGISDEQAYNNIEIFRDYDEKLLIQQQSIYTDEQKV
                     FETHRNALAELEHLFESDAQQATSKHDVNLKRHLQPNRIDITRDHEE"
     gene            complement(99577..101805)
                     /gene="priA"
                     /locus_tag="DSM_01287"
     CDS             complement(99577..101805)
                     /gene="priA"
                     /locus_tag="DSM_01287"
                     /EC_number="3.6.4.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P17888"
                     /codon_start=1
                     /transl_table=11
                     /product="Primosomal protein N'"
                     
/translation="MTITPKPDSVVYRVRVAVPVHLYDTFDYTLTKAQYERAQVGSRV
                     
AISFGRQNLIGIITEKVDPQETFTGNFQLKAISELLDDEPILDEQVLNLLTWSAQYYQ
                     
FPIGEVMQTALPALLRQGKPMDVLFHLWKIIPCDNAEALLKRSIKQQDAYQILKLHPA
                     
GTTENILNLSGVETATLKALQKKGLVDCTLEPHDFSPSPVQLAQMPLTLNEDQKKATQ
                     
HVLNAQHQYQAFLLDGLTGSGKTEVYLHIMHEVLKQGKQVLVLVPEIGLTPQTISRFK



                     
SRFNCDIALLHSGLNDSKRLQAWQQAQTGKASIILGTRSAIYTPLPRLGLIILDEEHD
                     
LSYKQQEGFRYHARDVALYRGHLQGCPVLLGSATPSIDSYHLVETGKLTALQLNQRAG
                     
HALLPKMHLIDLKIVKKQHGISQPLIEQIKNTLARKEQVLIFLNRRGYAPVLVCESCG
                     
WQANCPHCDAHFTLHTQPYSYLHCHHCGTVHRLPDHCPECQQKSLKTLGAGTAKVEEH
                     
LQELFPDHDVIRVDRDSTSRVGSWQKIYDRIQQNKPSILLGTQMLAKGHHFPHVTLVA
                     
ILDIDAGLLSVDIRAPERTAQLIVQVAGRAGRGEHKGHVYLQTLRPDHPLLTTLIEKD
                     
YRAVAKQTLAERKVALLPPYRYAVLIRAESKDRDYTLHFLNEAAEQLRQIAGDIVDIW
                     
GPIPAPMERKAGRYRAHMVILSADRARLHFYLRQWWAQLVHAPRQHQLRLSIDVDPQE
                     FS"
     gene            101954..103159
                     /gene="epsF_2"
                     /locus_tag="DSM_01288"
     CDS             101954..103159
                     /gene="epsF_2"
                     /locus_tag="DSM_01288"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45780"
                     /codon_start=1
                     /transl_table=11
                     /product="Type II secretion system protein F"
                     
/translation="MPAYQFTAIDASGKQQKGVLEGDSARQIRQQLRDKAWTPISVDP
                     
VEQKDKHQSHGLFQKKFSAYDLALMTRQLSVLVAAAIPLEEALRAVSRQSEKAHVQNL
                     
LLSVRSKVLEGHSLAQGMQQSGRFPDLYIATVAAGERSGHLDLILDQLSDYTENRFAM
                     
QKKVQGAMIYPIILMLMSFGIVMGLMTYVVPEIVKTFDQSKDALPWITVALMKASDFI
                     
RHAWVFIILFAIVGVVAFVRFLKTTAGHYAFDRLTLKLPLFGKLSRGINAARFASTLS
                     
ILTRSGVPLVDALKIGAAVTNNWVIRDSISQAAERVTEGGNLGTQLERSGYFPPMMVQ
                     
MIRSGEASGELDRMLERASTMQDREVTTFISTLLALLEPLMLVLMASIVLVIVIAVML
                     PIVNMNNMI"
     gene            103183..103764
                     /gene="xcpT_1"
                     /locus_tag="DSM_01289"
     CDS             103183..103764
                     /gene="xcpT_1"
                     /locus_tag="DSM_01289"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q00514"
                     /codon_start=1
                     /transl_table=11
                     /product="Type II secretion system protein G"



                     
/translation="MKVKNIQSETAMKQHSESVVSNQFEPTCHSEHSSISDVCSSSAF
                     
GLATRSNRARMKRASGFTLIEVMVVIVILGVLAALIVPNVMGRSEKAKIDTTQITLKG
                     
VAGALDQYKLDNGHFPTMQEGGLDALINQPATAKNWMPGGYVKGGYPKDSWKNDIQYV
                     VPGKDGHPFDLYSFGADGKEGGEGNDADIYYQP"
     gene            104032..104376
                     /locus_tag="DSM_01290"
     CDS             104032..104376
                     /locus_tag="DSM_01290"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKAFLVLDELNQFHWAMLKSVLLILALLPIAEVSLKLWLSTEGS
                     
SQIMIGFFALSIVSAWLMVSFFTALKTSVWQTKQMASKYEQLLFKAYRYVPMVFLSSL
                     VAYLSLQLSIAF"
     gene            104522..104860
                     /gene="csaA"
                     /locus_tag="DSM_01291"
     CDS             104522..104860
                     /gene="csaA"
                     /locus_tag="DSM_01291"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37584"
                     /codon_start=1
                     /transl_table=11
                     /product="putative chaperone CsaA"
                     
/translation="MEQIEWNDFLKVELRVGKIIQAEVFEKARKPAYILHVDFGEELG
                     
VRKSSAQITKLYQPQDLIGKLVVAVVNFPKKQIGPIQSECLVTGFHNADGDVALCIPE
                     FEVPLGTKLL"
     gene            complement(104862..106421)
                     /gene="lnt"
                     /locus_tag="DSM_01292"
     CDS             complement(104862..106421)
                     /gene="lnt"
                     /locus_tag="DSM_01292"
                     /EC_number="2.3.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P23930"
                     /codon_start=1
                     /transl_table=11
                     /product="Apolipoprotein N-acyltransferase"
                     
/translation="MRAYFEKLLDSSQQQKQLPLIFPLLIALFSGAMFSFALAPYYWW
                     
WLAILSPALLYATLHNRSAKQAFAIGWSYGFGLWFVGAFWLYTSIHVYGDTNAFLSVC
                     
MIAVMALVMGLFTAFQTWVYRRFFPETPLTFAPLWIVFEWAKTWVFTGFPWLFVGYAF



                     
TERLLDGYAPLFGIYAISFVVIVLACALVEVLRKRIFWVIPAALLVLGAWGATYIQFV
                     
QPKATKPLSVSLIQGNIPQDLKWLTEYQVRTLEIYAGLTQSEWGRDLIVWPESSIPLF
                     
QTDIEPFLDAMDAQAKKNHTAWVTGIPYWDVAKSHQVGSPLYYNSIMASGSDSSGLYK
                     
KQRLVPFGEYIPLSGLLSWVLPAMQNDISMSGFTRGESDQKPLLIKGHALAAAICYEV
                     
AYPNLTRRNAEDSDFLVTVSNDAWFTGTAGPWQHLQMVQMRAKENGRWFIRATNTGVT
                     
AFIDQNGHITEQAPIDKEFVLRGDLPAMQGQTLYNRLGDYPILGFAVLLLVLGWIYRP
                     RKVDVSYKSRR"
     gene            complement(106418..107257)
                     /gene="corC"
                     /locus_tag="DSM_01293"
     CDS             complement(106418..107257)
                     /gene="corC"
                     /locus_tag="DSM_01293"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AE78"
                     /codon_start=1
                     /transl_table=11
                     /product="Magnesium and cobalt efflux protein CorC"
                     
/translation="MQEEPSPSWGMRGLRKWLGTAPETRDELLKLVQNSRRFLEPDTV
                     
AMLEGVLDLPATKIREVMTPRTAMISMQEDDQLLDILHVLVESAHSRFPVFSADQPDN
                     
VVGILLAKDLLPFLTEPNTKLDIGSLMRQPLFVPESARSDQVLRMLKHTQTHIAIVID
                     
EYGSTAGLVTLEDILEEIVGEIEDEHDTADEDAQYIVPDNDHTIANAWMVQALTPIEH
                     
FNTVLDADFSDDEVETVGGLLLQEIGLVSDLQGQTVELGNWLFTIVEADARTIHLIRA
                     VRQ"
     gene            107442..107699
                     /gene="tusA_1"
                     /locus_tag="DSM_01294"
     CDS             107442..107699
                     /gene="tusA_1"
                     /locus_tag="DSM_01294"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A892"
                     /codon_start=1
                     /transl_table=11
                     /product="Sulfur carrier protein TusA"
                     
/translation="MSEQPISPTVQLNTRGLRCPEPVMMLHQAIRKAKSGDVVEVLAT
                     DPSTSWDIPKFCMHLGHELLLKEEVLDEQNHKEYRYLVQKG"
     gene            complement(107795..109507)
                     /locus_tag="DSM_01295"
     CDS             complement(107795..109507)
                     /locus_tag="DSM_01295"
                     /EC_number="1.5.5.1"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:Q9HZP5"
                     /codon_start=1
                     /transl_table=11
                     /product="Electron transfer flavoprotein-ubiquinone
                     oxidoreductase"
                     
/translation="MEHIERESMEFDVVIVGAGPAGLSAAIKIRQLAIENNLPDLSVC
                     
VVEKGSEVGAHILSGAVLEPRAINELFPNWKEEGAPLNVPVTEDKTFFLLSETTSKEA
                     
PHWMVPKTMHNDGNYVISLGNVVRWLGQKAEELEVSIFPGFAASEVLYHEDGTVKGIQ
                     
TGDMGIGKDGEPTHNFTPGYELHAKYTLFAEGCRGHLGKRLIAKYNLDKDADPQHYGI
                     
GIKELWEIDPAKHKPGLVMHGAGWPLSETGSSGGWWLYHAENNQVTLGMIVDLSYENP
                     
HMYPFMEMQRWKTHPLIKQYLEGGKRISYGARAVVKGGFNSLPKLTFPGGCLIGDDAG
                     
FLNFAKIKGSHTAMKSGMLCGEAVFEAIAAGVEKGGDLAVARVTEGEDLFVKELTSYT
                     
DKFNNSWLKEELYNARNFGPAMHKFGQWIGGAFNFIDQNVFKVPFTLHDLKQDFAVLK
                     
TVDATSFKPTYPKPDGKLTFDRLSSVFISNTVHEENQPAHLKLTDPSIPVNVNLPKWD
                     
EPAQRYCPAGVYEIMENDDGSKRFQINAANCVHCKTCDIKDPSQNITWVTPEGGGGPN
                     YPNM"
     gene            109694..110305
                     /locus_tag="DSM_01296"
     CDS             109694..110305
                     /locus_tag="DSM_01296"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVNQNNSPSDMGKIPLSDDKNLMNIAQYLKGVQQSHKRSIPPLE
                     
QWHPKHCGKMDLTVKANGEWWHEGQLIKRQALLDLFTKVLWKEEGKFYLKTPVEQIEI
                     
EVEDEPLLVNQVDQIEISGDDFLQLTTTNQDVILVDAEHPIFMREYAGELRPYVHVRF
                     GINALIQRQAFYHLVNYGTLVENDKGETILQLKSGNLHLQLGT"
     gene            110354..111220
                     /gene="murI"
                     /locus_tag="DSM_01297"
     CDS             110354..111220
                     /gene="murI"
                     /locus_tag="DSM_01297"
                     /EC_number="5.1.1.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O31332"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutamate racemase"
                     
/translation="MTAIQPLFTELEPMPKALADAPIGIFDSGIGGMSVAAEIAKYLP



                     
NERIVYYADTAYVPYGPRSDEEIRELTARAVDWLYRQGCKIAVVACNTASAFSLDHLR
                     
EHYGEHFPIVGLVPALKPAVLQTRSKVVAVLATPATFRGQLIKDVVEKFAVPAGVKVM
                     
TLTSLELVPCVEAGQQMSPVCLNALREVLQPAVEQGADYLVLGCTHYPFLNEAIHHLF
                     
DNQFTLVDSGLAVARQTARILIKNELLCDQTRQNVARIECYVSGNNADALQPVLQNMI
                     PQELTWTLHNLS"
     gene            111341..112345
                     /locus_tag="DSM_01298"
     CDS             111341..112345
                     /locus_tag="DSM_01298"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLDTRYQIFISTSGREMQPEFMVLSQTLVNMGFFAWGLEYRNPL
                     
TTTLARRQIDESDYVVLLLGSQYGEQSISGASYFSLEYEYALSRAKPIVVFMHEQPES
                     
RDKHLQETHPQLKEKFLAFRKKLLHEANHIFYFKSPRDLELAVRLNMPLMVEQYMGQG
                     
WVPARQAHHLEDEINRLKSKVLQLEQQLAESSIQANEVAPQDVFAFEYQIQAFQDGNF
                     
KELKRQRQMTWSQLLSILAKHFETAMPEENFGTCLNEYLNQDGLEDARQELPRAHAVA
                     
GAQINHKALFRIKKQMQSQGWIVPTKIDQQHSLWKVTTKAQKLLLSYKWNHRSTRLKA
                     "
     gene            112419..113435
                     /gene="hemH"
                     /locus_tag="DSM_01299"
     CDS             112419..113435
                     /gene="hemH"
                     /locus_tag="DSM_01299"
                     /EC_number="4.99.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P23871"
                     /codon_start=1
                     /transl_table=11
                     /product="Ferrochelatase"
                     
/translation="MSFEQKPKVTVILANLGTPDEATVPAVRRFLKQFLSDPRVIEIP
                     
KFIWWIILNLFVLPFRPKRVAHAYASVWSTDSPMREIVFEQTQRVQAYLERENKQFDL
                     
TVLPAMTYGNPGIDAVLEKLSAHPQEHVILLPLFPQYSATSTAPLYDAFAKWIPTQRN
                     
LPGLTIIKDYYQHPMFIQALAESVLAYQEQHGKPEKLLMSFHGIPQPYADKGDPYADR
                     
CRITAKLVAEALHLKDDEWAISFQSRFGKQEWVKPYTDQLLQDWAKQGVKSVQVLSPA
                     
FSADCLETLEELAIQNAELFQQAGGGSYAYIPALNSDQAHIDLLAGLVQANLDALTHT
                     LAHR"



     gene            113459..114103
                     /gene="gloC"
                     /locus_tag="DSM_01300"
     CDS             113459..114103
                     /gene="gloC"
                     /locus_tag="DSM_01300"
                     /EC_number="3.1.2.6"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75849"
                     /codon_start=1
                     /transl_table=11
                     /product="Hydroxyacylglutathione hydrolase GloC"
                     
/translation="MLQVKIVPVTAFAQNCSLVWDSETKEAVLIDAGGDAAVLKKEVE
                     
ALGLKVKALWLTHGHLDHAGAVGELAKEWSVPVVGPHKEDQFWLDMIQEVSARYGFPI
                     
PQPVKVDQWLEGGEVLKLGEDEFEVRFAPGHTPGHVMFYNKNHGLLWTGDVLFKGSIG
                     
RTDFPRGNHEQLIESIQRECFSLPDETQFISGHGPMSTIGYEKQFNPFVAGKAG"
     gene            complement(114100..114294)
                     /gene="yacG"
                     /locus_tag="DSM_01301"
     CDS             complement(114100..114294)
                     /gene="yacG"
                     /locus_tag="DSM_01301"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A8H8"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA gyrase inhibitor YacG"
                     
/translation="MPRTFPCPRCGEPSVWEGNEFRPFCSERCKLIDLGAWANDEYRL
                     PTQDAPQQDKGSQHEDDYED"
     gene            114388..115020
                     /gene="trmB_1"
                     /locus_tag="DSM_01302"
     CDS             114388..115020
                     /gene="trmB_1"
                     /locus_tag="DSM_01302"
                     /EC_number="2.1.1.33"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O66479"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA (guanine-N(7)-)-methyltransferase"
                     
/translation="MQIRQFQAQRMQAPRDFTPIENTPICVEIGAGKGKHALLFSGQN
                     
PQHTLYAIERTREKFLAMQKQHGLEPRDNLIPVHADALPWVVHALYPAQVEHFFILYP
                     
NPEPHNPAQRWLNMPFFEFLLSRLKTGGTITLASNIPEYIEEAEQQLLNVWKLPYQKE
                     KIAQTSARTHFEIKYLERGELCQQLIMTKPEGYNTRFDEFAPLQGQIHVE"
     gene            115010..116215
                     /gene="kmo"



                     /locus_tag="DSM_01303"
     CDS             115010..116215
                     /gene="kmo"
                     /locus_tag="DSM_01303"
                     /EC_number="1.14.13.9"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_01971"
                     /codon_start=1
                     /transl_table=11
                     /product="Kynurenine 3-monooxygenase"
                     
/translation="MSNKRIAIIGAGPAGLMAAEVLSQYAYEIDVFEQKPSAARKFLM
                     
AGKTGLNISHAEPLPQFIERYDHAEWLKPWVEKWDAVWIQNWMKGLGIDSYVGSSGRI
                     
FPVEMKAAPLLRAWLKRLAEQQVKFFYRHRCINLQGTTVTLENQNKQNTATFTQQYDA
                     
VVLACGAVSWSQLGSDGAWQQWMDQSCIEPFQASNAGVLHTWSAFMESCFGEPLKRIN
                     
AWVEPSQVTHGDIVITHYGLESGVIYKLGRALREQQKQGKSLNLFLDLLPDVELTQLV
                     
KKLQASKKQSLTNIWRKAGLDTAKINLIREVVDKALWSQPETMAQKMKALQIKLDGFR
                     
PIEEAISCAGGVKQDALTESLELKQTSGVFCCGEMLDWDAPTGGYLLTACFATGRAAS
                     EGVHSFLEK"
     gene            116293..116703
                     /gene="gfa_1"
                     /locus_tag="DSM_01304"
     CDS             116293..116703
                     /gene="gfa_1"
                     /locus_tag="DSM_01304"
                     /EC_number="4.4.1.22"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_00723"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutathione-dependent formaldehyde-
activating
                     enzyme"
                     
/translation="MSQASPVYQGSCLCQGIRYEIKGDIGDIIQCHCQRCRKSNGTAF
                     
ATNAPINSADFKITQGEDLIKKFAVNGVYRWFCSECGSPLISSRDAQPELYRLRIGTL
                     DTPLDQKPTMHIFAASKAEWECIHDDLPQYDERP"
     gene            116939..117319
                     /gene="crcB"
                     /locus_tag="DSM_01305"
     CDS             116939..117319
                     /gene="crcB"
                     /locus_tag="DSM_01305"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37002"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative fluoride ion transporter CrcB"



                     
/translation="MYYPLLSIALGSVLGAWLRWFLGLKLNPIYPQIPLGTVTVNLVG
                     
GFIIGFAMAYFAHSDLSPNYKLFVITGFCGALTTFSTFSIEIVTLLQSGKWGMAMLAI
                     SIHLIGSLIFTCLGLATCYWVAGH"
     gene            complement(117822..118154)
                     /locus_tag="DSM_01306"
     CDS             complement(117822..118154)
                     /locus_tag="DSM_01306"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MAQELLAQLQAGTAKFSDVLAYIEARYQHTPTAFQNGAQHNAAT
                     
ENQGSAKVFSFAKLQGLDQAQTLSLFAEHYASVLATPEGTDHQNIRQFMQNGWDGVKF
                     EGQALTEK"
     gene            complement(118407..118661)
                     /gene="rpmE2"
                     /locus_tag="DSM_01307"
     CDS             complement(118407..118661)
                     /gene="rpmE2"
                     /locus_tag="DSM_01307"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9KTM4"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L31 type B"
                     
/translation="MRKDIHPAYQQVLFHDTNADVYFLIGSTIQTKQTKEYQGQVYPY
                     VTLDISSASHPFYTGEVRQASNEGRVASFNKRFARFNRKS"
     gene            complement(118763..120061)
                     /locus_tag="DSM_01308"
     CDS             complement(118763..120061)
                     /locus_tag="DSM_01308"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WQI1"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MAKNASSPGKRFMKLAGMTASIATKTVSNSIRNLTADEEQKLAA
                     
KTKLFQDIGLQIADTLGEMKGAVMKVGQIASQYKDIFPPEVAKAISKLQRQAPAMPFA
                     
AIQQQVERELGKPLNVAFKSFEQEPFAAASIGQVHKAVLPSGEQVVVKVQYPGVDEAC
                     
ESDLKQVRLALRLMGVLKIDKKLQDQLFAEIQDSLSAELNYEIEAQNLEVFKTFHSKL
                     
DDKIIIPTVYKDYSSRRILTLSLEQGDSIETASSWPIEIRNTIGRRLIRALGQEMFFL
                     
KRFHCDPHPGNFAFRQDGSVIIYDYGSVKTLSNEIVYSFKRLVNAARHEDIDLIETEL
                     
LELHSLAEKGKFPSDLYKLWIEVLLRPLTTTYDFAENSSHHDGMLLVKKSLKYWDVFK



                     PSPDTLMVNRTISGHYWNLIHLKVHDNLNDLFEELVPLSN"
     gene            120319..121458
                     /gene="soxC_3"
                     /locus_tag="DSM_01309"
     CDS             120319..121458
                     /gene="soxC_3"
                     /locus_tag="DSM_01309"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P54998"
                     /codon_start=1
                     /transl_table=11
                     /product="Dibenzothiophene desulfurization enzyme C"
                     
/translation="MTSLNSSYGRSQAVPLSVFEQSKDAHIIRSDEEAIEIAKQLAQE
                     
FAQEASDRDRERRLPLNEIQQFSQSGLWAITVPKQFGGAQVKYRTLAEVIKTIASVDP
                     
SLAQLPQNHLAFIEHLRLDAKPEQQQFFFNLVLRGIRFGNAFSEKHSKTVADLTTTLR
                     
KTEHGYEINGKKFFATGALLAHWIPIVAVNELGQPYAALVPRETSGVNIINDWSGFGQ
                     
RTTASGTVELNQVPVREEYLVPIYQAFERPTPAGAISQFIQAAVDAGIARGAIEETIQ
                     
YVKNHSRAWIDSGLEKASDDPYTIANIGDLKIKLRAAEAVLDLAGDAIDQAIADTTEE
                     HVNQATLLVAEAKVLTTEIAILAANKLFELSGTRSTLSELNLDRH"
     gene            121600..122850
                     /gene="soxC_4"
                     /locus_tag="DSM_01310"
     CDS             121600..122850
                     /gene="soxC_4"
                     /locus_tag="DSM_01310"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P54998"
                     /codon_start=1
                     /transl_table=11
                     /product="Dibenzothiophene desulfurization enzyme C"
                     
/translation="MTTAQIELEELSVGADYEKVANRFRPIFEKIAQGAIQREKERIL
                     
PFEPIQWLKEAKLGAVRIPRKYGGDGVSLPQLFQLLAELAEADSNIVQALRGHFAFVE
                     
DRLVAHKEHSQEVWFQRFVQGDLVGNAWTEVGNVQIGDVVTRVTKDASGNLVVNGEKY
                     
YSTGSIFADWIDLFAYDEVNDRHVIAAIYRHETGVSVIDDWDGFGQKTTGSGTLKVHQ
                     
VHLPASHLIPFDQRFKYQTAFYQVVHLATLTGIARAAVETFSQEIRERKRIFSHGNGD
                     
LVRHDPQVLQVVGKASAQAYASEAITLKTAEVLQKAYESHFAESEVKEHQFNVDAELE
                     
SAQGQVVISNLVLDLTSQLFNALGASASSQVKQLDRFWRNARTVSSHNPLIYKEKVIG
                     DWEVNRTDLPFVWQIGASPRAKSA"
     gene            complement(122885..124231)
                     /gene="norM_1"
                     /locus_tag="DSM_01311"
     CDS             complement(122885..124231)



                     /gene="norM_1"
                     /locus_tag="DSM_01311"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O82855"
                     /codon_start=1
                     /transl_table=11
                     /product="Multidrug resistance protein NorM"
                     
/translation="MSNVTSFRSELKQLFHLMLPILITQFAQAGFGLIDTIMAGHLSA
                     
ADLAAIAVGVGLWIPVMLLFSGIMIATTPLVAEAKGARNTEQIPVIVRQSLWVAVILG
                     
VLAMLILQLMPFFLHVFGVPESLQPKASLFLHAIGLGMPAVTMYAALRGYSEALGHPR
                     
PVTVISLLALVVLIPLNMIFMYGLGPIPALGSAGCGFATSILQWLMLITLAGYIYKAS
                     
AYRNTSIFSRFDKISLTWVKRILQLGLPIGLAVFFEVSIFSTGALVLSPLGEVFIAAH
                     
QVAISVTSVLFMIPLSLAIALTIRVGTYYGEKNWASMYQVQKIGLSTAVFFALLTMSF
                     
IALGREQIVSVYTQDINVVPVAMYLLWFAMAYQLMDALQVSAAGCLRGMQDTQAPMWI
                     
TLMAYWVIAFPIGLYLARYTDWGVAGVWLGLIIGLSIACVLLLSRLYLNTKRLSQT"
     gene            complement(124265..124726)
                     /locus_tag="DSM_01312"
     CDS             complement(124265..124726)
                     /locus_tag="DSM_01312"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MMKFSSQLFLILPLAMGIGVAMAFQTAINAQLREQLHSPLQAAL
                     
LSFFIGTIVLAIMVFFQSAEKPSLSEISNIPWLLWTGGFLGVYAISMSIYTAPKLGFL
                     TFTGLVVFGQLVISMLLDHFGWLGTEKTPVTWQRFLGGVVIFVGVLLTLQR"
     gene            124844..125998
                     /gene="hemN"
                     /locus_tag="DSM_01313"
     CDS             124844..125998
                     /gene="hemN"
                     /locus_tag="DSM_01313"
                     /EC_number="1.3.99.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P54304"
                     /codon_start=1
                     /transl_table=11
                     /product="Oxygen-independent coproporphyrinogen-III
                     oxidase-like protein YqeR"
                     
/translation="MAVLNPASVPLSLYIHMPWCVRKCPYCDFNSHAVPDGALSAELE
                     
QTYLKALVADFETQVEMAQGRSIHSVFIGGGTPSLISAKGYAWLFEQLKSLLNFEDDC
                     
EITLEANPGTLEHDPFAGYLEAGINRLSIGVQTFNTDHLQKLGRIHSANNAMDAIEQA



                     
RQAGFKRVNVDLMHGLPEQTLEQALYDLKTAVEHGATHISWYQLTIEPNTVFFRTQPV
                     
LPQDEVLEDIQEQGEAYLKANGFINYEVSAWRKEQPSAHNLNYWQFGDYLAIGAGAHG
                     
KVTRPDGVYRFQKTRLPKDYLAKVPAEHLQMKKIEADELPFEFMMNALRLNDGVKAEL
                     YEQRTGLILDDLNDLLTSLRSRELLVEDSGRLACTEQGHIFLNSVLEEFL"
     gene            complement(126050..126805)
                     /gene="fabG_4"
                     /locus_tag="DSM_01314"
     CDS             complement(126050..126805)
                     /gene="fabG_4"
                     /locus_tag="DSM_01314"
                     /EC_number="1.1.1.100"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A0H9"
                     /codon_start=1
                     /transl_table=11
                     /product="3-oxoacyl-[acyl-carrier-protein] reductase 
FabG"
                     
/translation="MTTHSLKDKVVLITGGAKNLGGLISRKFAEQGAKIAIHYNSSET
                     
QTDAEQTLADVKALGADAILIQADLTHIENIEKLFIDTKQHFGGIDIAINTVGKVLKK
                     
PFLETTEQEFDSMSDINSKIAYFFIQSAGRHLNNGGKICSIVTSLLAAYTGFYSTYEG
                     
LKAPVEHYTRAASKEFGDRQISVTAVAPGPMDTPFFYGQESAEAVAYHKSASALGGLT
                     KIEDIEPLVRFLVTDGWWITGQTIFANGGYTTR"
     gene            126918..127814
                     /gene="dmlR_4"
                     /locus_tag="DSM_01315"
     CDS             126918..127814
                     /gene="dmlR_4"
                     /locus_tag="DSM_01315"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76250"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator DmlR"
                     
/translation="MDRLQQFYIFTEVAKRQSFSEVANQLDLPRSTVTSAIQQLETHY
                     
GVRLFHRTTRKVSLTQDGQRILPECQNLLFDYEQLEQLIQTQKQHYRGTLKISMPSRI
                     
VHQVIIPELPDFYHRYPDIHLQLNSSDDLTDLIEKGIDCVVRVGELDNSSLIARFIGH
                     
LVMVNCASPQYLQDYGVPEQLNDLEQHKLINYAGAVGEKQGEFIYQGGTVMMDSALSV
                     
NNTEAYIAAACAGLGIIQLPYYDVQDKIERGILVEVLSAYSAPSLPLNILYPNRSYIP
                     KRLEVFMNWVGEVLNRKCIVIF"
     gene            complement(127878..127953)
                     /locus_tag="DSM_01316"
     tRNA            complement(127878..127953)
                     /locus_tag="DSM_01316"



                     /product="tRNA-Lys"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Lys(ttt)"
     gene            complement(127976..128051)
                     /locus_tag="DSM_01317"
     tRNA            complement(127976..128051)
                     /locus_tag="DSM_01317"
                     /product="tRNA-Lys"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Lys(ttt)"
     gene            complement(128284..130125)
                     /locus_tag="DSM_01318"
     CDS             complement(128284..130125)
                     /locus_tag="DSM_01318"
                     /EC_number="6.2.1.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O53551"
                     /codon_start=1
                     /transl_table=11
                     /product="Long-chain-fatty-acid--CoA ligase FadD17"
                     
/translation="MSQTTQTDIITLGDVATRLPSFIPKVPHILNGLKQAYLRTSNTP
                     
TGLGIAFEKAVKRNPKGTALLFEDQSYSYEALNEWANQISHYYLSLGARKGDVIAVMI
                     
ENRSELIATIVGLAKIGVTIALVNTSQVGKVLAHSINLVKPIAVIAGEEVRAAIDEIR
                     
QDLNVPKDRFHWFADQATRQNSGTAPEGYVNLADQIDQFPKFNPSTTRSVTGNDGLFY
                     
IYTSGTTGLPKAVIFKHSRWTLAYGTYGHILNLGPDDVMYVTLPLYHATGVVVCWCGV
                     
IAGSATLAIRRKYSTSAFWKDVQKFNASAIGYVGELCRYLMDAPVTELDRNHRVTKMI
                     
GNGMRPNIWDKFKQRFGVKEVLELYASSEGNVGFSNIFNFDNTVGFSPTPYAIIQFDK
                     
EKNEPIRDKNGWCQKVKAGEVGLLIGKITSRSPFDGYTDPEKNKSVIWKDVFKKGDSY
                     
FNTGDLVRDIGFRHAQFVDRLGDTFRWKGENVSTTEVENMVCEYDKIAEAVVYGVEIP
                     
NTNGRAGMAAITLADGEELNDADLTEMVTVFKKCLPTYAVPVFLRVQKKVETTGTFKY
                     QKNKLKEEAFNPSKTSERLLALLPGASSYCDITTEIFDNIQTYKYRF"
     gene            complement(130318..133650)
                     /gene="rne"
                     /locus_tag="DSM_01319"
     CDS             complement(130318..133650)
                     /gene="rne"
                     /locus_tag="DSM_01319"
                     /EC_number="3.1.26.12"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P21513"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribonuclease E"
                     
/translation="MKRMLINATHAEEVRVALITGNRLYDFDLENRTREQKKSNIYKG



                     
HVTRVEPSLEAVFVEYGAGRQGFLSMREIANSYFQADPRQTSNIRELITEGTELLVQV
                     
EKEERGNKGAALSTFISLAGRYLVLMPNNPKGGGISRQISGSVREELKEILASLNVPR
                     
GMSVIVRTAGIGRTQEELQLDLQHLLDLWAQIQGTASSGPSPMLVHQEAGVVTRAIRD
                     
YLRDDVAEILIDSEQAYNEAYNFVKAVMPRQLDKLKTYTLNEPLFAHFGIESQIQTAY
                     
EREVKLPSGGSIVIDQTEALVSIDINSAKSTRGHDVEETALNTNLEAAEEIARQLRLR
                     
DIGGLVVIDFIDMTKERNQRMVEAKLREATQSDRARIQFGQLSRFGLMEMSRQRLRPS
                     
LEEATGYVCPRCHGTGMVRDLRSLSLSIMRKVEEIALRERHGEVQVEVPVEIAAFLLN
                     
EKRHSLVYLEQTSGVRVTVLPHPHLETPHYEIAYNPDGFAPSSYERTEATRSSEKELG
                     
YESSEWHLEEADHGHAHVTATASTHAAAQKKANHATQPVAQPSAQKAASPCAWLENLF
                     
VQKQAQTVDQSRSAQNAAAAIEQMVNTGAVSRGQFGQVAVPAVAEVAPVQSNNAYISQ
                     
SPVKQDVREHVEKDDKSQQQRQNNKKRKHKEQREQHHQSHEQQHQVHEEVVQLSRQEQ
                     
RELKRQQKRQQQQDQQHQNNDVQHTENAVPRRDRNNQQRPNRPNRHRDPSVLNENQNT
                     
PVVVDEKQIKVDVIDAPKHDVMNTALIINVDQGQSEIVALTPERRHVERVETTSTEVA
                     
QEPTPAPVVAEKAAVVETKEEAQPSQEAAQPQIKRASNDPRMRRRQQREAKHAKAATP
                     
SIVPSQIPTLAQHTIGSLIRHVYGEDCTVLIEQFGLVPTFNRALQKFAEQYASTLVVE
                     
VTAETEEKKPVTRDAELPSHKPAEEAEPAPVLPLTPPQAPAPRVANDPRERRRLAKLA
                     
AEQAFEQVKQQHSAQEEVATPAPVAEETVAAPTAETQATVEPAQQPLELNQSTEVVQP
                     
EAAPAEEKATEETVAEAPVAKEPAPSKAASKTKVAAEETVPPTEATTDAESEDVKADK
                     DKPSRPRRPRGRPPKKANPVAE"
     gene            134373..135305
                     /gene="rluC"
                     /locus_tag="DSM_01320"
     CDS             134373..135305
                     /gene="rluC"
                     /locus_tag="DSM_01320"
                     /EC_number="5.4.99.24"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AA39"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribosomal large subunit pseudouridine 
synthase
                     C"
                     
/translation="MNSTQQWQSVTWFEVDEHQAGQRIDNFLFSRLKGVPKSRIYRLI
                     
REGQVRVNKKRIKAETKLAIGDQIRVAPIRYEQKDETAVPVSDSVAQGLLSRVVYEDE



                     
GLLVVNKPSGIAVHGGSGVAYGLIEALRAATGKKYLELIHRIDRDTSGLVMISKKRST
                     
LKLLQDMLREHKIRKTYAAIVKGQVSLDKQLIDAPLFRYELANGERRVRVSKEGKPSK
                     
TEWVVAERFKNATLVHASPLSGRTHQIRVHGLSIGHPLVGDDKYGHNTAYTGPEARRL
                     CLHAMRLDIPGYPTIEAPLPEDMTQLLEALRVAK"
     gene            135302..135976
                     /locus_tag="DSM_01321"
     CDS             135302..135976
                     /locus_tag="DSM_01321"
                     /EC_number="3.1.3.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9I767"
                     /codon_start=1
                     /transl_table=11
                     /product="5'-nucleotidase"
                     
/translation="MSLKTELVIFDWDGTLYNSVGQIVASLQHAAEEHKLTLTDEAAK
                     
SIIGLGLPEVMQTLFPEVPDLHDSILKAYGDHYIANSTNDAWFEGISELLHDLKAQGL
                     
KLAVATGKNRRGLDRVIAKTQSTHLFDVTRAANETRSKPDPLMLQEILTVTGVSVEQA
                     
VMIGDSSYDLEMAQRLGMPRIGVGYGVHSVEVLQQFQPLTIAKDVSELHNFLREYAKL
                     STVDVA"
     gene            136050..136745
                     /gene="birA_1"
                     /locus_tag="DSM_01322"
     CDS             136050..136745
                     /gene="birA_1"
                     /locus_tag="DSM_01322"
                     /EC_number="6.3.4.15"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_00978"
                     /codon_start=1
                     /transl_table=11
                     /product="Bifunctional ligase/repressor BirA"
                     
/translation="MSRSIRLLNLLQQLRESRYPVTAQVLAECLGISIRSIYRDIDSL
                     
RAQGVRIDASAGLGFQLKEDILLPPVTFNENEAEALFLALEWLKDVPDQAMKSAAVSI
                     
YSKLYAVLPEHRKYLIDDMTLGVTHYWHPVDEALVEQVRLAIRKQVKIKVDYCDEHKR
                     
MSQRSLWPFALGYLHDKVVLAAWCELRQAFRHFRIDRIHNLQMSEEIYPEFKKHLFQR
                     WWKQEMQRTTDKN"
     gene            136795..137400
                     /gene="yfcG_1"
                     /locus_tag="DSM_01323"
     CDS             136795..137400
                     /gene="yfcG_1"
                     /locus_tag="DSM_01323"
                     /EC_number="1.8.4.-"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:P77526"
                     /codon_start=1
                     /transl_table=11
                     /product="Disulfide-bond oxidoreductase YfcG"
                     
/translation="MSLKLYTNNESRGVVIDWLLVELGVECERIEVAYRTEMKSPEYL
                     
KLNPFGKVPVLVDGDVVIYELGAICAYLADKFSDKGLAPALDDPKRGLYYRWLFMMAG
                     
PWEAAGVDKALGIEIAPEQKMFVGYGDYNDAYQALVQGLSEANPYVCGEQFTAADVSV
                     GAMLLWQLKMKTIESHPAITRYVETIKQREGLKQSSMGQLL"
     gene            complement(137459..138136)
                     /locus_tag="DSM_01324"
     CDS             complement(137459..138136)
                     /locus_tag="DSM_01324"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVGLFQHLGRSVQNRPHFFIALIFGVVVASLLAWLTSWKWSTIL
                     
LASWNGSISLYLLHVWKLMRSADHSQMQQQAKKQDESKWVIMLIVLLAITMSLVAILV
                     
QLSQLPSGHYEKLGHVALALLTIISAWLFMHTVFALHYAHDFYMALSRNEENGGLDFP
                     
GTEHPTYPDFLYFSYIIGTSAQTADVSITNKHMRLLNLFHAVLSFGFNTTILAICINV
                     AAGFLTN"
     gene            complement(138400..139299)
                     /gene="hcaR_1"
                     /locus_tag="DSM_01325"
     CDS             complement(138400..139299)
                     /gene="hcaR_1"
                     /locus_tag="DSM_01325"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q47141"
                     /codon_start=1
                     /transl_table=11
                     /product="Hca operon transcriptional activator HcaR"
                     
/translation="MELRHLRYFITVAEELNFSKAALKLYTAQPSLSQQIKDLEEDVG
                     
VRLLNRTKRKVELTEEGEVFLEHARLTLAQADKAVAMARQVSKAKQQLLRIGFVPIAE
                     
MKIFPYVLPNLRLQHPDLTIELSSLNNAEQLKALKRGELDITFTRDNTENDEIQSQFV
                     
LTEPLIFLLPRNHPLAKYDRIPVKALHGIDFIIPAAEQSNTLHNTILEFTKTHGIDLN
                     
IVQKADSILLNINSIGSGLGCTILPAYVAPLGVSNTVVRPLDVELPSLDLFVSYRKNT
                     ESVGVKRFIDQLNKVFHLDKNLD"
     gene            140033..141085
                     /locus_tag="DSM_01326"
     CDS             140033..141085
                     /locus_tag="DSM_01326"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:P9WKP3"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKDKPTLTYQLPTQSCWTHTWIKPPFCHPELGHENDTRFYNQQP
                     
RSPARGSKELLRWLVTRESYTWNVDIQNEYDVRVNTPIALPQNRPHADLDDWQVWFVG
                     
HATVLIQIGPYNFITDPVWCDYASPLHGRGPRRVCPAGFALEQLPTIHGVLLSHNHYD
                     
HMDLATLEWLHKKFAMPIYTGLGNGFYLPKEFHVIEMDWWQEIPYHELRIVYTPAQHG
                     
SGRGLRDQNKALWGGFSVLAKTGHCFFAGDTGYAGHFKQIHTRYGAPRVALLPIGAYE
                     
PRKLMSYVHMNPQDAVHAHLDLQAHRSVAIHYRTFQLTDEGREDPEHALAQAIKASSK
                     LANPFYCIREGHKLTV"
     gene            complement(141152..143308)
                     /gene="katG"
                     /locus_tag="DSM_01327"
     CDS             complement(141152..143308)
                     /gene="katG"
                     /locus_tag="DSM_01327"
                     /EC_number="1.11.1.21"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P13029"
                     /codon_start=1
                     /transl_table=11
                     /product="Catalase-peroxidase"
                     
/translation="MSNESKCPFSGHNSKPQVTVGGGTANLHWWPNQLRVDLLNQHSE
                     
RSNPLGKDFNYRQEFKKLDYYALKADIKNVLTDSQDWWPADWGNYTGLFIRLAWHAAG
                     
TYRMGDGRGGAGRGQQRFAPLNSWPDNASLDKARRLLWPVKQKYGQKISWADLFILAG
                     
NIALESSGFRTFGFGAGREDVWEPDNDVNWGDEKEWLAHRNSEALAGSNLAATEMGLI
                     
YVNPEGPQASGDPRSAAPFIRATFGNMAMDDEEIVALIAGGHTLGKTHGAASADHVQA
                     
DPEGAPIEQMGFGWANSYGTGVGKDAITSGLEVIWSQTPTQWSNYFFENLFKYEWVQE
                     
RSPAGAIQWVAADAEAIIPDPFDPSIKRKPTMLTTDLTLRFDPEFEKISRRFLNDPQA
                     
FANAFARAWFKLTHRDMGPKARYLGPEVPAEDLIWQDPLPAASATPSSASIADAKAKI
                     
VALGLSAGELVSLAWASASTFRGGDKRGGANGARIALSPQREWEVNKKAVETLTKIEE
                     
LKASTQLSLADLIVLAGNVGVEQAAQAAGFNITVPFAPGRVDALQSQTDVESFQLLLG
                     
LADGFRNWKKQGVNTPAEVLLIDKAQQLTLTAPELTALIGGLRVLGTNWDGSQHGVFT
                     
QQVGVLSTDFFTNLLDMSNVWAPVDSTSEVFEGKDRKSGTVKFTATRNDLVFGSNSIL
                     RALAEVYAQADGKEKFVQDFVAAWTKVMNLDRFDLA"
     gene            complement(143824..146118)



                     /gene="ptsP"
                     /locus_tag="DSM_01328"
     CDS             complement(143824..146118)
                     /gene="ptsP"
                     /locus_tag="DSM_01328"
                     /EC_number="2.7.3.9"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37177"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphoenolpyruvate-dependent 
phosphotransferase
                     system"
                     
/translation="MSNMQLDTLRRIVQEINASVSLHESLDIMVNQVAEAMKVDVCSI
                     
YLLDERNQRYVLMASKGLNPESVGHVSLQLGEGLVGLVGQREEIVNLDNAPKHERFLY
                     
LPETGEEIYNSFLGVPVMYRRKVMGVLVVQNRLPQDFSEAAESFLVTLCAQLSGVIAH
                     
AHAVGNIDVFRKPSNGPAYKTFQGVSGAGRVALGRAIILYPPADLGSVPDREAEDISD
                     
ELRILDQAISSVRSEIRSLDEKMHDSLMAEERALFSVFLRMLDENALPAEIKELIRDG
                     
HWAQGAVRRVIEKHTALFAQMEDDYLRERVSDLKDLGRRILACLQEEDSSHRELSPDS
                     
ILIGEEISTAALVELPVDNIAAIVTSEGAANSHMVIVARALGIPKVVGVTELPVNTLD
                     
DAEMIVDAYQGRVFVNPPRRLRQRYKEIQKEDEQIAKDLKQYETKEAITPDGVSVQLF
                     
VNTGLMIDVVRGVQRGAQGVGLYRSEIPFMLRERFPGEEEQRAIYRQQLSHFANKPVV
                     
MRTLDIGADKDLPYFSIEEENSALGWRGIRFTLDHPEIFSAQIRAMLKASIGLNNLHI
                     
LLPMVTTVSEVEEVLYLLERDWIAVQEEEQVKITKPKIGIMVEVPSVLLQIDEFAELV
                     
DFFSVGSNDLTQYLLAVDRNNPHVANVYSHFHPSILRALTRLVKECHKYQKPVSICGE
                     
MAGDPLSAILLMAMGFNTLSMSSSNILRVRKAICHVPMSDAQKLLDDVMKMNNPLIVK
                     SWLEYYFKTHGLADMVKSNRLVSV"
     gene            complement(146204..146689)
                     /gene="rppH"
                     /locus_tag="DSM_01329"
     CDS             complement(146204..146689)
                     /gene="rppH"
                     /locus_tag="DSM_01329"
                     /EC_number="3.6.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A776"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA pyrophosphohydrolase"
                     
/translation="MIDSEGFRPNVGIILANDDGQVLWAKRIGHNAWQFPQGGIQFGE



                     
TPEQALFRELREEIGLLPEHVQIIAQTKGWLRYRLPHRYIRSDSDPVCIGQKQKWFLL
                     
KLTAPAKNIQLNLADPPEFDEWQWVSYWYPLGQVVNFKRDVYRKAMVELCTQLPVQQL
                     P"
     gene            146872..147522
                     /locus_tag="DSM_01330"
     CDS             146872..147522
                     /locus_tag="DSM_01330"
                     /EC_number="3.1.3.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WGJ1"
                     /codon_start=1
                     /transl_table=11
                     /product="putative phosphatase"
                     
/translation="MKLALFDLDHTLLNTDSDHSWGEFLVNEGLVDPVHHRQMNDKFY
                     
EDYKAGQLDPYAYNEFVFGFLTKHDNNYLTELHQLFMEKVIRPQMRPKGFDAIKKHQD
                     
LGHTIVGITATSDFITAPIFREFGITEILATNAEVADGKYTGKVAGLACYQKGKLARL
                     
EAWLDGRSVSESWAYSDSINDRFLLEYATHAIAVNPDDRLEKLAQEHNWEIQDWSI"
     gene            complement(147577..148173)
                     /locus_tag="DSM_01331"
     CDS             complement(147577..148173)
                     /locus_tag="DSM_01331"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSVKNQYSKIIKIGLYIFITLAILVLVTFIWFKPIRVIFAHHLS
                     
LLHCDGQVCVDDPKTQPLAKTLYNQALKETQNKVGAFHQQPTMVFCSTPQCANTFGME
                     
KAAAKAVGNLGLLVAPRGWKDFYITHELIHHRQVEEWGNIAMLTKPKWLVEGMAYSLS
                     DDPRPTLSVPFQQWRAQFKLWHQQNPDSNIWLTTEKVK"
     gene            148269..148505
                     /locus_tag="DSM_01332"
     CDS             148269..148505
                     /locus_tag="DSM_01332"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTKNKRTKSKGSNGFFQEFIDQLITAIFGELLIYIIALLFMSAL
                     GGIIFAAICFSWGVLFLLLPFAALIYILVKKYSH"
     gene            complement(148511..149371)
                     /gene="cmpR_1"
                     /locus_tag="DSM_01333"
     CDS             complement(148511..149371)
                     /gene="cmpR_1"
                     /locus_tag="DSM_01333"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q55459"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional activator CmpR"
                     
/translation="MNLAAFEAFVKVMETGSISVAADQLFITQPAVTKRIHSLEEYFG
                     
VKLFESAGRGVQATHAAHSLLPKVKSWLNELRDIHHTLSHEQTQIQGRLKIGTSHHIG
                     
LHHLPAPLKHFVQQFPQVTLDVHFVDSEQAHEQVLAGDLELAFLTLPPSGDERLNYIT
                     
IWNDPLVFVAAPFHPLAQKKNLTLQDLIEYPSLLPAAQTYTAQITLAEFEKQGLKPKI
                     
TMSNNPLESIRMLVSIGLGWSVLPKTLLNQDMQQLDLNVEMNRQLGMVWHPARTQSRA
                     MQELIKMMQE"
     gene            complement(149489..149743)
                     /locus_tag="DSM_01334"
     CDS             complement(149489..149743)
                     /locus_tag="DSM_01334"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVMANIQKFVVNNQRTLKKTLSYYIMHITVAMLVAYFVTGNIWM
                     ALTLSMLEPTVQAFAFFFHEKVWAAKDRRISALSENETTA"
     gene            149870..151399
                     /gene="leuC"
                     /locus_tag="DSM_01335"
     CDS             149870..151399
                     /gene="leuC"
                     /locus_tag="DSM_01335"
                     /EC_number="4.2.1.33"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A6A6"
                     /codon_start=1
                     /transl_table=11
                     /product="3-isopropylmalate dehydratase large 
subunit"
                     
/translation="MIPKSFLIYKNDKLDLCKTLAIIEERLELPSPMEQDDMAGKTLY
                     
DKLWDDHVVTQRDDGSCLLYIDRHLLHEVTSPQAFEGLQLAGRQPWRLSANVATPDHN
                     
VPTSKKERDQGIAGIEDDTSRIQVQTLDDNCKAFNIVEFGINDIRQGIVHVVGPEQGL
                     
TLPGMTVVCGDSHTATHGAFGCLAHGIGTSEVEHVLATQCLVQKKSKNMLVRVDGVLG
                     
KGVTPKDVVLAIIGKIGTAGGTGYAIEFGGQVFRDMSIEGRMTVCNMAIEAGARVGMV
                     
AVDDKTIEYVKGRSYAPKGEQWDQAVAYWNTLHSDDDAVFDAVVELNGAEIEPQVSWG
                     
TSPEMVIPVSKAVPTLEQAKDDVQRNDWTRAYQYMGLNAGQALADIQLDRVFIGSCTN



                     
SRIEDIRAAAEVVKGRKVAPSIKQAMIVPGSGLVKQQAEKEGLDKIFLEAGFEWREPG
                     
CSMCLAMNADKLQPGEHCASTSNRNFEGRQGNGGRTHLVSPAMAAAAAIAGHFVDVRS
                     F"
     gene            151418..152065
                     /gene="leuD"
                     /locus_tag="DSM_01336"
     CDS             151418..152065
                     /gene="leuD"
                     /locus_tag="DSM_01336"
                     /EC_number="4.2.1.33"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P30126"
                     /codon_start=1
                     /transl_table=11
                     /product="3-isopropylmalate dehydratase small 
subunit"
                     
/translation="MKAYTVEQGIVAPLDRANVDTDLIIPKQFLKSIKRTGFGDNLFD
                     
ELRYLDEGYPGQDNSVRPKNPDFVLNQPRYQGATVLIARTNFGCGSSREHAPWALNEY
                     
GFRTVIAPSFADIFFNNCFKNGMLPVILPEDIVDQLFKECAAQEGYQLTIDLAAQEVR
                     
TPTGEAFKFEVDPFRKHCLLNGLDDIGLTLQNADAIRAYEEKTKQVRPWVFQEIN"
     gene            152178..152768
                     /locus_tag="DSM_01337"
     CDS             152178..152768
                     /locus_tag="DSM_01337"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKRNVTHSFLLSLCAITLSACQSTYNVVDTVRIKQAEQENLGQN
                     
AAIYCSGAKSCEFERLNDITVVDAQTRRISNQAIHQGIVRLNGSVLSQSNSLYLSVPA
                     
KQYEVVIRYYPISPDRAETIHVIHQFKANHRYMFKMYRDKSNRSGSLLNVSVPDPLCV
                     DLEQDGRVIRRFCRPFDVTTGLGEFLEQKKLTPRQS"
     gene            152800..153879
                     /gene="leuB"
                     /locus_tag="DSM_01338"
     CDS             152800..153879
                     /gene="leuB"
                     /locus_tag="DSM_01338"
                     /EC_number="1.1.1.85"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q56268"
                     /codon_start=1
                     /transl_table=11
                     /product="3-isopropylmalate dehydrogenase"
                     
/translation="MSKQILILAGDGIGPEIVGAAEKVLNKVNEKFNLSLTWEHGLLG



                     
GAAIDAHGEPYPAVTSEQAKKADAILLGAVGGPKWDTIERSIRPERGLLKIRSELNLF
                     
ANLRPAILYPQLADASSLKPEIVAGLDILIVRELTGGIYFGQPRGIRELENGEKQGYN
                     
TDVYSESEIKRIAKVAFELAGLRGGKVCSVDKANVLEVTELWKQTVTDLQQANYPNIQ
                     
LSHMYVDNAAMQLVRAPKQFDVIVTGNLFGDILSDEAAMLTGSIGMLPSASLDENGKG
                     
MYEPCHGSAPDIAGQNVANPLATILSVAMMLRYTFREEAAAKAIEDAVGQVLDQGLRT
                     ADIMSEGMTKVGTAEMGEAVVAALA"
     gene            complement(153933..154340)
                     /locus_tag="DSM_01339"
     CDS             complement(153933..154340)
                     /locus_tag="DSM_01339"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNTSTLCQMSLLSFMLLNINGCASHPRQSVDLQEYLKNFIGKSS
                     
TTIQQDLNLQSLGFQVARTPQKTSDQLIYTILRPLSIPIPMVSNVDMRGGSVPIQSGN
                     LSGNSYDINFNCKVIFKLKNDIAESIQYEGKAC"
     gene            154509..154877
                     /locus_tag="DSM_01340"
     CDS             154509..154877
                     /locus_tag="DSM_01340"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKIVFAFLCFGITAVYADNCDSARNTYDDIYCTNKIYASADAD
                     
LNKNYQALRAKLNTVQRNTLKRSQLAWIRQRDAECTDSNRNSVDVQCRLQTTQERNHW
                     LQERLRECQTVGCKTSRLSE"
     gene            complement(154929..155150)
                     /gene="infA"
                     /locus_tag="DSM_01341"
     CDS             complement(154929..155150)
                     /gene="infA"
                     /locus_tag="DSM_01341"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P69222"
                     /codon_start=1
                     /transl_table=11
                     /product="Translation initiation factor IF-1"
                     
/translation="MANKEELIEFEGVVTETLPNTMFRVRLENGHEVIAHISGKMRKH
                     YIRILTGDSVKVEMTPYDLTKGRITYRAR"
     gene            155414..156424
                     /locus_tag="DSM_01342"
     CDS             155414..156424
                     /locus_tag="DSM_01342"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WMJ1"
                     /codon_start=1
                     /transl_table=11
                     /product="putative HTH-type transcriptional 
regulator"
                     
/translation="MGQLTDASVVLRFGYQAIRRAGLPTEEILTKAGVALNQVDTNAR
                     
TPLSAQYAFWTAAQEVSKDPDIGLHLGEHLPLYRGQVIEHLFISSETFGEGLKRALAY
                     
QRLISDAFDAKLVVEDGRCYLTNGEQVGADNLVNRHFSECAISGVLRFFKFITEGQFH
                     
PIFIDFNFSEGASEDEYFRVYGCPVSLGQKETRLYFDPAILDFQLWQAEPELLQLHEQ
                     
LAIEKLQELARYDLVGEVRRAIGSTLESGETTLETVAAQLNITPRRLRTQLSEANTSF
                     
QQILSDYRCRLAKKLLANTNESVERIVYLTGFSEPSTFYRAFKRWTNETPVEYRKRKQ
                     HR"
     gene            complement(156444..157241)
                     /gene="truA"
                     /locus_tag="DSM_01343"
     CDS             complement(156444..157241)
                     /gene="truA"
                     /locus_tag="DSM_01343"
                     /EC_number="5.4.99.12"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P07649"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA pseudouridine synthase A"
                     
/translation="MQRYAVGIEFSGIQYRGWQTQQPGVASVQETIERVLSKIADEPI
                     
TLHGAGRTDAGVHATNMVAHFDTNAIRPERGWIMGANSQLPKDISIQWIKQMDEEFHA
                     
RFKATARRYRYVVYNAPHRPALLHKQVTHIYQKLDVQKMIKAASKFEGTHNFETFRAA
                     
ACQSNQPVRHVKHCRLFEHGRYLVLDIQADGFLHHMVRNIMGCLLEIGQGMYEIDHID
                     TMFAAEDRKAAGITAPPDGLYFIQCYYPEQFDLPQPPLGPHWLNLPE"
     gene            complement(157256..158203)
                     /gene="ansA"
                     /locus_tag="DSM_01344"
     CDS             complement(157256..158203)
                     /gene="ansA"
                     /locus_tag="DSM_01344"
                     /EC_number="3.5.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P26900"
                     /codon_start=1
                     /transl_table=11
                     /product="L-asparaginase 1"
                     
/translation="MGGTFGCIGEPLAPMPYDQFLPQLEKVIPPHLTVDCFAAPNIVD



                     
SSACTAPDWLRLIQRIQQLQLEGYQHFVVIHGTDTLSYAAATLARFLGQSCHIVITGS
                     
QYPLLNIQGDNTREFTDAIENLYLALEKVIALPVGAYLAFHHQVFHAQTALKTHTTEL
                     
DAFSGLSSNVEFTPQQNELIVQDAQIEKAASFQILNWMMQPIATQHLVQQLRHLLPAP
                     
PHFLVLQGFGTGNIAVNDEFLATLDELYARGCVPILATQVTFGGIDQRYAISAWAKIA
                     KIVINDAHSHADLYAKALQIYLKYPTPEQWLNHWNENLH"
     gene            complement(158286..159545)
                     /locus_tag="DSM_01345"
     CDS             complement(158286..159545)
                     /locus_tag="DSM_01345"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLYVIPFIILLVVAVILKKRENSQKQEATSPKNINRKSGKKASA
                     
KSSKSSREKIKAKVIEENIPAIPQSNPVPEALRHNIQQLIQEKQFSAAEAQVNQALKK
                     
DNTQHELYLLLLEIHIAQKDEFAIQQLISHIRSLGLNEIAAQAETRQKEYESSRQPDA
                     
IDFPQAQTYEEPKNTDTTAQFDELTTSSSEASFDGLQKDYTPVKQEPAVEIEPLEFNF
                     
SFEQTSATENTNRPAQQPELSSTQETNELADLEFSFDLAPLHETEEKSQAVEVKADQE
                     
NSINALDFNLDLNPSSPETKSVEQAPSLDEIKLIEQTPLEATSIAPLEFSLDEPALVT
                     
APEIEIQNNEVVNERVTQTQIEDPLLEAFPELKQINENELDLKLAEQYIKFGANQAAR
                     NLLQSNEQKFNTEQQQHAKNLLNRIAS"
     gene            complement(159605..160969)
                     /locus_tag="DSM_01346"
     CDS             complement(159605..160969)
                     /locus_tag="DSM_01346"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTAYNKLKIAIFTIMSSPSIYAITLDPIQIQSAPGELLYAEMNF
                     
QQADPNTPLQVSLATQDDLNGLGVTHQPPGNLNFYTRQNGQGSGVIVITSSRPIIDPE
                     
LNIVVKVSEGNATRLQHIKTVLKPSPIKKAAINESPLSPQFIVNEKDIALNLPESTQY
                     
TPTENTSNVAETTGNEHNLNISTGTAPALNSSSPAPVAPFTEKPSTQTPQPTIATMNI
                     
ESSAVEKQPSTSLKSSGGNQTTTVKKAAQSKTAQQKNVLSKNASKKQKISTYKGPAPT
                     
GKYIVQRNESLWSIANRIAAQTKQPVAKVMRDIQAQNRHAFIQGDVNRLRQGSSLNLT
                     
TNTTKASHLKPKSSEAHLAKPSSGRAKYRLQQAEMSIVAENSPNFAHGSAKKSTQQSQ



                     
NNTELAVKVMTTRKKTVTLQRNVTKLNQTLSLKDQRIQLLNARLAELQQQLQAQQQTH
                     KQKH"
     gene            complement(161118..162236)
                     /gene="asd"
                     /locus_tag="DSM_01347"
     CDS             complement(161118..162236)
                     /gene="asd"
                     /locus_tag="DSM_01347"
                     /EC_number="1.2.1.11"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q51344"
                     /codon_start=1
                     /transl_table=11
                     /product="Aspartate-semialdehyde dehydrogenase"
                     
/translation="MKVGLVGWRGMVGSVLMQRMVEENDFAHIEPFYFSTSNAGGEAP
                     
SFGGKTAPALMEATDITSLKQMDVIITCQGGDYTSEVFPKLKATGWDGYWIDAASTLR
                     
MTDDAIIVLDPVNLNVIKDGLAKGTKTFVGGNCTVSLMLMGVGALFQNNLVEWMTAMT
                     
YQAASGAGAQNMRELLTGMGYLYNNTKTLLDDPKSAILDIDRQVAELQRGEGFPSANF
                     
GVPLAGSLIPYIDKQLESGQSKEEWKGQVETNKILGNSQIVPIDGHCVRIGAMRCHSQ
                     
ALTIKLKKDVPLDEIEDMIRNSNQWAKVVPNTREASMTDLTPVAVTGTLTVPVGRLRK
                     LNMGKEYLGAFTVGDQLLWGAAEPLRRMLRILVEYKSS"
     gene            162426..163547
                     /locus_tag="DSM_01348"
     CDS             162426..163547
                     /locus_tag="DSM_01348"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIYIEVLAVVVIWLSFWSLIPRDEWWFRGADFPRLQILFIGLIA
                     
LIGMLFWPTEWDVWRELLLAVLIAAIAYQLKMVLPYTLFWKKQVKKVKQHQLDPTKQI
                     
SLIVSNVLTPNDKYHLLLEHVRTLKPDLLLTLESDTTWENALKEIEKDYPYRVPVPLD
                     
NLYGMHLYSRLPLKNTEVKFILSNEIPSIHTTVILRSGMPVQLYCLHPKPPSPTEAKD
                     
STLRDAELLIVGDQIKDLDESCIVMGDLNDVAWSRTTRLFQRISGLLDPRVGRHFINT
                     
FHADYPLLRWSLDHIFHSTDFGLVKMQRLSHIGSDHFPVYVVLQTGRIFEEIHEELEQ
                     TQADEEEAQAAIQEGIAKAEKEEKIVTDEIAQPYKEKNI"
     gene            164237..165523
                     /gene="gltP_1"
                     /locus_tag="DSM_01349"
     CDS             164237..165523
                     /gene="gltP_1"
                     /locus_tag="DSM_01349"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P21345"
                     /codon_start=1
                     /transl_table=11
                     /product="Proton/glutamate-aspartate symporter"
                     
/translation="MKNFKFSLAWQILIALILGIVVGAVLHNQPEIKDSIVNNVLTPL
                     
GKIFISLIKMIVIPIVFSTLILGIAGVGSTKSLGRLGFKTILYFEIITTIAILVGLFA
                     
ANIFHPGSGIDMSQLVQTDISQYKHTTEEVQSQSHGIIQTILSLIPTNIISSMAHGEM
                     
LPVIFFAVLFGIGLSSLPATTKDPLLNVFHAVSETMFRVTHIIMKYAPVGVFGLIAVT
                     
VANFGFASLIPLGKLVVLVYGAILFFALVVLGITAKMFSINIFTLFKILKDELILAYS
                     
TASSETVLPRIMQKMEAYGAPKAISSFVIPTGYSFNLDGSTLYQSIAAIFIAQLYGIE
                     
MSISQQVILVVTLMITSKGIAGVPGVSFVVLLATLGSVGIPVEGLAFIAGVDRIMDMA
                     RTALNVVGNALAVLVISKWEKQYDYEKAAAYEASLK"
     gene            complement(165580..166680)
                     /gene="bshA_1"
                     /locus_tag="DSM_01350"
     CDS             complement(165580..166680)
                     /gene="bshA_1"
                     /locus_tag="DSM_01350"
                     /EC_number="2.4.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q81ST7"
                     /codon_start=1
                     /transl_table=11
                     /product="N-acetyl-alpha-D-glucosaminyl L-malate 
synthase"
                     
/translation="MKVMQLLPELNSGGVERGTLEIARALVAQGHQSLVVSNGGRLVS
                     
QLEAEGSTHLTLPIHKKSLSSLWQIRPLRQLIEEHQPDIVHVRSRVPAWLTHFALRKI
                     
PANKRPHLISTVHGFYSVNRYSAIMTQAEKVIAVSDSVVKYITGHYKNCPPQDIIRIY
                     
RGIDPAAFPHNYQPSAQWFNQVFNDFPELENKFLLCLPGRITRLKGHESLIELMQQLH
                     
SQYPQLHAVVVGGADVKKQAYLSELQNTIQSKGLADKITFVGHRSDIREWLAFSDIVL
                     
SLSNQAETFGRTALEALSVGTPVIGWNRGGVAEILSHVYPQGLVEAENEKALLEIVKH
                     HIEQPQTVAPVTMFSLKDMCDQTLELYQSVLK"
     gene            complement(166946..167881)
                     /gene="lpxL_2"
                     /locus_tag="DSM_01351"
     CDS             complement(166946..167881)
                     /gene="lpxL_2"
                     /locus_tag="DSM_01351"
                     /EC_number="2.3.1.241"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACV0"



                     /codon_start=1
                     /transl_table=11
                     /product="Lipid A biosynthesis lauroyltransferase"
                     
/translation="MSQKQPYTPGEFQWSFLLPKYWGVWIAITFLMLLAILPWAVQWR
                     
LAHGLANLAWKYLKSRRKTTIRNLEVCFPEWSPEKVQQQAKQVFVDMMLGIFETLNAW
                     
YKPYWFKNRVTIEGLEHITNAQAQGKGVLLLGTHSTLLDAGGYVCAQYFEPDVVYRPQ
                     
NNPLLDMLIYRCRGTIYKAQIDHDDMRGLIRHLKEGDAIWYSPDQDFGLKQGVMAPFF
                     
GVPAATVTAHRRLLKISKAVAVPLYFYRHGDVQNPKYHILIEPAVDNMPSEDEVDDAT
                     RVNKIIENQLRIAPTQYMWFHRRFKTRPEGYEEIY"
     gene            complement(168001..168633)
                     /gene="leuE_3"
                     /locus_tag="DSM_01352"
     CDS             complement(168001..168633)
                     /gene="leuE_3"
                     /locus_tag="DSM_01352"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76249"
                     /codon_start=1
                     /transl_table=11
                     /product="Leucine efflux protein"
                     
/translation="MLDLSQILAFGFICLAMVLTPGPNMIYLISRSISQGKLAGFISL
                     
GGVAVGFVFYMLCASFGITALVVAVPYAYDTIRIAGAMYLLWLAWKALRPNATPIFNV
                     
KDLAVDSPLKLFLMGFLTNLLNPKIAIMYLSLLPQFIHPQQGSILAQSIQLGTIQIFV
                     SVSVNALIVFSAGSIALFLQKKPLWASIQRWVMGTVLAGLAVRILLEHRR"
     gene            complement(168775..170685)
                     /gene="uup"
                     /locus_tag="DSM_01353"
     CDS             complement(168775..170685)
                     /gene="uup"
                     /locus_tag="DSM_01353"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P43672"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter ATP-binding protein uup"
                     
/translation="MAYITLRDVQLAFGGPALLDGANFNLERGERVCLIGRNGEGKST
                     
LLKLIEGSLLPDSGEVSVQNGLTVSMLAQDVPMSSGKVADIVAEGAGEAAAVLKAYHE
                     
ASDACVLGDMEACDRMGSLQHKLDQLDGWALENKVNTILGKMELDPNADLADLSGGRK
                     
RRVLLARALLTQPDVLLLDEPTNHLDVESIEWLEKFLLDQNNLTLLFISHDRSFVDRL
                     
ATRIVELDRGILRSYEGNYSRYLDLKAQQLEAEEKQNALFEKKLAEEEAWIRQGIKAR
                     
RTRNEGRVRALKALREESKARRFQQGKVNMGVQEAQRSGKLVFDIEHLSVSYDGQTLI



                     
RDFSAIVMRGDRIGLVGDNGVGKTTLIKAILGEVQHEGVVKTGTQLEIAYFDQLRNQL
                     
DLEKSVSENVSEGSDFVDVNGQRRHILSYLQDFLFSPERARTPVKALSGGERNRVLLA
                     
KLLLKPSNLIVMDEPTNDLDMVTLELLEEMLSEYKGTLLLISHDRAFMDNVVTSTWVF
                     
DGKGGIAEYIGGYQDYLIQRPNERVVDQKGDVKKAQAKAEAEKNAAQTNVKKVKLSYK
                     
DQRELEQLPAEIEKLENEQAELSDKLADGSWFVTDADAATKASQRLAEIEELLLEKLE
                     RWDELEQMSKGN"
     gene            170718..170963
                     /gene="slyX"
                     /locus_tag="DSM_01354"
     CDS             170718..170963
                     /gene="slyX"
                     /locus_tag="DSM_01354"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_00715"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein SlyX"
                     
/translation="MTKPPYHDDQASFSAPIEDLQVRIAFLDDLVEELNQQLAIQTLE
                     IADLKKQMQLLYQRVESADLSEGVAPFDPLTNKPPHY"
     gene            complement(171011..172021)
                     /locus_tag="DSM_01355"
     CDS             complement(171011..172021)
                     /locus_tag="DSM_01355"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P99173"
                     /codon_start=1
                     /transl_table=11
                     /product="Zinc-type alcohol dehydrogenase-like 
protein"
                     
/translation="MKAVAYQKAGPITLPEALVDIELDTPVAKGHDLLVRVQAVSVNP
                     
VDTKIRKNVSAEQSGWKVLGWDAVGTVEAIGDKVTQFKIGDVVWYAGSLNRQGSNSEL
                     
QLVDERIVGHKPKTLEATEAAALPLTAITAWEMLFDRLQVPKTAPANTTILVIGGAGG
                     
VGSITIQLLKQLTHLTIIATASRPETKEWVEQLGADYVLDHRQPLAAQIKQLGLSAPL
                     
YVFSTTETDQHLSNIVELIAPQGHFGLIDDPDQLDIKPFKSKSVSVHWEFMFTRSMFQ
                     
TEDMEKQSALLNEVSKLVDEGKIKTTVTQVLSPINAENLTRVHEQIESGSTKGKIVLH
                     GF"
     gene            172121..172498
                     /gene="yybR_1"
                     /locus_tag="DSM_01356"
     CDS             172121..172498
                     /gene="yybR_1"
                     /locus_tag="DSM_01356"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:P37486"
                     /codon_start=1
                     /transl_table=11
                     /product="putative HTH-type transcriptional 
regulator
                     YybR"
                     
/translation="MAKARHSSFDCSPGCSVEAAISLIDGKWKCVILWHLLNEGTLRF
                     
NEIRKRVPSITQRMLTNQLRELEQDGIIHREVYPQVPPKVEYCLTDLGRGLEQILLAL
                     KTWGDAHLDRFGKLTTLETEKSA"
     gene            172646..173095
                     /locus_tag="DSM_01357"
     CDS             172646..173095
                     /locus_tag="DSM_01357"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDNIGIWVTVIIVLFVLGSIFGLRVSPREKALGIMRDKARKMGL
                     
HPRVIAAPEWTHVPMATEKRASMVAYYSVLIPDARLPLMRARVIDGKLKVVQGDEKFN
                     DSPIALKGIYAIDMQANCVGLYWDEESDLKATQLDEMKAYLLALAEA"
     gene            173131..175767
                     /gene="topA"
                     /locus_tag="DSM_01358"
     CDS             173131..175767
                     /gene="topA"
                     /locus_tag="DSM_01358"
                     /EC_number="5.99.1.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P06612"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA topoisomerase 1"
                     
/translation="MANTSRSASQSTASSASAAHKRALVIVESPAKAKTINKYLGSQY
                     
IVKSSVGHVRDLPTGGSKATEKKPAARTKLTEAEKEQKANQALINRMGVDPEHGWQAH
                     
YEVLPGKENVVAELKKLAKDADAIYLATDLDREGEAIAWHLREVIGGDDSRYHRVVFN
                     
EITKNAIQEAFKQPTRLDLNRVNAQQARRFLDRVVGFMVSPLLWEKIARGLSAGRVQS
                     
VAVKLVVEREREIRAFIPEEYWQVFADTKAKKDDIRLEAVKQAGKTLKLKNKAETDAL
                     
LDVLKGAEYKVAQREDKPTKVNPSAPYITSTLQQAASTRLGFSVKKTMMLAQRLYEAG
                     
FITYMRTDSTFLSDDAVSMVRAHIESQYGEKYLPAKPNRYGNKAGAQEAHEAIRPSNV
                     
ALTGDQLAGVERDAQRLYDLIWRQFVACQMTPAEYLSSTLTVEAGNVELKAKGRTLVF
                     
DGFTKVRGANKSDDDIILPAIKVGEILKLEKLDPSQHFTKPPARFTEASLVKELEKRG



                     
IGRPSTYAAIISTIQERGYVKLENRRLFAEKMGEIVTDRLDESFNNLMNYAFTADLEG
                     
QLDKVATGERNWKELLDTFYGDFKKRLTNAQGEQGMRRNQPVEVPAVHCPECSRPMQI
                     
RTGTTGVFLGCSGYNLPPKERCKGTLNLTPVESLAALSDDDSAETADLMSKHRCPKCG
                     
TAMDSYVIDGGRKLHVCGNNPDCDGYELEEGEFKIKGYDGPTIPCDKCDGEMQLKTGR
                     
FGPYFACTSCDNTRKVLKNGQPAPPRVEPIKMEHLRSTKHDDYFVLRDGAAGLFLAAS
                     
KFPKIRETRAPKVAELRSVADQLDPKYQFILQAPDVDPEGNPTIVKFSRKNQSQYVGS
                     ETPEGKQTKWSLIYQDGKWIEG"
     gene            175855..176613
                     /locus_tag="DSM_01359"
     CDS             175855..176613
                     /locus_tag="DSM_01359"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MWKNIRILCLLIVLLIVAVQAWRDQNQDWNQPIVVVLHPINADG
                     
LQTTQAYIHQLQNTDFQTLKSYLSEWSQHYRGQSANFEIRLGQQLQQRPPEVPQNAGI
                     
FHVVWWSLKFRFYAWRQQQPEDNGASLKLYLNYYDPNYQKVLVHSTALEKGRIGSVNL
                     
FATRGQALQNRVVIVHELLHGFGAKDKYDLKTGQPIYPLGYAQPEKVPLYPQKRAEIM
                     GGRTPLSEQTSKMPSDLQETVIGLPTAQEVGWLK"
     gene            176751..177323
                     /locus_tag="DSM_01360"
     CDS             176751..177323
                     /locus_tag="DSM_01360"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKTVGNDLVRNQLHADRKWYLILGFVLIIFGLVLFSSLPFATFS
                     
VVFLFGILMMVGGVLHLIAALSVFKGGSRWLWALFGVLYLMAGYYAFSTPVTTAVVLT
                     
SLLSIALIIAGVIRTINAFLLRPIAGWGWTLFSGLLTLATGILILVSKDSPFWVLGMF
                     LAVDILFQGINFLGLASAIKYLPSSSKTVS"
     gene            177440..179419
                     /gene="pcrA"
                     /locus_tag="DSM_01361"
     CDS             177440..179419
                     /gene="pcrA"
                     /locus_tag="DSM_01361"
                     /EC_number="3.6.4.12"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P64319"
                     /codon_start=1



                     /transl_table=11
                     /product="ATP-dependent DNA helicase PcrA"
                     
/translation="MSLAKLINELNAQQKKAATTMAQNCLVLAGAGCGKTKTIVARAA
                     
YLIDQGLPANQIQILTFTRRAASEIVARVEQHVGAQAKGLRASTFHTFCMYLLRRNPQ
                     
AFGLTQFSIIDRDDQLLMFRLLRGKDKDNVLPKAAELCDLYSYARNTQSKLSEALLKQ
                     
LPEAYEYKSQIAELMKTYEQRKRERNFLDYDDILSIVAVHLQNSEALTNWVAGFCQAL
                     
LVDEMQDTNPLQWALLQPLIGKVKLFCVGDDAQSIYGFRGADFENIHSFKERIPDAVI
                     
HTLDLNYRSTQEILDLSNWLLSHSPIDYQKQLQAHRGKGQKPQLHLFGNEFEEANWIA
                     
QDLIERHQQGANWYDHMVLVRSGYSARYLEGAFIAAEIPYRFIGGVKLLESAHVKDVL
                     
SLLRIVSNPQDDLAWMRFLTLWDGIGDVGASKLAQELMSISEVEERCQRLERHGKVPL
                     
QAILILKQLDVLQQHVEASIGLALDALSEQLEQNYKTKDWSRRARDFDLVKQLARKHA
                     
SLGEFLEEYVLEPISISEIEKAGDDDLVTLITIHSAKGAEQKVCYVPHVSPNQYPYAR
                     
AQGDFDEVEEERRVLYVALTRAENELILTKQNLNTWSQDTYDEQGRKIESYFLNDLPA
                     HLVQAKIHRQVPQPFAKKQWNTSRTVNLGFGIDLD"
     gene            179493..179732
                     /locus_tag="DSM_01362"
     CDS             179493..179732
                     /locus_tag="DSM_01362"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKILVRNLDRSVTEAEVLELFKAYGKVESCVVVTDKDTGKSKGF
                     GFVEMPNPREAIKAIKGLNTLKVKGYGIRVKAAEE"
     gene            179740..180099
                     /locus_tag="DSM_01363"
     CDS             179740..180099
                     /locus_tag="DSM_01363"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQQFLALSVVAPNGTRIAQGIKTLEVRSWVPAQLPLKDLFIVEN
                     
QNFLINDGDEEEGVAVALVDVDSIHVWRNDEIEPACASGWSEGYFAWVLSNVRPMKRQ
                     LKVPAKRKIYQVSLDLP"
     gene            180180..180683
                     /locus_tag="DSM_01364"
     CDS             180180..180683
                     /locus_tag="DSM_01364"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1



                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSRVARYHADRTNQKLYFARLACQQAEQTDHVQQVQAYREAAVF
                     
HLHGAMLAFLQELVRYYRLNDLQPTLKSIEEHMAAKGQVSPEVSVLQQLAKDGFVAEL
                     
KRAYRMCQYAPEPTEPTPEEETSSNLIIKVTQGPQSWLPDVKILREWHRELSHLIDGF
                     RNEMVEF"
     gene            180796..181074
                     /locus_tag="DSM_01365"
     CDS             180796..181074
                     /locus_tag="DSM_01365"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSIQQLKELFGNQEAVLELVQLEGGELALRNAGSEKEPLVKIQF
                     SDELKAILGEQTPIVAQHMIQAALFGLLEKQVNEWQAEVVDEQPKFLS"
     gene            complement(181112..182821)
                     /gene="ybaL"
                     /locus_tag="DSM_01366"
     CDS             complement(181112..182821)
                     /gene="ybaL"
                     /locus_tag="DSM_01366"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39830"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative cation/proton antiporter YbaL"
                     
/translation="MPHDVDLIILLAVGFGVALFFGYIAARLRLPPLIGYLIAGIIIS
                     
PNTPGVEADIHLANQLAELGVMFLMFGVGMHFSLNDLLLVRRIALPGAILQIAVATLL
                     
GIGVSMLWGWSFGSALVFGLSLSCASTVVLLKALGDRGLLDSVNGKIAVGWLLVEDLV
                     
MVLVLVLLPATAVLLGGKAPAGAEGNIWLTLGITLLKVIGFIAFMLIVGKRVVPIIMQ
                     
FVARLGSRELFTLTVVAAAVSIAYGSYAIFGVSMALGAFFAGMVVKESDFSHRAEEET
                     
LPLREIFSILFFVSVGMLFDPHILIERPLHILAVIAIIMVGKTLAAMALVLFFRYPIN
                     
TALTVGASLAQIGEFSFILATLGVSLGLLTLEAQNLILAGALFSITLNSFIFSAIEPV
                     
QRWIRERSHLARLLERSGDPLAMLPDEVDQSYLRDQVVIVGYGGVGRRITENLINQNI
                     
KVVIAEENREIVEKLRQANIAAVSGVATEPGVLIQAHIMHARLLVISPMDILDIHRIV
                     
DIAKQLNPQIQVLICAESKEEAAVIRDEHIGEVFYAKEEMAKNMSHHILNQIELAHQS
                     THH"
     gene            complement(182969..183124)
                     /gene="rpmG"
                     /locus_tag="DSM_01367"



     CDS             complement(182969..183124)
                     /gene="rpmG"
                     /locus_tag="DSM_01367"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7N9"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L33"
                     
/translation="MRDKIRLVSSAGTGYFYTTTKNKRTMPEKMEIKKFDPKIRQHVI
                     FKEAKIK"
     gene            complement(183137..183373)
                     /gene="rpmB"
                     /locus_tag="DSM_01368"
     CDS             complement(183137..183373)
                     /gene="rpmB"
                     /locus_tag="DSM_01368"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7M2"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L28"
                     
/translation="MSKVCQVTGKRPVVGNNVSHANNKTKRRFEPNLHHHRFWLESEK
                     RFVRLRLTTKGMRIIDKLGIEKVVADLRAQGQKI"
     gene            complement(183541..184989)
                     /gene="calB_1"
                     /locus_tag="DSM_01369"
     CDS             complement(183541..184989)
                     /gene="calB_1"
                     /locus_tag="DSM_01369"
                     /EC_number="1.2.1.68"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O86447"
                     /codon_start=1
                     /transl_table=11
                     /product="Coniferyl aldehyde dehydrogenase"
                     
/translation="MNSQTKTNPETQVPYDVKHLHDLLEQQKIAYLRHPVPTAKERID
                     
RLARLKRVLVKYQDQIAEAINLDYGNRAIMETKIGELLTCLEQIKYYSKNLTGWMKPS
                     
KRHISVLHQPAKGWVQYQPMGVIGIITPWNYPLLLSVGPLICALAAGNHAMIKISSAS
                     
PNFGQVLENALSEAFPQELVAVVNGGGVISDAFSHLPFDKMIFTGSTSVGKTVMAAAA
                     
QNLVPVILELGGKSPALVHASVDMKDVAQRIAVGKLWNAGQTCVAPDHIFLPRGKTAE
                     
FIENFKLIVAGMYPHFRNNQDYTSIINDKQYNRIQGYLENARDQGARIIEINPQNEIL
                     
DDVRKIAPTLVTGVTTAMDIMQNEIFGPVLPILEYDQIEEVIEFINSRPRPLAMYYFD
                     
YDQARADYISQHTHSGHFGINMVITHVAQDDLPFGGIGASGMGKYHGPEGFFGLSHER
                     SVMSNPKLYSLKYILPPFNKPIHRFISKTLLR"
     gene            185102..185794



                     /gene="kstR2_1"
                     /locus_tag="DSM_01370"
     CDS             185102..185794
                     /gene="kstR2_1"
                     /locus_tag="DSM_01370"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A0R4Z6"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional repressor KstR2"
                     
/translation="MSLPKALKTKDRILQISLQLFNERGERSVTTNHIAAELGISPGN
                     
LYYHFRNKHEIIKELMHQYQVETLEMLSLPEDRPLTTNDKINYFQVLSGQLWNYRFIH
                     
RDVYHLVESNEDFKKIYPRFAGLVMQQGQRIYQAFVDAGLMKMTPSEIEALIINLWIV
                     
LTNWTNFLYMSGHISDNNHLEEKWVWQALRQMVFLEGPYLMGESRATYEQLLESLGPS
                     DLFASLSSLKDE"
     gene            185869..186732
                     /gene="purU"
                     /locus_tag="DSM_01371"
     CDS             185869..186732
                     /gene="purU"
                     /locus_tag="DSM_01371"
                     /EC_number="3.5.1.10"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WHM3"
                     /codon_start=1
                     /transl_table=11
                     /product="Formyltetrahydrofolate deformylase"
                     
/translation="MNMTTANTARLLITCEDKPGIVQAVSSFLYHQGANITALDQYAT
                     
EAQGGRYFMRVEFELDHLQSRKDALIQTFAANVAERYGMQWRLAFVNDIKKVGILVSK
                     
VDHALLELLWRHARGSLPCEITHVISNHEDLREAVENFGIPFTVIKVTKDNKAEAYAQ
                     
IHEMMQGNDLLVLARYMQILSEDFVSKWEMKIINIHHSFLPAFVGANPYKQAYEKGVK
                     
LIGATAHYVTADLDQGPIIEQDVERVSHDYNVEQLRELGEDVERNVLARAVKWHLEDR
                     IIVDGNKTVVF"
     gene            187124..187879
                     /locus_tag="DSM_01372"
     CDS             187124..187879
                     /locus_tag="DSM_01372"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSQSSAALNSPNPMKKKVITALIAVAIGHIGVLWAVSHIKPAEL
                     
KPIEKKPLQVRFVKIQEQPKPLPPKPKEPPKKPEPKKEVKEVKVVEKPVTPPKKVEKI



                     
QQVKKAETPKETVKTEPKVEPKIVTPTTTVTEKVVEKPKPVVQEAPKAQPAPDPSPKR
                     
VSIGGSGVQWSRSPRLTVSPKDLQGEARSVVVLIEADEKGKITNVRVTRSSGIPSLDD
                     KVVRAVRTAKFKPYMENGVAYPIKAEQPFDLTP"
     gene            187924..188544
                     /gene="tolQ_4"
                     /locus_tag="DSM_01373"
     CDS             187924..188544
                     /gene="tolQ_4"
                     /locus_tag="DSM_01373"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABU9"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein TolQ"
                     
/translation="MNFSIYWQHADAVSKTLYFILLAMSIATWTVFILRLMGTRQLKQ
                     
QAYAQLSQAITSLKAKLQPLSFEQRKAVAEQALLRQISAEKANADKGISVLGTIASIA
                     
PFVGLFGTVWGIFHALVAVGKSGQAGLAQVATPVGEALIMTGLGLAVAIPAVLAYNIC
                     LRANRGLAHDLQDQAHSLLIDTMLQQDSTVKSDVKTAQQSYVGGQA"
     gene            188544..188948
                     /gene="exbD_4"
                     /locus_tag="DSM_01374"
     CDS             188544..188948
                     /gene="exbD_4"
                     /locus_tag="DSM_01374"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABV2"
                     /codon_start=1
                     /transl_table=11
                     /product="Biopolymer transport protein ExbD"
                     
/translation="MAFQLGEDHDSGMNEMNLIPLIDIMLVLMIIFLVTATVANPSIP
                     
LTLPKTTAEIIDPPPKAITISINANGEVAWDTQVISLDELQKRFQEAGQGAVKPTVQL
                     RADKESKYDTVAQVMSRASEAGLSDIAFVSEN"
     gene            complement(189009..189530)
                     /gene="msrA"
                     /locus_tag="DSM_01375"
     CDS             complement(189009..189530)
                     /gene="msrA"
                     /locus_tag="DSM_01375"
                     /EC_number="1.8.4.11"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q93S39"
                     /codon_start=1
                     /transl_table=11
                     /product="Peptide methionine sulfoxide reductase 
MsrA"
                     
/translation="MQQALFGGGCFWCVEAVFLQIRGVEKVTSGYAGGHTTHPTYEQV



                     
CQGDTQHAEVVLIDFDEQQVTYSQLLDVFFATHDPTTLNRQGNDIGTQYRSVIYYFNE
                     
EQKQAAEHTIQTLKDDDLDIVTELSPAPTFYPAEDYHQNYYEKNPSQGYCNFAIPPKL
                     LKLHSKFQHLMKN"
     gene            complement(189631..190686)
                     /locus_tag="DSM_01376"
     CDS             complement(189631..190686)
                     /locus_tag="DSM_01376"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MHNIGTREFIIALLFGALHSLFTLFIVLSSIWVCLALWVQQPFG
                     
WLGSRIIIGIWIAFALSMAGLYFNGHIISRRTDVLIYLLAFACSLVWYFSITARQDRD
                     
WNPEVANMLSYEKHGDVITLHNVRNFNWHPDGTYDVRWETRTFDLNQLNGINIITSYW
                     
MGPQIAHTLVSFEFKNQQPLVFSIEIRKEKTEEFSAIGGFFRKYELSLIASDEKDIVY
                     
TRSNIRKEQVYNFPVNMPRSEQKALFLEYLKKADELRAEPKWYNTLTSNCTTLIFDMV
                     
QAINPYQLPKDYRLIASGYLPNYLYDLKALDQNISLKQWYQIAHINPRTEHFEQFADQ
                     SSEHFSQIVRQGLPKVK"
     gene            complement(190701..191210)
                     /gene="dhfrIII"
                     /locus_tag="DSM_01377"
     CDS             complement(190701..191210)
                     /gene="dhfrIII"
                     /locus_tag="DSM_01377"
                     /EC_number="1.5.1.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P12833"
                     /codon_start=1
                     /transl_table=11
                     /product="Dihydrofolate reductase type 3"
                     
/translation="MAWQNVEVVHVVAMDKNHCIGKGNALPWHISADLKHFKEITQGG
                     
VVIMGRKTLESMGRALPNRVNWVITRDINWHFDGVKIAYSIEDALNAALEDAKNTEKQ
                     
ALFIIGGGEIFKQTLSIADRLELTHVDLDVQGDAHYPTIPNEFHKTASEQQVDEKSGT
                     SFEFATYKK"
     gene            complement(191255..192097)
                     /gene="thyA"
                     /locus_tag="DSM_01378"
     CDS             complement(191255..192097)
                     /gene="thyA"
                     /locus_tag="DSM_01378"
                     /EC_number="2.1.1.45"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P67042"
                     /codon_start=1



                     /transl_table=11
                     /product="Thymidylate synthase"
                     
/translation="MRAYLDLLQHILDNGGDKGDRTGTGTRSVFGHQMRFDLSKGFPL
                     
LTTKKVHFRSIVIELLWFLKGDTNVKYLQDNKVTIWDEWATAEQTARFGRPEHELGPV
                     
YGHQWRNFGATKNADGTYNQDGFDQIKWLINEIKTNPNSRRLIVSGWNPNEAGQVALP
                     
PCHTLFQFFVQDNKLSCQLYQRSADVFLGVPFNIASYALLTHMIAQVCGLDVGDFVWT
                     
GGDTHLYANHFEQAKLQLTREPLPLCQLKLNPDVKDIFDFKFEDIEIVGYESHPAIKA
                     PVAV"
     gene            complement(192220..192582)
                     /locus_tag="DSM_01379"
     CDS             complement(192220..192582)
                     /locus_tag="DSM_01379"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLAYWYNAPRHIKLIFIIVVCAAIYAANQVQPLSPTYTVLSLVL
                     
GSGLHFGQYLQTKIPEHSSYKLKLPYLLRIYPLIIVAIIMWLLPPQHNWIATIQALGF
                     VLDGFFLVSIYQNRAKRF"
     gene            complement(192593..192952)
                     /locus_tag="DSM_01380"
     CDS             complement(192593..192952)
                     /locus_tag="DSM_01380"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLEFWFNTQVPTFKKLIILIITLLICIGLYQYQPLPLDTILMFT
                     
GTGIIFLICRYFKLHFAQSNPTGLLYRLFTWVPIALLFALIFVKTMPNLLIWGVQGIA
                     FMALAAFIFSPQSLFNK"
     gene            complement(193026..193844)
                     /gene="lgt"
                     /locus_tag="DSM_01381"
     CDS             complement(193026..193844)
                     /gene="lgt"
                     /locus_tag="DSM_01381"
                     /EC_number="2.4.99.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P60955"
                     /codon_start=1
                     /transl_table=11
                     /product="Prolipoprotein diacylglyceryl transferase"
                     
/translation="MLTYPNIDPVAIHLGPLQVHWYGLMYLLAFLCAWGLASYRAKQR
                     
DGWTSDMVSDLVFYGALGVVLGGRIGYVLFYEFDKFLENPIWLFQVWTGGMSFHGGFL



                     
GVMIAMLFWCKKYQKTWFQTLDFIAPCVPTGLMFGRIGNFIGGELYGRAVTDPNYPFG
                     
MIFPTDPLHLVRHPSQIYQALCEGLLLFIILWWFSSKPRPRMAVSALFLMGYGVARFV
                     
MEFFRQPDADQGFILFGWMTKGQILTVPMLLIGLWMMWYAYQKKIYDWGPQKNS"
     gene            complement(193896..194888)
                     /locus_tag="DSM_01382"
     CDS             complement(193896..194888)
                     /locus_tag="DSM_01382"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQYLGIDISKNKFDCCIFLNNQKKKTKVFDNNHSGFIKLNEWLQ
                     
KLEIEILELVAVMEATSIYHENLAYFLYSNNIKVCVANPARVRKFAAGISVLTKTDEV
                     
DAEVLVKYGELAPYNIWQPDSDQLRLLKQLILRRDAYTSELNREKNRLDQAYSNNTNS
                     
KLIEIIQLDIENINNRIQYLDKLIDETINDDISLKQDLCLLESIPAIGKRTALTLLTL
                     
FKGKSFTNAGQAAAFCGLVPLQRQSGSSIRGVSKISRSGSSKIRSKLYMAAVVAIRHN
                     
PHIKIVYDRLLRNGKAKMAALCAAMRKLIHIAFGVLKHQKPYNENLIGFAKIPC"
     gene            complement(195358..196473)
                     /locus_tag="DSM_01383"
     CDS             complement(195358..196473)
                     /locus_tag="DSM_01383"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIILVTGTPGSGKSLFVVSKILELQKQFPERQIFADIEGLQIDG
                     
VEKSPEDWRTTPDNSIVIYDEAQQHERFRSGTSANKDEVVQKLQVHRHTGHDIWFITQ
                     
SPRFLNAFVLDLVGEHYHLHRPYGAKLASVYYWRSVRKQPQSLSSRELAENEFLFKYP
                     
KNLFSYYKSATAHHVKLKLPKKLGWVLLGIACLVGYGINAFLKPSTQKMINPSAFTQS
                     
KDDKKPKQIDGSGLTPDQRKDLENPDKRNAELQAKNDVRMETIAIKYNPNKPFDVDQS
                     
QIEYTVTSKPVFSGCIKKNGRYVAYTQQGTILHDVAQSDCKKLIEQNDRPFNYFAQSK
                     TPEPVASVHQEQLAQPALTERVSTSEQTQEKPSTFSL"
     gene            complement(196539..196823)
                     /locus_tag="DSM_01384"
     CDS             complement(196539..196823)
                     /locus_tag="DSM_01384"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MGKIIYTALTLLLGSAIKRLLLGAGIGIFTTSVVQGFISMYIAR
                     ATSNMSFGPSTALAFLGMCGGDKAIGILIGALSTYAIIKSAQIGIQKLSS"
     gene            complement(196823..198172)
                     /locus_tag="DSM_01385"
     CDS             complement(196823..198172)
                     /locus_tag="DSM_01385"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVNRYSFRNLSFDNFKLITWLQIFIIAIAPNFIFYQSANATSVA
                     
GEGWSVTKRLVQGATTFYDGTKNIVLNGKNYAATGAAKITPAASQVSKMIVRTGAVLA
                     
VDLAIKTLIGAVDYVMDPANNRVKYYVEPTSNTPQPTDLYMWKYESSVTGTTYFRYPG
                     
VPSSICQSILTMWSGKTPWKYDKVALSSSSTTSVVCYLSSTTTSYDGNSGVARVNNPA
                     
YNPNAQPNREERYLPYDAVATQIVSDATADKSEGKAYVSSVADTALEEDEQKQIVPAN
                     
DMIQQLTQSQAIPTTGTGTGTAVPAPTTGEPTTGDPAAATPPYDIKLNFPVFCDWAPV
                     
VCQAAQVAINFPTTVAGYWTTFNKWMNESATDSTDTKPEIKDLQLNFDDGDRVSFDQT
                     
CPQAEPIEITIKGVSSETNFSFEPLCNFMIMIRPFVIGSAYLIGAYIVMGLSRGNSE"
     gene            complement(198233..198481)
                     /locus_tag="DSM_01386"
     CDS             complement(198233..198481)
                     /locus_tag="DSM_01386"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MGELTTVQTQPQTKRQGVPSRALATSLVLSALAMANAAHADIDV
                     TPVTTELSGLTTPIGLVGAAFLVVLVTIKGWKIIRRAL"
     gene            complement(198494..198670)
                     /locus_tag="DSM_01387"
     CDS             complement(198494..198670)
                     /locus_tag="DSM_01387"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MYQCAQLDEVTNQCLTWVQVGFLGLPEITNGQAGDIAIKIGICI
                     CLAWGFKKIGQLLK"
     gene            complement(198751..199062)
                     /locus_tag="DSM_01388"
     CDS             complement(198751..199062)
                     /locus_tag="DSM_01388"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1



                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQFKTEMIILGAKSSKGEFNGKPYDSTTVFYQADLQSGENFVGQ
                     
VGESIKWGTSFNFERIKNLPFPFTCTATMEQVSNGKSSVLILVDLDLSKVSQSTSAKL
                     A"
     gene            complement(199052..200275)
                     /locus_tag="DSM_01389"
     CDS             complement(199052..200275)
                     /locus_tag="DSM_01389"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MINTRKNTAEITPFYKMGVTNSRMASEEFTFPRNLDNQKLIKTE
                     
DGVLPVLHSVPCDIHGIAAVDWVTFSFGQETFGEKYAFLEPEEVDESLTEAIETWLDQ
                     
ILFEIFGFGLAVKRDKGMHFHTCSYELQDNLGMVLYGHANKKISVQINGTGCALARKG
                     
WESQLYKFLMRGCKRPKLNRIDLAHDDFEGNHLTVDLADSWDNIDGFWCGGREPNVEH
                     
KGAWKRPNGKGRTLNIGNRDSGKFCRIYERGKKEGDVLSLWTRAEVEFKGSDRFIPFD
                     
VLLNPSSYFIGAYPCFEWLAKELTQEMISPEKPEIVKKQSVINFDKSIEIMKHQFGKY
                     
IRQFSKIIASDELVAMLSSSKDEVPKRLKFSHAAVMQSLRINQPIQSLNEDYSLFVGV
                     PLVNQTQYKDFIHAI"
     gene            complement(200279..200533)
                     /locus_tag="DSM_01390"
     CDS             complement(200279..200533)
                     /locus_tag="DSM_01390"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNSKIIFQDQVSFTQAAFNEVTRIISQHGVSVLDCLVPALNTQQ
                     CLEHLAFVASEYGYDYSFIDAHLETYKKANSEFQDAYGEE"
     gene            200546..201100
                     /locus_tag="DSM_01391"
     CDS             200546..201100
                     /locus_tag="DSM_01391"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSMLIGIFLLVIIAVAVMNVLKKGETKRGTRNPIKGKRIITMNE
                     
QPTFLKLREALPEHIILAQVAFSAFMTAQGYTTRNLFNRKVADFVVLDKSFNIIAIVE
                     
LDDSSHKGKEHTDAERDALINEAGFKVIRYKRTPETEQVHLDFGITNISTTLPPIPET



                     KTKFVSDSIIVERDDLSVQTPELK"
     gene            201228..202007
                     /locus_tag="DSM_01392"
     CDS             201228..202007
                     /locus_tag="DSM_01392"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MCIVALAWHVLDDMPLCLISNRDEFYHRPTALLHQWEHTPIIAG
                     
QDLQSGGTWMGVTPQGRWAVLTNFRDGRDKKQYETSRGHLVQAFLESDLLPIRFAQQL
                     
EQQQQNFAGFNLFMGTADQAVYISNRGEAPQVLANGVYVVSNGLMSDHWEKTRHLRTR
                     
FTQEFLPMHQHKTEELSLQHAAWDILEDERKVTTALLPNTGIQPEMEELLSSTFIQSP
                     VYGTRCSNFLRMTNNEWIWLEKTQQGEHSGQIVQQQVLLNR"
     gene            complement(202051..204384)
                     /locus_tag="DSM_01393"
     CDS             complement(202051..204384)
                     /locus_tag="DSM_01393"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTELTPYHEDQELDNNTSDNIHFRDILEQHISRRSLITKAASGA
                     
VALTLASTLTGCNDNDDDSGSNNGGTTPVDPNKKPEKLTFTPVAKNLNDIVTVPEGYE
                     
ANVIYALGDSINPRVGDWDDNNIPSGPSFQFRSGDCHDGMHYFGLNTSTNRFDETVSA
                     
QGLLVMNHEYINQTFLHPKGPTKVDGRRPEDEVIRETNAHGVSVVHIKKDPTTQKVEI
                     
VKNSIFNRRITASTVMEFAGAAAGSSLLATRFSPAGRQTRGTHNNCGNGYTPWGTYLT
                     
TEENFIGYFQRSGSDEYARTDAEKIALKRYGLGVKKDEPYLYEKDEKGAPKKDKDGKI
                     
IYLKDKNGELIPNVDEQGRQIYLGTSSRYGWETAIGQVESQDLYDRWNADVKAAQATQ
                     
DYRNGPNTFGWMVEIDPFDGRQNPVKRTSLGRFAHEDSACRAVVGQPLAFYMGDDSRG
                     
EYIYKFVSTAVWDTKDINGGYTAGDKYMNAGKLYVAKFNNDGSGQWIELAYGKNGLNE
                     
SNTTYPFKSQADVVTFARLAADSVGATKMDRPEWCTVNPLNGEIYVTLTNNSNRGKDY
                     
ATDAANPRNYTDLYAGTKEQKGNVNGHIIRFKETDDKTTAETFKWDIYLFGAEAAMAS
                     
NINLSGLTDNNDFSSPDGMWFDPRGVLWIETDDGAYTDVTNCMMLAALPGQIGDGSTA
                     
TTSNGQQTITGAKVTDATLRRFLVGPKQCEITGIAMTPDYKAIFINVQHPGEDSPSYA
                     KPESNWPATQKDPSNKTARPRSATVVITRKDGGVIVG"
     gene            complement(204593..206773)
                     /locus_tag="DSM_01394"



     CDS             complement(204593..206773)
                     /locus_tag="DSM_01394"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTTASNHPTRRDILKWFTGIPFLPLGAMATAATLAGCNDSDNDS
                     
SIVTPSKPINFKNATFTSMPAPSTVADIATTACASKLAISWEDGSKTEYQLAYKPFFL
                     
TGTEVPDGKGGKVIAGGYYDINNKPIIDKSVAGKERQFFSDCPDGSSLISFKQATGKD
                     
FTDADKKALGVTGNPVFHVVQFEYLSKDQNGGDTYGKLSSPIAVLTLDQDPKTGHLTL
                     
IKYHNVDTSSAHGLWITCGASLSPWGTHLSSEEYEPDAFDQKLGQSLSTLKAFSKNIY
                     
GDENIANPYNYGHLPEITVNADGTGRVTKHYCLGRISHELVQVFPDNRTVLMGDDYTN
                     
GGLFMFVADKEKDLSAGTLYVAKYTTVLSDTTTGQISWIRLGHATSAEIENLIKSGIK
                     
GTDIFESVLQIAKYPSDATTAEKEAIDAGDKGTPEQQALAKAAKERLKLQQTAQKAEL
                     
EAQGFKFTYLSKTGVYLKLKDNSDRTKLAAAFLETHRYAAYMGASMALTKNEGTTVNI
                     
ADKKAYSALANIVDSMVEGGSGYLAEHNVKFPKITAGGILEHTLTGGQKDSSNVAINS
                     
EWVPSQSNLLIKGKDISFDSLGNTADPEQIASPDNLKFSEKLRTLFIGEDSGNHLNNF
                     
LWAYNVDTKQLIRILSTPAGAESTGLHAVDEVNGWTYIMSNFQHPGDEWNRFYKEKDG
                     VRTGISADLLAQIDTAINTNYSNKFAAAVGYITADPIAPSVVKK"
     gene            complement(206947..207717)
                     /gene="tatC"
                     /locus_tag="DSM_01395"
     CDS             complement(206947..207717)
                     /gene="tatC"
                     /locus_tag="DSM_01395"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P69423"
                     /codon_start=1
                     /transl_table=11
                     /product="Sec-independent protein translocase 
protein
                     TatC"
                     
/translation="MNQLPSTAVNSQENLDQMPIMNHLVVLRRHLFRIVGVTLFLFFC
                     
LLPFRNHTYQLLSEPLRLQLPASSSMIATDVTATFMAPFKLNLFVALMLAMPFILYEI
                     
WSFVRPALYQKERHLALPLLIGSIILFYAGVAFAYYITLPAILHFFISVSPETVAPMT
                     
DINSYLSFCLKLFLVFGVTFEIPIATLLLILIGVVNTQSLAEKRRFIIVGCFFVAMFI
                     TPPDAISMVMLAIPMWLLFEIGLLFGKILEKRKTHSAE"
     gene            complement(207714..208151)
                     /gene="tatB"



                     /locus_tag="DSM_01396"
     CDS             complement(207714..208151)
                     /gene="tatB"
                     /locus_tag="DSM_01396"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P69425"
                     /codon_start=1
                     /transl_table=11
                     /product="Sec-independent protein translocase 
protein
                     TatB"
                     
/translation="MLDVGMTELLCFAIIAILVLGPEKLPEAARFAGRWYVRLKRYIT
                     
NLQNEIDQELRLSEFRKEMQEELNRIEALERKVQQQLEEIQKQQVSETLETTETAKTT
                     QKPIRKCTPISGHYKVPYLTKVTPLAPQTDISETSPVELKIAV"
     gene            complement(208163..208381)
                     /gene="tatA"
                     /locus_tag="DSM_01397"
     CDS             complement(208163..208381)
                     /gene="tatA"
                     /locus_tag="DSM_01397"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P69428"
                     /codon_start=1
                     /transl_table=11
                     /product="Sec-independent protein translocase 
protein
                     TatA"
                     
/translation="MAGLSIWHVVIFAIVVILLFGTSKLKNIGKDVGGAVRDFKKSVR
                     EEDEAASLNSPRTIDAQVKTSESTSVKS"
     gene            208634..209509
                     /locus_tag="DSM_01398"
     CDS             208634..209509
                     /locus_tag="DSM_01398"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MALLLPVLAFITGLLLAQTSISETVKPILSAWLARLLIPIVIIY
                     
NMVFYQSGSLSLMLFSFGSAFIIFFAYLALFKDRLLALCVSYTNMGWLGFPFAMALFG
                     
PEATAPIVALYIGMSLFGNAWAVTAVTTAPQSKLNILKKVLTSPPCISIFCAVVLRLL
                     
GAQHIESPAIHWVYEVAKFAMTFAGMCVLGMWLRRTRVYTKDLIYSTKAQAFKVACGF
                     
VLCGLSYRFLPIPNISQQIGVMFLMFCLPPAANIVALETHYQGTGRSAAYIASGTIVS
                     CVCIAIYAMFLHVAL"
     gene            complement(209702..210328)
                     /gene="rdgB"
                     /locus_tag="DSM_01399"
     CDS             complement(209702..210328)



                     /gene="rdgB"
                     /locus_tag="DSM_01399"
                     /EC_number="3.6.1.66"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P52061"
                     /codon_start=1
                     /transl_table=11
                     /product="dITP/XTP pyrophosphatase"
                     
/translation="MSTPHWFDQGSLVLASNNKGKVAEFEKLFEQLKLPVEIIPQGRL
                     
NIPDAIEDGLSFIENAIIKARHASKISGKPAMADDSGICVPVLGGAPGIYSARYAGEH
                     
GDDSANNAKLLNDLLPFRKNGEAIEGMFVCVLALVTHAEDPLPQIFQGIWHGEILEAP
                     RGENGFGYDPLFWLPELQVSSAELSKEEKNKISHRGQAMQLFRESLQK"
     gene            complement(210497..211039)
                     /gene="esiB_1"
                     /locus_tag="DSM_01400"
     CDS             complement(210497..211039)
                     /gene="esiB_1"
                     /locus_tag="DSM_01400"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA 
sequence:UniProtKB:A0A0H2VDN9"
                     /codon_start=1
                     /transl_table=11
                     /product="Secretory immunoglobulin A-binding protein 
EsiB"
                     
/translation="MQAHADYIAQPQSVASQAARFSTMGIHDLQKAAQAGQAGAQFYL
                     
GTRYQYGKDVAKDDKQAFAWFKAAADQGLSPAQLNVGRMYADGIGVKKDEAMARKYFE
                     
KAASNGDNRASYNLAMMEEQKKNYVGAYQWYELSTRDGMLDNKVISLSEGKKTALAAN
                     LTQEQIRMARDRADKWIQAQ"
     gene            complement(211081..211674)
                     /gene="metXA"
                     /locus_tag="DSM_01401"
     CDS             complement(211081..211674)
                     /gene="metXA"
                     /locus_tag="DSM_01401"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q7UG04"
                     /codon_start=1
                     /transl_table=11
                     /product="Bifunctional methionine biosynthesis 
protein
                     MetXA/MetW"
                     
/translation="MRIDQQLAEKWIKPGSSVLDLGCGDGELLAHMSQKHQIRAYGLE
                     
IDQEKIAIAVSRGLNIIQQDLNLGLSRFADQSFDYVVMAQALQAVDAPDVLLRDMVRV
                     
GKQAIITFPNFAHWKTRSFLALKGMMPVSDALPYMWYNTPNIHLCTFKDFEALCAENQ
                     IQIINRLAVNGNQQGSLLSKHVPNLFGEVAIYRVSAL"



     gene            complement(211674..212834)
                     /gene="metXS"
                     /locus_tag="DSM_01402"
     CDS             complement(211674..212834)
                     /gene="metXS"
                     /locus_tag="DSM_01402"
                     /EC_number="2.3.1.46"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q6FEQ3"
                     /codon_start=1
                     /transl_table=11
                     /product="Homoserine O-succinyltransferase"
                     
/translation="MSFPADSVGLVTPQKFQFEEPLHLECGRVLPRFELMVETYGTLN
                     
ADKSNAILICHALSGHHHAAGYHHEDDKKAGWWDSCIGPGKAIDTNKFFVVALNNIGG
                     
CSGSTGPTSPNPENDNRPYGPDFPLVTVRDWVKTQAMLSDRLGISVWYAVVGGSLGGM
                     
QALQWSVDYPDRLQKCVVIASAPKLSAQNIAFNEVARQSILSDPDFHHGRYLENDSYP
                     
KRGLILARMVGHITYLSEEAMKQKFGRDLKSGKFMYGFDVEFQVESYLRYQGEQFSRN
                     
FDANTYLIMTKALDYFDPSREYGHSLTEAMSKTKCQFLIVSFTTDWRFAPSRSQEIVD
                     
ALITNHKPVSYLDIDAEQGHDSFLFPIPLYVKTLRAFLGGEEHLKSTSLEAS"
     gene            complement(212918..214615)
                     /gene="leuA"
                     /locus_tag="DSM_01403"
     CDS             complement(212918..214615)
                     /gene="leuA"
                     /locus_tag="DSM_01403"
                     /EC_number="2.3.3.13"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WQB3"
                     /codon_start=1
                     /transl_table=11
                     /product="2-isopropylmalate synthase"
                     
/translation="MMLADPSKKYRRMYQRVDLPDRQWPNNEITKAPIWMSTDLRDGN
                     
QAIFEPMNMEQKFKMFKMLVKIGFKHIEIGFPSASQIDFDFTRMLIEENHIPDDVYIE
                     
VLVQARDHLIERTFEALAGAKRAIVHIYNSNSPTFRQKVLNVDVNGAKQLAVNAAQKV
                     
KEYAAQYPETDWIFQYSPECFSATELEVAKEVCDAVTEIWDARPDHKVILNLPATVEV
                     
STPNVYADQIEWMHRNLARRDGVIISVHCHNDRGCGIAASELAIMAGADRVEGCVFGN
                     
GERTGNVDVAAIALNMYTQGVAPELDFSNINEVIATVEECTGLPVHPRHPYAGDLVFT
                     
AFSGSHQDAIKKGFEYQKNEEIWDMPYLPIDPKDLGRDYDAVIRVNSQSGKGGIAYLL
                     
ESNYNVVLPRRLQIEFSQVVQQYTDENGTEISAKQIWTLFKDTYVEVKNHHYTVKNYK



                     
LSDINGTQIIELEIDVEGETQQLRGEGNGPISAFLNALQLPIDVLNYEERSISSGANA
                     
KALTLIELQVKGTGRGSFGAGVHDNTVTSSIEAIIACTNRLIDQGVLSTDQVVAAAV"
     gene            complement(215074..215757)
                     /locus_tag="DSM_01404"
     CDS             complement(215074..215757)
                     /locus_tag="DSM_01404"
                     /EC_number="1.14.11.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A3D8P6"
                     /codon_start=1
                     /transl_table=11
                     /product="PKHD-type hydroxylase"
                     
/translation="MIHHIPNVLSKEQVQYFRNEMDKIEWVNGKVTAGTLSATVKRNQ
                     
QLPEDHPLTHHLSNIILEALGTHPLFLSAAIPLDIIPPLFNRYENQESFGFHVDNSIR
                     
RIRGTNERLRTDLSCTLFLSEPEEYEGGDLVVEDTYGYHEVKLPAGDMILYPSTSLHE
                     
VTAITSGCRIASFFWVQSMVRDDAERHMLFNLDQTVQNLRMQLGDNHSEVIKLTNLYH
                     NLMRKWAEL"
     gene            complement(215862..218093)
                     /gene="bfrD_2"
                     /locus_tag="DSM_01405"
     CDS             complement(215862..218093)
                     /gene="bfrD_2"
                     /locus_tag="DSM_01405"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P81549"
                     /codon_start=1
                     /transl_table=11
                     /product="putative TonB-dependent receptor BfrD"
                     
/translation="MSLIRTRKKIVSSAIASSLSMIATTAMAQEAVSQLPTIHTKATQ
                     
EESLKVDQSANSKFVAPLLDTPKSVSVISKQLIEDTKVTTLADALRTVPGITLGAGEG
                     
GNPNGDRPFIRGYSSESSMYIDGIRNSTSQNREMFAVEQVEVTKGSASAMGGAGSVGG
                     
SINMISKVAKKGDFLEGSVAAGTDNYQRITLDGNKDFGNGIAARVAVLGHQNEKAGQS
                     
NGAEYKRVGIAPSITFGLDTPTRATLSYYYLQTDDKPDSGIPYWDSSLGKAQGKPAEV
                     
KQGTYYGWKDRDFQKQENHIGTIKLEHDLTDNITITNTAMYAKSKNDYVWTNPDDSKG
                     
NVGKGLVWHRLNSAITDSETFTDQLALTGKFDTGFLKHRFNVGAEYSKQKTDKGGYNI
                     
IDAKGNVSSTGFYSDCSDLSTNWCTSLNGPTQKPFVDRLQARPDFDATVESTSVYLLD
                     
NIEITPKWLLDLGLRWDKFEAEQNFLATSSAAAYTAKNNSDFVTYQAGITFKPTENGS
                     
IYTSYATSASPVGLNAGWGDNSETINANNQMIDPEEAQTFEIGTKWDFLDNHLNLTAA



                     
IFRTEKQNTRVQIDPTTYANVGESKVDGFELGLNGEITDKWNISAGYTYLDSELTKNG
                     
KSCRSGKCTDQSIYNGNQMPNVPKQAATLWTTYKVLPQLTVGAGAVYSDKVYGDVANT
                     
KWVPSYVRYDAMARYNVNKNVDLQLNINNLSDKRYFTKAYASHYATEAEGRSAVLAVN
                     FKY"
     gene            218508..219842
                     /gene="tig"
                     /locus_tag="DSM_01406"
     CDS             218508..219842
                     /gene="tig"
                     /locus_tag="DSM_01406"
                     /EC_number="5.2.1.8"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:C4ZTJ3"
                     /codon_start=1
                     /transl_table=11
                     /product="Trigger factor"
                     
/translation="MQVTTEAVSGVARRLNVSVPTSRINEQFEARLKRTAKTVKINGF
                     
RPGKVPANVVRREYGASIYQEVVNDIIRDSVFEAIQQEKINAVGMPNIEKVEHKEDAL
                     
VFEATVEVYPEVEVKAFDGLEVERKTAEIKDADVDTMIENLQKQRQTWAVTKGMAKKD
                     
MQVTFDFEGSIDGEKFEGGSAEDFKLVLGSGRMIPGFEDGIIGMKAGEEKVIDVTFPE
                     
DYQAENLAGKAAQFKITVKQVEKPKLPEIDAEFLKIFGVSEEEGIEKLKADVRKNMER
                     
EVRNGLRNQVKQAAFDALVAANEIEVPAAMVAQEIDRQRQQMVQQFTQQFGGAGAQSF
                     
DKSMLPDELFKEQAERSVKLGVLVSKVLADAKLEVDQARVDAYIDDMASSYEDPTEVI
                     
EYFKNDAQQRAQIEAVVLEDQVVDHILASAKVTDKAVSYEDLLKEQQARRMG"
     gene            220035..220640
                     /gene="clpP"
                     /locus_tag="DSM_01407"
     CDS             220035..220640
                     /gene="clpP"
                     /locus_tag="DSM_01407"
                     /EC_number="3.4.21.92"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A6G7"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent Clp protease proteolytic 
subunit"
                     
/translation="MYVPTIENALVPVVVEQSSRGERSFDIYSRLLRERVIFLTGEVE
                     
DNMANLIVAQMLFLEAENPDKDIHLYINSPGGSVTAGMAIYDTMQFIKPDVVTYCMGQ
                     
AASMGAFLLNAGAKGKRYCLENARVMIHQPLGGFRGQASDIEIHAREILFIKERLNRL
                     MAEHSGQDYDTIARDTDRDNFMTAQAAKEYGLVDQVLSKRP"



     gene            220742..222055
                     /gene="clpX"
                     /locus_tag="DSM_01408"
     CDS             220742..222055
                     /gene="clpX"
                     /locus_tag="DSM_01408"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A6H1"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent Clp protease ATP-binding 
subunit
                     ClpX"
                     
/translation="MSEHPQGQKHCSFCGKTQSEVGKLIAGEDAYICNECVDVCLDLV
                     
QTSQQVEAGDWASKALPKPHEIRAALDQYVIGQDLAKKTLSVAVYNHYKRLKVGQSGH
                     
VSKDVEIAKSNILLIGPTGSGKTLLAQTLARLLDVPFAMADATTLTEAGYVGEDVENI
                     
VQKLLQKADYDVEKAQKGIIYIDEIDKITRKSENPSITRDVSGEGVQQALLKMIEGTV
                     
ASIPPQGGRKHPQQEFIQIDTSNILFICGGAFAGLEKIVQQRQEKGGIGFTADVKNKD
                     
ETKKLAELFRQVEPTDLVKFGLIPEFIGRLPVIATLEELDEEALMQILTEPKNALTRQ
                     
YQYLFNMENVDLVFEDSALRAVAKRALERNTGARGLRSILENVLLETMYDLPSRTDVG
                     TVFINEAVINGEAEPVYKSERQPKEAVTHESVAKADLKVIDSKSA"
     gene            222203..222919
                     /locus_tag="DSM_01409"
     CDS             222203..222919
                     /locus_tag="DSM_01409"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRYLIIALSCAALLAGCQSSSHLEKNSGELTATLPKVDVDKEPG
                     
LLDQYRLGGFTVGGWVNQKLGQTFAPVKPQNEQAAVVYLYRPDTKWNRQEIAAINLFV
                     
NGKRIPSLLHNHYYWIELPAGTYRISASRPLLGIHFQEPKYIDITVDAGASYYLKYDE
                     
ENKMDRSEHTGPFMLMQDNIGRREIAFTELKSSSYNFVAEDASGKICHKPQELKPAKY
                     NEKSDVHLIKPFKLWNPLTW"
     gene            complement(222944..223498)
                     /locus_tag="DSM_01410"
     CDS             complement(222944..223498)
                     /locus_tag="DSM_01410"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTIRPILKNLSISLCLSCITTSLFASPAKLSSVKELMQMSQIDY



                     
LLKESINELTPYYDQQAEQIISNITGIKTLGPKEKEAAKKLGLLLKDSSNQLISSPKT
                     
TQALQDIYLKTYTEEEIQANLKFLKTPEGQSITRKNVQIMGQISEYMMELGQQTFNDP
                     KARDHMQEEMLKIIAPLIKDKEKS"
     gene            complement(223640..225166)
                     /gene="fumB"
                     /locus_tag="DSM_01411"
     CDS             complement(223640..225166)
                     /gene="fumB"
                     /locus_tag="DSM_01411"
                     /EC_number="4.2.1.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P14407"
                     /codon_start=1
                     /transl_table=11
                     /product="Fumarate hydratase class I, anaerobic"
                     
/translation="MTTIIKQDDLITSIKDALQFISYYHPQDFIQAMSRAYDREENKA
                     
AKDAIAQILINSRMCAEGHRPICQDTGIVNVFLEVGLDVKFDLTMSLDDAVNEGVRQG
                     
YLENSNVLRASVLADPAFGRKNTKDNTPAVIHYKLVPGNKVDITVAAKGGGSENKSKL
                     
AMLNPSDSIVDWVLKTVPTMGAGWCPPGMLGIGIGGTAEKAMMLAKEALMEEINMDEL
                     
LRRGPENKIEELRIEIFEKVNALGIGAQGLGGLTTVLDIKIKDYPCHAAGKPVGMIPN
                     
CAATRHAHFQLDGSGVAHIQAPKLEDYPSVTWDASQSKRVNLDTITQEEMDSWKPGDT
                     
LLLSGTMYTGRDAAHKRMVEMIDNGEELPVDLKGKFIYYVGPVDPVRDEVVGPAGPTT
                     
ATRMDKFTRKVLEHTGLFGMIGKADRGPTAIEAIKDNKATYLMAVGGAAYLVSKAVRE
                     
AEVVAFADLGMEAIYKFVVEDMPVSVAVDVNGTSIHAVAPKIWQAKIGKIPVIDAAAG
                     "
     gene            complement(225394..227538)
                     /gene="pta"
                     /locus_tag="DSM_01412"
     CDS             complement(225394..227538)
                     /gene="pta"
                     /locus_tag="DSM_01412"
                     /EC_number="2.3.1.8"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9I5A5"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphate acetyltransferase"
                     
/translation="MNTILLIPTGEGVGLTSACLGMIYALDCNGIKAGFLKPFSQVDQ
                     
ENLDRTTSLFGHLFQSKTVQSISHEKLTQRIAAGEVDELLEEAVSLHRSIAADNNVII
                     
VEGLLPNGQDHFASELNASLAQALDAEVVLVSTADIQNPRKTAEKVEAHLRQFGGATS



                     
NRTAGVLFMRTRGLSEETAQIPVAFDPSLRPTEDIAKFTAELQKYNRYFGSSDLPIIG
                     
LVPFSNTLSVPRTLDIASVIDGQWVNQGEAKTRRILHSSLIASSIEYELNKFIAGELI
                     
ISASERTDVLLASSLATSNGIPLAGLVLTEREAPAPKLLEFCQSAIKQGLPILHTHLN
                     
TLETAQRLSDFGNEIPTDDTERAEQVTRFVSSHIDVEWLKQHSNNGATPRLSPSAFRH
                     
ELVQKSIAAKKRIVLPEGDEPRTIEAAAICQARGIAHCILLAKPETVHDVAKARGIEL
                     
PAGLEIIDPDQIRDQYIAPMVELRKGKLNDLQAKEQLQDTVVLGTMMLALDHVDGLVS
                     
GAVHTTANTVRPAFQLIKTAPAYSLVSSIFFMLLPDEVYVYGDCAINPDPTAEQLAEI
                     
AIQSADSAKAFGIDPRIAMISYSTGTSGTGADVEKVQQATQIAQQRRPDLLIDGPLQY
                     
DAASVESVGRQKAPDSRVAGRANVFIFPDLNTGNTTYKAVQRAANVVSVGPMLQGLNK
                     PVNDLSRGALVDDIVFTIALTAIQAEQQAAAK"
     gene            complement(227582..228844)
                     /gene="ackA"
                     /locus_tag="DSM_01413"
     CDS             complement(227582..228844)
                     /gene="ackA"
                     /locus_tag="DSM_01413"
                     /EC_number="2.7.2.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9WYB1"
                     /codon_start=1
                     /transl_table=11
                     /product="Acetate kinase"
                     
/translation="MPFDQEVRKTIFISGLGYFNVATSVLVINCGSSSIKYALVSERR
                     
EDRIYGLAENLGAADARIKGITVGGEPLELSIPYADHAKALETLLARLANYKPQAIGH
                     
RVVHGGSLTKAELLTPEIVERIRAATPLAPLHNPAHLIGIEATMRLFPELPQVAVFDT
                     
AFHQTMPAHAYRYAIPKFLYTEHNVRRYGFHGTSHAYVSDRGSELAGKFQKGGWLTAH
                     
LGNGSSTCAVWNGQSVDTSMGLTPLEGVVMGTRSGDVDPSLHSFLAKNLGWDLAKIDK
                     
VLNNESGLLGLSQLSNDMRTVIEAAENGNEDACLAIEVFSYRLAKSLAALSCGLPSID
                     
GLIFTGGIGENSAYIREKTLAYLPHFGLQLDKDQNNNLKRGTEGRIDSGTGPQIWVIP
                     TDEEGRIAKETRQVVEVSQNTSPEVSLA"
     gene            229547..231400
                     /gene="edd"
                     /locus_tag="DSM_01414"
     CDS             229547..231400
                     /gene="edd"
                     /locus_tag="DSM_01414"
                     /EC_number="4.2.1.12"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ADF6"



                     /codon_start=1
                     /transl_table=11
                     /product="Phosphogluconate dehydratase"
                     
/translation="MDLPNPVLAKVTERVIARSQKTRSAYLQRIEHAQGKFPARGALS
                     
CANLAHGFAGMEDNEKLIIKVGREPNIGIVSSYNEMLSAHAPYKTFPDIIKTAARENG
                     
GVAQFAGGVPAMCDGITQGNAGMELSLFSRETIAMGTAIALSHNMFDAALCLGVCDKI
                     
VPGLLIGALQFGYLPTIFVPAGPMSSGLSNDDKAKIRQQFATGQVGRDALLEAESAAY
                     
HGQGTCTFYGTANSNQMLMEVMGLHLPSAAFVHPHTPLRDALTAEAAKRVLDLTAERG
                     
NYTPIGHVIDEKAIINGIVALLATGGSTNHTLHLIAIARAAGILIDWDDFDELSAVVP
                     
LLAKIYPNGKADVNHFQAAGGVAFLIRNLLEAGLLHNDVTTVAGKGLQHYTKEPKLID
                     
GKLTWVDGVVQSLDDKVLRSIDAPFQPDGGLRLMQGRLGRGVIKISAVAPEHRKVKAP
                     
AIVFDSQEAVQAAFDRGELHRDFIAVVRFQGARANGMPELHRLTPVLGVLQDQGFHVA
                     
LVTDGRMSGASGKVPAVIHLSPEALLNGPIGKVQTGDMLIIDAEAGVLDIELDEQTWQ
                     SRPVAQPEHQAENEVGFGRELFGVFRAAAAPAEHGASVFGALVGEEPQGQI"
     gene            231421..232041
                     /gene="eda"
                     /locus_tag="DSM_01415"
     CDS             231421..232041
                     /gene="eda"
                     /locus_tag="DSM_01415"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A955"
                     /codon_start=1
                     /transl_table=11
                     /product="KHG/KDPG aldolase"
                     
/translation="MSKIEDVVKLGPVIPVLAFDSAEQGEHVSRALHAGGVKVLEITL
                     
RTAAGLAAIERASQLADDIVVGVGTITKPEHCAQAKKAGAKFGVSPGLTKDLHLAAQD
                     
AGLPLLPGVMTPSDLIQAIELGYDIVKFFPAQQAGGVEMLKAFYGPFPNLRFCPTGGI
                     TAETAPDFLKQPNVVCVGGSWLTPKPVVAAQDWAEITRLAQIASQL"
     gene            232237..233595
                     /gene="gntT"
                     /locus_tag="DSM_01416"
     CDS             232237..233595
                     /gene="gntT"
                     /locus_tag="DSM_01416"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39835"
                     /codon_start=1
                     /transl_table=11
                     /product="High-affinity gluconate transporter"
                     
/translation="METVQGGMLLVYTLIAIVALIVMIAKFRIYPFLVLIIVSLGLAL



                     
AVGMPMDGIVKSYEAGTGKTLGHLAIVIALGTMLGKMMAESGGAERIAITLIKWFGEK
                     
HIHWAMMFIALIVGLPVFFEVGFVLLIPIAFNIAKRTGKSLLIVGLPMVAGLSVVHGL
                     
IPPHPAALLAVQAYHADIGKTIMYSLLVGVPTAVVAGPLYALWINKYVKLPENNPLAK
                     
QFVEADANNTRELPSFGITLFTIMLPVALMLVGSWADVFFAPKTFPNELLRFIGTSDI
                     
ALLIAVLVSFITFGTMQGFNREQIEKFCGGCLASIAGILLIVGAGGGFGGILRDSGIS
                     
NEIVSTALKANLSPLLLGWLVAALIRLATGSATVAMATACSIVAPIAAAAGVVVRPEL
                     
LVLATGSGSLIFSHVNDAGFWLIKEYFGMTVGQTLKTWSVLETIISVLGLSFTLLLSA
                     VL"
     gene            233613..234125
                     /gene="gntK"
                     /locus_tag="DSM_01417"
     CDS             233613..234125
                     /gene="gntK"
                     /locus_tag="DSM_01417"
                     /EC_number="2.7.1.12"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P46859"
                     /codon_start=1
                     /transl_table=11
                     /product="Thermoresistant gluconokinase"
                     
/translation="MIVIAMGVCGTGKTLIGELLSERLACEFLDGDTLHSAANKSKMS
                     
QGIPLTDEDRLPWLQAIRQAIEAKQRDGETAVFTCSSLKRMYRDILRGQDQNVKFVYL
                     
KGSYELLQQRLAERSGHFFDPALLQTQLDTLEEPDVNEAIAIDIALTPEQIIEQVIQK
                     LGVTDSVCRG"
     gene            234298..235926
                     /gene="gapN"
                     /locus_tag="DSM_01418"
     CDS             234298..235926
                     /gene="gapN"
                     /locus_tag="DSM_01418"
                     /EC_number="1.2.1.9"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q59931"
                     /codon_start=1
                     /transl_table=11
                     /product="NADP-dependent glyceraldehyde-3-phosphate
                     dehydrogenase"
                     
/translation="MNQLNNLQHKFPVVDGIPESVRLPSQIHQRVSLVDGELKLWAGA
                     
TKKTLSPIWIQQPDGSLQQVELGSYPVMGEKESDEALEAAVRAYNNGRGEWPMMKVSE
                     
RIACMQNFIQRMVEQRDLIIKLIMWEIGKSLADSEKEFDRTITYMRQTIDALKDLDNA
                     
NSRFVIAEGTIGQIRRTPLGVVLCMGPYNYPLNETFATLIPAMLMGNTIIFKPPQFGT



                     
LLFEPLLEAFRDSFPKGVINTIYAPGSLVVPHLLASGQINVLALIGSSKVADHLKKQH
                     
PKSHRLRAILGLDAKNAAIILPDADLDLTVKECLLGALSFNGQRCTALKMLMVHRSIA
                     
DEFVNRLTTELAKLKVGMPWEKGVSITPLPGMHRTAYMTEVIEDAVAKGAKVVNPEGG
                     
EFCKTMFYPAVVYPVTEGMRLYREEQFGPVVPVAVYDDIETVLDYVTTSDHGQQVSIF
                     
GSDPAQIGHLVDTLVHQVCRVNINCQCQRGPDVFPFGGRKDSAEGTLSVHDALRAFSI
                     RSMIAAKQTDDSKGMLASMVSEHYSKFVNTDFIF"
     gene            complement(236032..237297)
                     /gene="proA"
                     /locus_tag="DSM_01419"
     CDS             complement(236032..237297)
                     /gene="proA"
                     /locus_tag="DSM_01419"
                     /EC_number="1.2.1.41"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q2SZ88"
                     /codon_start=1
                     /transl_table=11
                     /product="Gamma-glutamyl phosphate reductase"
                     
/translation="MQDSIEQYMQKVGQQARDASRVLTSASTSLKNHALSAIYTALEN
                     
NQAAILAANQIDMEKGRSNQLDSALLDRLELTPARFKGMLQGLKDVIALVDPIGEITD
                     
LAYRPTGIQIGKMRVPLGVVGMIYESRPNVTLEAASLAIKSGNAIILRGGSEALESNK
                     
AIAEAVKHGLKVAGLPEHSVQVIETSDRAAVGHLITMAEYVDVIVPRGGKSLIERVTN
                     
EARIPVIKHLDGNCHVFVEAQADLQKALPITLNAKTHRYGVCNAMETLLVDEKIAEVF
                     
LPHIAELYAEKQVELRGCPETRRILGSSVKPATEEDWYTEYLGPILAVKVVSGIDEAI
                     
DHINKYGSHHTDAIVTENYTLARQFLARVDSSSVVVNASTRFADGFEYGLGAEIGIST
                     DKIHARGPVGLEGLTSQKWIVLGDGQIRQ"
     gene            237597..238910
                     /gene="menH_2"
                     /locus_tag="DSM_01420"
     CDS             237597..238910
                     /gene="menH_2"
                     /locus_tag="DSM_01420"
                     /EC_number="4.2.99.20"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_01660"
                     /codon_start=1
                     /transl_table=11
                     /product="2-succinyl-6-hydroxy-2,
                     4-cyclohexadiene-1-carboxylate synthase"
                     
/translation="MNSIIQMDSEINQAYAGFGFFDIYHRDSFKQPARTTWIDGWKIE
                     
YMAIADPQTIHKTPIVIVGGAFQNFNSYKYCVEQLFESGPVILIDLPSMGANQQITNR



                     
DTGISAGTLELPDLSEMLGRWLDIVGIQKVSVMGMSLGSVVASCFAYHRPDLMDRMIL
                     
MGVMQKTRKSWRMILEESLKLMQENRMEEFGQAVILYLVNHAKLDKTRMSPTAKKLFF
                     
RQMAEFTGTERERYEINCNRLLRLTDVPIPECKTLVAAGQYDSFTLPHENANFALQCP
                     
DMEFALIANADHVPQLQRRKETMSLFTSFLKGESIQNLDGIIPMTREQMQNMERRGEE
                     
RIPVLQPKTKLSHRECETEVPVTIVDVTFFGMYLKLDDVAQLEFVNEHPRDLALHLED
                     EEGAFSIECLIFEATEQGVRALFKHGSFELADRLSRFIGRQKQAA"
     gene            complement(238964..239806)
                     /locus_tag="DSM_01421"
     CDS             complement(238964..239806)
                     /locus_tag="DSM_01421"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTQHLSKHRHISFTAHYTGYIWYQMGISHEALATSKGKSLAYLV
                     
HPLESWAEKYVGGSMRTTLKQRHTMLDHDLEKLIQENPDLQVLEIACGLSPRGWWFRQ
                     
HYPSISYRELDLPDMAQTKQNALQQIEKNAPEILSVDLFTEAFAQAFEVFDSNRPLVV
                     
ISEGLINYFDKDLLKQLIQSIAHYGASFKKLHYLTDLYPEPVKNKLASIIWNSSKLLK
                     
LMSRSSFSFHFKTPLEVKDFFKDAGFSQVNVEQPQIFFGQVSKDSDEEHLGDLVWTIH
                     AQLK"
     gene            complement(240132..241151)
                     /gene="nagZ"
                     /locus_tag="DSM_01422"
     CDS             complement(240132..241151)
                     /gene="nagZ"
                     /locus_tag="DSM_01422"
                     /EC_number="3.2.1.52"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HZK0"
                     /codon_start=1
                     /transl_table=11
                     /product="Beta-hexosaminidase"
                     
/translation="MIGALMLDIAGTELTQEDIELLQAPQVGGMILFARNIESPQQVR
                     
ALTDHMRQVRPDILIAVDQEGGRVQRLKSGFTLLPAMGRFGELYITQPQKALELAEQC
                     
GWLMATEVLAVGIDFSFAPVLDLNAISDVIGDRGFSKNIEDIAPLAGAFMRGMKKAGM
                     
ANTGKHFPGHGSVKADSHVAAAIDSRSYDEIYNHDMQSFIKLMPELDALMPAHVIYDQ
                     
VDPNPAGFSPFWIQEVLRNRLNFNGVLFSDDLSMQAACVAGGADARIQAALAAGCDMG
                     
LVCNDRSAACTALEGIANLELPNQERLERMRGRIPQIQVGETLSLGNDWQAVKTAIEE
                     FKNSI"



     gene            241344..243527
                     /gene="prc"
                     /locus_tag="DSM_01423"
     CDS             241344..243527
                     /gene="prc"
                     /locus_tag="DSM_01423"
                     /EC_number="3.4.21.102"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P23865"
                     /codon_start=1
                     /transl_table=11
                     /product="Tail-specific protease"
                     
/translation="MKLQTIACAVAIATGGLFFSHTMNEARAATNTAAVSQSIQPTQE
                     
QALVARQLATLVDRQHYLNMRLDANTSNRILDMYLDSLDPDHSLFLDAEVQNYKKLYG
                     
SNFGASLKAGNLTGPFAIHQQYRERLKQFYEFMLAELKKPQNLKQPNTFIEVDREKAP
                     
YFKTSAEQQNHWRKMLVSQLINLTISREEEQAKQKALKENPSLADGQDLTGPEDLTPA
                     
QTLTKRYTRQLERISRVKSDDVLDKTLNAMLATYDPHSNYYPPIDAIELNRQTTLQLE
                     
GIGVSIRPERGNEDYTKIETIVEGGPASKSGQVKSGDRIVGVAQEGGKMIDVVGWSSS
                     
EIVGLIRGKRGTKVTLKLLGAGASMSQARNVTLVRDVIQEEDAGVRSRTVEVTRDGKK
                     
HLLGVIEIPSFYFDYRSRRAGQQYRSVSEDTANAFEALKAKKVEGIIIDLRNDPGGSL
                     
EEVARMLGQVIKSGPVVQIRDGNGNVSVFEDNDGGQQIYTGPLAVLVNLASASASEIY
                     
SAAIQDYERGIIIGSTTTGKGTAQVQLDTLAYGQATLTQRKFYRVTGGSTQNKGVVPD
                     
IKLVDIYNEEFGERKSKNALKWDTIPTAPFKREGSVQPYVAKLSQLSEQRVAVDPQFK
                     
YLNKRTAIAKVTSDQKQVVLDIDKRRAELLSLEKQTLDAENERRIATGQKPFPNWESY
                     QASLDALAESRAKMKANQRPALPEEETFVNEAANVLMDYAKLQNR"
     gene            243678..244964
                     /gene="mgtA_2"
                     /locus_tag="DSM_01424"
     CDS             243678..244964
                     /gene="mgtA_2"
                     /locus_tag="DSM_01424"
                     /EC_number="2.4.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WMY5"
                     /codon_start=1
                     /transl_table=11
                     /product="GDP-mannose-dependent alpha-
mannosyltransferase"
                     
/translation="MQGSYATALLKQQQLPESFQFYFKQKQHLSNTQELHQLHELVRP
                     
RLKIAIVTETWPPEINGVALSLLQLCQGLQKQGHKILLVRPEQKAKCHDFLPEQECLV



                     
MSQAIPKYPTLQFGWPQYLKVSKAFEKFVPDVVHIVTEGPLGLTAMQAAKAKDIPVSS
                     
GFHSPFQDFSRFFDLAFLVKPIQKYLCWFHNNTQVTCVPSKDTEEALRGIGITCPLVV
                     
VGRGVDTTRFSPKHRSENLRQQWGVDSDTRVMLYVGRLSPEKEVQLIVESYAAMQNIQ
                     
QQKTKLVVVGDGPDLARLKALPEAKNVIFTGSLRGHDLAVAYASADVFVFASQVETFG
                     
NVVLEAMASGLPVIAYDYACAHQYLIHGVNGWLSPLGHKNHFIQQIYQLPSIQQLREM
                     GIQACHKVQQSGWQLPVQQLEQAFYQVVKEPSADFT"
     gene            244989..245540
                     /gene="bcrC"
                     /locus_tag="DSM_01425"
     CDS             244989..245540
                     /gene="bcrC"
                     /locus_tag="DSM_01425"
                     /EC_number="3.6.1.27"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P94571"
                     /codon_start=1
                     /transl_table=11
                     /product="Undecaprenyl-diphosphatase BcrC"
                     
/translation="MKFKNAKIKILDLDLRGCLYLNNFSHSQRVALFFKIISRAGDGP
                     
FWYLMLAIVWGMQGITYSLQIIYLLLGGSVGTAIYKFLKHKTTRPRPYQVHQVIVLGE
                     
RPLDHFSFPSGHTLHAVMVTIVLGYIQPVLLAAMLPFMVLVALSRMVLGLHYPSDVIV
                     GALIGAAVASLIIFVAPLLGIAL"
     gene            245640..245840
                     /gene="iscX"
                     /locus_tag="DSM_01426"
     CDS             245640..245840
                     /gene="iscX"
                     /locus_tag="DSM_01426"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0C0M0"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein IscX"
                     
/translation="MGLRWTDTIDIAIELSEAHPEVDPQWIRFTDLHAWVCALPDFSD
                     DPNKSTEGLLEAIQMAWLDEVR"
     gene            245954..246385
                     /gene="ndk"
                     /locus_tag="DSM_01427"
     CDS             245954..246385
                     /gene="ndk"
                     /locus_tag="DSM_01427"
                     /EC_number="2.7.4.6"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:B0VKS3"
                     /codon_start=1
                     /transl_table=11



                     /product="Nucleoside diphosphate kinase"
                     
/translation="MAIERTLSIVKPDAVSKNHIGEIFARFEKAGLKIVATKMKHLSQ
                     
ADAEGFYAEHKERGFFGDLVAFMTSGPVVVSVLEGENAVLAHREILGATNPKEAAPGT
                     IRADFAVSIDENAAHGSDSVASAEREIAYFFADNEICPRTR"
     gene            246508..247740
                     /gene="rlmN"
                     /locus_tag="DSM_01428"
     CDS             246508..247740
                     /gene="rlmN"
                     /locus_tag="DSM_01428"
                     /EC_number="2.1.1.192"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P36979"
                     /codon_start=1
                     /transl_table=11
                     /product="Dual-specificity RNA methyltransferase 
RlmN"
                     
/translation="MSSAVVVSSENLDGQQQSSSTPASPAAEKVNLLGMSRAELEKFF
                     
EDIGEKKFRAGQVMKWIHQYFVTDFAEMTNISGKLRAKLEQICEIKAPEVVHRHYSKD
                     
GTRKWVFRVGEGSGSLVETVLIPAEDKTGSRKTLCISSQVGCALDCSFCSTGKQGFQR
                     
DLTPDEIIGQLWMANYSYMEEVPVAERERSVTNVVMMGMGEPLLNYDAVLSSMHIMLD
                     
DFAYGMSKRRVTLSTSGVVPKIDQLAKDIDVALAISLHAPNDELRNELVPINKKYPLA
                     
QLIAACQRYIAKDGNESARKHVTIEYVMLEGVNDQPEHAQQLLKLLKNLPSKINLIPF
                     
NPFPHAPYGRSSRNRIISFQKTLSDAGFVCTIRQTRGDDIDAACGQLVGQVADRTRRA
                     EQWQKKVAQRQEILRTQG"
     gene            247756..248556
                     /gene="lapB"
                     /locus_tag="DSM_01429"
     CDS             247756..248556
                     /gene="lapB"
                     /locus_tag="DSM_01429"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_00994"
                     /codon_start=1
                     /transl_table=11
                     /product="Lipopolysaccharide assembly protein B"
                     
/translation="MSTPKLKIMLCMGVAVALLASGCQTSQTVKKDPEKAVKVRTQLA
                     
AEYIRSGDLDSAKRSLDQALSVDSRDATANMMMGILLQQEGSKSNLEKAEHYFKRAIS
                     
SEPDNAQARNNYGTYLYQMERYNDAIEQFRIAGATLGYDQRYQALENLGRIYLKLGDI
                     
ASAEKTFKQALLANRDSYISMLELAEIFYLQQQIPAATQMYEQYVRTVGQKNQGARAL
                     WIGLRVARANADKMGMQVLVNQLRALFPESPEYQRYLQLQYSTEAVWK"
     gene            248547..249338



                     /gene="rodZ"
                     /locus_tag="DSM_01430"
     CDS             248547..249338
                     /gene="rodZ"
                     /locus_tag="DSM_01430"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_02017"
                     /codon_start=1
                     /transl_table=11
                     /product="Cytoskeleton protein RodZ"
                     
/translation="MEINPNSQQPTGSSLPTSALGNIQRPGEYLRQIRVSQKKELEQV
                     
SSDLNMPLKTLNALEQDDYKSLPEATFIKGYYRSYAKYLNTDATAIIQRFDEIYANDT
                     
GLLPNHALNNSPIKIMGKLPGSNSDRNKKWLKRALLAILIIAVVSLIVMGVQKWTSNK
                     
EDAELPKANQSNVEVLPMKGNTSATVGDQLVLNFNRPTSVHIVDATGKVLATGRQAST
                     LTLNGESPFQIRLDDATAVSLSLNQEQISLSPYTVNGKAEFRLSR"
     gene            249360..250475
                     /gene="ispG"
                     /locus_tag="DSM_01431"
     CDS             249360..250475
                     /gene="ispG"
                     /locus_tag="DSM_01431"
                     /EC_number="1.17.7.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P62620"
                     /codon_start=1
                     /transl_table=11
                     /product="4-hydroxy-3-methylbut-2-en-1-yl 
diphosphate
                     synthase (flavodoxin)"
                     
/translation="MIENPIKRRPTRKIRVGSVYVGGDAPISVQSMTNTETCDVDATV
                     
AQIERCVDAGADIMRVSVPSMEAAEAFGAIRKRVSVPLVADIHFDHRIALAVADYGAD
                     
CLRINPGNIGSDQKVREVVAAARHHGISMRIGVNAGSLEKDLQKKYGEPTGQALLESA
                     
LRHIDILDRLDFHEFKVSVKASNVFLTMDAYRLLSQQIDNPLHLGVTEAGIYRTGTVK
                     
SAIALGGLLMEGIGDTMRISLAAEPEDEIKIGFDILKSLGLRSNGINFIACPSCSRQE
                     
FNVIQVMQALEERLEDIRTPMDVSVIGCKVNGPGEAKEADIGVVGAAPRSLVYRNGEK
                     SHLIDTNQLVDEIETMVRQRVQELEEAKSKEIIRSSS"
     gene            250472..251764
                     /gene="hisS"
                     /locus_tag="DSM_01432"
     CDS             250472..251764
                     /gene="hisS"
                     /locus_tag="DSM_01432"
                     /EC_number="6.1.1.21"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:B0VKR7"



                     /codon_start=1
                     /transl_table=11
                     /product="Histidine--tRNA ligase"
                     
/translation="MSSIVAIKGFNDVLPTQTAAWRRLEQHLASLMDAYGYQQIRLPI
                     
VEQTGLFKRAIGDATDIVEKEMYTFFDKGNPPESLTLRPEGTAGCVRALVEHNLLRGA
                     
TPRVWYMGPMFRYEKPQKGRYRQFHQFGVETFGVATPDIDAELIMLTARLWKRMGVDH
                     
MVQLELNTLGETDERTEYRNALVAFLNEHKDALDEDSQRRLTTNPLRILDSKIESTQK
                     
ILENAPKLHDFLKEDSLSHFQQLQDYLTAAGIKFVINQKLVRGLDYYNKTVFEWTTTA
                     
LGSQGTVCAGGRYDGLVGQLKGKADQSVPAVGFAMGMERLLLLLEQVEQAEIVRDCEA
                     
FLVAEPAYQSKALVLAEQLRDQLEAANSNIRIKTGSQGSMKSQMKKADQAGAVYAIIL
                     GEREWEAQQLAVKELATAEQSQVALAELVPFLIEKFTK"
     gene            251793..252491
                     /locus_tag="DSM_01433"
     CDS             251793..252491
                     /locus_tag="DSM_01433"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P43989"
                     /note="UPF0070 protein HI_0370"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSLSDEEQFDSLKSFAKKYGSAMISGILIALIAFFGWEYWQKRN
                     
LATSQTETAKVQQLMDEANATADNPNALASITASADKIVKDDIDSVQAIQTQFVLAKL
                     
AYEKQDYAAAEKALKKVENSKVKDEGLIQVVKLRLADAQLAQNKYDEALKTLSGDVDP
                     
AFKATVEELRGDIFVAKKDIDSAKKAYQAAWDSLLERKQERQILQIKLESVGVLVEDP
                     QIERPILETQVEES"
     gene            252491..253636
                     /gene="bamB"
                     /locus_tag="DSM_01434"
     CDS             252491..253636
                     /gene="bamB"
                     /locus_tag="DSM_01434"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HXJ7"
                     /codon_start=1
                     /transl_table=11
                     /product="Outer membrane protein assembly factor 
BamB"
                     
/translation="MNQKFKLPLAIAIASAVLVGCSSNKVKEAKPNPLPKLTESNKSL
                     
VPVFSRSVSSTNKADPLRLQLDASEGVVFTLDPKGEVAAYRGKQRLWEKKVSKLGLSS
                     
GVEAAEGIVVVGNSKGQLFALDQATGEQKWTAQLSGALLSPSLVQSGRVITIANDGTV



                     
FAHDVSSGQQVWAYKLPNVQFSLRGQPSPVSLDPRTVLIASANAYVYAIDTISGIPRF
                     
QRRVAVSEGRSDIQRLIDIDGDPVVAGQLMVTTSFQGQVTVTDLASQRVVWSEDSSST
                     
NRPEVYDNKVFVSSTDGKLTAYDLTTGEQLWQNDSLLNRHLSNPVVLGSDLIVGDLDG
                     VLHLIDPTTGKLIGRSKTSGEVNTLRVIENQLYVSTRKGDLSIWQNR"
     gene            253824..255233
                     /gene="der"
                     /locus_tag="DSM_01435"
     CDS             253824..255233
                     /gene="der"
                     /locus_tag="DSM_01435"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9XCI8"
                     /codon_start=1
                     /transl_table=11
                     /product="GTPase Der"
                     
/translation="MKPVIALIGRPNVGKSTLFNQITKSRDALVADFAGLTRDRKYGD
                     
ATYQNKSFIVVDTGGIGESEGGIDNYMAEQSKTAINEADIIIFVVDARAGLLASDEQI
                     
ARELRTLGKKIYLVANKVDGVHAEAALVEFYKLGMGEPLQVAASHGRGVQQMLEDVLQ
                     
DIPEDENPEEHDKDTGLRLAIIGRPNVGKSTLVNRLLGEDRVVAFDQPGTTRDSIYIP
                     
FEREGRKYTLIDTAGVRRKGKVDEMIEKFSIVKTLQAMKDAHVVVVVVDAREGIVEQD
                     
LHLIGYALEAGRAMVIAINKWDNMSEYDRKQCKLDVERRFDFIPWARIHLISALHGTG
                     
VGELYPSIHRAYESANLKVSPAKLTQILNDATDQHQPPTVQGRRIKMRYAHMGGQNPP
                     
TIVIHGNKVDKTPADYRRYLENVFRKVYKLEGTPVKIEFKTSENPFEGRKSQVDERTA
                     ARRRRYIQKFKKAEKKFKR"
     gene            255351..256007
                     /gene="sfp_1"
                     /locus_tag="DSM_01436"
     CDS             255351..256007
                     /gene="sfp_1"
                     /locus_tag="DSM_01436"
                     /EC_number="2.7.8.7"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39135"
                     /codon_start=1
                     /transl_table=11
                     /product="4'-phosphopantetheinyl transferase Sfp"
                     
/translation="MNSKHVDIYIGKLNDFLKRKQHDFPDFRTFNEYKKQQIKSIRNR
                     
LIVEKLQLISTELEFAKHEHGKPYLLNHTLHFNHSHSQQYYALALSERIKDIGIDVEE
                     
LDRKVRLDSLAQHAFHSDEYATWQSLEQDREYWFKVWTTKEAVLKASGLGIRLDLNTL
                     
NTQAHPTNQGGLCSHELIGTFAYQNFVLGNMILTVAWRSEQSCRGFQFPSIQIHSLDR



                     "
     gene            complement(256075..256533)
                     /gene="secB"
                     /locus_tag="DSM_01437"
     CDS             complement(256075..256533)
                     /gene="secB"
                     /locus_tag="DSM_01437"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AG86"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein-export protein SecB"
                     
/translation="MSEEQQVQPQLALERIYTKDISFEVPGAQVFTKQWQPELNINLS
                     
SAAEKIDPTHFEVSLKVVVQANNDNETAFIVDVTQSGIFLIDNIEEDRLPYILGAYCP
                     NILFPFLREAVNDLVTKGSFPQLLLTPINFDAEFEANMQRAQAAAVEGQA"
     gene            complement(256561..256818)
                     /gene="grxC"
                     /locus_tag="DSM_01438"
     CDS             complement(256561..256818)
                     /gene="grxC"
                     /locus_tag="DSM_01438"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AC62"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutaredoxin 3"
                     
/translation="MAANVIVYSTSVCPYCVRAKQLLERKGVAYKEVNLSVEAPEVRA
                     ELMQRTNHRTVPQIFINDQFIGGFDQLYALEREGKLDELLA"
     gene            complement(256830..257246)
                     /gene="yibN"
                     /locus_tag="DSM_01439"
     CDS             complement(256830..257246)
                     /gene="yibN"
                     /locus_tag="DSM_01439"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AG27"
                     /codon_start=1
                     /transl_table=11
                     /product="putative protein YibN"
                     
/translation="MERWLEFMGNHPILFGTLGVLIVLFFIFEGQRNGRKISPQSLGI
                     
LVKAKNALLIDLRDSKDFREGHISGSRNIPYSQIASHADELKASDRPLVFICNLGQVA
                     GSALQKVAHHDSYRLDGGISNWKAQGLPLVKSKPKA"
     gene            complement(257344..258402)
                     /gene="rsgA"
                     /locus_tag="DSM_01440"
     CDS             complement(257344..258402)
                     /gene="rsgA"
                     /locus_tag="DSM_01440"
                     /EC_number="3.6.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:P39286"
                     /codon_start=1
                     /transl_table=11
                     /product="Small ribosomal subunit biogenesis GTPase 
RsgA"
                     
/translation="MALIRKRRLTEQQQRRIEKQHKTRQEEVDTSQDLDGLVVQHYGR
                     
QLEVQALSVPDHHPEKPQVAEGEPEPFWKPIELNSVWRCHTRTNLELLVTGDRVKWQA
                     
DPNTGLGIITAIHPRTSLLTRPDRYHKVKPVAANISLIVIVFAPLPEPAPTLIDRYLV
                     
ACADANIPALLVLNKSDLLTENDPILDMLKEYENLGYEVMICHSKGDISALSQRLDGE
                     
TVAFVGQSGVGKSSLINVLIPDAEQKTNIISENSALGQHTTTSTRLINFGKNGALIDS
                     
PGIREFGLWHLDLDKIRMGFPEIEAHLGSCQFRNCTHTHEKNCGLKQAVEAGEILPRR
                     LDSFLRLIDEIQEAQQKN"
     gene            258528..259094
                     /gene="orn"
                     /locus_tag="DSM_01441"
     CDS             258528..259094
                     /gene="orn"
                     /locus_tag="DSM_01441"
                     /EC_number="3.1.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45340"
                     /codon_start=1
                     /transl_table=11
                     /product="Oligoribonuclease"
                     
/translation="MSSTLNTRLIWIDLEMTGLDTDNDQIIEIATIITDDHLNVLAEG
                     
PVLAIHQPDRILNAMDEWNTRQHGQSGLIERVRRSKLTARDAELQTLEFLKKWVNPKV
                     
SPMCGNSICQDRRFLHRLMPELEQYFHYRNLDVSTVKELSKRWRPEIMSGLKKNASHL
                     AMDDIRDSISELKYYREYFFIMNTDGKD"
     gene            259250..259981
                     /locus_tag="DSM_01442"
     CDS             259250..259981
                     /locus_tag="DSM_01442"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQSNNPILTRVETVSDYSQPMTVQGAIQKSVMLTIIAAAVGVAL
                     
FFYAAFTANVGIAYAASIVGAIGGLVLALITTFKPTTAPTLAIPYALFEGAFLGGISF
                     
TFQLKYPGVPLQALLATFVTTLVMFGLYKFQIIRATEKFKSVVISASLAIFIVFIVQM
                     
VMRLAFGSSIPYIFESNWLGIGFAAFVAVIASLNLILDFDLIETNAAYRAPKFMEWLC
                     GIALLATLVWMYISFLRLLGLLSDD"
     gene            260118..260921



                     /gene="fabI"
                     /locus_tag="DSM_01443"
     CDS             260118..260921
                     /gene="fabI"
                     /locus_tag="DSM_01443"
                     /EC_number="1.3.1.9"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9ZFE4"
                     /codon_start=1
                     /transl_table=11
                     /product="Enoyl-[acyl-carrier-protein] reductase 
[NADH]
                     FabI"
                     
/translation="MTQGLLAGKRFLIAGVASKLSIAYGIAQALHREGAELAFTYPNE
                     
KLKKRVDEFAEQFGSKLVFPCDVAVDAEIDNAFAELAKHWDGVDGVVHSIGFAPAHTL
                     
DGDFTDVTDRDGFKIAHDISAYSFVAMARAAKPLLQARQGCLLTLTYQGSERVMPNYN
                     
VMGMAKASLEAGVRYLASSLGVDGIRVNAISAGPIRTLAASGIKSFRKMLDANEKVAP
                     LKRNVTIEEVGNAALFLCSPWASGITGEILYVDAGFNTVGMSQSMMDDE"
     gene            complement(260991..262397)
                     /gene="tdeA"
                     /locus_tag="DSM_01444"
     CDS             complement(260991..262397)
                     /gene="tdeA"
                     /locus_tag="DSM_01444"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q2EHL7"
                     /codon_start=1
                     /transl_table=11
                     /product="Toxin and drug export protein A"
                     
/translation="MSFSMTKLSAALLLTSSLVGCAAVVKTPYQAPAVQVPGSFQYDK
                     
AKAKTASVEQYSDRWWTLFRDTQLNQLVTNVLERNSDLAVAGITLQQARLQADLTANK
                     
QGLRTSSSVSTGHSFDLNSGDDSAKGLSMSAGVSYELDLFGKLARQTEASKWEALATE
                     
QDLQATGQSLIATTAKLYWQLGYLNERYATAQQSLATSQKLYQLVQTQYKAGAVSGLD
                     
LTQAEQSVQSQKASLSQIEQQLVETRTAIAVLLHEPVQQLNIQEPQRLPRTALPAIGA
                     
GLPADILSRRPDLQAAELRLRKALATKDATKASYYPSISLTSSLGSSSTSLTELLRNP
                     
ALTLGASLSLPFLQYNDMKKDIAISNLDYEKAIIQYRQTLYQAFADVENALSSRTELD
                     
KQVALQERNVELAEKTERLTEVRYRYGAVALKTLLDAQQTTRTARLSLVETKQSQYNA
                     YVTLMQALGGSPVKELPQ"
     gene            complement(262408..264402)
                     /gene="macB"
                     /locus_tag="DSM_01445"
     CDS             complement(262408..264402)
                     /gene="macB"



                     /locus_tag="DSM_01445"
                     /EC_number="3.6.3.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q5MK06"
                     /codon_start=1
                     /transl_table=11
                     /product="Macrolide export ATP-binding/permease 
protein
                     MacB"
                     
/translation="MTKQALLEVSNLVREFPAGESTIQILKGIDLTIYEGELVAIVGQ
                     
SGSGKSTLMNILGCLDRPTSGSYKVNGQETGKLEPDQLAQLRREYFGFIFQRYHLLGD
                     
LSAEGNVEVPAVYAGVTPADRKQRATALLTELGLGTKTQNRPSQLSGGQQQRVSIARA
                     
LMNGGDVILADEPTGALDSHSGVEVMRILRELNAAGHTIILVTHDMQVAKNATRIIEI
                     
SDGEIISDRPNVPDQSLEEVKSDPDAAPALQNKQKKGKSISAWRSTLDRLSEAFQMAL
                     
LSMNAHRMRTFLTMLGIIIGIASVVTVVALGNGSQQQILSNISSLGTNTITVFQGRGF
                     
GDNSKTANFKTLVPADADALMTQPYVSAVSPMVSTSKTMRYQQNEANATINGVSNDYF
                     
DVKGLVFKDGQTFDQRSVRDRSQDVVIDTNTQKQFFSDGTNPIGQVVLLGSVPARIIG
                     
IVEPQTSGMGSDDTLNVYMPYTTVMSRMLGQAHVRNIVVRINDKYSTSAAENAIVNLL
                     
TQRHGAQDIFTMNSDSIRQTIEKTTSTMTLLVSAIAVISLVVGGIGVMNIMLVSVTER
                     
TQEIGVRMAVGARQSDILQQFLIEAILVCLIGGVLGVLLSLGLGQLINKFAGGNFAVA
                     YSTTSIVAAFVCSTLIGVVFGFLPAKNAAKLDPVAALSRE"
     gene            complement(264405..265745)
                     /gene="macA_1"
                     /locus_tag="DSM_01446"
     CDS             complement(264405..265745)
                     /gene="macA_1"
                     /locus_tag="DSM_01446"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75830"
                     /codon_start=1
                     /transl_table=11
                     /product="Macrolide export protein MacA"
                     
/translation="MPKIKPIKLVIIVVCIAIIAVLAWKFLKPKQQQPQYITAEVTRG
                     
DIENNVLATGTLDATKLISVGAQVSGQVKKMYVQLGDQVKQGQLIAQIDSTTQENSLK
                     
TSDANIKNLEAQRLQQIASLNEKQLEYRRQQQMYAQDATPRADLESAEAAYKTAQAQV
                     
KALDAQIESAKITRSTAQTNIGYTRIVAPTDGTVVAIVTEEGQTVNANQSAPTIVKIA
                     
KLQNMTIKAQVSEADIMKVEKGQQVYFTTLGDETKRYATLRQIEPAPDSISSESNSTT
                     
SSTTSSAVYYNALFDVPNTDGKLRIDMTAQVYIVLNSAKNALLVPSSALSSKQFSGQR



                     
KQGQSADKASSTPSAERKHQGNGARLERLNLTPEQKQLIEQGKATLSVVRVLQADGTT
                     
KPTQILVGINNRVNAQVLAGLKQGDQVVIADSSENSAASANSGNNRRRSGPMGM"
     gene            complement(265853..266842)
                     /gene="holA"
                     /locus_tag="DSM_01447"
     CDS             complement(265853..266842)
                     /gene="holA"
                     /locus_tag="DSM_01447"
                     /EC_number="2.7.7.7"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P28630"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA polymerase III subunit delta"
                     
/translation="MKLDYLQALKRIPEARGAWILHGQEPLLEQNLLDTFRKSWQQQD
                     
IERQRYDISSVSDWKNVFNALNSLSLFSQQLAIEVHGNIKPDANGLKQLKSYIQHNET
                     
NLLLIVLPKQDSSSLKSAFFQVVEANGVVVALTANYPQDRQRILAAEAEKLEIQLDND
                     
AWQWLMQHHEHNLLAAKNSLMRVRDTFPDQKLIQIEQLYACLQDQSRYTTYDLSDALL
                     
EGNLAQSIKIFQYLIGSGEPESLILWTLSKEMRLLMQLFEQPHNALQLGIWKTKVSLY
                     
QQALRRLNPQQFLGWSALLLQIDAAIKGMSNENAQHLMQQAIAELCGKTLFIH"
     gene            complement(266862..267371)
                     /gene="lptE"
                     /locus_tag="DSM_01448"
     CDS             complement(266862..267371)
                     /gene="lptE"
                     /locus_tag="DSM_01448"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_01186"
                     /codon_start=1
                     /transl_table=11
                     /product="LPS-assembly lipoprotein LptE"
                     
/translation="MHLAQRLAAVVLTLGLSAGLVGCGFHLKGTNPTATPLVYKKLSL
                     
ELPAKTDDLETQLKVYLTANGVQLSNDNDAYVLRVLEYTPRRQLLNGKLTEVLLRLTV
                     
TFQIEDRQGNKITEPRTLTAARSYQYDLATVNTENQQESYLQRIVIDDLAQQITRQIS
                     ANRLPKAQP"
     gene            complement(267399..270023)
                     /gene="leuS"
                     /locus_tag="DSM_01449"
     CDS             complement(267399..270023)
                     /gene="leuS"
                     /locus_tag="DSM_01449"
                     /EC_number="6.1.1.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9JXT2"



                     /codon_start=1
                     /transl_table=11
                     /product="Leucine--tRNA ligase"
                     
/translation="MTISHIDPEYQANTIEPSVQQDWENRKVFKVADTVEGKHRYILS
                     
MFPYPSGKLHMGHVRNYTIGDVISRFYRLKGETVLQPMGWDAFGLPAENAAIAHKVAP
                     
AKWTFENIAYMRDQLKKLGLSVDWDREFATCTPEYYHWEQWLFVQLYKKGLIYRKLST
                     
VNWDPVDQTVLANEQVENGRGWRSGALVEKRDIPMYYFRITDYAQELLDDLDTLQDGW
                     
PQQVLTMQRNWIGRSTGMEITFPSANTEIYADGLTVYTTRADTLMGVTYVAVAAEHPL
                     
ALKAAENNPELAAFIEECRMGSVAEADLATAEKKGMATGLFVKHPVTGEELPVWIANY
                     
VLMSYGSGAVMAVPAHDERDFEFANKFNLPIKQVIDAKGADDADYSATEWQEWYGSKE
                     
GKLVNSGEFDGLEFQAAFDAFLAKLEPQGLANSKVQFRLRDWGVSRQRYWGCPIPMIN
                     
CDTCGQVTVPEDQLPVVLPTDVVPDGSGNPLNKMPEFYETKCPCCGGDARRETDTLDT
                     
FVESSWYYARYASPDFTGGMVKPEAAKNWLPVNQYIGGVEHAILHLLYARFFHKLMRD
                     
EGVVQGNEPFTNLLTQGMVLADTFYREAENGKKTWFNPADIELERDEKGRIISAKYSG
                     
DGQEVIIGGQEKMSKSKNNGIDPQAIIDQYGADTARVFMMFAAPPDQSLEWSDAGVEG
                     
ANRFLKRVWRLVASFLEKGNSATAIDKANLSKDAQDLRRKTHETIQKVSDDIERRHAF
                     
NTAIAALMELLNASNKFEAKDDNDVAVEREAITTLLTLLAPFAPHLSQTLLAQFGTDL
                     
TEATFPEVDASALTRNTQTIVVQVNGKLRGKLEVSVDISKDELLAQAKALPEVQQFLT
                     GPTKKEIVVPNKLVNLVV"
     gene            complement(270210..270545)
                     /locus_tag="DSM_01450"
     CDS             complement(270210..270545)
                     /locus_tag="DSM_01450"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNLSYLKTSLYTAATTAILLCSSQSQAQQYYKWIDQSGSTHYTT
                     
TPPPQGAKHLNKVSTYGSQPLLKNPTSNSEQSSQDKDKVVQEVTNVTVEKGAPAVPVP
                     PAPSVSAPR"
     gene            271050..272774
                     /gene="ilvI"
                     /locus_tag="DSM_01451"
     CDS             271050..272774
                     /gene="ilvI"
                     /locus_tag="DSM_01451"
                     /EC_number="2.2.1.6"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:P00893"
                     /codon_start=1
                     /transl_table=11
                     /product="Acetolactate synthase isozyme 3 large 
subunit"
                     
/translation="MELLSGGEMLVRALADEGVEHVFGYPGGAVLHIYDALFQQDKIN
                     
HYLVRHEQAAGHMADAYSRATGKTGVVLVTSGPGATNTVTPIATAYMDSIPMVVLSGQ
                     
VASHLIGEDAFQETDMVGISRPIVKHSFQVRHASEIPAIIKKAFYIASSGRPGPVVVD
                     
IPKDATNPAEKFAYEYPEKVKMRSYQPPSRGHSGQIRKAIDELLTAKRPVIYTGGGVV
                     
QGNASALLTELAHLLGYPVTNTLMGLGGFPGDDPQFIGMLGMHGTYEANMAMHHADVI
                     
LAIGARFDDRVTNNPAKFCPNSKVIHVDIDPATISKTIMAHIPIVGAVEPVLQEMLAQ
                     
LKQLNVSKPNPEAIAAWWSQINEWRKVHGLKYENPSDGTMKPQQVVETLYKVTNGDAI
                     
ITSDVGQHQMFGALYYKYKRPRQWINSGGLGTMGVGLPYAMAAKLAFPDQQVVCITGE
                     
ASIQMCIQELSTCKQYGLNVKILCLNNRALGMVKQWQDMNYEGRHSSSYVESLPDFAK
                     
LMEAYGHVGIQINHADELESKLAEAMAINDKCVFINVMVDRSEHVYPMQVAGQSMRDM
                     WISKGERI"
     gene            272774..273265
                     /gene="ilvH"
                     /locus_tag="DSM_01452"
     CDS             272774..273265
                     /gene="ilvH"
                     /locus_tag="DSM_01452"
                     /EC_number="2.2.1.6"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P00894"
                     /codon_start=1
                     /transl_table=11
                     /product="Acetolactate synthase isozyme 3 small 
subunit"
                     
/translation="MRHIISVLVENEAGALSRLVGLFSQRNYNIETLNVAPTEDPTLS
                     
RLTLTTYGDDHKIEQITKQLNKLVEVVKVVDLSEGSHIERELMLIKVKALGASRAEIK
                     
RTADIFRAQIVDVTPTTYTIQIAGTTEKLDGFIDALAENTILEVVRSGVSGIARGEKV
                     LAI"
     gene            273298..274314
                     /gene="ilvC"
                     /locus_tag="DSM_01453"
     CDS             273298..274314
                     /gene="ilvC"
                     /locus_tag="DSM_01453"
                     /EC_number="1.1.1.86"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HVA2"



                     /codon_start=1
                     /transl_table=11
                     /product="Ketol-acid reductoisomerase (NADP(+))"
                     
/translation="MQIFYDKDCDLSIIQSKKVAIIGYGSQGHAHALNLKDSGVDVTV
                     
GLRAGSASWKKAENAGLKVAEVPAAVKQADLVMILTPDEFQSQLYRDVIEPNIKEGAT
                     
LAFAHGFSVLYNQVVPRKDLDVIMVAPKAPGHTVRSEFQRGSGVPDLIAIHQDASGNA
                     
RNVALSYASGVGGGRTGIIETSFREETETDLFGEQAVLCGGAVELVKMGFETLVEAGY
                     
APEMAYFECLHELKLIVDLMFEGGIADMNYSVSNNAEYGEYVTGPEVINEQSREAMRN
                     
ALKRIQSGEYAKMFIQEGALNYPSMTARRRQNAAHGIEQTGAKLRAMMPWIQANKIVD
                     KEKN"
     gene            274645..276699
                     /locus_tag="DSM_01454"
     CDS             274645..276699
                     /locus_tag="DSM_01454"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9I310"
                     /codon_start=1
                     /transl_table=11
                     /product="putative signaling protein"
                     
/translation="MGHVDYDSTLIVGSFIAAGAICYIVISMEQLIFKQTYKKIEPFI
                     
LLLNGLLLAAAISIVHIVGMHAYHLFEAASSNVPLITLAFGISAVLSSVAIWLTSRFT
                     
LPIFRLILSSIIMGIGISASYYVSMLGWNIDIYKKDYTSFLILFSVLIAMSGSGLAFL
                     
LAYKLKESERHRISLKLAFAVMMTLSIMGMHYTALISTNITDKFVSQYQAEHDLLLFT
                     
IILVTCLVLVASFIVAVLEQRLNQRNLELRKANKELANLSIQDNLTKLPNRLYLVDYA
                     
EVLLSDHRYKDQKIAFLYIDLDRFKSVNDAFGHHFGDQLLIQMANRLHWQLNEKCKLL
                     
RIGGDEFLLIAENTDTEEAMQLAEKVLHLIQDSYQISGKEINISASLGIALFPEHGQN
                     
VQDLLMNADAAMLMSKEQGRNTYTVFSYSTHQQETRSQSKLINDLYKAVEEKQFVLYY
                     
QPKFNTNLEICGVEALIRWNHPSLGMLTPHMFIGGAEKTGLIIPMGYWALEQACQQIQ
                     
EWERSNTQFYPIAVNLSALQFENKKLFSTLEGLLKKYQIQPHHLIIEITESTAMRHID
                     
LSIRACERLRDMGIRVAIDDFGTGHSSFLYLKDLPVDELKIDRGFIVDLKPGSKEEVI
                     
LESIIHLAKKLGLTVTAEGVETQQQVEILTRLGCQQFQGYLLGMPVNVGQLIQSQGAH
                     FV"
     gene            277306..277869
                     /locus_tag="DSM_01455"
     CDS             277306..277869
                     /locus_tag="DSM_01455"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPYSDLSFRALSVLHKSRYLFNKHGFHNVGVDRIVREAEVPKAS
                     
FYNYFHSKERLIEICLHFQKDVLKEQVHSIIYIQKDLILREKLKKIFFLHTSLDGYYH
                     
LLFRAIFEIEKLYPAAYQVVIQYRHWLTTEVYKLLLTVKKDATKSDSDMFLFTLEGAI
                     IQLLDETRGDTRELLFAYILKGIFLKD"
     gene            complement(278086..278673)
                     /gene="tetC_2"
                     /locus_tag="DSM_01456"
     CDS             complement(278086..278673)
                     /gene="tetC_2"
                     /locus_tag="DSM_01456"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P28815"
                     /codon_start=1
                     /transl_table=11
                     /product="Transposon Tn10 TetC protein"
                     
/translation="MTGQPMSKRETIITTAMTLFNQKSYTSIGVDKIIAESKVAKMTF
                     
YKYFSSKEVLIEECLRRRILEVQTSLLDKVNSVDDPLNKLKSIFNWYIDWINTEDFSG
                     
CLFKKATIEVLQLYPSIKKQVNKYREWIYSLVLSIFLELEIEDPKVLSSLFLNIIDGL
                     IIDGTINKPEINSEETWSYINKLIELETKQKYEAA"
     gene            278989..279852
                     /locus_tag="DSM_01457"
     CDS             278989..279852
                     /locus_tag="DSM_01457"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSKKIEDFNNPREKALQGMKDSIPASQWEENLQFLKQLRNKIAQ
                     
LPVSKHPAIEILNNGYLDKQTLTRIHLEYRHAIVQIFTDALLKAQFLTKQLEPKLHSG
                     
AKMFPRVLLSLNILDEFGFRPGLDKDHYYLGNPEYAHYLLYEDLLNDYGLTEADRRNY
                     
KPSKIADQVRTFLEASYDRYINVVALLAVAEEEVILFSPPLRQATKFVNIDVEGGGYY
                     
HVHGVSTDETAEAADDDHQDDLWFALAQAITKDDYENLTQLCLDYCALWTEFWDAQIA
                     DVQFIEEKKLA"
     gene            280057..281649
                     /gene="prfC"
                     /locus_tag="DSM_01458"
     CDS             280057..281649
                     /gene="prfC"
                     /locus_tag="DSM_01458"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7I4"



                     /codon_start=1
                     /transl_table=11
                     /product="Peptide chain release factor RF3"
                     
/translation="MSFKDELAAQVAQRRTFAIISHPDAGKTTMTEKLLLWGKAIQVA
                     
GMVKSRKSDRAATSDWMEMEKERGISITTSVMQFPYKGHTINLLDTPGHEDFSEDTYR
                     
TLTAVDSALMVIDGAKGVEERTIKLMEVCRMRDTPIISFVNKMDREIREPLELLDEIE
                     
NVLNIRCVPITWPLGMGRDFAGVYNILEDKLYVYKAGFGSTITDIEVRDGYNHADIRE
                     
KVGELAWASFEESLELVQMANEPLDRELFLQGKQTPVLFGTALGNFGVDHVLDAFMNW
                     
APEPKAHPTQERMVEAKEEGFSGFVFKIQANMDPKHRDRIAFMRICSGKYEKGLKMNH
                     
VRIGKEVRISDALTFLAGEREHLEEAWPGDIIGLHNHGTIQIGDTFTSGENLHFTGIP
                     
HFAPEMFRRVRLKDPLKSKQLQKGLKELSEEGATQVFMPQISNDLIVGAVGVLQFDVV
                     
AYRLKEEYKVDCVYEPVSVNTVRWIHCDDEKILNEFKKKAHDQLSIDGGGHLTYLAPS
                     RVNLQIMQERWPDIEFRSTREH"
     gene            281719..282561
                     /locus_tag="DSM_01459"
     CDS             281719..282561
                     /locus_tag="DSM_01459"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNLSKKTIIALVVAAIALILAICVFVWKKPQSSSSSQENSASTQ
                     
DHPVEKAEVLPYLNLTETKASYAVPFCEKKNCIDVDIQTIKTQDAWLNSWIEKNQAKV
                     
IQAQINLKKDLSLQQAINAYVKKSDEWQDKYSKNRAYELHIRTRIASQRNQYVLLQLA
                     
LDSKQEEITIKDRYYFFVADRKLHKNLTLLDVLKKDQQPTVHQIVQTAYQDWLKKQTA
                     
DVKKQAPKTLYWGQADWFFDGEGVGLHYQANQITKDAPQLDIYLTTEQTKKILQPQVY
                     EQMF"
     gene            282646..283590
                     /gene="pdaC"
                     /locus_tag="DSM_01460"
     CDS             282646..283590
                     /gene="pdaC"
                     /locus_tag="DSM_01460"
                     /EC_number="3.5.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O34798"
                     /codon_start=1
                     /transl_table=11
                     /product="Peptidoglycan-N-acetylmuramic acid 
deacetylase
                     PdaC"



                     
/translation="MMLTSKASLRLTLLASAIFLVACQPKSDPKESEDQQKPAVVEQK
                     
PVELTLKGETVPSKVTLPDCDGKTCPEFTVERLQSNFPFIDKIIDQQVLKALGQILEI
                     
AEPDAKAAQADKKTEASAAAATEQQDSFDAQVQRYANSFIDLDNELKALSSNHQINLL
                     
VKPKIIQSQGKVVTVVVNSSSYLGGAHGSAAQQYYNFDLKKEKQVKLEDLLRPEKKAA
                     
LEKLAHEAFKAWVTDSKLANSVSEYEQAWPFKLTENFLLGDQGLILQYGEYEIGPYVV
                     GLPRLVIPYVQLQDVLKEEYLPQPKAKPASAPAVKSTS"
     gene            283590..284402
                     /gene="yjjV"
                     /locus_tag="DSM_01461"
     CDS             283590..284402
                     /gene="yjjV"
                     /locus_tag="DSM_01461"
                     /EC_number="3.1.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39408"
                     /codon_start=1
                     /transl_table=11
                     /product="putative metal-dependent hydrolase YjjV"
                     
/translation="MHLFDTHTHFDVADFDEDRQQLALEAKKMGVDALVLIGFLQSRF
                     
DELVQTHHQLKQWDNVPTSYLAPGLHPFYIEQHRPEHLSHLEQTLQQEDCVAVGEIGL
                     
DTFLKEHKQPDIYAKQKQYFADQLDLATQYQKPVLLHIRKAHGDVLALLKTHKFKLGG
                     
IAHAFSGGVEEAKGLIKLGFKIGVTGQITNPNAKKLHTVVQTIGAEHLVIETDCPDMT
                     
PLCCQTSTEQRTRNTPVNLPYVLKSLAENLNMAESELADLLWKNSLSALKLS"
     gene            284527..287283
                     /gene="acnA"
                     /locus_tag="DSM_01462"
     CDS             284527..287283
                     /gene="acnA"
                     /locus_tag="DSM_01462"
                     /EC_number="4.2.1.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8ZP52"
                     /codon_start=1
                     /transl_table=11
                     /product="Aconitate hydratase A"
                     
/translation="MAKYSNINSFNALQTLTVGSSNYQIFSLTQAEKKLGDIAKLPKS
                     
LKVLLENLLRFEDQHSVKTEHIYALAEWLKTRTSDQEIQYRPARVLMQDFTGVPAVVD
                     
LAAMRAAMAEAGGDPEKINPLSPVDLVIDHSVMVDHFADDQAFEENVQIEMQRNGERY
                     
QFLRWGQSAFNNFSVVPPGTGICHQVNLEYLAQAVWLGEDNGQTFAFPDTLVGTDSHT
                     
TMINGLGVLGWGVGGIEAEAAMLGQPISMLIPEVIGFKLTGKLQEGITATDLVLTITQ



                     
MLRQKGVVGKFVEFYGDGLADLPLADRATIANMAPEYGATCGFFPIDEVTLGYLKLTG
                     
RQSDRIALVEAYSKAQGLWRNPGDEPVFTDTLSLDMSTVQASLAGPKRPQDRVLLSEV
                     
PKTFNALMELTLKPAKEAKERLENEGGGGTAVEATKANIQHESPSCVIEGQEYPLNHG
                     
DVVISAITSCTNTSNPSVMLAAGLLAKKAIEKGLQRKPWVKSSLAPGSKVVTDYLLAA
                     
GLTPYLDELGYNLVGYGCTTCIGNSGPLPEPIEDAIQCHDLNVASVLSGNRNFEGRVH
                     
PLVKTNWLASPPLVVAYGLVGNIRTDLTTQPIGQGKDGQPVYLKDIWPSQAEIDAVLQ
                     
KVNTDMFHKEYAAVFDGDESWQAIQIPKSKTYEWADDSTYIRHPPFFEGIGEPPKPIK
                     
NIEQARILAVLGDSVTTDHISPAGNIKKDSPAGRYLQEQGVEPKDFNSYGSRRGNHEV
                     
MMRGTFANIRIKNEMLGGEEGGNTIHVPSGEKLAIYDAAMRYQQEHTPLVIIAGKEYG
                     
TGSSRDWAAKGTNLLGVKAVIAESFERIHRSNLVGMGVLPLQFVDGQTRQSLNLTGHE
                     
VISIRGLSDGIQPHEILEVDVKGPNGVASHFNVLCRIDTLNEVEYFKAGGILHYVLRN
                     LIAS"
     gene            287404..287877
                     /locus_tag="DSM_01463"
     CDS             287404..287877
                     /locus_tag="DSM_01463"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MGRDTVFLKVESRLGYDFSGDIKIGGKYTSLIEHAGLVFISGQI
                     
PRVGDTVQICGKVGLDVDLSDAQLAASISTMRALAILKQHYGTLDVIGKVLQMNVFVH
                     
STSSFIQQSEVADGASEILYEILGLDTGRHTRTSVSVYQLPKNASVEINFIFALK"
     gene            288002..288766
                     /gene="tcdA"
                     /locus_tag="DSM_01464"
     CDS             288002..288766
                     /gene="tcdA"
                     /locus_tag="DSM_01464"
                     /EC_number="6.1.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q46927"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA threonylcarbamoyladenosine 
dehydratase"
                     
/translation="MSDLPQNDEYDRRFAGVAKIYGDSSFQHYEKSHVMVIGIGGVGS
                     
WAVEALARTGIGEITLVDMDVVAASNVNRQLPAMTSTLGCEKVEIMAERCRQINPRIK



                     
VNIIDDFLTPENVAELLNPVPDIVLDCIDDVKAKLALMLHCRFNKIPLIVSGGAGGKL
                     
DPLKIRVADLSKTEQDPMLAKLRSQLRARGICKKPKEKFGITCIYSIDNPFSSADVCP
                     SAGLRCGGYGSAVVVTSSFAMIAVAEVLKKLDLKKA"
     gene            288785..288892
                     /locus_tag="DSM_01465"
     CDS             288785..288892
                     /locus_tag="DSM_01465"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /translation="MRLGGGHAFFWEKLFNHIALYCLVWAVWVIADHKI"
     gene            289054..289947
                     /gene="benM_1"
                     /locus_tag="DSM_01466"
     CDS             289054..289947
                     /gene="benM_1"
                     /locus_tag="DSM_01466"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O68014"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator BenM"
                     
/translation="MLTLKQFQYFIKIVEEGSFTAASEKLFIAQSALSRQMKLLEEEI
                     
DFQLFDRTDKRARLTPAGEVFYKKIKDNLLYLNEIIDLSKSVSEGKNRQIKIAHSSSI
                     
VVDNTKVQILKEVSLTQHLSFEINTLSSEQQILALLNGEIDIGLIRPPVRHTLDGINT
                     
LKLYEEPLMVAVHIDHAKFAKSEKVYLKDLKDECFVSTPHAERGGLSYLVANLCLAAG
                     
FTPQKTSIQSRKISQLQLVAANLGVGIVPAEFQQILPANVKLIPLEDSLSLSEVLLVY
                     RKDHDEIIQHCAEQIHQMFLS"
     gene            complement(289955..290464)
                     /locus_tag="DSM_01467"
     CDS             complement(289955..290464)
                     /locus_tag="DSM_01467"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIIYDGQVADNYMYQDSNQAAIVVSHSTPSLPYPFTMKPNNHST
                     
ETNTPPAIDVEKFVAKLESITSRRSKARCARSIRIALESAGADVENHPIAASDWGDTL
                     
KKIGYKEINPAFDEPQEGDIYIIHRTRNHIYGHIAGYTGSEWVSDFKQSSYDVYKDDN
                     VTYTYYRLG"
     gene            complement(290800..291804)
                     /gene="dusA"
                     /locus_tag="DSM_01468"
     CDS             complement(290800..291804)



                     /gene="dusA"
                     /locus_tag="DSM_01468"
                     /EC_number="1.3.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P32695"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA-dihydrouridine(20/20a) synthase"
                     
/translation="MQSLQSLQPRISVAPMMDWTTKDYRFFARLFNPNVVLYTEMVTT
                     
GAILFGDAKRHLDYNAQEHPIVLQLGGSNPQELATCTKMAEDWGYDEVNLNVGCPSDR
                     
VQNNKIGACLMAEPDLVAECIHSMQKAVNIPVTVKHRIGIDDMQSYEEMLHFVDTVAA
                     
TGCTHFVVHARIAILKGLSPKENREVPPLRYEDVYRLKQERPHLTIEINGGIKTFTET
                     
QAHLQHVDGVMIGREAYHNPYLLAELGQLWNLEAPDRFDIMEQMLPYIEQRLAEGAPL
                     
SIITRHILGLFQNLPGARKWRQALSGGNAKTLTDVENAIHNMQAAIIRTEEYLKEHQF
                     "
     gene            complement(291953..293137)
                     /locus_tag="DSM_01469"
     CDS             complement(291953..293137)
                     /locus_tag="DSM_01469"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9ADP8"
                     /codon_start=1
                     /transl_table=11
                     /product="putative transporter"
                     
/translation="MSTPEDISQNKPLLWLMAAACGLCAGVNYYCQPLIHSIQQDFAV
                     
TQAQAALTVTFAQVSYALGLLFIVPMGDIVNKAKAIPFLMMLCAVGLFTSAFAVNLPM
                     
LWIGTILAGLFSVAAQVLIPLATMTVKPEKTGEIIGFLMSGLLVGILLSTSLAGLFSN
                     
LFHWKVVYAISGILMLLLAYTLKSRLPYVMRMKLNYGQIFISMAQLLKEEKRLLLRAL
                     
TGAFAFAAVSILYSTIALLLTSAHHLPDLFIGLVPLVGIFGALSTRYIGKYADQGYTR
                     
LLTWMGCGLFLVSWICFYFGQTLLSAYVIGFALIQLALALVHTSNQSIIFRLRPDAKS
                     
RINAIYMTTYFIGGAAGSALGIFAWNRGGWTMTCLAGVGLVVFCILFSMIDAFLQKKQ
                     MA"
     gene            complement(293156..293563)
                     /locus_tag="DSM_01470"
     CDS             complement(293156..293563)
                     /locus_tag="DSM_01470"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNKEIFKIINPSTLYDPTPNAYSHVAVVSNFNNIIHIAGQGGED



                     
QQGQLSSHFSEQVLQTFENIKYALVAANAELTDIAVLRILVVDHSVEKHEILIKIMKD
                     LWKNHPFPACTLIPVPRLALEHMLIEVEATAYT"
     gene            complement(293631..294557)
                     /locus_tag="DSM_01471"
     CDS             complement(293631..294557)
                     /locus_tag="DSM_01471"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKISLSSFQIGSFFALCSAFLFSTKAIFIKQTYALSPLVDGTVL
                     
MALRMLSALPFFLLICWFNRHHNQGIKKKDWLILIFAGLLGYYFASWLDFMGLMFISA
                     
SLERIILFLYPTLTVIASSLLYKQKLDVKSLFAIFLSYGGTVLVMLQEHNNAPIQGNF
                     
WLGTSFVFASAVAFAGYLLLTPPLIKKFGSWNFTGLALTVACIGTLTHYTLSTPHPFQ
                     
LLLQLPSSVIWYGIGLGFLVTVLPTVMLMQSIERLGASQSAMIASIGPVLTILLAVAF
                     LNEHLNIWQWVGCFLNIVGVMMITLRKKRLKH"
     gene            294796..295923
                     /gene="pntAA"
                     /locus_tag="DSM_01472"
     CDS             294796..295923
                     /gene="pntAA"
                     /locus_tag="DSM_01472"
                     /EC_number="1.6.1.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q2RSB2"
                     /codon_start=1
                     /transl_table=11
                     /product="NAD(P) transhydrogenase subunit alpha part 
1"
                     
/translation="MQIGIPTETVVGENRVAATPETVKKLISAGHSVVIERGAGVKAA
                     
YIDSAYEQVGATITDDAYTGSQIILKVRAPQGGEIQKLAANTTVVAMFDPYRNTELDQ
                     
FANQQVSAFALELLPRTLSRAQNMDVLSSQANLAGYKSVLLAAAEYQRMFPMLMTAAG
                     
TVKPARVVIMGVGVAGLQAIATAKRLGAIVEATDLRPTAKDQVESLGGKWLDVPMSEE
                     
EQQRAADAAKNGYGWMPGEQYIKDQAAIVDKAVSNADIVITTALLPGRDAPRLIKAET
                     
VAKMKPGSVILDMAVETGGNVEGSKVGETVVTENGVKILGIPNIPATVATEASALYAR
                     NVFNFVETLFDKEKNFAINQEDEIQKALLVTHGGQVLLKRG"
     gene            295935..296249
                     /gene="pntA"
                     /locus_tag="DSM_01473"
     CDS             295935..296249
                     /gene="pntA"
                     /locus_tag="DSM_01473"
                     /EC_number="1.6.1.2"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P07001"
                     /codon_start=1
                     /transl_table=11
                     /product="NAD(P) transhydrogenase subunit alpha"
                     
/translation="MVETITIFVLAIFVGYYVVWGVTPALHTPLMAVTNALSSIIVVG
                     
AMLQTVGLPVLGVDANVAFQSVNVVSVLGAIAVFLASINIFGGFAVTARMLEMFKPKQ
                     KK"
     gene            296262..297716
                     /gene="pntB"
                     /locus_tag="DSM_01474"
     CDS             296262..297716
                     /gene="pntB"
                     /locus_tag="DSM_01474"
                     /EC_number="1.6.1.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q2RSB4"
                     /codon_start=1
                     /transl_table=11
                     /product="NAD(P) transhydrogenase subunit beta"
                     
/translation="MEFIQANANWLYLVGAILFILTLRGLSGPKTAIQGNRYGMIAMA
                     
IAVVTTFFVANNPVIWMIGGAMVLGAIVGIARARTVPMTQMPETVALMHSLVGLAAVL
                     
IAVAAILHNNQLTALFAQNEAALTAAGVQHAHMSKVHLFELFVGCFVGAITFTASVFA
                     
YGKLAAKKWAKTISGAWVKPVQALIFVAMLACGFYFFTTGNMTAFWAMTALALAFGWV
                     
WIAPVGGGDMPVVVSLLNSFSGWAAAGIGFTLENNMLIVAGSLVGSSGAILSYIMCKA
                     
MNRSIINVLFGGAMGGAAVSTAAKGEQVQRNYRSGSADDAGFLMSNADSVVIVPGYGM
                     
AQGRAQNAVKELCEILKEQGVRVRFAIHPVAGRMPGHMNVLLAEADVAYEDILEMDEI
                     
NSDFPATDVVLVIGANDVVNPAAKDDPGSPIYGMPILEAHKARTIMVIKRSMATGYAG
                     LDNDLFYNEKTMMIFGDAKKVVEDMTKAINGTGH"
     gene            complement(297769..298590)
                     /gene="ped"
                     /locus_tag="DSM_01475"
     CDS             complement(297769..298590)
                     /gene="ped"
                     /locus_tag="DSM_01475"
                     /EC_number="1.1.1.311"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q5P5I4"
                     /codon_start=1
                     /transl_table=11
                     /product="(S)-1-Phenylethanol dehydrogenase"
                     
/translation="MKILITGANTGIGFATAEQLVKQGQHVILACRNPQKAQEAQNKL
                     
RSLDQGQVDVVSLDLNSLELTQKAAEEIADKYGSLDVLINNAGLFSKTKQLTVDGFEQ



                     
QFGVNYLGHFLLTQKLLPALKQSPQARIIHLASIAHWVGSIKPNKFRAEGFYNPLFYY
                     
GQSKLANLLFSNALAEQLADSSITNNALHPGGVASDIYRDLPKPVYAAMKVGLVPTSV
                     
PAKLITEMATGDTWHNRNGEYVSAHMPDWKSSHAKNQQLARDLYQQSMSLVEKFL"
     gene            complement(298842..299243)
                     /gene="rsfS"
                     /locus_tag="DSM_01476"
     CDS             complement(298842..299243)
                     /gene="rsfS"
                     /locus_tag="DSM_01476"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q02SH2"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribosomal silencing factor RsfS"
                     
/translation="MNLEPSPSVSNSHDFAMNTSNKDVQACLKVVHDALVDVKAKDIL
                     
QLDVSSISNVADAIVIASGTSTRHVKALADNVAEEARKAGFRPIGVEGERDAEWILID
                     LGFVVVHVMLPTARKFYDLESLWRTAPESVA"
     gene            complement(299325..300119)
                     /gene="hyi"
                     /locus_tag="DSM_01477"
     CDS             complement(299325..300119)
                     /gene="hyi"
                     /locus_tag="DSM_01477"
                     /EC_number="5.3.1.22"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P30147"
                     /codon_start=1
                     /transl_table=11
                     /product="Hydroxypyruvate isomerase"
                     
/translation="MGRLAVNLSMIFTEVPLIERFALAHAEGFEHVEIQFPYELAISD
                     
IQDQLERYNLNLCLINVPAGDLMQGGNGLAGIPGQEAAFREALQLAIRYATALKVPRV
                     
NILAGKQPQDSDLLPCLKTLASNLKLACDLLTEHDIEPVFEMINGTDMPRFLVQNIAQ
                     
AQEMLEAVNHPALKMQYDCYHMAMMGEDVLEGLQENIHQIGHIQFADCPGRHEPDTAQ
                     IPYEQIFSWIKQSAYEGYIAAEYKPKNGSNQSFTWKKKYFSDDVNI"
     gene            complement(300136..301002)
                     /gene="glxR_2"
                     /locus_tag="DSM_01478"
     CDS             complement(300136..301002)
                     /gene="glxR_2"
                     /locus_tag="DSM_01478"
                     /EC_number="1.1.1.60"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77161"
                     /codon_start=1
                     /transl_table=11
                     /product="2-hydroxy-3-oxopropionate reductase"



                     
/translation="MNFDRNTPIAFLGIGLMGSRMASRLIQAGFQVAVWNRTASACEE
                     
LIDIGAHALDLSNIGQYPLILTCLADDKAVQAVFDQIQTNLKAGQVIVDFSSLSVAAT
                     
KVLAQAAASQDVIWIDSPVSGGTAGAEQGTLVIFAGGDAQTIEALSPVYNVLSQRVTR
                     
MGDTGTGQATKICNQLIVAANSALIAEAVALADRAGVDTTLFAPALAGGFADSKPFQI
                     
LAPRMATHTFEPVQWKVQTLSKDLNNAVTLANNVNLDIPVAQKALLQLQTHQKNGFAE
                     KDLATMIQVVEQ"
     gene            complement(301013..301801)
                     /gene="crt_2"
                     /locus_tag="DSM_01479"
     CDS             complement(301013..301801)
                     /gene="crt_2"
                     /locus_tag="DSM_01479"
                     /EC_number="4.2.1.150"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P52046"
                     /codon_start=1
                     /transl_table=11
                     /product="Short-chain-enoyl-CoA hydratase"
                     
/translation="MALLRIEKNNGIATVYLNRPDKRNAMSFALLKELVTTAKAIQKD
                     
RDIRCVILTGEAQVFSAGIDLSDLNNPKNSAFAIWELVKPGQSLFQKAFLIWQNLPVP
                     
VIAALEGYCFGAGMQLALAADIRIAHPDTKMSIMESRWGLVPDMGLTRSLKGLIGVDL
                     
AKELTLTARVFDGNYAKDIGLVTHLSENPLEKANAIASEMLQRSPDALTAAKRVLDAM
                     EHQPEKSLRLEKIWQLKLLLGKNSKLARKKDKHPEVKFLPRQYR"
     gene            complement(301898..304705)
                     /gene="barA"
                     /locus_tag="DSM_01480"
     CDS             complement(301898..304705)
                     /gene="barA"
                     /locus_tag="DSM_01480"
                     /EC_number="2.7.13.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AEC6"
                     /codon_start=1
                     /transl_table=11
                     /product="Signal transduction histidine-protein 
kinase
                     BarA"
                     
/translation="MSNFNKTLSKRLRLNHAYGQLIALIFVPIMILTCVGAFLVLTET
                     
SRSAKQQQLHHASAILARYNQIAKDLYTLVELQPDEYDHAQHIMQSMFSEKNLKRAAL
                     
IDSNGQTYLSIGYRDNRYWPNFTQNNNFFGPISYNHNNIYGVRIIDTAGKPPVWLLIE
                     
MDNQPLELARYRILIALVITGLMTLLLLLLCLNFYSRRWIAPMYEIRMQLQRLNADTL



                     
DQHIVINSSGELRLLQRDIANVVKRLHFSFLELKEHTEQTEEDLRRTLDTLEVQNITY
                     
RQARDQAISSNQAKSVFLANISHELRTPLNSIDGFIHLLLRQQNLSNEQNLYLQTIRK
                     
SSAHLLALINDVLDFSKIDAGKLELETAPFDLEEAVFDVMDMLSPLAAQKHIAMAFYY
                     
ADNIPQQVIGDALRFKQILTNLISNAIKFTPDGEIIVRVRMEHDDIGQCLLHFSVQDS
                     
GIGLSGTDRKKLFESFSQGDASVTRQFGGTGLGLAISKQLVHLMHGQIGFEDNQERAP
                     
TEKGSTFWFTAQFAVDEEHEIEHPHFEHLQVVSYLAHPATASVLRYYLENYQVPHIET
                     
QSILDLFSRLKHLDQKDNTWLIVDHSGDTEALLKEIRSRYQGNLAVYGYQMTLEPNML
                     
TEYRARPLYQPLSRSGLIQLLSDQPIFEEEQQDFNGQGLHILAVDDHLPNLIVLEALL
                     
GELNVKTTKALSGQEALNIIQERIDQKLKPFDLVFMDIQMPVMSGIDTTRAIRSLEST
                     
LDGEMQLPIIALTAHALADEKQKLLKVGMNDYVTKPIQMEQIIQILTQWTKNNFTAQN
                     
LAKDHHVVAEALDPEILNWQQSLQLAANKEDLAQDLLKMLVDSFPTELEEMQQLIELE
                     
DFPQLEHVLHRLYGATRYVGTPKLQQVTGDFEQFISTLRKERRRADDGFIEEVMRRFD
                     ELGLVIKEVESAAHQILVIPD"
     gene            304878..305792
                     /gene="cysM"
                     /locus_tag="DSM_01481"
     CDS             304878..305792
                     /gene="cysM"
                     /locus_tag="DSM_01481"
                     /EC_number="2.5.1.47"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P16703"
                     /codon_start=1
                     /transl_table=11
                     /product="Cysteine synthase B"
                     
/translation="MSNTQPDFLADEFLLDHYVGKTPLVRLQRLACHTQATVLAKLEG
                     
NNPAGSVKDRPAYNMIMQAEKRGQIKPGDTLVEATSGNTGIALAMVAAMRGYKMKLIM
                     
PGNSSQERKDAMRAYGAELIEAPNMEAARDMALQMQAEGLGLVLNQFGNPDNVEAHYL
                     
TTGPEIWKQTGGKITHFVSSMGTTGTIMGVSKYLKEQNPDIQIIGLQPSEGSNIAGIR
                     
RWPQEYLPTIFEPKRVDQIMDIPQIEAEKTARRLAREEGISAGTSSGGAVWASVKIAE
                     ENPDAVIVCIICDRGDRYLSTGLFSVQD"
     gene            305815..306633
                     /locus_tag="DSM_01482"
     CDS             305815..306633
                     /locus_tag="DSM_01482"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11



                     /product="hypothetical protein"
                     
/translation="MRFPTLVFDIETLTDLKAGAHLYHLDLPEADVEQALTKIRRQES
                     
GMDFQRLPLHEIVCISGLWIDESGFRLFSFSREHYSEAEILQKFLSIFDKRHPTLVSW
                     
NGSQFDLPVILFRAMYHGLSAPGLFDQGELDSQKRFNNYQNRYHHRHIDLMDVMAMFN
                     
GRNFQKLDDVACILGLPGKRGESGYHVPEYVRTEQWLKLTSYCEGDVLNTWFIYLRWL
                     
LLKGQMNVDEHNHWISSSIEYLQTMPQQADFLEVWQRTSKHTEFTSHYFNPLNF"
     gene            306643..308034
                     /gene="rlmD"
                     /locus_tag="DSM_01483"
     CDS             306643..308034
                     /gene="rlmD"
                     /locus_tag="DSM_01483"
                     /EC_number="2.1.1.190"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P55135"
                     /codon_start=1
                     /transl_table=11
                     /product="23S rRNA (uracil(1939)-C(5))-
methyltransferase
                     RlmD"
                     
/translation="MKQQAKSRKPQQPEHIFQVETLSHEGRGIAHYGSHPDHPADKHG
                     
KKVFIRYALPGETVKAQITHEAKRLEEAEMVALLAEPSANRVEAVCPHYGICGGCSMQ
                     
HIHPDEQIRLKQNVLQSHLQHFAGIQPEQWLEPIRSLQSDYRRRARIGVRYLPKQDRL
                     
ILGFREHHSNRLTSIHTCSVLDKKLSDSLPELRNLLQSLKGKAHIGHVELAKGDHETS
                     
LLVRHIEKLNNADVNQLRQFALHKGWQLYLQPKGPESLRRIDEEQGPMRLHYALNAFD
                     
VNFAFSPLDFTQVNATVNEQMVQLACELLQLQQGERVLDLFCGLGNFSLPLARCVGAK
                     
GVVVGVEASEEMVQRATDNAKRNNLVQASFFSQDLTKDFSHHSWANQGFDALLIDPPR
                     
AGAYEIMQYVPNFGAKRIVYVSCNPATLARDAGVLVQHGYQLKKAAVMDMFTHTEHVE
                     SIALFEKIQEIND"
     gene            308065..310371
                     /gene="relA_2"
                     /locus_tag="DSM_01484"
     CDS             308065..310371
                     /gene="relA_2"
                     /locus_tag="DSM_01484"
                     /EC_number="2.7.6.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AG20"
                     /codon_start=1
                     /transl_table=11
                     /product="GTP pyrophosphokinase"



                     
/translation="MVTVREQLPEQLTELSEETTVEHAAETQVGLASWLDRVREILDG
                     
AELKQLEEVAHLTLQKELDSTVNHRSNTFATGVGMADILAHLHVDEDTLSAAMLYRSV
                     
REDITDIEEVKRKFGEQVYNLVKGTLAMGKLSELIEKNKRLEDHFNNNQREHLSGIYK
                     
MLISVTEDVRVVLIKLAERTYSLRELANSSRERQERVAREILTIYSPLAHRLGIAQLK
                     
WELEDLAFRYLAPDRYKEIASLLNEKRLEREHYIQFVIDRLKSELAAHGIEAEITGRA
                     
KHIYSIYRKMKSKNLSFDQLYDIRALRVLVNSVPECYHSLGIVHQIWRHIPHQFDDYI
                     
TNPKANGYRSLHTAVIAENKSLEVQIRTHEMHDEAELGVCSHFNYKEGSKNTDHSFNH
                     
RLHSLRAVLEHYQERNETTVHQNEDETEGFDQLQDFEGFEKIYVFSRDGDIKELPRGS
                     
TVLDFAYHVHTEVGNKCYAARVNQRYVPLTYTLKTGEQVEILTKKDREPNRDWLVNSL
                     
GYIKTARARDKLRHWFRQQDRSKNLEVGRELLNKELSRLAIHPKSIDLNDYSSHFNVK
                     
TGDDILVSLVSGDISLHALINQINRQMHLDQDEPELVLKPTLNPRASHTLSAHGILID
                     
GLDNVELHIAQCCQPVHGESIAGYITLNRGVSIHKVLCSDYQRMIKQEPERAVEADWE
                     
MQPTRGQSVQIVVEAYDRRGLLKDLTQVIFSDQINIRQVNTISEADGIANMKLLIEVK
                     GLAQLSRLLARLEQQPGIISARRMIQGV"
     gene            complement(310416..311189)
                     /locus_tag="DSM_01485"
     CDS             complement(310416..311189)
                     /locus_tag="DSM_01485"
                     /EC_number="1.1.1.51"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P19871"
                     /codon_start=1
                     /transl_table=11
                     /product="3-beta-hydroxysteroid dehydrogenase"
                     
/translation="MKHSILISGAAQGIGAEIARVFYQRGYKVGIYDINESLAQNLAQ
                     
ELGPNACAGYLDVSDYSQWQHILKEFTDWAGELNILVNNAGILYSGAFENIDIKSHQR
                     
TININVNGVINGCHAALPYLKQASFARVINLSSASAIYGQADLISYSASKFAVRGITE
                     
GLDVEWKKYGIRVLDVMPLFVQTAMVNNMDAGSIQNMGVDLTPNDIAQQVLSLVEKKA
                     HFWTPTHTPVGIKTKLLYQLSTISPQFLNRLTNIYLSRK"
     gene            311301..312107
                     /gene="mazG"
                     /locus_tag="DSM_01486"
     CDS             311301..312107
                     /gene="mazG"
                     /locus_tag="DSM_01486"
                     /EC_number="3.6.1.8"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AEY3"



                     /codon_start=1
                     /transl_table=11
                     /product="Nucleoside triphosphate 
pyrophosphohydrolase"
                     
/translation="MDKLLKIMQELREKCPWDQEQTPMSLTKYAIEEAYEVEAAIRQG
                     
DINEIRNELGDLLLQVVFQSQMFSEQGAFNFQDVVEAISEKLVRRHPHVFQADQFNNL
                     
TPEQVSELWKQIKQQEKQGKPQSRLDEIKHGPALSQAQEIQKNVAKVGFDFETVEDAY
                     
TKLEEELDEFKQALKNQNSDEIQDEFGDCLFSLVNVGRKLGISSESSLLSTIHKFRSR
                     FAFIEEQAIKQQRTLEDMTLSEMDELWNQAKRQLKSGEKPHAIQHEILEK"
     gene            312076..312486
                     /locus_tag="DSM_01487"
     CDS             312076..312486
                     /locus_tag="DSM_01487"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q57134"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQYSMRFWKNKYFILIMLCLGVVSPSVYAQSFDQNFQEWKAKQQ
                     
MYDQKLKITKSSHSNGSKISQTKNFNDFTGQIHLNQANVNEFQQLKGVGEKKAQAIVE
                     YRQKNGSFKNIDEIKNVKGIGPAIFEKNKSRLAL"
     gene            312611..314074
                     /gene="pcnB"
                     /locus_tag="DSM_01488"
     CDS             312611..314074
                     /gene="pcnB"
                     /locus_tag="DSM_01488"
                     /EC_number="2.7.7.19"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABF1"
                     /codon_start=1
                     /transl_table=11
                     /product="Poly(A) polymerase I"
                     
/translation="MQTLRASKCGLSTAQLPSSILDVIDSLTKAGYEAYIVGGGVRDL
                     
MLGLNPKDFDAVTNATPSQIKEVFGRRCRIIGRRFELAHVYSGRELIEVATFRAPPKK
                     
AVTSASGMILRDNNWGTIEQDFARRDFSINTLYYQPRKGIVLDFCKAIDDVKSKTLRL
                     
LGDPVQRFEEDPVRMLRTLRFAAKLNFKIDPAILDIFDVEMTQLLRDVSPHRLYDESQ
                     
KLFTMGHLARVLPMLIDFGVWKQLFADIRPDLTPFIQRAAKNTDQRIQVGKTINPAFF
                     
YAVLLWQPFLERCDFYLSKGVVPAEARAQAGLDVLKRQATRTVIPRFAETFIREVWEM
                     
QTRLLNPKPQQIEALASHARFRAGFDFLLLREKSGDDTTQGMGSWWEAYQEMSNDEKE
                     
AAISQYNRQKAKSRRKVAAEPVESNKVDTEIEPLVDVPEPRSRRGKKERARQEQSIDR



                     FIEKSSAAQTNVMSDHPILKRKRVQRDLSQVIFGPTQ"
     gene            314071..314553
                     /gene="folK"
                     /locus_tag="DSM_01489"
     CDS             314071..314553
                     /gene="folK"
                     /locus_tag="DSM_01489"
                     /EC_number="2.7.6.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P43777"
                     /codon_start=1
                     /transl_table=11
                     /product="2-amino-4-hydroxy-6-
                     hydroxymethyldihydropteridine pyrophosphokinase"
                     
/translation="MTVTTYIGLGSNLGDSRQMLSEAIAKLKSLGEVKVSKLYQSPPM
                     
GPQDQPNYLNAVAQLKTELLPLELLDQLQRFEQEAGRVRLRHWGERTLDLDLLIYGNE
                     
KIQNERLTVPHVGILQRDFVVIPLLDLDADLHINDQPLKNLELIQQPTLTVLADESWA
                     "
     gene            314599..315408
                     /gene="panB"
                     /locus_tag="DSM_01490"
     CDS             314599..315408
                     /gene="panB"
                     /locus_tag="DSM_01490"
                     /EC_number="2.1.2.11"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P31057"
                     /codon_start=1
                     /transl_table=11
                     /product="3-methyl-2-oxobutanoate
                     hydroxymethyltransferase"
                     
/translation="MISLSDLRKFKAEGRKFSCLTCYDASMAKAMELAEIDTILIGDS
                     
LGMAIQGRDSTLPVTVEDMAYHTAAVRRGNQHALIMTDLPFMSYATLNDALQNAKTVM
                     
QAGAQMIKIEGGAWLSETVQVLTRNGVPVCVHLGLTPQSVHVFGGYKLQARTREAADQ
                     
LIADCTAVVEAGAAVLLLECVPAQLGQEIAELFPNTPVIGIGAGNATDGQVLVVQDML
                     GLTFGRVARFVRNFMKEQSGETAILDAFKAFHAAVQDQSFPAKEHTFQVEL"
     gene            315412..316260
                     /gene="panC"
                     /locus_tag="DSM_01491"
     CDS             315412..316260
                     /gene="panC"
                     /locus_tag="DSM_01491"
                     /EC_number="6.3.2.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9X0G6"
                     /codon_start=1
                     /transl_table=11
                     /product="Pantothenate synthetase"



                     
/translation="MKTETTIQGLAASLNPARAARKIIGFVPTMGNLHEGHLTLVREA
                     
KKLCDVVVVSIFVNPTQFGPGEDFDNYPRTLEQDSRLLADVGCDIIFAPSVEQMYGTQ
                     
PRLTNISVSQITDDLCGSSRPGHFDGVALVVTKLFNIVQPNYAFFGQKDYQQLAVIRQ
                     
FVQDLNIPLEVIGVPIVRAEDGLALSSRNGYLTPEQRQVAPVIYQGLKQAEEQLHQGK
                     
DLQQVLADLKTLLTDNGFVVDYVEARQPNLLAASQFDRDIVLFVAAKLGGTRLIDNLQ
                     VAFTPQ"
     gene            316283..317134
                     /gene="rapZ"
                     /locus_tag="DSM_01492"
     CDS             316283..317134
                     /gene="rapZ"
                     /locus_tag="DSM_01492"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A894"
                     /codon_start=1
                     /transl_table=11
                     /product="RNase adapter protein RapZ"
                     
/translation="MKRILIVTGQSGSGKSSALQVLEDLGYYCIDNLPLALLPEIVAK
                     
LDHENNLEQLALGVDVRSTRADMQEFDHVFEQLQKHGTVDVIYLTTQDQDLIARFSAS
                     
RRPHPLANRFKSLLQCIHEEKQLLIPIQFRATVHIDTTDKSVHDLKHILLSKLGQSDN
                     
LIVILQSFGYKHGIPLDADYVFDVRHLPNPHWDLELRRFSGLDEPVKQFLEASPQANE
                     
MFEDILHFLKKWLPAFAEGHRHYMTISIGCTGGQHRSVYMVDRLKQALEAEWSVQVLH
                     REMKHWS"
     gene            317089..317400
                     /gene="ptsO"
                     /locus_tag="DSM_01493"
     CDS             317089..317400
                     /gene="ptsO"
                     /locus_tag="DSM_01493"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A9N0"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphocarrier protein NPr"
                     
/translation="MVCSGLTQRNEALVMIDTTVDVINKLGLHARASGKLIEVTTKFR
                     
SSIQIGKGDHLVDAKNIMSLLMLGAGKGTTLRLVIDGTDEEQALNEVQALFAAKFYEA
                     D"
     gene            317403..317939
                     /locus_tag="DSM_01494"
     CDS             317403..317939
                     /locus_tag="DSM_01494"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q87WS9"



                     /note="UPF0307 protein PSPTO_4464"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MARRPKRYTEEDFDSLEGRASKTEQKKAVQRMAALGEQLAQLSI
                     
KQIQKLPVDERLIDALLEVQNISSFEARRRQFQRVGKLLRNEDETVILSYLTPQQGAK
                     
KQAQLMRWVDRMIEQGDPAINEFSKIYNASERHTLRQHVLRINRDKTQQVAEADLEAT
                     KMKFINYVQQVALLSDQG"
     gene            complement(318000..319628)
                     /locus_tag="DSM_01495"
     CDS             complement(318000..319628)
                     /locus_tag="DSM_01495"
                     /EC_number="6.2.1.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q5SKN9"
                     /codon_start=1
                     /transl_table=11
                     /product="Long-chain-fatty-acid--CoA ligase"
                     
/translation="MVSAYNELPRTPANFVALSPLRYLERAAYIYPDQASIIHGNRQI
                     
SWKQTYQRCRQFASQLQQLGIVKNDTVSVLLPNVPAMIEAHFAVPMAGAVLNTLNTRL
                     
DAKTIAFMLEHAETKVLLVDPEFVNLAREALSLIPNQHIIVIDVADEEYEGENQFLGS
                     
FEYEEWLAQGDANFEWQLPEDEWDAISLNYTSGTTGNPKGVVYHHRGAYLNAASNILA
                     
CGMKPRAVYLWTLPLFHCNGWCFAWSITASGGTNICLRKVDPELVMQLIAKHKVDYFC
                     
GAPIVLSMIINLPKEKQPSIEHHVEVMVAGAAPPVAVIEGMRNIGINVNHVYGLTETY
                     
GPSALCASQAGWSDLSITEQAQLHSRQGVPYPLQDSMRVLNPETMQPVPNDGETMGEI
                     
MFRGNIVMKGYLKNPKATEEAFAGGWFHTGDLAVCHPDGYAKITDRSKDIIISGGENI
                     
SSLEVEDVLYKHPAVLTAAVVAKPDERWQEVPCAFIELKTGASVTPEEIIEHCQKELA
                     RFKVPKDVVITEIPKTSTGKLQKFILREWAKERA"
     gene            320040..321962
                     /gene="thrS"
                     /locus_tag="DSM_01496"
     CDS             320040..321962
                     /gene="thrS"
                     /locus_tag="DSM_01496"
                     /EC_number="6.1.1.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A8M3"
                     /codon_start=1
                     /transl_table=11
                     /product="Threonine--tRNA ligase"
                     
/translation="MPIITLPNGDQKSFDHPVSVMEVAQSIGPGLAKNTVAGRVNDRL



                     
VDACDLITEDSTLQIITPKDEEGLEIIRHSCAHLVGHAVKQLFPEAKMVIGPVIEEGF
                     
YYDIWMPRPFTLDDMAAIEERMKKLIDQDYDVIKKMTPRDEVIRVFTDRGEEYKLRLV
                     
EDMPEEKAMGLYYHQEYVDMCRGPHVPNTKFLKSFKLTKISGAYWRGDAKNEQLQRIY
                     
GTAWADKKQLAAYIKRIEEAEKRDHRKIGKALDLFHMQEEAPGMVFWHANGWTIYQVL
                     
EQYMRKVQQDNGYQEIKTPQIVDFTLWEKSGHAANYAENMFTTHSESRNYAVKPMNCP
                     
CHVQVFNQGLKSYRDLPIRLAEFGSCHRNEPSGSLHGIMRVRGFTQDDAHIFCTKEQI
                     
GKEVADFIKLTLDVYKDFGFEEVQMKLSTRPEKRVGDDALWDLAEKSLADALDAAGLE
                     
WELQPGEGAFYGPKIEFSLKDCLGRVWQCGTIQCDFNLPVRLDASYVTEENERDQPVM
                     
LHRAILGSFERFIGILIEHYAGFMPPWLSPVQACVMNITDSQAEASEQVVAKLKENGL
                     
RAISDLRNEKIGFKIRERTLERIPYLLVLGDREVEEGTVNVRTRSGKNLGTMSVDAFI
                     DLVKSAVAERGRYIVE"
     gene            322199..322519
                     /gene="infC"
                     /locus_tag="DSM_01497"
     CDS             322199..322519
                     /gene="infC"
                     /locus_tag="DSM_01497"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A707"
                     /codon_start=1
                     /transl_table=11
                     /product="Translation initiation factor IF-3"
                     
/translation="MFDLKQKQKDAKKKQHQVQVKEIKLRPATDVGDYQVKLRAILKF
                     
LEEGNKVKITLRFRGREMAHQQLGLAQLQKIEADVAELGVVEQAPKMEGRQMGMLLGP
                     KKKK"
     gene            322725..323345
                     /gene="yfcG_2"
                     /locus_tag="DSM_01498"
     CDS             322725..323345
                     /gene="yfcG_2"
                     /locus_tag="DSM_01498"
                     /EC_number="1.8.4.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77526"
                     /codon_start=1
                     /transl_table=11
                     /product="Disulfide-bond oxidoreductase YfcG"
                     
/translation="MIDLYYWGTPNGHKITIALEEMGLDYTLYPINILENDQFQPDFL
                     
KISPNNKIPAIVDQDGPRGEPISVFESGAILQYLGRKTGLFYPTDEQERVEVEQWLMW
                     
QMGGLGPMLGQNHHFNRFAPEKIPYAIDRYVNETKRLYGVLNKQLIGQKFVAGEYSIA



                     DMAILPWILRYEWQGIQLEDYPYVQEYIVRLTARPAVQKALSIKVI"
     gene            323398..323826
                     /gene="yqaA"
                     /locus_tag="DSM_01499"
     CDS             323398..323826
                     /gene="yqaA"
                     /locus_tag="DSM_01499"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ADR0"
                     /codon_start=1
                     /transl_table=11
                     /product="Inner membrane protein YqaA"
                     
/translation="MLSYFLLFLSAFGAATLLPLQSEAVLATLLLKGEHSAFLLILIA
                     
TFGNVLGSCINWWLGLKIEQFKHKKWFPVSEKRLEQAQRFYHKYGFYSLLLSWTPVIG
                     DPITLVAGLFKENFWRFLFMVLIAKAGRYIFIYWVITGFI"
     gene            complement(323866..325116)
                     /gene="entS"
                     /locus_tag="DSM_01500"
     CDS             complement(323866..325116)
                     /gene="entS"
                     /locus_tag="DSM_01500"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P24077"
                     /codon_start=1
                     /transl_table=11
                     /product="Enterobactin exporter EntS"
                     
/translation="MQKHDAFAALRYRDFSIVTINQFCLTLAILIQEIIVAYSLYQIT
                     
KDPLTLGLIGLAEAIPFIALSLWGGYFADKFNKQVIMKICLFFSVPLPLVLWLLFHLH
                     
GLGHISVNFLSWGIYAVIFGLGTIRGFYNPSATSLKPFLIPRELYANGATWTTIGWQS
                     
GVIIGPMLGGFMLAYLGRETSLFSVAGLLSICFILINLLHKRSFPKIETANVIESLGD
                     
GFRFIWKTKIVLWAISLDLASVLFGGVIALLPIFAEDILKVGPEGLGYLRAAPSIGAL
                     
ITMIALTRFPPTQHAWRNMLLAVAGFGVFTILFAFSNNMWLSLFALAMTGACDSISVV
                     
VRQTILQIFPPENMRGRVAAVNGMFVSSSNELGAFESGLAAKYLGTIAATIFGGCMTL
                     AVVTFCWLKTNDLFKVDITKSSED"
     gene            325365..325559
                     /gene="rpmI"
                     /locus_tag="DSM_01501"
     CDS             325365..325559
                     /gene="rpmI"
                     /locus_tag="DSM_01501"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7Q1"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L35"



                     
/translation="MAKLKTRRGAAKRFKATANGFKRKQAFKRHILTKKSAKRIRQLR
                     GCVMVHVSDVASVRRMCPYI"
     gene            325571..325930
                     /gene="rplT"
                     /locus_tag="DSM_01502"
     CDS             325571..325930
                     /gene="rplT"
                     /locus_tag="DSM_01502"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7L3"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L20"
                     
/translation="MARVKRGVVAHRRHKKILARAKGYYGARSRVYRVAFQAVIKAGQ
                     
YAYRDRRQKKRQFRALWIARINAGARQNGLSYSRMIDGLKKAQVIIDRRVLADIAMHD
                     AVAFAALAEKAKGALAA"
     gene            326021..326578
                     /locus_tag="DSM_01503"
     CDS             326021..326578
                     /locus_tag="DSM_01503"
                     /EC_number="3.2.2.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:B2J4E5"
                     /codon_start=1
                     /transl_table=11
                     /product="N-glycosidase"
                     
/translation="MKDEKFLNDLIQKIQQGHQFKYLYFWGHTPKKANLIDKSCFSQW
                     
FPAQFNVEGIEYFTAEHYMMAQKAKLFNDKEIFAQILQVKHPNEAKQLGRKVRNYDEQ
                     
IWREKRFDIVVQANFAKFSQHPELKKFLLATRERILVEASPVDKIWGVGMAQDHPHIQ
                     DPSLWQGLNLLGFALIHVRELLLTE"
     gene            326637..327140
                     /locus_tag="DSM_01504"
     CDS             326637..327140
                     /locus_tag="DSM_01504"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKLLNDTDIRIASFKDALSIAEVHVQSWKETYTGMIKQEILNKL
                     
NVLDKQQLWKEISRSPDHKLFIYTENGVVKGFLDGYLNPENNIAEIRAFYLLGEIQRK
                     
GVGRALFQKFYQCALNQGYAFIRLEVFNKNPSRFFYEKMGAKLTGEAELPEFGLGITE
                     LFYEWEL"
     gene            complement(327147..328148)
                     /locus_tag="DSM_01505"
     CDS             complement(327147..328148)
                     /locus_tag="DSM_01505"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MALNQIWKQQLTLVTYGNEYLRQNLSFSQWRQHHIFDQHSFQFR
                     
DLISQHLLAQHFQVWLEALKKQGTTQISLHLSTILNEEQNPNSNVELLPYAHFIVSHQ
                     
NNKKIAWIFGHELAEWYSSDNEFEPPLTQRSDLRLETFWRFELNEKLSKKVEADLKAP
                     
QWDEISDFMETELFRSKYAAGFEEPEFQKKYFDGSTHQISVEHQPTLALIPESYPADC
                     
AHQLLYRTQALSDYLEQKKRTANDPLGEDLDQEQIINLRNFTHKTDDLFAKLIVKAAN
                     
HYQTAQLKPVEKPSPFDATNESAAHLKAPHHKAGGTGVIKLIVLTIIICALAYYFGL"
     gene            328306..329286
                     /gene="pheS"
                     /locus_tag="DSM_01506"
     CDS             328306..329286
                     /gene="pheS"
                     /locus_tag="DSM_01506"
                     /EC_number="6.1.1.20"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P08312"
                     /codon_start=1
                     /transl_table=11
                     /product="Phenylalanine--tRNA ligase alpha subunit"
                     
/translation="MSLEALTTEALAAIAAAQDLVALDQVRVQFTGKKSQLAEQSKAL
                     
GKMDPEERKVQGAAIHAVRETINNALTERQTALQQAALAQKLASETIDITLPGRGQRI
                     
GTVHPVTQVQERICQFFTKAGFTVATGPEVEDDYHNFEALNIPGHHPARAMHDTFYFD
                     
ANHLLRTHTSGVQIRTMETSQPPIRIVCPGRVYRCDSDQTHSPMFHQIEGLYVAENTS
                     
FAELKGLLINLLNEFFEKDLKVRFRPSYFPFTEPSAEVDIMDERGRWLEVLGCGMVHP
                     NVLRAAGIDPDKYKGFAFGLGVERFAMLRYGINDLRMFYQNDVRFLRQFA"
     gene            329320..331701
                     /gene="pheT"
                     /locus_tag="DSM_01507"
     CDS             329320..331701
                     /gene="pheT"
                     /locus_tag="DSM_01507"
                     /EC_number="6.1.1.20"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P07395"
                     /codon_start=1
                     /transl_table=11
                     /product="Phenylalanine--tRNA ligase beta subunit"
                     
/translation="MKISENWLRTWVNPAIDSDTLSDQLTMLGLEVDELASVAKPFTG
                     
VVVGEVLTVEQHPDADRLRVTTVNIGSGEPLQIVCGAPNVRAGMKAPVATIGAVLPGD



                     
FKIKKGKLRGVESQGMLCGASEIDLEDKIDGLLELPADAPVGVNIREYLKLDDNVIDI
                     
SITPNRGDCFSIRGIAREVAVINQLQMNEPEIKSVDATITDEKKVVINTDGAPRYLGR
                     
VIKNVNVKAATPEWMEQALARSGIRTHSILVDVTNYVLMELGQPMHAFDLAKIEGTVH
                     
VRQAKPQEKLQLLNDQEVELQEDVMVIADDQKALAIAGIMGGLASSVTDDTTDIFLES
                     
AFFAPLAIAGRARRFGLHTDSSQRYERGVDFELPVIAMNRASQLIQELAGGEFGPITV
                     
AEKSDLLPKREAIELKQAQVDQLLGYKVAAEFITDALTRLGCEVTVQANGEWSVVPPS
                     
HRYDMAIYQDLIEEVARIDGYDNIQISLPSMDVQLAKYQDRFEIAQLRQTVATLGYQE
                     
AISFSFADAKLEKQLNPQVSPLMLANPISSDLAAMRSTLLSSLIPCVQYNLNRQQSRV
                     
RFFELGLRFDYQNANSIQDLKQIPTLALVAVGSREPESWHAKPQPMDFFDFKGEVEEI
                     
LAAGRVKVEYVRSERPWLHPGQSAEILVDGQSIGYLGRLHPSLENELDLSTTWVAELD
                     
QAAVLQSYVSNFTELSRFPSVRRDIALLISDNINVRDIQQLIEKTGGELLDSTWLFDV
                     
YTGQGVEEGKRSLAFALLWQHPSRTLEDAEIKSGMDNIIQVLENTYQATLRAS"
     gene            331698..331994
                     /gene="ihfA"
                     /locus_tag="DSM_01508"
     CDS             331698..331994
                     /gene="ihfA"
                     /locus_tag="DSM_01508"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q51472"
                     /codon_start=1
                     /transl_table=11
                     /product="Integration host factor subunit alpha"
                     
/translation="MTALTKADMADHLSELTSLNRREAKQMVELFFDEISQALIAGEQ
                     
VKLSGFGNFELRDKRERPGRNPKTGEEIPISARRVVTFRAGQKFRQRVGNEQID"
     gene            complement(332165..332410)
                     /locus_tag="DSM_01509"
     CDS             complement(332165..332410)
                     /locus_tag="DSM_01509"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLFKKFAVAAAVAATLAFVGCSKKEEAPAAGAASEAVAAASEAT
                     AAASEAAVAVDAAASETAAAASDVAAAASDVAASAAH"
     gene            complement(332825..334093)
                     /gene="rho"
                     /locus_tag="DSM_01510"
     CDS             complement(332825..334093)
                     /gene="rho"



                     /locus_tag="DSM_01510"
                     /EC_number="3.6.4.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AG30"
                     /codon_start=1
                     /transl_table=11
                     /product="Transcription termination factor Rho"
                     
/translation="MNLTELKKKPIGELIKIAEFMGLEGMARNRKQDIIFAILKRHAM
                     
NGEEIFGDGVLEILSDGFGFLRSAAGSYLAGPDDIYVSPSQIRRFNLRTGDTITGTIR
                     
PPKEGERYFALLKVNQINYDTPENSRNKILFENLTPLFPTEQLVMELGNGTTEDLTAR
                     
VVDLVAPIGKGQRSIIVAPPKAGKTMLLQNIAQSIVRNNPEVFLIVLLIDERPEEVTE
                     
MERTVRGEVVASTFDEAPARHVQVAEMVIEKAKRLVEHKKDVVILLDSITRLARAYNT
                     
VIPSSGKVLTGGVDAHALERPKRFFGAARNIEEGGSLTIISTALIETGSKMDDVIYEE
                     
FKGTGNQEITLDRRIAEKRVFPAMNIKKSGTRREERLMDEDKLRKVWILRKLLHPMDE
                     LAAMEFLLDRMKETKTNDDFFDQMKRKAST"
     gene            complement(334415..334741)
                     /locus_tag="DSM_01511"
     CDS             complement(334415..334741)
                     /locus_tag="DSM_01511"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P07887"
                     /codon_start=1
                     /transl_table=11
                     /product="Thioredoxin C-2"
                     
/translation="MSATIVNTTDDNFQADVLDAETPVLVDFWAGWCAPCKAIAPVLE
                     
DLSSEYAGKVKIVKVDVTSCEETAVKYNIRNIPALLLFKNGEVVAQQIGAVPRSKLVS
                     FIDENV"
     gene            335021..336541
                     /gene="ppx"
                     /locus_tag="DSM_01512"
     CDS             335021..336541
                     /gene="ppx"
                     /locus_tag="DSM_01512"
                     /EC_number="3.6.1.11"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9S605"
                     /codon_start=1
                     /transl_table=11
                     /product="Exopolyphosphatase"
                     
/translation="MSDFLIDEELLAAIDMGSNSFHLAIARVDHGEVKKVASMSEKVQ
                     
LAAGLDENKNLTEAAQQRGLACLARFVGRLGSVQPNRLRIVATNALRQAKNGHEFIQK
                     
AAEILPKPIEIIAGREEARLIYLGVSHTMANGGRRLVVDIGGGSTEFIIGEEFEPIYT



                     
ESLQMGCVAYTKAYFADGEITQKAFDKAVVAARKELSAIATTYKMEGWDTVVGSSGTI
                     
KACRQIMVNMGLSDEQENVTREGLHKLKDKLLKFKNISEIDFEGLREDRRAVLPAGLA
                     
ILYAVFEVLEIERLAYSDGALREGVMYDLLGRFKHEDIRDRSVQALMGRYNADPKQAE
                     
RVVNTAQHLFDSVAKPLNLTSEDSDLLRRAAYLHEIGLAISHGGYHRHGAYLLQHSDI
                     
PGFSQIDQNHLSHLVAHHRRKLRNDVKNEVLKAGGHKLVYLSLLLRLAVLLNHSRSDQ
                     
MLPAIELTIINDQQWQLSVSGDAKQWPLLVADLHDEQEQFKHWDIELNIQSEKFID"
     gene            336560..337381
                     /gene="accA"
                     /locus_tag="DSM_01513"
     CDS             336560..337381
                     /gene="accA"
                     /locus_tag="DSM_01513"
                     /EC_number="6.4.1.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABD5"
                     /codon_start=1
                     /transl_table=11
                     /product="Acetyl-coenzyme A carboxylase carboxyl
                     transferase subunit alpha"
                     
/translation="MKKATQSKAWTTVQIARHPERPQFLDYVGEIFTEFDALHGDRLF
                     
GDDGAMVGGLARFDGQPVMVIGQHRGRSTREKLKHNFGMCNPEGYRKSQRLLDMAERF
                     
NLPVFTFIDTMGAYPGVGAEERGQAEAIATSLAQLSSLKVPVIATVLGEGGSGGALGI
                     
GVADRVIMLSHSIYSVISPEGCASILWKTAEKAAQASEALGLTADKLQSLGIVEYVVD
                     
EGEGAHLDPERVMQNLKVVLKQALDELLPMDANERCEARYQRLMKFGSENLGMAS"
     gene            337438..338721
                     /gene="tilS"
                     /locus_tag="DSM_01514"
     CDS             337438..338721
                     /gene="tilS"
                     /locus_tag="DSM_01514"
                     /EC_number="6.3.4.19"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P52097"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA(Ile)-lysidine synthase"
                     
/translation="MDSMLLLHLMAQIFPQKIRAIYIDHQLQDQSAEWAEVVATQATI
                     
LNIPYIIQKVQIANGNLEAQARQARYQAYQQHLQENEILLLAHHQQDQAETVILRLLS
                     
GAGVDGLAAMQAIDYRKDMTIWRPFLDLTREQIALWTAQLEVKYIDDPMNYDNHYDRV
                     
WCREALWPFLTSRFPKMQQALSRTSYLMQDASEILEEVLKDDWQYSGSADYLDLTKLS



                     
ELSFARQRQLLSAWMKGQGQYRPAFEMVERLRAEVIESKSDAQAALHWNQFYYVRYQN
                     
ILYRLSKQIYFAETLNPVDAELEHSFKLEERWQGAAGLFHVECKKIGLSHSLLNKKLK
                     
IIRRQGGEKIHLYGRVGQWPLKKAIQEAHILPWLRHTIQILVLDNVMLGVFTPKGFWL
                     AQSPYCEEGGWQPDLISHSCNLVNGEYSYGNSSEL"
     gene            338699..339529
                     /gene="proC_1"
                     /locus_tag="DSM_01515"
     CDS             338699..339529
                     /gene="proC_1"
                     /locus_tag="DSM_01515"
                     /EC_number="1.5.1.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P22008"
                     /codon_start=1
                     /transl_table=11
                     /product="Pyrroline-5-carboxylate reductase"
                     
/translation="MATAVNCNICFIGGGNMAQALIGGLISRGLPPTRITVSDPVEQI
                     
RQLLQEKEVHVTQDNTAAIQNADVVVLAVKPQVLANVLRPLKGLLSDKLVISIIAGAE
                     
IKTISNLIDSERIVRVMPNTPALVQTGAHGIYATDVVGASDRELTSQILAATGLTIWV
                     
NSEAQIDAVTAVSGSGPAYFFYLMESMIRAGKNLGLDEKVATALTLQTALGAAQMAIT
                     
SSNTPSELRKNVTSPNGTTQAALEVFDRAQISQNIQSALAAAQKRSQELAQELSDSAK
                     "
     gene            339551..340120
                     /locus_tag="DSM_01516"
     CDS             339551..340120
                     /locus_tag="DSM_01516"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MGANSALIFGILINVAILLVFFRFLMQLAAVSPYNPVVLSTVKA
                     
TKIVDIFGRIFPTVAKGRFNLAALVLLIILYLLKIFGVMYLSGSMPNSPVHLVILTFV
                     
TMIQDLIRFCRYLIFATIILSWVVMFTQSRSPYIEVIQDLAEPLLAPFRRLLPNMGMI
                     DLSPILAFLALYIAEILMNEVAKVLLTGL"
     gene            complement(340181..342952)
                     /gene="polA"
                     /locus_tag="DSM_01517"
     CDS             complement(340181..342952)
                     /gene="polA"
                     /locus_tag="DSM_01517"
                     /EC_number="2.7.7.7"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P00582"
                     /codon_start=1



                     /transl_table=11
                     /product="DNA polymerase I"
                     
/translation="MPPFVLVDGSYFLFRAYHALPPLTTSTGLHTNAIRGAISAIQKL
                     
MRRMQPTHMAVIFDTPEPTFRHKLSPIYKGDRPTMPEELSQQIPYLHALIKAQGIPLY
                     
SLPGAEADDIIGTLAKRAVKEGHHVLISTGDKDMAQLVNDYVKLEDSFKDRVLDTESV
                     
FEKFGVWPNQIIDYLTLMGDASDGIMGVPGVGAKTAAKLLTEYGTLDNIIANVDQLKG
                     
KLSQNIKDNLDNIKLDHQLASIVCDLPLELDWHELKLTDPNVDALRNLYTELEFRNQL
                     
QSLDHPNNPNNSSYKQQASQTIVQNEVKPAQTIETEDQASLTSQDDQLGTANYHTVLT
                     
QEAWDQLWQRMQNADHFAIDTETTSLDYRIAEMVGFSIAFDAKDAYYIPLAHNYENAP
                     
QQLNREQVLAQIKPVLENEAVKKIGHHLKYDAHIFANHGIELKGWYFDSMLASYVLNA
                     
AATRHGMDDVARVYLSHLTTTFEQIAGKGAKQKTFNQIEIEVAAHYAAEDAHVTYRLY
                     
EVLSNKLKAHPELENILYNIEMPVARILSGMEEDGIRLDHAFLDKLSVEFAKTMEDLE
                     
NQAMEIAGETFNIASPKQVGEILFDKLGIKGGKKTATGQYSTSESVLEKIEHPLTEII
                     
LEHRGLAKLKSTYTDRLIEQSHNDTHRVHTSYHQALTATGRLSSSDPNLQNIPIRRQI
                     
GRQIRKAFIAPEGRVLLAADYSQIELRLMAHFSQDDALVHAFQHGQDVHRRTAAEVLG
                     
IAIEDVTNDQRRQAKAVNFGLLYGMSEFGLIRQLGFTREESQNYIKQYFQRYPGIYEY
                     
MQRTRQVASEQGFVETILGRRLYTPDIDARNVMVRKAAERAAINAPLQGSAADIIKLA
                     
MIEVDKILPKDQAKLLLQVHDELVFEVDSNIADELSKQIADVMQSVLEISVPLVVEVG
                     QGKNWDDAH"
     gene            343107..345908
                     /locus_tag="DSM_01518"
     CDS             343107..345908
                     /locus_tag="DSM_01518"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MYKKDKQGMIIVLIALTLFLAISIGFKFQSAVVALSIALTVILV
                     
QSLSSLHQRLTHLEQQFSHQTTPLYSIHIQRTVIYTAALVALVAYINHWMWIAGGALL
                     
VLLLCLIQTISAFHTRLLFLETAKQTVNESIHTEVITPVLEQVDPNNITEPALPETTA
                     
LNQEEQIVRTQTTAWWQPAVDWMIHGNPILRVAVAVLMVGVVLLLRFASEHWQLSLGV
                     
KLGFIAIAGGVLTAFGYTLQKKNQLFAVALQGVGLAVVFLTLVFSHHFGVITSLTTAS
                     
ILFTILLAITVFLSLKQQAIYLAILALGMAYAAPLVIPQYRPDVVFLFSYYLVINLAV



                     
AAVNFIQPWKILNQIAFFATMFIGGSAIAFYAEPAKFGTLDWILWLHIALFIWLSVRY
                     
SQNISRVSEHEKQEEIRLPPLLDVGLIFSVPVLGFTLHAYLVHESTQALTIGAVVLAG
                     
TYAVLTFWIKKTHPQLSVLAKSFFILAVAFFALIFPLAKGAHWTAIGWVAQGTALIVW
                     
GVTERYRLSRYIGVILVLLSSLALFYQVWANEEFPTLSTSIYAIAQFISAFYLLQYNS
                     
KEQRYFSASMFSGIFLCLGMYAGAVAGVEIMAWHQHALSPYLIFAVALIAIFSAIVHY
                     
KLRVQWQSLQLILISLLLLLVLGEAFMSQVFTLFKWVDSLQQTTFLVSTIILSGLFSM
                     
AQPQSSHLGYVRVWAGLSWLALAIVGVAIFPKMPIVALAFVPVIYSLWAYKTHKTTLL
                     
HQIPVWCLSLIWLLVVSVDVHSAEYLYFVPLINLTDFFSILVFAGLLFIIYQHAFDQD
                     
KSLEWTFKITTILVGLLVFSSVVVRGLHYYWAAPLWSASIWTNGVVQLSLTLLWVILA
                     
FILTTYSSRKMIRQLWFVGAALLGIVVLKLILLDLSQSATLTRVISFIGAGGVMLIIA
                     YLAPLPPSSSVQKNQEPKL"
     gene            complement(345898..346815)
                     /gene="mscS_1"
                     /locus_tag="DSM_01519"
     CDS             complement(345898..346815)
                     /gene="mscS_1"
                     /locus_tag="DSM_01519"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0C0S1"
                     /codon_start=1
                     /transl_table=11
                     /product="Small-conductance mechanosensitive 
channel"
                     
/translation="MADSSIPKDIADSLKSIFTNINTERISEILVGVVLCFIGFVLAR
                     
IISNTFIRTVGSRFNAHQRLVWRRGIFYFIFLLFIMTSLKEAGFKLSVFLGAAGILTV
                     
ALGFASQTSASNLISGLFLIGEGSFEVGDTIQITLIRGNTIEGEVISIDLLSVKLLTL
                     
DNVYIRLPNEQLIRAPVHNLSKYPIRRIPITLAINFHEDIIKVREVLLNVAANYPLVL
                     
DDPKPAVTVTAFRESSIELLFAMWCRQENSLKVRDEMQERIRNGFLDNQIEIPVPKMG
                     LIDRPSTAFAEDDIDQYSNQKELKREPKA"
     gene            complement(346825..347646)
                     /locus_tag="DSM_01520"
     CDS             complement(346825..347646)
                     /locus_tag="DSM_01520"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFENNEYQPHPQNSLKWWGEQHFEINQSKAWQFGSMLFRLTRGI



                     
KEWRIEYYRPTLQDDNEQDWHIITDANFGFPHSVQVERYMFRKTNPKFLLMPRLADRS
                     
VVIKPVDPIYIPAGQRGTLYISTPLWIAGLVESQHEPLFEIPVIQPKDTWFGPNAQQG
                     
EICYATSVDGRTDLNLLTPRAFRAVTPIDFHNTSNHQLRFDRMNVPVTALPLFYSEST
                     
GRLWTSQIKVYYEGSDRPARIRIENRTPPLAGEVTYVHPPRSPGGALFNMFDSFF"
     gene            347743..349233
                     /gene="epsE_2"
                     /locus_tag="DSM_01521"
     CDS             347743..349233
                     /gene="epsE_2"
                     /locus_tag="DSM_01521"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37093"
                     /codon_start=1
                     /transl_table=11
                     /product="Type II secretion system protein E"
                     
/translation="MQILKQIQVPYSFAKRHGVLFRYDGDQVFIVRRQNTEKIALQEA
                     
RRILGKPAHYQLCTEQEFNSLLSTSYAGDTGESQQVAAGLEDHPDLLSLADQVPETED
                     
LMDQEDDAPIVRLINALLSEAIRVGASDIHIEAFEKKLSVRLRVDGQLREIVQPRREL
                     
APLLVSRIKVMAKLDIAEKRVPQDGRISLRLAGREVDVRVSTLPSSHGERVVMRLLDK
                     
QAGRLNMTHLGLMANDYERLTQLVHRPHGIILVTGPTGSGKTTTLYAALSDLNDNTRN
                     
ILTAEDPIEYQLEGIGQTQVNTKVDMTFARALKAMLRQDPDVVMVGEIRDLETAEIAV
                     
QASLTGHLVLSTLHTNTAIGAVTRLKDMGIEPFLLSSSLIGVVAQRLVRTLCPHCMTW
                     
READTFEKQVFQHISHEPSLKLPEAQGCDQCSHLGFNGRTAIYEIVPIDEPMRRLIHG
                     NAAEFELENHARQYSGSIRDDGLRKVLSGKTTLEEVLRVTNEASEA"
     gene            complement(349288..349719)
                     /gene="ohrB_1"
                     /locus_tag="DSM_01522"
     CDS             complement(349288..349719)
                     /gene="ohrB_1"
                     /locus_tag="DSM_01522"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P80242"
                     /codon_start=1
                     /transl_table=11
                     /product="Organic hydroperoxide resistance protein 
OhrB"
                     
/translation="MSLEKVVYRAKAKATGGRDGRATSSDGVLDVQLGVPKEMGGAGG
                     
AVTNPEQLFAAGYSACFLGALKFVANRDKFNISKDAYVEGEVGIGPIPTGFSIEVTLN
                     VYLIGMDREEAEKLVAAAHIVCPYSNATRNNIDVTFNIVTE"
     gene            complement(349807..350244)
                     /gene="ohrR_1"



                     /locus_tag="DSM_01523"
     CDS             complement(349807..350244)
                     /gene="ohrR_1"
                     /locus_tag="DSM_01523"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O34777"
                     /codon_start=1
                     /transl_table=11
                     /product="Organic hydroperoxide resistance 
transcriptional
                     regulator"
                     
/translation="MDQDCQNLKLENQLCFLIYSTNLALNQLYRKLLTPLGITYPQYL
                     
VMLVLWEKDEITVSEIGSKLFLESSTLTPILKKLEALQLLNRTRSKEDERQVIITLSE
                     KGKKLKEQAVNIPTHILEASSCDTATLLGLKDQLTQLRTNIAK"
     gene            complement(350404..350781)
                     /locus_tag="DSM_01524"
     CDS             complement(350404..350781)
                     /locus_tag="DSM_01524"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MWKYLFSIFCLGANIHCYATDFGTTNNFVSPNLQLKQNVLPPTP
                     
KNIPLPAFGQRIIGWGTGAEGARQRLENIQPADVSMIKKQGTTLEMITAWQDFYEQEQ
                     QRNENNPTAKYRARLMKKIADLW"
     gene            complement(350796..351620)
                     /gene="nit1"
                     /locus_tag="DSM_01525"
     CDS             complement(350796..351620)
                     /gene="nit1"
                     /locus_tag="DSM_01525"
                     /EC_number="3.5.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0DP68"
                     /codon_start=1
                     /transl_table=11
                     /product="Deaminated glutathione amidase"
                     
/translation="MTLVSVVQMNSQDDIESNFQVIESLIQQSKAQNASLIVFPENFV
                     
CFAAGKQRETAEQFESIQQRLEKLAHQYQIWIVAGTLPCPFRPDGSIIQDGRVRTVSL
                     
CISPERTEARYDKIHLFDVQVGDAVGGYQESRFFEPGTDVVVTSTPFGNIGLMVCYDL
                     
RFPELALTLRQQGAHLLTAPAAFTYTTGQMHWQLLLQARAMDSQCYVLGAAQQGWHGE
                     
KRQTWGHAGATDSRGQVLSMIGYEGNGLITVPFDLAAQELVRTSMPLMMHRKLIHY"
     gene            complement(351647..352207)
                     /locus_tag="DSM_01526"
     CDS             complement(351647..352207)
                     /locus_tag="DSM_01526"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLIFLSFSENGIYMSTGHVEYASLNGTHIFRLIGEVRAHSCISL
                     
DKLLNRIEQQENVVGAIVDLTQTTFIDSTVLGILAKLGLKLKQTHHIQAVMLSTNPDI
                     
TTLANSMGLGQVFVILNYCGDPNVCTLTLTDEHITHNAMLRTVLDAHKTLMKLNANNQ
                     NMFEPLVKQLQKEQDTLEQVSDKQNA"
     gene            complement(352271..353239)
                     /gene="rsbP"
                     /locus_tag="DSM_01527"
     CDS             complement(352271..353239)
                     /gene="rsbP"
                     /locus_tag="DSM_01527"
                     /EC_number="3.1.3.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O07014"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphoserine phosphatase RsbP"
                     
/translation="MYFIKPTRSIPFVEQALEALPDLQVIHIDDLDLYDPTIIAIADV
                     
QDFLTYKWRLPTIVIAFEHEGSALAQAWEAGALAGWVWNQLPKDLNKALTRIDAQYKR
                     
NQDSRDLPSAAELQKRLLPNPIDLLNYEVETFFQPSAYLSGDWYDYWKLNDKEVLFYL
                     
ADVSGHGVTSSLLTSWMAAFHGRSKTPRQLIKKLNGMLVQENIEKHITIVVGILNLET
                     
HSLRWSSAGHYPPPIIFEPNQSPKILTTSSFPLGLTDELEVEEHVCTLNRHARFIICS
                     DGALEPFDGGLNDQFQQLVQHLQNQSFQAPDHVADDIAIFSLCRMN"
     gene            complement(353355..354254)
                     /gene="mlaA"
                     /locus_tag="DSM_01528"
     CDS             complement(353355..354254)
                     /gene="mlaA"
                     /locus_tag="DSM_01528"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P43262"
                     /codon_start=1
                     /transl_table=11
                     /product="putative phospholipid-binding lipoprotein 
MlaA"
                     
/translation="MNYSNLLLSSLLTVGLYTSAHAQENLTEESAASSEDVTSTQTQH
                     
SRPHLQIIKDLKGIKVKDLKINANAAQPDTVKDPLQSLNRPIYSFNDMLDRHVLRPVA
                     
VEYREKTPEDVRGSYRQFRKNLGEPWNAVNQLIQGRPGRAAKTLGRFTINTLTTLGLA
                     
DPASRLGLPPEEESFGVTLGYYGVPSGPFLMLPFFGPSTLRDGVGLAVDAQARPQKYI



                     
MDDQDGLYWSTNLLQAVDTRAQYLDLDQTIQGDQYAMIRDLYLQRKAFQIAEKKGDSA
                     DVSFIDDDESEDVPEDNTDKTEK"
ORIGIN      
        1 tcaagccgca cactaaattc gacgcagaag tatacgtact ttctaaagaa 
gaaggtggtc
       61 gtcacactcc attcttaaat ggttaccgtc cacagttcta cttccgtaca 
actgacgtaa
      121 ctggtgcaat ccagttgaaa gaaggcgttg aaatggtaat gccaggtgac 
aacgttgaaa
      181 tgtcagtaga attaatccac ccaatcgcaa tggacccagg tctacgtttt 
gcaatccgtg
      241 aaggtggtcg tactgtaggt gctggtgttg ttgctaaagt aactgcataa 
gcataatata
      301 gtgacgaatt acgtctcaag ttgagagctt tggctctcaa cttgctttat 
aggtcagtag
      361 ttcaattggt agagcgtcgg tctccaaaac cgaatgttgg gggttcgagt 
ccctcctgac
      421 ctgccatatt ttgaaataaa aagcttgatg ctggcttagt tgttcatata 
ataagtcgcg
      481 agttctacga cgagtacaaa aatgtcgaat gataaatcgc gtgacgcatt 
gagcgacgcg
      541 ccaattcctc aaagaaataa ttctgctgaa gttgttcgtt ctggttcgcc 
tttagatatc
      601 gttctatggg tgatagcaat tgcattattg ctctcggcta ccatggtgaa 
tcagcattta
      661 ccagcgtatt gggcccctgc aaatgatgtt tgggtgcgcg ttggggtaat 
ttttgcttgt
      721 atcgttgtgg ctttaggttt attatacgcc acccatcaag gtaaaggctt 
cgttcgtttg
      781 ctgaaagatg cacgagtcga attgcgtcga gtaacttggc caacaaaaca 
agaaacagtc
      841 acaacatcgt ggcaggttct attggttgta gttgttgcat cattagtttt 
atggtgtttt
      901 gactatggtt tgggttggtt aattaagttg attatcgggt aaaagagcta 
tgaaacgttg
      961 gtacattatt catgcctatt ctggttatga aaaacaagtg atgcgttcac 
ttaaagaacg
     1021 aatccagcgt agcgctgttg ccgatagctt tggtgatgtc cttgttccta 
ccgaagaagt
     1081 ggtagaaatg aaggatggta agaagcgtaa atctgagcgt aaattctttc 
ctggctatgt
     1141 gttagttgaa atggaaatga atgacgatac ttggcacatt gttaaagagt 
gtccaaaagt
     1201 attaggtttt attggtggta cacctgaaaa acctgcgcca atcactcaac 
gtgaagcaga
     1261 tgcgattctt gcgcgtgtac gtaatactgg tgaagcccca cgtcctaaga 
cgatgtttga
     1321 gccaggtgaa gaattacttg ttattgacgg tccattcaca gactttaaag 
gtgtggtgga
     1381 agaggttcaa tacgataagt cacgtttaac gttgacgatt aacgtgttta 
atcgaccaac
     1441 tcaggttgaa ctcgaatttc gccaagtcga aaaaacgatt taatcttaat 
tggttgaaaa



     1501 gcgcccgatt ttatcgggca ttgttgttgt aacagtattg ttacgtagaa 
attggggagc
     1561 ctaacggcgt ttgtacccag aggtatttaa aatggctaag aagattgacg 
gctatatcaa
     1621 gctgcaagtt ccagctggta aagcaaatcc atctccaccg attggtcctg 
cactaggtca
     1681 acgtggtgta aacatcatgg cgttctgtaa agaattcaat gctgctacac 
aaaaagttga
     1741 accaggtctt ccaatccctg tagtgattac tgtgtacaac gacaagtcgt 
tcacattcat
     1801 catgaaaact cctccagctt ctattcttct taagaaagct gctggtatcc 
aaaagggttc
     1861 atctgtacct aacaaaacta aagttggtaa gttgactcgt gctcaattag 
aagaaatcgc
     1921 gactactaaa gaaccagact taactggtgc tgacttagac gcgcgtgttc 
gtaccatcgc
     1981 tggttctgca cgttctatgg gcttggaagt ggagctataa gacatggcaa 
agttaactaa
     2041 acgtcaaaaa gccattgctg ctgctgttga agcgaacaaa gtttacactt 
tggaagaagc
     2101 agtacaggtt cttaacagct tgcctgctgc aaagttcaaa gaatctttag 
acatctctgt
     2161 aaaccttggc gtagatccac gtaaatctga tcaggttgtt cgtggtgcga 
ctacattacc
     2221 tgcaggtact ggtaaaactg tacgtgtagc tgtatttgct caaggcgcgc 
aagcagaagc
     2281 tgcgaaagaa gctggtgctg atgttgtagg ttttgatgac cttgctgaaa 
gcatccaagg
     2341 tggaaacctt gactttgatg ttgtaatcgc tgctcctgat gctatgcgtg 
ttgttggtaa
     2401 gctcggtaca attcttggtc cacgtggttt aatgccaaac cctaaagttg 
gtactgtaac
     2461 tcctgatgtt gctggcgctg ttaaaaacgc taaatctggt caggcacgtt 
accgtgtaga
     2521 caaagcgggt attattcacg ctgcgattgg tcaagttggc tttgatgctg 
ctgcaatccg
     2581 tcaaaacgtt gaaactttag ttgctgactt gaaaaagtta aaacctgcaa 
cttctaaagg
     2641 tgtatacatc aagaagatca ctttgagctc aactatgggt cctggtctta 
ctgttgatgt
     2701 aaacaacgtt tctaactaag ttttaacttg gttaagtaaa gaattttaaa 
gtcctgatga
     2761 ggattaagca taaaacagaa aagttatttc tgcttttgct tcggtagagt 
aaagctttat
     2821 ctattactta tcaggcggac tttgaattga taaatgagaa tttatcagcg 
tcaaagacct
     2881 caggcgaaaa gacgttattt tcgaatagcg attttcttaa taaaccagcc 
tgcgtagacg
     2941 cggtggtgtg atttgttcct cctccgcgtg taagtcgaaa gacttacgaa 
ctgggagtgt
     3001 gcccattggg tacataaatc accttaggag gttttacaat ggctcttctt 
attgaagaca
     3061 aaaaacagat cgttgcagaa gtaagtgaag ttgcttctaa agcgtttgca 
gccgttgttg



     3121 ctgactatca aggtttaagc gtagagcaat taacaacact tcgtgttgaa 
gctcgtaagt
     3181 taggtgtaac tacacgtatt gtacgtaaca ctttggctaa acgcgcattt 
caaggtactc
     3241 agtttgatat cttgaacgac aaccttgttg gtccaacaat tctaggtttt 
tcaacttctg
     3301 aagatgacat gggtgcagct gcacgcttgt tcgaagaatt tgctaaaact 
aacaaagcat
     3361 ttgaattaaa agctgctgca tttgacggca aagtttatca aggtgctgat 
gttagcgtta
     3421 ttgctaatct tccgaaccaa gagaaagcgc ttactatgct tgcctctgtc 
cttcaagctc
     3481 ctatttcgaa attgggtcgc ctcattacag cactcaaaga gaaaaacgag 
tcagaagctg
     3541 cttaatcaat tttacacacc attcaatatc catttggagt tattctcatg 
gctttaacta
     3601 acgaagaaat cttaaatgca gttgctgaaa aaactgttct tgaacttgtt 
gaattaattt
     3661 ctgctttcga agagaaattc aacgtatctg cagctgctgt agctgttgct 
gctccagctg
     3721 gtggcgctgc tgctgctgct gaagaacaat ctgaattcaa cgttgagttg 
acttctttcg
     3781 gtgctaacaa agtagctgta attaaagctg ttcgtgaagc aactggtctt 
ggtcttaaag
     3841 aagctaaaga cttagttgaa ggcgctcctc aagttcttaa agaaggcgtt 
tctaaagaag
     3901 aaggcgaaga acttaagaag aaacttgaag aagctggtgc tacagttaca 
cttaagtaat
     3961 tgtaaaagga gtcggttttt aaatcggctc cataaaatgg ctgatggctc 
ttgggtcatc
     4021 agcctttttg cgttacaata atcggctcga tttttgttag ttttgtttgg 
tttttagaga
     4081 aagcctaaat aaaataaata aattcaaatg cttaccaata tttttcattt 
ttaaaaatat
     4141 tgttaagcgt ttttatacca ctaaaaattg cagcatttgt aaacagtggt 
ggccatatcg
     4201 gcctgcgtaa ttccttctga gcccgttctg caggcgggct tggtttactt 
tccgaggact
     4261 ccagatggca tactcatata ccgaaaagaa acggatccgt aagaattttg 
gtaaattgcc
     4321 ccaagtaatg gatgcaccgt acttattatc gattcaggtc gattcgtaca 
gaacattctt
     4381 gcaagatggc aaatcaccaa aaaaccgcga agatatcggt ctccaagccg 
catttcgttc
     4441 agtttttcct atcgaaagtt attctggcaa tgctgcttta gaatttgttg 
agtatagcct
     4501 tggtaaacct gagttcgatg tacgcgaatg tattcttcgt ggctcgactt 
atgcggcacc
     4561 aatgcgcgtt aaaattcgtt tgattattaa agatcgcgaa actaaatcaa 
ttaaagacgt
     4621 acgcgaacaa gaagtctata tgggtgaaat tccgctcatg actgaaaatg 
gtacctttgt
     4681 tatcaacggt actgagcgtg taatcgtatc tcaattacac cgttcgccag 
gcgtattctt



     4741 tgaccatgat aaaggtaaga cccactcaag tggtaaagtg ttgtattcag 
cacgtatcat
     4801 tccttaccgt ggttcatggt tagacttcga atttgatgca aaagacttag 
tttacgtacg
     4861 tatcgaccgt cgtcgtaaat tacttgctac agttgtgtta cgtgcactag 
gttataacaa
     4921 tgaacagatc ttgaatttgt tctatgaaaa agtacctgtg tatcttgaca 
tgggtagcta
     4981 tcaaattgac cttgtacctg agcgtttacg tggtgaaatg gctcaatttg 
atattactga
     5041 caatgaaggt aaagtcattg ttgagcaagg taaacgtatt aatgctcgtc 
acgtacgtca
     5101 aatggaagct gcaggtttaa ctaagctttc agttcctgat gaatacttat 
atgagcgtat
     5161 cactgctgaa gatattactt tacgtgatgg tgaagtaatt gctgcaaata 
ctctgttaag
     5221 ccatgaagta atggtgaagt tggcagaagg cggtgttaag caatttaata 
tcttgttcac
     5281 taacgatatt gaccgtggtt cattcgtagc tgatacatta cgtgctgact 
tgacgcgtga
     5341 tcgtgaagaa gcattagtag aaatctacaa agtaatgcgt ccaggcgagc 
caccaacaaa
     5401 agaagctgct gaaaacttat tcaataactt gttcttctct tctgaacgct 
atgacttatc
     5461 tccagtaggt cgtatgaagt tcaaccgtcg tttaggtcgt ccttacgaag 
ttggtactga
     5521 tcagaagtca cgcgaagttg aaggtatttt atcgcacgaa gatattatcg 
atgtattacg
     5581 tacattggtt gaaatccgta acggtaaagg tgaagtcgac gatatcgacc 
acttaggtaa
     5641 ccgtcgtgta cgttctgttg gtgaaatgac agagaaccaa ttccgtgtag 
gtttagttcg
     5701 tgttgagcgt gctgttaaag agcgtttaag ccaagcagaa acagataact 
tgtctccaca
     5761 agatttgatt aatgcaaaac cagttgctgc tgcaatcaaa gaattctttg 
gttcaagcca
     5821 gttatctcag tttatggacc aaaacaaccc attatctgag attacacata 
aacgtcgtgt
     5881 atctgcgctt ggtcctggtg gtttaacacg tgaacgtgca ggcttcgaag 
tacgtgacgt
     5941 acaccaaact cactatggtc gtgtttgtcc aattgaaact cctgaaggtc 
caaacattgg
     6001 tttgatcaac tcgctttctg tatacgcaaa agcgaatgac ttcggtttct 
tggaaacacc
     6061 ataccgcaaa gttgtagatg gtcgtgtaac tgatgatgtt gaatatttat 
ctgcaattga
     6121 agaagtaggt actgttattg cacaggccga ctctgcagta gataaagatg 
gcaacttaac
     6181 agaagaattc gtttctgttc gtcatcaagg tgaattcgta cgtatgccgc 
ctgaaaaagt
     6241 aacgcatatg gacgtttctg cacagcaggt agtatctgtt gctgcatcac 
ttattccatt
     6301 ccttgaacac gatgacgcaa accgtgcgct catgggttca aacatgcaac 
gtcaggcagt



     6361 tcctacttta cgtgcggata aaccgcttgt aggtacaggt atggaagcga 
acgttgcacg
     6421 tgactctggt gtgtgtgtaa tcgcaaaccg tggcggtgta attgaatatg 
tagatgcttc
     6481 tcgtatcgtt attcgtgtaa acgaagatga aatggttgca ggtgaggcgg 
gtgtagatat
     6541 ctataacctc atcaaatata cgcgttcaaa ccaaaatact tgtattaacc 
aaaatgttat
     6601 cgtgaacttg ggcgacaaag ttgctcgtgg tgacatcttg gcagacggtc 
cgtcaacaga
     6661 catgggtgaa cttgcgcttg gtcaaaacat gcgtgtagcg ttcatgacat 
ggaatggtta
     6721 caactacgaa gactcgatct tgttatctga gcgtgtactt caagaagacc 
gtttaacctc
     6781 tattcacatt caagaattgt catgtgtagc acgtgatact aagttaggtg 
cagaagaaat
     6841 tactgccgat attcctaacg taggtgaagc tgcgctttct aaacttgatg 
aatcaggtat
     6901 cgtttatatc ggtgctgaag ttactgctgg tgacatctta gttggtaaag 
taacgcctaa
     6961 aggtgaaact cagttaactc ctgaagaaaa actgcttcgt gcaatttttg 
gtgagaaagc
     7021 agctgacgtt aaagactcat ctttacgtgt tccatctggt actaaaggta 
cagttattga
     7081 cgttcaagtc ttcactcgtg atggcttaga gaaagatgac cgtgctttag 
caattgaaaa
     7141 agcacagctt gattcttacc gtaaagactt gaaagaagaa tacaagatct 
tcgaagaagc
     7201 ggctcgtgag cgtgtaattc gtttgcttaa aggccaagag tctaatggcg 
gtggttcaac
     7261 taaacgtggt gataaacttt ctgaagattt attatctggt ttagagcttg 
ttgatttact
     7321 tgaaattcaa ccagcagatg aagcaatcgc tgagcgttta actcaaattc 
aagtgttctt
     7381 gaaagagaag agcgcagaaa tcgatgagaa attcgctgag aagaaacgta 
agcttgccac
     7441 aggtgatgaa ttaacgactg gcgtattaaa agttgttaag gtttacttag 
ctgttaaacg
     7501 tcgtattcag cctggtgata agatggctgg tcgtcacggt aacaagggtg 
ttgtatctaa
     7561 catcttacct gttgaagaca tgccacatga tgctaacggt gtgccggtag 
atatcgtatt
     7621 gaacccgctg ggtgtaccat ctcgtatgaa cgtgggtcag attctagaga 
ctcacttggg
     7681 tatggcggct aaagggcttg gtgacaaaat cgaaaaaatg ttgaaagaac 
aacgtacagt
     7741 tttagaactg cgcgaattct tagacaagat ttataacaaa gtcggcggtg 
agcaagaaga
     7801 tcttgatagc ttgactgatg aagaaattct agcgcttgca ggtaacttgc 
gtgcgggtgt
     7861 gcctttagct actcctgtat ttgatggtgc tgaagaaagt caaattaaag 
acttacttga
     7921 attggctgac atttcacgta cgggtcaaac agtattgttt gacggacgta 
caggtgaaca



     7981 gtttgaccgt ccagtaactg ttggttacat gtacatgctt aaattgaacc 
acttggttga
     8041 tgacaagatg catgcgcgtt caactggttc ttactcactt gttacacaac 
aaccgcttgg
     8101 tggtaaagca caattcggtg gtcagcgttt cggtgagatg gaagtgtggg 
cacttgaagc
     8161 atacggtgca gcatatacac tccaagaaat gcttacagtg aagtcggatg 
atgttgaagg
     8221 ccgtactcgc atctataaga atattgtaga tggtaaccat tatatggatc 
cgggtatgcc
     8281 tgaatcgttc aacgtattga ccaaagagat ccgttcttta ggtatcaaca 
ttgaactaaa
     8341 aaatggtgac taagtcgtaa gactcacgat tttttaggta aaaacaatat 
ttgtgaccca
     8401 gtcgggtaag cgaggcttcc cgacacacgg agaaaaaaat tgaaagactt 
gctcgatatc
     8461 atgcgtaaga aaacggactc agatggtcat gcgccagttg agttcgaccg 
tatccgtatt
     8521 ggtcttgcgt caccagaaat gattaagtca tggtctcatg gtgaagttaa 
aaaacctgag
     8581 acaatcaact atcgtacgtt caaaccagaa cgtgatggtt tgttctgtgc 
caaaatcttt
     8641 ggtccagtaa aagattacga atgcttgtgt ggtaaataca agcgtatgaa 
atacaaaggc
     8701 gtcatttgtg aaaaatgtgg cgttgaagta actacagcaa aagttcgtcg 
tgaacgtatg
     8761 ggtcacattg agcttgcttc tccagttgca catatctggt tcttaaaatc 
gttaccatcc
     8821 cgtatcggtt tattacttga tatgacactt cgtgatatcg aacgtgtatt 
gtatttcgaa
     8881 tcatacgttg ttactgatcc tggtatgaca ccatttgaaa agtatcaact 
tcttaatgat
     8941 gaagaatact ttactgctct agaagagcac ggcgacgaat ttgttgcaaa 
aatgggtgca
     9001 gaagcagttc aagacttgtt gaaagacatc gaccttgaag ctgaaatttc 
acgtttacgt
     9061 gaagaaattc ctcaaacaac ttctgaaacg aagttgaaaa aagcgtctaa 
gcgcttgaaa
     9121 ttgatggaag cattcaaaga ctcaaacaac aagccagaat ggatggtaat 
gaacgtactt
     9181 ccggtacttc caccagattt acgtccatta gttccacttg aaggtggtcg 
tttcgcgact
     9241 tctgacttga acgacttata tcgtcgtgta attaaccgta acaaccgttt 
gaagcgtctt
     9301 cttgaccttg cagcgccgga catcatcgta cgtaatgaaa aacgtatgtt 
acaagagtct
     9361 gtagatgcgt tgcttgataa cggtcgtcgt ggtcgtgcaa ttactggttc 
taacaaacgc
     9421 ccattaaaat ctttggcaga catgatcaaa ggtaaacaag gtcgtttccg 
tcagaacttg
     9481 ttaggtaagc gtgttgacta ctctggtcgt tcggtaatta ctgtaggtcc 
tactttacgt
     9541 cttcaccaat gtggtcttcc gaagaaaatg gcacttgaat tattcaagcc 
attcattttc



     9601 gcaaaattac aagcttcagg tcaggcaacc accattaaag ctgcgaagaa 
aatggttgag
     9661 cgtgagactc cggaagtttg ggacgttctt gcatctgtaa ttcgtcaaca 
tccagtaatg
     9721 ttgaaccgtg cgccaacact tcaccgttta ggtcttcaag catttgagcc 
tattcttatt
     9781 gaaggtaagg caatccgtct tcacccgctc gtctgtgctg cgttcaacgc 
cgacttcgac
     9841 ggtgaccaaa tggcggtaca cgttccattg acacttgaag cacagttaga 
agctcgtgca
     9901 ttgatgatgt caacaaacaa catcttgtca ccagcaaacg gtgagccaat 
catcgttcct
     9961 tctcaggacg ttgtcttggg tctttactac atcactcgtg atgcagtaaa 
cgcgaaaggt
    10021 gaaggcatgg tgtttgcgga tactcacgaa gtaaaccgtg cacttgcaac 
tggtcaagtt
    10081 gcgatccatg ctcgtgttaa agtacgtgtg catcaaacgg ttatcaatga 
aaatggtgag
    10141 cgtgaacagc aaactatcat tgttgataca acaccaggtc gttgcttact 
ttgggaagtt
    10201 gttccagaag gtttaagctt tgacatgatc aaccttgaga tgactaaaaa 
gaacatctct
    10261 aagttaatca actcttgcta ccgtaaactt ggtttgaaag atacagttat 
cttcgctgac
    10321 caattaatgt acttgggctt ccgtcaagcg actcgttcag gtgtatctgt 
aggtatggaa
    10381 gacatgttaa ttccacctac gaaacacaca attattgaca aagcggaaac 
agaagttcgt
    10441 gaaatcgaac aacagtttga acaaggtttc gtaactgctg gtgaacgtta 
taacaaagtt
    10501 gtcgatattt gggcgcgtac aaacgaccaa gttgctaaag caatgatgga 
taacttgtct
    10561 tatacacttg tgaaaaacaa acaaggtgaa gacgagaagc aaaaatcatt 
caacagtatc
    10621 tatatgatgt ctgactctgg tgcccgtggt agtgcggctc agattcgtca 
gcttgcaggt
    10681 atgcgtggtt tgatggcaaa accggatggc tcgattattg agactccaat 
taaagcgaac
    10741 ttccgtgaag gtttgacagt actccagtac ttcatttcaa cacacggtgc 
gcgtaaaggt
    10801 ttggccgata ctgcattgaa aactgcgaac tctggttact tgactcgtcg 
tcttgtagac
    10861 gtagcacaag acttagtaat tactgagcca gattgtggta caagtggtgg 
tctagtgatg
    10921 actccattca ttcagggtgg tgatgtcatc gagccattac gtgaccgcgt 
attaggtcgt
    10981 gtaactgctg aagatgtacg tcgtgcatct gatgatgaag ttgtattacc 
tcgcggtacg
    11041 ttaattgacg agaaaatcgc agctcagctt gaagaggctg gtgtcgatga 
agttaaagta
    11101 cgttctgtaa tcgcatgtga atcaacattc ggtgtatgtg cgaaatgtta 
tggtcgtgac
    11161 ctcgctcgtg gtcacttggt aaacccaggt gagtcagtag gcgtaatggc 
tgcacagtca



    11221 atcggtgaac caggtacaca gttaacaatg cgtacgttcc acgtgggtgg 
tgctgcaagc
    11281 cgaacttctg ctgcaaacag tgttcaagta cgtaacaaag gtactgtacg 
tttccataac
    11341 gtaaaaactg tacaacatgc gaaaggccac ttggtttcag tttcacgttc 
aggtgaaatt
    11401 ggtattgccg atgagttagg ccgtgagcgt gaacgctaca aacttcctta 
cggtgcgagc
    11461 atcttgttga aagatggtga gcttgttgag gctggtggta tcgttgcgac 
atgggatccg
    11521 catacgcatc cattggtaac agaagttgct ggtaaagcac gtttcagcca 
aattgctgat
    11581 ggtgtaactg caacatcgaa aactgatgat gcaactggta tgacaactgt 
tgaaatcttg
    11641 cctgtaacag cacgtcctgc ttctggtaaa gatttacgtc cagcaatcgt 
attagataca
    11701 actgatggcg gtgaacagtt ctacttctta ccacaaaaca caattgtgac 
tgttcgcgac
    11761 ggcgaaacaa ttggtgtggg tgacgttatc ggtcgtgtac cacaagaatc 
ttcacgtact
    11821 cgtgatatta ccggtggtct tccgcgtgtt gctgacttgt tcgaagcacg 
taagccgaaa
    11881 gaacatgcga tcttggcaga agtgtctggt atcgtaagct tcggtaaaga 
gaccaaaggt
    11941 aagaatcgtt tagtgattac tccagatgac ggttctgaaa tttacgaaga 
gttgattcca
    12001 aaatggcgtc aaatcaacgt gtttgaaggt gaacatgtga accgtggtga 
aaccatttct
    12061 gatggtccac aaaatccaca tgacatctta cgcttgaaag gtgaagttgc 
tttaactaac
    12121 tacatcgtga acgaagttca agacgtttac cgtctccaag gtgtaaaaat 
caacgataag
    12181 cacattgaag ttatcgtacg tcaaatgttg cgtaaagttg atatcatcga 
tggtggtgat
    12241 acaagcttca tcaaaggtga acaagtggat tacatccgtg ttgttcaaga 
gaaccaagct
    12301 gtcttggctc agaacaagtt ccctgcgaag tttgaacgtc aattgatggg 
tattacgaaa
    12361 gcatcgcttt ctactgactc attcatctct gctgcatcgt tccaggaaac 
aactcgtgtg
    12421 ttaactgaag cggctgtaac aggtaaagaa gatgatttac gtggcttgaa 
agaaaacgtt
    12481 gtagtgggtc gcttgattcc agctggtact ggtcttgcat accacttaga 
gcgtcgtcgt
    12541 caagaagcgg aagcagcaga acatgctctt cacaatgact tcagcgaagt 
agaccaagca
    12601 tttagccaag ctttaaactc agaacaattc taagcttaaa cttgcattaa 
aaaggcgcct
    12661 tagggcgcct tttttgtgga aaaaataagc catttttaca aaaagtctat 
taaagcactc
    12721 ttaatttatt acttaatggg ggaaaaccct ccatgaaagc atactattct 
aggcgcaact
    12781 gagtagagga gtagctttaa tgaaaaaaat gatgatgatt gcaggtgttg 
gtttaatgtc



    12841 aactactcta tttgtaggtt gccaaaatgc tagcccagaa agcaaacgta 
ttggttcggc
    12901 agctatcggt ggtggtgcag gtggtgccgt aggtaaacat ataggcggta 
atattggtgc
    12961 aggtttagga gcagcgcttg gtgctggtgt tgccgctaat gctaaaggct 
ctagcagtaa
    13021 aacagtacgt aatagtgcca ttggtgcagg tgttggggca atcttaggtg 
gtgcagtgat
    13081 tggtggtgac gctggtgctg ctgcaggtgg agcactcggt ggtagtgctg 
gtgcagccta
    13141 tgaagagaaa aaaggtaagt actaaaacta cctctaacta tattaaaaaa 
gaagctctta
    13201 tttcattaag agcttctttt ttatctgctt ttaaaagatg taaatttaac 
tcatcactgc
    13261 acataaattg gctttacaaa atatctatta attacgacag tgcaataaca 
caaactgatc
    13321 aaattcccca taaaagaaga ctatgctttg attaaagccc aaaggagtga 
gtacggtcat
    13381 gaataaaaaa attggtttaa tatctactgt catattatca acagttatgt 
tcaccggctg
    13441 tcaaaatatg agtccgtctg accagcgtat tggtgcagca gcagcaggtg 
gtgcattggg
    13501 tggcggtctg ggtaaccatg ttggtggcgg tatcggtgca ggtttaggtg 
ctgcggtagg
    13561 tgcaggtgtg ggttctaata ctcaaggcgg cagtaaacaa accacaacca 
agagtgcgat
    13621 tggtgcaggt attggttcgg tcgttggtaa agctatcata ggtggtgata 
caggtgctgc
    13681 aattggtggc gcaatcggcg gcggtgctgg tgctgcgatt gaagaaaaga 
aataaaaata
    13741 agtgaaatga aaaataagcg ccttcaggcg cttattttat tagtagaagg 
ttttgctttt
    13801 ttacgtcgga tataaagtgt cttttggact tcagcaattc tcacacctga 
ttcatcgaaa
    13861 atatttaaat gatatgttct aagaacagga gcatagtttt cggcaagttc 
acgaatttgt
    13921 tcaatttctg ctaaatcaac gcgaatgtca gcataaacgg tacttcggcc 
aggtgataaa
    13981 aaattaattt cagctgcttt atcccaaaca atatattttg atccgagatg 
atgcataaga
    14041 atcaacatat aaaaggggtc aaccattgaa taaaggcttc cgccaaagtg 
agtgcctacc
    14101 agattttgat ttttccaagt aagtggcatt tttacccgaa catgacagag 
ctctaaattc
    14161 atgacttcaa tatgaatacc agctccacgg taaggtgggt aatggttaaa 
taagaatttg
    14221 gaaattgaag gaatgttctg aagttttttt aaaatagcca taatagtcaa 
ttttttttat
    14281 tgcaacactg gtcatactag ataagtatca tcttttttat attgatggca 
atgctttatc
    14341 cgattaacga catgatcgat tgaaaaacaa aataggaaat gattatgcag 
ccaaagattt
    14401 atgccgtaac gacaagtgat caacaaaccc tgtgtgccaa ggcttggggt 
gatgagaaaa



    14461 atattccatt agtgttagtg catggttatc cagataatca ggaagtatgg 
gaatcggtca
    14521 ttgagcattt aatcaatgat ttttatattg tgacttatga tgtccgtggg 
gcaggcttat
    14581 catctattcc taaacggata cgggattacc gtttagaacg tttatcttta 
gatttgcagg
    14641 aagtcgtaga tgaggtaatc ccaaatcgac agttccatat ggctgcgcat 
gattggggtt
    14701 caattcagtc ttgggaatct gcaacagaac ctaaatttaa aggccgttta 
ctctcttata
    14761 caacaatttc cggtccatgt ttggatcatg cggcactttt cttaagagag 
aagttcaaaa
    14821 catcacctgc acagatccta aaaatactca caaaatcatg gtatatcgga 
gcattccatt
    14881 taccgctaat tgctccaact gtatggtcgc tgtttagtcc agagaagtgg 
ggtaagatct
    14941 taaatgactt agagcgaaaa gataatttgc ctttaaatag taatatttct 
tcagatggga
    15001 aatacggtat taacttatat cgtgcgaatt ttattccacg tttaactcgt 
cctcgtcagc
    15061 gttatgcgca atgtccagtt aaagcaatta ttttaaagta tgacactttt 
gtcagcccag
    15121 aatatattac agaagcgatg ccaaaatggg ttgaaaactt cgaatatgtt 
gagcttgaag
    15181 caaatcattg ggcgattttg agtcaggctg aaaaagtggc agttcatatt 
cgccagttta
    15241 ttgactcgca gagctaataa gtgactgttt aatatacaaa actgttaatt 
cggcgatatt
    15301 ttcggcttca tagaggtgaa tctggtagaa tatcgccttt tgttttgctc 
tgaacttatt
    15361 catgaatgct gtcgttattg cgattgcagt gatgttctta ttatcactgg 
cgcgcgtttc
    15421 tgtcgtactg actttagtgg tttctgccat tgtgggcggc ctcgtagcgg 
gtttaagcct
    15481 ttctcaaact gttgaagcct ttaacgctgg tcttggtgat ggtgctgagg 
ttgcacttgc
    15541 ctatgcagtg ttaggggcat ttgctctggc actttcaaaa tctggattac 
ctgatttact
    15601 tgcccataaa ctgattggtt tattgggaat ggaagcaggg aaaagccgag 
aaactaaggt
    15661 gaaatattta ctcttaggta ttttactgat cgcagctatt ttctctcaga 
accttattcc
    15721 agttcatatt gcttttattc cagtattggt tccgcctcta ttacgggtaa 
tgaaccattt
    15781 aaaattagac cgccgcgccg cagcttgtgt tcttacttta ggcttggttg 
ggacatatat
    15841 tttcttacct gttggctttg gtgcgatttt ccttgaacag attttgatgg 
gaaatatcaa
    15901 caaaattggt gctgcttatg gtttacatgt agaacgtggc atgatgccta 
ttggtatggc
    15961 aattccagtt ttgggaatgg ttctaggcac cttggttgcg gtatttatca 
gttaccgtaa
    16021 gccacgaatt tatgctgacc gttcgataag ccctgtaact acaattgatt 
tagataaacc



    16081 tcttcgtgca actgcacaag atgaaacagc agacttaaaa gcagacgcag 
aagaacttaa
    16141 acatgaggca gagcaaggcc ctgttattgc taaaaaaaca atttttatgg 
ctttactggc
    16201 tattggactc actttagttg cgcagcttta ttccggctca atgatcttgg 
gtggtttagt
    16261 gggctttgca gtgctttcta cggcaggcat ttttaaatgg caagatgcag 
atgatgtctt
    16321 tgtacaaggc atgagaatga tggctctagt cggctttatt atgatctctg 
ctgccggttt
    16381 tgcttcggtt atgactcata ccggagatat taaccagttg gttaaaggtg 
tggtagaaat
    16441 cattggtgat aaccgtgcgc ttgctgcatt tttaatgctt tgtattggcc 
tatttgtcac
    16501 gattggtata ggttcatctt tctcaagtgt tcctgtatta gctgttattt 
atgtaccttt
    16561 atgtgtccag ttcggtttct caccgttagc gacaattgca cttatcggga 
cagctgctgc
    16621 tttaggtgat gctggatctc cggcttctga ttctacctta ggaccaacag 
caggtttagg
    16681 tgtagatggg caacatgacc atatttggga tactgtgata ccaacattta 
ttcactttaa
    16741 tattccgcta ttaatttttg gttggattgc agccatggtt ttataatttt 
tataaaatat
    16801 taaataaaga cctccttagt ttttatctag agataatgat taaggaggtt 
tttttgtggt
    16861 ataaacaaaa catgtattta gaataaacta tattaaaata ctcggattta 
aagtttatta
    16921 aaaaggttgg ttatataaaa taattctgat taattaggtt ggaataaaaa 
ccaattaaaa
    16981 tagttggtta atatataatt ttatttaaaa cagttattta aaaataaata 
taaaaataat
    17041 tttataatgg gtgttgcatc aatttaaaat aaatgtttat tataaatata 
aatagggttg
    17101 gagatattaa agtgttcaaa aaagtattag ttgttgcatt aatgggggta 
tcttcattta
    17161 cttttgctgg taattggcaa gtaaaatttg ggggcagcgt tattgctcca 
tcggaagata
    17221 caacaacacc tttaggtgtg gtaaaggcgg atcatgaata tgcatttact 
ccatcagtag
    17281 aatacttttt tggccaatct ccattttcgg cagaattatt attagcaaca 
cctattaatc
    17341 acgatgtatt gctcaatggc gaaaaaaaag cgcgtattaa acaattacca 
ccaacaatta
    17401 cagcaaaata tcattttaaa aactcgactc gttttacacc gtatattggt 
atcggggcaa
    17461 cagcatttat tccttgggat gaacaaggtg ttgctgtaaa agtaaaagaa 
gattttggtg
    17521 tcgctggcca agttggtttt aatttccaac ctgctgatgc taaaaattgg 
ggagtatttg
    17581 tagatgtgcg ttatgcagat attagtccag aggtaacaat tgatccttca 
gtagctaatt
    17641 ataagtttga tttagatatc aacccgtttg tttacacttt aggttatagc 
tataaattct



    17701 aagcataata ataaatagaa agaatataat aataaaccta gattcaggca 
cctcacatag
    17761 ctttttatgt gaggtttttt atttcatggt tctcactaaa aaacgcataa 
aatagacagt
    17821 tttatacata ttttaccgct ctttatttct aaactatttt ttatacattt 
ttaaaggaat
    17881 aacatgatga atagaaaatt tgccatgggg ctagcacttt ttagtggttt 
agcttttacg
    17941 catagtttgc aagctgctag tttctcttgc aatgctgcaa aaacaaagac 
tgaactcagt
    18001 atttgtaaga accggtcttt aaatgatgcc gatgtcaaaa tggcaacgac 
atatcaaatt
    18061 gttttacatg cactaccaat gggtggacgt gataatcaaa aagatacaca 
gcagcaatgg
    18121 ctgaaaaaaa gaaatgcttg tgcagctaat gtgagttgta tttctaaggc 
atatcagcaa
    18181 agacaaaaac aactagacac tattttacaa gatagggtct taagccatgg 
accattttaa
    18241 ttagagtaaa attttttaat attcaggatt gaaaaattct agaagtactc 
cattcataaa
    18301 gcattcgaga acaaacagac ttcaaaattt aaggagtgat ttatgagtga 
acaagcatca
    18361 caaaattata gtttccaagc ggaagtagca cagcttttac atttagtgac 
gcattctctc
    18421 tattcaaacc ctgaaatttt cttacgtgaa cttatctcta atgcatcaga 
tgcatgtgat
    18481 aaattgcgtt tcgaaggaat taatcatcct gaatattatg aaaatgaccc 
taatttacat
    18541 gtacgaatca gcttaaataa agaagataaa actttaacga tttctgataa 
cggtattggt
    18601 ttaagccaac aagaagctat tgataacttg ggtacaattg caaaatcagg 
tactaaagat
    18661 ttcatgtcaa aattgacggg tgaccagaaa gcggatgctc agttaattgg 
tcagtttggt
    18721 gttggtttct actcaggttt tattgttgcc gataaaatta cagttgaatc 
acgtcgcgca
    18781 ggtctagatg cttctgaagg ggtgcgttgg atcagtggcg gtacaggtga 
gtttgaagtt
    18841 cagcaaattg ataaagcttc acgcggtact gacattattc ttcacttgcg 
tgatgacgcg
    18901 cttgattatt tagagtctta taaagttaag caaatcgtta ataaatattc 
tgaccacatt
    18961 agcttgccaa ttgaaatgca aaaagaagtt tggcaagaag aagaggttgc 
tgaaggtgag
    19021 gagcctaaag gcggccaaat ggtcaaaaca gatgagtggg aagcaattaa 
ctcggcaagt
    19081 gcactatgga cacgtaacaa gagtgaagtg actgaagagc aatatgttga 
gttctataaa
    19141 aacttaactc acgattttga agctccgctt gcatgggcac ataaccgtgt 
agaaggtagt
    19201 acggaatata cccagttact ttatattcca agtaaagcac ctcatgacat 
ttttacacgt
    19261 gaagcaaaag caggaattaa gctgtatgta aaacgcgtat ttattatgga 
tgatgcggac



    19321 aatctaattc caaactattt acgctttgta caaggtgtcg tggacagcgc 
tgatttaccg
    19381 cttaatgtca gccgtgagtt gttgcaagaa agccgtgatg ttaagacaat 
ccgtgaaggt
    19441 aacgcacgcc gtgtactcac tttgcttgat ggcttagcta aatctgaaga 
tgaaaaagac
    19501 caagaaaaat tcaaaacgtt ctacactgag tttggctcag ttcttaaaga 
aggtttgggt
    19561 gaagacttcg gtaaccgcga acgtatttta aaattattac gttatgcaac 
ttcaacaaat
    19621 gatgaagtaa caacttcttt tgcggactat aaggcacgca tgaaagaagg 
ccaaaaagct
    19681 atctattatg tgactgctga aagtttagct gctgctaaga actctccaca 
gttggagttg
    19741 tttaagaaaa aaggcattga agtattatta atggcagagc gtgttgacga 
gtgggcaatg
    19801 aactttgttc acgagtttga cggtacacca ttgaagaatg tatctaaagg 
cgcagttgat
    19861 ttaggtgact tgcaagatgc tgaagagaaa aaggcacttg agcaagcggc 
tgaacagttt
    19921 aaacctgttg ttgagaaatt aagtgactca ttgaaggcta aaaccaaaga 
agtccgtgta
    19981 acgactcgtt tggtagattc tccggcatgt ttagtgacta gcgaagggga 
attgtctcct
    20041 caacttattc gtatgctcaa acaagcaggg caagccgtac ctgaaatcaa 
gccaatttta
    20101 gaaattaacc ctgagcatcc tttagtgaaa aaacttgaag gttcagaaca 
atttgatgat
    20161 ttggcgaatg tgatttttga tcaggcggtg attgcagaag gtggattacc 
ggaagatccg
    20221 gcagcttatg tgaagcgtat taataactta ttgctaaaat aattttgcaa 
tagaaaaagc
    20281 ctctgaatta tcaggggctt ttttgtggat aaagaaagag ttatccacaa 
tttgatggtt
    20341 tttgtctaaa aattagcttc cagattcatt tggacactga gctgatgctt 
ggggtcatca
    20401 tcaagatggt taaagaaatt aagatcattt tgcataaaaa tccaatctct 
ccatatcggt
    20461 tgacgccatg aaatataagg tccccaacta tttaggcgga tatcgttatt 
gacatataca
    20521 ccaccgctat aaataccgta agtcagacga ttatctttta caaattcaaa 
ttgttggaaa
    20581 gtccaattcc cccagttgta atcttccttt ccactcttat tcacattaaa 
tgtattggaa
    20641 aataatgtgt tatcttgcat tttctgcgtt aagttcagcg tcgtttcagt 
gtaattccgg
    20701 ctggtcgaac catatcggaa aatttgctca gtatctagac taatgttatg 
tcgtaaattc
    20761 cattttttct tggcaagaaa ttgtacataa acatcacttt ccgagtttga 
gcctagatca
    20821 agatcatttt caaacggcat ccaggttgaa atggtattcc aacttgctgt 
gagcggatta
    20881 ttttctgaaa catgaagagt tgaagctttc ttcttgacct tgccaaaggt 
tttataagga



    20941 tgtttgcgtt gggctgcgcg actccacaac gtatcatttc caaatacagc 
catcaggtcc
    21001 tgaataagtg cggtatctga actatgactt ggttctactt cgcatggtga 
atgtaaaaaa
    21061 gatacagact gactttttgt tttgagagta accacagacg aatacaggat 
tcgccttgta
    21121 gagcgtgagt gtttcaaaga ggtaggaaaa agctgtatat gaggaattaa 
aaccagcata
    21181 cctaagctat aaatgcaaag taaggcagta gatctgtatt caaatgaaaa 
agaagagaat
    21241 tgattcattt ttctgaagat caggaatcaa aaattagctc gttattgtaa 
gaagaaaagc
    21301 ttaaattttt atttaaaagt attttattat tcatcacctt ggatggggaa 
tccaaggtga
    21361 tttttaagct tagaaaaggg cttctaatcg taagaatgtg ctcacataat 
ggttgcgatc
    21421 ttcacgatgg tcattaaagt aattgaggtc gccttgtaca aagaaccatt 
cacgtaaaac
    21481 aggctgacgc catgatacaa atggtcccca actgtttaaa cgtaaatcgt 
tgtcattgta
    21541 gtagccacct gtataaatgc catagttaaa acggttattt gcaaagaagc 
tatgttctcg
    21601 gaaaagacgg ttttcccatg ttaaatcgtc atcttgatca tcggcataag 
ttaagctgaa
    21661 ctggtttgat aagatcggct gatttggacg agcatgggta agttcaagat 
tagttcgtaa
    21721 gtaattttca ctatctatgc cataacgata aatttgttct gcataaaatt 
taaaatcatt
    21781 acggagctgc cagtctctcg atgcttttaa acggacataa atatcatcgc 
cagaacggat
    21841 acctaagtca gcgtctgttt caaaaggtag ctttttcgag aaatttgacc 
aacgtaatgc
    21901 gattgagctg ttgtcatctc gagttcgttt accatctaac tttttatttg 
gatcttgatt
    21961 tgggttttga ttgatattgg ctgggctatt attaaattcg tcatctaaag 
agtcatcacc
    22021 aaataccaca cttaaacgct tctctagagt aggtaattta atcttaccgc 
gaattctggg
    22081 cttgatttca taattatcat attcattcca atagttatcg atcatgaccc 
gaatggtggc
    22141 tgatgcaggt ttttgtgggt caacttcacc aaaccaatta tcaatttttc 
cagatgtacg
    22201 atcggcccaa ttacggattt tcttttgttt acggtcaaac caagtctgat 
cttcggtttg
    22261 ctcggttggt ggaacaatcg gttcgttgga ctgctcgggg aaaatcgttg 
gggttgcatc
    22321 aatccatctt ggaatttggt ctaaaagatt ttcatcttta ttttcttcag 
tttgtgctcc
    22381 agatgacaaa ccgtttattt gttgggttga ggaagaattt acttctgcat 
gagccataca
    22441 tactgaacca aatcctaagg tcaaaagggc aaaaagctgc cgatatgtaa 
tgatgtgaaa
    22501 tgttttcata tctatcttta tgttttgttg ttattgtcac ttttgtagat 
ttttctaata



    22561 aaatcaagag gacgacacaa aacttaagta aatttaactt ttcttacata 
tttgaaatta
    22621 attaaaaagt ttaagctatt agcgataatt tttaagcaaa aaaaatcccc 
caaactaggg
    22681 ggagtttttg atcaaggaaa cttcaaattc cgatcattaa acacataaaa 
aacagaacat
    22741 tacagcgcga atattctaag ccgcaatcat aaaccgattt taaacaattg 
aatagttctt
    22801 tttttagaac gctctattgc taaaatggtg ataaaacata cgactcgttc 
acactttatc
    22861 gttaagccta tttattttgt ggaatatcgc atgtttcatc attacaaaca 
gctgcgtcat
    22921 cttgctcgat attttcagca tttgccttga gttgtgcttg ttctagtact 
tgtaaaaaca
    22981 cttcacgagg ttgtgctcct gcaagtgcga ttctttggtc aaatacaaaa 
aaaggtacgc
    23041 cagttacatt gagttgctca tgtgcaattt tttcatcatg acgaacaaag 
tcagccaact
    23101 catttgtatc gagtacatat tcaacttcgg cattatcaag gccaatacga 
gaagcaattt
    23161 cttctacaac ttcgcgttcg ccaatagcta gaccttcagt catataagca 
tggaaaaaag
    23221 cttcttttgc ttcgtttcct aaacctttac tttgtgcaag gtggataata 
cggtgtgcat
    23281 taaagctatt gcctgaattg gctttttgcc attggaagtc aataccttca 
gaagcagcca
    23341 tggccgcaat gttgcgttcc atttcttcca tctcttcata ggtacggcca 
tattttttag
    23401 ccaaacgctc agtatttgaa gtgtcatgtt ttgcgggagc atcaggatct 
agttcgaaac
    23461 tatgccagtg aatatcaagc tcgatacctg cctcggcagc gacatgttca 
aggcgttttt
    23521 tgccgatata gcagaaaggg catactacat cagaccagac atcaacacgc 
atgggagaat
    23581 ctcataaata taatttaccc atcataatag ggatgatgta cacggattta 
aagcattgaa
    23641 tggagaatag agtgttgcgt attgtgaaat aaatggcata taaagaacta 
taagctctat
    23701 tttataacta taaagagcaa aactataaga atggaaatag gaggtgttta 
tgcgccgagt
    23761 tttgattgca attgcaagtc tggttgttat tacgagtatt gtttttttta 
cctatcaaca
    23821 tataaaacag cagcaagcca aagatagcag tcaaatgttt gatgtggtaa 
tgactgaaaa
    23881 aatgaatcag ctttatgatc aggcccaaga ctggactaaa cctgtacaac 
ttgatattca
    23941 cgataaacgg ctggcaggac actacaaaca agtctcagag tttcttttga 
gttattgggt
    24001 ccaaaatgta aatgcacgta atgaatattt aagagaatta aaagctgcga 
aatgggatac
    24061 gtttttaaat gttgaccgtt tagatcatga taaaaaacaa aaatatgctg 
aaaccgaaaa
    24121 aatgctagcc gatgttcgca gagcttcaga taagtatcaa tccgaatatg 
aaaaaattca



    24181 taaaaccttc ttggcaaaaa ttcaggaact gtctgttgat aaagagatga 
gacaaatcct
    24241 cgaaataaaa ttaggagctc agcaaaaagc cgatcaggac catgcaattt 
ttatgattga
    24301 gctacaaatt ttagataaag cagaagaaat gtttaagctt ttaaaaactt 
atccatggca
    24361 aaagaaagat cagatgatac ttttccatga aaatgctcag gtcaaaaagt 
ttaatgcact
    24421 gtatcaagac gttttaaaac ttaatgcaaa aattgaaaaa attaagaaaa 
agaatgtagc
    24481 tgccttggaa ggggagttaa aagaatagcg acaggaggag catcactttt 
taaatattgg
    24541 tgctctcagc ttttcctttc gccaagaaag attgtaataa actttgagaa 
gtttgcagtt
    24601 tgtttaactg atcggacaca tgcttaagtt ctgtttgtag tttttcttga 
accactgaac
    24661 acagcgtaaa tacccgttca tctaaatcaa aacatggcaa taaaacatga 
atgtctttca
    24721 ggttcatacc tgcgtcattt aatattttaa ttttcttaat attttcaata 
tctttttgcg
    24781 tataacttcg ataattatta ctcgctcgat gaggctgtat aagccctaaa 
ttttcataat
    24841 accgcagcat acgtgggctt acttttgtga gctcggaaac tttagctaag 
ttcataaaat
    24901 ggggttgacc ttaacagtgg tgtcatagtt tagcatgttt ttatatttca 
aaatggtact
    24961 tgttccatga ttagaaaact cattttattg gtgatattcg gattaatgtc 
atttgttaca
    25021 aatgccaaaa cccttgaatt tcaggagaag aacatgcgtc aaatatttgt 
gcttcacggt
    25081 tactcagctt ctattaacga tcattggttt ttggacttaa aacatcaaat 
agaagatgaa
    25141 aatacaactg ttactttaat accatttcca gattctgagc atccggacgt 
cgatgcttgg
    25201 cagaaagtat tagatgagca gattcctgca gttaatgaaa atacttattt 
tgttgcccac
    25261 agtttagggg taattacctt actacacttt ttacaaagac ataattatca 
aaatattgga
    25321 ggaatgattt tagtatctgg attctctggt ccaatttcag attcttcacc 
tcttagccct
    25381 tatataacaa agagtaaagt cgatactaat tatttccgtg acatagagaa 
aaagctggtt
    25441 tatttgtctg ataatgatga tttggttcca ccacaactaa cgattcaatt 
ggctaaggat
    25501 attgatgcgc cttatattac cgttcctaat ggtgggcact ttttaggtcg 
ggaaggttat
    25561 acggaatttc cgcaattagt cgattcttta aaagaaatgt tagagagtga 
ataaaactta
    25621 taagataaac cccaccctat aaatggttat atttaattta tagggtgatt 
ctatatattc
    25681 agttttctat ggataaaaat ccctgactat tacattaaaa attttaatta 
tatttaccgt
    25741 ttatctgagc attactgaat caaaaatgac tttgttgtag cctatttata 
gaacatttta



    25801 tttagtcatc attttgagtt cgcgtagggt gactgatttt gggagcaagt 
tatgaacttt
    25861 ctaaaacaat cagccttcat tgctgtattt gcttttatgg gtttaccaac 
tgttcaagca
    25921 gaagaagtgg ctactttacc tacaattcgc gttatggccg aatctgagct 
acgtgaagaa
    25981 gtaggctttg tcccatttca agaagataaa aaagtgcgtc aggctctaca 
acatcgtgag
    26041 tataaaactc ataacgatat acagaatgct ttagtccctg aaggtatgac 
gacagtagac
    26101 tatcaacctg tcatggcaca gccagacttg tctcagcttt ctccattttt 
acgagaatat
    26161 attctagctg tagcgggtgg aatccaatct tctgacccaa ccaatggtct 
ttttgaaatg
    26221 ttaaagcctc tgcaaattaa ccgaagtaat gtcgatgctt atcgtgaagg 
tacgatgaaa
    26281 gtaaatttag atgatatttt gaaattacag cagcaaattc aagatggttt 
aaaaggccga
    26341 taaaaaatcc ccgcattgag cggggatttt tttatcttgg tgttaattaa 
acacgttcga
    26401 ttactgttgc gataccttga ccaaggccga tacacatcgt tgcaagaccg 
atttgagtat
    26461 cttgttgttc cattacattt aacaacgtag tggtgatacg agcacctgaa 
caacctagtg
    26521 ggtgaccaag agcaatcgca ccaccattta agttcacgat gtcttgtttg 
tcatacagac
    26581 ctaagccttt aagaacagac aagccttgtg cagcaaatgc ttcatttaac 
tcaacagtct
    26641 ggatatcagc aattgataag ccagcacgtt taagtgcttt ttgagttgct 
ggaactggac
    26701 cataacccat gattgctgca tcacaaccag caaccgccat agagcggatt 
acggcacgtg
    26761 gttttaaacc taatgcttgt gcacgttcag cagacataag caacattgca 
gaagcaccat
    26821 cagaaagagc agaagatgtt gctgctgtta ctgaaccacc tttagggtca 
aatacaggtt
    26881 ttaatgcttt gaacgcttca aggtttgcat ctggacgaat cacttcatcg 
atgtcgcaaa
    26941 ggattttaaa gccatttgca tcgtggcctt caacaccaat gatttcattt 
ttgaaacggc
    27001 cttcttgagt tgcagcccaa gcacgacggt gagattcaac accgaacgca 
tcttgttctt
    27061 cacgggtaat gccgttcatg cgacctaaca tttcagcagt taagcccatc 
atattagatg
    27121 ctttagcgta gtgtttagat gcttcagggt taaggtcgat gccgtgcatc 
atgcctacgt
    27181 gacccatgtg ctctacacca ccaataatga agatatcacc ttggtttgtt 
gcaatttgtg
    27241 cagccgcagt gtggatcgct tgcatagaag agccacaaag acggttaact 
gtttgaccag
    27301 ccacagtttt aggcaagcca gccaataaac cgatgttacg gccaatgttc 
ataccttgtt
    27361 ctagggtctg gtttacacag ccccaaatca ggtcttcaac ttcatttaca 
tcaaactggt



    27421 tacgggcaac gagcgcacgt acaagttcag cagatagact gtcggcacgt 
acattacgga
    27481 acataccgtt tttagatttg cccatggcag aacgaacgcc atcaacaatc 
acaacgtcac
    27541 gtggatttaa agtagccatt cacgtcgctc cttaaccgta gaattttttg 
ttgttagcag
    27601 ccatgtcgcg caacatttgt ggcgcttcat aagccttacc taagtgcgca 
tatttgtcgc
    27661 aaagtgcaac gtattcagca acacctgttt ggtcgatgta acggcatgga 
ccaccacgga
    27721 atggagggaa accaataccc ataatcattg ccatgtctgc ctcagatgca 
gtcgctacaa
    27781 tgttgtcttc taagcaacga acagtttcat tgcaaagagc aagcatcata 
cggtcaataa
    27841 tttcttggtt atcaaattcg cgtttttcgc cagttacgaa tggagcaatt 
acttcatacg
    27901 ctgttggatc aacagttttt gctttcttgc ctttcttgtc gagttcgtat 
ttgtagaaac
    27961 ctacatcatt cttttgacca agacgtttcg cttcgtacat tgcttcgatc 
gcgcctttgt
    28021 agtctggctt catacggtca gggaaacctt cagccatcac ttcagcacca 
tgtacacctg
    28081 tatcgatacc tacaacatcg atcagataag caggacccat tggccaaccg 
aacttagaca
    28141 ttacattgtc gatttgctgg aaatctgcgc cgtcttttac aagaaggtca 
aatgctccga
    28201 aataagggaa caatacacgg ttaaccaaga atcctgggca gtcatttaca 
acgattggtg
    28261 ttttacccat tttttgagca agcacgaccg tagttgcaat tgcttcttca 
gaagttttct
    28321 caccacgaat aacttcaaca agtggcatca tgtgaactgg gttgaagaag 
tgcataccaa
    28381 cgaagttttc aggacgttgt aatgcttttg ctaaccgtgt aattgaaata 
gtagaggtgt
    28441 tagaagcaat gatcgtgttt tcacgaacat ttttctcagt ttcagcaagt 
acgatttctt
    28501 ttacttttgg attttcagtt accgcttcga tcacgatgtc aacttcttta 
aactcttcgt
    28561 agcttaaagt aggacggatg cgagcaagtg tttcacccat ttgcgcaggt 
ttcattttct
    28621 tgcgttcaac ttgcttggtt aacaagttgt ttgcttcttt catacctaat 
gcaagttgtg
    28681 ggttaccaat atctttcatg atgattggag tgcctttgct tgccgcttgg 
taagcaatac
    28741 caccacccat gatacccgcg ccaagtacag cagcttggtt tacaggatga 
gcaccctttt
    28801 catgttgctt agatgctttt ttaacaactt ggtcattaat gaataaacca 
attaatgctt
    28861 cagcttgagg agttacggct gctttggcaa agccttcagc ctcagctttt 
aacgcttcat
    28921 cacgtgcaag gcttgcacca gcttgtaatg aatcaagtaa taattttgga 
gcagggtatt
    28981 gagcaggatt tgctttagca agtaccgcac cttttgctgt gttgaacgcc 
atcatttgtt



    29041 caagtgggtt caattttaca gcttcaagtt tttcttggcg ttttgctttc 
cagtttaaac
    29101 gaccagaaat cgcttgctta accagatcag tagcagcgtc aagtaatttg 
tccgcagcaa
    29161 ccacagcatc tacagcgcca tctttaagtg cagcagccgg tttctttgga 
gtagccattg
    29221 ccatccattc aactgcatta tcaataccaa tgagacggct taaacgaaca 
ctaccaccga
    29281 aaccagggta aataccgagt ttgatttctg gtaaaccgac ttgtgcagct 
tctgacatca
    29341 cgcgatagtc acaaactaaa cacatttcaa aaccaccacc caaagccatg 
ccgttaatag
    29401 cagcaacttt tggaaggtct aaatcttcaa agctattgaa gatttcgtga 
acaggcataa
    29461 gccagtcaac aatcgctttt tcgccttgtg caaagttttg accaaattcg 
gtaatatctg
    29521 caccaacaat gaatgtagat ttgcccgagg taacaactaa gcctttaata 
tcgttattag
    29581 cttttacagc cgcgatagca gctttgaaat cttcaattgt tgcacggttg 
aatttattga
    29641 ccgactcacc ttgtaagtca aagcggaatt ctgcaattcc gtccgcaagc 
atttggacgg
    29701 taatggcatt gccagcgtgg atcatgcctg atctccttag ttttggagga 
tttctaagtt
    29761 gatgttatga agcgtgtgta cagctccggt acacatttat gcttcgctaa 
tcttacgata
    29821 actatatcta aaaagaaccc gacaagttgt atcaagccgt gacgcaaggg 
tcatcttatt
    29881 tttaattgaa ttcataccaa ttaaatgcat aaagaaaatc atagagatag 
ctgctgagta
    29941 aaggcttttg ttttaattta agtttttatt tataaaaagt ataaatcttt 
aattttttat
    30001 ataaaaaatg agaattttat cctattcact tcttgtcaaa aaggtcaatt 
gttctggtgt
    30061 aatgtctaaa aaaatcgact acaaagtcac aattttctaa tgaatgatca 
ccaccacaaa
    30121 ttaagcgctt ttttatatta aggcctctta attttccgaa atacaatgtt 
taatttttta
    30181 cattcgcttt ttataagtca attttgttaa aatttgcggc aattaaataa 
acttccggtt
    30241 gctattacct tagaaaatta aggtaaggtt gccctaaact ttgaaagagt 
agcaatatga
    30301 ttaagtggat catattagcg atttttgtga tatctgcatt gtatatccaa 
catcgcggca
    30361 aagtgcgtca ctcgttttat cgtcaatttt ttgaccattc aaccttgctc 
gcaccgatta
    30421 actttttaat gtacatcttt tcaaaggtac cgaatcaacc ctatatcgac 
actcaacact
    30481 ttaaagattt aaaagtgtta gatgaaaatt gggaaatgat tcgagatgaa 
gcgaaagctt
    30541 tatatgatca aggtgggatt aaagcatcaa gtacctataa cgacttaggt 
tttaactcgt
    30601 tctttaaaac aggatggaaa cgtttttacc tcaagtggta tgaatcaagc 
catccttctg



    30661 ctgctgagct ttgcccaaaa acaacggctt tactcaaaac attaccaacc 
attaaagcgg
    30721 caatgtttac agagcttgct cctgacagcc gtttggtcag acaccgtgat 
ccatatgcgg
    30781 ggtcactccg ttatcatttg ggcctgatta ctccaaatga tgaccgttgt 
ttcattgatg
    30841 tagatggtga aagatactct tggcgtgatg gacaaagtgt cgtgtttgac 
gaaacttata
    30901 ttcactatgc tgaaaataag accgatcaaa accgtatcat cttctttgcc 
gatgttgaac
    30961 gtccaatgaa agtaaaatgg atggaacgtt tcaaccattg gtttggtcgt 
aatgtgatga
    31021 ctgcggcaag ttcaccgaat gaaactggtg accaaacagg gggcttaaat 
aaagcctttg
    31081 gttatgttta ccaaattcgt attaaagcta aagctttaaa agctaaaaac 
cgtaaattgt
    31141 attacttctt gaagtggttc ctcatgcttg gaattttctt cctgattttt 
gttcgaccat
    31201 acgtgtttta atgaaagcgc ccgaaagggc gttttttgtt ttaagctaaa 
ataacctgtt
    31261 ataaggaata gattattaat aaaatcatta gtcaataagt ttatcatttt 
tgaagacttg
    31321 aataagactt ccttgccaac catagatgac aacacgatct atctctgatt 
caatcattaa
    31381 atatcctttt tctatatcgc cttcaacaat aatctctact tcagaatttg 
attcaatatt
    31441 atatttttct gcccaaggtt cgagtattaa tttgattttt tcgttttttc 
gagtttttat
    31501 aaataagctt ttgttttaat ctcataatta tgtttctctc gttataattc 
catatatatc
    31561 attgtgatct gtctctttct tttattttgg taaggaattt atcctgtaga 
tctccattta
    31621 aaattactgt cttctcattt tctgtatatg tcagcgtaaa gtcaccaggg 
atctgattta
    31681 agctcaccgg accatcaata atacctagaa ttatacttgt agtatcaata 
gtcgtctgtt
    31741 taatgatttt aaataaggtt tccttatctt tttgagataa agattgataa 
aaagtgagag
    31801 catcaaacca gtagggatct tctttaattt tattatcgat taaagtagag 
gagtaaatct
    31861 gtttataagt atcgatatat tcgtctgaaa tagtatttat aagttctttg 
acaaattctt
    31921 tagtattcat agaaattaac ctttattaaa ttttgtgact catttcgcag 
tgctggtaat
    31981 ttgttacaac tattaaaagc caataggcaa ttttgattct acaatggcgc 
ggttttttcg
    32041 aagactggtt agcggaagta ggttttaaaa tggctcatgc tcatcacgca 
gctcatgcac
    32101 atgttcatca tatcgaagag agaaaagaag accgttctca aggcgattta 
aaaacaaaag
    32161 tgatgttaag acaagcagct tcgacgactg aaaaatctaa acgatctaga 
actaaaaatc
    32221 ataaaactga agaccaaaat attaatttgc ataagttctc tagtaagctt 
gaaagtatat



    32281 ctgccaacca tagtaaagag aaatgcgcca aaaatattcg tattgcttta 
caagcagcag
    32341 gtgccgatgt gtctaagcat ccggtagcag cttcagactg ggggcataca 
cttgagaaga
    32401 acggttataa gaaaattaaa cctgctttta accgtccaca agaaggcgat 
atttatatta
    32461 ttgagcgaac aagtggacac acatatggtc atattgcagg ttacacaggc 
aatggctggt
    32521 tctctgattt ccgtcaaaaa acctatgcgg tttataaaga aaaagatgtg 
aaatatagtt
    32581 actatcgcct cgattcttaa ggaagtacga cacactttgt cgggctagtt 
tcctatccct
    32641 tttcaaattt agtttctggc acagtaaagc acttgaaaag taaaggtgaa 
aacatcacat
    32701 taggtattca atattaagcc atgtatgcca atagtgaatc aaaacgctcg 
tccccatatt
    32761 gaaaaaattt tagctaatct gacccaactt ccaggcgttt ataagatgct 
agggaaagag
    32821 ggggagttgt tatatgttgg caaagctaaa aatttaaaaa atcgggtgtc 
gagttatttt
    32881 gttaaaacca ttgagcatcc gaaaactcaa gctttagtcg ctcgaattta 
tgatattgaa
    32941 acgctagtta cgcgttcaga aaccgaagcg ctgcttttag aacaaaactt 
aattaaacaa
    33001 catcgtccgc cttataacat tatgctgcgt gacgataagt catatgttta 
tatctttgta
    33061 tcggcagata aaccttatcc gcgaattgcc agtggacgtg gcaaaggtaa 
gcaccaaatt
    33121 ggtaaattct ttgggcctta tccaagtgct tatagtgccc gagatacctt 
actggtttta
    33181 caaaagcttt ttaatgtccg tcagtgtgaa aatagttact tttcacagcg 
caaacgtcca
    33241 tgtttgcaat atcaaatcaa acgttgttcg gctccgtgtg taggcttggt 
ctcaccagaa
    33301 gattacaaag aagatgtgaa taacagtatt cgtttcttac aaggtgatac 
caaagagtta
    33361 aaccaggaac tgattgcgaa aatggagcag gcagcggcag atcttgaatt 
tgaaaaagcg
    33421 gttttttatc gagatcggtt gtctttactt cgcgaagtac aagcacagca 
agctgttttc
    33481 aaagtgaaag gtgaagctga tattttggca attgcctatc aggctggcgt 
gacatgtgtg
    33541 cagattatgc atgtacgtaa cggacgtatg ttgggaggta aaagctattt 
ccctgatatg
    33601 ttaggcgatg accttggtca aatgctaagt gacttcatgg caaactttta 
ctttcaggtt
    33661 gccgatgaag taccaagcga actgattgtg aatactgcct tacctgaccg 
taaagagctg
    33721 gaagaagcct tagcacagca gtttggaaag aaagtccaga ttaagagcag 
tgtacgagaa
    33781 acacgtgctg aatggttaga acttgccgaa atgaatgttc aacatgcaat 
taaagggcag
    33841 ttgagtaacc acttagaact caatgagcgt ttccaccagc ttgagcaggt 
agttggccgt



    33901 ccaattgatc ggattgaatg ttttgatatt agtcatacca tgggcgaagc 
accgatcgca
    33961 tcatgcgtag tgtttgacca aggtggagca cgtaaacggg actatcgcca 
atttgccatt
    34021 caagatatta ctgcgggtga cgattatgca gcaatgcgcc aagctttaac 
gcgtcgctat
    34081 aaaaaggcaa tgttaccaga tctgctttta attgatggtg gtaaaggcca 
gctccatatg
    34141 gccatggaag taatgcaaga gcttgggtta gaagctttta tggtaggtgt 
atcgaaaggt
    34201 gaaggccgta aaccggggct tgaaacgctt cattttaccg atggcacaaa 
aatccagtta
    34261 cctgaagata gtaaggcgct acatttgatt caacaggtgc gtgatgaagc 
tcaccgtttt
    34321 gccattacta aacaccgagc taaacgtgat aaacgccgca gtacttcagt 
tttagaagca
    34381 attccgggct taggacctaa acgccgccga gatttattaa cacattttgg 
tggtatccaa
    34441 ggtgtgttaa aagcatctga aaaagaactg acagtcgtgc cgggcttagg 
tgaagtgatg
    34501 gcaagaacga tttataaaat tttgcatgag tagtcatgtc ttgagaagat 
gagtgacaaa
    34561 agcgctcgta aattaatagc tgaatgatca ttcacatatt ggtcaaaatg 
atgaaagata
    34621 tttcttaatc atgcgcatga tttagggata tgaatgtcat tactgcaact 
atgggaagat
    34681 gtaaaacaaa atgaatggat tgatataccc gcaggatggt tacagggccg 
taccgttttt
    34741 ggtggccttg ttgctgggtt attaatgcaa aaagcatgct cctatattca 
agattcaaat
    34801 aaaagattat taacttgtag tgttactttt gtaggccctg tacaacaagg 
cgctgcccga
    34861 ttgactattg aagttttaag agaaggaaag tcagtcacta cgcttgaagc 
acgtttatgg
    34921 caagatgatg cggtacaaac gattttggtt gcaagttttg gggcttctcg 
tgcatcgagt
    34981 attgaggtaa agcaagagcc agtcgtccct gcttatgtat cacctgaaaa 
tttatctgtc
    35041 attccttttg cgaaacatat gcctgaatgc tttcagcatt ttgaagtctg 
ttgggctgag
    35101 gggaattatc cggtaacggg aagtaaacaa cccgactttg gtggctggtc 
aaggttctca
    35161 ccagagcagc atgcgaatcg tcaaatgaca ttatctgatt tgattgttct 
tatggatatt
    35221 tggccaccga gtgttttgcc tatgtttaag caagttgcac ctgcaagttc 
tttatcatgg
    35281 catattactt atgttcatcc agttcggcac cagttgtgtg actggtttaa 
atataaagta
    35341 actactgaat atgcagctga ggggtactcc acagaatatg catatctttg 
ggatcaaaat
    35401 gatcatttaa ttgcaatctt gcggcaaact gttacggtat ttacctaagt 
aatctacttt
    35461 ctcgattcac atatttcgta taaagtggct gttacagata gatacaatat 
tgaagtatgt



    35521 gtctttgtct gttaaaagat gcgtgaagac taaattggcg gtgtttatga 
ccacagggcg
    35581 aatcctgaat atcccaaata tcctaacttt ggcgcgtatt gcgcttattc 
ctgtattttt
    35641 ggtgattgca tattggccgc ctgcaatagg tattggtgag cacgtaggaa 
gtatgacacg
    35701 tcatattatc ttgacggcta ttttcgtgct ggctgccgta accgactggt 
ttgatggcta
    35761 tttagcacga actttaaacc agacttcagc atttggccgt ttcctagacc 
cggttgcaga
    35821 taaacttatg gttgcagctg cacttattgt tttagtgcag tggaaaccga 
caattgcgat
    35881 ggctttcgct gcaattgtta ttatttcacg ggaaattact gtgtctgctt 
tacgtgagtg
    35941 gatggcagaa cttggcgcgc ggaccagtgt agccgtatca acagtcggta 
aatataaaac
    36001 tgcatttcaa atgattgcga ttagtgtatt cctgttgaat tggcagcctt 
tagaagtatt
    36061 ggcctatgct ttgttatata ccgccgttat tttgacttta tggtcaatgt 
ttatttattt
    36121 aaaagctgca tggccatacc taaagcagcc ataaaattaa aaagattttc 
aaaagccttt
    36181 ccttgcgaaa ggctttttta ttggaaagtg caagaatcgg gtcgtcatgg 
tgtcttggct
    36241 actttaaagt aagattgagt actaaggagg tgacagatgc aaatgctttc 
ttctcggcaa
    36301 tttgctgcga ttgccacaat tattgaatat ttatatgaac atctagacca 
gcaaccaagc
    36361 ttagaagatg tcgctacata tatgaattta agcccgagtt atatccagcg 
gcagttccaa
    36421 gaatgggtag gcattagccc taagaagttt gtgcaatata tgagtttgca 
gcaagcaaaa
    36481 tattatttaa tgcagcaacg tagcttatta gatactgctt taaatactgg 
actgtcgggt
    36541 acgggtcgtt tacatgattt gtttattcag cttgaaggga tgacccctgg 
tgaatacaag
    36601 cagcaaggtg atggcgttga actgaattat tcagttgaaa cgagtccatt 
tggtgactta
    36661 ttggtagtaa gtagtgataa agggatttgt tctgttcgct ttgttgataa 
tagtaagaac
    36721 atacaagaaa tcgttaaaca gtattttccg aaagctcaat taaaaaatca 
ctctccgatt
    36781 tggcatcaac agattgcaca gtggtttaga caagatttct cagaacattt 
acagcagaaa
    36841 ttaccgctta atcttgcagg aacaccattt cagctacaag tatgggaggc 
actgcttact
    36901 attcccgaag gacagttacg aacctatcaa gatattgctg agcaaattgg 
aaaacctaag
    36961 gcagtcagag cagtggctac agcaattggc caaaatccga ttgcgtattt 
aattccatgt
    37021 catcgggtca ttcgcgcaac aggaatggtc ggtgagtacc attggcaaaa 
agggcgtaaa
    37081 ctggcattgt tagcttggga gatggctaag cagcaaggga agattgcatg 
acactagatt



    37141 tattttctcc agaaccttgt tcaaacttat tgccttatga tggtgaggtt 
caggattatg
    37201 gatgtatttt aactgccgaa gaagctgaac aatattttca ttatttgtac 
caccatttgg
    37261 cgtggcgaca tgatgaagcg aagctatatg gcaagcactt tataacacct 
cgtaaagttg
    37321 cttggtatgg agatgagcat tatcgatata aatattctgg tgtctttcgt 
gattctttac
    37381 cgtgggacaa agcacttgct cagctaaaac agcaagtaga gcagatcctt 
tcagaaaaat
    37441 ttaattcttg cttggcaaat ctttatgaag acggaactca aggaatggct 
tggcatagtg
    37501 attcggatgt gtctttagct agaaccacta caattgcctc tttaagtttt 
ggagcaacgc
    37561 ggaaattctc ttttaggcat attcaaacca aagaaaaagt tgagatgtgg 
ttacaaccgg
    37621 gtcaacttat tgtgatgcgt ggtgagactc aacaatattg gcaacaccgt 
ttaaatcgtt
    37681 caaccaaaat tttacaacca cggattaacc tgacttttcg tcagttcaaa 
ttttcataag
    37741 ttttttctaa aaattgggca agaaaaaagc ccatgatggc aacatgagct 
tattcctctg
    37801 agggagagcc tactattgat gagctgctga tgaaaagaat catcaatagg 
tgctaaaatc
    37861 ataatatgag aatatttgga tattttcaat gcttcaaagt gtaagaaaac 
tttaaattat
    37921 caaaaatatt attttagatc tcgccctttt ctgaaagttc cataaagcgc 
tgctcaatca
    37981 atgccgcgtt ttcttgcaaa atttcaatca acttttcaat atttaaaaaa 
tcaaagcggt
    38041 tctttgatgc gactaacgtt aaagccaaag gaacttcttt actcgaaaaa 
cgaacgggta
    38101 cagcaagccc ggaaacattc ggatcaatct caccttgcga gaaatagaag 
ccttgttttt
    38161 ttattttacg catacgttga ataaagctag gttcgtctac agcaaaacct 
gattcagaca
    38221 gctcatgttg aaaacgttca tagtagtcat gcatgcgttg tttgcttaaa 
tgtgaaacca
    38281 tcgtttttgg tgaggcccca acataaattg ggcgtgggca gcctcgacca 
tatgaaagta
    38341 attcagtatc tttaaaaatc tcatgatgaa tatcaatgca gtagtcatca 
tttaaatagg
    38401 tgagtaaaca gcaaagttca gtacgctcta caatatttcg cataaatggc 
gtgctgattt
    38461 ggaccaatgg atcggttgtt ctagatacat agtcaagaac tgctattttt 
gagcctaaag
    38521 tgtaatcgcc agaagtacca ttaatacgtt ttaataagtc ggctgatacg 
agttctttca
    38581 gataacggta gctggtcggt ttagacaagc caagttcttc gcaaataata 
tcgacattaa
    38641 tcactggtcg tgaaacggaa aataaatcca gtacggttaa aattttgcca 
aaacttgaaa
    38701 ttgccatgat gtcttattcg tatccttaat aaacgggtca cacttgagtt 
cttataacag



    38761 aaaaattgaa gctttgtctc aattccaaga taactgcctg atttaaatat 
tttacgctca
    38821 gaatcagaaa agttctcttg attcacacat catatatgat taactaaaaa 
catatcaaat
    38881 tatcaaataa agatatttta gttgactaaa tcactttaat ttgaaaaaat 
tgtgcaacaa
    38941 aatatctaat cgagaaagtg gtttgttcta tcggctttct tgatgtctct 
tctttcctaa
    39001 gcttggtcgt ataaatagcg gtcaaactga aatcatctcg gtacatcatg 
cagagatgta
    39061 ggaaaaatca ttgtattgaa ggatgctctc attaactcat ttgtcttata 
ggcaaatgac
    39121 aaagtcgtat tgtctttttt taaaagcaaa cggacactga tgagcatgct 
catcagttca
    39181 aatctatatt tgagatgagt tcatgttatt aaagcaaata ctggctttcc 
gcccgagtaa
    39241 gcttgatcta atttttgcaa taaagacatt tattgccggt atgttggcat 
tatttgtttc
    39301 gttcgaatta gacctgatta atccaatgtg gtcgatcggt accgtcctga 
ttatcgccaa
    39361 tccttattcg ggtatggtgt cgtctaagtg tgtttatcgt ttattgggaa 
cggtaggcgg
    39421 ggccattatt gccttaacca ttactccgca tctgattaat acgccgtgga 
tttttacggt
    39481 tgtgttatca ctatgggtgg gctttgcgct ttatgtgtct ttattagatc 
ggactcctcg
    39541 cagttatgca tttatgttgg caggttattc aaccgcaatg attgtgtata 
acgcgattac
    39601 ttatattgat cagtacaata tttttgatat tgctttggca cgtgtacttg 
agatttcaat
    39661 tggtgtgatt tcgagtgcgg ttgtgtctgc gactattttg cccatgcata 
ttggttcggc
    39721 aatcaaacag cgtgtaacga aaaccctcaa agatacagaa aacctgtttg 
ctaatttgtt
    39781 aaatgcagat caacagcaaa acaatacaca gcttttagct gctattactc 
gtgatacaac
    39841 cgatattcat gctctggcag ttcacttgag ctatgaaaaa ggtgagttgc 
atggtatgac
    39901 caaacctttg caagaaatgc tccatcaaat gtcgatggtg gttgcaaact 
tggttgcctt
    39961 atctgaacga attaaacaac tgcaagaact caattttatt gaaagtcatt 
cagataaatt
    40021 aaagcagctt tcagggcatg tgattcattt tctggaacaa aaagatcaga 
tgactgatga
    40081 aaatattctg cagttacctg acgagtttga aaatgatttc ttgaacttaa 
atgattcggc
    40141 ttctgaacat cagcaagtgt tattggctgc catgaaaatg gatgtgcgtc 
atttcattag
    40201 taatgtttta gctgtaaaag ttttatggca acgcatcaag caaggtaata 
aagagattcc
    40261 agataacatt accccaatga ctacgaccta tccaagttta caccgagatc 
atggcgtagc
    40321 cgtcagaggt ggtattagtg cagtgctgat tacatttatt gtgactggtg 
tgtggattct



    40381 ttctggctgg aaagctgggt tcatgatggc acagatcggt gcagtaactg 
cctgtatctt
    40441 aacggcccta gataacccag ttcctgtctt gcgtattttt atatggggca 
gtgtggcctc
    40501 ggcggtttta gtttttattt acgcgtttgg tatttttcct catgtcacaa 
cattttggga
    40561 acttggactc gttttattac caatgttctt gtttgcggtt tccatgatgg 
cgaatcaggc
    40621 actcatgccg gtcgggatgg tgctaggtat taatactatg atggggctga 
acttgcacaa
    40681 tgcttacagc atggacgcag tgtcttattt agatagctca tttggtatgg 
tcatgggcgt
    40741 attggtgtca ttagtcgtta ttgatgttgt gcgtgccatg tcacccgata 
ccagtgcaaa
    40801 ccgtattttg gctttacatt accgtgcgat gcgccaagcc atatatattc 
cttatggtat
    40861 tgaatttaaa gttcacttac gggggatgtt agaccgtgtt ggtgtcttaa 
atactaaaat
    40921 ggttcagtca gaagagatca aaaaatctat tcaacaggct ttggttgaat 
caagtgcgat
    40981 cattgattta agccgactac aagagctagc aaatcaagtt ccgacatctt 
cagaattggc
    41041 ccatcacatt ggccgtttgc aacaagattt agatgagcta tttagagcta 
aagaaaatga
    41101 aaaaggtgaa agtgatgtat tggtacagca cattcaccaa accttatttg 
aacttaaaca
    41161 acttgcttca aatattgaag atatgactct gcgtcaaaga ttatttattt 
cactaaataa
    41221 tattgcttat agcatgtgtc atgtttcatc aaaccaaatg aatgcagatc 
gtacgcttac
    41281 aggagccaca gcgcatgggt gagtttaatg tctacggtat ttacgtgcct 
gctttgctcg
    41341 tccaagccat ttttgcatat atatgttttc gctggttaag tcccttaacc 
aacaaatgga
    41401 ttgcacaagg ctggattgca ttacccagta ttttcaattt gtgtttttac 
cttttactac
    41461 ttttggtgat acaccaaatt tttgttgggt taggtgctta aagatgattg 
ccagattaaa
    41521 gattgagtta ggtgagtaaa atgaatcaat tggagttgaa aaaagtcatc 
cgtccagtga
    41581 ttttggttgt cgcattaatg attgctgtct ataccattgt gcatttatgg 
aactactata
    41641 atgcagcgcc gtggacacgt gatggtcgag ttcgtggtga cgttattcag 
gtctcttcag
    41701 atgtagcagg acttgtaacg gaagtattgg ttcaagataa ccagactgta 
aaaaaaggtc
    41761 aggtgctttt taaaattgat gtctctcgcc gagctttaga tgtagagcaa 
gcaaaatctg
    41821 atttggcaaa agcaaaagcg gcctatgctc aagcacaagc aggtctagcc 
caagctaaag
    41881 caaacttgat taagtcgagt actaacatta agttagccga gaaaaacgca 
aaccgttatt
    41941 caaacttaat ggatggtgcg atttctaagc aggaacaaga tcaggtcttt 
gcaactcgcg



    42001 atcaatcaca cgcggaacat gagcaactcc aagctgctat tcaacaagct 
gaagcgacta
    42061 ttaaacagca acaggcactg gttgaagcag caacaagtaa tttacattta 
gcagaactca
    42121 atatgcaccg tgcggctgtt gttgcaccgg cagatggaac attatctaac 
tttgatttgc
    42181 gtccgggtaa ttatgttcaa gttggacaag cggttgcagc attgctagat 
cgtaagcagc
    42241 tttatgttgt gggatatttt gaagaaacaa aattagaccg tattcatatt 
ggcgatgaag
    42301 caactgtgca attaatgggt gatagacaga aaattaaagg ccatgtgcag 
ggtattgcat
    42361 cgggtattga agaccgtgag cgttcaagta gttcgaaact gcttgcaaat 
gtaaacccga
    42421 catttagctg ggttcgttta gcgcagcgtg tacctgtaaa aattgtatta 
gacgaagcac
    42481 caaaaaatga gttggctttt gtgtctggcc gtactgctac agtacatatt 
attgaaaaat
    42541 aaaaagttta aatttttaaa ctcaataaaa aagcatgttt gaaacatgct 
tttttatttt
    42601 atggcgttaa accaacagga ttgcgatacc agctctgaat tagcaaagcc 
gcggcaaaac
    42661 tatcggctga taacttcttg gcacgacctt gttcttgata aaaaccaagt 
tcttctcttg
    42721 cctcacgagt ggtgagccgt tcatcgacca tccacgtttc aatattggtt 
tgatggcgta
    42781 ggcgacgtgc aaacttacgt gcccgtgttg aaagttctga ctcgctatca 
tccatattca
    42841 atggaagacc aacaataaat aaatcaggct gccactcttt cacaattttt 
aaaagttggt
    42901 cccagttggg aataccatct ttcatcacaa aaagtggtaa tgggttagca 
ctttcaattg
    42961 cagactgacc aatcgccatt cccatctttt gagtgccaaa gtcaaaagcc 
ataattgatt
    43021 ttgattgcgt tgcggtcatt aggcgtgccc gatttcagaa gccagccatg 
tacgatctac
    43081 accaattttt ttataggctg catcccaacg atcatcgtac ggcaagttaa 
aaatcagatc
    43141 catgtcggca tcacagataa gccagtcacc acgagcgatt tcatcttcta 
gctggttttt
    43201 accccaactc gcataaccaa gggcgatttg gtagcgacca acaccttcgt 
tatgcgcaat
    43261 cgcatcgaga atatctttac tggtagtaat acagacattc tcacccacag 
caatagaaga
    43321 gtgccatgtt ggttggcctg tatgaagaac aaagcccgcc tcagggcgta 
aaggaccacc
    43381 ttgtaaaacc tcatgcggat ttacattgtc tgcatcaatg tctaaatcat 
tgagtagctc
    43441 tttaatttga ataccagcag ggcgattgat aataatacct tgggcacctt 
cttcgtcatg
    43501 acgggcaaga taaattactg tatttgcaaa aaagtcatct gccatttctg 
gcggggcaat
    43561 cagacaacgg tgagtcatat attgtttggt cacctaagcg gttctccctc 
aaaaaatgtc



    43621 gctatagggt ctctcgaccc tttttatcta tataggttct ttttatcaac 
atacaagagt
    43681 taatcggatt tcgccaatct ttttctctca ttttctttat taagttgaag 
aagcctgaaa
    43741 tttaagttga cgtaattgtt tagcatgctg caaggttgtt tcattaattt 
caacacctcc
    43801 tgacatgcgt gctagctcgg aaataatttg attttcatca agttgtacaa 
tagtactact
    43861 tgccggatca gtttgttgtt ttttgactaa caaatgttga tcggattgtg 
cagccacctg
    43921 tgcttggtgg gtaatacata gaagttggac atgctgagcc aagtcggcca 
ataaacgtcc
    43981 aaccacttca gctgtaccac cactaattcc gacatcaatc tcgtcaaata 
ccaaaacttc
    44041 tgcttcggtc ttttcagcat tcatgacttg cataacgagt gcaatacgag 
aaagctcacc
    44101 accagatgct acacgtgcca atggttgagg aggtatgcct ttattggcag 
taaataaaag
    44161 ttgaataaaa cttaaacctt ctgcatttgg ttgttctaat ggttcaaact 
taaactcaaa
    44221 atgtgcctca ggcagcgcta aaggtttaac ctgttcagtt aattgttttg 
caagtggggc
    44281 agcagcttca cgacgaatat tgtctaaata ctgggctttt tctaaaaatt 
cttgatgtga
    44341 cttttctact tgttcagccc gagtttcagg gtcttctaac tgatgtaatt 
gctcaagctc
    44401 actttgccaa gtttcgtact cttctttcag cgtctctggc tgagtacggt 
atttacgagc
    44461 aagtcgatgg aaaacctcta gcttggagtt cagttcttcc atccgttcag 
gatcgaaact
    44521 ctgacggtca ataaattgac gtaaatttga tgtggcatca tcaatttcac 
tttgcgcatt
    44581 taataacgaa ttataaattt cggaaagctg ctcactacgc cccgcatgag 
actctagacg
    44641 gcgaatgatc gacgacattt cttgagtaat gttttgttca gcttcatcaa 
gtgcatttag
    44701 actatagcta cagtcttgca tgatatgttc atgatgacta aggcgatcga 
actcttgctc
    44761 gatttctttg taatcggttt gaatgacttc ctcaagctct tcaatttgta 
actctaaggt
    44821 cgcaatacgt tgtagacggg tcgcttgagc gtcgagcgca gcctgatgct 
ggcggatatt
    44881 acgctgccat gtactatatg cttcacgaac atcatttgct tcggcgtaaa 
aattactata
    44941 acggtctagc caatgctttg gataaggcgg ttcaagtagt tgttgttggc 
tgtgctggct
    45001 atacaactga accaataagc ggcctaattc tttaagctca gagagactac 
ttgggcggcc
    45061 atttacccat gctttgctac ggccagttgc gaaaataacc cgacgtaaat 
gaatttcccc
    45121 tgaatcatca tctagttcat gttcttttaa ccattttgct tcagggctat 
tgtcctgata
    45181 agtaaaaact gcggttacat ccgctttgtc cgaaccatag cggacataat 
ttgtatctgt



    45241 acgttcccct aagcaggcag atagtgcatc cagtaataat gattttcctg 
cacctgtctc
    45301 acctgttaga acattaaatc cttgttctat atcaatagct aaatgatcag 
ctaatgcaaa
    45361 attaattaaa gttaaatgtg tgagcataaa cgcatccaac gcgccaaatt 
atgggttaaa
    45421 gatagagaag ttttgaattt gctacaagtg atctattatt ctaactgaaa 
ttatagaaca
    45481 gcaagattgc ggatctttac aatgaaaaaa acattaagct taccgaaagc 
accaataggg
    45541 atgatcaacc gccataaaaa aattaatcct gctgaaatga ataaaatttt 
aaatcagcat
    45601 tttaatgcat ttaaacaggc tgctgcacaa ggtgattacg tcaaagcata 
tcaacatgta
    45661 aaaaaagcag taagtctggt tcccgggcat cccggagcat tgtctgattt 
agcttatact
    45721 gagctacggt tacgccgtta tgacgatgca tatcaacatt atatgcaagc 
cattaaagca
    45781 agtggttcta acgttaatac aaatttatac gatggattga ccgaagtttg 
tcatcattta
    45841 aataaaaaag aagagaagat taaatttggg cgtttagcca tttcaaccaa 
aaaagaactt
    45901 acaaagaatg agcctacttt aaatataccc actcataaac ccgtgccctt 
tagcccaaat
    45961 ccacaagaaa atattattgc tttttctcta tttggagcaa atccgcggta 
ctgtgaaact
    46021 tccattttaa atactaagtt agctcaagaa atctatcctg aatggacgtg 
tcgattctat
    46081 gtggatgaga gcgttcccga acttgtacaa cagcggttac aagcaaatgg 
tgcacaagtc
    46141 gtacatgtca gccccactca aaaacagtta tcaggtttat tttggcgctt 
tttagttatg
    46201 gatgatccgg tggttaaacg gtttttagta cgtgatgccg actctatcgt 
gtcttatcgt
    46261 gaaaaagccg ctgttgatgc ttggcttaag agtgatcaat ggttccattt 
aatgagagat
    46321 agctattctc atactgaatt aattttggcg ggtatgtggg gcggttgtac 
aggtattttt
    46381 cataatattg aagcacatat cagggattat gttgccactg gaaggtatcc 
ggacaatcga
    46441 gtcatagatc aacattacct gcgttattgt atttggccga ctttaaaaca 
aagtgtgctt
    46501 gtacatgata gccagcaatt tgatgaaaat agtgccgatt ttccggttta 
tgatctaact
    46561 tcaatgcaaa atgaccaaga caattttcat gtagggatgg ataatggttc 
accagtcgtt
    46621 acaactgcgg ttaatcatcc aacggcagaa aaagtttact ggattttatt 
cgatgaaaat
    46681 cacgatgaag tttgcagata tgatgcaatt gtgtcgaaga gtcgaaatat 
tgaagtgaat
    46741 ttaccccacg cttttgctaa aaaaattcag ttacagcagt ggaaattaca 
agtctatccg
    46801 tatgaaaact gattgattag ttatttaggc acaattaaac tacattcatc 
ataatttata



    46861 taaatgcggc attatctgga gagtgtgcat gagttcaacc caatttgatc 
atgtaacggt
    46921 catcaaaaaa tcaaatgttt attttggtgg agcatgtatc agccataccg 
tgcaatttga
    46981 agatggaacg aaaaaaacat taggtgttat tttgccgact gaacagcctt 
taacatttga
    47041 aacccatgtt cctgagcgta tggaaattat ttcaggtgaa tgtcgcgtta 
aaattgcaga
    47101 cagcaatgaa agtgaattgt tccgcgctgg gcaatctttt tatgtaccag 
gcaatagtgt
    47161 tttcaaaatc gagactgatg aagtgcttga ttatgtttgc cacttagaag 
gctaagaaat
    47221 tactgtttaa atcgggtaca ctatgcccaa agaaatcctg tgaagttggc 
tttacaggat
    47281 ttttattttt tgctcaaacg ttgttagagg tcatgcatgg caaaaccgga 
atattattat
    47341 ggcgttcact cagtggagtc attgttagaa cttgagccgg agcgcgtgct 
gaccctgttt
    47401 acattgaaag ggcgcgacga tcagcgtttg cagaagattc tgcaattggc 
cgagcctttt
    47461 gggattagtg tacaaaaagc aagccgtgat agcctcgaaa agcttgcggg 
tttgccattt
    47521 caccaaggcg tagttgcagc agtacgtccg cacccgactt taaatgaaaa 
agatctagac
    47581 cagctcttgg ctgaaactcc agatgcctta ttgctggcat tagatcaggt 
gacagatcca
    47641 cataacttag gggcatgtat ccgtactgcc gctgcaatgg gtgttcaggc 
agtgattgtg
    47701 cctcgcgatc gctcagcaag cttaactcca actgctcgta aagtcgcagc 
gggtggggcc
    47761 gaaaaagtta aatttattca agtgactaat ttggctcgta ctttagcgca 
tcttaaagag
    47821 acaactcatg tccgtgtgat cggtacgatg cttgatgaaa atgcattacc 
tattcagaag
    47881 tgtgatttct cgggtgctgt tgtgattgta atgggtgcag aagacacagg 
tttacgtcca
    47941 attactcaag cacagtgtga ccaaaaagcc tatattccaa tgtcaggtaa 
cttacaaagt
    48001 ttaaatgtaa gtgtggcaac gggtatggca ctttatgaag cttgtcgtca 
gcgttctgag
    48061 gtataattta gctgccttcc tagtttttat gcagtcttga tatgtctccc 
cgtacgcaag
    48121 gttatttttt tgtattggtg accatgtgta tttggggcgg gtttacgctt 
tttgcccgct
    48181 taaatgcaca atggcacatc agtgcttggg atattgccgc actacgcttt 
gctatagcct
    48241 tcctaatttt gatgcctatc ttaatttata aaaaagatct cgctttttta 
tggagtaagc
    48301 atgcggttat tttggcattg attggtggag tcatttactg ccttacggtt 
tatacagctt
    48361 ttctttatgc accagctgcc catgctgcaa tatttttaaa tggctgtatt 
cctatctgta
    48421 ctgctatagc tgcttatatt ttatttagac agccatttga taaacataca 
tgggtgagtc



    48481 tggcaattat gattactgcc ttggctctca tgagcgcatt gatgttgaaa 
agtagtacct
    48541 ctgcttttgg aattggagat ttacttctgt ttatcagtgc gatttggtgg 
gggattttta
    48601 ctgtactact taaacagtgg aagctctctg cttggcattc tatggcaagc 
gtcgcaatct
    48661 ggtccgcaat tatttatttg ccgatttatt tgttgttctt acctaagcac 
tttatggatg
    48721 tagatccttt gcacttagct gtacaaagta ttttccatgg cgtgtttgtc 
gttattattg
    48781 cgacattaac ctatgttgct gctattcagc gtcttggcgc atttaaaacg 
ggaagtattg
    48841 taactttggc gccgtttatt gctgctattt tagctgtacc tttacttggt 
gaatcattaa
    48901 gcccatcaat tgtagtgggc ttagtaggta tgggaatagg tgctttacag 
ccttggcgtt
    48961 ggtttagaca agatagcctg acacaaaaga ttaagcagca aaatacacaa 
aattagtttg
    49021 cacgcttcaa atagctttga tgtaaaggct ctaattgctg atataaatgt 
tcgagtaatc
    49081 cgtcgttaaa cacgatgtca tttgcaagct cacgttttcg ttcgcgtggc 
atttgtgcag
    49141 caataatttt ctggatttgt tcttggtttt gtccatcgcg ctggctcgca 
cgctgaattt
    49201 gagtttgttc actcgcatca atcagtagcg tgtgattgac tagttcatgt 
tgatttgttt
    49261 caaacaataa tggcgaaact aaaatcacat acggactttt aggattttgt 
agctgttgaa
    49321 taatagattg acggattgcg ggatgggtaa tttgctcgag tgtatgacgc 
gcttgtggat
    49381 tttgaaaaat atattcacgt aaggcacggc ggtccaaact gccatcgggt 
tgaagcaccc
    49441 aatctccaaa ggtttgttga attttttgaa gggcaggttg ccctttttca 
actacttcgc
    49501 gagcaacaat atcggcatcg acgacttgga ttccttggga ttcaaaccat 
tgtgttgcag
    49561 ctgatttacc actgcctata ccacctgtga ttcccagaat aaaagccatc 
ttaacctccc
    49621 aaataaattt tcataatctg atcaccccat aaaaaggcaa cccaaccagc 
aatggcaata
    49681 tatggcccaa aagcaaaagg ctgattgtca tttcttaatt ttaataaaat 
gatgccaatg
    49741 attgcgccaa gtaacgatga caataacaca attaacggca gcatcaatgg 
ccccatccat
    49801 gcacctaatg ctgcaagcaa tttaaagtcg ccgtagccca taccttcttt 
gccagtgatc
    49861 actttaaata agtaatagac aatccaaaga cataggaaac caatgagata 
accccaaatg
    49921 gctgagttgg gtgaggtata aatattaaag gtattaatac ctaagccgag 
cgcagctaaa
    49981 ggtaaggtaa agcgatcagg caataattgt gtatcgaaat caataaaagt 
aagggctatc
    50041 agtacccatg tgaggacgag tccaaaaagc atttgtatgg ttgggccaaa 
catcatgacg



    50101 actactaatg aacatagcat ggtgagtagt tcgatgactg gatagcgaat 
actgattggg
    50161 tgctggcaat gaccacattt tcctcttaac acaagccagc ttataacagg 
aatattttga
    50221 taccaacgga tcggttgctg acatgcaggg cacgatgaag caggcttact 
taaagttaac
    50281 ttctcatgat caataatcgg ttgctcagga ttgagtaaca tttggcattc 
ttgctgccaa
    50341 tcttgctcca tcattcttgg cgtgcggtaa attactacat taagaaagct 
accgatacat
    50401 aggctcacga gtgcaacagc aatataaagt gcagttaagt tttgaataaa 
atacgcaatg
    50461 atgtcttgca ttatacaact gagcccattt ggaaaattgg aagatacata 
gcaattacca
    50521 gaccgcctac gagcacccct aaaattgcca taattaaagg ttccatcata 
gaggttaaac
    50581 catcaacggc attatccact tcattttcat aataagtggc aactttatcg 
agcatgctgt
    50641 ctagtgcacc cgattcttca ccaattgcaa ccatttgtat agccatagat 
ggaaaacgat
    50701 tagagacccg catagcaaac tgaagctgtt gacccgttgc gacatcttca 
cgaattttca
    50761 tcacagcttt ttcataaatc acgttattgg ttgcgccagc agtcgattct 
aatgcatcaa
    50821 taagtggaac acctgcggca aatgttgtag caagcgtgcg gctatagcgg 
gcaataattg
    50881 ctttataaac caagtcccca aaaataggta acttaagcgc cagtttatct 
aagccatcac
    50941 gaaacttttt actgcgtttt tttgcttcca gaaaggcagc aatgactgcg 
ccaatcgcaa
    51001 taatcataat gaaccagtat tcctgcatcc atttcgacat attcacaacc 
atttgcgtaa
    51061 atgcaggtaa atctgctcca aaagacgcaa ataaatcttg gaaaacggga 
actactttaa
    51121 ccatcaaaat aatggtcacc acaatggcta ctacaataac tgttgctggg 
tatttcattg
    51181 ctttcttgat tttttgcttg agcaactcac ttttttcttt gtaaattgca 
acgcggtcca
    51241 gcatcgtttc gagtgcgcct gattgttcac cagactcaac aagtgaacaa 
aacaagttat
    51301 caaaatgttg aggatatttt cttaaagctg aggcaaaagt actaccacct 
tcgacttcac
    51361 ctttaatacc gagtacaacc tcacgcatgg ccgggttttc taaaccttca 
gctacaattt
    51421 caaagccttg tacgagtggt acaccagctt tcatcatggt cgccagttgt 
cgagtaaaaa
    51481 tcgtaatatc gagtgtggtg acttttttct tgaataaacc ttcaagaata 
tttttacgtt
    51541 tttcacgtat atttcgaaca gtcacccctt gtttgcgtaa ggttactttg 
gctaaagcca
    51601 tgtttttagc cggaagttct cccttgattt ttacgccctt acggtcaacc 
ccttcataag
    51661 caaaagtcgg catcatttgt gcctttttga cagccattag attatcctta 
ttttttaaat



    51721 agtgtcttat tcactggtga cacggttgac ttcttgtaaa gaggtcaccc 
cttgcatcac
    51781 cttttttaaa cctgaacgac gtagattatt aaaccccaat ttctcagaag 
cagctgcgat
    51841 ttctaaagcg ttgccatctt ccataataat cttggaaatt tcaggtgtaa 
ctttcattac
    51901 ctcataaata ccgacacggc ctttatagcc ttcacgacat tcagggcaac 
ctacgggctg
    51961 aaaaacccga aaatctgggt gcgctaaatc ttgttcggta aagcccattt 
ctaataagct
    52021 ttgtttagga atatcagcag gtattttgca ttgagaacaa agacgacgtg 
ctaaacgctg
    52081 tgcaataact aggtttactg atgttgcaat attaaaagaa ggaaccccca 
tattgcgtag
    52141 acgggtcaat gtttccggag cactattggt atgtagtgtt gacatcacca 
tgtggccagt
    52201 ttgagccgcc ttaatcgcaa tttctgctgt ttccaagtca cgaatctcac 
ccaccataat
    52261 aatgtcaggg tcttgtcgta aaaatgattt aagtgcggcc gcaaaagtaa 
gccctacctt
    52321 ggggtttacg ttaacctgat taattccttc aaggttaatt tctaccgggt 
cttcggcagt
    52381 agaaatattg gagctttcag tatttaaaat atttaaacct gtatataacg 
atacggtttt
    52441 accagaacct gttggtccgg taattaaaag catgccttga ggtttatcta 
atgcctccat
    52501 aaacaaagct ttttgatctt cttcatatcc tagtgcatca attcctagca 
ttgcgcttga
    52561 tgggtcaaga atacgtagaa ctaacttttc accaaacaaa gtcgggaggg 
agttcacacg
    52621 aaaatcaatc gctttgcttt ttgacagctt gagcttgata cgaccatctt 
gtgggacacg
    52681 tttttcagaa atgtccattt gagacattac ttttaagcgt gatgccaagc 
ggtttgcaag
    52741 ctgtagaggg ggattagcaa tttgacgtaa cacgccatcg acacgatagc 
gcacccgata
    52801 ggatttttcg tacggttcaa aatgtaagtc tgaagcaccc atacgaatgg 
catcaattaa
    52861 taacttatta atatatttaa caattggggc ttcatcgcct tgaggagctt 
catcttcatc
    52921 ttcttgagcg gtagggccat caagattaac atcgagatca aactcttcat 
cattgaagtc
    52981 aaagctgctt tcttctgcaa aatgctggcc taaaactttt tcgagtttat 
ggtgctccac
    53041 aattacgggc tcaaccagca atttactatt aaaacgaatt gcatcaatcg 
cttcgatatt
    53101 gcttggatta ctggtcgcga catataaaat ttgccctctt tgaatgagcg 
gcaaaattcg
    53161 atgttttaaa atcagtttct gatcgaccag atctttagga atctgagaag 
tgtcataaac
    53221 atccagatcg aaatatggtt cagcaaactc agcagaaatt gtttcagcca 
ataatgaagg
    53281 ggagagatga acctcttcaa ttaaatatgc gactgtgtcc tgcttagctc 
ttttcgctgc



    53341 atctaatgca gtttgcatgg tcgctgccga cacatgcttt tcttcgacta 
aacgtcgaaa
    53401 aaaccccgta aattttggag atgtatgtaa tgctgacatc tgcctgccta 
tgttaatgtg
    53461 tttataattg gtatatgaaa aattatactt ttgttatgta aaattactac 
cttagaaagt
    53521 gttgctcggg tcctactcag cctattaaag cttgaaccag tcgtagtttt 
tctttattaa
    53581 tttttagaat gtcggacttt taataaagta aagttttttc ttaatttcaa 
acactagaaa
    53641 agatatgagt aatcgcgtta aagaaaagta tctgaaattt gtataaatgc 
gtgtagaatg
    53701 tgctgcattt ttgatgaaag gtgagcagta tgtcgggttc gacgattacg 
ccttgggtag
    53761 ttggtaactg gaaaatgaat ccaatgcgtg ccaacgccaa ccaacttata 
gaagaattta
    53821 aacaattatt gcaacaaaac caaattgcag atgaaaactg ccatgtgggc 
gttgcccctg
    53881 tttctattgc ccttacaacg gtacaagcgc aattacagga tgctgcaaga 
acggtacata
    53941 cggttgcaca ggatgtatca cgtgttgctg gtacaggtgc ttatactggt 
gaagtcagtg
    54001 cagaactatt aaaagatagc caaattaatt tcgtactggt tggacactct 
gaacgtcgtg
    54061 atatttttgg tgacaacgtt gaaattttga aggcaaaact ccaaaatgca 
ttaaatgcgg
    54121 gtatgactgt catttattgt gtgggcgaaa gccttgaaca acgtgagcaa 
ggtcaggccg
    54181 agcaagttgt tctacagcaa atttgtgata ttgcacctgt agtaactgct 
gaacaatggc
    54241 aaaaccaagt ggttattgcc tatgaaccta tttgggcaat tggtacaggt 
aaaacagctt
    54301 ctccgcaaga tgcgcaagcg atgcacgcta aaattcgtga aggcttatgc 
caacttacac
    54361 cggcaggctc aaatattgct attttatatg gcggtagtgt aaaagctgaa 
aatgctgttg
    54421 agttagctgc atgtccagat atcaatggtg cgttggtggg tggtgcttca 
ttaaatgcag
    54481 catcttttta tcaaattgta caagccttcg cgcaaagcaa ataacgagga 
tagggtatgc
    54541 actcttttgt acttgttgta catattattt tagcagtact aatgattgca 
ttaattttag
    54601 tgcaacatgg taaaggcgca gatgcaggtg cctcttttgg tggaggtggc 
gcagcaacag
    54661 tatttggtgc gtctggttca ggtaacttct tgactcgcgt gactgcaatt 
ttgacagctt
    54721 tattctttgt gaccagtttg actctggcta tttttgccaa gaagcaaacg 
actgaagcat
    54781 atagtttgaa aactgtacaa acgactgcgc cagcgcagac tacatcgcct 
gaaacttcac
    54841 caaatgcacc aaaaactggc caataattgg aaataagact ttccttttgg 
aattgaaagg
    54901 actagaatgc gtcccacaag ctgcggtggt ggtggaattg gtagacacgc 
taccttgagg



    54961 tggtagtgct ttcgggcgtg ggggttcaag tccccccttc cgcaccaact 
ttgaaccaga
    55021 aagttgagtg caagcagttt tgtttttgat gcgggatgga gcagtctggt 
agctcgtcgg
    55081 gctcataacc cgaaggtcgt tggttcaaat ccagctcccg ctaccaagtt 
tcttaaagag
    55141 gctcacagac aaggtgggcc tttttgcaca gtggactatt gttttctgtg 
ctatataggg
    55201 gcgattaacg ccctttttta ttggttatcg tatcgctatc gtgtagtgtc 
gacatcaatt
    55261 ggtcaaatag tcatgcttca ctatagtaag tctgtgtcgg ttaaaacaac 
cgattgaatc
    55321 gcacgagaat gacgagagta aatgaaatta tcaaataaat cccaagcatt 
gtatgacatg
    55381 attgctccag cagtggaggc atgtggtgtc gacctttggg gaattgaatt 
ccttccacaa
    55441 ggtaagcgtt cattattgcg tatttatatc gatagaccgg ttgatgaaaa 
tgctgaacca
    55501 gtgattaatg aagatggtga agtagagcaa ggccgcggta ttggtgtaga 
agattgtgtt
    55561 cgtgttacac aacaggtcgg cgcaatgctg gatgtccatg atccgatttc 
aggtgaatat
    55621 gcattagaag tttcttcacc aggttgggat cgcccatttt ttcaactcga 
acagttgcaa
    55681 ggctacattg gacaacaggt tgctttgcgt ttgattgctg cagtagaaaa 
tcgtcgtaaa
    55741 tttcaagcaa aactccttgc tgtagacctt gaaaatgaag agattcaggt 
tgaagttgaa
    55801 ggaaagcatg tgcttgatat cgacagcaac aatatcgata aagcaaactt 
gatctatcaa
    55861 gattaaattt atttaaatta tataagaaat cggtaggtga cttatgggcc 
gcgaaattct
    55921 taccgttgtt gaaacggtta gtaatgaaaa aggtgttagt cgtgaagcga 
tcttcgaagc
    55981 tttagaacaa gctctagttg ctgcaacgaa gaaaaaattt tacgagggta 
ccaattctga
    56041 agaagctcag cttcgtgtag aaattgatcg tagaactggt gattaccgta 
ctttccgtca
    56101 atggactgtt gtggcagatg aagatcatga aatgccagca tgccaagacg 
caatttctga
    56161 tgttgatcct gcaaaatggt caattggcga cgttcgtgag cttgaagtag 
aatcgattga
    56221 gttcggtcgt atcgctgcgc agattgcgaa acaggttatc gtacaaaaaa 
ttcgtgaagc
    56281 agagcgtgca ttagttgctg atgcttatga atcaaaagtt ggcgagctaa 
tttacggtga
    56341 agtgaaaaag caaactaaag atggtttcat cattgactta ggtgacaatg 
ctgaagctta
    56401 tttagctcgt gaagaaatga ttcctaaaga gattcttcgt ccaaaacaac 
gtgtaaatgc
    56461 tattttatat agtgtaaacc gtgaaggccg tggtgctcag cttctattat 
cacgcgctaa
    56521 gcctgaaatg cttattgctt tgatgaagaa agaaattcct gaaatttctg 
aagaaattat



    56581 tgaaattaaa gctgcggcgc gtcaaccagg tgttcgtgca aaaatcgcag 
taaaaacgaa
    56641 cgaccaccgt attgaccctg ttggtgcatg tattggtatg cgtggaacac 
gtatccaagc
    56701 ggtacagcaa gagttaaatg gtgagcgtat tgatgttgta gtttggtctg 
atgatccagc
    56761 tcaatacatc gcaagtgcat tagaaccagc tgatgtatca ggcattgtgc 
ttgatgaaga
    56821 tgcaaaaagt gcagacatca tttttgctac caatgatcaa ttggcacgtg 
cgattggttc
    56881 gcaaggtcaa aatgttcgtt tagcttctga tttaactggc tacaaactcg 
acatgatgct
    56941 tgaagaagag tatcgtgctc gtcagcagaa tgaagctcag caatatctcg 
acatgttcgt
    57001 atcacgttta gatattgaag aagacttggc aatggcgttg gtagagatgg 
gcttcacttc
    57061 tttagaagag attgcttatg tgccagctga aacttttgac gaaattgaac 
ttgacgctga
    57121 gttagttgag ttattgcaaa gtcgtgcaaa agaagctgca ttaactgatg 
cattgaaaca
    57181 gcaagaaaat attcaagaac cgagtgcaga ccttctcaat atggaaggca 
tgacctctga
    57241 gatcgcttac tcgctagccg ctcgcggtat tattactgtt gatgatttgg 
cagatcaagc
    57301 aactgacgat atttctgata ttgaaggtct tggtcatgaa aaagcaggtc 
aattgatcat
    57361 gaaagctcgc gaatcatggt ttaactagga gatgaaatat gacggacaag 
tcgattaaag
    57421 agttagctct cagcgtagga cgtcctgttg agaagctcct agaacaggct 
cgtgaagcag
    57481 gtttgcctca acgtacagca gacgacatta ttaccactga acaacaggac 
actttagtca
    57541 attatttgaa aaaggtgcat ggtcaggaaa gtggtaacac aggaaaaatt 
gcgttgaaac
    57601 gtaaaacaac cagtaccgct aaagttgcaa gtacttcggg taaagcaaaa 
actattaacg
    57661 tagaagtacg taaaaaacag gtttttgcta aaccaaaccc agaacaaatt 
gcagcagaag
    57721 ctaaagcgcg cgcagaagca gaagctaaag cgcgtgcaga acaacaagcg 
cgtgaagctg
    57781 cagagcaaaa agcgcgtctt caaacagagc aaaaagcaaa agcaacttta 
gatgcaatgc
    57841 gtgctgctca tcaacaagat agcgctgcac agtcagctcc taaagctgct 
gttgtagtga
    57901 aaaaacgtgg tggtggtaca gtaaaacctg caccaaaacc agcagaaaca 
ttagagcaaa
    57961 agaaagcgcg tgaagcacaa acagctcagt tgaaagcaac tgaagaagct 
gcacgtcgta
    58021 aagcggctga ggaagctcag cagcgtacgc ttgaacaaat gcgtaagatg 
gcatctaaat
    58081 attcaaatga tgatgctact gcaactattc gtgtgattga tgattctcct 
cttgcttcag
    58141 gtcttgttgg ccaagcttat gaagattcat ttaatcaaga agaccgtgaa 
attaaacgtg



    58201 gtggtgctac aactaaccct cgcgctggta agaaaggcgg tcgtcgtggt 
caagaagagc
    58261 aaagcttcgt taaccataac aaacgtggtt taaaatcaag ccaagcgaac 
aagcatggtt
    58321 ttgaaaagcc agttaaaaag caagtctatg atgtagaaat cggttcaagc 
attgttgttg
    58381 ccgatcttgc tcagaagatg gcgattaaag tacgtgaagt tatcaagaca 
cttatgaaaa
    58441 tgggtgaatt ggttaaccag aaccagacaa ttgaccaaga tacagctgca 
cttgttgtag
    58501 aagaaatggg ccataaccct gttctagttt ctgatacaca agcagaagat 
aacttacttg
    58561 aagcagctga agaagcacgt ggtgaacaaa ctacccgtcc tccagttgtt 
acaatcatgg
    58621 gtcacgttga ccatggtaaa acatcattgc ttgaccgtat ccgtcgttct 
aaagtggcgg
    58681 caggtgaagc aggtggcatt acccagcaca ttggtgcata tcacgttgaa 
acagacaaag
    58741 ggattattac attccttgat acaccgggac acgcagcatt tacctcaatg 
cgtgcacgtg
    58801 gtgctaaagc aacggatatc gtggtattgg ttgttgcagc agatgacggt 
gtaatgccgc
    58861 aaactgcaga agcgattgac catgcacgtg cagcaggaac tccaattatt 
gttgctatca
    58921 acaaaatgga taaagaatct gctgatccag accgtgtgtt aaatgaatta 
acaaccaaag
    58981 aaatcgttcc agaagaatgg ggcggtgatg ttccggttgc taaggtttca 
gcacatactg
    59041 gccaaggtat tgatgaactc cttgatttaa ttctgattca atctgaattg 
atggaattaa
    59101 aagcatctgc tgaaggtgct gcacaaggtg ttgttattga agcacgtgtt 
gataaaggcc
    59161 gtggtgcagt aacttcgatt cttgttcaaa acggtacatt aaatattggt 
gaccttgttc
    59221 ttgctggctc atcatacggc cgtgttcgtg cgatgtctga tgaaaacggt 
aagccgatta
    59281 agtcagcagg accatctatt ccagtggaaa ttttgggtct accagaagct 
ccaatggcgg
    59341 gtgatgaagt tcttgtagta aatgacgaga agaaggcacg tgaagttgct 
gatgctcgtg
    59401 cagaccgtga acgtgaaaaa cgtatcgaac gtcaaagcgc aatgcgtctt 
gaaaacatca
    59461 tggcatctat gggcaaaaaa gacgttccta cagtgaatgt tgttttaaga 
acagatgttc
    59521 gtggtacttt agaagcattg aatgctgcat tacatgaact ctctactgat 
gaagtaaaag
    59581 ttcgcgtaat tagttctggt gttggtgcga tcactgagtc tgacgtaatt 
cttgccgagt
    59641 cttcagaagc tgtattgtta ggcttcaacg ttcgtgctga tacagctgct 
cgtcagaaga
    59701 gtgaccaaga cggtatcgat attcgttact acagcatcat ctatgaattg 
attgatgatg
    59761 taaaagatgc catgagcggt aaacttgctc ctgaacaccg tgaaactatc 
ttgggtgttg



    59821 ctcaagtacg tgaagtgttc cgttctagta agtttggtgc tgctgcgggc 
tgtatggtta
    59881 tggaaggcgt gattcaccgt aacaaaccaa tccgtgtctt acgtgatgat 
gttgtgattt
    59941 tccaaggtga acttgaatca ttacgtcgtt ataaagatgt cgttgatgaa 
gttcgtgccg
    60001 gtatggaatg tggtcttgcc gtgaaaggtt ataacgacat caaacctctt 
gataagattg
    60061 aggtttatga tgttcaaatg gttaaacgga gtctttaatg gcgggtggac 
aacgcttaaa
    60121 gcgaatggcg gattcagtac agcgcgagct ttctgaactt atccgtcagg 
agttgaaaga
    60181 tccgcgtctg ggtggtcttg tgaccatctc aggcgttaaa gtcagtccgg 
acttaggtta
    60241 tgccgatgtc tatgtgaccg tgatgggtcg tgaattaagc gatgaccaaa 
acgaagtggc
    60301 tcaccgtgaa acactagata ttttgaataa agcatctggt tttttacgtc 
aggagttgag
    60361 tcgtcgtatt aaaacgcgca tcacgcctcg cttgcgtttc cattacgata 
aaaccaatgc
    60421 atatggtaac tatatgtttg gtcttatcga aaaagcggta caagatttac 
cgaaacgtga
    60481 gtcagatgac gaagagtaat gaatactcaa aataaaaaag ccaccttggg 
gtggcttttt
    60541 tatgtgttca agtttttatt cttgaggagg ttccatgggt ggtttgtttt 
gtgaaaaacg
    60601 ttgcccaatt ttataccgat cccacggtag aggacgttca atagcttcag 
gaacttcacc
    60661 actcaatgag cgtaaacgta aatgtagcgc ggcttgagca attaagttgg 
ctgatacagg
    60721 tgcagtaata aaagccaaca gtgtaataag taactcggca aagccaaatc 
ggccttgaaa
    60781 agcaaaaaag atcattgaag caattaaaaa gctacctaag cctaatgtac 
tcgacttggt
    60841 aggtgcatgt agtcgcatga ataaatcggg tagacgtacc ataccgatag 
atccgactaa
    60901 cataaaaaaa gcaccgaaaa ccagaaagat cgaaacaata atttccattg 
taatttgcat
    60961 tttgaccttc ccctaatcga ttacatgacc ggttgtaaaa taacgagcta 
aagcagccgt
    61021 tgaaacaaac cctagcatag cgactaacaa cgccccttcg aataaagagg 
tggttgtcca
    61081 ataaatgcct aacacaataa tgagacaggt cgcatttaaa aatagggtat 
caagcgctag
    61141 taggcggtca acaatagatg gtcccatcac cattcgaaat aagcaaagca 
acatagagat
    61201 tgtgatagca atcaagctaa tgccaagagc ataaggtagg atggtcatgc 
gttgtcctcc
    61261 gatttgcttt tcacatcaaa aatttccatg agtggagcct catagcgttg 
tttgatgtct
    61321 tgcacatcac tttcagtatt ttctgtgcta agagagtgga ccaaaatatc 
accacgctct
    61381 tgatcaatac cggcagagac cgtgccaggc gttgtggtaa taatcattgc 
cagtaaagag



    61441 tttacttgtt catgttctgt ttctaatgga acacggtacc atttaggatg 
taattttttc
    61501 ggtgacccta ataccagttt agcaacccga aaattggaaa caataatatc 
ccacaagaca
    61561 acaaaacaca gttttatggc aggtttccaa tggatatgcg gagttctggt 
aataaaagga
    61621 cgaactagac gaggaataac aagccccaaa attacagcca taagcaggtc 
gctcgcatca
    61681 agactatgcg cgagcattaa ccagaagatg ataatcaaaa aagaaacaaa 
tggatgcgga
    61741 aaccagcggt caagcaattt agatagctgc attgttatgg ctccataggt 
ttcagttgac
    61801 tttcatcagc aatggttggg gtttgcaatt tttcttgctg ctgaatttgg 
cggtgtttat
    61861 attcagaaat atgctcaccg ttgaaagtat ctttcgaaat aatgttagga 
ataagatagg
    61921 cattatgatc ttcaacttca ccaccatatt ttgtttctgg taaataagtt 
gagtcatatg
    61981 gctgaacgct aataacttcg ccattttgat cagttttaag aatagattgc 
tgatacaggg
    62041 catgatcttg aatttgctgt gcggtatttg tggtgtagtg caatacaggt 
gaagcaaata
    62101 ctacataagc cactaaaccg gcaagcaaga tatagatgac tgtatcgtta 
cgtggcggtg
    62161 ctttttcagg taaagcacga taaataatat aagcaggatt gatcgggtct 
tcttctggtg
    62221 gtgatgcacg ccagaataaa ataaagccga cacgtgttaa tgcaataata 
cttaataggc
    62281 tcaccaaaag aacaatacca ataacccagc cttgatatgc agtttcaaca 
gtagcctgca
    62341 aaataaatac ttttccaaag aagccactaa aaggtggtaa gcctgcgagc 
atcatggcaa
    62401 tcaggaaata agtcagcatg gctgcttttt cttgtttaat tctcggtgca 
atctttaaat
    62461 gatctttaaa atcaccgcgc tgtgaagtca tccagccaca gaacaggtaa 
aatgctgcac
    62521 caatcaatgt actgtggact aaatagaata atgctccaga ccacgcttgt 
gtatttgaca
    62581 tggcaattgc aatcaataaa gtaccaattg aagacagcac cataaagcca 
acaaaacgtc
    62641 tgaggcgatc tgcaccaatt gcgccaatca cgccatataa agaagtcact 
aaaccaattg
    62701 gaagcaacca gcttttaaag atttcttggc tgagtgcatc attaaataca 
gttccattga
    62761 cacgcaaaat ggcatagatc cccactttgg tcatgatggt aaaaattgct 
gcgacaggtg
    62821 tacttgcaac ggcataagtt tttggtagcc aaaaaccaac tggtagcatg 
gccgctttaa
    62881 taccaaacac gacaaataag agtaaggcac ctgcaactgc taatttatgt 
tgatctgcat
    62941 ctaaagtcgg tagcaaacgt gaaacgtcag ccatattgag gctacctaca 
ctgccataga
    63001 tcatgccaag accaattaag aacagggcag aggctaaaag gttgataatg 
acgtagtgta



    63061 caccaagctg aaatctcggt tttccttgtc catgtaataa gaggacgtag 
gatgccatga
    63121 gcaagatttc aaagaaaacg aacaggttaa ataagtcgcc tgtgagaaat 
gcgccacata
    63181 gccccattaa aagaaaatgg aatatggcgt ggaaatagcg acctctcgta 
tcccagtttt
    63241 cactggcata ccataaaact ggaactgcta aggcataagt taaaaccagc 
ataaaagctg
    63301 aaaggcggtc gagtaccagc acaataccaa agggagctga ccactcgctc 
aactgataaa
    63361 ccgtaatttg gccagtgttt gcaacaagca gataactaac agcagtgatt 
aacccagcta
    63421 ttgctgagat caaactaatg ccacggcgcc aaggttgtcg ccaatcttct 
tttaatgcac
    63481 cagcgccagg gttacctaga agcaatagga taaaaccagt aaatgccggg 
atgaggatac
    63541 tgaaaattgg tgtattagct tgccaaaaag ataaaaaatc aaacatcacg 
gctcatcctc
    63601 acgtgggtcg tatgttggag aaatatcttc tttggcatca acatggtcac 
taccggattc
    63661 ataacggcta cgtaatgcga gctgcacaat aaaagcggta gtggcaaaac 
cgatcacgat
    63721 tgctgttaaa acaagtgctt gtggaagtgg atctgtaata ttggtggttt 
cggttaggat
    63781 ggctggtgag ctgacttgca aacgacccat cgcaaacaaa aataagttaa 
ccgcatagcc
    63841 cagcactgct aagcccaaca caacagggaa ggtacgcgca cgtaaaatta 
gataaatgcc
    63901 tgtcgcaaca agtagcccaa tggcagaggc cagtaagaat tctaaactga 
tcatgatgat
    63961 ttctccccat gaggtacagg accagacata ctcgagtggc gagagtcccc 
taatacagaa
    64021 atgagtagca tggtagcgcc tactacggtg atatacacac ccagatcaaa 
gctcgctgct
    64081 gaagccagat gtaacttacc taaaactggt aattcaacat agacgtgcgc 
actggctaag
    64141 aatggacgtg cccagaacca tgcggcaatg ccagtaaggc ctgcaattgt 
taatccagag
    64201 ccaatccaga tttcgtaaag acgaccggat tgggctttta acatttgttc 
tgcttgatct
    64261 tgacctaaag caatgtactg aataatcagt gccattgagg taattagacc 
tgcaataaag
    64321 ccaccacccg ggtagttgtg cccacgcata aagatataga cacttacgac 
caatgctaaa
    64381 ggtaacaccc aagaggccgt aatacggaac atgagcggag atgggttaaa 
gcggtaggtg
    64441 aggccttgtg tcatggtggt gccatgtaca cgcatgccat ccatcaggca 
tagcgcacca
    64501 atcgcagcaa tgcctagtac tgtaatttca ccaaaggtat caaagccacg 
gaagtccacc
    64561 aaaataacat ttacaatgtt tgaaccgccg ccaagtggta aggattgctg 
agcaaagaac
    64621 catgaaatcg aattatgatc acgcgttaaa ataagccatg taatccaacc 
aattcctaaa



    64681 ccgccaataa ttgctaacgc agcatctctc caacgtcttg agcgacgaga 
ttcatatggc
    64741 gtaagttgag ggagtaacga taagctcatc aacaacagaa cagtcgtaac 
tacatctact
    64801 gtaatttgag tgagtgctaa gtcaggtgcc gacatggtga caaataccat 
ggtaaccaca
    64861 agaccaattg caccgctaat gagtacagcc ttgatacgtt catggtggaa 
ccaaagcatc
    64921 atccagcaac ctgagaataa ggtcagccaa agaactactg caatccatgg 
tgcgtgagtc
    64981 agctcacgtg tacctgtggt aaggccctga ttgaacaaag gcagagtaac 
catgacgatg
    65041 ctaaaagcaa tgattaagaa caggtaactt tgcaaagaac cattttcggt 
tttttgttta
    65101 atttttcggc ttgttaataa taaatgcttt aagaataagt caaataaaat 
acggccttgt
    65161 aagcgcccta aacgtgggtc aaggtcgatc ttacgaatca tgccatcttt 
tgctagggca
    65221 aaatagaaaa gcgtaccgcc aaccagagca ataatactca tgattaatgg 
cgcattaaat
    65281 ccatgccaaa ttgcaagatg agtacctgca aaatcaggtt gcataagact 
tgcacgtgtc
    65341 acactgttaa ctagaggctc gaccagtagg gcagggaaaa taccgaccaa 
aatacataat
    65401 gtcgcaagca acatagctgg tgctcgcatg ccgataggtg gttcgtgggc 
atttttattt
    65461 ggaacttgtt tacctacggg gccatcaaaa aatacgccat gtactaagcg 
aattgaataa
    65521 ctgactgcaa aaataccagc aagcgttgca ataatactgg caaagataac 
agttgatcct
    65581 gaaaggctcg ctaatagctc ggtaaagaac atttctttag aaataaagcc 
attagtgaga
    65641 ggaacacctg ccatggatgc cgctgtaatc atagtcagtg ttgcggtaaa 
cggtaatagt
    65701 tgccaaatcc cacttaactt tctaaggtca cgtgtacctg tttcatggtc 
aatgatcccg
    65761 gcaatcataa acagggcagc tttaaaggtt gcgtggttaa taatatggaa 
aattgccgca
    65821 gcaacagcca aaggtgaacc aataccaagc aggcaaacga taagacctaa 
atgactaatt
    65881 gtagaatagg ctagcagtcc ttttagatct tctttaaaaa ttgcgaagca 
tgcggccata
    65941 caaagtgtaa ataggccgac aaacgtgaca atgttgtgat aaagcgcagc 
gccaataaaa
    66001 ataggtgcaa gacgagctaa taagaaaatc ccagctttta ccatggtggc 
agagtgcaaa
    66061 taggccgaca cgggagtggg cgctgccatt gcattgggta accaaaaatg 
gaacgggaac
    66121 tgagcacttt tagtaaatgc acccagtaaa ataagcaaaa gcgtcggaac 
aaacagatag
    66181 tgactttgaa tgaggtcttt cattccgaca atatcattaa tttcgtaggt 
tcctgtgatt
    66241 tgtcctaata agacaaatcc acctagcatg gcgagtcccc ccatacctgt 
aatggtaagt



    66301 gccatacgcg agccacgttg agcagcttcg taatgactcc agtaaccgac 
taataggaag
    66361 gatgaaatac tggtaagttc ccaaaagact aataaaataa ttaaattgtt 
agaaagagaa
    66421 ataccgagca ttgctgccat aaacagcatg agtaataaat ataatttact 
taatgaattt
    66481 ttagggccta aataataata ggcataaata taaatgagtg taccgatacc 
ggtaataaga
    66541 agagaaaata ataaaccaag ggcatcaagt ctaaagctca gattaattcc 
taattgtggt
    66601 aaccaatccc aactttgttg aatgcttgca ccaccaagca cagttttagc 
ctgagtcagt
    66661 aataaaccaa aactggttaa actgactccg atcgccccta aagccgttac 
tccacgtgaa
    66721 aaccgttgaa gcaatgaaac aagggtggtg cctaatatta acggtaataa 
gataattatc
    66781 ggtagcacac tcgtatccat atataattta gaccgaagcc taaaggtgaa 
attttcattt
    66841 cagaatagat aggaattcaa agagatttcc aaagcttata ttctgaaaac 
ccgatcaaat
    66901 tagaaaaata aagcgagaaa caagttgtat tgcgcaactt gaataataaa 
aacgcaaaat
    66961 gaaatttatt gtacactaaa aaatcattaa aaatctgatg ttattacatg 
tggtaacaac
    67021 atctagtgat tttccagctc aaaaaaccag atttcatcat atatttagcg 
aattcggttt
    67081 tattataaaa attgagcgaa atggataata aattttaaag agaggaggtt 
tcttccgagg
    67141 tgtctcctgc atgaatcata cgtaataatt catttttttg ttgttcattt 
agattttgga
    67201 tttgttggta caaactatcg atttgagctg ttgccggctc ggtatcaagc 
ggtaaggggt
    67261 ccatatgtgg cgttaacgct tcatctcgtt gtaataacgt ataaagatgt 
tcgagttgct
    67321 gctgagtcgt atttaaatca agtggactga tttttccatg ctctaattta 
aaacattgat
    67381 atgcggctgc atgttcaagc aattcttcac ggcttccggt cacaataatt 
tgtaagcgtg
    67441 ggaatgcgcg atgaagacga tttaaaattt ctgagcaatg tgctgcatct 
agttgtgaat
    67501 cgatctggtc aattaacaaa acgccttcac cttcaagaca agggtctaag 
ctcaacggat
    67561 tgagcaaaca aagcctgcga accacatcgc ctacgagtgc aatccatgtt 
ttagtggtgt
    67621 tagaaagttg ttgaaaggcc aagacttcac ccttgtaatg tgccataagt 
tgaagttttg
    67681 ggtgatattg caaataaaag tcttcaagct caggaaaaat aatctttaat 
gccgatttta
    67741 atgcgtacaa attaggtgaa ggaagctgtt taggatgtcc tgccaattca 
agttgtagct
    67801 gacgtaaaat ttcttcttga tcttgtgaat tggattgttt tgaaataatt 
cgctgcacaa
    67861 catgagccgc ttgtgcattt tcaatatcgc taatttcacg taaccactca 
aaaaagcggg



    67921 cgaaggtagt aaacggaatg aagctaatgt cataagcaga aatagactga 
gtaatacccg
    67981 gtaaattttt attcagtaaa tttatatcgt taacaaatcg ctctgacgga 
taataagcga
    68041 gtaagggaag accttgaagt gggtcttttc ttgtgacttg atgataaagg 
gtaatggttt
    68101 gatcgagctg ctgagtttca acttgactaa tccctacgcc acttgaattt 
aaggtcttga
    68161 acagtttcca gctacacaga gatgtgtcgg tttgctgggt tgaagtggtt 
tcagggagct
    68221 gtccaaattc cggtggaatc tggatgctga cttctatttt agactgcaaa 
cgagaatggc
    68281 taatgtcctg atctggcatg aaaatgcctg gggtgcgtgc atctttaagg 
cgcgcaggaa
    68341 accacgttaa agcatgataa atatgcttga gtagcatact tttgccagtc 
gcctgctcgc
    68401 ctaaaattaa agtaatcggt tgtttgtcat attggaactg tatttttagg 
tcatgaaaca
    68461 gagcaatatg tttaaattgg atagattcaa gtttcatagg ctcacctaat 
tatgagcgct
    68521 tcaaccaacc gactgacgaa gacttaaagg cgcccttagt tttaattgtt 
gtatcagatc
    68581 ataaagatga tggatattta gacttacttt agcacgagta caggccacgt 
acagtaatct
    68641 taactcttca tctgtaatct tatgctctaa tccattaatt ttaaattgat 
agtcgtcttc
    68701 aatatggaca cggttccatt ccagcccttt cgctttatgg gcagtcgaga 
tgacatagtc
    68761 agcttgctca aggggagtaa tctttgcaag tgcttttttt aatgggtcag 
tgccgtgatc
    68821 atctaccagc ttaaccaatg gtttaatatc gcttccttca ttggtttcgc 
agtactcatg
    68881 aacatcatgc catgagttaa accatgccaa ctcaggaacg tcagtaactc 
gttttccttg
    68941 ctttaagagg cttgcagcat ctacaaaacg gtttagtttt tgatggtcag 
cttgcaaact
    69001 cactttatcg ccgtgaacta agcctgccaa taacagctcc attgcgcgag 
cattggtacg
    69061 acacaaaatc gcatcacgca tttttgtatg cggtttattg actacacttg 
atttctggtt
    69121 cggattacca agcaaaggaa ctgtctcatt taagccacct aataacgcat 
tggcgacatc
    69181 ggcaattgcc tccccaaaac gaaaagaggt cgttaagcga gactctggca 
aaggcagctg
    69241 ttgcatggca tttactgcac cgcgccacgc gtagatttgc tgatgtgcat 
cgcctacata
    69301 aataacctga gtactttttt gacgaagcaa aatacccagc attaaagggt 
cagcatcttg
    69361 tgcttcatca aataagacat aatcggccgg aatattaggc tcagacaatg 
cccaaagttt
    69421 gaggtaaata tcgtgaccaa ttccagcttg atgatttggg tcaatggact 
ctaaccagcg
    69481 gcgttctact gccgggtaaa ggtgagtttg aagtgcagta atatcgtctg 
gatgtaacca



    69541 gtttggcgcc tgaatatgtc gaggagctgg atattgagaa ctggtcgaac 
agaaatagct
    69601 caccgcattg gcgacaaggc ttgcgaggcg acttggcatt aagacgtatt 
tttcataacg
    69661 tccacccatc attcgacgta aggtaatcgg ttctagtcga tattcttttg 
caataaagct
    69721 tgggcttaag cgaggtaaac gtaatttatc agttacgcca cgtggcacac 
tgcgaaaggc
    69781 gagtgagtga aaagtacggc agtctacatt gcgatgaaat ttgttttgag 
cttcaccagc
    69841 aatggctttg ttaaaagcca aatacatacc acgccgttca ggcatggcat 
cactaatcat
    69901 ttgcaacgta gtagttttac ctgtgcccgc ataggcaatc actttaaatg 
attgcccaag
    69961 acgtgcgtta tctatggcaa ttgcttgctc ataggtggct ttaggttttt 
cgatattcga
    70021 cactgagtga ttctaaacct tattgcggtt agctttttca actaaaccag 
ataaaccctg
    70081 acgacgacct aactcgtcaa taataagttg tggattaaga tcgaaataac 
ccaacatgac
    70141 aatactatgg aaccacaaat cggcagtttc ataaatcaag tcatttaaat 
tgctttctgt
    70201 attttgagca gcgtagtctt tcgcagcaat aatggtttct acaccttctt 
cgccgacttt
    70261 ttctaaaatt ttattgatgc cttttttgta gaggcttgca acatatgatg 
tgtctgcttc
    70321 tgcttgctta cgttcttgca tcaattgccc taagtgagca agtacatcca 
cttgttcagt
    70381 agtatgagca tgatcgtgac tttcagcttt ggctttgtcg ccataaattg 
cagtagggtc
    70441 ttttaactgt gcatcgacaa tttcccagcc ctgtggggtg agtttacggt 
agaaacaaga
    70501 ttcacgacct gtatgacatg cgataccgcc gtgttgctca acttgtaata 
cgattacatc
    70561 accatcgcag tctaaacgaa tttcataaac cgtttggaaa tggcctgatt 
cttcaccctt
    70621 gtgccaaagt ttttggcgag agcgagagaa gtacacagcc tgattttttt 
ctgctgtgag
    70681 tgcaagtgat tcacggttca tccacgccac catcaaaata cgtccggttt 
gatgatgttg
    70741 agcaatggca gggataagac cttgttcgtt aaattttact tcatcgagcc 
attgcgtgtt
    70801 attcatgagg aatcaccaaa gaaatatgaa ctataaattg atttcagtca 
gatgctaaaa
    70861 atagcttgta tagtgtacgg catcaacgcc actttgcgga aaaattcttt 
gtcctttttg
    70921 tctctcccag cgtaatgagc agcttgtgct cggctacttt taaaaatcag 
tcagagattc
    70981 actttttaaa tgaaacgcac tgctttcttt aggtaattga gctacttgat 
catattcaag
    71041 atggcggaat ggccctgttt ttaagcctga aattgtgatg gccatttctt 
ttcgaaaata
    71101 aggaatttga tacatccaag ggaaaactaa atctcttaaa cctcccgccc 
accaatggtc



    71161 agattgataa agtggtgtta gtaagcgact aaggaattga taaaactggg 
tagatgaacc
    71221 gcgaagctgg tgataatgct gccagagcag ggaccaatca atattctggt 
ttttttgagc
    71281 atgttgcaat gattgagaaa aagcccaagc atctaataat gccatattgg 
ccccttgacc
    71341 caactgtggg ctcatcgcat gagctgcatc tccaattact ccaattcgac 
cttgaccaaa
    71401 ttgagtcatg acgacatcac gatagtttgc agatagccat ttgggctgag 
tttgactgtt
    71461 atacaaaatt tctttgagcc actctgcaac tttgggccaa cgttctgaga 
cttgctttaa
    71521 ccaagcttgt ttagcctgct catcttgcaa aaagctttgt aattgtggcg 
taggtaagct
    71581 ccaaaaaaca cttgaaaggc gctgttgagg ttcggttgga atcgctcccg 
taggaagaat
    71641 tcccatcata attttcgagc gatcataaaa ttgatgcaga atttcagaat 
cgagcacttg
    71701 gcactcgggc acgatactcc acgcagcccc ccaaggataa gctttgtcaa 
cctttaccca
    71761 cgctttaggg cgtaattgac tacgagcacc attggcaatg agtaggccat 
caaagcaagc
    71821 attaaacttt tgattttgat gactgccgaa tagccgaact tcatcgttat 
gttctacaaa
    71881 actttcaacg gaatgattca tgcaccaagt aatctggctt gaatattcgc 
taagtttttg
    71941 agtgagaacg tgacataaag tggctcggtg tatacctaga ccataaagat 
ttgttgatgc
    72001 ttcgcgatag tgactgttaa ctaaaagacg cttgtctgga agttgtcctt 
ctaagcctgt
    72061 gactttcgca cctaaggtta gggctttgtc gagcacacct aagtgctcaa 
atacggctaa
    72121 gcccgcaggt tgtagcagta aacctgcacc tactggagat aactcatcaa 
tttgttcaaa
    72181 aatagtaacg tggttgcctt cacgggcgag caaaatcgca gtggctaaac 
ctgccgtgcc
    72241 tgcaccaata atggcaaaat gaggtgtttt cattgtttgt tcttttcaag 
cattcataaa
    72301 gctaaattta gcaatgaacg gataatcgat ctatattttt ttaaattata 
agttttaccc
    72361 ataaaaaatc ccttgcatga gcaaaggact tggaagttat ttcaatacac 
gccacagcgc
    72421 caataagctg ctcaacacaa tcaaaataat agatacaaac caagggctaa 
taatcgcaat
    72481 ggttagcaaa atcagcatag tactgccaaa catccagcta cgacgttgtt 
ggtgttccat
    72541 ttgtaaacga agctgttgaa tttcacgtaa ctgacgatct tgccaagcag 
actgattttt
    72601 taaaccattt aagctatcaa taattaaact tgggaaatct tgagcgccta 
aaagcaggtc
    72661 tggtaattgc tgaccaagct cttttacatt tttgactggg ttcatattag 
atttgaccca
    72721 ttctgtcaaa attggttttg ccaatttcca gatgtcgagc tgcggataaa 
ggtccgtacc



    72781 taggccttct acatgcacca aagttttgag tagcagcatg agttgtggcg 
ggatttctaa
    72841 atggaagcga cgggcaatat ccatcacttg aattaagata cccgcaaaat 
caagctggtc
    72901 cattggctta gacaccattg gtccaacagt acggcgcatt tcacgtgcta 
acgcgtcttg
    72961 gtctgtaccc ggtggaatcc agccagcttg atgcacaatt tgaatgagct 
gcataaagtt
    73021 gctgttcatg acagcaagca acatgcgggc aaccgtcatt tggtcgtgct 
tagaaagctc
    73081 acccataatt gcacagtcca gtgcaataaa gcgtggattg cttgggttga 
tggtttctac
    73141 aaagacattg ccggggtgca tgtcggcatg gaaaaagtta tcgcggaata 
cttgcgtaaa
    73201 gaaaatggtt aacccttttt ctgcaagttg tgcgcggtcc atacctaaac 
ggtcaaaggt
    73261 tgccgtatct gaaataggga caccagtaat acgctcagcc accatgacat 
ctttggtgtc
    73321 catgtagact tctggcacat acatcatggt tgaaccagtg aagtaatgac 
gcatacgacg
    73381 ggtgttatct gcttcaatac ttaagtccag ctcatttaaa atgatttggc 
ggtagtcttg
    73441 aataatttca gataaatgta atgcacgggc agcttcaaga cgactttcta 
aggtgttgcc
    73501 tagccaagcc agaatttcaa agtcttgtaa aatctggcta cgaatgtctg 
gacgagtaac
    73561 tttaacaaca acttcacgtc catcatgtag cgccgctgta tggacttgtg 
caattgaggc
    73621 tgctgcaagt ggttgatcat caaagcgggc aaacagtgta tttacatctg 
cttttaaaga
    73681 atcttgaata cgttgtttgg caacttctcc atcaaaaggt ttgacttgat 
cttgaagtaa
    73741 aaccagttgg gcgagtattt caggtggaat caaatcacga cgggttgaca 
ggagttgtcc
    73801 aagcttaatt gcaagcggcc ccatatcttc taaagcttct ttaagcttta 
aaggattttt
    73861 gcgttcacga ctagaccatg ctgccggatg catttttata atgttcaatg 
catgcttagc
    73921 tttaacaggt aattcatccg cagggaacaa cgtatcgagt ctatagtgcg 
ctgcaatacg
    73981 ccaaagttcg agtaaacgtg aaacgtgcgg aatcatataa agtcttacct 
agtcttgagt
    74041 gggttgtagt tgtgcattga gctgctgcaa tttagcttct agacgatcaa 
tgtcttgatt
    74101 aagcttacgc gtagcctgat ttaaatcgtc catttcccaa cgtggggcaa 
ataaaccgct
    74161 gtcttctttt aaggcatctt cagcaaaaaa tagatgactt tgaagagagc 
gctttaaatg
    74221 ttttggtgca agttgaatct taccgatttc gtgagcgagt tgaggaccaa 
cccattttga
    74281 tagatgcgca gctaaatcag gttcagcttg ctgcataatt ttttgaatat 
cctgcaagag
    74341 gtgataatca ccttgaagcg ggatattacc aatttggtct ggatcgctta 
ataataattt



    74401 gatcagttca acgacatctt tgacatgcaa agttgcagtg gcttcagaaa 
ttttaaattg
    74461 tggatcaaaa gggcgctgct caaaaataga tggcttttca ctgtgccctg 
taacggtagg
    74521 ttcaagacgt actttttctt ggtcaaagaa tacatcaaca gaaagttgcg 
ggctatcgat
    74581 gataacacgc aacattttgc cctgtagctg attgagctga atgcgggtta 
atgcatccaa
    74641 atcgatcaga tgatgaatga tacgttcgac tgcaccgagt gccagaatcg 
accacatatc
    74701 gttatccctt acagtttaaa accgcggtga acagcaacaa taccgccagt 
caggttgtga
    74761 tagtcacagt tctggaagcc agcattttcc atcatacctt ttaaggtacg 
ttggtctggg
    74821 tgcatacgaa ttgattcagc caagtactta taactttctg agtcattggc 
aaccaattta
    74881 cccataatcg gtaaagcagt gaatgagtag aggtcataaa gttttgagaa 
tggctcaaat
    74941 actggtttag agaactcaag aacaagtaaa cgaccacctg gcttaagcac 
acggaacata
    75001 gaagcaagtg cagcatcttt gtctgtcacg ttgcgtaagc caaagctaat 
ggtaacaagg
    75061 tcaaagctgt tatctgcaaa aggttctaaa gtttcagcat tggcaagtac 
aaaatcgaca
    75121 ttggtacagc ctgcatcaat tagacgatca cggccaacat tgagcataga 
ttcgttaatg
    75181 tctgaaagta caacatgacc ctgcgggccc acttcacggc taaatacttt 
tgctaagtcg
    75241 cctgtaccac ccgcaatgtc taacacatgt tgaccacggc gaacaccaga 
catgttaatt
    75301 gcaaagcgtt tccataagcg gtgaatacca aatgacatca agtcattcat 
caagtcatat
    75361 ttgcttgcaa ccgagtggaa aacttcagca actttttgtg ctttgtcttc 
agttcgaact
    75421 gttgaataac caaagtgtgt tgtttcacca acgttgccag tgttgcctgc 
accacgtggt
    75481 aaattgtatt tcggtacaga accgctaaca ggtgtatctg ttaaggtttg 
ctgtaaagat
    75541 tgttgttgcc cttgaggggt accttgcggt aacggtgagc ttaggaatgg 
gctaactttg
    75601 tctgaacttt gtgcctgctc agttggagat gttggctttt ggttttcgtt 
agacatattg
    75661 tctctcctag actcaaactc aagtgaaacg gaataagttc tgcataatga 
cagattttgt
    75721 ctatttttac aggcatcatc atgcaaatat aatgaataaa atctcaactt 
cgtgaggttg
    75781 agttttttct atgtgccgac cttatcacac tctaaacgga ttcggatgtc 
ctgaatgtac
    75841 tttttcaaca atctggcgtt ctttttccgt aaaagtttta ataaaggcct 
cagccgattt
    75901 taaaggtttc attgcgctaa aaccatcttg aataaaatca tacatcaatt 
cgaagtgata
    75961 tttttgtgca atacctttac acattttaaa agcagtaaag atcataaatg 
aacgcatgta



    76021 tttatcgagt gctactccta aatcgtcaag aagggcaagc tgttggtaac 
gggcttcagc
    76081 ctgatcaagc ttgattaagg ttaagcgcat gatctcgtcg gtaagtacgg 
tatctgccgg
    76141 atagtcttca agaagctgca ttgctacttg ttcatcaagt tgagtggcaa 
gtacagccaa
    76201 acttaccgac tttgtacctg tcttaattgc gttttcaggt aaaacctttt 
ctgctttatg
    76261 tgcatatttc aataaacgtt caatttgtgc tgcaagcgca tcgaactctg 
gtccaccata
    76321 taaacggttt aaaaagtact gagccatcag tttgtgttct ggcaaattaa 
aaaagtcgtg
    76381 atgcgtctct ttcatccgtt cttttagcca tgtttgtaca tcttgcaaac 
gttgggcaag
    76441 cactggattg tcgtgataat taaatgtttt atattgttgt aaaagttcat 
caaaagcagc
    76501 gagtttagac atgtaaggct ctaatattgg gctatttaca aaaaatcata 
agaggcattg
    76561 taaccttcta ctatggcgag tagatgtaaa aaaaatgatt tatgcgtcaa 
ttttcaggtt
    76621 aaatcatgtt gcaatgacat aatttgtata gcaattcatc acccaagcgc 
ataagttaaa
    76681 taatggcgaa attaaataaa aagattagag cagtggacca tgagtgaaca 
acaaccaaaa
    76741 tttgaaatac gagacgaaga acagctttca gttgatttaa ttgaagcaca 
atatgcttta
    76801 aaagaaagcc gaggaaaacc caatgccaaa agcacactca ttttaatgag 
tggtatcgag
    76861 ttagctggaa aaggggaggc ggttaaacag cttcgtgagt ggctagatcc 
aagatatctg
    76921 cgggtgaaag cagatgcacc acgtgtgctg acagactctg aagcattctg 
gcagtcttat
    76981 tcagcattta ttccgactga aggccaaatt gtggtgatgt ttggcaactg 
gtatagcgat
    77041 ttgttggtta cggcaactca tgtgtcagaa cctttggatg atgcgcgttt 
tgatgcttat
    77101 gttgaaaata tgcgggcgtt tgaacaggac ctaaaaaata actatgtcga 
tgtcattaag
    77161 gtttggtttg atctttcgtg gaaatcactc caaaaacggt tagataaaat 
agacccatct
    77221 gaacagcatt ggcataagct tcacggccta gactggcgta ataaaaaaca 
atatgacact
    77281 ttgcaaaagc tacgccgtcg ctttaccgac gattggtaca ttattgatgg 
ggaagatgaa
    77341 aaacagcgcg atcaattttt tgctcagtat cttttacaac acatgcgtca 
gctgcctgaa
    77401 catgaaactg aagtcaaagg taaatggcag caggcaaaaa ttcccgagag 
tttattaaaa
    77461 cctgctcagg aaaaaatgga taaagccgaa tataaaaaag agctcgataa 
actcagtaaa
    77521 aaaattgccg ataccatgcg ctttgataaa cgcaatgtgg tgattgcatt 
tgaagggatg
    77581 gatgctgcgg gtaaaggagg tgccatcaag cgaattgtta aaaacttaga 
cccgcgtgaa



    77641 tatgatattc actgtatcgg ggcgcctgaa cgtttcgaag caagacaccc 
gtatttgtgg
    77701 cgtttttgga atcgtattaa tgaagctgaa aaaattacca tttttgaccg 
tacctggtat
    77761 ggccgtgtgc tggtagagcg tgttgaagga tttgcttcac ctatcgaatg 
gcaaagggca
    77821 tatgatgaaa tcaatcgctt tgaaaaagac ttatttgata gtcaaacgat 
tgtggtaaaa
    77881 atttggctgg caattagtaa agatgagcaa gagcaacgtt ttaaagccag 
agaagagaca
    77941 ccgcacaaac gctttaaaat tactgccgaa gattggcgta accgtgataa 
gtgggatgat
    78001 tatttaaagg cggccgcaga tatgtttgag cggaccagta ccgaatatgc 
gccttggtat
    78061 attgtcgcaa cagacgataa atatactgca cgcttggaag tgttaagagc 
tattttaaaa
    78121 cagctgagag cagattaaac tctcagccgt aagttggatt ttagtttaca 
accgcgccac
    78181 gacttttttg ttgaatacgt ttagcaaggt tgtagctgtc atttagatga 
gtttgggcta
    78241 tttttttcat cataaaatag cctaaacttg ctgcgacaag ttgcccacct 
agtggaacga
    78301 attttgtcac ttgtttggta acaatctttc caaagaaacc gttaaaggtt 
tttttaacgg
    78361 tagtgcgagc gaccacaaag cctgaaaatt gaaagccgcg ttttcgtaat 
tcatcccagt
    78421 gaattgtttt tgtttttgga tcatagacac tgacatgttc aggcgctaaa 
ccaaaacggg
    78481 aattaatatc gggaataagc tgtgacaaaa ttcccaaatc tactaccacg 
tcaaaaaaag
    78541 gaatgggtac aattgctgca ccagcagaga cgtaagctct cttctgaatg 
agttcttggc
    78601 actcatcgcg aatttgttcc agatttaggc taggatcaat atagtcagga 
atgttatcaa
    78661 ttttcataat gttttacctg taatgtgttc cttgaaggtg ccttgccaac 
acaaggtaag
    78721 tgacacctaa aatgagatta tgctgtgttt aaaccaacgt gacatagtca 
gattcagttg
    78781 tatagtaatg aatgtttatg attttgtgca taaattatgc gagtaggata 
tgaaataaat
    78841 gggtatccat gttattcaaa gtcaacgtat tgatgtgttg ttgcagggcg 
tactggcatc
    78901 tacgtcccag ccgtcaacgc atccattaca ggttttgaaa gcccagcatt 
tcattgtgcc
    78961 aagtcctgcc atcgagcagt ggctgataca aaaacttgca gaacagcaag 
gaatgagtgc
    79021 caattaccag tttcaccaac gtgtgcgcgg gtttcagtgg tatgcctatc 
aacaggtcct
    79081 cacggcacat aaggagcagg ttcgtaaagc caatattcca cgcttgattt 
ttaaatggcg
    79141 tgtacatcaa gccttacagg aatttattca gcctgatgtc atgagcatag 
atagctctca
    79201 tccactgcat tctattgttc aacgtattta tgacagcgca gatcggcttg 
aacaaggtat



    79261 tgagaagcag ctaaaaaagc aaaaaatgtt gtattgggtt gccgagcagg 
ttgccgattt
    79321 atttagtaac tacatggtct atcgaggaca gtgccagcgt ggttgtgaaa 
atatgtgtac
    79381 ttgtccaaat aactggttag cagcatgggg acaaggacga tcactcgata 
tcgaaaagta
    79441 tattgcccat aaagataaag aagtttcggc atttactttg cagcaaaccc 
aagagttaga
    79501 acgttggcag cgctggttat ggcagcagca ttttcatgat gattttatgc 
aaatgcagca
    79561 aattgatgag ttgttttggc aacagttaga gcatcctgag cgccagaaga 
aagcactgtc
    79621 tcgtttgcca cagcaaattg tcatttttac tttactggat ttaccgccca 
gccagcttca
    79681 gtttttacgt cgtttagggc aatacattga tgttttgatt ttgcactata 
acccttcgca
    79741 agaatattgg gccgatagtg tcgacccact ctggaaacag cgctatgact 
taggggtaaa
    79801 agagcgtttt atagcgaaga acccccaagc gaccgatgcg gaaattgccg 
atttctttaa
    79861 taaatttacg cttaatttta atgctgaggc gcgtgagtca agacatccac 
tgttaaccag
    79921 attgggcaaa caagcccgcg accacttctc attactctca aacttgtcta 
caggtgaaga
    79981 aggtaagtgg gtggatgctt ttgtcgatga ttttcctgaa agtttacttg 
gcaaagttca
    80041 gtcagatatt ttgcacttgg tggaacccca agcaaagcag tatgagcttg 
cccctaacga
    80101 tgactcaatt cagattcatg tctgccactc gacattacgg caacttgaag 
tattgaaaga
    80161 acaattgatt ggctggttgg caaaaccgca cgaacagccg cgtcgtccaa 
atgatatttt
    80221 ggttttagtt cctaatttgg tagaagtaga gcctttaata cgaagtgttt 
ttcctgctac
    80281 agcgactgag caaggcgtgc atttgcctgt caaaatagca ggaattgcct 
cactcgatgc
    80341 acttaatgca tggcgtgccg tgattgggcg tattcacctt atgcaagggc 
gatttagctt
    80401 tgatgagttt gctgactggc ttggtttaca cgcgactcaa cagcgttatg 
cacttgaata
    80461 tgctcaagta gagcgaattt taaatttact tgccgatgca gggtttaaac 
gtgggcttga
    80521 tgcagaacat ctgaaacgta gtttatgtga cggcgatgat gattatcgat 
atagctttaa
    80581 atttgcttta gagcggttag cgctcggcat agcaattccc gaacatgcta 
catttaatca
    80641 ggtgctgagt tacgctaagg ttcaaccggg cgattttgag cttattggta 
cactcattca
    80701 aatttatcaa gatttaaatg aacgccgtga ctggctcatt atgcatgagc 
agaaaaaaag
    80761 tcatacggtg gaatactggc tgcaaatact ctcgcaagat attatcgagt 
ttgagcaggc
    80821 tggtgttgct gctttaaaaa ctgcgcggga aattgtaaaa aaacaagagc 
gtatgttaac



    80881 gctcgcaagc tactatgccg agacagaaac aggcacctta cgtaaaatca 
ccttgccttt
    80941 gccttatatt ctagatgagg ttcagcgaac tttagaaaat caaacagctc 
aagctgaacc
    81001 gactggacag attacctttg cccagattgg acaaattcgt cctttgcctt 
atcgtttaat
    81061 tgtgatgttg aaccttgatg cagggcagtt tccaaatcga gacacccatg 
tgccatttga
    81121 tttgatggat gccttacgtc aacaattagg tgaccgttcc cgtcttgagg 
atgaccaagg
    81181 cgctttctta gacgccttac ttttagctca agaaaactta tggctgtttt 
ataacggctt
    81241 tgatgtcaat gacggtgagg tgagagatcc ttctagtatt cttcaagagt 
tccgtgagca
    81301 tcttgcactt attgtaaagc cagaaccaaa tgcacccgat cgagaagtga 
ttgaaggtat
    81361 tgaaattccc tctcaattaa aacagctcta tcacttacat tatttacagc 
cgtttgaccc
    81421 gaaaggtttt atggccgaga accgctatat tcgttatcaa gatcactggt 
ttaacgttgc
    81481 gatgcaaatt cagcaagctt ccggtgttct taagccttgg gcaaatatat 
cttatccttt
    81541 agaaatacct gacatgttgg ttttagacag ccatcagtgg atacaggatg 
tgactttccc
    81601 cgcacgttta tatttaaaaa ctttaggcgt agaaaactta ggaaatgtaa 
gcgtattaga
    81661 tcagaatgaa cctttgcttt tagatggttt gggccgttat accattcgac 
attttttaca
    81721 gcaaaacgaa cagcaggcac agcctgaagt tctacttgat cagttgcctg 
taggcaaagt
    81781 tcaatacagc gcatggcaac agggcatttt tgaacaggaa tgtttgcttg 
agcgccttca
    81841 tcattacgcg ccagccatga cacaaacgac tcagcgtgtg tggcgaattg 
ccaaacagct
    81901 acatatgaat attacggtac caaaatctga aactcaggat tgggtcagta 
tggaagcatc
    81961 aagtgctcgg gcaaaaagac gtgcaaaagt ctggttagag tacctgcttt 
ggttggccta
    82021 tttaaatgaa ggaagtgcag gaactgaaag acgccgtatt gtggttttta 
gtgaccaaac
    82081 cgtcatctgt aagggtatta gttcagagca agctcggcag tatttacaac 
cgtggtttaa
    82141 aatctggcgt tatgctcaac agcagccact cgtgttacca gcagctttat 
tattaaagcc
    82201 acttgaaaaa gccaaagcat atcagtggga aacaacaaat ctgacagaaa 
aaataaaact
    82261 ggatgagaag agctatgcgg agctgttaaa atactggaat gaaacgggga 
catttacctc
    82321 tattgatatg acacaaaatg aagcgtgtaa gttacatcaa gactggcgtt 
tcattttgca
    82381 agaacaagat gcacaagcat tacttcaaca tgcttgtgat gagtttgcct 
atgacctgta
    82441 tcatccggtt tttcaatttc aacattcgga gtaagacatg aactcaagag 
tacaggtgtc



    82501 ttatcaacct attattgata ttgaatttag tggactgcat ttaattgaag 
cttcggcggg
    82561 taccgggaaa acctatacac tgtcgagttt aatggtccgt atttttcttg 
agaaatattt
    82621 accgggccaa gtcattgcga ccacctttac ccgtgcggct gcggctgagt 
taaaaagccg
    82681 aattcgtgca cgtttggtcg aaacctaccg ttacttagat gccaagcgga 
gcttgactga
    82741 aaaagagatt cttttgcagg ccgagcaaga atctgactta ttactccaac 
atgttctcaa
    82801 gcattttgcg acacgtattg cctatgcctg tgagcgttta aagctcgtta 
tcgatcagtt
    82861 agatgagctg tttgtcggaa cacttgatag ctttagccaa aagctattac 
gtgagtttgc
    82921 ctttgaaagt ggcaaaattg aacgtgctca aattaccgat gatgctaaaa 
cctatagccg
    82981 acaactgatt catgatgttt tacgtgaatg gatacagtct cagcctcaaa 
ccgtgattga
    83041 tgcattgtat ctggcaggtg agttaaaaag tgtcgacagt tttgtcaaac 
tggtcgaaga
    83101 ctcactgaat tttagttcgg ctcactttaa gcttcccgaa aagcctacca 
ttcagtttga
    83161 acagcttgct cagctcaagc agttggcagc agaaattgat atcagtcttc 
tagaaccgta
    83221 ttactcgctt gatggcgacc actataaaca tgtaagcggc acaatatttc 
gtaatggggc
    83281 atttaataag ttatttagtg aatgtttgcc acagttatta caagttttaa 
agcaaagcga
    83341 cagtatttta gtttttgatg ggtctttggc aatacaacgg gaactcgttt 
ttaagttttt
    83401 aggccagctt gccgatcaga aagttttcaa gaaatgtcct gccgaaattt 
cggatggatt
    83461 ttatcagcat ccttgtattc agcagattca gcagttgttt ggtgtgctga 
aaaactatgc
    83521 tgaacagttc gatcagcttc atatttattt aaaagcctat ttgtgtgtag 
aggttaaaaa
    83581 acgtttacca caggttttac aaaacaaggg cgagacgact ttttctcagc 
aaattcgcac
    83641 tttgtcagaa gctttaaagg gtgagcaggg gcaacgtttc gccgtatttg 
tgcaggctcg
    83701 atacccctta attttggttg atgagtttca agacaccaac caagaccaag 
atgacatgct
    83761 cgccagcatt tggcgtcatc cagaacgtta ccaaaaaggt tgcatgatta 
tggtgggtga
    83821 ccgtaagcag gcaatttacg gtttccgtgg tggggatatg ctcaccttct 
tgaatgccta
    83881 taaagatatt caggcaaagc atggtcgcga atataagtta attcataacc 
accgttcagt
    83941 cgctgacttg gttgaagtgg ttgatgcctt atttcaaagg caaatcgact 
ttggtgaaca
    84001 ggttcaatat gacccgattc gggcagggac tcgacctcat ccggttttaa 
ttgatcaaaa
    84061 ccagcctaat ccgcatcctt tacgttggct catgctaaaa gacaaggaaa 
cggaagcaca



    84121 gcaagtcgcg tggaaaatac gtgatttact caatcagtca catgcaggac 
aactttattt
    84181 tcaaaaagat gctcagactc aaaccttaaa tgaagatgat attgcggtct 
tgtcgcgtaa
    84241 tcatgatggt cttgataaag ttcaatttga attagaacgt ttaggaatac 
gagttaatcg
    84301 gccatcaaaa cgaagtgttt ttgattgcac aattgctcag gatgttgggg 
ccttactcac
    84361 tgcgattctt catccttacg atgaggccaa agtgaaacga gctttgatta 
gccgtttatt
    84421 tgctatggac cttaaacagc tgttgcaact cgaacaaacg gccgaaggtt 
taagccagtt
    84481 tatgacgggt tttgatacta ttcgggaatt gtggtcagct cagggctttt 
tagtagcatg
    84541 gcagcaatgt ttaaaccaat ttggcatttg gaaaaatctg gttgctgtcc 
agagtaaaga
    84601 taatgagcgg gttgtggtga acttgcgtca tttgaccgaa attttgagcc 
aacatagcga
    84661 gaaatatcag ggcgcgcaaa atctctatca ctggtatctc aagcaattac 
aatcaccgct
    84721 tgatcgtgaa tgggagttag agcgtagatt gtcgagtgaa gctggcgtac 
agctcatgac
    84781 cattcaccag tcaaaaggtc ttgagtttaa aattgtcttt ttgctcgggg 
ccgacaagcc
    84841 atttcgggaa aataacaaaa cacttaactt ctcgacccaa gatataacgg 
tttcggagtc
    84901 ggctcaaact ctaacacaac gtgttgttgc gattgccgat aaaacatatt 
taaacgaaac
    84961 cgagctgaag cagcatgaag aacgggcttt ggcggaacaa aaccgtctat 
ggtacgttgc
    85021 tttaacccgg gcaagtcatc gtgtttatgc gctcttacaa gatacggatg 
gcaagtctgt
    85081 ttcaggtttg gcattttgga aaaacagagc tgaaccattc cagcaccgtt 
gttgtaccga
    85141 tgaaataatt ttggagcaac cacctgctgc aagacattta aatcaacaca 
tcaatattat
    85201 tgagatacag gcgcagcatt ttcctgatca gcgcttttat tcaagaggca 
aaaccagttt
    85261 tagttatcta gcacagcatt taagacataa agtaggtaca gatttactcg 
cgagtcagag
    85321 ccatgaagct gttttagccg aagatgagct cgatcaggtt atttctgttg 
aggcgcccgc
    85381 agcacagcca attagctgga tcaaaagcaa ttttccaaga gggacgctcg 
caggtaattt
    85441 cttacatgaa atttttgagc atattgattt tcaatgttca gatgagtggg 
taagtgaaat
    85501 acgccgtcgt tttaaaaatg actacagtag tttgtggcaa gatttattaa 
tcaaatacca
    85561 agaaagcttt cccgaagaac aagaagcaga atattcgctt tatcacgctg 
tggccgaatg
    85621 gttgcaagag attttaagca cgccgttata tcaaggtttt cgtttaaatc 
agttacaacc
    85681 agaacactat ttatcagagt gtccttttta tttggccctg tcagatcgtg 
tactagccat



    85741 gaaacgtatt cagcagttgt ttgctgaata tggtatggaa atgccagagt 
tattagaggc
    85801 tcgttctgca cgctatttaa atggttcgat agacttggtt tattttgatg 
gacagcgtta
    85861 tcacattgct gactataaga gtaactactt gggtgaaaac cttgctgatt 
acagtgtaga
    85921 aagtattgca caaagtatgt ctttagccag ctattggcta caagcaggcc 
tgtatttggt
    85981 tgcattacat cgttatttaa aagtcaaaat gcagaattat gatattgaac 
aacacttagg
    86041 tggggcgact tatctttact tgcgcggtat gaatggcgaa gctgagcagg 
gttattatta
    86101 ttggcagcca agtacagaat ttgttctacg actcgatgct attttagggt 
actttgctga
    86161 ggataaaatt gcataaaaaa tgctgataaa tgatctaatt ttaaaattaa 
caaatacttg
    86221 gggtgtggat aagcctgtct ataaccatgt ggacaagcgt gtggaaaact 
aggtggataa
    86281 gtgtgtggac aatctaaata gccctgaaca aagcgattta agctggttaa 
cgacttggag
    86341 tacctttcta aatcaagccc cgtttactgc acagacacaa gctccagagg 
cagcttattt
    86401 tttgcagcag ctgattgaag cgagcttgca gggtgacagt tgtattgaga 
ttagcccaga
    86461 gcaaatagaa acacttggcc aactggtgat atctgctgaa caagcaaagt 
ctcaagttgc
    86521 cccttgtgtc cacgacgggc aggggttggc attataccga tattggaacc 
tagagcaacg
    86581 tctagctgag caaattcgcc gattaaagca acaaccaatt caacctgttt 
catgtgaaga
    86641 gcatttagac ttattaacag atcctcatca gcaagctgct ttgcaaatgg 
tgactcggca
    86701 gagcttaagt attattacag gtgggccggg tacaggtaag acctatacgc 
tcgctcgtat
    86761 tattgctgtg cttagtcagg caattccaca tattcgtgta gcgatggctg 
ctccaacggg
    86821 taaagctgca cagcgtatgc aagaagcctt acaaaactcc tttaatgatc 
caaaactgct
    86881 tgagtcgggg ttaatgagtg acgagctaag aaaccaaagt acccaaacta 
tccatcgatt
    86941 attaggtatg gggcatagtc aaactccacg gtttaatcaa aaacagcctt 
tgccttatga
    87001 cgttattgtg gtggatgaag cctctatgct ggatttaaat ctggcaacgg 
tattatttga
    87061 agcggtccct gagtcttgcc gaattatttt attaggcgat gccaaccagc 
ttgcttctgt
    87121 agacgtcgga gcggtacttg cagatttaca gcaaatcgag gctttgtctg 
aaaaccgtgt
    87181 tcaccttcaa accagccgtc gttttgcgga aggggctttg attggtcagg 
ttgcccaatt
    87241 tattcaaatg caaaccagtc aaattgacca tgagcaagtt ttacaacaat 
ttgaaatcga
    87301 tattgttcaa gtttcagagt tacgttcaat acctttagaa gctgatatgc 
ccgatgtggt



    87361 tcagcttgaa tacttacccg aagagtcacc tatagcgcta gaaacttact 
accaaaaatt
    87421 gatggtgggt tttcaaggct atgtgcaaag cttaaaagct tatttacaag 
atgatcgttc
    87481 aactgaacat attgaaaata tcgttaagtc attcgatgac taccgtattt 
taactgccgt
    87541 acgtcatggg ccatttggct tgcagcaact caatcaatat gccgaacgct 
ggttacaaca
    87601 acagctaggt attgtgactt taggaggatg gtatgttggc cgtccggtta 
tgatgactta
    87661 taacgattac caactcggca tttcaaatgg tgacattggt ttatgttttg 
aacatagagc
    87721 ccagccgcaa cagtttgaag tgtatttccc aagtttaaat aagtgggttg 
ctgcaaatcg
    87781 gctacctaaa agtattcaaa gtgcatttgc cttaacaatt cacaaatcac 
aaggttctga
    87841 atttacccat acagctgttg ttcttgatca ggctgccaag aatttgttaa 
gccaagagtt
    87901 gatctacact gcgattacac gagccaaaaa agtagtgagt ttattggtcg 
atccagaggc
    87961 gttacttcaa tcttttacag ttcgcacgac aagaaaaagc ggtttagttg 
aaaaagttaa
    88021 tcggttagtt cgttaagcca aacttaatat ttttaccctt gtaagaaaaa 
gcttacatgg
    88081 attcgagata tttgctgcta gagaacccac cctgtttttg agattataaa 
cgcacaacga
    88141 gcttggcaag gaatgtcggg caaaatcgca caataataat aacttaagtc 
gagagactgc
    88201 gaacttacaa tgatgtaggt gaataaagag gaaacttaca gccgctaagc 
cttgtagttt
    88261 tgggagagac tacagggctt ttttatattt aagtcttaac cccaccaaaa 
tatcagaata
    88321 aatctttaga tgactctccc tatttcttgc ttatgttatc aattatttaa 
ctcaataatt
    88381 tttaatatat ttatttgtaa tatgattctt aaataagcat ttttcgcgtg 
aattgttaag
    88441 ttaaatgtta tacagaaccg tatgttattt agcatttaca gataaacgat 
aaatattaga
    88501 cagacctgta cgttttcgct tacatgatga taagaaaaat actacttttc 
ttcataattg
    88561 gatatgacaa aatacatccc ataaggaaat agaactaaaa caacggaagt 
gagtaaaacg
    88621 agaagaagga tgtggaaagc atctcacaca taacaataag aacagcgata 
aacacgataa
    88681 acaacaacta cagcgccaaa aacccaagca gaaatgcttg ggttttttat 
tttgtcgcta
    88741 ggttgatttt agctatacca gatcggtttc atgtgaatca ctaccaaata 
gtgaacggcg
    88801 ttgatctcta ggaattcgtg gacattgagt cgaaatttga taaagcagat 
tagctagggc
    88861 aggaaggtgg gtaccgacca cagatttgcc agtggttaac aaagaaacgc 
tgatatcacg
    88921 ttctgggtcg gcccaacaca aaatattgga aaaaccgagg tgaccaaaag 
cttgtccagt



    88981 cattggacca aataagccta ccggattact gcctagcatt ggtcctaagg 
cgtagcgcat
    89041 cggtattaat aaagttcggt caatgttaac tcctgtggta gggagtgttg 
ctctaaaaat
    89101 tgttttctcg cttaaaattt gtttgccttg gtagcttccc ccacttaaaa 
gcatttcaaa
    89161 gaagcgtcca gcttgttctg cactggtata aatattacca gcgggacaga 
tggtatccat
    89221 aaagcggcta tcattagtga catctacagc gagttgtaag cctccaccta 
gtacatgatt
    89281 gagataatga tctgttccta agcgaggatg taaacctgtt gcacaattaa 
gagcaacttc
    89341 agcacgatat tctggtttta agccatagtt aaaatagggc atgtccatcg 
gtttctcgat
    89401 ggtctcatgc acgaatttgc gaaggtcttg ccctgtaacc cgttcaataa 
tttctcccaa
    89461 gatataacct gccgttactg catgataggc gaggtgattt cctgctggag 
aaacaggtct
    89521 tgctgcgtat aagcgcctta aaatttcatc tttatcaaaa agcagttcag 
gtgtgacatc
    89581 tccatcaaca taaggaatgc ctccacgatg agataataaa tgaaagattg 
tcgcgcggcg
    89641 ctttccgttc accccatact cgggaatata atagctcacc gggtcaagta 
agttgatttc
    89701 gcctttttca tctaaaagat gaattaacat ggcagtaatc atcttggatg 
ctgaaaatag
    89761 acaaacggga gtgtctggcg ttgcgatgag tgcattctct tgcagaccag 
ccggcgagtt
    89821 tccttgagca tagccaatgc ttcgatttaa taaaattttc ccctgtcgac 
gtaagcaaaa
    89881 agtaatgagc ggatagtttc cggttttata gagtgactca atacttttcc 
agattttttg
    89941 aacttgctgt tcactcattc cacctagttc ggcaggtact tcatctttgt 
gatgaatgac
    90001 cgattcaagg tcattcggta ccggacaggt attggtcgaa aatattttca 
cacgtccctc
    90061 gcgtttcttt ctttttattc aaggccaagt gtgcagggtt aaggggctga 
tgtcagtgtc
    90121 taaaatgaca ggtaacagaa aactattttg caatccatat atagatacct 
taaaataggc
    90181 aacttgctgt agtgatgcac ggcagtcagt tgcgctcaac tgattcatat 
cattttattt
    90241 tttaagcatc tcggagaaat cgaatggctt taactaatgc agaccgcgca 
gagatcattg
    90301 ctaaatttgc tcgcgctgaa aacgacactg gttcaccaga agtacaagta 
gctttattga
    90361 ctgctcaaat caatgattta caaggtcact tcaaagctca caaacacgac 
caccacagcc
    90421 gtcgcggttt gatccgtatg gttaaccagc gtcgtaaatt gcttgactac 
ttaaatggta
    90481 aagaccacga gcgttacact gctttgatcg gtgctttagg tctacgtcgt 
taattcgatt
    90541 ttgctttgtt ttcggtttat cgcatgttgc tatgctttgt ttctgaaaag 
aaagtttcgt



    90601 ctaataaaac attaggcgat ttatagaagg ggcgcttgtg cgctccttct 
ttgcgtttaa
    90661 tattatttaa aatttttggt ctagtgtgat ggcttctaag ctttgtcatt 
tacctaccga
    90721 tagttgtagc ctgaatgcca aaccttaggg gtctcactag aataaaatta 
ggaaaataca
    90781 atacatgtca atgtttaaca tcgttcgtaa agaattccaa ttcggtcagc 
atcaagtcgt
    90841 tttagaaacg ggtcgcgttg cacgtcaagc aaatacagtt ttaatcacaa 
tgggtggtgt
    90901 aactgtattg gtagcagtag ttgctgctcc aacagcaaaa gctggtcagg 
atttcttccc
    90961 tttaacagtt aactatcaag aaaaacaata tgcagcaggt cgtatccctg 
gtggatatgg
    91021 taagcgtgaa ggtcgtgctt cagaagctga aactttaatt tcacgtctta 
ttgaccgtcc
    91081 aattcgtcca ttgttcccag aaggttacta caacgaaatt caggtaactg 
caactgtggt
    91141 ttcttctgac aaaacgatgg aagctgatat tgcagcaatg ttaggtactt 
ctgctgcgtt
    91201 ggcaattgca ggtactccat tccgtggtcc aatcggtgct gcacgtgttg 
gtttaatcaa
    91261 cggcgaatat gttttaaacc cgaattttga gcaaatggct cagtctgacc 
ttgaccttgt
    91321 ggttgctggt acagagtctg ctgtattgat ggttgaatct gaagcgaaag 
aactttcaga
    91381 agaccaaatg ttaggtgcgg ttctttttgg tcatgacgaa atgcaaattg 
caattcaagc
    91441 gatcaatgaa tttgcagctg ctgctggtgc gaaaccatct gactgggttg 
ctcctgcaca
    91501 caacgaagaa ttacgtgcaa aattaaaaga agcatttgaa gcaaaaattt 
cagaagctta
    91561 taccattgca gtaaaacaag atcgttatgc agcattagat gcacttcatg 
ctgaagctgt
    91621 tgctcaattc gttcctgaag aagatgtaga cggtattgct gacgaagtag 
actacttatt
    91681 tgaagatctt aaataccgta ccgtacgtga caacatttta tctggtaaac 
cacgtattga
    91741 tggccgtgac accaaaactg ttcgtgcgtt agatgtacaa gtgggcgtac 
ttgagcgtgc
    91801 acacggttct gcattattta cacgtggtga aactcaggcg ttagtaacaa 
cgactttggg
    91861 taatactcgt gatgcattaa tggttgatac tcttgctggt actaaaactg 
acaacttcat
    91921 gttgcactac aacttccctg cttactcagt aggtgaaaca ggtcgtgaat 
ctggtcctaa
    91981 gcgtcgtgaa attggtcatg gtcgtttagc gcgtcgtggt gttcaagcag 
ttcttcctgc
    92041 agctgaccgc ttcccgtacg ttattcgtat tgtatctgac attactgaat 
ctaacggttc
    92101 atcttcaatg gcttctgtat gtggtgcgtc attatcactt atggatgcag 
gtgttccgct
    92161 taaagcacca gtagctggta tcgcaatggg cttagtgaaa gaaggcgagc 
gtttcgcagt



    92221 actttctgac attttaggtg acgaagacca ccttggtgac atggacttta 
aagtagcagg
    92281 ttctgcaaac ggtattactg cacttcaaat ggacatcaag atcgaaggta 
ttactgaaga
    92341 aattatggaa gttgcattaa accaagcatt tgctggtcgt atgcatatcc 
ttaatgaaat
    92401 gaacaaagta atttcacgtg ctcgtcctga aatttcaatg catgctccaa 
cattcgaagt
    92461 gattacaatt aatccggata aaatccgtga tgtaattggt aaaggtggtg 
caacaatccg
    92521 tcaaatcact gaagaaacta aagctgctat tgatattgaa gataacggta 
cagttcgcgt
    92581 atttggtgaa actaaagctg ctgctaaagc tgcaattgcg aaaattcaag 
caattactgc
    92641 tgaagttgaa ccaggtaaga tctacgacgg taaagtaatt cgtattgtag 
aattcggtgc
    92701 gtttgtaaac atcatgccgg gtactgatgg tcttcttcat atttcgcaaa 
tctctaatga
    92761 gcgtattgcg aacgtaactg atgttcttaa agaaggtcag gaagtaaaag 
tacaggttca
    92821 agacgttgat aaccgtggtc gtatcaaatt gactatgaaa gatattgagc 
aagcataatt
    92881 gcttaactca ctaaaaaagt ccgcttgatg cgggcttttt ttatggcatg 
atgcaagtaa
    92941 tacaccaata gatcgacata gtatgcaggt ttattatttt tatcgtcatc 
aaaacgacgg
    93001 ctatgttttt ttaagccgtg aaaagcacac tgaacatatt ctggagtttt 
tctggattga
    93061 tagtgtgaga tcggatgttg tgagccagaa tgaagaatgg caacaaaaaa 
ttcagcaact
    93121 tgcagatgta tccattaatg agtttcatat gcgagatatt gcgaatatcg 
aacatccttg
    93181 tgcatttgat acgcttgaag aatacgacct gcttattttt agaaaactcg 
taacgccgga
    93241 tgatgaaatt aaaaatggcg aatcacatga gagtgtattt ggtttagcca 
ccacaccaat
    93301 cagttttatt tttacgccta aagtacttat tagcgtacgt gagcagggca 
acaagtcgat
    93361 tgaaaactat attcagcgtc ttgaaaatat tttatgtaaa actctcgaag 
agcaaaataa
    93421 aacccgtaag ctgcctaatt cacctgtaga tctgtgttta cgtctgctca 
atagtatggt
    93481 ggatggttat cttgatattc gttcaccttt gaccagaagg gtcgagcatt 
ggcaacaaca
    93541 gctattacaa gggaatcggc ggtttaaaca gtggcatcaa ttgtttcatg 
aaaatatggc
    93601 ctttcagcag gtcgaaaatt tatgtgaaga acaaattgaa accttacaag 
agtttcgtga
    93661 tgaaattgta gaaaactatc atcatgttat tggtgagaag acgcatagtt 
ctcaagacct
    93721 tttattagtg cgtctaaatg atttaatgag tcatgtcgaa cgtattcaaa 
aacatacctt
    93781 gcgtttacgt agtgcgattc aatcggcaat agatttgcat ttctcggcaa 
ttgctaacca



    93841 gaccaatgag aacatgcgta ttcttgccat tattactgct gtgtttgcgc 
ctcttacgct
    93901 tttaacgggt atttatggaa tgaactttga gtttattccc gggcttaaat 
caccagtagg
    93961 tttttggatt atgcttgggg ttatgctgct cagtaccatt ttattgctct 
actattttta
    94021 tagacagcat ttggtggggc gtggtgaaaa aagtgtgatt gatttactgg 
cgcagcagca
    94081 tcgccaagat cgtatgaact tgttttggtt tttggaatat gaaccgatta 
agcagacttt
    94141 aaaggaagtg gaaaagatta ctcggttgaa gtaaattttt atttctgcac 
gactgggtct
    94201 cgctaacttg ttatttaata tagtcattaa ccttcggttc gacctacttt 
tgtttcggca
    94261 aaagtaggca aaaccattac catctgcaaa acctgttcaa tacctatttt 
taaataacag
    94321 tattacaaaa ccattatctg attgatacca cgcaggttgc agatggcttt 
ctcgactatc
    94381 agatttcaac tagggtttta tgctgtatta atgctattcc tcaatgaaaa 
tgcttcaact
    94441 gttttctaag ttgttgcact tcatcaatca aatctaacat caccgcaaca 
gctgcaaggc
    94501 ttgcgtcaaa gtcacgttgc aaacgatatg ctttacgagc gcggataaca 
tcttcaccca
    94561 taaactgatg tttttcaggt ggtgtatcaa tcgctaaaat atcgtactca 
atgagctgga
    94621 gaatccagtc agggctttga ccacaggctt gagcaaactg ttgcaagtca 
aatgtacatt
    94681 gttcatcaac gacttcagca ctaaaggtgt ggccgtcaca tacaatttct 
cgataatgga
    94741 tggttgtcat gatcttgctc cctaatgaga tgaacgaggt tcgaatgaag 
caaaggcttc
    94801 tgccaattgc tgataggctt ctttttcttt ttcagaatgc gccggtggga 
atacaatatt
    94861 taaaattaaa taaagatggc ctggcgtttt atttggtatc cctttgtctt 
ttaaacgtag
    94921 ctgttgtcct tgttttgcat ttttaggtaa attgacgtgt aaaggtcccg 
caggtgtttt
    94981 tacttcaatg ccttgcccta atgcggcttc ccatggtgct acatctacag 
tcaaatatac
    95041 atcactgcct tcgacatgca cacgatctgt atctttatat tgaatctcga 
tataaagatc
    95101 gccattggca ccaccattaa taccactttg tccttgtcca cttaggcgaa 
tttgctgacc
    95161 ttctttcatg cctttaggta tttttacctg taaggttttt cgttgtacct 
ctggttcacc
    95221 ataagcattg atggttggaa tttgcagtgt gatatgttgt gttgatccat 
ggtaagcaat
    95281 atcaagatcg acctctatgc tggcatgctg gtcttcacct cgataactac 
gttgttgtct
    95341 ttgatattgc tgttgtccac cgccaaagcc tgtaccaaag cgtccaaata 
agtcttcaaa
    95401 gccactaaag tctgcttgct caccgcctgt aaaaccttga cgataaaatc 
tggcaccatc



    95461 gaaaccacct tgagctgccc cttgaccaaa accattaaaa ccttgtggat 
ggtctaacat
    95521 ttggtcgtat tcagcttttt tctcagggtt gcttagggta tcgtaggcaa 
cattaattgc
    95581 ctgcatcttt tcttctgcat ctttttcttt gctgatgtcg ggatgatatt 
tacgagctaa
    95641 tttccgatac gcttttttaa tttcatcagc tgaggcttct cgtttaaccc 
ctaattcttc
    95701 ataataattt ttggccataa tgttttatca cgatggtgtt gtttatttca 
ttatgaaacg
    95761 atttttaaag ctttcaatga gctagattgt ataagagttg ttctcgtgcg 
aaatagggtg
    95821 agcaaaataa aagagacata gagaggtgag agctatgcct ctcattgttt 
aagtgaatgt
    95881 ctgatataaa ccgtaaacgg caataactaa cagtaataga ccgcataaac 
cgaggatctt
    95941 cgggtataaa tggctgttcg agaggcggcg gaaaaatata tagactaaag 
atagcgttaa
    96001 aaagtctaaa actatccatg tcagcgtaag aatagttaaa cttaaatcta 
gatgaggtga
    96061 aatagaaaca aattgcggaa agaaagctga aaagaaaata atatctttag 
ggtttgaaat
    96121 acccactaaa aagccttttt taaaaccacc attttgagca gaaacggttt 
gaattgcttc
    96181 aggatgagga gcttgaatga cttctttgag aatactaaaa cccaaataac 
caatatatag
    96241 gcagcctaaa acacgaataa tatttaaata gttttcatta atacccaata 
cgcctttaag
    96301 tacgagtact gaaataaaaa ttaaaacgag agaggcaagg tttgtaccaa 
aaatggtttc
    96361 cagtgctttt ttataaccac ctttaagtcc ggcacttgcc actaaaatca 
tgacagggcc
    96421 aggggtcgca atcataataa tgacactaaa aataaagaga aaataatcaa 
aataattcat
    96481 gagatataag catcttattt attgggttat caagtaagct catattaact 
gatttaaaat
    96541 aacatgctga aaattatcat caaaaaatta tagataaata aaaaggcgga 
ttgcccgcct
    96601 ttttataaag taagtaatta actcaaatgt tcaccaaaca gacccagtgc 
ctcttcagca
    96661 gtgaactcat aacgggtgtt acagaactgg caatccattt gaatcgggtt 
ttgtgcttcc
    96721 aatgtttcat gaacagcatc aacaccaatt tgaatgaggg ctttggcaca 
gcgttcttta
    96781 gaacaagtac aaccaaattt taagtgttca acttctggta aacgtacttc 
ttcttcgtta
    96841 taaagacgat acaaaatctc atttgctgaa agctctgtca gttcttctga 
cttaagcgtt
    96901 tcagttagca tggttaaacg tggccataaa tcttcatcaa ccagtttttg 
ctcttcctca
    96961 tcatgacgag gtaataactg aatgagcaaa ccacctgagc gctgtgcggt 
gcttgccagt
    97021 acaattcggg ttggaatttg tgcagacaag tcatagtact gcattaaaca 
gcctgctaaa



    97081 tttgcttgat caagaggtac aatcccttga taacgctcac catgctcagg 
ttcgatatta
    97141 ataaataaaa cagggttaac caaagccgct aaaacagtgc tgctatctgt 
tgcttcacca
    97201 aaacgtggat ctgtttcgta gtctgctaaa gcacgaactt cacctaaatg 
gttacattct
    97261 gccatagccc atttgaaaga gccgttagcc tggatttgca agctgatacg 
acctttgatt
    97321 tttaaagtac tcgcaagtaa tgctgtagcg ctcaacatct cgcctaatag 
aatttgaacc
    97381 gcaggcatgt agtcgcgttg agctaaaata gtttttaatg cttcttctag 
atgaaccact
    97441 tcaccgcgaa caggaaagtc ctctatataa aagcgttggc gtaaatcaga 
cataatattc
    97501 tccagggccc taagcagatt ataacaattt cggtttaatc aggcttaggg 
aatgcagcga
    97561 agctgcaagc aggacaacgg caactcttgt accgattgtc gcaatcattt 
aggcaatgtg
    97621 aataagtcct taatatagcc attttgcgaa atctcaagtt attcttcgtg 
atctcgtgta
    97681 atgtcgatac gatttggttg taaatgacgc tttaagttaa cgtcgtgctt 
cgatgtggct
    97741 tgttgagcat cgctttcaaa taggtgttca agttctgcca gagcattacg 
atgggtttca
    97801 aaaacctttt gttcatcggt ataaatgctt tgctgctgta tgagtaattt 
ctcatcataa
    97861 tcccgaaaga tttcgatatt gttataagct tgttcatcgg aaataccgag 
ttcgcgtaaa
    97921 gcacgataag ccatacctaa tgatgataaa taggtttcac gccaaatatg 
ttcaacacct
    97981 aagtctctta acaggtgcac atggtggcgg tcacgagcac gagccagtaa 
ttttaggttt
    98041 ggatagttca atctaagatg acgtgcgaca ttcatagaat cttcgacatc 
atcaattgcc
    98101 aaaataaata ctttcgcttt ttcaatccct gctgagcgga gtaagtcagg 
ctgagtgaca
    98161 tcaccataat agagcttacc gccgtaacgt cgaacaaagt ccacttgatg 
aagattgtta
    98221 tcgatggcag taaagcctaa atgctgtaag cgggcaatac gcgcaataat 
ttgtccaaag
    98281 cgcccaaaac cggcaatgat aattggatta tcttgctgag gaatctcatc 
atattcaggt
    98341 ggcaattctt tatgaaaaag gggaatgatc ttacaggcca tgatccagta 
aatcactggg
    98401 gtaaggacca ttgataaggt cacaatcaac gtgacaggct ctaataaggc 
atccgttaaa
    98461 atcttttcac tttttgctag gctcaaaatt acaaaagcga attcaccgcc 
ttgagccaag
    98521 caagtcccga gtaacaaact attgttccaa ctatactttt tatagcgggc 
aatggcagtt
    98581 aaaacgaggg ttttgatgac gagtaggccg attgctccac caataatgag 
ccaaggcatt
    98641 tcaatcagta acgacaattg tgtcgtcatg cctacggtca taaagaataa 
gccaagtaat



    98701 agccctttaa acggggcaat actcgcttca agctcatgac ggaattctga 
gtcggccaaa
    98761 agtacgccag tgaggaaagc acctaatgtt gtactaatgc ctaaagtgtc 
catcagtaac
    98821 acaacggcaa gaataataaa taaccctaca gccgtaatca gttcagtcgc 
accactcttg
    98881 gcgacaaaac ggaaaaatgg gcgcatgaca taacggctaa ataggaacaa 
accagtaaac
    98941 gtcgcgataa tggctgcaaa ataagcaata ccatgatggg tagattcggt 
tcctgccaga
    99001 agaggaatca ccgcaagtaa tggaattgct gcaatgtctt ggaaaagcaa 
gattgaaaaa
    99061 gattgctgac cataggtggt attgagttgt tgtttctcag tcagaagctg 
taatacaaag
    99121 gccgtagaag acagcgcaag cgcaaaacca atcacaaagc tggcagcgag 
gtgttgttga
    99181 aatagcagta atacggtgag catgagaatt atgcccgtaa tcacgacttg 
taaacttccc
    99241 atcacaaata tggagtcacg catttcccac aaacgttgcg ggcggagctc 
tagaccaatc
    99301 aggaacataa gtaaaatgac cccaaattca gccaactcca taatggcctc 
agggtcatgg
    99361 gcaatattta acacactcgg gccaagaagt atgcccgtaa ataaataacc 
taaaactgtt
    99421 gcaatcccta ggcgtttgcc caaagggact aaaatcagag atgctccaag 
aaaaatagtt
    99481 gcttgcagta ggaatgacat tcattgcccc gaatgtattg atctttttta 
agtgtaaagg
    99541 gaaaaagtgt tcttcacacc atgatattca aatcgtctaa ctaaattctt 
gcgggtcaac
    99601 atcaattgag agtctgagtt gatgctgtct tggtgcatgg accaactgag 
cccaccattg
    99661 tcttaagtaa aaatgcagac gagcgcggtc agcagacaaa atcaccatat 
gtgcgcggta
    99721 acgtcctgct ttacgttcca ttggcgctgg aattggtccc cagatatcaa 
caatatcacc
    99781 tgctatttgg cgaagttgct cggcagcttc atttaaaaaa tgcaaggtat 
agtcgcgatc
    99841 tttcgattca gcgcgtataa gtacggcata gcgataaggc ggcagtaatg 
caactttacg
    99901 ctcagccaat gtttgtttcg cgactgcccg ataatctttt tcgatgagtg 
tggtgagtaa
    99961 aggatgatct ggccttaatg tttgtaaata aacatgacct ttgtgttctc 
cacgacctgc
   100021 acgaccagcc acttgtacaa tcaattgagc agtacgttct ggcgcccgaa 
tatcgacact
   100081 caataaacct gcatcgatgt ctaaaatagc aaccagagtc acatgcggaa 
aatggtgacc
   100141 ttttgccaac atttgcgtac cgagcaaaat cgaaggttta ttttgttgaa 
tgcgatcata
   100201 aattttttgc cagctaccga ctcggctggt gctgtcacga tcgacccgaa 
tcacatcatg
   100261 atctgggaat aattcttgta aatgctcttc aaccttggct gtgccagcac 
ctaaagtttt



   100321 gaggctcttt tgctgacatt cagggcagtg gtctggcagg cgatgaacgg 
tgccacagtg
   100381 gtggcaatgt aagtaagaat aaggctgagt gtgcaacgta aaatgtgcat 
cacaatgagg
   100441 acaattcgct tgccaaccac aactttcaca gaccagaaca ggtgcataac 
cacgtcggtt
   100501 taagaaaatt aaaacctgtt cttttcttgc cagggtattt ttaatctgtt 
cgattaaagg
   100561 ctgactaata ccatgctgtt ttttgacaat tttaagatca atcaaatgca 
tttttggtaa
   100621 aagcgcatgg cctgcacgtt ggttcagctg aagcgcagtt aacttgccag 
tttcgactaa
   100681 gtgataactg tcaatgcttg gggttgccga acctaaaaga acaggacagc 
cttgtaaatg
   100741 tcctcgataa agcgcgacat cacgagcatg gtaacggaaa ccttcttgtt 
gtttataaga
   100801 caggtcgtgt tcttcatcta aaatgatcag gcccaaacgt ggcagcgggg 
tataaatggc
   100861 tgaacgtgtt cctaaaataa tagaggcctt tccagtctgt gcttgttgcc 
aggcttgtag
   100921 gcgtttagag tcatttaacc ccgaatgtaa taaagcaatg tcgcagttaa 
aacgagactt
   100981 aaagcgcgaa atagtttgag gggttaaacc aatttcagga actaatacca 
gtacttgctt
   101041 accttgcttt agcacttcat gcatgatgtg caaataaact tcagttttac 
cacttccggt
   101101 taaaccatcc aacaaaaacg cttgatattg atgctgtgca ttaaggacgt 
gctgagtggc
   101161 cttcttttgg tcttcattga gcgtgagtgg catttgcgcc aattgcacag 
gggatggact
   101221 aaagtcatga ggctcaagcg tacagtctac gagacctttc ttttgtagtg 
ctttaagtgt
   101281 tgcagtttct acaccactta aattgagaat attttcagtg gttccggcag 
gatgtaattt
   101341 taaaatttga taagcatctt gctgtttgat tgagcgtttt aataaagctt 
cggcattgtc
   101401 acatggaatg attttccata gatgaaataa aacatccatg ggtttgccct 
gacgcaataa
   101461 cgcaggtaaa gcagtctgca tcacctcgcc aatcggaaat tggtaatatt 
gtgctgacca
   101521 tgtcaataaa tttaaaactt gttcatctaa aataggctca tcatctaaaa 
gttcagaaat
   101581 ggccttaagc tgaaagttac ctgtaaatgt ttcttgtggg tcaacttttt 
cagtaatgat
   101641 accaatcagg ttttgccgtc caaatgaaat tgcgacgcgt gaacctactt 
gagcccgttc
   101701 atattgtgct ttggtgagtg tatagtcaaa agtgtcgtac agatgcacag 
gtacggcaac
   101761 acgcacacga taaacaactg aatcaggctt tggcgttatg gtcatagagg 
ctcatttcgt
   101821 caattttaaa aaacggcata gcgtcgtgaa gaggacttgg gtattctaca 
caggctatag
   101881 aatgaatatg aatgattgcg tagcatagat gcaacagcag cgactattat 
ttttggaaaa



   101941 ttagaacatt accatgcctg catatcaatt tactgctatt gatgcttcag 
ggaagcagca
   102001 aaagggggtg cttgaaggag actcggcacg tcagattcgc caacaattac 
gcgataaagc
   102061 atggactccg attagcgttg acccggttga acaaaaagat aagcatcaaa 
gccacggatt
   102121 attccaaaaa aagtttagtg cttacgattt ggcgctcatg accagacagc 
tttcggtttt
   102181 ggttgctgct gcaattcctt tagaagaagc tctccgcgcc gtgagcagac 
aaagtgaaaa
   102241 agcgcatgtg caaaatcttt tactctcagt tcgttcaaaa gtattagaag 
ggcattcact
   102301 cgcacaaggt atgcaacagt ccgggcgttt tcctgatctt tatattgcaa 
cggttgctgc
   102361 aggtgagcgt tcggggcatt tagatctcat tttagatcag ctatcagact 
acaccgagaa
   102421 ccgttttgcc atgcaaaaga aagttcaagg tgccatgatt tacccaatca 
ttttaatgct
   102481 gatgtctttc ggtattgtga tgggattaat gacttatgtg gtcccagaga 
ttgtaaaaac
   102541 cttcgatcaa agcaaagatg ccttaccatg gattacagtt gctttaatga 
aagcgagtga
   102601 ttttatccgt catgcatggg tatttattat tctttttgca attgtagggg 
tggtagcttt
   102661 tgtccgtttt ttaaaaacta ctgcgggaca ttatgctttt gatcgattaa 
cactcaaatt
   102721 gccattattc ggtaaactat cacgtggtat taatgctgcg cgctttgcca 
gtactttatc
   102781 tattttgact cgttcaggcg tgccattggt agatgcctta aagattggtg 
ctgctgtgac
   102841 caataactgg gtcatccgtg attcaatttc ccaagcggct gaacgtgtta 
ccgaaggcgg
   102901 taacctcggt acgcaactgg agcgcagtgg ttatttccca ccaatgatgg 
tacaaatgat
   102961 tcgaagtggt gaggcatcag gtgagcttga ccgtatgctt gaacgtgcgt 
cgaccatgca
   103021 agaccgcgag gtgacgacat ttatttcaac cttattagca ttacttgaac 
cgctaatgct
   103081 agttttaatg gcaagcatcg tactggttat tgtaattgcg gttatgctgc 
caatcgtaaa
   103141 tatgaacaat atgatttaat aactttgata ttagagataa tgatgaaagt 
aaaaaatatt
   103201 caaagcgaaa cagcgatgaa acaacatagt gaatctgtgg tttcaaatca 
gtttgaacca
   103261 acgtgccatt ccgagcatag ctctatatca gatgtttgct cttcaagtgc 
tttcggactt
   103321 gcgacacgtt cgaaccgtgc tcgaatgaaa cgtgcctcag gctttaccct 
tattgaagtt
   103381 atggtcgtga ttgtaatctt aggcgtgttg gctgctttaa tcgtaccgaa 
cgtcatgggc
   103441 cgtagtgaaa aagctaaaat tgatacgact caaattacct tgaaaggggt 
tgcgggtgcc
   103501 ttagatcaat acaagctcga taatgggcat ttcccaacca tgcaagaagg 
tggtttagat



   103561 gcgcttatta atcaacctgc tacagcaaaa aactggatgc cgggtggtta 
tgtgaaaggt
   103621 ggttatccta aagatagctg gaaaaatgat atccaatatg tcgtacctgg 
aaaagacggc
   103681 catccttttg atctatattc atttggcgca gatggtaaag aaggtggtga 
aggtaacgat
   103741 gccgatattt attatcagcc ttaattaaaa tgtaagagag attatcgatt 
cggttaataa
   103801 gataaaacga taatccgaat tgataatctt tcttaatcat aaaaaatata 
ataatgcatt
   103861 gaaaataaat taaaaaagtt aatatctaaa tttgagattt aaaataagaa 
ttattcccat
   103921 atttaatagt tacaagaaag ttaaaatata agagaaaata agctatatat 
ttaaataaaa
   103981 gctttgcata ataaataaaa agcactttat tcaatgaatg ggagagatta 
aatgaaagca
   104041 tttctcgtac ttgatgagct gaatcagttt cattgggcga tgcttaaatc 
tgtcctattg
   104101 attttagcat tattacccat tgctgaagtt tcattaaagc tatggttgag 
tactgaggga
   104161 agtagccaaa tcatgattgg tttctttgcc ttaagtattg taagcgcttg 
gttaatggtg
   104221 agcttcttta ccgcattaaa aacgagtgta tggcaaacta aacagatggc 
ttctaaatac
   104281 gaacaattgc tttttaaagc ttatcgttat gtgccgatgg tttttttatc 
gagtttagtt
   104341 gcttatttat ctttgcaatt atcgattgct ttttaatctt attttaaaac 
cgaattttta
   104401 aataaaacgt agactcaaca tctacgtttt atttttttaa ctggacttaa 
aacagggtgt
   104461 ttcttcattt gtacatatta tatgcttcaa atcagcaatt taagaagatg 
agaaatatga
   104521 aatggaacaa atcgagtgga atgacttttt aaaagtagaa ctgcgcgttg 
gtaaaattat
   104581 tcaagctgag gtttttgaaa aggcgcgaaa acctgcctat attttgcatg 
tagattttgg
   104641 tgaagaattg ggtgtacgta aatcgagtgc acagattact aaactttatc 
aaccgcagga
   104701 tttgattggt aaattagttg ttgcggtagt gaatttccct aagaaacaaa 
ttggtcctat
   104761 ccaatcggaa tgtttggtga cggggtttca taatgcagat ggggacgtag 
cactttgtat
   104821 cccagagttt gaagtacctc tgggtacaaa gttattataa tttagcgacg 
tgatttgtaa
   104881 gacacgtcta ctttacgtgg acgatagatc caacctaaaa ccagcagtaa 
tactgcaaat
   104941 cctaaaattg gataatcacc tagacggtta tagagagttt gaccttgcat 
ggctggtaaa
   105001 tcgcctctca agacaaactc tttatcaatc ggtgcttgtt cggtgatatg 
accattttga
   105061 tcaataaatg ctgttacacc tgtgttagtt gcacgaataa accagcgacc 
attttctttc
   105121 gcacgcatct gcaccatttg taaatgttgc caaggcccag cagtacccgt 
aaaccaagca



   105181 tcattcgata cagtaaccaa gaagtcgctg tcttctgcat tacgtcttgt 
caggttcgga
   105241 taagccactt cataacaaat tgcagcagca agtgcatgcc ctttaattaa 
gaggggtttc
   105301 tggtcactct caccacgtgt aaaaccgctc atgctgatat cattttgcat 
ggctggtaac
   105361 acccaagaga gtaaacctga aagagggatg tattcaccaa atggaacaag 
acgttgcttt
   105421 ttatagagtc cgcttgaatc actgccagaa gccataatac tgttgtaata 
cagcgggcta
   105481 ccaacttgat gtgatttcgc aacatcccaa taaggaatgc ccgttaccca 
agcagtatgg
   105541 ttctttttcg cttgtgcatc cattgcatcc aaaaacggtt caatgtcggt 
ttggaagagc
   105601 ggaattgatg attcaggcca tacaatgagg tcacggcccc attcagattg 
agtcaaacca
   105661 gcataaattt ctaatgttct aacttgatat tcggttagcc attttaaatc 
ttgtggaatg
   105721 ttaccttgaa tgagcgaaac gctaagcggt ttggtagctt taggttgtac 
aaactgaata
   105781 tatgttgctc cccatgcacc caaaaccaat agggcagcag ggataaccca 
gaaaatacgc
   105841 ttacgtagaa cttcaactaa agcacatgct aatacaatga ctacaaagga 
aattgcataa
   105901 ataccaaata gcggcgcata accatcgagt aaacgttcag taaaagcata 
acctacaaac
   105961 aaccaaggga aaccagtaaa tacccaagtt ttagcccatt cgaaaacaat 
ccagagaggg
   106021 gcgaaagtta gcggtgtttc agggaagaag cgtcgataaa cccatgtctg 
aaatgctgta
   106081 aataagccca ttacaagggc cataacagca atcatacata cgcttagaaa 
agcattggta
   106141 tcgccatata catggatcga cgtatagagc cagaaagccc ctacaaacca 
taaaccaaaa
   106201 ccataactcc agccaattgc aaatgcttgt ttggctgagc ggttatgcaa 
tgtcgcatag
   106261 agtagggcag gagacaaaat tgccagccac caccaataat aaggtgccag 
tgcaaaactg
   106321 aacatggcac ctgaaaataa agcaatgagc aatggaaaaa ttaaaggaag 
ctgtttttgt
   106381 tgttgcgaag aatctaacag cttttcaaag tatgctctca ttgacgtaca 
gctcgaatca
   106441 gatgaatagt gcgggcatct gcttcaacaa tcgtaaataa ccaatttcca 
agctcaacag
   106501 tctgaccttg taaatcacta actagaccaa tttcttgaag caataaaccg 
ccgacagttt
   106561 ctacttcatc gtcagaaaaa tcagcatcta aaacagtgtt gaagtgttca 
attggtgtaa
   106621 gtgcctgcac catccatgca ttcgctattg tatggtcgtt atctggaaca 
atgtactgtg
   106681 catcttcatc cgcagtatca tgttcgtctt caatttcacc aacgatctct 
tcaagaatat
   106741 cttcaagcgt aaccagtccc gctgttgatc catattcatc aatcacaatc 
gcgatatggg



   106801 tctgggtatg tttgagcata cgaagaactt gatctgaacg tgcgctttca 
ggcacaaata
   106861 atggctggcg cataagcgag ccaatatcta atttagtatt tggttcagtc 
aaaaatggta
   106921 gtaaatcttt tgccagtaaa ataccaacaa cattatcagg ctggtcagct 
gagaaaactg
   106981 gaaaacgtga gtgagcagac tcaaccaata cgtgaagaat atcaagtaac 
tgatcatctt
   107041 cttgcatact gatcattgct gttcgtggcg tcataacttc acgaattttt 
gtagcaggaa
   107101 ggtcaagaac accttcaagc atggcaacag tatcaggttc taaaaaacga 
cgtgaatttt
   107161 ggactagttt taataattca tctcgggttt ctggcgctgt acctaaccac 
tttcgtaagc
   107221 ctcgcattcc ccacgacgga ctcggttcct cttgcatgat ctttcctaaa 
gactcaatgt
   107281 atcaaatgaa tacactgatc ataccgaaga aaaagccctt atgcatctat 
aaaacaaagt
   107341 aaaagacaaa acacatattg ttatgtaaac accagttaca gttcataaga 
cagtgatggg
   107401 tttatgctaa aatgtgaaaa ttctatttgt tcgagtttgt tatgtcagaa 
caacctattt
   107461 cacctactgt acaacttaat acgcgtggtt tacgttgtcc ggaacctgtc 
atgatgttgc
   107521 atcaggcgat tcgcaaagca aaatcaggag atgttgttga agtgttggcg 
actgaccctt
   107581 cgacttcttg ggatatccct aagttttgta tgcatttggg acatgaactc 
ctattaaaag
   107641 aagaagttct agatgagcag aaccataaag aataccgtta tctggtacag 
aaagggtaag
   107701 gttgttcgat atgtaaatga ataaaaagcc ccgaataatc ggggcttttt 
gttatatctt
   107761 aggatatgag ccgcagctaa agcggcgcaa ggaattacat gttagggtaa 
ttcggaccac
   107821 cgccgccctc aggtgttacc caagtaatat tttgagatgg gtctttaata 
tcacaggtct
   107881 tacagtgaac acagttcgct gcgttaatct ggaagcgttt agagccgtca 
tcattttcca
   107941 tgatttcgta aacaccagca gggcagtagc gctgtgcagg ctcatcccat 
ttcggtaagt
   108001 ttacgttcac tggaattgaa ggatcagtaa gcttcaagtg agctggctgg 
ttttcttcgt
   108061 gtacagtgtt tgagataaac acagaagata aacggtcaaa tgtcagtttg 
ccatctggtt
   108121 ttggataagt tggcttgaag ctcgttgcat caacagtttt caatacagcg 
aagtcttgtt
   108181 tcaagtcatg taaagtgaat ggtactttaa agacgttttg gtcaataaag 
ttaaatgcac
   108241 caccaatcca ttgaccaaat ttatgcattg cagggccaaa gttacgagcg 
ttataaagct
   108301 cttcttttaa ccagctgttg ttaaatttgt ctgtgtaaga agttaattct 
ttaacgaata
   108361 aatcttcgcc ttcggttaca cgggcaaccg caagatcacc acctttttca 
actccggcag



   108421 caattgcttc aaataccgct tcaccacata acatgcctga tttcatggca 
gtgtgtgaac
   108481 ctttgatttt cgcaaagttt aagaaacctg catcatcacc aattaagcaa 
ccacctggga
   108541 aagtcaattt aggtaaagag ttgaaaccgc ctttcactac agcacgtgcg 
ccgtaagaaa
   108601 tacgtttacc accttctaaa tactgtttga tgagtgggtg agttttccag 
cgctgcattt
   108661 ccatgaatgg gtacatgtgt ggattttcat aagacaagtc cacaatcata 
cccaaagtca
   108721 cttgattgtt ttcagcgtgg tataaccacc aaccaccaga agaaccagtt 
tcagacaatg
   108781 gccaaccagc accgtgcatc actagacccg gtttatgttt tgctgggtca 
atttcccaaa
   108841 gttctttaat cccgatcccg taatgttgtg gatctgcatc tttatcaaga 
ttatattttg
   108901 caattaggcg tttacctaag tggccacggc agccttcagc aaagagagtg 
tatttggcgt
   108961 gaagttcata acccggagta aagttatgtg taggctcgcc atctttacca 
atacccatgt
   109021 caccagtttg aatacctttt acagtaccat cttcatggta aagcacttca 
gatgcagcaa
   109081 agccagggaa gatagaaact tctaattctt cagctttttg acctaaccag 
cgaacaacgt
   109141 tacctagcga gataacatag ttaccatcat tgtgcatggt tttaggaacc 
atccagtgag
   109201 gtgcttcttt agaggtagtt tctgaaagca agaagaatgt tttgtcttca 
gttacaggta
   109261 cgttaagagg cgcgccttct tctttccagt tcgggaaaag ttcattaata 
gcacgcggtt
   109321 caagtacagc accagataag atatgcgcac ctacttcaga gcctttttca 
actacacaaa
   109381 ctgaaagatc gggtaagtta ttttcaatcg ctaattgacg gatcttaatc 
gcagcagata
   109441 gacctgcagg tcctgcacct acgatgacaa cgtcaaactc catcgattca 
cgttcgatgt
   109501 gttccatgta ggactcctca atacttaaag gtggcaaccg taatgtcaga 
tcatccggtg
   109561 ctgccgtgag tgttttaatc cataggcgca aatatgctat tgtgcctttt 
atcgtttggg
   109621 ctagtatagt tttaaaccat gatctagcca attggctgag tcgtcatatt 
ttttcgtcag
   109681 caaggcataa actatggtaa atcaaaataa ttccccatcg gatatgggaa 
aaataccgtt
   109741 atctgatgat aaaaacttaa tgaacattgc acaatactta aaaggtgtac 
agcaaagtca
   109801 caaaaggtca atcccacctt tagagcaatg gcatccaaag cattgcggta 
aaatggattt
   109861 aacggtgaaa gccaatggag aatggtggca cgaaggtcaa ttaatcaagc 
gccaagccct
   109921 attggatttg tttaccaaag tcctatggaa agaagagggt aaattctacc 
tgaaaacccc
   109981 tgtagaacaa attgaaatcg aagttgaaga tgaaccttta ttagtcaatc 
aggtagatca



   110041 gattgaaatt tcaggtgatg attttctaca actgacgacg accaatcagg 
atgtgatttt
   110101 agttgatgca gaacacccga tttttatgcg ggaatatgca ggggagttgc 
gtccttatgt
   110161 ccatgttcga tttggtatta atgcgcttat tcaacgtcag gctttctatc 
atctcgtgaa
   110221 ctatggaaca ctggtcgaaa atgataaagg cgaaaccatt ttgcagttaa 
aaagtggtaa
   110281 tttgcacttg caattaggca cttgaggttt aagctttata gagtgaaatt 
ttccgacact
   110341 ctctagtact gccatgacag ccatacagcc tttatttact gaattagaac 
ctatgcctaa
   110401 agcattagca gatgccccaa ttggtatttt tgattcaggt attggaggta 
tgtcggttgc
   110461 agcagaaatt gccaaatatt tgccaaacga acgtattgta tattatgcag 
atacagccta
   110521 tgttccgtat ggtcctcgct ctgatgaaga aatcagggaa ctgaccgctc 
gtgccgtcga
   110581 ctggttatat cgtcagggct gtaaaattgc ggtcgtagct tgtaatactg 
cttccgcatt
   110641 tagccttgat catttacgag aacattatgg cgaacatttc ccgattgttg 
gcttggtacc
   110701 ggcactaaaa cctgccgtat tacaaactcg ttctaaagta gttgcagtac 
tggcaacacc
   110761 agctactttt cgtggacaac tcattaaaga tgttgtcgaa aagtttgctg 
ttccggcggg
   110821 tgttaaagtg atgactctaa cgagtttaga gcttgtccca tgtgtagaag 
cagggcagca
   110881 aatgagccct gtttgtttaa atgcattaag agaagtttta caacctgcag 
ttgagcaagg
   110941 cgcggactat ttggtacttg gttgtacgca ctatccgttt ttaaatgaag 
ctattcatca
   111001 tctttttgat aaccaattca cactggttga ttcgggtttg gcagttgccc 
gacaaacagc
   111061 ccgtatttta ataaaaaatg agttattatg tgaccaaacg cgtcagaatg 
ttgcacgtat
   111121 tgaatgttat gtaagtggta ataatgcaga tgcattacaa cctgttttac 
aaaatatgat
   111181 tccacaagaa ttgacatgga cgctgcacaa tctgagttga gctctactgt 
aagcattcag
   111241 aagaaagcgt ttttttatat ttatttttct tatttggggc ggttcataat 
cttggctgat
   111301 tcaggccata tcaagattat gggacgataa gggtattgct atgctcgata 
cacgctatca
   111361 gatttttatt tcaacctcag gtcgcgagat gcaacctgaa tttatggttc 
tttcccaaac
   111421 tttagtcaat atgggatttt ttgcttgggg gttagaatat agaaatcctc 
taacaacgac
   111481 gcttgcccgt cggcaaattg atgagtcgga ttatgttgtt ttgctgctgg 
gtagtcagta
   111541 tggggagcaa tcaatttcag gggcgagtta tttttcttta gagtacgaat 
atgccttaag
   111601 tcgcgcgaag cccattgtcg tctttatgca tgaacaacct gaaagtcgtg 
ataagcattt



   111661 acaagagact catccgcagc ttaaagagaa atttctggca tttcgaaaaa 
agttattaca
   111721 tgaagcgaat catatttttt attttaaaag cccacgtgat ttagaacttg 
ctgttcgttt
   111781 aaatatgcct ttaatggttg aacaatatat gggacaaggt tgggtgcctg 
cacgccaagc
   111841 gcatcatttg gaagatgaaa ttaatcgatt aaaaagtaaa gttttacaac 
tagaacaaca
   111901 gctagcagaa tcatcaattc aagcaaatga agtggcaccg caagatgttt 
ttgcttttga
   111961 atatcaaatt caggcttttc aagatggcaa ctttaaagag cttaagcgcc 
agagacaaat
   112021 gacttggtct caactgttaa gtattttggc taaacatttt gagacagcca 
tgccagaaga
   112081 gaactttggg acttgcctca atgagtattt aaatcaggac gggttagaag 
acgctcgcca
   112141 agagttgcct agagcccatg cagtggcagg tgcacaaatt aatcataaag 
ccctgtttcg
   112201 tattaaaaag caaatgcaat cacaaggatg gattgttcca accaagattg 
atcaacaaca
   112261 tagtttatgg aaagtaacga ccaaagccca aaagctcttg ctcagttata 
aatggaatca
   112321 tcggagtact cgattaaaag cttagagcga ttcaatttag atatgaccat 
gaaagctgtt
   112381 acattagtgt cataagatga attgaaaggc atttacacat gtcgtttgaa 
caaaaaccga
   112441 aagttactgt cattttagcg aatttaggta caccggatga ggcaactgtc 
ccagcggtgc
   112501 gccgtttttt aaaacagttt ttatctgatc cacgtgtaat tgaaattcca 
aaattcattt
   112561 ggtggattat tttaaatctg tttgttttgc cttttcgccc aaaaagagta 
gcgcatgcct
   112621 atgcttcggt atggtctacc gattcaccaa tgcgtgaaat tgtatttgag 
caaactcaac
   112681 gtgtgcaggc ttatttagag cgtgaaaata aacagtttga tttaactgtg 
ttgcccgcta
   112741 tgacttatgg taatccgggt attgatgcag ttttagaaaa attgtcggct 
catccacaag
   112801 agcatgtcat tttactgcct ttatttcctc aatattctgc gacatcgact 
gccccattat
   112861 atgatgcttt tgctaagtgg attcctactc agcgaaattt gccgggtctg 
accattatta
   112921 aagattatta tcaacatcca atgtttattc aggcgttggc agaaagtgtt 
ctagcttacc
   112981 aagagcaaca tggaaaacct gaaaaactgt tgatgtcatt tcacggtatt 
ccacagcctt
   113041 atgcagacaa aggcgaccct tatgcagacc gttgccgtat tacagcaaag 
ttagtcgctg
   113101 aagctttgca tttaaaagat gatgaatggg caattagttt ccaatcacgt 
tttggcaaac
   113161 aagaatgggt gaaaccttat actgatcaac ttttacaaga ttgggcgaag 
cagggcgtta
   113221 agtctgttca ggtcttaagc ccagcttttt ctgctgactg tttagaaacg 
cttgaagagc



   113281 tcgctattca aaatgctgag ttatttcagc aagctggtgg tggtagctat 
gcttacatcc
   113341 ctgctttaaa cagtgatcaa gcgcatattg atttgcttgc aggtttagtt 
caggctaatc
   113401 ttgatgccct tacccatacc ttagcccacc gttaattgcg ttttagccag 
aggtttttat
   113461 gctgcaagtc aaaattgttc cagttactgc ttttgctcaa aattgttctt 
tagtttggga
   113521 cagtgaaaca aaagaagcag ttttgattga tgcaggcggc gatgctgctg 
ttttgaaaaa
   113581 agaagtagaa gccttaggtt taaaagtaaa agcgttatgg cttactcatg 
ggcatttaga
   113641 tcacgctggg gctgtaggtg aactcgcaaa agagtggagt gttcctgttg 
ttggtccgca
   113701 taaagaagat cagttctggc tagatatgat tcaggaagtt tcggcacgtt 
atggttttcc
   113761 aatcccacag cctgtaaaag tcgatcaatg gcttgaaggc ggtgaagtgc 
taaaactggg
   113821 tgaagatgag tttgaggtac gttttgcacc aggacataca ccaggtcacg 
tcatgttcta
   113881 taacaagaat catggtttac tctggactgg cgatgtcctg tttaaaggct 
caattggaag
   113941 aacagatttt ccacgtggta atcatgagca actgattgaa tcaattcagc 
gtgagtgttt
   114001 tagcttacca gatgaaaccc agtttatttc tggacatggg ccaatgagta 
ccattggcta
   114061 tgaaaaacaa tttaacccgt ttgtcgcagg taaggcgggt taatcctcat 
aatcatcttc
   114121 atgctgacta cccttgtctt gctgaggagc atcttgggta ggcagtctat 
attcatcgtt
   114181 tgcccaagcg cctaaatcaa taagtttgca acgttcagaa caaaacgggc 
gaaattcatt
   114241 accttcccaa acacttggtt caccacagcg tgggcaggga aatgtacgtg 
gcataaagca
   114301 gtaacctcaa agtgaagaga aatagattag gcaaaagtca ggtgacttgt 
tagacttgtg
   114361 ccgattttta tttagtttga tgtgattatg cagattcgtc aatttcaagc 
acaacgtatg
   114421 caagcgcctc gcgattttac cccaattgaa aatactccga tttgtgtaga 
aattggagca
   114481 ggcaaaggta aacatgcttt gctatttagt gggcaaaatc ctcagcacac 
gttatatgca
   114541 attgaacgaa ctagagaaaa attcttggcc atgcaaaagc agcatggttt 
ggagccaaga
   114601 gataatttaa tccctgtgca tgcagatgct ttaccttggg ttgtacatgc 
tctatatcct
   114661 gctcaagtag aacatttctt tatcctctat ccgaacccag aacctcataa 
tccggcacaa
   114721 cgctggttga acatgccatt ttttgagttc ctgttatcac gcctgaaaac 
aggtggaacg
   114781 attacattgg caagtaatat tcctgaatat attgaagaag ctgaacaaca 
gttattaaac
   114841 gtgtggaagc tgccttacca aaaagaaaaa attgcgcaaa cttctgcacg 
tactcatttt



   114901 gaaattaaat atttagagcg tggcgagctt tgccagcagc ttattatgac 
caagcctgaa
   114961 ggttataaca ctcgttttga tgagtttgca ccgctacaag ggcaaataca 
tgtcgaataa
   115021 gcggattgcc attattggtg cggggccggc tgggttaatg gcagctgagg 
tactgagtca
   115081 gtatgcttat gaaattgatg tgtttgagca aaaaccttcg gctgcgcgta 
agtttctgat
   115141 ggctggtaaa acagggctaa atatctcgca tgctgaacca ttaccccagt 
tcattgaacg
   115201 ttatgaccat gcagaatggc tcaaaccgtg ggttgaaaaa tgggatgcag 
tctggattca
   115261 gaactggatg aaaggattgg gaatagactc gtatgtgggt agttccggtc 
gtatttttcc
   115321 tgttgaaatg aaagctgctc ctttgcttcg cgcttggtta aaacggttag 
cagaacagca
   115381 ggttaaattc ttttatcgtc atcgttgtat taatttgcaa ggtacaacag 
tgactttaga
   115441 aaaccaaaat aaacagaaca ctgcaacctt tacccagcaa tacgatgcag 
tcgtgttggc
   115501 ttgtggagct gtctcttggt ctcaattggg cagtgatggt gcttggcaac 
aatggatgga
   115561 tcaatcttgt attgaacctt ttcaagcaag taatgcaggg gtattgcata 
cttggtcagc
   115621 ttttatggaa agctgttttg gtgagccttt aaagcgtatc aatgcgtggg 
ttgaacccag
   115681 ccaagttact catggtgata ttgtgattac tcactacggt ttagaaagtg 
gggtcattta
   115741 taaactcgga cgtgccttaa gagaacaaca aaaacaagga aaaagcttaa 
atctattttt
   115801 agatttattg cctgatgtag agcttacaca gttagttaaa aagttacagg 
ctagcaaaaa
   115861 gcaatcgctc accaatatct ggcgtaaagc aggcttagac acagctaaaa 
ttaacttaat
   115921 tagagaagtg gttgataaag cactatggag tcaaccagag acgatggcgc 
aaaaaatgaa
   115981 agcacttcaa attaagttag atggctttag gcctattgaa gaagcgatta 
gctgtgctgg
   116041 tggtgttaag caagatgcat taactgaaag tttagagttg aaacaaacct 
caggtgtttt
   116101 ttgctgtggc gaaatgctgg attgggatgc tcctacaggg ggatatttgc 
tgacagcatg
   116161 ctttgctacg ggacgagcag ctagtgaagg tgtgcattca ttcttagaga 
aataacaacg
   116221 aattcggtgc tatgtttgat atgtgaaaag tgttattttt gagcgatcaa 
taataatagg
   116281 agccggaatc gtatgtctca agcatcgcca gtctatcagg gaagttgttt 
atgtcagggt
   116341 attcgctatg aaattaaagg cgatatcgga gatattatcc aatgccattg 
tcaacgctgc
   116401 cgaaaatcca atggaacagc atttgcaacg aatgctccta tcaatagtgc 
agattttaaa
   116461 attacgcaag gtgaagacct tatcaaaaaa tttgctgtga atggtgtgta 
ccgttggttt



   116521 tgtagcgaat gtggttcacc gcttattagc tcgcgtgatg ctcagcctga 
actgtatcgt
   116581 ttaagaattg ggacactaga tacaccatta gaccaaaagc cgacaatgca 
tatttttgct
   116641 gcttcaaagg cagagtggga atgcattcat gacgatttac cgcaatatga 
tgaacgtcca
   116701 tgatttaaaa agtatgtttt aatcaaattg tagatgattt aatatactta 
aaacagggag
   116761 atggcattcc tcccttgaaa aaccgccgta ttggctaatg atgcctacgt 
taccctcatg
   116821 tatttataac gctgggtacg taggttattg cgtactctgc ttatttttgg 
agtgcgccat
   116881 gtcacatttc ccatcatttt tgtttgctct tttagcatct cactaaaggg 
gtggttctat
   116941 gtattatcct ttactttcaa ttgccttagg ttcagttctt ggggcgtggt 
tgcgctggtt
   117001 tttaggttta aaactgaacc cgatttatcc gcaaattccg ttgggtactg 
ttactgttaa
   117061 tttggtcggt ggctttatta ttggttttgc gatggcttat tttgctcata 
gcgatttgag
   117121 cccgaactat aaacttttcg taatcacagg tttttgtggc gctttaacta 
cattctcaac
   117181 tttctcaatt gagatcgtca ccttattaca aagtggtaag tggggaatgg 
caatgttggc
   117241 catttctatt catttaattg ggtctttaat ttttacgtgt ttggggttgg 
cgacttgtta
   117301 ttgggtagcg gggcattgag tttttatatt taagaattga ccatgatttc 
aagttgtgag
   117361 agctcatcga agttgagtgt tgggtaggat tttcacgacg gagtcttatc 
gttgagttat
   117421 ctaatggaag cagctaatta agttactttg gttttgccca aagtaaccaa 
aggcatctgt
   117481 cattcgcaga acctgttcac tgaatccatt tatcttatgc tttgcaaaaa 
caatctttta
   117541 ttgacactac gcaggctgcg aatgacgtta tcgcgtatca aatgtaagag 
gctaataaaa
   117601 taattaagaa aaataaggca tttactatcg tgacagacgg catggatgcc 
gtcgtttcgc
   117661 tgtgctacat ggatgtagca tcagcgcaac aaaggatttt tgttactttt 
catccttgaa
   117721 aagtaagctt agcctataca atccatcatt tggatatcac ttccatttaa 
ggcagtgctc
   117781 ataataaaaa ttaagtcgtt tctattattt atttaaatct attacttttc 
agttaaagcc
   117841 tgaccttcaa acttcacacc atcccaacca ttttgcataa actgacgaat 
attttggtgg
   117901 tcagttccct ctggggtagc caatacagat gcgtagtgct ctgcaaataa 
acttaaagtt
   117961 tgtgcttggt ctaaaccttg taacttggca aaagagaaaa ctttcgcact 
gccttgattt
   118021 tcagttgcag cgttatgctg tgcgccattt tgaaaagctg ttggagtatg 
ttggtagcgt
   118081 gcttcaatat aagctaaaac atctgaaaat tttgctgtgc ctgcttgtaa 
ttgggcaagt



   118141 aactcttgtg ccataatctt aaacttccta tcaaatgggg cttaagcata 
gcattgaata
   118201 catgttttga aagcttgaga gctataaaaa atgatgggtt gttgagaaaa 
atcagaagcg
   118261 ttcttgtgaa aattgtggat aagtttaact ttatacacac cttagaaaat 
cattaaaaaa
   118321 tgcacataaa aaaagaagcc taagtggagg agatgagtct taggcttcca 
atggtttaag
   118381 tgtattggtt aaaacttaac gtaagattaa ctcttacgat taaagcgagc 
gaagcgtttg
   118441 ttaaagcttg caacacgccc ttcattactt gcttgacgta cttcacctgt 
gtagaacggg
   118501 tgtgatgcac ttgaaatatc aagagtcaca taaggataga cttgtccttg 
atattctttg
   118561 gtttgtttag tctgaatggt actaccaatt aagaagtaca cgtctgcatt 
ggtgtcatga
   118621 aataacactt gttggtaagc aggatgaata tctttacgca tgagaaattg 
tcctaaatta
   118681 tttttgatta aagaaatgtt ataacataac attaaataag tcaatgtaac 
cctaaaaagg
   118741 ctacattgat aagtaaatta agttagttag aaagtggtac aagctcttca 
aatagatcgt
   118801 taagattgtc atgcactttt aagtgaatga ggttccagta gtgtcctgaa 
atggttctat
   118861 tgaccattaa tgtatctggt gaaggcttaa agacatccca atattttaaa 
gatttcttca
   118921 cgagtagcat gccatcatga tgtgatgagt tctctgcaaa atcataggtt 
gtggtaagcg
   118981 ggcgcaataa cacttcaatc cagagtttat aaagatcgct cgggaattta 
cctttttctg
   119041 ctagtgaatg tagttcgagt aattctgttt caattaagtc gatatcttca 
tggcgagctg
   119101 cattcaccag tcgtttgaaa ctatacacaa tttcattgga aagtgtttta 
acactgccat
   119161 agtcataaat aatcacacta ccatcttggc ggaaggcaaa gttacctggg 
tgggggtcac
   119221 agtggaaacg ttttaaaaag aacatttctt gacctaaagc gcggattaga 
cgacggccaa
   119281 ttgtgtttcg aatttcgata ggccaagaac tagcagtttc aatgctgtca 
ccttgttcaa
   119341 ggcttaaggt taaaatacgt cttgaagagt aatctttata aacagtcggg 
ataataattt
   119401 tgtcgtctaa tttactatga aaagttttaa agacttcaag attttgagct 
tcgatttcat
   119461 agttaagctc tgctgataga ctatcttgaa tctctgcaaa aagctgatct 
tgtagctttt
   119521 tatcaatctt aagtacaccc attaagcgaa gggctaaacg tacttgtttt 
aaatcacttt
   119581 cacaggcttc atcaacaccg ggatattgaa ctttaaccac aacttgttcg 
ccacttggca
   119641 gaacagcttt gtgaacttgc ccaatcgatg cagcagcaaa aggttcttgt 
tcaaaagatt
   119701 taaaggcaac attcagtggt ttgccaagct cacgttcaac ttgttgctga 
atcgctgcaa



   119761 aaggcatagc tggagcttgg cgttgtagtt ttgatatcgc tttggcgact 
tcgggcggga
   119821 agatatcttt atattgcgat gcaatttgtc cgaccttcat gaccgcacct 
ttcatttctc
   119881 ccaaggtgtc tgcaatttga agtccgatat cttgaaataa ttttgttttt 
gcagccagtt
   119941 tctgttcttc atccgcagtc aggtttcgaa tcgagttaga aacggttttt 
gttgcaatgc
   120001 tcgcggtcat tcctgcaagt ttcataaatc gtttgccagg tgaacttgca 
ttctttgcca
   120061 tatcttcgat acctcattga ctacaacata atattgccta ggtttgatca 
taggtgacaa
   120121 aacttaaaaa gcctataaga aattgtttat ctcctgtaag aaaattttcg 
aaaaacaaaa
   120181 tgttattttt atagtaaaaa atatgaaaag cttttgaaaa ttcatttcat 
aaacaaagct
   120241 ttaatatcta taaagtcgct gtttttttag tgctaaggtg aagggcatgt 
taaataagaa
   120301 atagagacaa taaaacttat gaccagtcta aattcgtcct atgggcgctc 
tcaagcggtt
   120361 cctttatctg tattcgagca gtcgaaagac gcacatatta ttcgttctga 
tgaagaggca
   120421 atagagattg ccaagcaact tgctcaagaa tttgcccaag aagcatcaga 
tcgagataga
   120481 gagcgccgtt tacccttaaa tgaaattcaa cagttctcac aaagtggctt 
gtgggccatt
   120541 acagtaccta agcaatttgg tggggcgcaa gtcaagtatc gaactttagc 
ggaagtgatc
   120601 aaaacaattg cgagtgttga cccttctctt gctcagttgc ctcaaaacca 
cttggctttt
   120661 attgaacatt taagactaga tgcgaaacct gaacagcaac agttcttctt 
taacttggtg
   120721 ttaagaggaa ttcgttttgg caatgcattt tccgaaaaac acagtaagac 
agtagcagac
   120781 ctcactacca cattacgaaa gaccgagcat ggttatgaaa ttaatggcaa 
gaaattcttt
   120841 gcaacgggtg ccttgctcgc acattggatt ccaattgttg ctgtaaatga 
actaggacaa
   120901 ccttatgctg cacttgtgcc acgtgaaaca tctggggtca atattattaa 
tgactggtct
   120961 ggttttggac aacgtactac agctagtggc acggtagagc tgaatcaggt 
gccagtacgt
   121021 gaagaatatc tagttccaat ttaccaagca tttgagcgcc caacaccagc 
aggtgctatt
   121081 tctcagttta ttcaggctgc ggtcgatgcc ggtattgcgc gtggtgcaat 
tgaagaaacg
   121141 attcaatatg tcaaaaacca tagccgtgca tggattgatt caggtctgga 
aaaagccagt
   121201 gatgaccctt acacaattgc aaatattggt gacctaaaaa tcaaactgcg 
tgcagcagaa
   121261 gcggtattgg atttggctgg agatgcaatt gatcaggcca ttgccgatac 
caccgaagaa
   121321 catgtaaacc aagccaccct attggttgcc gaggcaaaag tactcaccac 
agaaattgct



   121381 attttggcag ccaataaact ttttgagttg tcgggtacgc gttctacttt 
atctgaactc
   121441 aaccttgacc gtcactgacg caatgcccgt acccacactt tgcatgaccc 
cgtgcgttgg
   121501 aaatatcaca ttgttggtaa ctattatctc aatggagttc agccacctcg 
tcatgcatgg
   121561 agctaaattg aaagaaaaaa caaaattagg agaataacga tgacaacagc 
tcaaattgaa
   121621 ttagaagaac tgtcggtcgg tgctgattac gaaaaggttg caaacagatt 
tcgtcccatt
   121681 tttgaaaaaa ttgcacaagg tgcaattcaa cgggaaaaag agcgaatctt 
gccttttgag
   121741 ccgattcagt ggttaaaaga agccaagttg ggcgctgtac gaataccccg 
taaatatggt
   121801 ggagatgggg tttcattacc tcaactgttc cagcttttgg cagagttagc 
agaagctgat
   121861 tccaatattg tgcaagcttt acgaggtcat ttcgcatttg ttgaagaccg 
cttggttgct
   121921 cataaagagc attctcagga agtctggttt cagcgctttg tacaaggtga 
tttagtcggg
   121981 aatgcgtgga cagaagttgg aaacgtacag atcggcgatg tcgttactcg 
tgtcaccaaa
   122041 gacgcttcgg gtaacttggt ggtaaatggt gaaaagtact attcaacagg 
aagtattttt
   122101 gcagactgga ttgatttatt tgcttacgat gaagtaaatg accgtcatgt 
gattgctgct
   122161 atttaccgcc atgaaacagg ggtgagcgtg attgatgact gggatggttt 
tggtcaaaag
   122221 acaacgggca gtggtacttt aaaagtacat caggttcatt tgccagcttc 
acaccttatt
   122281 ccatttgacc aacgttttaa atatcagacc gctttttatc aggtggtgca 
tcttgcaact
   122341 ttaacgggta ttgcgcgtgc cgcggttgag acatttagtc aggaaattcg 
tgaacgtaaa
   122401 cgtattttta gtcatggtaa tggtgacttg gttcgtcacg acccacaagt 
tttacaagtg
   122461 gtcggcaaag cctcagctca agcgtatgca agtgaagcaa ttaccttaaa 
aaccgctgag
   122521 gtactgcaaa aagcctatga aagccatttt gctgaatccg aagtgaaaga 
gcatcagttc
   122581 aatgtggatg ccgagcttga atcggcacaa ggacaggtgg tgatttctaa 
tctagtactc
   122641 gatttaacaa gccagttatt taatgcctta ggggcctcgg cgagtagcca 
agtgaaacaa
   122701 cttgaccgtt tctggcgtaa tgctcggact gtgtcttcac ataatccgct 
tatttacaaa
   122761 gaaaaagtga ttggagattg ggaagtaaac cgtacggatt taccatttgt 
ctggcaaatt
   122821 ggagcaagcc cacgggcaaa atctgcataa aataaaaaaa gccgatgttt 
catcggcttt
   122881 tttattaggt ttgacttaaa cgtttggtat tcaaatagag tcgtgatagc 
aataaaacac
   122941 aggcaatact taaaccaata attaaaccta accacacacc agctacgccc 
caatcggtat



   123001 aacgcgctaa ataaagaccg attggaaaag caattaccca atacgccatt 
aaggtgatcc
   123061 acatcggtgc ctgagtatct tgcatacctc ttaaacagcc ggcagcgctg 
acttgtagag
   123121 catccattaa ttgatatgcc attgcaaacc agagcaaata catggcaacc 
ggcacaacat
   123181 ttatatcttg agtataaacc gagacaattt gttcacggcc taaagcaata 
aaagacatgg
   123241 tcaatagagc aaaaaatact gctgtgctta gaccaatttt ctgtacttgg 
tacatggaag
   123301 cccagttctt ttcaccataa tacgtcccca cgcgaatggt taaagcaatg 
gcaagagaaa
   123361 gtggaatcat aaacagtacc gaagtgactg aaattgctac ttggtgtgcg 
gcaataaaga
   123421 cttcccctag agggctaagg accaatgccc ctgtactaaa aatactcact 
tcaaaaaaca
   123481 cagctaaacc aattggcagg ccgagctgta aaattctttt aacccaagtc 
aggctaattt
   123541 tatcgaatct gctaaaaata gatgtgtttc gataagccga agccttataa 
atatagcctg
   123601 ctaacgtaat gagcatcagc cactgtaaaa tggatgttgc aaaaccacag 
cctgcgctac
   123661 ccaaagcagg tattggtcct aagccataca taaaaatcat gttaagcggg 
attaaaacca
   123721 ctaaggctag taagctaatg accgtgacag ggcggggatg gcctaatgct 
tcggaatagc
   123781 ctcggagcgc tgcatacatg gttacagcgg gcatacccaa accaattgca 
tgtaagaata
   123841 aactggcttt aggttgtaaa ctttctggta cgccaaacac atgtaagaaa 
aatggcataa
   123901 gctgcaaaat gagcattgcc aataccccta gaattactgc aacccataat 
gattggcgga
   123961 caatcactgg aatttgctct gtatttctag cgccttttgc ttcggcaact 
aatggtgtgg
   124021 ttgcaatcat gatgccactg aacaagagca tgactggaat ccataagcct 
acacctaccg
   124081 caatagcggc taagtctgcg gcagataaat gcccagccat aatggtatca 
attaacccga
   124141 accctgcttg agcaaactgc gtaattaaaa taggtaacat taaatggaag 
agttgtttta
   124201 attcagaccg aaacgacgtg acattcgaca caaaaggtac tctttataaa 
tataaaaaat
   124261 gaaactagcg ttgcaaggta agtaatacac caacaaagat gaccactcca 
cctagaaacc
   124321 gttgccatgt aacaggtgtc ttttcggtac ctaaccagcc aaaatggtca 
agtaacatag
   124381 aaatgaccaa ttgcccaaaa acgactaacc ctgtaaaggt taaaaaacca 
agcttaggtg
   124441 cagtataaat gctcatgcta attgcataaa ccccaagaaa tcctccggtc 
cagagaagcc
   124501 atggaatatt ggatatttca cttaaactcg gtttctcggc actttggaag 
aacaccataa
   124561 tggctaagac gatagtacct atgaaaaatg ataacaatgc tgcttgcaat 
ggtgagtgta



   124621 attgctcacg aagctgagca ttaattgcag tctgaaaagc catggcaaca 
ccgattccca
   124681 tagctaaggg taagatcagg aaaagttgac tagagaattt catcattttt 
atcaatattt
   124741 aagtatgttt aaaaacagtc taaagcaatt aaggtatgtt ttcataagcc 
cattgatgca
   124801 gtcatgttaa aatagaaata ttgtgtaaat tggaccctgt tccttggccg 
tattaaatcc
   124861 tgcttctgtt cctttatctt tatatatcca catgccttgg tgcgtgcgta 
aatgtcccta
   124921 ttgcgacttt aactcacatg cggtgcctga tggtgcgctt tcggcagaac 
tcgagcaaac
   124981 ttatttaaaa gcattggtag ccgactttga aactcaagtc gagatggcac 
aaggacgttc
   125041 aattcacagt gtatttattg gtggtggaac accttcactt atttctgcta 
aaggttatgc
   125101 atggctattt gaacagctta aatcgctgct taactttgaa gatgactgtg 
aaattacttt
   125161 agaagctaat ccgggaacac tagaacatga cccgtttgca ggctatttag 
aagcaggaat
   125221 taatcgttta tcgattggtg tacagacttt taataccgat cacctgcaaa 
agcttgggcg
   125281 tattcattca gccaacaatg ctatggatgc aattgagcag gcacgacaag 
caggttttaa
   125341 gcgagttaat gtcgatttga tgcatggctt gccagaacaa acactagagc 
aagcacttta
   125401 tgatttaaag acggctgtag agcatggtgc gacacatatc agttggtatc 
aactgaccat
   125461 tgagccaaat accgtatttt tccgaacaca gcctgtttta cctcaagatg 
aggtgttaga
   125521 agatattcaa gagcaaggtg aagcctatct aaaagcaaat ggctttatca 
attatgaagt
   125581 gtcagcttgg cgtaaagagc agccttcagc tcataattta aattattggc 
aatttggtga
   125641 ttatcttgcg attggtgcag gagcacatgg caaagtaacc cgaccggatg 
gtgtatatcg
   125701 ttttcaaaag actcgtttac ctaaagacta tttggctaag gttccagccg 
aacatttgca
   125761 aatgaaaaag attgaagcag atgaactacc ttttgagttt atgatgaacg 
ctttacgttt
   125821 aaatgatggc gtaaaagctg agttatatga acagcgcaca ggcttaattt 
tagatgattt
   125881 aaatgatctg cttacttcat tgcgttcgag agagttattg gtagaggata 
gcggtcgttt
   125941 ggcttgtaca gagcaggggc atattttctt aaactcggta ctcgaagagt 
tcttataatc
   126001 aaagcattat aaagaaaaag ccgcacgatg agatgcggct tttgtaattt 
tagcgggtgg
   126061 tataaccacc atttgcgaaa atcgtctgac ctgtaatcca ccagccgtcg 
gtgactaaga
   126121 agcgaactag aggttcaata tcttcaattt tagtaagtcc acctaaagct 
gaagctgatt
   126181 tatggtaagc gactgcttcg gcagactctt gaccataaaa gaatggtgtg 
tccattggtc



   126241 ccggtgcaac agcagtcaca gaaatttggc gatctccaaa ttctttcgat 
gcagcgcggg
   126301 tgtaatgctc aacaggtgct tttaaacctt cataggttga atagaaccct 
gtgtaagcag
   126361 caagaagaga ggttacgatt gaacagattt ttccgccgtt atttaaatgt 
cgacccgctg
   126421 attgaataaa gaaataggca atttttgagt tgatatcact catgctatca 
aactcttgtt
   126481 cggtggtttc taaaaacggt tttttaagga cttttccgac ggtattaatc 
gcaatatcga
   126541 taccaccaaa atgttgtttc gtatctataa acagtttttc aatattttca 
atatgagtta
   126601 gatctgcctg aattagaatt gcatctgcac ccaatgcttt aacatctgct 
aaggtctgct
   126661 ctgcatctgt ctgagtttcc gaactattat aatgaattgc gatttttgca 
ccctgttctg
   126721 caaatttacg gctaatgagt ccgcctaggt ttttagcacc gccagtaatc 
aatacaactt
   126781 tatctttgag gctatgagtt gtcatgatga ttgttcctat gatgaattgt 
tttagtgttt
   126841 ttaagtctag attggcagta atttgtgatc aattatgcta gtttggttta 
actattcgga
   126901 aaatacgaac aattaaaatg gatcggttgc agcaatttta tatttttaca 
gaagtcgcta
   126961 aacgacaaag ctttagtgag gtagcaaatc agcttgatct acctcgctcg 
acagtgacga
   127021 gtgccattca acagttagaa actcactatg gagtacgctt atttcatcgg 
actacccgta
   127081 aagtcagtct tactcaagat ggccaacgaa tattgccaga atgtcaaaac 
ctgttgtttg
   127141 attatgaaca attagaacag ttgatccaga cacaaaaaca gcattatagg 
ggcacattaa
   127201 agatttcgat gcctagccgg attgtgcatc aagtgattat tcctgagctg 
cctgattttt
   127261 atcatcgtta tccggatatt catttacagc tcaatagttc tgatgacctg 
actgacttaa
   127321 ttgaaaaggg aattgactgt gttgttcggg taggagagct agataacagc 
agtttaattg
   127381 caagatttat tggacattta gtgatggtga attgtgccag tccgcaatat 
ttacaagatt
   127441 atggtgttcc tgagcagtta aatgatcttg aacagcataa attaattaat 
tacgcaggag
   127501 ctgtaggaga aaagcaggga gaatttatat atcaaggtgg aactgtgatg 
atggatagtg
   127561 ctttaagtgt gaacaatacc gaggcctata tcgccgctgc ttgtgcaggt 
ttgggaatta
   127621 ttcaacttcc ttattatgat gttcaggata aaattgaacg ggggatttta 
gttgaggtgc
   127681 tgagtgctta cagtgcacca tcgcttccac ttaatatttt gtatcccaac 
aggagttata
   127741 ttccaaagcg actagaagtt tttatgaatt gggtggggga agttttaaat 
cgcaaatgta
   127801 tcgtcatctt ttagtcataa aaagaaaata ggataacaat aaaaaaagcc 
tctcgaactg



   127861 agaggctttt tagaatttgg tgggtcgtcc gcgactcgaa cgcgggacca 
acggattaaa
   127921 agtccgctgc tctaccaact gagctaacga cccaaatagg ttcaaaacta 
ataagtggtg
   127981 ggtcgtccgc gactcgaacg cgggaccaac ggattaaaag tccgctgctc 
taccaactga
   128041 gctaacgacc ctgagcgaga attaagtaaa accttgtttt acttgaatgc 
aggagaaaat
   128101 ctataatttt ctttagcaat caaactcgaa ctaactcaga gagaagtaac 
acttctaaac
   128161 actgtatcgt tttgatgtcg cgtattttag caagttattc aactaacaca 
agaggaaatt
   128221 taaaaacatt tgcatgattg cttataaaaa gcacgatttc ctcttgttta 
gctaaaaaat
   128281 aaactaaaaa cggtatttat acgtctgaat attgtcaaaa atttcagttg 
tgatatcaca
   128341 ataactgctt gcaccaggta ataaagcgag taaacgttca gaagttttgc 
ttggattaaa
   128401 cgcttcttcc ttcagtttat tcttctgata tttaaatgta cctgttgttt 
cgaccttttt
   128461 ttgtacacgt aaaaatacag gtactgcata ggtaggtaaa catttcttaa 
atacggtcac
   128521 catttcggtt aaatcagcat catttagctc ttcaccatct gcgagagtga 
tcgctgccat
   128581 accggcacgg ccattggtat ttggaatttc taccccataa acgacagctt 
cggcaatttt
   128641 gtcgtattcg cataccatat tttcaacttc agtcgttgat acgttttcac 
ctttccatcg
   128701 gaaagtatca cctaggcggt caacaaactg ggcatgacgg aagccgatgt 
cacggaccaa
   128761 atcacctgtg ttgaaataag aatcaccttt cttgaaaaca tctttccaga 
tcacagactt
   128821 gttcttttca gggtcggtgt agccatcaaa tggcgagcgg ctggtaattt 
tcccgatgag
   128881 taggccaact tcacctgctt ttactttctg gcaccagcca tttttatcgc 
gtattggttc
   128941 atttttctct ttatcgaact ggataatggc atatggagta ggagagaagc 
caaccgtatt
   129001 gtcaaagttg aaaatattac taaatccaac attgccttca ctcgatgcat 
aaagctcaag
   129061 tacctcttta acaccaaagc gttgtttgaa cttgtcccag atatttgggc 
gcataccatt
   129121 accaatcatt ttggttacac gatggttgcg gtcaagctcg gtgacaggag 
catccatcaa
   129181 gtagcggcaa agttcaccaa catacccaat ggcagatgca ttaaattttt 
gaacatcttt
   129241 ccagaatgcg ctagttgaat atttacgtcg aatcgcaagt gttgcactgc 
ccgcgataac
   129301 gccacaccag caaaccacca cgcctgttgc atggtaaagc ggtaaggtta 
cgtacataac
   129361 gtcatctggg cctaagttta agatatggcc ataagtacca tacgctaatg 
tccagcgact
   129421 gtgtttgaaa ataaccgcct ttggtaaacc tgttgtacct gatgtgtaga 
tatagaacag



   129481 accatcgtta ccagtgacag aacgggtagt agacggattg aattttggaa 
attgatcaat
   129541 ttggtccgca agattgacat agccttcagg cgctgtaccc gagttttgac 
gtgttgcctg
   129601 atctgcgaac cagtggaagc ggtctttagg tacatttaag tcctgacgaa 
tttcatcaat
   129661 agcagctcgg acttcttcac cagcaataac ggcaataggt tttacaagat 
tgatgctatg
   129721 agcgagaacc ttaccgactt gagatgtatt tacaagtgca attgtcacac 
caattttggc
   129781 taaaccaaca attgttgcaa tcagctcaga gcggttttca atcattacag 
caatgacgtc
   129841 ccctttacgc gctccgagag aaagatagta atgggaaatc tggtttgccc 
attcatttaa
   129901 agcttcataa gaataacttt gatcttcaaa taataatgcc gtgcctttcg 
gatttctttt
   129961 aacagctttt tcaaaagcaa tacccaaacc tgttggagta tttgatgttc 
ttaaataagc
   130021 ctgtttaaga ccatttagga tatggggtac tttgggaatg aagctaggaa 
gtcttgtggc
   130081 aacatcacca agcgtaatga tatcggtctg tgttgtctgg ctcatatcaa 
tcctatttat
   130141 ttttcgatca atccaaaaaa ggttgtgtgg gcaaaaagtc caatagtttt 
catggttcac
   130201 catgctttta aaacttttct tctagtgcaa tcaacctaat tggctaaaaa 
taacaaaaaa
   130261 aacctagtca tcgaaatgac taggtttgtt taaattagct gcaattgagc 
aaatggctta
   130321 ctcagctaca ggattagctt tttttggcgg acggccacga gggcgacgag 
ggcggctcgg
   130381 tttgtcctta tctgccttaa cgtcttctga ttcggcatca gttgttgctt 
cagtcggagg
   130441 tactgtttct tcagccgcta ctttcgtttt gcttgctgct tttgatggcg 
caggttcctt
   130501 tgccacagga gcttcagcta ctgtttcttc tgtagctttt tcctctgcag 
gagcggcttc
   130561 aggttgtacg acttcagttg actgattaag ttcaagcggt tgctgtgctg 
gttcaactgt
   130621 tgcttgtgtt tcagcagttg gagcagcaac ggtttcttct gctacaggag 
ccggagtagc
   130681 aacttcttct tgagcagaat gttgttgttt cacttgctca aatgcttgtt 
ccgcagcaag
   130741 ttttgctaaa cgacggcgct cacgcgggtc atttgcaaca cgtggagctg 
gtgcttgtgg
   130801 cggagtaagc ggaagtactg gtgcaggttc tgcttcttca gccggtttgt 
ggcttggaag
   130861 ttctgcatca cgagttaccg gctttttctc ttccgtttca gcagtaactt 
caactactaa
   130921 cgtacttgcg tactgttctg caaatttctg caaagcacga ttaaacgttg 
gaactagacc
   130981 aaattgttca atcaatacgg tgcaatcttc accatacaca tgacggatta 
aactaccgat
   131041 tgtgtgttgt gccaaagttg gaatttgcga tggcacaata gatggcgtag 
ctgccttagc



   131101 gtgtttagcc tcacgttgct gacgacgacg catacgaggg tcattgctag 
cacgtttgat
   131161 ttgtggctga gcagcttctt ggcttggctg agcttcttct tttgtttcaa 
ctacagcagc
   131221 tttctcggct acaacaggag ctggagttgg ctcttgagca acttcagtag 
aagtcgtttc
   131281 aactcgctca acgtgacgac gctcaggtgt aagtgcaaca atctcacttt 
gaccttgatc
   131341 aacattgatg attaaagcag tgttcatgac atcatgctta ggtgcatcaa 
tcacatcaac
   131401 cttaatttgt ttttcatcaa caacaaccgg tgtattttga ttttcattta 
atacacttgg
   131461 atcgcggtgg cgatttggac ggtttggacg ttgttgatta ttacggtcac 
gacgtggcac
   131521 agcattttca gtgtgttgta catcattatt ttgatgttgc tgatcttgct 
gctgttgacg
   131581 tttttgctga cgttttaact cacgttgttc ttggcgtgac aattgaacca 
cttcttcatg
   131641 aacttgatgt tgctgttcat gtgattggtg atgttgttca cgttgctctt 
tatgtttacg
   131701 ctttttgttg ttctgacgtt gttgctgaga tttatcatct ttttcaacat 
gttcacgaac
   131761 gtcttgtttc acaggtgact gtgaaatata agcgttattt gattgaactg 
gcgcaacttc
   131821 tgcaacagca ggtacggcta cttgaccgaa ctgtccgcgg cttactgcgc 
ctgtattcac
   131881 catttgctca atcgcagcag cagcattttg tgctgaacga gattgatcaa 
ctgtttgcgc
   131941 ttgtttttga acaaacaggt tttctaacca tgcacatggg cttgctgctt 
tttgagcaga
   132001 aggttgtgct acaggttgag ttgcatgatt tgcttttttc tgagccgcag 
catgagttga
   132061 agctgtagca gttacatgag catggccatg atctgcttct tctaaatgcc 
attcagaaga
   132121 ctcataacct aactctttct cgctagaacg ggttgcttct gtacgttcat 
agctagatgg
   132181 agcaaagcca tctgggttat atgcaatttc gtaatgtgga gtttctaagt 
gcgggtgtgg
   132241 taatacagtc acacgtacac cagaagtttg ctctaaatac accagactat 
ggcgtttttc
   132301 attaagcaag aaggctgcaa tttcaactgg aacttcaacc tgaacttcac 
catgacgttc
   132361 acgaagtgca atctcttcaa ctttacgcat aattgaaaga gaaagcgaac 
gtaagtcacg
   132421 aaccatgcct gtaccatgac agcgagggca tacataacca gttgcttctt 
caagcgatgg
   132481 acgtaagcgt tggcggctca tttccattaa gccaaaacga gacaattgac 
cgaactggat
   132541 acgggcacga tcgctttgtg ttgcttcacg aagttttgct tcaaccatac 
gttgattgcg
   132601 ttctttagtc atatcgatga agtcgataac aactaaaccg ccaatgtcac 
gtaaacgaag
   132661 ctggcgagca atttcttctg ctgcttcaag gttagtattc agtgcagttt 
cttcaacatc



   132721 atgaccacga gtcgatttcg cagagttaat atcgattgaa actaaagctt 
cagtctggtc
   132781 aatgacgatt gaaccgccag aaggaagttt tacttcacgc tcataagcag 
tttgaatttg
   132841 gctttcaata ccaaaatgag caaacaatgg ctcgtttaaa gtataagttt 
ttaatttgtc
   132901 taattgacgc ggcatcactg ctttaacaaa gttatatgct tcgttataag 
cctgttcgct
   132961 atcaattaag atttcagcaa cgtcatcacg taagtaatca cgaattgcac 
gtgttaccac
   133021 acccgcttcc tgatgaacaa gcattggaga tgggcctgag ctcgctgtac 
cttggatttg
   133081 tgcccaaagg tcaagcaagt gttgcaaatc gagttgtaat tcttcttggg 
tacgcccaat
   133141 acctgcggta cgtacaatca cgctcatacc acgaggtaca tttaaagaag 
ctaaaatttc
   133201 ttttaattct tcacgtactg aacctgaaat ttgacggcta ataccaccac 
ctttcgggtt
   133261 atttggcata agaactaaat aacggcctgc aagggaaata aacgtagaaa 
gtgctgcacc
   133321 cttattacca cgttcttcct tttcaacctg aactaaaagc tctgtgcctt 
cagtaataag
   133381 ttcacgaatg tttgaagttt gacgtgggtc tgcctgaaaa tagctattcg 
caatttcacg
   133441 catagacaag aagccttgac gacctgcgcc atattcaaca aaaacagctt 
ctaaagatgg
   133501 ttctacgcgg gtgacatggc ctttatagat attggatttt ttctgttctc 
gggtacgatt
   133561 ctctaaatca aaatcgtaaa gacgattacc agtgataagt gcaacgcgaa 
cttcttcggc
   133621 atgagttgca ttaatcaaca tacgtttcat gggtgtgaca cctaatagtg 
actcacacaa
   133681 acaaaccaaa caaacttaaa ggttctgaac gaacatcgaa catgacggat 
catttcccag
   133741 atctcaaaat acttgtggtc tgagtcatct gttaccggct acatttagcc 
ttagcttcga
   133801 ttctcgtctg tgatgtaggc aatactgctt caacctttaa atcggaattc 
ctttttgctt
   133861 cactggcggg tgagcggtgc attggttaat gactttcact gtcattgggc 
gcgaagtgac
   133921 ttctttattg gaagtttgat acggaatgct catcgtatcg gtgctttcgg 
cagttccaat
   133981 gcatcaacgc tttagcctga aggcaacatt aaggagcgat ttgtctgatg 
tgtatcagtt
   134041 tacgttccat aaccaactag agttggtaac atattttttt gaacaaactg 
aattaaacgc
   134101 aacagtttgt cattttgccg atataataag ccttcggcgt cggcataatt 
ctttaggacc
   134161 tgtccgagct ggtgatgaaa gcatcatttt gattgaggtt tcaatcaggg 
aaatttccct
   134221 ttagatgttc acttacggtg gtatccgtgc gctgactata tcaaaccttg 
cagcatctgc
   134281 ctatgggcta agcttagatt tcttgtgaaa aaactaagct aatcggtcat 
ttattaatca



   134341 aatttcgtaa aatttcaggt ttaaatatta gtatgaattc tacacagcaa 
tggcaaagtg
   134401 tcacttggtt tgaggtggat gagcatcaag caggacaacg aatcgataat 
ttcctgtttt
   134461 cacgtttaaa gggggtgcca aagagtcgaa tttatcgttt gattcgtgaa 
ggtcaggttc
   134521 gcgtgaataa aaaacgtatt aaagccgaga ccaaacttgc aattggggac 
cagattcgtg
   134581 ttgcgcctat tcgctatgaa caaaaagatg aaactgctgt tcctgtaagc 
gacagtgtgg
   134641 ctcaaggttt attaagccgt gtggtctatg aagatgaagg actattagtt 
gtaaataaac
   134701 catcaggtat tgctgtacat ggcggtagtg gcgtggctta tggtttgatt 
gaggcactac
   134761 gtgcggcaac aggtaaaaaa tatttagaac tgattcaccg tattgaccgc 
gatacttctg
   134821 gcctagttat gattagtaag aagcgtagca ctttaaaact gctacaagat 
atgttgcgtg
   134881 aacacaaaat tcgtaagacc tatgcagcga ttgtaaaagg tcaggtgagt 
cttgataaac
   134941 agctcattga tgcgccttta tttcgttatg agttagccaa tggcgaacgt 
cgtgtacgtg
   135001 tatctaaaga aggtaagcca agtaaaaccg aatgggtggt tgcagagcgc 
tttaaaaatg
   135061 ccactttagt tcatgcatct cctttatcag gccgtaccca tcaaattcgt 
gtacatggtt
   135121 taagtattgg acatccgttg gttggcgatg ataaatatgg gcacaacact 
gcatatacgg
   135181 ggcctgaagc acgccgtttg tgtttacatg ccatgcgttt ggatattccg 
ggttatccaa
   135241 cgattgaagc accgttgcca gaagacatga cccagttatt agaggctttg 
agagtagcaa
   135301 aatgagtctg aaaaccgaat tagtgatttt tgactgggat ggtactttat 
ataattctgt
   135361 tggtcagatt gttgcaagtt tacagcatgc ggcagaagag cataagttaa 
ctctgactga
   135421 tgaagccgca aagagtatta tcggtttagg tttgccggaa gtgatgcaga 
ccttatttcc
   135481 agaagtacct gatttgcatg attcgatttt aaaagcatat ggcgatcact 
atattgccaa
   135541 ctcgacaaat gatgcatggt ttgaaggtat ttctgaacta cttcatgact 
taaaagctca
   135601 aggtttaaaa cttgcagttg cgacgggtaa aaaccgtcgt ggattagacc 
gtgtgattgc
   135661 aaaaacacag agtactcatc tgtttgatgt tactcgagca gccaatgaaa 
cccgttcaaa
   135721 accagatccg ctcatgttac aagaaatctt gactgtaact ggagtaagtg 
tcgaacaggc
   135781 agttatgatt ggtgatagta gttatgacct tgaaatggct cagcgtttag 
gtatgcctcg
   135841 tattggggtg ggctatggag tgcactcggt cgaagttcta caacagttcc 
agcctttaac
   135901 cattgctaaa gatgtatctg agctgcacaa ctttttaaga gagtatgcaa 
agttatctac



   135961 tgtagacgta gcgtaattta aaatgatgta agaaggagga atttattcct 
ccttcttttt
   136021 aaaactaaag aacaataaga agagaaaaaa tgagccgctc tattcgtcta 
ttaaatcttt
   136081 tacagcaact ccgtgaatct cgttatcccg ttactgctca agtcttggct 
gaatgcttgg
   136141 gaattagtat tcgcagcatt taccgtgata ttgatagttt acgtgctcaa 
ggtgtgagaa
   136201 tagatgcatc ggcaggtttg gggtttcagc ttaaagaaga cattttatta 
ccaccggtta
   136261 cttttaatga gaatgaagcc gaggctctat ttttagcttt agagtggttg 
aaagacgttc
   136321 cagatcaggc aatgaaatcg gcagccgttt caatttattc caaactttat 
gcagttttac
   136381 cagagcaccg gaaatatttg atcgatgaca tgacgctagg tgttacacat 
tactggcatc
   136441 cggttgatga agctttagta gaacaagtac gtttagcgat tcgtaaacaa 
gtaaagatca
   136501 aagtcgatta ttgcgatgaa cacaagcgta tgagtcaacg ttctctttgg 
ccttttgctt
   136561 tagggtattt acatgacaaa gttgtacttg ctgcttggtg tgaattacgg 
caggcctttc
   136621 gccattttcg gatagatcgt attcataact tgcaaatgag tgaggaaata 
tatcctgaat
   136681 ttaaaaaaca tctgtttcaa agatggtgga aacaagaaat gcaaaggact 
actgacaaaa
   136741 actgacaaaa ggtatttgta gactaggaat cacgataaac aaggagcaat 
aagaatgagt
   136801 cttaaacttt atactaacaa tgaatcgcgt ggtgtcgtta tagactggct 
tttggttgaa
   136861 cttggtgtgg aatgtgaacg tattgaagta gcataccgaa ccgagatgaa 
atcaccagaa
   136921 tatttaaagc ttaacccgtt tgggaaagtg cctgtattgg tagatggcga 
tgtcgttatt
   136981 tatgaattag gtgcaatttg tgcatatctg gcagacaaat ttagtgacaa 
aggtttggca
   137041 cctgctttag atgatccgaa acgtggtttg tactatcgtt ggctttttat 
gatggcgggt
   137101 ccttgggaag ctgctggtgt cgataaagct ttaggaatag aaatcgcacc 
tgagcaaaaa
   137161 atgtttgtgg gttatggtga ttataacgat gcttatcaag ctttagttca 
aggactgagt
   137221 gaagcaaatc cgtatgtatg tggtgaacaa tttaccgctg cagatgtaag 
tgttggagcc
   137281 atgctattat ggcaattaaa aatgaaaacg attgaatcgc acccagctat 
tacacgttat
   137341 gttgaaacga tcaaacagcg cgaaggctta aaacaaagca gtatgggcca 
actgttgtaa
   137401 gtatagttat tcttaaaagc cctctaaatg gggctttttt tgtttttaaa 
taaaggtctt
   137461 agttggtaag aaagccagca gcaacgttaa tacaaatcgc taaaatggtc 
gtgttgaagc
   137521 caaaagataa tacagcatga aataagttta aaagacgcat atgtttgttg 
gtaattgaaa



   137581 catcggcggt ttgtgctgag gtgccaataa tatagctaaa atataagaag 
tcagggtagg
   137641 tcggatgttc ggtacccggg aagtctaatc caccattctc ttcatttctg 
gatagagcca
   137701 tataaaagtc atgggcataa tgcaaagcga aaacggtatg catgaaaagc 
catgctgaaa
   137761 taatggtgag taaagctaac gctacatgtc ctaacttttc ataatgccca 
gaagggagct
   137821 gggaaagttg taccaaaatt gcaactagac tcattgtgat ggccaataaa 
acaatgagca
   137881 taatgaccca tttactttcg tcctgttttt tggcttgctg ttgcatttgt 
gaatggtcgg
   137941 cacttctcat cagtttccag acatggagta aatataaact gatcgagcca 
ttccagcttg
   138001 ctaataaaat ggtagaccat ttccatgaag tgagccatgc caataaactt 
gcaacaacta
   138061 ctccaaaaat taaagcaata aagaagtgag ggcggttttg tacactacgt 
cctaaatgct
   138121 gaaatagtcc aaccatcttg ttaactctcc ttgctgttat cttaaatata 
ttttttactg
   138181 tttggttaat ttaacattag gttttatata acctttatac tttagatcgt 
catttttgtt
   138241 tttattaagt gtgacaatct aaaatataat aaaaattatc tcaaattaat 
taatcgataa
   138301 aagatattaa ataaatttta atttcattta tttatacata catttaaatt 
ttctaactca
   138361 tttattcttt aataataagc gtcaatatac ctaaagtgtt taatctagat 
ttttatcaag
   138421 atgaaatact ttgttgagtt gatcaataaa tctttttaca ccgactgact 
ctgtattttt
   138481 acgataacta acaaataaat ctaaagaagg taattcgaca tctagagggc 
gaactacagt
   138541 gttagagacc cctaaaggcg cgacataggc aggtaaaata gtacaaccta 
agcctgaacc
   138601 aatagagttt atattaagta aaatgctatc ggccttttgt acaatattga 
ggtcaatacc
   138661 atgagtttta gtaaactcta aaattgtatt gtgtagtgta ttagattgtt 
cagctgccgg
   138721 aataataaaa tcaataccat gcaaagcttt gaccggaata cggtcatatt 
tcgcaagtgg
   138781 atggtttctt ggtaataaaa aaattaaagg ttctgttaag acaaattggc 
tttggatttc
   138841 atcattttca gtattatcac gggtaaacgt gatgtcgagt tcacctcttt 
ttaaggcttt
   138901 gagttgctca gcgttattta aacttgataa ttcaatggtg aggtcagggt 
gttgtaagcg
   138961 cagatttgga agtacgtatg gaaaaatttt catttctgct atggggacga 
aaccgatacg
   139021 taataattgt tgtttagcct ttgagacttg gcgggccatc gctactgctt 
tatcagcttg
   139081 agcaagcgtt aaacgggcat gctctaaaaa tacttcacct tcttctgtta 
actcaacttt
   139141 acgttttgtg cggtttaaaa gtcgtacccc gacatcttct tctaaatctt 
taatttgttg



   139201 gctaagggag ggttgagcag tatagagttt gagagcggcc ttactaaaat 
ttaattcttc
   139261 agcaactgta atgaaatatc gaagatggcg taattccata agactaatcc 
aaaaaatgtc
   139321 ttactatgat ttaagtaaag tataaagcat aaaactatat agcgtgaagg 
tgctttaggt
   139381 atttataaaa taaatgaaaa tttataaatc attatgaaat taatatgaaa 
ttttatttaa
   139441 ttattaattt gtaaaatata ttaattcata ttcataacca aagtgatttt 
aaatttagaa
   139501 aagaaattta aattactttt cagaaattca cttaaagttt tctcatatta 
tgaaaaaaag
   139561 tattgttaat ttaacaattg agaatcttaa tttctaacaa aaaatgtgta 
aggagtattt
   139621 tgttaataaa tgtttcggtt catcttgcta ttttttttaa ttttttcaat 
gcatgtgcta
   139681 cttggtttaa tagtttatat atgaagcaaa attgataaaa ttgagcagtt 
ttaaaaataa
   139741 gagattaacc acaaagaaac tagctcacct ctgttgtaag tctttgctta 
ttatattcta
   139801 ttgttatgtt atacagtagc ttttaataag aatagtaatt aacgaatcac 
aaactcaaca
   139861 catctaaaca ttttttgtgg cactttagat tgatctatgt cggctgtgac 
aaaaataaaa
   139921 gggatattta tatgataaat aagtgtaagt gtcatagctt aatttattta 
aatcgctaag
   139981 atagaaaact gaatgattca tcctcctgat gctacaacca tagaataagc 
ccatgaaaga
   140041 caagccgaca ttaacttatc aattgccgac tcagtcctgt tggacgcata 
catggataaa
   140101 accacctttt tgtcatcctg aactgggcca tgaaaatgat acccgttttt 
ataatcagca
   140161 gcctagatcg cctgcacgag gatcgaaaga gttattgcgt tggttagtca 
ctcgtgagtc
   140221 ttatacttgg aatgttgata ttcagaatga atatgatgta cgtgttaata 
caccaattgc
   140281 tttaccacaa aaccgtccac atgcggattt agatgattgg caagtttggt 
ttgtagggca
   140341 tgctacggta ctcattcaaa ttggacctta taactttatt accgatccgg 
tatggtgtga
   140401 ctacgcaagt cctttacatg gccgtggtcc acgccgtgta tgcccagcgg 
gttttgcttt
   140461 agaacagtta cctaccattc atggggtatt gttgagccat aaccattatg 
accatatgga
   140521 tttagcaacg cttgagtggc tgcataagaa gtttgctatg ccgatttata 
cagggcttgg
   140581 caacggattt tacttaccta aagagttcca tgtaattgaa atggattggt 
ggcaggaaat
   140641 tccttatcac gaattaagaa ttgtttatac acctgctcag catggctcgg 
ggcggggttt
   140701 acgtgaccaa aataaggcac tttggggcgg tttttcggtt ttggccaaaa 
caggacattg
   140761 tttctttgcg ggtgataccg gttatgcggg ccacttcaaa caaattcata 
cgcgctatgg



   140821 cgcgccgcgt gtggccttac ttccaatcgg agcttatgaa cctcgtaaat 
taatgagcta
   140881 tgttcatatg aatccgcaag atgcagttca tgcgcattta gatttacaag 
cacatcggtc
   140941 tgtggcaatt cactatcgaa cttttcagtt aacggatgag gggcgtgaag 
atcctgaaca
   141001 tgcgttagct caagccatta aagcttcatc aaagcttgct aatccttttt 
attgcattcg
   141061 agaagggcat aaattgactg tctaaaattc attgttttgt attaaaaaag 
ccagttcaat
   141121 ttgaactggc tttttattat tttggcttaa attaagctaa gtcaaaacgg 
tcaagattca
   141181 tgactttagt ccatgcagca acaaagtctt gaacaaattt ttctttacca 
tctgcctgag
   141241 cataaacctc tgctaatgca cgtaagatag aattcgaacc aaagactaaa 
tcattacgtg
   141301 ttgcggtaaa tttcactgtg cctgatttac ggtctttacc ttcaaatact 
tcacttgttg
   141361 aatcaacagg tgcccataca ttcgacatgt cgagtaagtt tgtgaagaag 
tctgtgctga
   141421 gtacaccaac ttgctgagtg aagacaccat gttgagaacc atcccagtta 
gtgcctagta
   141481 cacgtaaacc accaatcaat gcagttaact ctggtgcagt caaagtcagt 
tgttgtgctt
   141541 tatcaattaa taagacttca gctggtgtgt tgactccctg ttttttccaa 
tttctgaaac
   141601 cgtcagcaag accgagcagt aattggaatg attcaacatc ggtttgactt 
tgtaatgcgt
   141661 caacacgacc aggggcaaac ggaacggtaa tattgaaacc tgctgcttga 
gcagcttgct
   141721 ctacaccaac attaccagct aacacgatta aatccgccaa tgacaattgg 
gttgatgcct
   141781 tgagctcttc aattttagtt aaagtctcaa cagctttttt gtttacttcc 
cactcacgtt
   141841 gtggtgataa agcaatacgt gcaccgtttg caccaccacg tttatctcca 
ccacggaatg
   141901 ttgatgcaga tgcccatgca agggaaacca actcaccagc agataaccct 
agagcaacga
   141961 tttttgcttt tgcatcagca atgcttgcag aagatggtgt agcgctagca 
gcaggtaatg
   142021 gatcttgcca aattaaatct tcagcaggaa cttctggacc taaataacgt 
gcttttggtc
   142081 ccatatcgcg gtgagttaat ttaaaccaag cacgagcaaa agcattggca 
aaggcttgtg
   142141 gatcgttaag gaaacgacga gagatctttt caaactcagg gtcaaaacgt 
aaggtcaaat
   142201 ctgtagtaag catggttggc ttacgtttaa ttgatgggtc gaaaggatct 
ggaatgattg
   142261 cttcagcatc tgccgctacc cattgaattg cgccagcagg tgaacgttct 
tgtacccatt
   142321 cgtatttgaa gaggttttca aagaagtaat tgctccattg tgttggcgtt 
tgtgaccaaa
   142381 taacttctaa acctgaagtg atcgcatctt taccgacacc tgtgccatag 
ctgtttgccc



   142441 aaccaaagcc catttgttca attggtgcac cttctgggtc tgcttggaca 
tggtcagcag
   142501 aggcagcgcc gtgagtttta cctaaagtat gaccgccagc aatcaaggca 
acaatttctt
   142561 catcatccat tgccatgttg ccgaaagtgg cacgaataaa cggtgctgct 
gatcgtgggt
   142621 caccactcgc ttgtggtcct tcagggttca cataaattag gcccatttcg 
gttgcagcaa
   142681 gattactgcc cgccaatgct tcagagttac gatgagctaa ccattctttt 
tcatcgcccc
   142741 agtttacatc gttgtctggt tcccaaacat cttcacgacc ggcaccaaaa 
ccaaaggtac
   142801 ggaaaccaga agactcaagt gcgatgttcc cggcaagaat aaataaatcg 
gcccaagata
   142861 ttttttgacc gtatttttgt ttaactggcc atagtaaacg gcgtgcttta 
tctaaacttg
   142921 cattgtcagg ccaactattt aatggagcaa aacgttgttg accacgaccg 
gcaccaccac
   142981 ggccatcgcc catacgatat gtaccggcag catgccacgc taaacggata 
aataagcccg
   143041 tataatttcc ccagtcggct ggccaccagt cttgggaatc ggttaataca 
tttttgatat
   143101 cggctttaag tgcgtagtag tcgagttttt taaattcttg acggtaatta 
aaatctttac
   143161 cgagtggatt agagcgttct gaatgttgat taagtaagtc aacacgtaat 
tgatttggcc
   143221 accagtgtaa attagccgtg ccaccaccga ctgttacttg cggttttgag 
ttatgacctg
   143281 aaaaaggaca ttttgattcg tttgacatga ttatattctc tctgggtaat 
atttattgag
   143341 ctcttaataa aactgaaggc tcattttcct ggacttctgg gttaaaaaaa 
tgatgcgtat
   143401 cgaataaaga aatgagagaa caaatggtga gagaaaccgt tttaaaaatt 
tttcactgtt
   143461 atgtcagctc atcagtttta ttcaacaata catgagtttc ctttgtttat 
tattccttca
   143521 atttactgca tgaaggctaa aaaacaagag ggaaaatggt tcaaattttg 
caaataatga
   143581 cgcatagcat gagctcctta atcattgaaa catcgcaata tctttcaatt 
tcgttcttta
   143641 aatatactag aatctgattg tttatttttc aaatggatta aattgtccat 
attaattggt
   143701 aaaaccgatt tttgggggat taaagatcag gagtgcgcta agtggaagct 
taaaaatgaa
   143761 gagaaaattt aaaaatagat gaattgaaaa aggagagctt tttgactctc 
cttttttaaa
   143821 tatttatacg cttacaaggc ggttagattt aaccatatcg gctagaccgt 
gagttttaaa
   143881 gtagtactca agccagcttt ttacaataag cggattattc attttcatga 
catcatcaag
   143941 cagcttttgg gcatctgaca ttgggacatg gcaaattgct tttcggacac 
gcaggatgtt
   144001 acttgaactc atcgaaaggg tattaaagcc catggccatc agtaagattg 
ccgataacgg



   144061 atcacccgcc atctcaccac aaatacttac cggtttttgg tatttatgac 
attccttcac
   144121 gagtcgagtt aaagcccgca aaatagacgg atggaagtgt gaatagacgt 
ttgcgacatg
   144181 cggattatta cggtccacag caagtaagta ttgagttaag tcatttgaac 
caaccgagaa
   144241 gaaatcgaca agttctgcga actcatcaat ttgtagcagt acactcggta 
cctcaaccat
   144301 aatcccgatt tttggtttag taattttaac ttgttcttct tcttgtactg 
caatccagtc
   144361 acgctcaagt aaataaagta cttcttcgac ttcacttact gtcgttacca 
ttggcaatag
   144421 gatatgcaaa ttatttaaac caatactggc tttaagcatt gcccggattt 
gtgctgagaa
   144481 aatctccgga tggtcgagcg tgaaacgaat accgcgccac cctaatgccg 
agttctcttc
   144541 ttcaatactg aagtaaggta agtctttatc ggcaccaata tctagggtac 
gcatgactac
   144601 cggcttattg gcaaagtgac tcaactgttg gcgatagatg gcacgttgtt 
cttcttcacc
   144661 cgggaaacgt tcccgtaaca tgaatggaat ttcactacgg tacaaaccca 
caccttgagc
   144721 gccacgttgt acaccgcgga ctacatcgat catgaggccc gtgttcacaa 
acagttgaac
   144781 agagacacca tctggtgtaa tcgcttcttt ggtctcatat tgtttgagat 
cttttgcgat
   144841 ttgctcgtct tctttttgaa tttctttata acgttgacgt aaacgacgtg 
gagggtttac
   144901 aaaaacacgg ccctgatagg catccacaat catttctgca tcatcaagcg 
tatttacagg
   144961 cagttcggtt acgccgacca cctttggaat ccctaatgca cgggcaacaa 
tcaccatatg
   145021 cgaattggct gcgccttctg acgtcacaat cgctgcgata ttatctactg 
gtaattctac
   145081 tagcgcagcg gtactaattt cttcaccaat taaaatactg tctgggctaa 
gttcacgatg
   145141 gcttgaatct tcttcttgta agcacgctag aatacgtcgc cctaagtctt 
taaggtcaga
   145201 aacgcgttca cgaagataat cgtcctccat ttgtgcaaat agggcagtgt 
gtttttcaat
   145261 tacacggcgc actgcacctt gtgcccaatg cccatcacgg atcagttctt 
taatttctgc
   145321 aggtaaggca ttttcatcta gcattcttaa gaatacgcta aacaaagcac 
gttcttctgc
   145381 catgagcgag tcatgcattt tttcatctaa agaacgaatc tctgaacgta 
ccgatgaaat
   145441 agcttgatct aaaatgcgga gttcatcgct gatatcttct gcttcgcggt 
caggtactga
   145501 acctaagtcg gcaggcggat ataaaataat agcgcgacct aaagccaccc 
tacctgcacc
   145561 ggaaacgcct tgaaaggtct tataggcagg cccattgctt ggcttacgaa 
atacatcaat
   145621 atttccaacc gcatgcgcat gtgcaataac acctgagagc tgtgcacata 
aggtgactaa



   145681 aaatgattcg gcagcttcac taaaatcttg aggaagtcga ttttggacaa 
ctaaaacacc
   145741 cataacctta cggcgataca tgacgggtac gccaaggaat gagttataaa 
tttcttcgcc
   145801 cgtttcaggt aaatacaaaa agcgttcgtg ctttggcgca ttgtcaaggt 
taacaatttc
   145861 ttcacgttgc ccaaccagac ccaccaagcc ttcacctaac tgcaatgaaa 
catgcccaac
   145921 agattctgga tttaagcctt ttgaggccat caatacataa cgttgattgc 
gttcatcgag
   145981 taaataaata gagcaaacat ccactttcat ggcctcagca acctgattga 
ccataatgtc
   146041 taacgattca tgcaaactca cggacgcatt aatctcttgg acaatgcgtc 
ttagagtgtc
   146101 gagttgcatg tttgacatgg atgtatactc cagtattttt ttagactatg 
aatgtattta
   146161 taacagcact tttaataaaa atcatttgct agataaatga tttttagggt 
aattgttgca
   146221 ctggcaactg tgtacacaac tccaccatgg ctttacggta aacatcacgt 
ttgaagttca
   146281 ccacttgacc aagaggatac caatagctaa cccactgcca ttcatcgaat 
tcaggcgggt
   146341 cggcgaggtt taactgaatg ttttttgcag gcgcagttaa cttcagtaaa 
aaccatttct
   146401 gtttctgtcc gatacatacg gggtcagagt ctgaccgaat ataccgatgt 
ggcaaacgat
   146461 aacgcagcca tcctttggtt tgcgcaataa tctggacatg ctcgggcaat 
aagccgattt
   146521 cttctctcag ttctcgaaaa agtgcctgtt caggggtttc tccaaactgg 
atgcctcctt
   146581 gtggaaattg ccaagcattg tgaccaatgc gctttgccca taaaacctgt 
ccatcatcgt
   146641 ttgccaaaat gatcccgaca ttgggtcgga aaccttctga gtcgatcatt 
tggctaccta
   146701 aatattgtct atatcgttga cttcgatcac ggggacaaac acttttttat 
gtccagctcg
   146761 aaaagatcaa agtaaaatgt ttaaattgtt acgatcttaa cgaatttcta 
tcgactagcg
   146821 gagatagatt tacatttttt ttcttaaatt tcagtttaaa cgagaatttt 
catgaaactg
   146881 gcgttgtttg atttagacca taccttgtta aataccgatt cagaccactc 
gtggggtgaa
   146941 tttttagtca atgaaggttt ggttgatccg gttcatcatc gtcagatgaa 
tgataaattt
   147001 tatgaagact acaaagcagg gcaactagat ccatatgctt ataatgagtt 
tgttttcggc
   147061 tttttaacaa agcatgacaa taactactta actgagcttc atcagttgtt 
tatggaaaaa
   147121 gtgatccgcc ctcaaatgcg accaaaaggt tttgatgcaa tcaaaaaaca 
tcaagattta
   147181 ggccatacca ttgtaggtat tacagcaaca agtgatttta ttactgcgcc 
gattttccgt
   147241 gaatttggaa ttactgaaat cttagcaact aacgccgagg ttgctgatgg 
taaatataca



   147301 ggtaaagtgg cgggtttagc gtgttatcaa aagggcaaac ttgcacgtct 
tgaggcatgg
   147361 ctggacggtc gtagcgtttc tgagtcttgg gcttattcag attcaattaa 
tgaccgtttt
   147421 ttacttgaat atgcaacgca tgcgattgca gtcaaccctg atgatcgcct 
tgaaaagtta
   147481 gctcaagagc acaactggga aattcaggac tggtcgattt aatttaaagc 
aagagcttcc
   147541 tagaaaaatg taatattccg gaagctctct aataaattat ttaactttct 
ctgtggtaag
   147601 ccaaatattt gaatcaggat tttgttgatg ccaaagcttg aattgagctc 
gccattgttg
   147661 aaaaggaacc gataaagtag gtcgtgggtc atcacttaag ctataagcca 
tgccttctac
   147721 cagccattta ggtttagtta gcattgctat atttccccat tcttctactt 
gtcgatgatg
   147781 aataagctca tgagtgatat agaaatcttt ccagcctcgc ggtgcaacca 
ataaccccaa
   147841 attaccaacc gctttagcgg ctgctttttc cataccaaag gtatttgcac 
attgtggagt
   147901 tgagcaaaaa accatagtgg gttgttgatg aaaagcacct actttatttt 
gggtctcttt
   147961 taatgcctga ttataaagtg tctttgcaag aggctgtgtc tttggatcat 
ctacacagac
   148021 ttgaccatca caatgtaaca atgaaaggtg atgggcgaaa ataacacgta 
tcggtttaaa
   148081 ccaaataaat gtaactagaa ctaagatagc taaagttata aatatatata 
aaccgatttt
   148141 aattatcttt gaatattgat tcttcacgct catgaatctt aagtgaaaag 
tataatgata
   148201 gtagagtaaa gggtatatat ttatagtatt atttctaatc aatatataaa 
tttattaatt
   148261 aaaatagcat gactaaaaat aagcgcacta aaagtaaagg tagcaatggt 
ttctttcaag
   148321 aatttataga tcagctcatt accgctattt ttggtgagtt acttatttat 
atcattgctt
   148381 tactgtttat gagtgcactt ggcggaatta ttttcgctgc tatatgtttc 
agttggggcg
   148441 ttctattttt actactacct ttcgcggctt tgatttatat ccttgttaaa 
aaatatagcc
   148501 attaataccg ttattcttgc atcattttaa tcaactcttg catggctcta 
gattgagtac
   148561 gtgcaggatg ccataccata cctagctgac ggttcatctc gacatttaaa 
tcaagctgct
   148621 gcatatcttg attcagcaga gtttttggta aaactgacca acctaaacca 
atagaaacca
   148681 acatacgaat tgactctagt gggttattgc tcatggtaat tttcggttta 
aggccttgtt
   148741 tttcaaactc agctaaagtg atttgagctg tataagtctg tgcggcaggt 
agcaaacttg
   148801 gatattcaat taaatcttgt aaggttaaat tctttttttg agccaatgga 
tgaaatggag
   148861 cagctacaaa aactaaagga tcattccaga tcgtaatata gttaagacgc 
tcatcacctg



   148921 agggcgggag tgttaaaaat gctaactcta aatcgccagc aagtacctgt 
tcgtgtgctt
   148981 gttcggaatc aacaaaatgt acgtctagcg tgacttgagg aaactgctga 
acaaagtgtt
   149041 taagcggagc aggcaagtga tgcaaaccga tgtgatgact cgtcccgatt 
tttaaacgac
   149101 cttgtatttg ggtttgttca tgacttagcg tgtggtgaat atcacgaagt 
tcatttaacc
   149161 agcttttaac ttttggtaat aatgaatgcg cagcatgagt tgcttgaacc 
ccacggcctg
   149221 ccgattcaaa taactttacg ccaaagtact cttctaggct atgaatacgt 
ttggtgacag
   149281 caggttgggt aataaatagt tgatccgcag ccacagagat cgaacctgtt 
tccataactt
   149341 ttacaaaagc ttcaaaggct gcaagattca taatacaact ctacttggaa 
tagaaaaatc
   149401 gagagaggct aaagttgcca agccaaaatc gtatcatgct tgcagcttaa 
cgttctataa
   149461 agttgtgatt tagcgtatta atcttaatct aagcagtcgt ctcgttttcg 
cttaaagctg
   149521 atatacggcg gtcttttgct gcccatactt tttcatgaaa gaaaaatgca 
aaagcttgta
   149581 ctgttggttc taacatactt aatgttaaag ccatccaaat attacccgtt 
acaaagtagg
   149641 caactaacat ggctaccgta atatgcatta tgtagtaact taaggttttc 
tttaatgtac
   149701 gttgattatt aacaacgaat ttttgaatat tagccataac cattctctct 
acctgtattt
   149761 gatattttta gtatagagat gagagtataa gattaaaaat ggattatgca 
aatgataatc
   149821 attaacaaat ccgatttata tattttgacc gatattaaaa cattcaggaa 
tgattcctaa
   149881 aagttttcta atttataaaa atgataaatt agatttatgt aaaactctgg 
ctataatcga
   149941 agaaagatta gaattaccca gtccaatgga gcaagacgac atggcaggca 
aaactttata
   150001 tgacaaattg tgggatgacc acgtagttac tcagcgtgat gatggttcgt 
gcttacttta
   150061 tatcgaccgt catttattgc atgaagtaac aagtccacaa gcatttgaag 
gtttgcaact
   150121 tgctggtcgt caaccatggc gtttaagtgc aaacgtagct accccagacc 
acaacgttcc
   150181 aacctctaaa aaagaacgtg atcagggcat cgctggtatt gaagatgata 
catctcgtat
   150241 tcaggttcag accttagatg ataactgtaa ggcatttaat atcgttgaat 
tcggtattaa
   150301 tgatattcgc caaggtattg tgcatgttgt tggtcctgaa caaggcttaa 
ctttaccggg
   150361 tatgactgtg gtgtgtggtg actcacatac agcgactcac ggtgctttcg 
gttgcttggc
   150421 acatggtatt gggacatctg aggttgaaca tgtattagca acacaatgtt 
tggttcagaa
   150481 aaaatctaaa aacatgttag ttcgcgtcga tggcgtattg ggtaaaggtg 
taacaccaaa



   150541 agatgtagtg ttagccatta tcggtaaaat tggtaccgct ggcggtacgg 
gctatgcaat
   150601 cgaatttggt ggtcaggtat tccgtgatat gtcgattgaa ggacgtatga 
cagtatgtaa
   150661 catggcgatc gaagctggtg ctcgtgtggg tatggttgct gttgatgata 
aaaccattga
   150721 atacgtaaaa ggtcgtagct atgcaccaaa aggtgagcaa tgggatcaag 
cagttgctta
   150781 ctggaacaca ttgcattcag acgatgatgc tgtgtttgat gcagttgttg 
aattaaatgg
   150841 tgcggagatt gaaccacaag tgtcttgggg tacttcacct gagatggtta 
ttcctgtctc
   150901 gaaagctgta ccaactttag aacaagcgaa agatgacgta caacgcaatg 
actggacacg
   150961 tgcttatcag tatatgggct taaatgcagg tcaggcatta gctgatattc 
agcttgatcg
   151021 tgtctttatc ggttcttgta cgaattcacg tattgaagat attcgtgctg 
ctgctgaagt
   151081 agttaaaggc cgtaaagtgg cacctagcat taagcaagcc atgattgttc 
caggttctgg
   151141 tttagttaaa caacaggctg aaaaagaagg tttggataaa attttcttgg 
aagctggctt
   151201 tgaatggcgt gagccgggtt gctcaatgtg tttagcaatg aacgcagaca 
agttacaacc
   151261 gggtgagcat tgtgcatcaa cctcgaaccg taactttgaa ggtcgtcagg 
gtaatggtgg
   151321 ccgtactcac ttggtcagtc cggcaatggc agcagcggct gcgattgcag 
gtcattttgt
   151381 tgacgttcgt tcattttaat tcggtctgga gcaaaccatg aaagcttaca 
cagttgaaca
   151441 aggtatcgtt gcaccattag atcgtgccaa tgttgataca gatttaatta 
ttccaaaaca
   151501 gtttttaaaa tcgattaaac gtactgggtt tggcgacaac ttatttgatg 
aacttcgtta
   151561 tttagacgaa ggctatccgg gacaagacaa ttcagtacgt ccaaaaaatc 
cggatttcgt
   151621 tttaaatcag ccacgttatc aaggggcaac cgttttaatt gctcgtacta 
actttggttg
   151681 tggttcaagc cgtgagcatg caccttgggc attaaatgaa tatggtttcc 
gtaccgttat
   151741 tgcgccaagc tttgctgata ttttctttaa taactgtttt aaaaacggta 
tgttgccagt
   151801 cattttgcct gaagacattg ttgatcagtt atttaaggaa tgtgctgcgc 
aagaagggta
   151861 tcaattaaca attgatttgg ctgcgcaaga agttcgtaca ccaactggag 
aagcatttaa
   151921 attcgaagtg gatccatttc gtaagcattg cttgttaaat ggtttggatg 
atattggctt
   151981 gacacttcaa aatgcggacg caattcgcgc ttatgaagaa aaaaccaaac 
aggttcgtcc
   152041 ttgggtattc caagagataa attaaccttt cggtacattt taaacatagt 
catggcgtcg
   152101 tgttcaaact cttgctaaca tgctaaagca taacaacagc ttaaaattat 
gcactagatg



   152161 aggattgggc ttgaacaatg aagaggaacg ttactcatag ctttttgttg 
agcctgtgcg
   152221 cgataacact aagtgcttgt cagagcactt acaatgtagt ggatactgtt 
cgtattaagc
   152281 aggctgaaca agaaaatttg gggcagaatg cagcaatata ttgttcgggc 
gcaaaaagtt
   152341 gcgaatttga acggctaaat gatattactg ttgttgatgc acagacacgt 
cgtattagta
   152401 atcaggcaat tcatcaagga attgtgagat taaatggttc ggtgttaagt 
caaagcaata
   152461 gtttgtatct atctgtgcct gccaaacaat atgaagtggt gattcgttac 
tatccgattt
   152521 ctccagatcg ggctgaaacg attcatgtta ttcaccaatt caaagctaac 
catcgctata
   152581 tgtttaaaat gtaccgagac aaatctaacc gttcgggtag tttgctgaat 
gtttctgtac
   152641 cagatccatt atgtgttgac ttagagcagg atgggcgggt aattcgccgt 
ttttgtcgac
   152701 catttgatgt caccacagga ctaggtgaat ttctcgaaca gaaaaaacta 
acaccacggc
   152761 agtcgtaacg ctgtcttgtc tttgaaaatg gaaaacttca tgtctaaaca 
gattttaatt
   152821 ttggctggcg atgggattgg tcctgaaatt gttggggcag cagaaaaagt 
attaaataaa
   152881 gtaaatgaaa aatttaattt gtcgttgact tgggaacatg gcttgttagg 
tggtgcagcg
   152941 attgatgctc atggagaacc gtacccagca gtaactagcg agcaagcaaa 
gaaggctgat
   153001 gccattttat taggtgctgt tggcggacca aagtgggaca ctattgaacg 
ttctatccgt
   153061 cctgaacgcg gtcttttaaa aattcgtagt gaacttaact tatttgctaa 
tttgcgccca
   153121 gcaatcttat atccacaatt agccgatgct tctagcttaa aacctgagat 
agttgctggt
   153181 ttagatattt tgatcgttcg tgaattgact ggtggtatct attttggtca 
accacgtggt
   153241 attcgtgaac tcgaaaatgg tgaaaaacag ggctataaca ctgacgttta 
ttctgaaagc
   153301 gaaattaagc gtattgcaaa agttgctttt gaacttgcag gattgcgtgg 
cggtaaagtg
   153361 tgttctgtag ataaggccaa tgttttagaa gtaacagagc tttggaagca 
aacggtcacg
   153421 gatttacagc aagccaacta tccaaatatt cagctttcac atatgtatgt 
ggacaatgct
   153481 gccatgcagc ttgtacgtgc gcctaaacag tttgatgtaa tcgtgacagg 
taacttgttt
   153541 ggcgatattt tgtctgatga agcagcaatg cttaccggct caattggtat 
gttgccatcg
   153601 gcttctttag atgaaaatgg caaaggcatg tatgaacctt gtcatggttc 
agcgcctgat
   153661 attgcagggc aaaacgttgc aaacccgttg gcaaccattc tttcagttgc 
gatgatgctt
   153721 cgttatacct tccgtgaaga agctgctgct aaagcaattg aagatgcagt 
agggcaagta



   153781 cttgatcaag gtttacgtac agccgatatt atgtctgaag gcatgactaa 
agttggtaca
   153841 gccgagatgg gtgaagcagt tgttgctgct cttgcttaat cgctactttg 
ctaaaaaacg
   153901 cagcttaaag ctgcgttttt ttatggttgt gtttagcaag ctttaccttc 
gtattgaata
   153961 gattcggcaa tgtcattttt gagcttaaaa ataaccttgc aattaaagtt 
aatatcataa
   154021 gagttgccgc tcaaattacc tgattgtatg ggaacagaac cacctctcat 
atcgacatta
   154081 ctcaccatcg gaattgggat gcttaagggc cgtaaaatcg tataaataag 
ttgatcagaa
   154141 gttttttgtg gtgtgcgggc gacttgaaag ccaagactct gtaagttgag 
atcttgctga
   154201 atcgttgtag atgatttgcc tataaaattt tttaaatatt cttgcaaatc 
tacagattgg
   154261 cgtggatgac tagcacagcc gttaatatta agcagcatga atgaaagcaa 
actcatttga
   154321 cataaggtag atgtattcat tttttctcta tatagaatta tatttatcat 
taaagaacaa
   154381 taggttggat ttgctaactt gtaaagtaaa aaagcaggat tatgataaat 
agaaggtgag
   154441 tttaccttta gacttattct tatatttaca gactaataat aattgcccaa 
aacttaagga
   154501 agaagagtat gaaaaaaata gtttttgcct ttttgtgttt cggaataacc 
gcggtctatg
   154561 ctgataactg tgatagtgct cgtaatactt atgatgatat ttactgtacc 
aataaaatct
   154621 atgcgagtgc tgatgcagac ctgaataaga attatcaggc attaagagcg 
aaattaaata
   154681 cagtacaaag aaatacactt aagaggtcgc agcttgcttg gatacgccaa 
cgtgatgctg
   154741 aatgtacaga ttctaataga aatagcgtag acgtgcagtg tcgtttacag 
acaacgcaag
   154801 aaagaaacca ttggctgcaa gaaagattgc gtgaatgcca aacggtggga 
tgtaaaacca
   154861 gtcgattaag tgaataaaaa acgcaataaa aaagccacat gatgaagtgg 
cttttttgca
   154921 ttcactaatt agcgagcacg gtacgtaata cgacctttgg ttaagtcata 
tggagtcatt
   154981 tcgactttca cactgtcgcc agtaagaata cgaatatagt gtttacgcat 
tttaccagaa
   155041 atgtgtgcaa taacttcgtg accgttttca agacgtacac ggaacatcgt 
attaggaagc
   155101 gtttcggtga caacgccttc gaactcaatg agttcctctt tattggccat 
agcctacctg
   155161 atgatcaaat tggaaaggcg caaattatag tcaatttatt taaaaaaaac 
aagatagaca
   155221 tcttcttgtg aaagcatctg gttaaagtat gactaataaa aaagatgtaa 
tttttttcac
   155281 aaaagaactc taattctgtt gtcagtttgg tcaatcaacg ctaatctaaa 
atcatagtta
   155341 ttagggactg ttcatgcata aagagtcaac agctcctaag tatcaatgaa 
gtatctacat



   155401 ggaagggcac tgcgtgggtc agctaacaga tgcatcagtt gtattacgtt 
ttggctatca
   155461 agcaattcgt cgtgcaggat tgccaacaga agaaatatta actaaagcgg 
gagtcgcttt
   155521 aaatcaggtc gatacaaacg cacgtactcc gttaagtgcg cagtatgcct 
tttggactgc
   155581 tgctcaggaa gtcagtaaag atccagacat cggtttgcat ttaggtgagc 
atttaccttt
   155641 gtaccgtggt caggtgattg aacatttatt tattagtagt gaaacttttg 
gtgaagggct
   155701 taaacgagct ttggcttacc agcgtctcat tagtgatgca tttgatgcaa 
aactggtggt
   155761 tgaagatgga cgctgctatt tgaccaatgg tgagcaggta ggggcagaca 
accttgttaa
   155821 tcgtcatttt tcagaatgtg cgatttcagg tgtgctcaga ttcttcaaat 
ttattaccga
   155881 aggccagttt catccgatct tcattgattt taatttcagt gaaggtgctt 
ctgaagatga
   155941 atacttccgt gtctatggct gtccggtaag cttagggcag aaagaaacac 
ggctatattt
   156001 tgaccctgcc attttagatt ttcagctttg gcaggcagag cctgaattac 
ttcaattgca
   156061 tgaacaattg gcgattgaaa agttacaaga acttgcccgt tatgatttag 
tgggtgaggt
   156121 tcgtcgtgcg attggttcga cacttgaaag tggagaaacg acgctagaaa 
ccgtagcggc
   156181 acaattaaat attacgccgc gtcgtttacg gacgcagtta agtgaagcaa 
ataccagctt
   156241 ccagcaaata ctttctgact accgttgtcg tttagctaaa aaacttttag 
ctaacactaa
   156301 tgagagtgtt gagcgtattg tgtatttaac aggtttttct gaaccgagta 
cattctaccg
   156361 cgcgtttaag cgctggacta acgaaacacc ggttgagtac cgtaagcgta 
agcaacatcg
   156421 ttagaactaa aaattggtta agcctactca ggtaggttta accaatgtgg 
cccgagcggt
   156481 ggttgtggta agtcaaactg ctcgggataa taacattgaa taaaatagag 
accatcaggt
   156541 ggggcggtaa ttcctgctgc ctttcgatct tcggctgcga acattgtatc 
aatatggtcg
   156601 atttcataca tgccttgccc aatttcaagt aagcaaccca taatgtttcg 
aaccatatga
   156661 tgtaaaaagc catcagcttg aatatctaaa accaaataac gtccatgttc 
aaacaaacgg
   156721 caatgcttta catgtcgtac aggttgattt gactggcagg ctgctgcacg 
gaaggtttca
   156781 aagttatgcg taccttcaaa tttgctggca gctttaatca ttttttgcac 
gtctaatttt
   156841 tgataaatat gcgtgacttg tttatgtaaa agtgcagggc gatgtggagc 
gttatataca
   156901 acatagcggt agcgacgagc agtggcttta aaacgtgcat ggaactcttc 
atccatctgt
   156961 ttaatccact gaattgaaat atccttagga agttggctat ttgctcccat 
gatccatcca



   157021 cgctctggac gaattgcatt ggtgtcaaaa tgggccacca tatttgttgc 
gtgtactcct
   157081 gcatctgttc gacctgcacc gtgaagtgtg atcggttcat ccgcgatttt 
gctgagtaca
   157141 cgctctatag tttcctgaac gctggcaacg cctggctgtt gtgtttgcca 
acctcgatat
   157201 tgaataccac taaattcaat accgaccgca taacgttgca tggcttcacc 
tctatttaat
   157261 gcagattttc attccaatgg ttcaaccatt gttcgggggt tgggtatttt 
aaatagattt
   157321 gaagcgcttt tgcatagaga tctgcatggc tatgggcatc attaatgaca 
atttttgcaa
   157381 ttttggccca agcactaatt gcataacgtt ggtcaatacc cccaaaagtg 
acttgtgtcg
   157441 ccaaaattgg tacacatcca cgagcataga gttcatctaa tgttgccaaa 
aattcatcgt
   157501 ttacggcgat attacctgta ccgaaacctt gcaacactaa aaagtgtggt 
ggggcaggca
   157561 gtaaatgacg taattgttgt actaaatgct gtgttgcaat cggttgcatc 
atccagttta
   157621 aaatctgaaa ggaagcagct ttttcaattt gagcatcttg tacgatcaat 
tcattttgct
   157681 gaggcgtaaa ctcaacgtta ctacttaacc ctgaaaatgc atcaagttca 
gtggtatgcg
   157741 tttttaatgc agtttgtgcg tgaaatactt gatggtggaa agcgagataa 
gcaccaaccg
   157801 gaagtgcaat gaccttctct aatgcaagat ataagttttc aattgcatca 
gtaaattcac
   157861 gggtgttatc accttgaata ttgagtaacg ggtattggct accagtaatc 
acaatatgac
   157921 agctttgccc taaaaagcga gctaaagtcg cagctgcata actgagcgta 
tctgtaccat
   157981 gaatcacaac aaaatgctga tagccttcta gttgtagttg ttgtatgcgt 
tgaattaggc
   158041 gtaaccagtc aggtgctgta catgcactgc tatcgacaat attgggcgca 
gcaaagcaat
   158101 caactgttaa gtgtggggga atcactttct caagttgagg taggaattgg 
tcataaggca
   158161 taggagctaa aggttcacca atgcaaccaa aagtaccacc catataaaat 
aaagctattt
   158221 ttttcatctt tttgcaggca taaaaaagca gtcatctctg actgcttatg 
gtaaatcgaa
   158281 cagttctaag aagctatgcg attaagtagg tttttcgcat gttgttgttg 
ttctgtgttg
   158341 aatttttgct cattactctg tagtaaatta cgcgctgctt ggttcgctcc 
aaacttaatg
   158401 tattgttcag ctaattttaa atcgagttca ttttcattta tttgttttaa 
ttctggaaaa
   158461 gcttctaaaa gcggatcctc tatttgggtt tgagtaaccc tttcgtttac 
tacctcatta
   158521 ttttgaattt caatctctgg cgctgtaact aaggcaggct catctaatga 
aaactcaaga
   158581 ggtgcgatag aagtcgcttc taatggggtt tgttctatga gcttaatttc 
atctaatgat



   158641 ggagcttgtt caacagattt cgtctctgga cttgaaggat ttaagtcaag 
gttaaaatct
   158701 aatgcattga tgctattttc ttggtctgct tttacctcta ctgcttgaga 
tttttcctca
   158761 gtttcatgca gaggggccaa gtcaaaagaa aactctaaat cggccagctc 
atttgtttct
   158821 tgagtggatg ataactcagg ttgttgtgct ggtcggttgg tattttccgt 
agccgaagtc
   158881 tgttcgaatg aaaagttaaa ctctaaaggt tcaatttcaa cagcaggttc 
ttgttttacc
   158941 ggcgtatagt ctttctgtag gccatcaaaa gaagcctcgg aagaacttgt 
tgttaattca
   159001 tcgaactgag ccgttgtgtc tgtgtttttc ggttcttcat atgtttgagc 
ttgagggaaa
   159061 tcaatagcat caggttgtct ggatgattca tattcttttt gtcgagtttc 
tgcttgagct
   159121 gctatttcat ttaaacctaa gctacgaata tggctaatca actgttgaat 
tgcaaattca
   159181 tctttctgag caatatgaat ttcaagaagt aataaataca gttcatgttg 
agtattatct
   159241 ttttttagcg cctgattgac ttgagcttca gctgctgaaa actgtttttc 
ttgaatgagc
   159301 tgttgaatat tgtgtcgtaa agcttccggt acaggattac tttgagggat 
agcaggaata
   159361 ttttcctcaa tgaccttggc ttttattttt tcacgcgagc ttttgcttga 
tttagcactc
   159421 gcttttttgc cggattttct atttatattt tttggggaag tggcctcttg 
tttttgacta
   159481 ttctcgcgtt tttttaaaat aacggcgacc acgagtaata tgataaacgg 
aatcacatat
   159541 aacattactt tccccttaaa aaataaatat ttgcaatata aagcgtgcta 
actctggttt
   159601 taacttaatg tttttgcttg tgagtttgtt gctgtgcctg taattgctgt 
tgtaactctg
   159661 ccaaacgcgc attcaagagt tgaatacgtt ggtcttttaa acttaaagtt 
tgatttagtt
   159721 tggttacatt cctttgtaat gtaacggttt ttttgcgagt tgtcataact 
tttactgcta
   159781 actcagtatt gttttgactt tgttgtgtgc tcttttttgc acttccatga 
gcaaaatttg
   159841 ggctgttctc tgccacaatg ctcatttcag cttgttgtaa acgatattta 
gctctgccag
   159901 aagagggttt tgccaagtga gcttcactcg atttaggttt taaatgggaa 
gctttagttg
   159961 tatttgttgt taagtttagc gaacttccct gacgtaaacg gtttacatcg 
ccttgaataa
   160021 aagcatgtcg attttgagct tggatatctc tcatgacttt agctacaggt 
tgtttagttt
   160081 gtgctgcaat acgattggca atactccata aagactcgtt acgttgtacg 
atatatttac
   160141 ctgtaggtgc cgggccttta taagtgctaa ttttttgctt tttcgacgca 
tttttactta
   160201 atacattttt ttgttgagca gttttagatt gcgctgcttt tttgacggta 
gttgtttgat



   160261 tgccaccact tgatttgagt gaagtcgagg gttgtttctc tacagccgat 
gattcgatat
   160321 tcattgtagc tatagttggc tgaggtgttt gagtcgaagg tttttcggta 
aaaggagcca
   160381 caggagcagg gctagaacta ttcaaagctg gagcagtacc agtgctaata 
tttagattat
   160441 gttcattacc tgtggtttca gccacgtttg atgtattttc agtaggtgtg 
tactgagtac
   160501 tttcaggtaa atttagtgcg atatcttttt catttacgat aaattgcggt 
gaaagtggac
   160561 tttcgttaat ggcggctttt tttataggcg atggctttaa aacggtttta 
atatgttgaa
   160621 gacgggttgc gttaccttca ctgactttta cgacaatatt cagttcagga 
tcgataatag
   160681 gacgcgatga ggtaatcaca ataacgccag aaccctgacc attttggcgt 
gtataaaagt
   160741 ttaggttacc cggaggttga tgagttactc ccaaaccatt gagatcatct 
tgagtggcca
   160801 aactgacttg caatggggta ttaggatctg cttgctgaaa attcatttct 
gcataaagta
   160861 attccccagg tgcagattga atttgaatag gatctaatgt aatcgcataa 
atagaaggcg
   160921 aagacataat ggtgaaaatg gcaattttta atttgttata tgcagtcatc 
tcaatccatg
   160981 acctgatcag tcgtaaagtc gttcaaaatt atacaataat ggaatgtaaa 
taaattgtta
   161041 attttttaca aaccagttac gaaaaagccg atcaaatgtg atcggctttt 
tattttgact
   161101 gaataattca gatcaaatta tgagcttttg tattctacta aaatacgtaa 
catacgacgt
   161161 agaggctcag cagcacccca aagtaactga tcgcctactg tgaatgcgcc 
gaggtactct
   161221 ttacccatat tgagtttacg taaacgacct acaggtacag ttagggtacc 
agttacagca
   161281 acaggtgtaa gatcagtcat tgatgcttca cgtgtatttg gtacaacttt 
agcccactgg
   161341 tttgagttgc gaatcatatc ttcgatctca tcaagcggaa catctttttt 
caatttgatg
   161401 gttaatgctt gagagtggca acgcattgca ccgatacgaa cacagtgacc 
atcgatagga
   161461 acgatttgag agttacctaa gatcttgttg gtctcaactt gtcctttcca 
ttcttctttt
   161521 gactgaccgc tttcaagttg tttatcaatg taaggaatta atgaaccagc 
aagtggcaca
   161581 ccaaagttcg cagaagggaa accttcaccg cgttgtaact cggcaacttg 
acggtcaata
   161641 tcaagaattg cagatttagg atcgtctaac aaagtcttgg tattgttata 
taaataaccc
   161701 atacctgtta acaactcacg catgttttgt gcgccagcgc ctgatgccgc 
ttgataagtc
   161761 attgcagtca tccactcaac caaattattt tggaaaagtg cgccaacacc 
catcaacatg
   161821 agtgatactg tacagttacc accaacgaaa gttttagtac ctttcgctaa 
gccgtcttta



   161881 attacattaa ggttaaccgg atcaagaacg atgattgcat catcagtcat 
acgtaaagta
   161941 gatgccgcat caatccagta gccatcccaa ccagttgctt ttaactttgg 
gaaaacttca
   162001 gacgtgtagt caccaccttg acaggtaata atgacatcca tttgcttcag 
actggtaatg
   162061 tctgtagctt ccataagtgc tggggcagtc ttaccaccaa atgaaggagc 
ttcaccacct
   162121 gcattactgg tagagaagta gaatggctca atatgagcaa aatcattctc 
ttcaaccata
   162181 cgttgcataa ggacggaacc gaccatcccg cgccaaccga ccagacctac 
tttcatgtca
   162241 ttttgcctcg gtgcgttaaa attgttaaag ggggagttga gtgtatcaaa 
agtgctcaca
   162301 actgcaagcg ttacagaatc aaaacagcaa ttttattgag tagaatatct 
tgtttatgtt
   162361 acatacaaaa ttgataaaga tgacaaaaac attaaaaaac aaatcatctt 
aaaagagtaa
   162421 tttcaatgat ttatatcgaa gtactggcag tagtggtgat ttggttaagc 
ttctggtcac
   162481 ttattcctcg tgatgagtgg tggtttcgag gtgcagattt tccaagatta 
caaattctgt
   162541 ttattggctt aattgcttta attggtatgt tgttttggcc gaccgaatgg 
gatgtatggc
   162601 gtgagctttt gcttgcggta ctcatcgcag cgattgccta ccaacttaaa 
atggttttac
   162661 cgtatacgct gttttggaaa aaacaggtta aaaaggtcaa acagcatcag 
ctagatccta
   162721 caaaacagat ttcactgata gtttctaatg tgctcacccc gaatgataaa 
tatcatttat
   162781 tacttgagca tgtacggacg ttgaaacctg atttattgct tactttagag 
agcgatacaa
   162841 cttgggaaaa tgctttaaaa gagatcgaga aagattatcc ataccgtgtg 
cccgtacctt
   162901 tagataattt atacgggatg catttatata gccggttacc gcttaaaaat 
actgaggtta
   162961 aattcatttt aagtaatgaa ataccttcta ttcataccac ggtaattttg 
cgatctggca
   163021 tgcctgttca gctctactgt ttacatccta agccacctag cccaactgaa 
gcaaaagatt
   163081 caacactgcg tgacgctgag cttttaattg tcggagacca aattaaagat 
cttgatgaaa
   163141 gttgtattgt gatgggggat ttaaacgacg tagcgtggtc acgaacaacc 
cgtttatttc
   163201 aacgtattag tgggctactc gatccacgag tggggcgaca ttttattaat 
acttttcatg
   163261 cggactatcc tttattgcgc tggtcacttg accatatctt tcatagtaca 
gacttcggtt
   163321 tagtaaaaat gcagcgttta tctcatattg gatcagacca ttttcctgtc 
tatgtcgttt
   163381 tacaaacagg tcgaatattt gaagagattc acgaggaatt agaacaaact 
caagccgatg
   163441 aagaagaagc tcaagccgcg atacaagaag gtattgctaa agctgaaaaa 
gaagaaaaaa



   163501 tcgtgactga tgaaattgca cagccttata aagagaaaaa tatataaagt 
gagttgtaag
   163561 caataacgta caaagatttg agtctaggtc caataggcag acagagttaa 
aacccgtatt
   163621 ctacattcat cggcacacgg aagcgggaat ggataatccc aagtaaggat 
gcactaagct
   163681 gatatggaac gacatcacgg ataagatgtt agaacggaag cgataaaaag 
aattatatac
   163741 cctgaaagca caacctcatt tacccgagtt ttgcaggacg cagaactcgg 
gttgatattt
   163801 tatagatata tcatttaatt cgttgtaaat aaaaccaata tttttaaggt 
attcttaatt
   163861 ttaaaatcta cttaattata agtcatcgtc cataaatttt tttatatatc 
tgagcaattt
   163921 ttaatgaaaa tggatacaaa aaactttttt gttaagtttt tgtttttata 
gattattgac
   163981 ggataaatct aggctttgac ctatttagat ataaattgga cttgtttaat 
tggcaaatct
   164041 caatagaatg tgccgatcgt tgacatgttg gatcgtcaac aggcattgtt 
gtttacttcg
   164101 ccggatcggc gggttgtgat ttgcttgtgc atttaaattt ctgtttggaa 
attcgtgtac
   164161 atattgaggt ttcactctaa agtagtggtc ttctccctct catatttgat 
actttgcggt
   164221 gcataaggat tgtcttatga agaattttaa atttagcctt gcatggcaaa 
ttttaattgc
   164281 tttaatccta gggatagttg tcggggctgt tttacataac cagcctgaaa 
tcaaagatag
   164341 tattgtaaat aacgttctta ctccattagg taagatcttt attagcctga 
ttaaaatgat
   164401 tgtaatccca atcgttttct ctacattgat tttaggtatt gctggtgttg 
gcagtacaaa
   164461 aagtctaggg cgtcttggtt ttaaaaccat tctctatttc gaaattatta 
ctactattgc
   164521 tattttggtt ggcttgtttg cagcgaatat cttccatcca ggttcaggca 
ttgatatgtc
   164581 tcaactggta caaactgata tttctcaata taagcataca actgaagaag 
tacagtcaca
   164641 gtctcatggt attatccaga cgatattatc gcttatccca acgaacatta 
ttagttcaat
   164701 ggcgcatggc gaaatgttgc cagtgatttt ctttgctgtg ctatttggta 
ttggtttatc
   164761 ttcattacca gcaacaacaa aagacccatt attaaatgta tttcatgctg 
tatcggaaac
   164821 aatgttccgt gtaacacaca tcatcatgaa atatgcgcca gtgggtgtat 
ttggcttaat
   164881 cgctgtaact gttgcaaact tcggttttgc ttcgcttatt ccattgggta 
aattggttgt
   164941 attggtttat ggtgcaatct tattctttgc tttagtggtt ttaggtatta 
ctgcaaaaat
   165001 gttcagcatc aatatcttta ctttgtttaa gattttgaaa gatgaattaa 
ttttggcgta
   165061 ttcgactgca agttcggaaa cagttttacc gcgtattatg caaaaaatgg 
aagcttatgg



   165121 tgcgccaaaa gcgatttcta gttttgtaat cccaactggt tattcattta 
accttgacgg
   165181 ttctacgctt taccaaagta tcgcagcaat ctttattgca cagctttacg 
gtattgaaat
   165241 gtcaatcagc caacaagtga ttttagttgt aacgttaatg attacttcta 
aaggtattgc
   165301 aggtgttcct ggggtatcat ttgttgtgtt attggcgaca ttaggcagtg 
ttggtattcc
   165361 tgtagaaggc ttagcattta ttgctggtgt tgaccgtatc atggatatgg 
ctcgtactgc
   165421 gttgaacgtt gtaggtaacg cgcttgctgt acttgtaatc agtaaatggg 
aaaaacaata
   165481 cgactatgaa aaagctgctg cttatgaagc atctcttaag taatagagaa 
gttttttagt
   165541 cgaaaaaacc cgcgaacatc gcgggttttt tttattgggt tatttcaata 
cactttgata
   165601 tagctcaagg gtttggtcac acatatcttt taaactaaac attgtcacag 
gagcgactgt
   165661 ttgaggttgt tcaatatgat gctttactat ttctaataaa gctttttcat 
tttctgcttc
   165721 aacaagaccc tgcgggtaca catgagataa aatctcggca acacctccac 
ggttccagcc
   165781 aatgaccggc gtaccgacag agagcgcttc taatgctgtt ctaccgaatg 
tttctgcttg
   165841 attggataga gagagcacta tatcgctaaa agcgagccat tcgcgtatat 
ctgagcgatg
   165901 tcctacaaat gtaattttat ctgcaagtcc tttgctttga atggtgtttt 
gcaactcact
   165961 taaataggct tgttttttta catcagcccc acctacaaca acagcatgca 
gttgaggata
   166021 ttgcgaatga agttgctgca tcagttcaat taaactttca tgtcctttta 
aacgagtaat
   166081 acggccaggt aggcaaagta aaaatttatt ttcaagttcg ggaaagtcgt 
taaagacttg
   166141 gttaaaccac tgtgctgaag gttgatagtt atgcggaaaa gcggcagggt 
caattcctcg
   166201 ataaatccgg ataatatctt gtggtggaca gtttttataa tggcctgtga 
tgtatttaac
   166261 tacgctgtca gaaacagcga tcactttttc tgcctgagtc atgatcgcac 
tataacgatt
   166321 aactgaatag aaaccatgta ccgtgctaat gaggtgaggg cgtttattcg 
ctggtatttt
   166381 tcttaaagcg aagtgggtta gccatgcagg tacgcgagag cgcacatgta 
caatgtctgg
   166441 ttggtgttct tcaataagct gacgtaatgg acggatttgc cacaagctcg 
acaatgattt
   166501 tttatgaatc ggcagtgtta agtgtgtgga accttcagct tcaagttgtg 
agaccaaacg
   166561 cccgccatta gacacaacta gagactgatg accttgtgca accagtgcac 
gtgcaatttc
   166621 cagtgtgccg cgttctacgc caccgctatt gagttctggg agaagttgca 
tcactttcat
   166681 tattttttgc cttatacgtt cataaaagat ggatcatcca tagatacatc 
atctcaaact



   166741 aaatcattat ccagagttta ctatcgtgat agcgacatgg atgtcgctgt 
tgcgttgtgt
   166801 tacaaggatg taacatcagc ggaacaaagg atttttgctt actttttatc 
cctaaaaagt
   166861 aaggtctgcc tatccgaaag tctttgaata tcactttaaa tcgaggctgt 
gcctattact
   166921 aatctaaaat tattacagcc ttatcttaat aaatctcttc atatccctct 
ggacgtgttt
   166981 taaagcgacg gtgaaaccac atatattgag ttggtgcgat acgaagctgg 
ttctcaataa
   167041 tcttattcac acgcgttgca tcatcgactt catcttcact tggcatattg 
tcaaccgctg
   167101 gctcaatcaa gatatgatat ttagggttct gtacatcgcc atgacgataa 
aaatataaag
   167161 gcacagcaac cgccttggaa atttttaata aacgacggtg agcggttaca 
gtggcagctg
   167221 gcactccaaa aaatggtgcc ataacacctt gtttaagccc aaagtcttga 
tcgggactat
   167281 accaaattgc atcaccctct ttaagatgac gaatcaaacc acgcatgtca 
tcatgatcaa
   167341 tttgtgcttt ataaattgtg ccgcggcaac gataaattag catatcgagg 
agggggttgt
   167401 tttgagggcg atacacaaca tccggctcga aatattgggc gcatacataa 
ccacctgcat
   167461 cgagtaaagt actatgtgta ccaagcaata aaacaccttt gccttgagct 
tgtgcattgg
   167521 taatgtgttc taagccttca atagtgacgc ggtttttaaa ccagtaaggt 
ttataccatg
   167581 catttaaggt ctcaaaaata ccaagcatca tatctacaaa aacttgtttt 
gcttgttgct
   167641 gtactttttc aggtgaccat tcagggaaac aaacttctaa attacgaatt 
gtggttttac
   167701 gacgagactt taaatatttc caagcaaggt ttgccaatcc atgagctaag 
cgccattgaa
   167761 ctgcccacgg taaaatagcc aaaagcatca ggaaagtaat cgcaatccac 
acaccccaat
   167821 atttaggcaa caaaaaggac cattgaaact caccgggcgt ataaggctgc 
ttttggctca
   167881 taacgatata aagaatttaa aaagttaaaa ctgccaaaag tgtatcacga 
actgaattta
   167941 tcgtcgtaat acacaggagt aaattgaagg tttagacgcg ataaagaaaa 
ataaagcggg
   168001 ttatcggcgg tgttctagaa gaatacgaac cgcaaggccg gctaatactg 
tacccatgac
   168061 ccagcgttga atgcttgccc aaagtggttt tttttgtaga aaaagagcaa 
tgctaccagc
   168121 agaaaataca atcagcgcat ttactgaaac gcttacaaaa atttgtatag 
tcccgagttg
   168181 gatagactgc gctaaaatac tgccttgttg tgggtgaata aactgaggta 
ataaagataa
   168241 atacataatc gcaattttag gattaagtaa attagtcaaa aagcccatta 
aaaataactt
   168301 taatggtgag tcaaccgcta aatctttaac attaaaaata ggtgtggcat 
tggggcgtaa



   168361 agctttccat gctaaccaaa gtaagtacat cgcaccggca atacgaatag 
tgtcataggc
   168421 atatggaact gcgaccacaa gtgccgtaat cccgaaagaa gcgcagagca 
tataaaatac
   168481 aaaaccaacc gcaacgccac cgagagaaat aaaacctgcg agtttgccct 
gactaatgga
   168541 acgagagata agataaatca tgtttgggcc aggggtgagt accatcgcca 
gacaaatgaa
   168601 tccaaatgcc aaaatttgag agagatctag catggaaata tccttaaata 
ttattatact
   168661 gataggtata acataattat ttttataaat cttatttgaa aaaatatctt 
aaattatatt
   168721 taaaaaagcc ccctaatcta ggaggctttt taaattaatc agcaggtaaa 
aaaattaatt
   168781 ccctttactc atttgctcaa gttcatccca gcgctctaac ttttcaagga 
gtaactcttc
   168841 aatttctgct agacgctggc ttgctttggt tgccgcatcg gcatccgtta 
cgaaccatga
   168901 gccgtcagca agtttgtcag aaagttcagc ttgctcattt tctaactttt 
caatttctgc
   168961 cggtaattgc tcaagttcac gttgatcttt gtagcttagt ttgacctttt 
ttacgttcgt
   169021 ttgagctgca tttttttcag cttctgcttt agcctgagct ttttttacat 
cgcctttttg
   169081 gtcaacgact ctctcgtttg gacgctgaat caaatagtcc tgataaccac 
cgatatattc
   169141 tgcaataccg cctttgccat caaataccca agttgatgtc acaacgttgt 
ccataaaagc
   169201 acggtcatgg ctaattagaa gcaaagtacc tttatattca gacaacatct 
cctcaagtag
   169261 ctcaagtgtg accatatcta agtcattcgt tggctcatcc attacaatca 
ggttcgatgg
   169321 cttgagcaat agttttgcta acaggacacg attacgctca ccaccagaaa 
gtgcttttac
   169381 cggtgtacga gctcgttccg gagagaatag gaagtcttgt aagtaactga 
gaatatggcg
   169441 acgttgacca tttacatcaa cgaaatctga accttcagaa acgttttcag 
aaaccgactt
   169501 ttcaaggtca agctgattac gtaattggtc gaagtaagca atttcaagct 
gagttcctgt
   169561 tttgacaaca ccttcgtgct gaacttcgcc taagatcgct ttaattaaag 
tagtctttcc
   169621 gacgccatta tcaccgacca aaccaatgcg gtcaccgcgc ataacaatgg 
cagagaaatc
   169681 tctaatgagg gtttgtccat cgtagcttac gcttaagtgt tcaatatcaa 
atacaagttt
   169741 gcctgagcgc tgtgcttctt gaacgcccat attgactttg ccttgttgga 
aacggcgagc
   169801 ttttgactct tctcgtaatg ctttaagggc acgaacacga ccttcattac 
gtgtacgacg
   169861 tgctttaata ccttgacgaa tccatgcttc ttcttcggca agtttctttt 
caaacaaggc
   169921 attttgtttt tcttcagctt caagctgctg agcttttagg tcaagataac 
gagaatagtt



   169981 tccttcatag ctgcgtaata tgccgcgatc caattccaca atacgagttg 
caaggcggtc
   170041 tacaaaagaa cggtcatgcg aaataaagag taaggttaaa ttattttgat 
caagcaggaa
   170101 tttctcaagc cactcaatac tttcaacatc taagtggtta gttggctcat 
cgagtaataa
   170161 cacatctggt tgggtaagta gggcgcgggc gagtaaaacg cgacgtttac 
gaccacctga
   170221 taggtctgct agatctgcat tcggatctaa ctccatttta cctaaaatcg 
tgttgacctt
   170281 attttctaat gcccatccat caagttggtc aagtttatgc tgtaaagatc 
ccatacgatc
   170341 gcaagcttcc atgtcaccaa gtacacaggc atcacttgct tcatgatagg 
ctttaagtac
   170401 ggcagcggct tctcctgcac cttctgctac aatatctgca actttgcccg 
atgacattgg
   170461 aacatcctga gctaacatag aaacagttaa accattttgg acagaaactt 
caccagaatc
   170521 tggtagtagg cttccctcaa tgagtttaag taaagtagac ttaccttcac 
cattacgacc
   170581 aattaaacag actcgttcgc cacgttctag gttgaagttc gcgccatcga 
gcagggcagg
   170641 tccgccaaaa gcaagttgga catcccttaa agtaatatag gccataatgt 
tttccaaaat
   170701 ctcaaatgag gacttaaatg actaaaccac catatcatga tgatcaagcg 
tcattttccg
   170761 cacccattga agatttgcaa gtgcgaattg catttttaga tgatttagtt 
gaggaattaa
   170821 atcagcaact cgcgattcaa actttagaaa tagctgattt aaaaaaacaa 
atgcaattac
   170881 tttatcaacg tgtggaatct gcagatttat cagagggtgt tgcacctttt 
gatccattaa
   170941 cgaataagcc accgcattat taaataaaat ggcaagcgtt acgcttgcca 
tttattttcg
   171001 taagtgcaac ttaaaatccg tgtaaaacga ttttcccttt ggttgaacca 
ctttcaattt
   171061 gctcatgaac ccgtgttaag ttttcagcat taattgggct taaaacctga 
gttacagttg
   171121 ttttgatttt accttcatcc accagtttac tgacttcatt tagtagcgca 
ctttgttttt
   171181 ccatatcttc agtctggaac attgagcgcg taaacataaa ttcccagtga 
actgagacag
   171241 acttagattt aaacggttta atatctaact gatcagggtc atcaataagt 
ccaaaatgac
   171301 cttgtggagc aattaactct acaatatttg ataaatgttg atctgtttca 
gtggttgaga
   171361 atacatataa aggtgcactt aaacctaatt gtttaatttg tgcagctaaa 
ggctgacggt
   171421 ggtctaatac ataatcagca cctagttgtt ctacccattc ttttgtttcg 
gggcgtgaag
   171481 ctgtagcaat aatcgtgagg tgagttaatt gcttaagaag ctgaatggta 
attgaaccta
   171541 caccgccagc tccaccaatc actaaaatag tcgtattagc aggcgcagtc 
tttggaactt



   171601 ggagacgatc aaataacatt tcccaagctg tgattgctgt taaaggaaga 
gccgcagctt
   171661 cagtcgcttc taaagttttt ggtttatgac cgacaatacg ttcatcaact 
aattgcaatt
   171721 cactattact gccttggcga tttaaagaac ctgcatacca aaccacatca 
ccaattttaa
   171781 attgagtaac tttatcgcca atcgcttcta ccgtgcctac agcatcccat 
ccaagaactt
   171841 tccagccaga ttgttcagca cttacatttt tacgtatttt ggtatcgact 
ggatttactg
   171901 atacagcttg aacacgaaca agtaaatcat gtcctttagc tactggagtg 
tcgagttcaa
   171961 tatctacgag tgcctctggc aatgtaatag gccccgcttt ttgatatgcc 
acagctttca
   172021 taatcatcat tcctcttgtt gagagtttga tcataacgta agcttaaaaa 
tagtgactac
   172081 agacaaataa cgctcatagt gtcaaaaagg atactgtaaa atggcaaaag 
ctcgacattc
   172141 aagttttgac tgctcaccag gttgttcagt tgaggccgca ataagtttga 
ttgatggcaa
   172201 atggaaatgt gtcattcttt ggcatttatt aaatgaagga actttacgat 
ttaatgaaat
   172261 tcgtaaacga gttccaagca ttacacaaag aatgctgacc aatcagcttc 
gggaattaga
   172321 acaagatggc attattcatc gtgaggttta tcctcaagtg cctcctaaag 
tggaatattg
   172381 tctaactgat ttagggcgcg ggcttgagca gatacttctt gctttaaaaa 
cttggggaga
   172441 tgcgcatctg gatcggtttg gtaagttaac tactcttgaa actgaaaaga 
gcgcctaaat
   172501 attctgccta gattgttaaa aatatctatg aggaaatgtt gtagttttta 
gccttgtcgg
   172561 ttaattggac attattttta tgatgtaact tgcgttttct ggtcagctta 
tgcaactcta
   172621 ataaaagaga ttaataggtt ttgctatgga caatatcgga atttgggtta 
ccgttatcat
   172681 tgttcttttc gtgctaggct ccatttttgg tttaagagtg agtccacgtg 
aaaaggcgct
   172741 gggaattatg cgagacaaag cccgcaaaat ggggctacat ccacgcgtaa 
ttgctgcacc
   172801 tgaatggaca catgtcccga tggcaactga aaagcgtgcc agcatggttg 
cttactatag
   172861 tgtattaatc cccgatgctc gtttaccgct catgcgtgct cgcgttatag 
acggaaaatt
   172921 aaaagttgtg caaggcgatg agaaatttaa tgattctccc attgcattaa 
aagggattta
   172981 tgctattgat atgcaggcaa actgtgtagg cctttattgg gatgaggaat 
cggacctgaa
   173041 agctacgcaa ttagatgaga tgaaggctta tctgttggcc ttggctgaag 
cctgattttt
   173101 aaatttattg gtataggaat aacattttat atggcgaata cctcgcgctc 
tgcatctcaa
   173161 agcacagcat cttctgcctc tgctgcacat aaacgtgcct tagtgattgt 
ggagtcgcct



   173221 gccaaagcga aaaccatcaa caaatattta ggttcgcagt acattgttaa 
gtcttctgta
   173281 ggtcacgtac gtgacttgcc aacaggtggc agtaaagcaa cagagaaaaa 
gccggctgcc
   173341 cggacaaaac tcactgaggc tgaaaaagaa caaaaagcga atcaggcttt 
aatcaatcgt
   173401 atgggcgtcg atccggaaca tggatggcaa gcgcattacg aagttctgcc 
tggcaaagaa
   173461 aatgttgttg ctgaactcaa gaaacttgct aaagatgcag atgcaatcta 
tctcgcaacg
   173521 gacttggata gagaagggga agcaatcgct tggcacttac gcgaagtgat 
tggtggtgac
   173581 gatagccgtt atcatcgtgt ggtatttaac gaaattacta aaaatgccat 
tcaagaagca
   173641 tttaaacagc caacacgtct cgacttaaac cgtgttaatg cacaacaagc 
acgtcgtttc
   173701 ttggaccgtg tagtaggctt catggtttcg ccattattat gggaaaagat 
tgcccgtggt
   173761 ttatcggcag gtcgtgtaca gtctgtagcg gtaaagcttg ttgttgaacg 
tgaacgtgaa
   173821 attcgtgctt ttattccaga agaatattgg caagtctttg cagacactaa 
agctaaaaaa
   173881 gatgacattc gtcttgaggc tgttaaacag gcgggtaaaa cgcttaaatt 
aaaaaataaa
   173941 gctgaaacag atgccctgtt agatgtatta aaaggcgctg aatataaagt 
tgctcagcgt
   174001 gaagataaac caactaaggt gaatccaagc gccccataca tcacttcgac 
tttgcaacaa
   174061 gctgcaagta cacgtttagg tttctctgta aagaaaacca tgatgttggc 
gcagcgcttg
   174121 tatgaagctg gtttcattac ttatatgcgt actgactcaa cgtttttgag 
tgatgatgct
   174181 gtaagtatgg tacgtgcgca tattgaaagc caatatggcg aaaaatattt 
accagctaag
   174241 ccaaatcgct atggtaataa agcaggtgct caagaagccc acgaagctat 
tcgtccatca
   174301 aatgttgcgc tgactggtga tcaacttgct ggtgtagagc gtgatgctca 
gcgtttgtat
   174361 gatttaattt ggcgtcagtt cgtagcttgc caaatgactc cggcagaata 
tttatcttca
   174421 actttaacag ttgaagctgg caatgtggag ttaaaggcaa aaggccgtac 
gcttgtattt
   174481 gatggcttta ctaaagttcg tggtgccaat aaatctgatg acgatatcat 
tttacctgca
   174541 attaaagtgg gtgaaatttt aaagctcgaa aagctagatc caagtcagca 
ttttaccaaa
   174601 ccgccagctc gttttactga agcatcttta gtaaaagaac ttgaaaaacg 
tggtattggt
   174661 cgtccgtcga cttatgctgc cattatttct acgattcaag aacgtggtta 
cgttaagtta
   174721 gaaaatcgcc gtctctttgc tgagaaaatg ggtgagatcg taacggatcg 
tcttgatgaa
   174781 agttttaata acctgatgaa ctatgcattt acagcagacc ttgaaggtca 
gctcgataaa



   174841 gttgcaacag gtgagcgtaa ctggaaggaa ttgctagaca cattctatgg 
tgattttaaa
   174901 aagcgtttga ccaatgctca aggtgagcag ggaatgcgtc gtaaccagcc 
agttgaagta
   174961 ccagcagtac attgccctga atgttcacgt ccaatgcaga ttcgtacggg 
cactacaggc
   175021 gtattcttag ggtgttctgg ctataacttg ccgcctaagg aacgctgtaa 
agggaccttg
   175081 aacttaacgc cagttgagtc tctagcagcg ttatctgatg atgatagtgc 
tgaaacagca
   175141 gacttgatgt caaaacatcg ttgtccgaaa tgtggtacag caatggacag 
ctacgtcatt
   175201 gatggtggcc gtaagttaca tgtttgtggt aacaacccgg attgcgatgg 
ctatgagctt
   175261 gaagaaggcg agttcaagat caaaggttat gatggcccaa ccattccatg 
tgataaatgt
   175321 gatggtgaaa tgcagcttaa gactggtcgc ttcggcccat atttcgcttg 
tacaagctgt
   175381 gacaatactc gtaaagtctt gaaaaatggt caacctgcgc caccacgtgt 
agaaccaatc
   175441 aagatggaac acttgcgttc aaccaagcat gatgattatt ttgtgttacg 
tgatggcgcg
   175501 gctggtctgt tcttggctgc aagtaagttc ccgaaaattc gtgaaacacg 
tgcaccaaaa
   175561 gttgctgagc ttcgtagcgt agctgatcaa cttgatccaa aataccagtt 
tattttacaa
   175621 gctccagatg tagaccctga aggtaaccca accattgtga agtttagtcg 
taagaaccaa
   175681 tcacaatatg tgggttctga aacaccagaa ggtaaacaaa ccaaatggag 
cctaatttat
   175741 caagacggta aatggattga aggctaaata agacagataa aaaatgctag 
ctcagctagc
   175801 atttttttca tctacaacaa taaaagaaaa tattaatttt tatggggaaa 
aagaatgtgg
   175861 aaaaacattc ggattttatg tctattaatt gttttattaa tcgttgcagt 
tcaagcgtgg
   175921 cgtgaccaaa accaagactg gaatcagcct attgtggtgg tattgcaccc 
aataaatgca
   175981 gatggcttac aaaccacaca agcttatatt catcagttac aaaacactga 
tttccagacg
   176041 cttaaaagct atttaagtga atggtcgcaa cattatcggg ggcaatcagc 
aaactttgaa
   176101 atacgtttgg ggcaacagtt acagcagcgt ccacctgagg tgccacaaaa 
tgctggtatt
   176161 tttcatgtgg tttggtggag tttaaagttt cgtttttatg cctggcgaca 
acaacagcct
   176221 gaagataatg gagcatcact caaactttat ttaaattatt acgatcccaa 
ttatcaaaaa
   176281 gttttggtgc attcgactgc tttagaaaag ggccgtattg gtagtgttaa 
tttgtttgct
   176341 acacgtggac aagcactaca aaatcgggtt gtaatcgttc atgagctatt 
gcatggcttt
   176401 ggggcaaaag ataaatatga tttaaaaaca ggtcagccca tatatccatt 
aggatatgca



   176461 caacctgaaa aagtacctct ttatccacaa aagcgagcag aaatcatggg 
tggtcgaacg
   176521 ccattatctg agcagaccag caaaatgcca agtgatttac aagaaaccgt 
cataggttta
   176581 ccaacagctc aagaagtggg gtggctgaaa taaaattgtg gataaatact 
attttatcca
   176641 catcaattgt taataaacga tgcacatctt atacagacaa taaatgtgaa 
gtacatcact
   176701 ataatgacat tatataaact tcctaatacc tgataataag agtcgccgtc 
atgaaaactg
   176761 taggtaatga tttggttcgt aatcagctac atgctgatcg taaatggtat 
ctaatattag
   176821 gctttgtgct cattattttt ggtttggtgt tatttagctc actgccattt 
gccacatttt
   176881 cggttgtttt tctgtttggt attttaatga tggtgggtgg tgtattgcat 
ttaattgctg
   176941 ccttaagtgt atttaaaggc ggtagccgat ggctgtgggc actttttgga 
gtgctgtatt
   177001 taatggcagg ctattatgca ttttctacgc ctgttactac ggctgtggtt 
ttaacaagct
   177061 tattatcaat tgctctgatt attgcgggag taatccgcac tataaatgca 
tttttattaa
   177121 gaccaattgc agggtggggc tggaccttat tttcaggatt attaaccctt 
gctacaggta
   177181 ttttaatttt agtgtctaaa gattctccgt tttgggtgtt aggaatgttt 
ttggcagtag
   177241 atattttatt tcagggcatt aactttttag gactcgcttc tgcgattaag 
tatttacctt
   177301 ctagctcaaa aacagtttct taaaataaat aacgaacaaa agagcactta 
gggtgctctt
   177361 ttttgttttt agtgagcgaa ggtccatctc atggcatggg tctgttaaac 
taagccttgg
   177421 tgttttagcg atatgtgtta tgagtcttgc aaagttaatt aatgaattaa 
atgctcagca
   177481 aaaaaaagca gcgacgacta tggctcaaaa ctgtttggtt ttggctggag 
cgggttgtgg
   177541 caagacgaaa actattgttg ctcgcgcagc ttatttaatt gatcaaggtt 
tgcctgcaaa
   177601 tcaaattcag attttaacgt ttacccgccg agctgcgagt gaaattgttg 
caagggtcga
   177661 acagcatgtt ggagcacaag ccaaaggtct tcgtgcatcc actttccata 
ccttttgcat
   177721 gtatttattg cgtcgtaatc cgcaagcgtt tggtttaacc caatttagta 
ttattgatcg
   177781 tgatgatcag ttactcatgt ttcgcttatt aagaggcaaa gacaaagata 
atgttttgcc
   177841 taaagcggca gagctgtgtg atttatattc ttatgcccga aatacgcaat 
cgaagctttc
   177901 tgaagcatta ctcaagcaat tacctgaagc atatgaatat aaatcacaaa 
ttgctgagtt
   177961 aatgaaaacc tatgaacagc gtaaaagaga gcgtaatttt ttagactatg 
atgacatttt
   178021 gtcgatcgtc gctgttcatt tacaaaactc ggaagcactg acgaactggg 
ttgctggttt



   178081 ctgccaagct ttgttagttg atgagatgca agataccaac cctttacagt 
gggcactttt
   178141 gcagccactg attggtaagg tgaaattatt ttgtgtggga gatgacgccc 
agtcgattta
   178201 cggtttccgt ggggctgatt ttgaaaacat tcattctttt aaagaacgta 
ttccagatgc
   178261 agtgattcat accttggatc tgaattatcg ctcgactcaa gaaatattag 
atttatcaaa
   178321 ttggttactc tcccacagtc caatcgatta tcaaaaacag ttacaggctc 
atcgtggcaa
   178381 aggacaaaag ccacaactcc atttgtttgg taatgaattt gaagaagcca 
actggattgc
   178441 acaagactta atagagcgac accaacaggg cgcaaattgg tacgaccata 
tggtgttagt
   178501 ccgctcaggc tatagcgcac gctatttgga aggagcattt attgccgctg 
aaattccgta
   178561 tcgttttatt ggtggcgtaa agttacttga atcagcgcat gtaaaggatg 
tgctcagttt
   178621 attgcgtatt gtgagtaacc cgcaggatga cttggcttgg atgcgctttt 
taaccttatg
   178681 ggatggaatt ggagatgtgg gtgccagcaa gttagcgcaa gagttaatga 
gcattagtga
   178741 ggtcgaagag cgttgtcagc gtttggagcg tcatggaaaa gttcctttac 
aggccatttt
   178801 gattttgaaa cagcttgatg tgctacagca gcatgttgag gcaagtattg 
gtctagcact
   178861 tgatgcatta agtgaacagt tagagcaaaa ctataaaact aaagactggt 
cacgtcgtgc
   178921 tagggatttc gacctagtta aacaacttgc gcgtaaacat gcatctcttg 
gtgaatttct
   178981 tgaagaatat gtgcttgaac caatttcaat ttctgaaatt gaaaaagcgg 
gtgatgatga
   179041 tttagtgacc ttaattacaa ttcactccgc taaaggtgca gaacagaaag 
tgtgttatgt
   179101 accgcatgtc tcaccaaacc aatatcccta tgcgcgtgca cagggcgatt 
ttgatgaagt
   179161 cgaagaagag cgcagagtat tgtatgttgc attaacacgt gcggaaaatg 
aattgatttt
   179221 gacgaagcaa aatctcaata catggtcaca agacacgtat gacgaacaag 
gccgcaaaat
   179281 cgaaagctat tttctaaatg atttacctgc ccatttggtt caggccaaaa 
ttcatcgtca
   179341 ggtgccacag ccatttgcca aaaaacaatg gaatacttca cgaacagtaa 
acttaggttt
   179401 tggtatcgat cttgactaaa ttactgtata agacactgtg aatactcaaa 
tgtatattgg
   179461 cctttctttt gatggtcaat gaaggttgga aaatgaaaat attagttcgt 
aatttagatc
   179521 gttcagtgac tgaagctgaa gttttagagc tgtttaaagc ttatggtaaa 
gttgagtctt
   179581 gtgtcgttgt aaccgataaa gatacgggta aatcaaaggg ctttggtttt 
gtcgaaatgc
   179641 cgaatccgcg tgaagccatt aaagcaatca aaggtctaaa tacacttaaa 
gtaaaaggtt



   179701 acggtattcg ggttaaggca gctgaagagt aaggctttta tgcaacaatt 
tttagctctt
   179761 tctgtggttg ctccaaatgg aacacgtata gctcagggaa taaaaacact 
tgaagttcgt
   179821 tcatgggtcc ctgcacagct gcctcttaaa gatctattca ttgttgagaa 
ccaaaatttt
   179881 ttaataaatg atggtgatga agaagaggga gttgccgtcg ctttggtcga 
tgttgattct
   179941 attcatgttt ggcgaaacga tgagattgaa cctgcctgtg cctctggttg 
gagtgaagga
   180001 tattttgctt gggttctaag taatgtgcgt cctatgaagc gacagttgaa 
agttccggct
   180061 aaacgtaaaa tttatcaagt ctctctggat ttaccataaa taacgttgat 
tttatcaatg
   180121 gagtcgttaa gctaagaata gccatataga tggcaatttt agaacaggaa 
agtttagtta
   180181 tgtcacgtgt tgctcgttat catgccgatc gtaccaatca aaaactctat 
tttgcacgct
   180241 tagcgtgtca acaagcagag caaactgatc atgtacagca ggtacaagcg 
tatcgtgaag
   180301 cagctgtatt tcatttacat ggtgcgatgt tggcattttt gcaagaattg 
gtacgttatt
   180361 accgtttaaa tgacttgcaa ccgacattaa aatctattga agagcatatg 
gcggcaaaag
   180421 gacaagtttc tccggaagtt tctgttttgc agcaattggc aaaagatggc 
ttcgttgcag
   180481 aattaaaacg tgcttaccgt atgtgccaat atgcaccgga accaactgaa 
ccgacaccgg
   180541 aagaagaaac ttcttctaat ttgatcatta aagtgactca gggaccacaa 
tcatggttac
   180601 ctgatgtgaa aattttgcgt gaatggcata gagagttaag tcatttaatt 
gatggttttc
   180661 gtaacgaaat ggtcgagttc taaaattaaa ctatctgagc gcttgaaatt 
taatcccagt
   180721 gcgcctatat aaataagacg agagatgcaa agtgcaaggg tgctttgcca 
ccatgttgaa
   180781 acatggagga agtatatgtc tatacagcaa ttgaaagagt tatttggaaa 
tcaagaagca
   180841 gtgttggaat tagtccaact agaaggtggt gagctcgcct tgcgtaatgc 
tggttctgaa
   180901 aaagagccct tggttaaaat tcagtttagt gatgaactaa aggcaatatt 
aggtgaacag
   180961 acgcctatag ttgcacaaca tatgattcaa gctgctttgt ttgggctgtt 
agaaaagcag
   181021 gtcaatgaat ggcaggctga agttgtggat gagcagccta aattcttaag 
ttaaaaaaag
   181081 cgtactcttg agtacgcttt ttttgtatgc attaatgatg tgtggactga 
tgcgcaagtt
   181141 cgatttgatt taaaatatga tggctcatat tcttagccat ttcttctttc 
gcatagaata
   181201 cttcaccaat gtgttcgtct ctaatcactg cggcttcttc tttactttct 
gcacaaatta
   181261 aaacctgaat ttgagggttc aattgcttcg caatatctac aatccgatga 
atatctaaaa



   181321 tatccatagg tgaaattacc aagagtcgtg cgtgcatgat atgtgcttga 
attaaaacgc
   181381 caggttcggt tgctacacca cttacagctg caatatttgc ctgacgtagt 
ttttctacga
   181441 tttcacgatt ctcttctgca attacgactt taatattttg attaattaaa 
ttttcagtaa
   181501 tacgtcgtcc aacgccacca taccctacaa tcaccacttg atcgcgtaga 
taagattgat
   181561 cgacttcatc gggcagcatg gctaatgggt cgccactacg ttcaagaagt 
cgtgctaaat
   181621 gagagcgttc acgaatccaa cgttgtaccg gctcaattgc tgagaagatg 
aaagagttta
   181681 gtgtaattga gaataatgcg cctgctaaaa tcaggttttg agcttctaac 
gttagtagac
   181741 ctaaagagac accaagggta gccaaaataa atgaaaactc accaatttga 
gcaaggctgg
   181801 ccccgactgt taaagcagta ttgattggat agcggaagaa taaaaccaag 
gccattgcag
   181861 caagtgtttt acccaccata ataatcgcga taacagccaa gatatgtagt 
ggacgttcaa
   181921 taaggatatg tggatcaaac aacattccta ctgaaacgaa aaataaaatc 
gagaaaattt
   181981 cacgtagtgg tagcgtttct tcttctgcgc gatggctaaa atctgattct 
ttaacgacca
   182041 ttccggcaaa gaatgcccct aatgccattg aaactccaaa gatggcataa 
gaaccatagg
   182101 caatcgatac agcagcagcg actacagtaa gcgtaaatag ctctcttgaa 
cctaagcgag
   182161 caacaaactg cataataata ggcacaacgc gcttaccgac aatcagcata 
aaggcgataa
   182221 agccaataac ctttaatagg gtgattccaa gtgttagcca gatgttacct 
tctgcgcctg
   182281 ctggggcttt tccgccaagt aaaacagctg tagctggaag aagtaccaaa 
acaagtacca
   182341 tgactaaatc ttcaactaat agccagccca cagcaatttt gccgtttaca 
gaatctagaa
   182401 gaccacggtc tcctaaagct tttaataata caactgtact cgcacatgac 
aggcttaagc
   182461 caaaaacgag tgcggagcca aagctccagc cccataacat tgaaacgcca 
atacccagta
   182521 aagttgcaac agcaatttgt aagattgcac ctggcaaggc aatgcggcga 
acaagtaaaa
   182581 gatcatttaa ggaaaaatgc ataccaacgc caaacatgag gaacattaca 
ccgagttcag
   182641 caagttggtt tgcaagatga atatctgctt caacaccagg agtattagga 
ctaataataa
   182701 ttccggcaat gagatagcca ataagagggg gaagtcgtag tcgggcggca 
atatagccaa
   182761 aaaacagggc aacgccgaaa ccaacagcaa gtaaaataat taaatctacg 
tcatgcggca
   182821 ctaaaaactc cttttacgtg agttaggcta aagacaagca taaaaaatgc 
caaggcggaa
   182881 tatgtggaaa gtttaacaaa aaggctggta taaaaaaaat gcaaaaaaaa 
acgacttcat



   182941 aaagaagtcg tttttttcga ggctaaaatt atttgatttt agcttctttg 
aaaatcacgt
   183001 gttgacggat ttttggatca aattttttga tttccatttt ttccggcata 
gtacgtttgt
   183061 ttttagtcgt ggtatagaag taacctgtac cagctgaaga aacgaggcga 
atcttatcac
   183121 gcattgctca gactccttag atcttttgac cttgagcacg aaggtctgca 
acaacctttt
   183181 cgatacccaa tttgtcaata atacgcatac ctttagtggt taaacgaaga 
cgtacaaaac
   183241 gtttttcgct ttctaaccag aaacggtggt ggtgcaggtt cggctcgaac 
cggcgcttgg
   183301 ttttgttgtt ggcgtgtgag acgttgttac caacgactgg acgcttgccg 
gtaacttggc
   183361 aaaccttaga catggtgtaa ctccattgat ttagccaaca gcaaatctgt 
ggccagtcat
   183421 actaaatgta aacggatgaa ttcattcaag gggcgtttta taccaaaaat 
acgattaaaa
   183481 gacaagcgaa attggtaaaa acgaggcatg atctagtata acagatcatg 
ccttgatcag
   183541 ttaacgcaac aaggttttcg aaatgaagcg atgaatcggt ttattgaacg 
gtggaagaat
   183601 atatttcaag ctataaagtt ttggatttga catgaccgaa cgttcatgcg 
aaagcccaaa
   183661 aaagccctcc ggtccgtgat atttacccat acctgacgca ccaataccgc 
caaaaggtaa
   183721 atcatcttgt gctacatggg taatcaccat gttaattccg aaatgccctg 
aatgagtatg
   183781 ctgagagata taatcggcgc gtgcctgatc atagtcaaaa taatacatcg 
ccaaaggacg
   183841 tggtcgacta ttaataaatt cgatgacttc ttcgatttgg tcatattcta 
aaattggtag
   183901 aacaggacca aaaatttcat tttgcataat atccattgca gttgttacac 
cagtaaccag
   183961 agtcggtgca attttgcgga catcatctaa aatttcattt tgaggattaa 
tttcaataat
   184021 acgagcaccc tgatcacggg cattttctag ataaccctga atacggttgt 
actgcttatc
   184081 attaataata gaagtgtagt cttgattgtt acgaaaatga ggatacattc 
cagccacaat
   184141 caatttaaag ttttcaatga actcggcagt tttaccacgc ggcaagaaaa 
tatggtctgg
   184201 cgcaacgcaa gtttggcctg cattccataa tttacccaca gcaatacgct 
gtgcgacatc
   184261 tttcatgtct acggaagcat gtacaagcgc aggagattta ccacccaact 
caagaatgac
   184321 tggcacaagg ttttgagctg cagccgccat gactgtttta ccgacagaag 
tcgagcctgt
   184381 gaaaatcatt ttgtcaaaag gcaggtgact aaacgcatca gagatcacac 
caccgccatt
   184441 aaccacagca accaattctt gtggaaaagc ttcagaaaga gcattttcaa 
gaacctgtcc
   184501 aaaatttgga gaagcactcg aaattttgat catggcatgg ttaccagccg 
ccaaagcaca



   184561 gatgagtggg ccaacggaaa gtagtaatgg atagttccaa ggtgtaataa 
tgccaataac
   184621 acccattggt tgatattgta cccaaccttt tgctggctga tgtaatacac 
tgatatggcg
   184681 ttttgatggt ttcatccatc cggtcaggtt cttactgtaa tacttgattt 
gttcaagaca
   184741 ggtaagtaac tcaccaattt tggtttccat aatggcacga ttgccataat 
caaggttaat
   184801 tgcttcggca atctgatctt gatattttac caagactctt ttaagacgag 
ctaaacgatc
   184861 aatacgctct ttagcagtgg gtaccggatg acgtaagtag gcaatctttt 
gctgctcaag
   184921 caaatcatgt aaatgcttaa catcataagg aacctgagtc tctggatttg 
tttttgtttg
   184981 actgttcatc ggtacttacc aaatatactg atatacttat tttttagagt 
aaatactcta
   185041 aatagtcaag ttggtttctg tgtgcaagtc ttaaccatat gaattaacga 
aggttattaa
   185101 aatgtctcta cctaaagctc tgaagacaaa agaccggatt ttacaaatca 
gtttgcagct
   185161 ttttaatgag cgtggcgaac ggtctgtcac taccaatcat attgctgcag 
agttggggat
   185221 tagtcctgga aacttgtatt atcactttcg aaacaagcat gaaatcatta 
aggaattaat
   185281 gcaccaatat caggtcgaga ctttagaaat gctctcttta cctgaggaca 
gaccattaac
   185341 gaccaatgac aaaattaatt attttcaggt actcagtggt cagctatgga 
actatcgttt
   185401 tattcaccgt gatgtttatc atttagttga aagtaacgaa gactttaaaa 
agatctatcc
   185461 ccgctttgca gggctggtca tgcagcaagg gcaaagaatt tatcaggcct 
ttgttgatgc
   185521 cgggcttatg aaaatgacgc catcggaaat tgaagcgctc attattaacc 
tctggattgt
   185581 cttaaccaac tggaccaact ttctatatat gtccggacac attagtgaca 
ataaccacct
   185641 tgaagaaaaa tgggtttggc aagctttacg tcaaatggtt tttttagaag 
gcccttattt
   185701 aatgggggaa agccgtgcga cttatgagca attattggag tcgcttggac 
cttctgatct
   185761 ttttgccagc ttatcgtccc taaaagatga atagttgtgc ttgtttattt 
agagcgctag
   185821 aatactcggc ttatcaaaat tttgtctcaa ttaagtgata ttaaccaaat 
gaatatgacc
   185881 actgccaata cagcccgttt actgattact tgtgaagaca agcctgggat 
cgtacaggct
   185941 gtatcgagct ttttgtacca tcagggtgca aacattaccg cgcttgatca 
gtatgcgacg
   186001 gaagctcaag gcggacgtta tttcatgcgt gttgaatttg aacttgatca 
tttacagtct
   186061 cgtaaagatg ctttaattca gactttcgca gcaaatgtag cggaacgtta 
tggcatgcaa
   186121 tggcgtcttg cttttgttaa tgatattaaa aaggttggta ttttagtttc 
taaagttgac



   186181 catgctttgc ttgagctatt gtggcgtcat gcacgtggtt ctttaccgtg 
tgaaattacc
   186241 cacgtaattt ctaaccacga agatttacgt gaagcggttg aaaactttgg 
tattccattt
   186301 acagtcatta aagtaaccaa agacaataaa gcggaagctt atgctcaaat 
tcatgaaatg
   186361 atgcaaggca atgacttatt agttctagca cgttacatgc agattttaag 
cgaagatttt
   186421 gtttctaaat gggaaatgaa aattatcaat attcaccact cattcttacc 
tgcttttgtg
   186481 ggcgcaaacc catacaagca agcatatgaa aaaggtgtaa agttgattgg 
tgcaacagct
   186541 cactatgtga ctgctgacct agaccaaggc ccaattattg agcaagacgt 
tgaacgtgtg
   186601 agccatgatt ataatgttga gcagttacgt gagcttggcg aagatgttga 
acgtaatgta
   186661 ttagctcgtg ctgttaaatg gcatttagaa gaccgaatta ttgtagatgg 
caataagact
   186721 gttgttttct aacaacttat attcctttaa aagcatgctt ttgagcgtgc 
tttttttatg
   186781 gctaaaataa atttaaaatg ttataacata actagagtct gttgctctat 
agaatacttt
   186841 taatatctag ctacttaatt attttttaag ctgagcgcga tctgataagt 
gaaaataggg
   186901 aacttacaaa ttttagtgcg ttgtctaagc atgagaaaac taaggtgata 
tcactttatc
   186961 aagttagact tcgcgataat gcggaatgtt ttcataaaaa agtagttgca 
aatgaaaaca
   187021 cttctcattt attattgtgg cactttattg ttctatccga tgtttgaaat 
cgtttctata
   187081 aattgaaaac cgaaatcatc atccattagg taattagatt cttatgagtc 
aatcttccgc
   187141 agccttaaac tctcccaatc cgatgaaaaa gaaagtcatc acggcactaa 
ttgcggttgc
   187201 aattggtcat atcggggtct tatgggcagt cagccacatt aagcctgctg 
aactaaagcc
   187261 aattgaaaag aaacctttac aagtccgttt tgtaaaaatt caagagcaac 
caaaaccttt
   187321 accaccaaaa ccaaaagaac cgcctaaaaa gccggagcct aaaaaagaag 
tgaaagaggt
   187381 taaagttgtc gagaaacctg taactccacc taagaaagtg gaaaaaattc 
agcaggtcaa
   187441 aaaggctgaa acacctaaag aaacagtaaa aacagaacct aaagttgaac 
caaaaatagt
   187501 aacgccaacg actactgtga ctgaaaaagt cgttgaaaag ccaaagccag 
tggttcaaga
   187561 agcacctaaa gctcaacctg ctccagatcc atcgccaaaa cgcgtttcaa 
ttggcggttc
   187621 aggtgtacag tggagccgct caccacgttt gactgtttca ccaaaagatt 
tacagggcga
   187681 agcacgctcg gttgttgtac ttattgaagc cgatgagaaa ggcaagatta 
ctaacgtgcg
   187741 cgtaacccgt agcagcggta ttccaagtct agatgacaaa gtagtccgtg 
ctgtacgtac



   187801 tgcaaaattt aaaccttata tggaaaacgg tgttgcttat ccaattaaag 
cagagcaacc
   187861 gtttgactta accccttaaa cgaatttgag tcccaacggc taaccttaat 
caggagttcg
   187921 aatatgaact tttcaatcta ttggcaacat gcagatgcag tgagtaaaac 
cctgtatttc
   187981 atcttattgg caatgtcgat tgctacctgg acagttttca tcttacgttt 
gatggggact
   188041 cgccaactaa aacaacaagc ttatgctcaa ctctctcagg ctattacttc 
gctcaaagca
   188101 aagttacaac ctttgagttt tgaacaacgt aaagcagttg cagagcaagc 
attattgcgt
   188161 cagatttctg ctgagaaagc caatgctgat aaaggtattt cagttttagg 
aacaattgct
   188221 tcaattgcac cattcgttgg tttgtttggt acagtatggg gtattttcca 
cgcgttagtt
   188281 gccgttggta agagcggaca ggcaggttta gctcaagtgg ctacaccagt 
aggtgaagca
   188341 cttattatga ctggtcttgg tcttgcagtt gcgattccag cggtattggc 
ttataacatc
   188401 tgtttacgtg cgaatcgtgg ccttgctcat gatttacaag atcaagcaca 
cagtttgtta
   188461 atcgacacca tgttgcagca agactcaact gtaaagtctg atgttaaaac 
tgcacagcaa
   188521 agttatgttg gaggtcaagc ttaatggctt ttcaattggg tgaagaccac 
gatagtggca
   188581 tgaatgagat gaatctcatt ccgctaatcg acattatgtt ggtgttaatg 
atcatctttt
   188641 tggtcacagc aacagttgcc aacccatcga ttccattaac gcttcctaaa 
acaactgctg
   188701 aaattattga tccaccacca aaagcaatta cgattagtat caatgcaaat 
ggtgaagtgg
   188761 cttgggatac tcaagtaatt agccttgatg agcttcaaaa acgtttccaa 
gaagcaggtc
   188821 aaggtgcggt taaaccgaca gttcaacttc gcgctgataa agagtcgaag 
tacgatactg
   188881 ttgctcaggt aatgtctcgc gccagtgaag ccggactgag cgatattgcc 
tttgtaagtg
   188941 aaaattaaaa tctagtttca cgtaataaaa aagcaaccaa ttcggttgct 
tttttatttt
   189001 ctcatttatt aatttttcat gagatgttgg aatttactat gtaactttaa 
tagcttaggt
   189061 ggaattgcaa agttgcagta accttgtgaa gggttctttt catagtaatt 
ttgatgatag
   189121 tcttctgctg gatagaatgt aggagcagga gataattcag tcacaatatc 
aagatcgtca
   189181 tcttttaacg tctgaatggt gtgttctgct gcctgctttt gctcttcatt 
aaaatagtaa
   189241 ataacagagc ggtattgagt accaatatca ttaccttggc ggtttaaagt 
cgttggatca
   189301 tgcgttgcaa agaacacatc aagtaactga gaatatgtaa cttgttgttc 
atcaaagtcg
   189361 ataaggacca cttcagcatg ctgagtgtca ccttgacata cttgctcata 
agttgggtga



   189421 gttgtatgcc caccagcata accacttgtt actttttcta caccacgtat 
ttgtaaaaat
   189481 acggcttcga cgcaccaaaa acagccgccg ccaaataatg cctgttgcat 
tgttttttcc
   189541 tctatttcct gcctattaca atagggttta tctagttaga ttacaaagta 
aagcgtgtat
   189601 aaaaaagtaa agaaaagtgc attacttatt tcattttact ttaggtagac 
cctgtcgaac
   189661 gatttgagaa aaatgctcac tgctttggtc tgcaaattgt tcaaaatgtt 
cagtacgtgg
   189721 gttaatgtgt gcaatttggt accactgttt caagctaata ttttgatcga 
gtgctttaag
   189781 atcatataaa taattaggta agtaaccaga ggcaattaac cgataatctt 
taggaagctg
   189841 atatgggtta atggcttgaa ccatatcaaa aattaaagtt gtacaattac 
ttgtgagggt
   189901 attgtaccac tttggttctg cgcgtagttc atctgctttt ttaagatatt 
ctaaaaatag
   189961 cgctttttgc tcagagcgag gcatattgac tgggaaatta taaacttgct 
ctttacggat
   190021 attgctacgc gtgtagacaa tatctttttc atcagatgca attaagctca 
gttcatattt
   190081 tctaaagaag ccgccaattg ctgaaaactc ttcggtcttt tcttttcgaa 
tttcgatcga
   190141 aaaaactaaa ggttgttgat ttttaaattc gaaactgact agcgtatggg 
caatttgtgg
   190201 ccccatccag taagaagtaa taatatttat gccatttaac tggttcaggt 
caaaagtacg
   190261 ggtttcccag cgaacatcat aggttccatc aggatgccag ttgaagttac 
ggacattatg
   190321 caaagtaata acatcgccgt gtttttcgta acttagcata ttggcaactt 
cagggttcca
   190381 gtcacggtct tgacgtgcag taatcgaaaa gtaccaaacc aaagagcagg 
caaaagctaa
   190441 caggtagatt aaaacgtctg tacgacggct aatgatatgc ccattaaaat 
ataaacccgc
   190501 catacttaaa gcaaaggcaa tccatatgcc aataataata cggctgccta 
accagccaaa
   190561 aggttgttgg acccataggg ctaagcatac ccaaatgctg gaaagcacaa 
taaacaacgt
   190621 gaataaacta tgtaaagcgc cgaagaggag ggcgataata aattcacgtg 
ttccgatatt
   190681 gtgcataggc gaccagaaaa ttatttttta taagtggcaa attcgaatga 
agttcctgat
   190741 ttttcatcta cttgctgctc acttgcagtt ttatggaatt cattcggtat 
tgttggataa
   190801 tgtgcatcac cttgtacatc taagtcaaca tgagtgagct caagacggtc 
tgcaattgac
   190861 aaggtttgct taaagatttc accaccacca ataatgaaca aagcttgctt 
ttcggtattt
   190921 ttggcatctt ctaaagcagc atttaaagca tcttcaattg aatacgcaat 
ttttacgccg
   190981 tcaaaatgcc agttaatgtc acgggtaatc acccagttca cacggttcgg 
tagagcacgg



   191041 cccatagact caagcgtttt gcggcccatg atcaccacac caccttgtgt 
gatttcttta
   191101 aagtgtttta agtcggcaga gatatgccat ggcaacgcat tgcctttacc 
aatacagtga
   191161 tttttgtcca ttgcgacaac gtggacaact tctacatttt gccatgccat 
aatcttattc
   191221 tctaaaccgt aatctaatga aatttaagcc gtcgttatac tgcaactggt 
gctttaattg
   191281 ccggatgtga ctcgtaacct acaatctcga tatcttcaaa tttgaagtcg 
aaaatatctt
   191341 taacatccgg attaagtttt aattggcaaa gtggtaatgg ctcacgcgtc 
aattgtagtt
   191401 ttgcctgctc aaaatggttg gcataaagat gcgtatcgcc acctgtccaa 
acaaaatcac
   191461 caacatctaa gccacacact tgagcaatca tatgagtgag taaggcataa 
ctggcaatat
   191521 taaatggcac acctaagaat acgtcagcac tacgttgata aagctggcat 
gacaacttgt
   191581 tgtcttgtac gaagaattgg aagagcgtat ggcaaggcgg taaagcaact 
tgtccggcct
   191641 catttgggtt ccagccagag acaattaaac ggcgtgaatt tgggttggtt 
ttaatttcat
   191701 taattaacca tttaatttgg tcaaaaccat cttggttata agtaccatcg 
gcatttttag
   191761 ttgcgccgaa attacgccat tgatggccat aaactgggcc aagctcatgt 
tctgggcggc
   191821 cgaaacgggc agtttgttct gctgttgccc attcatccca aatggtgact 
ttattgtctt
   191881 gtaagtactt aacgttagta tcgcctttta agaaccaaag taactcaatc 
acgatagaac
   191941 gaaagtgaac tttttttgtg gtgagtaaag gaaaaccctt agagagatca 
aaacgcattt
   192001 gatgaccaaa tacagaacgg gttcctgtgc ctgtacggtc gcctttgtca 
ccgccattat
   192061 caaggatatg ttgtagaagg tctaaatatg cacgcataac actctcgagt 
tcggattaat
   192121 ttccataaaa taaaagggga gacggttcat ggattaataa accgtggaag 
ataatagcat
   192181 gctttaacga taggtaggaa agagagctac atttactgtt taaaaacgtt 
tggcccgatt
   192241 ttgataaatc gaaacaagaa aaaatccatc cagtacaaag cctaaagctt 
gtattgttgc
   192301 aatccaattg tgttgagggg gcagtaacca cattataata gcaacaataa 
tgagagggta
   192361 aattctaagc agatacggga gcttaagttt atatgaactg tgctctggaa 
tttttgtttg
   192421 taaatattgc ccgaaatgaa gcccggaccc taacacgaga ctaagaacag 
tgtaagtcgg
   192481 cgataaaggc tgtacttgat tggctgcata aattgcagca caaacgacaa 
taatgaagat
   192541 gagtttgatg tgacgcggtg cgttatacca ataagccaac ataaaaatga 
gcctatttgt
   192601 taaataacga ttgtggtgaa aaaataaaag cagcaagcgc cataaatgcg 
attccttgaa



   192661 cgccccagat cagcaagtta ggcatggttt ttacaaagat aagtgcaaat 
aaaagagcga
   192721 taggaaccca cgtaaatagg cggtaaagta aaccagtcgg gttactttga 
gcaaaatgca
   192781 atttaaagta acggcagatt aaaaaaataa tcccagttcc tgtaaacatt 
aaaatggtat
   192841 ctaaaggcaa tggttgatat tgatataacc caatacagat taagagggta 
ataattaaaa
   192901 tgattaattt tttaaaagtc gggacttgcg tattaaacca gaattccagc 
atggcgaatc
   192961 ttcttttttg ggagataaaa actgtagcat aaaaaagagg agccgaaact 
cctctgattt
   193021 agatgttaac tgttcttttg agggccccag tcataaattt tcttttggta 
ggcataccac
   193081 atcatccaaa ggcctatcag tagcattgga acggtgagga tttgtccttt 
cgtcatccag
   193141 ccaaacaaga tgaaaccttg gtcggcatcc ggctgacgga agaattccat 
cacaaagcgt
   193201 gcaacaccat aacccattaa aaatagggca gatacagcca tacgtgggcg 
tggttttgaa
   193261 ctaaaccacc acaaaataat aaagagtaat agcccttcgc aaagtgcttg 
atagatttgt
   193321 gatgggtggc gaaccaaatg taatggatcg gttgggaaaa tcattccgaa 
tggataattt
   193381 ggatctgtga ccgcacggcc atataactct ccgccaataa agttaccaat 
acgtccgaac
   193441 attaagcctg tcggtacaca aggggcaata aagtcgagtg tctggaacca 
tgttttttga
   193501 tattttttac accagaatag cattgcgatc atgacgccta agaagccgcc 
gtggaagctc
   193561 ataccacctg tccagacttg gaataaccag attgggtttt caaggaattt 
atcaaactca
   193621 tagaaaagca catagccgat acgtccgccg agtacaacac ctaaggcacc 
gtaaaacacc
   193681 agatcggaaa ccatgtccga tgtccagcca tcacgctgtt tggcacggta 
ggaagcaagc
   193741 ccccaagcac ataaaaatgc caataaatac atgagtccat accaatggac 
ttgaagaggt
   193801 cctagatgta ttgcgaccgg atcgatatta ggataggtca gcattgctgc 
tccttgatct
   193861 tacgttttga cagattgtag ataccatctt ggctgtcaac aaggaatctt 
tgcaaaacct
   193921 ataagatttt cattgtaagg cttttggtgt ttgaggacac caaacgcaat 
atggattaat
   193981 tttcgcatcg cagcacaaag agcagccatc tttgctttgc catttcttag 
tagtcgatca
   194041 tatacgattt taatatgagg attatgacga attgcaacta cagctgccat 
atacaattta
   194101 gacctaattt tagaagagcc cgaacgtgag atttttgaaa caccacgaat 
tgaagagcca
   194161 gattgccttt gtagaggaac aagaccgcaa aatgcagcag cttgaccagc 
atttgtaaaa
   194221 cttttacctt tgaataaagt taataatgtc aaggcagtac gttttccaat 
agctggtata



   194281 gattcaagta aacataaatc ttgttttaaa gaaatatcat cattaatagt 
ttcatctatc
   194341 aatttatcaa gatattgaat cctattgtta atattctcaa tatctaattg 
aataatctca
   194401 ataagtttag aattcgtatt gtttgaatat gcttgatcta atctattttt 
ctccctattt
   194461 aattcagaag tataagcgtc ccgacggagt attaattgtt ttaataaacg 
aagttggtct
   194521 gaatcaggct gccaaatgtt atacggagcg agttcaccat atttaaccaa 
aacttctgca
   194581 tctacttcat cggttttagt tagaactgag ataccagcag caaacttacg 
tactcgcgcg
   194641 ggattagcaa cacaaacttt aatgttatta gagtagagaa aataagctaa 
attttcatga
   194701 taaatagagg ttgcttccat aactgcaact aactctaata tctcaatttc 
taacttttgt
   194761 aaccactcat ttaatttaat aaaaccagag tggttattat caaatacttt 
agttttcttt
   194821 ttttgattat tcaaaaaaat acaacaatca aatttatttt tagaaatatc 
tatacctaga
   194881 tattgcacaa ttacatcccc aagagaaacc gttcacacta cttagcttgt 
taatacagca
   194941 tcataaaaat gtgcttagat accattcagt ttttttcgtg tgaaaagagt 
agattatggt
   195001 tttttctaca atacaaacta aatttagcgg aatgcgaaac tcaataatct 
acagttgtaa
   195061 tagctaatta caacttaatt aatataacag aaatttgaga atataaaatt 
aaataaaatc
   195121 tcaaaaatcc ataaataact ttaattttca atatagtaag tggattaatt 
aaaaacctac
   195181 tcaaatgttc agacactaat tatcttactg acccttgatg caaaaaagct 
cctaaaatga
   195241 gaatagaaat aggtgcaaaa ataattaaat acaacaaaaa atgtttcata 
aaattctcca
   195301 aatattcggc gagcgtagct cggttaaact cgtttatgct caactgggag 
cttgtaatca
   195361 gagagaaaag gttgaaggtt tttcttgtgt ctgttcactc gtagacactc 
gttctgttaa
   195421 tgcaggttgt gcaagttgtt cttgatgaac actagctact ggctcaggag 
tcttagactg
   195481 agcgaaatag ttaaacggtc gatcattctg ttctattagc tttttacagt 
cagattgcgc
   195541 cacatcgtgc aaaatagtgc cttgctgtgt gtatgcaaca taacgaccat 
tctttttaat
   195601 acaaccactg aaaacaggct tagaagtgac cgtatactcg atttgggatt 
ggtcaacgtc
   195661 aaagggttta ttcggattat atttaatcgc aattgtctcc atccggacat 
cgtttttagc
   195721 ttgaagctct gcatttcttt tatctggatt ttcaagatct ttgcgttgat 
ctggagttaa
   195781 tccagaccca tcgatttgct taggtttttt atcatctttt gactgtgtaa 
aagcagatgg
   195841 gttaatcatt ttctgagtgg aaggcttcaa gaatgcattg attccatatc 
ccaccaaaca



   195901 agcaataccc aatagaaccc acccaagttt tttcggtagt ttcagcttaa 
cgtgatgagc
   195961 agttgcagac ttgtagtagc tgaacaggtt tttagggtat ttaaataaaa 
attcgttctc
   196021 tgctagctct cgagacgata aagattgggg ctgtttacgc acagatctcc 
agtagtaaac
   196081 acttgccaat tttgccccat atggacggtg taaatgatag tgttcaccga 
ccagatctaa
   196141 aacaaatgca tttaggaatc gtgggctttg tgtgatgaac caaatatcat 
gaccagtatg
   196201 acgatgtact tgtaatttct gtactacttc gtctttgttt gctgatgttc 
cagatctaaa
   196261 gcgctcatgt tgttgggctt cgtcatagat aacaattgag ttgtctggag 
tagttctcca
   196321 atcttctggt gacttctcaa cgccatcgat ctgtaagcct tcaatatcgg 
caaagatttg
   196381 acgttcaggg aattgttttt gtagttctaa tatctttgaa acaacaaata 
ggcttttccc
   196441 cgagcctgga gtacctgtga ctagaattat cattttataa actccgccaa 
gctaatctat
   196501 ttcgttatgt gcgtgcacgg cacgccaaac gaaatagatc agcttgataa 
tttctgtatg
   196561 cctatttggg cagatttaat aattgcataa gtgcttaaag cgcctatgag 
aatgccaatt
   196621 gctttatccc caccacacat ccccaaaaat gcaagtgcag tagaaggacc 
aaagctcata
   196681 tttgaagttg cacgggcgat atacatgctg ataaatccct gtacaacact 
tgttgtaaag
   196741 atgcctattc ctgcccctaa aaggaggcgc ttaattgcag atccgagcag 
taaagttaat
   196801 gctgtataga ttatttttcc cattactcac tattccccct tgataaaccc 
ataacgatat
   196861 aagctccgat taaataggca gatccaatca caaaaggtct aatcatgatc 
atgaaattac
   196921 aaagaggttc aaaagagaaa ttcgtctcag atgaaacgcc cttaatagtg 
atttctatag
   196981 gttcggcttg tgggcaagtc tggtcgaaag agacacgatc accatcgtca 
aaatttagtt
   197041 gtagatcctt aatttctggt tttgtatcag ttgaatctgt agctgactca 
ttcatccatt
   197101 tattaaaagt agtccaatag cccgcgacag tagttgggaa gttaatggca 
acttgtgcag
   197161 cctgacaaac aacaggtgcc caatcacaga aaacaggaaa atttaattta 
atatcataag
   197221 gtggagtagc tgcagcagga tcaccagttg taggctcacc agttgttgga 
gcaggtacag
   197281 cagtaccagt acccgtacca gtagtaggaa ttgcttgtga ttgggttaat 
tgttggatca
   197341 tatcgttagc aggaacgatt tgtttttgtt cgtcttcttc tagtgcagtg 
tcagcgactg
   197401 aagaaacata agctttgcct tcagatttat ctgctgtggc atcacttaca 
atttgagtag
   197461 ctacagcatc atagggtaaa tatctttcct ctcgattagg ttgtgcgttt 
ggattgtatg



   197521 cagggttatt gacacgagca acaccagaat taccatcgta actagttgtt 
gtactagata
   197581 aataacaaac aactgatgtt gttgaagatg atgaaagagc aactttgtca 
tacttccaag
   197641 gagttttacc agaccacata gtaaggattg attgacaaat tgatgaaggc 
acacccggat
   197701 aacgaaaata agttgtacca gttacactgc tttcatactt ccacatatag 
agatcagtgg
   197761 gttgcggtgt gttactagta ggctcaacat aatatttaac gcgattgttt 
gcaggatcca
   197821 ttacgtaatc aacagcacca atcaaagttt taattgccaa atcaacagca 
agtacagcgc
   197881 cagttctaac aatcatttta gaaacttgac tagccgcagg tgtaatttta 
gctgctccag
   197941 tagcagcgta attcttgcca ttcagaacaa tatttttagt gccatcgtag 
aatgttgtag
   198001 caccctgaac taagcgttta gtaacagacc aaccctcacc cgcgacagag 
gttgcattgg
   198061 ctgattgata gaaaatgaag ttaggcgcaa tggctataat gaagatctgt 
agccatgtaa
   198121 ttaatttaaa attatcaaaa gacaaattac gaaaactata acgattaacc 
atgacataca
   198181 aacccctcaa agaaagatgg ggcaactagt gccccgatta catcttgttt 
tattacaaag
   198241 ctcggcggat aattttccat cctttgatcg ttactagaac aaccaagaat 
gcagcaccaa
   198301 ccaagccgat cggagttgtt aaaccgctta attcagttgt aactggtgtt 
acatcgatat
   198361 cagcgtgagc agcatttgcc atagctaaag cagacaatac aagtgaagta 
gctaaagcac
   198421 gagatggaac gccttggcgt ttagtttgtg gttgagtttg aacagtagta 
agttcgccca
   198481 tggtttttcc cctttatttg agcagttgac caattttttt aaagccccaa 
gctaagcaaa
   198541 tacaaatgcc tatcttgatg gctatatcac ccgcttggcc gttagtgatt 
tcgggtaatc
   198601 ctagaaaacc aacttgtacc catgtaaggc actgatttgt gacttcgtct 
agttgggcac
   198661 attggtacat tttttaatcc tttattattt actgatctgc ttttaaagcc 
cccaaaaatc
   198721 agtaatcttt tagtcgttat actaaatagc ctaagctaac tttgcagaag 
tggattggga
   198781 aactttgctt aggtctaaat caaccaaaat cagtactgaa gatttaccat 
tagaaacttg
   198841 ttccattgtg gcagtgcagg taaatggaaa tggtagattt ttaatacgct 
caaaattaaa
   198901 tgatgtaccc catttaattg attcaccaac ctgacctaca aagttttcgc 
ctgattgcaa
   198961 atccgcttga taaaacacag tagttgaatc atatggttta ccgttaaatt 
cacctttaga
   199021 tgactttgcc cccaagatga tcatttcagt tttaaattgc atgaataaaa 
tccttatatt
   199081 gagtttgatt aactaaaggg acacccacga atagcgagta gtcttcattt 
agtgattgaa



   199141 taggttgatt gatacgtaac gactgcatca cagcagcatg agaaaactta 
aggcgttttg
   199201 gcacttcatc ttttgaagat gaaagcattg ctaccagttc atcactggca 
ataatttttg
   199261 agaattgacg aatatatttg ccgaactgat gtttcataat ttcgattgat 
ttatcaaaat
   199321 taatcacgga ttgcttttta acgatttcag gtttttctgg tgaaatcatt 
tcttgagtaa
   199381 gttctttagc aagccattca aaacatgggt aagccccaat gaaatatgag 
cttggattga
   199441 gtaaaacatc aaaagggatg aagcggtcag aacctttaaa ttcgacctct 
gcacgagtcc
   199501 aaaggcttag tacatcacct tcctttttgc cacgttcata aatacggcag 
aatttaccgc
   199561 tatcacggtt gccaatattg agggttctac ctttaccgtt tggacgcttc 
caagcacctt
   199621 tatgctctac attaggttca cgaccaccac accagaaacc atcaatattg 
tcccatgaat
   199681 cagctaaatc aactgttaag tgattgcctt cgaaatcatc atgagcaagg 
tcaattctat
   199741 taagcttagg acgtttacat ccacgcatta agaatttata aagttgtgat 
tcccaacctt
   199801 tacgagctaa ggcacaacca gtaccgttga tttgtacaga aatctttttg 
ttagcatgac
   199861 catataagac catgcccaaa ttatcttgta attcgtatga gcaagtatgg 
aaatgcatac
   199921 ctttgtcacg tttaacggca agtccaaagc caaagatttc aaaaagaatc 
tgatccagcc
   199981 atgtttcaat cgcttcagta agcgattcgt caacttcctc tggttcaagg 
aatgcatatt
   200041 tttcgccaaa ggtttcttga ccaaaactaa aagtcaccca atcaacagca 
gctatgccat
   200101 gaatatcgca tggaactgaa tgtaatactg gcaatacgcc atcttcagtt 
ttaattaatt
   200161 tctgattatc gagatttcta gggaaagtga actcttcaga tgccatgcga 
gaattcgtta
   200221 cccccatctt ataaaagggg gtgatttctg ccgtattttt acgtgtattg 
atcatttttt
   200281 attcttcccc gtaagcgtct tgaaattcgc tatttgcttt tttataagtt 
tctaaatggg
   200341 catcaataaa tgagtagtca tagccatatt cagatgcaac aaatgccaga 
tgttctaaac
   200401 attgctgagt atttaaagct gggactagac aatccagtac agaaacgcca 
tgctgagaga
   200461 tgatgcgagt tacttcattg aaggcagctt gcgtaaaact gacttgatct 
tgaaaaataa
   200521 tttttgaatt cacggggata ccttcatgtc tatgctgatt ggcattttct 
tattggtaat
   200581 aattgctgtt gctgttatga atgttttaaa gaaaggggaa acaaaaaggg 
gaacgcgcaa
   200641 tccgatcaaa ggaaagcgga ttattacaat gaatgaacaa ccaacatttt 
taaagttaag
   200701 agaagcatta ccagaacaca ttattttggc acaagttgca ttcagtgctt 
ttatgacagc



   200761 acagggatat acaacacgta atttatttaa tcgtaaagta gctgattttg 
tagtgcttga
   200821 taaatctttc aatattattg caattgttga attagatgat tcaagccata 
aaggaaaaga
   200881 gcatactgat gctgaaagag acgctttaat caatgaggca ggttttaagg 
taattcggta
   200941 taaacgaact ccagaaactg aacaggtaca tttagatttt ggcattacta 
acatatcaac
   201001 cactctaccc cctattccag aaactaaaac gaaatttgta tcggattcaa 
ttattgttga
   201061 aagggatgat ctatcagttc aaacacccga attaaagtag aacatttttc 
taagtgttga
   201121 agattcatgc ctctattcga ctgcactaaa ccatggagtc aagatacaag 
cggaatgatg
   201181 tgaaaaatgt tgtacattca atgtgtaaac atagggaaca agaatcaatg 
tgtattgtgg
   201241 ctttagcatg gcatgttctg gatgatatgc ccttgtgtct gatttcaaat 
cgtgatgaat
   201301 tttatcatcg accaaccgca ttgttgcatc aatgggaaca tacgccaatc 
attgcagggc
   201361 aagacttaca gtcgggtggt acttggatgg gtgttacgcc gcagggccga 
tgggctgtgt
   201421 taaccaattt ccgtgatgga cgtgataaaa aacaatatga gacctctcgt 
ggtcatttgg
   201481 ttcaggcttt tttagagtct gatttgttac cgattcgctt tgctcagcaa 
ttagaacaac
   201541 agcaacagaa ctttgctggt tttaacctgt ttatgggaac tgctgatcag 
gcggtctata
   201601 taagtaaccg cggtgaggct cctcaagtat tagccaacgg cgtatatgtg 
gtttcgaatg
   201661 gtttaatgtc cgatcactgg gaaaaaacca gacatttacg tacacgtttt 
acgcaagagt
   201721 tcctgcctat gcatcagcac aaaacagaag agttaagttt gcagcatgca 
gcgtgggata
   201781 ttttagaaga tgagcgtaag gtcaccacag cattgttgcc aaacacgggc 
attcagccgg
   201841 aaatggaaga attattgtca tcgactttta ttcaaagccc cgtatatgga 
acacggtgtt
   201901 cgaatttttt aagaatgacc aataatgaat ggatatggtt ggaaaagacc 
cagcaaggtg
   201961 aacatagtgg tcaaattgtg cagcaacagg tgcttttaaa ccgttagaaa 
aatgccgatc
   202021 aagtgatcgg catttttttg ggtaaatcaa ttaaccgaca ataacgccac 
catctttacg
   202081 ggtaatcaca acagttgctg agcgtgggcg cgcagtttta ttgcttgggt 
ctttttgtgt
   202141 ggcaggccag ttactttctg gtttcgcgta acttggtgaa tcttcaccag 
ggtgctgaac
   202201 attaatgaaa attgctttgt agtcaggagt catggcaata ccagtaattt 
cacattgctt
   202261 tggtccgact aagaaacgac gtaatgttgc gtctgtaact ttggcacctg 
ttatggtctg
   202321 ctgaccattt gaagttgttg ctgtactacc atcaccgatt tgacccggca 
gagctgcaag



   202381 catcatacag ttagtaacat cagtgtaagc gccgtcatcg gtttcaatcc 
agagaacacc
   202441 gcgtgggtca aaccacatac catccggaga tgaaaaatca ttgttatctg 
ttaagccgga
   202501 taagttgatg tttgaagcca ttgctgcttc tgcgccaaat aaatagatat 
cccatttgaa
   202561 ggtttcagca gtcgttttat catcagtttc tttaaaacgg ataatatgac 
cgtttacgtt
   202621 tcctttttgt tcttttgtgc ctgcatatag gtctgtgtag ttacgtgggt 
tagctgcatc
   202681 agttgcatag tctttaccac gatttgagtt attggtgagt gtgacataaa 
tttcaccatt
   202741 taatggattg accgtacacc attctgggcg gtccattttt gtagcgccta 
cagaatctgc
   202801 tgctaagcgt gcaaatgtaa caacgtctgc ctgtgactta aacgggtagg 
tggtgttgct
   202861 ttcatttaag ccatttttgc cataagcaag ttcaatccat tgacctgaac 
catcgttatt
   202921 aaacttagca acatacaatt tgcctgcatt catgtatttg tcgccagctg 
tataaccacc
   202981 gtttatatct ttggtgtccc acacagcggt tgaaacgaat ttatagatgt 
attcaccacg
   203041 agagtcatca cccatataaa atgctaatgg ttgacctact acggcacggc 
aagcactgtc
   203101 ttcatgtgcg aaacggccta atgaagtacg tttaaccgga ttttggcgtc 
catcaaatgg
   203161 atcaatctca accatccagc caaatgtatt tggcccattt cggtaatctt 
gggtagcttg
   203221 agctgctttt acatcggcat tccagcgatc atacaagtct tgtgactcta 
cttgaccaat
   203281 tgctgtttcc cagccgtaac gcgaacttgt gcctaaataa atttgtcgcc 
cttgttcatc
   203341 aacgttaggg attaactcac catttttatc ttttaagtaa atgatcttgc 
catctttatc
   203401 ttttttaggt gcaccttttt catctttctc atacagataa ggttcatctt 
ttttaacgcc
   203461 taaaccataa cgttttaatg caattttttc tgcatctgta cgtgcatatt 
catcgctacc
   203521 cgaacgttgg aaataaccaa taaagttttc ttcagtggtt aaataagtgc 
cccaaggtgt
   203581 ataaccgtta ccgcagttat tatgagtgcc acgtgtttga cgtccagcag 
gtgagaagcg
   203641 agttgcaagc aggcttgaac ccgctgcagc acctgcaaac tccataactg 
tagaagctgt
   203701 aatacgacga ttaaaaatag aatttttaac aatttctact ttttgagtgg 
ttggatcttt
   203761 tttaatatga actacagaaa ccccatgtgc attggtttca cgaatgactt 
catcttcagg
   203821 gcgacgtcca tccacttttg taggaccttt gggatgaagg aaggtctgat 
taatatattc
   203881 gtgattcatc accaacaaac cttgtgctga cacagtctcg tcaaagcggt 
ttgttgatgt
   203941 gtttaagcca aaataatgca tgccgtcatg gcagtcgcca gagcgaaact 
ggaagcttgg



   204001 gccagatgga atattattgt cgtcccaatc tccaactctt ggattgattg 
agtcacctaa
   204061 agcgtagata acattggctt cataaccttc aggtacagtc acaatatcat 
ttaaattttt
   204121 agctacgggc gtaaaagtga gtttttccgg ttttttattt gggtctacag 
gtgtggttcc
   204181 accattatta gagccagagt catcatcgtt atcattacag ccagttaaag 
tagaagctaa
   204241 agtcagtgct actgcaccgc ttgctgcttt ggtgattaaa ctacgacgac 
tgatgtgttg
   204301 ttctaaaatg tcacgaaagt ggatattgtc agaagtatta ttgtccaatt 
cttggtcttc
   204361 atgatatggc gtcagctctg tcatgggaaa ttcctaagtt aataaagaga 
ttgttctaaa
   204421 agtcttcatg agcttagttt gtgaatgtga cgaggctttg acgttttgat 
gataagttaa
   204481 tgaaatattt gaccgtttag tgaaaggttg aaggaatttt atttttttaa 
tgagacttta
   204541 aaaataaaag aaacctgcat aaagcaggcc tcttttatag tgttgaaaga 
aatcatttct
   204601 tcacaacaga tggtgcaatt gggtcggcag tgatatagcc aactgctgct 
gcaaatttat
   204661 tactgtaatt tgtattaatt gcagtatcaa tttgagcgag taaatctgcg 
ctaataccag
   204721 tacgaacacc atctttttct ttgtagaaac ggttccattc gtcacctgga 
tgctggaagt
   204781 tactcatgat gtaagtccaa ccgtttacct cgtcgactgc atgtagaccc 
gtcgattcag
   204841 cacctgccgg tgtagataaa atacggatga gctgtttggt atcaacgtta 
taagcccata
   204901 agaagttatt taagtggtta ccagagtctt caccgataaa taaagtgcga 
agcttttctg
   204961 agaacttcaa gttatcaggg ctagcaattt gctctgggtc agcggtgttc 
cctaagctgt
   205021 caaagctaat atctttacct ttaatgagaa ggttagattg gctaggtacc 
cactcactat
   205081 tgattgcaac atttgagctg tctttctgtc caccagttaa tgtgtgctcc 
aaaataccac
   205141 cagcagtgat tttcgggaat ttaacgttgt gctcagcaag ataaccgcta 
ccaccttcaa
   205201 ccattgagtc gacaatatta gctaaagctg aataagcttt tttatctgca 
atattgactg
   205261 ttgtgccttc atttttggtc aatgccattg aagcacccat gtaagcagca 
taacggtgtg
   205321 tttcaaggaa agccgctgca agtttagttc tgtcgctatt atctttaagc 
ttgagatata
   205381 cgccagtttt acttaaataa gtaaatttaa aaccttgagc ttccaattct 
gctttttggg
   205441 cagtttgttg tagttttaaa cgctcttttg cagctttggc taaagcttgt 
tgttcaggag
   205501 tacctttgtc gcctgcatca atagcctctt tctctgctgt tgttgcatcg 
cttggatatt
   205561 tagcaatttg tagaactgac tcaaaaatat cagttccttt aatgccgctc 
ttgatgaggt



   205621 tttcaatctc ggcacttgtt gcatgaccaa gtctgatcca agaaatctga 
ccagtcgttg
   205681 tatcactaag tactgttgta tattttgcaa cgtagagtgt acctgcagat 
aaatctttct
   205741 ccttatctgc aacgaacata aatagtccgc cgttggtata gtcatcaccc 
attaacacag
   205801 tgcggttatc aggaaaaacc tgtacaagtt cgtgtgaaat acggcctaaa 
caatagtgct
   205861 ttgtaacgcg accagtgcca tctgcattta cggtaatttc tggcaagtgg 
ccatagttat
   205921 atggattggc aatgttttca tcgccatata tatttttact gaaggcttta 
agtgttgaaa
   205981 gtgattgacc taatttttgg tcaaaagcat ctggttcgta ttcttcacta 
gaaagatgag
   206041 ttccccatgg agataaactt gcaccacaag taatccatag cccatgtgca 
cttgaagtat
   206101 caacgttatg gtatttaatt aaagttaagt gacctgtctt tggatcttga 
tctaaagtta
   206161 agacagcaat cggagatgat aatttaccgt aagtatcacc accattttgg 
tcttttgata
   206221 gatattcaaa ttggaccaca tggaacactg ggttaccggt tacacctaat 
gcttttttgt
   206281 cagcatctgt gaaatctttg cctgttgctt gtttgaaact aatgagagaa 
ctaccatctg
   206341 ggcagtcaga gaagaattga cgttctttac ctgcaactga tttatcaata 
attggcttat
   206401 tattaatatc gtaataacca cccgcgatga cttttcctcc tttaccatca 
ggcacttctg
   206461 tacctgttaa gaagaatggt ttgtaagcga gttggtattc tgttttgctg 
ccgtcttccc
   206521 atgaaatagc aagttttgat gcacatgctg ttgtggcaat atctgctacc 
gttgaaggag
   206581 ctggcattga agtgaacgtt gcattcttaa agttaattgg ctttgacgga 
gtgacaatag
   206641 atgagtcgtt atcgctatcg ttacaacctg ctaacgttgc tgccgtagcc 
atcgcaccta
   206701 atggaagaaa agggatcccc gtaaaccatt ttaaaatatc gcgacgtgtt 
gggtggttag
   206761 aagcagtggt cataataaat ccgtaacttt tgtgtgtata tttgttgagt 
cgattctatg
   206821 gattgaaaat gacacttttc ttacattttt aagtcacttt gaagacagtt 
tattgctttg
   206881 tagattaaaa agcgttctac ataaaaaaag cctgaactta gaagttcagg 
cttttatata
   206941 ttatttttat tcagcagaat gggtttttct cttttcaaga attttgccga 
agagtaaacc
   207001 tatttcgaaa agtagccaca ttggaattgc tagcatcacc atcgaaatcg 
catcgggtgg
   207061 ggtaataaac atcgctacaa agaagcatcc tacaataata aaacgtcgtt 
tttcagcaag
   207121 gctttgcgta tttaccacac caatcaaaat gagtagcaag gtcgcgatag 
gaatttcaaa
   207181 agtgacacca aacaccaaaa atagctttaa gcagaagctt aaataactat 
taatgtcggt



   207241 cattggggct actgtttcag gtgaaacgct aataaagaaa tgtaatatgg 
caggcagggt
   207301 aatgtaataa gcaaaagcga cacctgcata aaataaaata atactaccaa 
tcagtaacgg
   207361 cagcgctaaa tgacgctctt tttgataaag cgccgggcga acaaaagacc 
atatttcata
   207421 aagaataaat ggcattgcca gcatgagcgc aacaaataaa ttaagtttaa 
atggcgccat
   207481 aaaggttgct gtaacatccg ttgcaatcat ggaagatgag gcaggaagtt 
gtaaccttag
   207541 aggctcagat aataattgat aagtatgatt tcgaaagggc aataaacaaa 
aaaataagaa
   207601 taatgttacc cctacaatcc taaataaatg acgtcttaaa accaccaaat 
gattcatgat
   207661 tggcatttgg tctaggtttt cttgactatt tacagcggtt gaaggcagtt 
ggttcatacg
   207721 gcaatcttca attcaacagg agatgtttct gaaatatcag tttgaggagc 
caaaggcgta
   207781 actttagtca gatacggcac tttgtaatgg cccgatatag gagtacattt 
ccgaataggc
   207841 ttttgtgttg ttttagctgt ttcagttgtt tctaaagttt ctgaaacctg 
ctgtttttgt
   207901 atttcttcaa gctgttgttg tactttacgt tctaatgctt caatgcggtt 
aagttcctct
   207961 tgcatttctt tgcggaactc agacagacgt agctcctgat caatctcgtt 
ttgcagattc
   208021 gtaatatagc gttttagtcg aacataccag cgacctgcaa agcgtgcagc 
ttccggaagc
   208081 ttctctggac ctaaaactaa aattgcaata attgcaaaac agagtaactc 
tgtcattcct
   208141 acatcaagca tgggtcaaac ctttagcttt tcactgatgt gctttcagat 
gttttaactt
   208201 gtgcatcaat tgtacgaggg ctatttaaag atgcagcttc gtcttcttca 
cgaactgact
   208261 ttttaaaatc tcttactgca ccgcctacat ctttaccgat attttttagc 
ttagatgtac
   208321 cgaacaataa aataacgaca attgcgaaaa taacgacatg ccaaatagat 
aaaccagcca
   208381 tgattttata cctcttttta gttcgcttta tatcaacagg ttgccatgac 
aggaatgtga
   208441 catttatatt tcatttttaa gacaatattt ataagtagac acttatgacc 
agatttttaa
   208501 ggatattttt tgggaggatt tttaaatttt atcgagcttc gttcttagac 
gaatttactt
   208561 gaaatagatc atacatttca aaatcaaaag gtgtagcata acaagctgat 
tttgacgagc
   208621 gagaggagag agcgtggcat tattactgcc tgtattggca tttatcacag 
gacttctact
   208681 tgctcagacc tccatttcag aaaccgtaaa acctattctc tcagcttggc 
ttgcacgact
   208741 cttgattccg attgtgatta tttacaacat ggtcttttat caatcgggaa 
gcttgagctt
   208801 aatgcttttt agttttggtt cggcattcat tattttcttt gcttatttgg 
ctttgttcaa



   208861 agaccgctta ttggcgcttt gcgtaagtta taccaacatg ggatggcttg 
gttttccttt
   208921 tgctatggct ttatttggcc ctgaagcaac tgctccaatt gttgctttat 
atattggaat
   208981 gtcacttttt ggcaatgctt gggctgtgac tgccgttact acggcaccgc 
aaagtaagct
   209041 caatatatta aaaaaggttt taacttctcc gccttgtata tcgatattct 
gtgctgttgt
   209101 gctcagactt ttaggggccc aacatatcga aagccctgct atacattggg 
tttatgaggt
   209161 tgctaaattt gcaatgactt ttgcaggtat gtgtgtgctt ggaatgtggc 
tgcgccgtac
   209221 cagagtttat acaaaagatt taatttacag tacaaaagct caagcattta 
aagtggcctg
   209281 tggatttgta ctttgtggat taagttatag atttttaccg attccaaata 
taagtcagca
   209341 aattggagta atgtttttaa tgttctgtct gccgccagca gccaatattg 
tagctctaga
   209401 aactcattat caagggacgg gtagatctgc tgcttatatc gcttcaggga 
cgattgtgag
   209461 ttgtgtgtgt attgcgattt atgcgatgtt tttacatgta gcattataat 
taattttaaa
   209521 ttttcttccc cacatttact tgtgcgaagg cggcatggat gccgccagtt 
agactgtggc
   209581 acagggaagt gccatcagtc taacaaaaga tttttgctta cttttcatct 
ttgaaaagta
   209641 aggttcgcct atacaaagtt taatctgttt taacgctgta tagtttggcc 
gtgtgatcag
   209701 cctacttctg caggctctct ctaaataact gcatcgcttg tccacgatga 
ctaatcttat
   209761 ttttttcttc tttagacaac tcagcactag aaacttgaag ctctggtaac 
cagaacagtg
   209821 ggtcatagcc aaaaccattt tcaccacgtg gcgcttctaa aatttcacca 
tgccagatgc
   209881 cttggaaaat ttgtggcaat ggatcttccg catgagtcac taaagcaagt 
acgcacacaa
   209941 acataccttc aatcgcttca ccatttttac gaaatggcaa aaggtcattt 
aataatttgg
   210001 cattattcgc tgaatcgtca ccatgttctc cagcataacg tgctgaataa 
ataccaggtg
   210061 cacctcctaa aaccggaaca caaataccgg agtcatcagc catagcaggt 
ttccctgaaa
   210121 ttttagaggc atgacgcgct ttaataatgg cattttcaat aaagcttaag 
ccgtcttcaa
   210181 tggcatcggg aatatttagg cgaccctgag gaataatttc tacaggcaac 
ttgagctgtt
   210241 caaaaagttt ttcaaactct gcgactttac ctttgttgtt acttgcaagg 
actaaagaac
   210301 cctgatcaaa ccaatgtggg gtagacataa gataaccaaa ctttataacc 
aatattgaac
   210361 gtgagctatg ttacgtgttt tttgaaaggg gatatagagc aaaacaaata 
gaatataaaa
   210421 ttagaagctt aaaaaactaa aaccacctta tagatgatat aaggtggttt 
tagtcgagta



   210481 agtataagct ggattattat tgtgcttgaa tccatttatc cgcgcggtca 
cgtgccatac
   210541 ggatttgctc ttgagttaag tttgcagcaa gagccgtctt tttaccttca 
gataagctaa
   210601 tcactttatt gtcgagcatg ccatcacgag ttgaaagttc ataccactgg 
taagcaccta
   210661 cgtagttttt cttttgctct tccatcatcg caaggttgta gcttgcacgg 
ttatcgccgt
   210721 tacttgccgc tttttcgaaa tatttacgag ccatagcttc gtctttctta 
acgccaatac
   210781 catcagcata catacggcca acatttaatt gcgcaggtga aagaccttga 
tcagcagcag
   210841 ctttaaacca tgcaaatgct tgtttatcgt cttttgctac atctttgccg 
tattgataac
   210901 gtgtaccaag ataaaactgt gctccagctt gacccgcttg agccgctttt 
tgaaggtcat
   210961 gaatccccat tgtggagaag cgcgcagctt ggctcgcaac cgattgtggc 
tgggcgatat
   211021 aatctgcatg agcctgcata cttagcagtc ctgcaattag tgtgctaaat 
aatgtctttt
   211081 tcatagtgca ctcactcgat aaatagcgac ttcaccaaac aaattcggaa 
catgtttgct
   211141 taacaggctt ccctgctggt ttccattgac ggcgagtcga ttaataattt 
gtatttgatt
   211201 ttccgcacat agtgcttcga aatctttaaa cgtacataaa tgaatgttgg 
gggtgttata
   211261 ccacatatat ggtagagcat ccgatacagg catcatccct tttaatgcta 
gaaaagagcg
   211321 agtcttccag tgtgcaaagt ttggaaaagt gataatggcc tgtttaccca 
cacgcaccat
   211381 gtctcttaat aaaacatcgg gtgcatctac ggcttgcaaa gcctgtgcca 
taaccacata
   211441 gtcaaaagac tggtcggcaa aacggcttaa accgagattc aaatcttgtt 
gaataatatt
   211501 taacccgcga ctgacggcaa ttgcaatctt ttcttgatca atttctaaac 
cataagcacg
   211561 aatttgatgc ttttggctca tatgagcgag taattcaccg tcaccacacc 
ctaaatcgag
   211621 tacgctagag ccgggtttaa tccacttttc tgccagttgt tgatcaatac 
gcattagctt
   211681 gcctccagtg atgtcgattt taaatgttct tcaccgccta agaaagcgcg 
cagtgttttg
   211741 acatacagtg gaatcgggaa taagaacgag tcatgacctt gttcagcatc 
aatatcaaga
   211801 taacttaccg gtttatgatt ggtaatgagt gcatctacaa tttcttgtga 
gcggcttggt
   211861 gcaaaacgcc agtcagtggt gaatgagaca atcaggaact ggcatttggt 
tttactcatc
   211921 gcttctgtaa gcgagtggcc atactcacgc gatggatcaa aataatccaa 
agctttggtc
   211981 ataatgagat aagtattggc atcaaagtta cgactgaact gttcaccttg 
ataacggaga
   212041 taactttcga cctgaaactc gacatcaaaa ccgtacataa acttgccgga 
ttttaaatca



   212101 cgaccaaatt tttgtttcat ggcttcttca gaaagataag taatatggcc 
aaccatacga
   212161 gccaaaatta gaccacgctt cggatagcta tcattttcca aataacggcc 
atgatggaag
   212221 tctgggtcgg acaagatgga ctgacgtgcc acttcgttaa acgcaatatt 
ttgtgctgaa
   212281 agctttggcg cactggcaat aacgacacat ttttgtaaac ggtcagggta 
gtctaccgac
   212341 cattgtaacg cctgcatgcc acccaaagaa ccgccgacca ccgcatacca 
gacacttatt
   212401 cctaagcggt cagaaagcat ggcttgagtt ttgacccagt cacggaccgt 
tactaacggg
   212461 aaatctggac catacgggcg attgtcattt tcaggatttg gtgaagttgg 
accggttgat
   212521 ccactacatc cgccaatatt attaagcgca actacaaaaa atttatttgt 
gtcgattgcc
   212581 ttgcccgggc caatacagct atcccaccat ccagcttttt tatcatcttc 
atggtgataa
   212641 cccgctgcat gatgatgtcc ggaaagggca tggcagatta aaatcgcatt 
tgatttatct
   212701 gcatttaaag tgccgtaagt ttcaaccatt aactcaaagc gcggtaaaac 
acggccacat
   212761 tcaagatgta agggttcttc aaattggaac ttttgcggag tgactaaccc 
cactgagtca
   212821 gctggaaaag acacgggaac atttcgcctt ttaaatcttt caggaataaa 
aagaaaggat
   212881 accaagctag gtatcctttc caaagtcttt tttttaatta aacagcggcg 
gcaacaacct
   212941 gatctgtact taaaacacct tgatcaatca aacggttggt acatgcaata 
atagcttcaa
   213001 tagatgaagt gactgtattg tcgtgaaccc ctgcaccaaa tgagcctctg 
cctgtacctt
   213061 tcacttgaag ttcaattaag gttaatgctt tggcatttgc acctgaacta 
atactgcgtt
   213121 cttcgtagtt caatacatca attggtaatt gaagtgcatt taagaatgca 
gagataggac
   213181 cattaccttc gccacgtaat tgttgagttt caccttcaac atcaatctca 
agttcaataa
   213241 tttgagtacc attaatgtca gataacttat agtttttgac cgtgtaatgg 
tggtttttca
   213301 cttcaacata cgtgtcttta aataaggtcc agatttgttt agcgctaatc 
tctgtaccat
   213361 tctcatcagt atattgttga acaacttgac taaattcgat ttgtaaacga 
cgaggcaata
   213421 caacgttata gtttgattct aataagtaag cgataccgcc tttaccagac 
tgactattca
   213481 cacgaatgac agcatcatag tcgcggccca aatcttttgg gtcgattggt 
aagtaaggca
   213541 tatcccagat ttcttcgttt ttctggtatt caaagccttt tttgattgcg 
tcctgatgcg
   213601 aaccagagaa tgcagtaaat accaagtcac ctgcatatgg atgacgaggg 
tgtacaggta
   213661 aaccagtaca ttcttcaacc gttgcaatga cttcattaat attagagaaa 
tctaattctg



   213721 gtgctacacc ttgggtgtac atgttcaatg cgatagcagc aacgtcaacg 
ttaccggtac
   213781 gttcgccgtt accaaatacg cagccttcca cacggtcggc acctgccata 
atggcaagtt
   213841 ctgatgcagc aataccacag ccacggtcat tgtgacagtg aacagaaata 
atgacgccat
   213901 cacgacgtgc caaattacga tgcatccatt cgatttggtc tgcataaaca 
tttggtgtgg
   213961 aaacttcgac agtcgcaggt aagttcaaaa taactttatg atctgggcgt 
gcatcccaaa
   214021 tttctgtaac cgcatcacag acttcttttg ctacttctaa ttcagttgca 
gagaagcatt
   214081 ctgggctata ctggaaaatc caatcagttt caggatattg cgcagcatat 
tctttcactt
   214141 tctgagctgc attcaccgcc aactgttttg caccatttac atctacattc 
aacacttttt
   214201 gacggaaggt tggagagtta gagttataaa tatgcacaat tgcgcgctta 
gcacctgcta
   214261 aagcttcgaa agtacgctca attaaatggt cacgtgcctg aaccaatact 
tcaatgtata
   214321 catcatcagg aatatgattt tcttcgatca acatacgagt aaaatcgaag 
tcaatttgag
   214381 acgcagaagg gaagccgatt tcaatatgtt taaaaccgat ttttacaagc 
attttgaaca
   214441 ttttgaactt ttgttccatg ttcatcggtt caaaaattgc ttggttacca 
tcacgtaaat
   214501 ccgtgctcat ccagattggc gcttttgtaa tttcattatt tggccattgg 
cgatctggta
   214561 aatcgactcg ctggtacata cggcggtatt ttttgctagg gtcagccaac 
atcatgagaa
   214621 aactccttat ctcgtagcac ggttgcgtca agtatcgtgt gaaaggcaac 
gtctacagtt
   214681 atatatggta tctaatacag aaaaattaaa gggaatttga aaaggtctgc 
tctaaaatac
   214741 agacaaaaat ttatacgcgc gcgaggcgca gcatcaggag ttcgagatga 
tgtcttgctt
   214801 gagtaggctg ggcaaacaag tgattcgttt tcatctatag accatgtaat 
agtaagtttg
   214861 gtggtttgct aatatgctta ttgtttagat atatcacatc taaacaatga 
ttacacgttg
   214921 tgcaaaagtc ttatacacat tttaatttta gtgttcagaa aataattttc 
taattttgca
   214981 ttgttctata ttttatcgaa aataattttc attattttgc cttattgaga 
taaaaataat
   215041 tgattagact aaataaggca aaaataaata gagttatagt tcagcccact 
tacgcatcaa
   215101 gttatggtaa aggttggtca gtttaatgac ttcgctatga ttgtcaccta 
gctgcattct
   215161 taggttttgt actgtttgat ctaggttaaa aagcatatgt cgttcggcat 
catcacgcac
   215221 catactttgc acccagaaaa aagaagcaat acgacagcca gaagtaattg 
ctgtcacttc
   215281 atgcaaactg gtagatggat ataaaatcat atctcctgct ggaagtttga 
cttcgtgata



   215341 accataagtg tcttctacga ccagatcacc accttcatat tcttcaggtt 
cgcttaaaaa
   215401 taaagtacat gacaaatcgg ttctaagtcg ttcgtttgta ccacgtatac 
gacggataga
   215461 gttgtctaca tgaaaaccaa aagactcctg attttcataa cgattaaaca 
ggggagggat
   215521 aatatcaagt ggtattgcag cagataaaaa taatgggtga gtgcctaatg 
cctcaagaat
   215581 aatattactc agatggtgag taagcggatg atcttcaggt aattgctgat 
tgcgttttac
   215641 agttgcagag agtgtaccag cggttacttt gccattgacc cattcaattt 
tgtccatttc
   215701 attacgaaaa tattggacct gttctttact caatacattg ggaatatggt 
ggatcacggt
   215761 gatacctgcg agtaataata gtagaaaatt aaaatagcct ctaacaagag 
aggctatttt
   215821 atatcagaaa ccataaaaat attatgggat tctaagttaa cttagtattt 
aaagttaact
   215881 gctagaactg cactacggcc ttctgcttct gttgcatagt gagaagcgta 
agctttagtg
   215941 aaatagcgct tatcagatag gttgttgata tttaattgaa gatcaacatt 
tttatttacg
   216001 ttgtaacgtg ccatcgcatc gtaacgtacg taagatggaa cccatttagt 
atttgctaca
   216061 tcaccatata ctttgtcaga gtaaacagcg ccagcgccta ccgtcaattg 
tggaagtact
   216121 ttataggtag tccataacgt agcagcttgc ttaggtacgt ttggcatttg 
gttgccatta
   216181 taaatggatt ggtcagtaca ttttccgcta cggcaagatt taccattttt 
ggttagttca
   216241 ctgtctaaat aagtgtagcc agctgaaatg ttccatttat cagtaatttc 
accatttaag
   216301 cctaattcaa aaccatcaac tttactttca cctacatttg cataagtagt 
tgggtcgatt
   216361 tgtacacgtg tattttgttt ttcagtacgg aaaatagcag ctgttaaatt 
taggtggtta
   216421 tctaggaaat cccatttcgt accgatttca aatgtttgtg cctcttcggg 
atcaatcatt
   216481 tgattattgg cattaattgt ttcgctatta tccccccaac ctgcatttaa 
gccgactgga
   216541 ctagctgagg ttgcatagct tgtataaatt gagccattct ctgttggttt 
aaatgtaatg
   216601 cccgcttgat aggtcacgaa atctgaatta ttttttgctg tataggccgc 
tgcactagaa
   216661 gtagctaaga agttttgttc agcttcaaac ttatcccaac gcaggccaag 
atctaataac
   216721 cattttggtg tgatttcaat attgtcgagt aagtagacag aagtactttc 
tacagttgca
   216781 tcaaagtctg ggcgtgcttg taaacggtca acaaatggct tttgagttgg 
accattgagc
   216841 gaagtacacc aatttgttga taagtctgaa caatcgctat agaagccagt 
actagaaaca
   216901 ttacctttgg catcaataat gttatagccg cctttatcag ttttttgttt 
gctgtactct



   216961 gctcctacat taaatctgtg ctttaagaag ccagtatcaa atttacctgt 
aagtgctaat
   217021 tgatcggtaa atgtctcact atctgtaata gctgagttca aacgatgcca 
aacaagacct
   217081 ttgccaacat taccttttga gtcatctggg tttgtccaga cataatcatt 
ttttgatttg
   217141 gcatacatgg ccgtattagt aatagttata ttgtcggtaa ggtcgtgttc 
taatttaatt
   217201 gtaccgatgt gattttcttg cttttgaaaa tctcgatctt tccagccgta 
atatgtacct
   217261 tgtttgactt cagccggttt accttgagct tttccaagag atgaatccca 
ataaggaata
   217321 cctgaatcag gtttatcatc agtttgtaaa taatagtagc tcaaagttgc 
acgtgtcggt
   217381 gtatctaagc caaaagtaat acttggtgca ataccaacac gtttatattc 
agccccatta
   217441 ctttggccag ccttttcatt ttgatgtccc aaaacagcta cacgtgctgc 
aatgccattt
   217501 ccaaagtctt tattaccatc taaagtgata cgttggtagt tatcagtacc 
agcggctact
   217561 gagccttcta gaaaatcacc ctttttagct accttggaaa tcatattgat 
gctgccacca
   217621 actgaacctg caccacccat tgctgatgca gaacctttgg ttacctctac 
ttgctcgacc
   217681 gcaaacattt cacggttttg tgaggtagag ttgcggatac catcaatata 
catagagctt
   217741 tctgaactat aaccacggat gaaaggtcga tcaccattcg gattaccgcc 
ttcacctgca
   217801 cctaaagtaa tgccaggaac agtacgcaat gcatctgcta aagttgttac 
ttttgtatct
   217861 tctataagtt gttttgagat aactgatact gatttaggag tatctagaag 
gggagcaaca
   217921 aatttagagt ttgctgattg atcaaccttt aaagattctt cttgagtcgc 
tttagtatgg
   217981 atagttggta attgcgaaac tgcttcttgc gccatcgcag ttgttgctat 
catcgagagc
   218041 gatgaggcga ttgcagagga aacaattttt ttacgtgttc taatcaatga 
catgactttc
   218101 aggacttaaa tataaacgtt atgcgaataa taataattct tatttatatg 
tacagtttgt
   218161 gttaattgga tttgccgata gaattatgaa ggaaatgtga aagttttaat 
cacttttagt
   218221 tgcaaattgg ccctaattat ttgattaaac ttaactgttt ggaaaatcga 
taactttatt
   218281 aaaattaatt gtaattttag atttgtaaag aatagttaaa aaattacttt 
tgcttaacgt
   218341 tgcattaaaa aaaattaaaa aatcataaaa ttactgtgaa atttcctaaa 
aatacgtcct
   218401 tcaattttat gatctgatcg gttaattttg tatatcttga aagttgtcat 
ataatacagc
   218461 acttttttaa aaactgttcc tactaactaa tttttatcga ggaagccatg 
caagtaacga
   218521 ctgaagcggt ttcgggcgtt gcccgtcgtt taaatgtttc tgtaccgacg 
agccgtatta



   218581 acgagcaatt tgaagctcgt ttgaagcgca ctgccaaaac tgtgaagatc 
aacggcttcc
   218641 gtccgggcaa agtacctgca aacgttgttc gccgcgaata cggtgcaagt 
atttatcaag
   218701 aagttgtgaa tgacatcatt cgtgacagcg tatttgaagc aattcaacaa 
gaaaaaatca
   218761 atgcggtagg tatgccgaac attgagaaag ttgaacataa agaagatgct 
ttagtttttg
   218821 aagcaactgt agaagtttat cctgaagttg aagtaaaagc atttgacggt 
ttggaagttg
   218881 aacgtaaaac agctgaaatt aaagacgctg acgttgacac catgatcgaa 
aacttgcaaa
   218941 agcaacgtca aacttgggct gtaaccaagg gtatggcgaa aaaagacatg 
caagtgactt
   219001 ttgactttga aggttctatc gacggtgaga agttcgaagg cggttctgct 
gaagacttta
   219061 aacttgtgtt aggttcaggc cgtatgattc ctggcttcga agacggtatc 
attggcatga
   219121 aagctggtga agagaaagtt attgatgtaa ctttccctga agattaccaa 
gctgaaaact
   219181 tagcgggtaa agcagctcag ttcaaaatca ctgtgaagca agttgaaaag 
cctaaacttc
   219241 cagagattga tgctgaattc ttaaaaatct tcggtgtttc tgaagaagaa 
ggcattgaaa
   219301 aattaaaagc tgacgttcgt aaaaacatgg aacgtgaagt tcgcaatggt 
ttacgtaacc
   219361 aagttaaaca agctgcattt gatgctcttg ttgctgctaa cgaaattgaa 
gttccagctg
   219421 caatggttgc tcaagaaatt gaccgtcaac gtcaacaaat ggttcaacag 
ttcactcaac
   219481 aatttggtgg tgcaggcgcg caatcttttg acaagagcat gcttcctgac 
gaattgttca
   219541 aagaacaagc agaacgttct gttaagcttg gcgtattggt aagcaaagta 
ttagctgatg
   219601 ctaaacttga agttgaccaa gcacgtgttg atgcttacat cgacgacatg 
gcttcttctt
   219661 atgaagatcc aactgaagtg attgaatact tcaaaaatga tgctcaacaa 
cgcgctcaaa
   219721 ttgaagctgt tgtgttagaa gatcaagttg ttgatcacat cttagcttct 
gctaaagtga
   219781 ctgacaaagc agtatcttat gaagatttat tgaaagaaca acaagctcgc 
cgtatgggct
   219841 aatcttttga gaagtcagga aaaggcgctt taggcgcctt tttcattttt 
aggtatatgg
   219901 ttaatttgag tacgtcttaa gtacttaggt ataaataata taatatttca 
gtgcgaacct
   219961 tttgcaattt gagaaattat cccgcatatt gttgccatag gttaagtcac 
aaaaaattta
   220021 ggaataaata acgtatgtat gttccaacaa ttgaaaatgc tttagttcct 
gttgtggttg
   220081 aacaatcttc tcgcggcgaa cgttcttttg atatttattc acgactttta 
cgtgagcgcg
   220141 tcatttttct aactggtgaa gttgaagaca acatggcaaa tttaattgtt 
gcccaaatgt



   220201 tgttcttgga agctgaaaac ccagataaag atatccatct ttatattaac 
tcgccaggcg
   220261 gttcggtcac tgctggtatg gcgatttatg acacgatgca atttattaaa 
cctgatgtag
   220321 tgacatactg tatggggcag gctgcatcta tgggcgcatt cttattaaat 
gctggtgcta
   220381 aaggtaaacg ctattgcctt gaaaatgcac gtgtaatgat tcaccaacca 
ttaggtggat
   220441 tccgtggtca agcatcagat attgaaattc atgctcgtga aattctattt 
attaaagagc
   220501 gcttgaaccg tttgatggca gaacacagtg gtcaagacta tgacacgatt 
gctcgtgata
   220561 ccgatcgtga taactttatg actgcacaag cagcaaaaga atatggcttg 
gtcgatcagg
   220621 tattaagtaa gcgtccataa gggaaaatat taagtggctt gagttgttgg 
aaaacgcctc
   220681 catatagtca tttaacccta tcgcttgccc tcatatttaa gattctattt 
gtggagagaa
   220741 tatgtccgaa catcctcaag gacaaaaaca ttgttcattt tgcggtaaaa 
cgcagtctga
   220801 agtcgggaaa ctgattgcgg gcgaggacgc atatatttgt aatgagtgtg 
tagatgtctg
   220861 cttagacctt gtacaaacca gccaacaggt tgaagcaggt gactgggcga 
gcaaggcatt
   220921 gccaaaacca catgaaatac gtgctgcgct tgatcaatat gtgattggtc 
aggatcttgc
   220981 caaaaagaca ttatctgttg ccgtttataa ccattataag cgtttgaaag 
tcgggcaatc
   221041 tggtcatgtg tctaaagatg tggaaattgc taaaagtaac attctactga 
ttgggcctac
   221101 cggttcaggt aaaacattac ttgctcaaac attggctcgt ttgttagatg 
tgccgtttgc
   221161 aatggcagat gcgactactt tgactgaagc gggttatgtt ggcgaagacg 
ttgaaaatat
   221221 cgtacaaaag cttttgcaaa aagcagatta cgatgtagaa aaagctcaaa 
agggcattat
   221281 ctacattgat gaaatcgaca agattacacg taaatctgaa aatccatcga 
ttactcgtga
   221341 tgtgtctggt gaaggtgtac aacaagcttt gcttaagatg attgaaggta 
ctgtagcttc
   221401 aattccacca caaggtggac gtaagcatcc gcagcaagag ttcattcaaa 
ttgatacctc
   221461 aaatatccta tttatttgtg gtggtgcatt tgctggactg gaaaaaattg 
tacaacagcg
   221521 tcaagagaaa ggtggaattg gctttacggc tgatgttaaa aacaaagatg 
aaaccaaaaa
   221581 acttgctgaa ttattccgtc aagttgagcc aactgattta gttaaatttg 
gtttaattcc
   221641 agaattcatt ggccgtttac cagtgattgc aacgcttgaa gagcttgatg 
aagaagcgtt
   221701 aatgcaaatt ctaactgaac cgaaaaatgc attaactcgt cagtatcaat 
acctgttcaa
   221761 tatggaaaat gttgacctcg tatttgaaga ttcagcttta cgtgcagtgg 
ctaagcgagc



   221821 gcttgagcgt aataccggag ctcgtggcct acgttcgatt ttggaaaatg 
ttctacttga
   221881 aacgatgtat gacttgccaa gccgtacaga tgtaggaaca gttttcatta 
atgaagcagt
   221941 tattaatggt gaagctgaac ctgtctacaa gtcagaacgt cagcctaaag 
aagctgtaac
   222001 acatgaaagt gttgctaagg cagatttaaa agtaattgat tcgaagtctg 
cttagatttc
   222061 attcatctaa aaagcatgaa ttgcctcggt gattcatgct ttttttgttt 
tcaattcatg
   222121 taggtggtgt taatctaaaa aaacaaaata cgcatagttt tgcgatatag 
aaaaatcaaa
   222181 agaaaacgct ttgagggatg tcatgcgtta tttaattatt gctttaagtt 
gtgccgcatt
   222241 acttgcaggt tgccaaagtt catcacactt agaaaagaat tcaggtgagc 
tgaccgccac
   222301 tttacctaaa gttgatgtgg ataaagaacc cggtttattg gatcaatatc 
gtttaggcgg
   222361 cttcactgta gggggatggg taaatcaaaa gttaggtcag acatttgcgc 
cagttaaacc
   222421 ccaaaatgag caggcagcag ttgtctatct ttaccgtcca gacacgaaat 
ggaatcgtca
   222481 agaaattgca gccatcaatt tatttgtaaa tggaaaacga attccaagtt 
tattgcataa
   222541 ccattattac tggattgaac tgccagcagg aacttaccgt atttcagcga 
gccgcccttt
   222601 gttggggatt cattttcaag aacctaaata tatcgatatt acggtagatg 
caggcgcatc
   222661 ttattatttg aagtatgatg aagaaaataa aatggaccgt agtgagcaca 
cgggtccatt
   222721 catgttaatg caagataata ttggtcgtag agaaattgca tttaccgagc 
ttaaatcttc
   222781 tagctataat tttgttgctg aagatgcttc aggaaaaata tgtcataaac 
cccaagaatt
   222841 aaaacctgct aaatataatg aaaagtcaga tgtacatctg ataaaaccat 
ttaaattgtg
   222901 gaacccttta acttggtaac aatttgaggt cgataaagaa aagttaagac 
ttttctttat
   222961 cttttattaa tggtgcaata atttttagca tttcttcttg catatgatct 
cgtgctttag
   223021 ggtcattaaa agtttgctgt cccaattcca tcatatattc tgaaatttgc 
cccataatct
   223081 gtacattttt acgggtaatt gattggcctt ctggggtttt caaaaacttt 
aaatttgctt
   223141 ggatttcttc ttcggtatac gtttttaaat aaatatcttg taaggcttga 
gtcgttttag
   223201 ggctgctaat cagttggtta ctcgaatctt ttaaaagtaa gcctaacttt 
ttcgctgcct
   223261 ctttttcttt cgggcctaaa gttttgatgc ccgtaatatt gctaatgatc 
tgttcagctt
   223321 gttgatcata gtaaggcgtt aactcattga ttgattcttt caatagataa 
tcaatttggc
   223381 tcatttgcat gagttctttt actgaactta acttggcagg agaagcaaat 
aagctcgtgg



   223441 taatacagct tagacagaga ctgattgaaa gatttttaag aatagggcga 
atagtcatga
   223501 aatgacctat atgcagtgta gggcgggtgg gtatattcat taatagcaca 
gattggcgaa
   223561 ccaattgtta caattctttt caatttcaaa aaaatattaa aaggcataaa 
aaaagcaccg
   223621 aatccggtgc ttttcttgat taaccagctg cggcatcgat tactggaatt 
ttaccaattt
   223681 tcgcttgcca gatttttgga gctactgcgt gaattgatgt accgtttaca 
tcaactgcaa
   223741 cagatacagg catatcttcc actacaaatt tgtagattgc ttccataccc 
aaatctgcaa
   223801 atgcaaccac ttcagcttcg cgaacagctt tagatacgag gtaagctgca 
ccgcccactg
   223861 ccataaggta agttgctttg ttgtccttga ttgcttcaat tgctgtagga 
ccacgatcag
   223921 ctttaccaat cataccgaat agaccagtat gctcgagtac tttacgtgtg 
aatttgtcca
   223981 tacgtgtagc cgttgtagga ccggcaggac caaccacttc atcacgtacc 
ggatcaacag
   224041 gaccaacgta gtaaataaac ttgcctttaa gatcaaccgg taattcttca 
ccgttgtcga
   224101 tcatttcaac catacgttta tgtgcagcgt cacgacctgt gtacattgta 
ccgctaagaa
   224161 gtaatgtgtc gcccggtttc caagaatcca tttcttcttg agtaatggta 
tcaaggttta
   224221 cacgtttaga ttgtgaagca tcccaagtta cagatgggta gtcttcaagt 
tttggtgctt
   224281 gaatatgagc tacacctgaa ccatcaagct ggaagtgagc gtgacgagtc 
gcagcacagt
   224341 taggaatcat acctactggt ttgccagcag cgtgacatgg gtagtctttg 
attttaatgt
   224401 caagaacagt cgttaaaccg ccaagacctt gtgcaccaat accaagagcg 
tttacttttt
   224461 caaagatttc gatacgaagt tcttcgattt tgttctctgg tccacggcga 
agtaattcgt
   224521 ccatgttgat ttcttccatg agtgcttctt tcgcaagcat catggctttt 
tcagcagtac
   224581 caccaatacc gataccgagc ataccaggag gacaccagcc tgcacccata 
gttggaacgg
   224641 ttttaagaac ccagtcaaca atcgagtcag atgggttaag catcgcaagt 
ttagatttgt
   224701 tttctgaacc gccaccttta gcagcaacag taatatctac tttgttacct 
ggtacgagtt
   224761 tgtagtgaat aacggcaggg gtgttatctt ttgtattttt acgaccaaat 
gcagggtcag
   224821 caagaacaga tgcacgaaga acgttgctgt tttcaaggta accttggcga 
acaccttcat
   224881 ttactgcatc gtctaagctc attgttaaat caaatttaac atctaagccc 
acttcaagga
   224941 aaacgttaac aataccagta tcttggcaaa ttggacgatg accttccgca 
cacatgcgag
   225001 agttaattaa aatctgtgca attgcatcct ttgcagcttt gttttcttcg 
cgatcataag



   225061 cacggctcat cgcttggata aagtcttgcg ggtgatagta cgaaataaac 
tgtagggcgt
   225121 ccttgattga tgtaatcaag tcatcttgtt tgataatcgt tgtcatacca 
aaaaatctct
   225181 tgagcgggct gttagctagc gggctaaatt atatgacaaa aagacaatct 
tgtgggggat
   225241 tggttgatct tttgaccgaa agtcgaataa cacaaaggct aagttattta 
aaattaagaa
   225301 caacctagaa tcaggcttat tttttaaaaa ataaaaaaag ccatttgagc 
ggatatcaaa
   225361 tggcgagagg tagaaaagat taaatgatat taattatttg gcagcagctt 
gctgctcggc
   225421 ctgaatggct gttaatgcaa tagtaaagac gatgtcatct actaaagcac 
cacgagacaa
   225481 gtcattgact ggcttattta ggccttgcag cattggccca acgctaacta 
catttgctgc
   225541 acgttgtact gctttatagg ttgtgttacc cgtatttaag tcagggaaaa 
taaacacatt
   225601 ggcacggcca gcaacgcgtg agtctggcgc cttttggcgt cctacacttt 
caactgaagc
   225661 cgcatcgtat tgtagtggac cgtcaatcag taaatcaggg cgacgttgct 
gtgcaatttg
   225721 agtcgcttgc tgtactttct caacatcagc acccgttcca gatgtaccag 
ttgagtagct
   225781 gatcatggca atacgtgggt caattccaaa cgcttttgca gagtcagcag 
actgaatcgc
   225841 aatttcggca agctgttcgg ctgtaggatc cgggttaatt gcacagtcac 
cgtagacata
   225901 gacttcatcc ggtaaaagca taaagaaaat ggatgaaacc agtgagtacg 
ctggcgcggt
   225961 tttaatcagc tggaacgctg gacgcactgt attggcggtt gtatgaactg 
cccccgaaac
   226021 taatccatcc acatgatcta gagctagcat catggtgccg agaactacag 
tatcttgtaa
   226081 ttgctcttta gcttgtaggt cgttgagttt gcctttgcgg agttcaacca 
ttggtgcaat
   226141 atattggtca cggatctgat ctggatcaat aatttctaac ccggctggta 
actcgatacc
   226201 acgtgctttt gctacgtcat gtacagtttc tggttttgct aacaaaatac 
aatgcgcaat
   226261 accacgagcc tgacatatag cagcagcttc aatagtgcgt ggctcatcac 
cttctggaag
   226321 gacaatccgt tttttagctg caattgattt ttgcactagt tcatgacgga 
atgcagaagg
   226381 ggaaagacgt ggtgtagcac cgttattact atgctgttta agccattcga 
catctatgtg
   226441 acttgaaaca aatcgggtca cttgttcggc acgttcagtg tcatcggttg 
gaatttcatt
   226501 accaaaatcg gataggcgct gcgcagtttc tagtgtattt aaatgggtat 
gtaaaattgg
   226561 caacccttgt ttaattgcac tttggcaaaa ctctaaaagc ttgggagcag 
gagcttcacg
   226621 ctcagtcaac accaagcctg ccagtggaat accattactg gtggcgagac 
tacttgccag



   226681 taatacatcg gtacgttcag aggcgctaat gatcagttca ccagcaatga 
atttattcag
   226741 ttcatattca atgcttgagg caattaaact tgagtgcaaa atacgacgtg 
tttttgcttc
   226801 gccttgattt acccattggc catcaatcac gctcgcgatg tctaatgttc 
taggtacact
   226861 taaggtatta ctaaacggaa ctagaccaat aattggtaaa tcgcttgatc 
caaagtagcg
   226921 gttatatttt tgcaattctg ccgtaaattt tgcgatgtct tcagttggac 
gtaacgacgg
   226981 gtcaaatgcg acaggtattt gagctgtctc ttcagacaac ccgcgtgtac 
gcataaagag
   227041 tacgcccgct gttcggttag aggttgcacc accaaactgc cgtaagtgag 
cttcaacttt
   227101 ctctgctgtt ttacgtgggt tttgaatatc tgctgtactg actaaaacca 
cttcagcatc
   227161 aagcgcttga gcaaggcttg cattaagttc actggcaaaa tggtcttgcc 
catttggtaa
   227221 taagccttca acaataatca cattattgtc tgctgcgata ctgcgatgaa 
gacttactgc
   227281 ttcttcaagt aactcatcga cttcaccagc cgcaatgcgt tgggttagct 
tttcatgaga
   227341 aatggattga acagttttgc tttgaaataa atgaccaaat aaagatgtag 
ttcggtctaa
   227401 attttcttga tctacctgag agaacggttt taaaaagcct gctttaatcc 
cattacaatc
   227461 aagtgcataa atcataccta agcaggcaga ggttaaacca accccttcac 
ctgtaggaat
   227521 taataaaatt gtattcatat aaacctataa ataaatgaat agcgtttttt 
gactactgta
   227581 attaagcaag gcttacttca ggagatgtat tttgtgaaac ctctacaacc 
tgacgagttt
   227641 ctttggcaat acggccttct tcatcggttg gaatcaccca gatttgtgga 
cctgtgccgc
   227701 tatcaatacg gccttctgta ccacgtttta aattgttgtt ctggtcttta 
tcgagctgta
   227761 aaccgaaatg aggtaaataa gctagagttt tttcacgtat ataagctgag 
ttctcaccaa
   227821 taccgcctgt aaagatcaag ccatcaatac ttggtaaacc acaacttagg 
gcagcaagtg
   227881 attttgcaag gcgatagcta aatacttcaa tcgcaaggca agcatcttca 
ttgccatttt
   227941 cagcagcttc aatcactgta cgcatatcgt tagagagttg tgataagcca 
agtaatccac
   228001 tttcgttatt taaaacttta tcgatttttg ctaagtccca gccaagattt 
ttagcaagga
   228061 agctgtgtaa gcttggatcg acatcaccac tacgtgttcc cattacaaca 
ccttcaagtg
   228121 gagtaaggcc catagaagta tcaacacttt gtccattcca cactgcacaa 
gtcgagctac
   228181 cattgcccaa gtgtgctgtt aaccaaccgc ctttttggaa ttttcctgcc 
agttcactgc
   228241 cgcggtcaga cacataagca tggcttgtac cgtggaaacc atagcgacga 
acattatgtt



   228301 ctgtatataa aaacttaggg attgcataac ggtatgcatg tgcaggcata 
gtttgatgaa
   228361 atgcggtgtc aaatacggca acttgaggta attcagggaa taggcgcatc 
gttgcttcaa
   228421 tcccgattaa gtgagcagga ttatgaagcg gtgcaagcgg agtggctgca 
cgaatacgtt
   228481 ctacaatttc aggggtgagt aattcagctt tggtaaggct tccaccatgt 
acgacacggt
   228541 gaccgattgc ttgaggttta tagtttgcaa gacgtgcaag taaagtttct 
aaagctttgg
   228601 cgtggtcagc ataaggaatt gaaagctcta gcggttctcc accgacggta 
atccctttaa
   228661 tacgagcatc agctgcccct aagttttctg ctaaaccgta aatacgatct 
tcacgacgct
   228721 ctgaaaccag tgcgtattta atagatgaag aaccgcaatt aataactaat 
actgatgtag
   228781 ccacgttgaa atacccaagt cctgatataa aaatagtttt cctaacttcc 
tgatcaaaag
   228841 gcattaattg tgtgatgcat taagagcagg ttgtgatgtt ttaacatgtg 
ttgtttttct
   228901 gtccaagata gactttagcc cattagactt aagcactatc gaccattaaa 
ttttttataa
   228961 ctaatattcg ctcagtataa agcttaacca ctgtatttat tgtttttttg 
tagaagaatt
   229021 aaacagtttt ttgtatatat ttatgaaagg tagatttcta tttaatgtat 
ttttcaaata
   229081 tttggtataa attttttaag aaaaaagaag tgctgttatt ttaatcaaac 
tagaggggag
   229141 tattacaaat aatatacgta aatgaaatta aattttaatc gtttatatat 
aggttaaaat
   229201 gaataaatca taaacatttt taatataaaa cttagtataa aaaagtcggt 
attaatacat
   229261 ttataagaat attttattgc tttgatatta tgagaatttt ctcatagtta 
atagaggcag
   229321 atataccaat aaatatagtc aaaaataaaa ccagcttctc gtttaaaact 
taaacataat
   229381 ttgtatttaa taccgatgct cgagtattac cgtaaagttg actagggctt 
gcatgtcgct
   229441 ttttgcctta ataatattgt tcctccccct tatcaaatga tgatgaaata 
tatcatttgg
   229501 tctattttta tgttccggct tatccggttg tacaggagcg tccagcatgg 
acttgccgaa
   229561 tccagtattg gcaaaagtta ctgaacgtgt aattgcgcgt agccaaaaaa 
ctcgttctgc
   229621 atatttacaa cgtattgaac atgcccaagg caaattccca gctcgtggtg 
cactctcatg
   229681 tgccaacctg gctcatggtt ttgctggcat ggaagataat gaaaaattaa 
ttattaaagt
   229741 tggccgtgaa ccaaatattg gcattgtgtc ttcatataat gaaatgcttt 
cagcacatgc
   229801 cccatataaa acattccctg acattataaa aacagctgca cgtgaaaatg 
gtggtgttgc
   229861 acagtttgcg ggcggtgtac cggcaatgtg tgatggtatt actcaaggta 
atgccggtat



   229921 ggaattatca ttattttcac gtgaaaccat tgcgatgggg actgcgattg 
cactttccca
   229981 taacatgttc gatgccgcat tgtgtctcgg ggtatgcgat aagattgttc 
cgggcttgct
   230041 gattggtgct ttgcagtttg gttatctacc aaccattttt gtccctgcgg 
ggccaatgag
   230101 tagcggtttg tcgaatgatg ataaagctaa aatccgccag caattcgcga 
caggtcaagt
   230161 aggacgcgat gccttacttg aagctgaatc ggctgcctat catggtcagg 
gcacatgtac
   230221 attctatggt actgcgaaca gtaaccaaat gttgatggag gtgatgggct 
tacatttacc
   230281 aagtgcggca tttgttcatc ctcatacgcc attacgtgat gcgctcactg 
ccgaagctgc
   230341 taaacgtgta cttgacttaa ctgccgagcg aggcaactac acgccgattg 
gccatgttat
   230401 tgatgaaaaa gccattatta atggtattgt ggctttattg gctacaggcg 
gttcaaccaa
   230461 ccatacgtta catctgattg cgattgcgcg tgcggctggc atcttaattg 
actgggatga
   230521 ctttgatgag ttgtctgcag ttgttccatt gctcgcaaaa atctatccaa 
atggcaaggc
   230581 cgatgtaaac catttccaag ctgcgggtgg ggtagccttc cttattcgta 
acttacttga
   230641 ggctggtttg ttacataacg atgtgacgac cgtcgctggt aaaggtttac 
agcattacac
   230701 caaagaaccg aaattgattg acggtaagct tacttgggtt gacggggtag 
ttcaaagcct
   230761 tgatgacaaa gtactccgta gcattgatgc gccgtttcag ccagatggcg 
gcttgcgctt
   230821 aatgcaaggt cgccttggcc gtggtgttat caagatttct gcggttgcgc 
cagagcaccg
   230881 taaagtgaaa gcaccggcaa ttgtttttga ctcgcaagaa gcggtacagg 
cagcgtttga
   230941 tcgtggtgaa ttgcaccgag actttattgc ggttgttcgt ttccaaggtg 
cgcgtgctaa
   231001 tggtatgcct gagttgcacc gcttgactcc tgtgttgggt gttttacaag 
atcaaggctt
   231061 ccatgttgca ttagtaaccg atggtcgtat gtctggtgct tcaggcaaag 
taccggcagt
   231121 cattcatttg tctccagaag cgttattgaa tggtccgatt ggcaaagttc 
aaaccggaga
   231181 tatgttaatc attgatgctg aagctggtgt actcgatatt gagttagatg 
agcagacttg
   231241 gcagtcacgt cctgttgctc aaccagaaca tcaggcagaa aacgaagttg 
gttttggccg
   231301 tgaattattt ggtgtgttcc gtgcggcagc agcgcctgct gaacatggcg 
catctgtgtt
   231361 tggtgcactt gttggcgaag agccacaagg gcagatttaa gacaaaggaa 
ttacaaagta
   231421 atgagcaaga ttgaagatgt tgtcaaatta ggtccagtaa ttccggtgtt 
ggcttttgac
   231481 tctgccgaac aaggtgaaca tgtctcacgt gcgttgcatg ctggtggtgt 
aaaggtactg



   231541 gaaattactt tacgtacagc tgctgggctt gctgccattg aacgtgcatc 
tcagttagca
   231601 gatgacattg tggtaggtgt aggaacgatt actaagcctg agcattgtgc 
gcaagctaaa
   231661 aaggctggtg ctaaatttgg ggtatcacct ggtttgacca aagacttgca 
tttggctgca
   231721 caagatgcag gtttacctct tttaccaggc gtaatgacac cgagtgatct 
cattcaagcg
   231781 attgagttgg gctacgacat tgtgaagttt ttccctgctc aacaggcagg 
tggggttgag
   231841 atgctaaaag cattttatgg tccatttcca aacttacgtt tctgcccaac 
aggtggaatt
   231901 acagcagaga cagctccaga ttttttaaag caacctaatg tggtgtgtgt 
aggtgggtca
   231961 tggttaacgc ctaaacctgt tgtcgctgca caagattggg ctgaaattac 
ccgtttagcc
   232021 caaattgcaa gtcagttgtg agttttacga aagtaattgt ggtttaaaaa 
tctaaagtgt
   232081 cttttaggtg ctttagattt tttgtgatgc tgtgactggc ggttgccagt 
catactaaat
   232141 ataaaaaatg agtgcttcaa caatgagtat atctctggtt gaaggctttt 
atttaggcag
   232201 tgcctagata acattattcc aaggagaaag tgtcacatgg agacggttca 
gggtggcatg
   232261 ttgcttgtct atactttaat tgcgatcgtt gctttgattg tcatgatcgc 
gaagtttaga
   232321 atttacccct ttttagttct tattattgtt tctcttggtt tagctcttgc 
agttggcatg
   232381 ccaatggacg ggattgttaa atcatatgaa gcaggtaccg gtaaaacact 
aggtcacctt
   232441 gcgattgtga ttgcgttagg aaccatgctt ggcaagatga tggctgagtc 
aggtggtgca
   232501 gaacgaatag caattacttt aattaaatgg tttggtgaaa aacatattca 
ctgggctatg
   232561 atgttcattg cgttaattgt agggcttccg gtattttttg aagttggttt 
tgtacttctt
   232621 attccaattg cattcaatat tgccaaacgt acaggtaaat cattattaat 
tgttggttta
   232681 cctatggttg cgggtttatc ggtcgtacat gggttgattc caccgcatcc 
agccgctttg
   232741 cttgcggtac aggcttacca tgccgacatc ggtaaaacca ttatgtacag 
tttgttggtt
   232801 ggcgtcccga cggcggttgt tgcaggtcca ttgtatgcat tatggattaa 
caaatatgtc
   232861 aaattgcctg aaaataatcc tttagcaaag cagtttgttg aagcagatgc 
taacaacaca
   232921 cgtgaattgc cgagctttgg gataacctta tttacgatca tgctaccggt 
tgcattgatg
   232981 ttagttggta gttgggcaga tgttttcttt gcaccaaaaa cgttcccaaa 
tgagttatta
   233041 cgctttattg gtacttctga tattgcattg cttattgctg ttttggtcag 
ctttattact
   233101 tttggcacca tgcagggttt taaccgtgaa caaattgaaa aattctgtgg 
tggatgtcta



   233161 gcttcaattg cgggtatttt gctgattgtt ggtgctggtg gcggtttcgg 
cggtatttta
   233221 agagacagtg gaatttctaa tgaaatcgtc tctactgctt tgaaagcaaa 
cctttcacca
   233281 ttgttattag gatggcttgt tgctgctctc atacgtctgg caacaggttc 
ggctactgtt
   233341 gcgatggcca cggcttgtag cattgttgca cctattgcgg cagcagcagg 
tgtagtcgtt
   233401 agacctgaac ttttagtatt agcgacaggt tctggatcat taattttctc 
gcatgtaaac
   233461 gatgctggtt tctggctaat caaagaatat tttggaatga cagttgggca 
gacactgaag
   233521 acttggtctg tactggaaac aattatttcg gtacttggtt tgtctttcac 
attgttgctt
   233581 agtgctgttt tgtaattaga ggtaggtaat ccatgatagt gatagcaatg 
ggtgtttgtg
   233641 gcacagggaa aacccttatt ggtgagttgt tatcagagcg tttggcttgt 
gagtttcttg
   233701 atggcgatac gcttcattca gctgcaaata aaagtaagat gagccaaggt 
atccctttaa
   233761 ccgatgaaga ccgcttgccg tggttgcaag ctattcgtca ggcaattgaa 
gcaaaacaaa
   233821 gagatggtga aacggctgtg tttacatgct catctttaaa gcggatgtat 
cgcgatattt
   233881 taagagggca ggaccagaat gttaagtttg tatacctaaa aggttcttat 
gaactattac
   233941 agcaaagact tgcagaaaga tctggtcatt tttttgatcc ggcattgtta 
caaacccaac
   234001 tagatacatt agaggaacct gatgtgaatg aagcaattgc tattgatatt 
gctctcacac
   234061 cagaacagat cattgaacaa gttatccaga agctaggggt aactgatagt 
gtgtgtcggg
   234121 ggtaaattca actagaaaat atcgaaacta tccatgcttt aagaattcac 
cttgtggtct
   234181 acggttcaag caaggtgagt actgataata atagtggtat tgatccgaag 
aagaactgat
   234241 tacagtatac ggttcgggga tatataaaga catacaaata ataaggtatt 
aagaagaatg
   234301 aatcagttaa ataatttaca gcataaattt ccagtagtgg acggtattcc 
tgaaagtgta
   234361 cgtttgccat ctcaaattca tcagcgtgtc tcactcgtgg atggtgagtt 
gaagttatgg
   234421 gctggtgcaa ccaagaaaac attatctccg atctggattc agcagcctga 
cggtagccta
   234481 cagcaagttg aacttggtag ttatccagtc atgggcgaaa aagaaagcga 
tgaagcatta
   234541 gaagcagcgg tacgagctta taacaatggt cgtggcgaat ggccaatgat 
gaaggttagt
   234601 gagcgtattg catgtatgca aaatttcatt cagcgcatgg tagagcaacg 
agatctgatt
   234661 attaagctga tcatgtggga aattggcaag agcttggctg attcagagaa 
agagtttgat
   234721 cgtactatta cctacatgcg tcaaaccatt gatgccctga aagatctaga 
taatgccaac



   234781 tcccgctttg taattgctga aggcaccatt ggtcaaattc gtcgtactcc 
attaggtgtt
   234841 gtgttgtgta tgggaccata caactacccg ctaaacgaaa ccttcgcgac 
cctgatccca
   234901 gctatgctga tgggtaatac cattattttt aaaccgcctc aatttggaac 
tttactattt
   234961 gaaccattgt tagaggcatt tcgtgattca tttccaaaag gggtgatcaa 
taccatttat
   235021 gcaccaggtt ctctagtggt gccgcatttg ctggcatctg ggcaaattaa 
tgtactggca
   235081 ctgattggtt ctagtaaagt ggccgaccac ttgaaaaagc aacatcctaa 
atctcaccgt
   235141 ctgcgtgcga ttttggggtt ggatgcgaag aatgcagcta tcattttgcc 
agatgctgat
   235201 ttggacctga cagtgaaaga gtgcctgttg ggtgcattgt cattcaatgg 
tcagcgttgt
   235261 acagctttaa aaatgctgat ggtgcaccgt tcgatagccg atgagtttgt 
taaccgttta
   235321 acgactgagc tggctaagtt gaaagtaggt atgccgtggg aaaaaggtgt 
atctattacg
   235381 ccgctaccgg gcatgcaccg tacagcctac atgactgaag tgattgaaga 
tgctgtggca
   235441 aaaggagcaa aagtggttaa tccggaaggt ggtgaattct gcaaaaccat 
gttctatcca
   235501 gccgtagttt atccagtgac tgaggggatg agactgtatc gcgaagaaca 
gtttggtcca
   235561 gtggtaccag ttgctgttta tgatgatatt gaaactgtat tggattatgt 
cactacttct
   235621 gatcatggtc agcaggtgag tatttttggt agtgacccag cgcaaattgg 
ccatttagtc
   235681 gacacactcg tacatcaagt ttgtcgtgta aacatcaact gtcagtgtca 
acgtggtcct
   235741 gatgtattcc catttggtgg ccgtaaagat tctgcagaag gtacactttc 
tgtgcatgat
   235801 gcgcttcgtg cattctcgat tcgctctatg attgcggcta aacagacgga 
tgacagtaaa
   235861 ggtatgctgg cttctatggt gtctgagcac tattctaaat ttgtgaatac 
cgactttatt
   235921 ttctaattga tatacaatta aaaaaaccag ccttcgggct ggctttttta 
tgggaaataa
   235981 caaaataaaa acgcctgata tggatcaggc gtttttattt aagtaggagg 
cttattgacg
   236041 aatttgaccg tcacctaaca caatccattt ttgagaagtt aaaccctcta 
agccaacagg
   236101 gccgcgtgca tgaatcttat ctgttgagat accaatttca gcacctaaac 
catattcaaa
   236161 gccatcggca aaacgagttg atgcattaac tacgacggag cttgaatcta 
cgcgagccaa
   236221 gaactgacgt gccaaagtat agttctctgt cacaattgca tcggtatgat 
gcgaaccata
   236281 tttgttgata tggtcaattg cttcatcaat accactaacc actttaacgg 
caagaatcgg
   236341 ccctaaatat tcggtatacc aatcttcttc tgtcgcaggt tttacagagc 
ttcctaaaat



   236401 acgacgtgtt tctgggcaac cacgtagctc aacttgtttt tcagcataaa 
gctcagcaat
   236461 gtgtggtaag aaaacttctg caattttttc atcaacgagc agagtttcca 
ttgcattaca
   236521 aacgccgtaa cgatgtgttt tagcattcaa ggtaattggt aacgcttttt 
gtaagtctgc
   236581 ttgagcttct acaaacacat gacagttacc atcaagatgc ttaatcacag 
gaatacgagc
   236641 ttcgttggtt acacgctcaa ttaagctttt gccaccacgt ggaacaatga 
catctacata
   236701 ctcagccata gtaatgaggt gaccaaccgc tgcgcggtca gaagtttcaa 
tcacttgtac
   236761 tgagtgctca ggtaaaccag caacttttaa gccatgcttc accgcttctg 
cgattgcttt
   236821 atttgactca agtgcttctg agccaccacg taaaataatg gcattgcccg 
atttaattgc
   236881 taaggatgca gcttcaagtg tgacatttgg acgtgattcg taaatcatac 
caacgacacc
   236941 tagaggtaca cgcattttcc caatttgaat gcctgtgggg cgatatgcaa 
gatccgtaat
   237001 ttccccaatt ggatcgacaa gcgcgatcac atcttttaaa ccttgcaaca 
tccctttaaa
   237061 acgtgcgggc gtaagctcaa gacgatcaag taaggcgctg tcgagctggt 
tgctacggcc
   237121 tttttccatg tcgatttgat tcgccgccaa gatagctgct tggttgtttt 
ccaaagcagt
   237181 ataaatagca gagagtgcat gatttttaag tgaggtagaa gcacttgtta 
agacgcgtga
   237241 agcatcacgt gcttgttgcc caactttttg catatattgt tcaattgaat 
cttgcatagc
   237301 attttttaat catttaccaa tgactacgat agtagcagtc aaatgcggaa 
caatgaatgg
   237361 ctttttttca aaaatgtgac cgctataaaa aaacatttaa atattttgca 
aactattcgc
   237421 ggcttaaaca ggatgagcgg tcaattcagc gattgcgtat atttcagaca 
attgtttaga
   237481 atggacttgt gcaatacaaa ctaatacaaa ttttaaagat ttgtgcataa 
aagattacat
   237541 gttcaagaag gaactcttgc agcataaaaa aattacagca aggaggaagc 
aaggatatga
   237601 attccattat tcaaatggat tcggagataa accaagctta tgccggtttt 
gggtttttcg
   237661 atatctacca tagagatagt tttaaacagc cagctcgtac cacatggatt 
gacggttgga
   237721 aaattgaata catggcgatt gcagacccac aaacgattca caaaacaccg 
attgtgattg
   237781 ttggcggtgc ttttcaaaat tttaactcgt ataaatattg tgttgaacaa 
ctatttgaaa
   237841 gtggcccggt cattctaatt gacttgccat caatgggtgc aaatcaacaa 
attaccaatc
   237901 gagataccgg aatttctgct ggaacattag aactacctga tttgtcagaa 
atgttaggac
   237961 gttggttaga tatcgtcgga attcaaaaag tttctgtaat gggaatgtca 
ttggggtcag



   238021 ttgttgcttc ttgttttgct tatcatcgtc cagatttgat ggaccgcatg 
attttaatgg
   238081 gtgtcatgca aaagacccgt aaaagctggc ggatgatact ggaagagtcg 
ctcaaactca
   238141 tgcaagaaaa tcgtatggaa gagtttgggc aagcggtaat tttatatttg 
gtgaatcatg
   238201 ccaaattaga taaaacacgt atgtcgccta cagctaaaaa attatttttt 
aggcaaatgg
   238261 cagaatttac gggtactgaa cgagagcgtt atgaaattaa ctgtaatcgc 
cttttgcgtt
   238321 taacagatgt acctattcca gaatgtaaga cactggtcgc agcagggcag 
tacgatagtt
   238381 ttactttgcc tcatgaaaat gccaattttg ctttgcaatg tccggatatg 
gaatttgctc
   238441 tgattgctaa cgccgaccat gtgccgcagc tccagcgccg taaagaaact 
atgagtttgt
   238501 tcacttcatt tttgaaaggt gaatctatcc aaaatctgga tggcattatt 
ccaatgacgc
   238561 gtgagcaaat gcaaaacatg gaacgccgag gtgaagagcg tataccagtt 
ctccagccta
   238621 aaacgaaact gagccaccgt gaatgtgaaa cagaggtgcc agtgacgatt 
gttgacgtga
   238681 ctttttttgg aatgtatttg aaattagatg atgtagcaca gcttgagttt 
gtaaatgaac
   238741 atccacgtga tttggcttta catttagaag atgaagaggg cgctttttcg 
attgagtgtt
   238801 taatctttga agctactgaa caaggagtcc gtgccttatt taaacatggt 
agctttgagc
   238861 ttgctgaccg tttaagccgc ttcattggtc gccagaaaca agcagcttaa 
cgtttaattc
   238921 ttttatgatt tggaagcctc aaaactcacg aggcttccat tttttatttt 
aattgagcat
   238981 ggatagtcca gactaagtcg cctaaatgct cttcatcgct gtctttagaa 
acttgtccaa
   239041 agaatatttg aggttgttca acgttaactt gactaaagcc tgcatcttta 
aaaaagtctt
   239101 taacttctag tggagtctta aaatgaaaac taaatgagct tcgagacata 
agtttaagta
   239161 atttactgct gttccagata atactagcaa gtttgttttt aacgggttca 
ggatacaggt
   239221 cagttaaata atgaagcttt ttaaaggaag cgccatagtg ggcaatggat 
tggatcagtt
   239281 gctttaataa gtctttatca aaatagttaa ttaaaccttc actaattaca 
accagtgggc
   239341 gattagagtc aaaaacttca aatgcttgag caaacgcttc ggtaaataaa 
tcgaccgata
   239401 aaatttcagg tgcatttttt tcaatttgtt gtagtgcatt ttgttttgtt 
tgagccatat
   239461 cgggcaaatc aagctctcga tagctaatgg aaggataatg ctgcctaaac 
caccaaccac
   239521 gtggtgataa accacaagca atttcaagca cctgtaaatc agggttttct 
tgaattaact
   239581 tctctaaatc atgatcaagc atggtatggc gctgtttaag cgtcgtgcgc 
atgctgccgc



   239641 ccacatattt ctctgcccaa gactctaatg ggtgaactaa atatgccagt 
gatttgcctt
   239701 tgctggtggc aagtgcttca tgtgagatcc ccatttgata ccagatataa 
cccgtatagt
   239761 gggctgtaaa agagatgtgg cggtgttttg aaaggtgttg tgtcattcgt 
cctgaactcg
   239821 atttattgtt tttgtgtgat cttcattatt aataacaatg aagaggttct 
aatgcattga
   239881 tggtgaatga acctgcatga cggagtcctg tcaattaggt tggcattctg 
ggatgaactt
   239941 tcagttggag ttacttttct ttcgggaaaa gtaaccaaaa ccattgtcat 
acgcaaaacc
   240001 tgttcacttt ctgcatctat caaatatatt gaagcaatca atatccttca 
gcagatgagc
   240061 aggttgcgta tgacttatcc gcgtatcaga tagtgaatag gtttttgtag 
ccaattaaaa
   240121 tttttactaa cttaaatcga attcttaaac tcttcaatgg ctgttttgac 
agcttgccag
   240181 tcatttccaa gcgataaagt ttcaccaact tggatttgtg gaattcgacc 
acgcatacgt
   240241 tctaaacgct cttgatttgg tagttctaag tttgcaatac cttcaagtgc 
tgtacatgct
   240301 gcactacggt cattacacac tagccccata tcacagcctg ctgccagagc 
cgcttgaata
   240361 cgcgcatctg cacccccagc gacacaagca gcttgcatgc ttaagtcatc 
ggagaaaagt
   240421 acgccattaa aattcaagcg attacgaagg acttcttgaa tccagaaagg 
tgagaaacct
   240481 gccggatttg ggtcaacctg atcgtaaatt acatgtgccg gcatgagcgc 
atctagctca
   240541 ggcataagct taataaagct ttgcatgtca tggttataaa tttcgtcata 
gctacggcta
   240601 tcgattgcag ctgcgacatg tgaatcggct tttaccgaac cgtgaccagg 
gaagtgctta
   240661 ccggtatttg ccatgccggc ttttttcata ccgcgcataa atgcgccagc 
gagcggagcg
   240721 atatcttcaa tatttttaga gaagccacgg tcaccaatta catcgctaat 
tgcattcaga
   240781 tctaaaactg gcgcaaaact aaaatcgatc cccacagcca aaacttcagt 
tgccattaac
   240841 cagccgcact gttcagctaa ttcaagtgct ttttgaggtt gagtgatata 
gagctcgcca
   240901 aaacggccca tggctggcaa taatgtaaag ccagatttta gacgttgaac 
gcgaccacct
   240961 tcttggtcga cagcaatcaa aatatctggg cgaacttggc gcatatggtc 
ggttaaagca
   241021 cggacttgtt gtggtgattc aatatttcgt gcaaataaaa tcatgccacc 
gacttgcgga
   241081 gcttgtaata gttcaatatc ttcttgagta agttctgtgc cggctatgtc 
cagcatcaac
   241141 gcgccaatca tattggttcc atttgaattt tgattgaaaa acaataagcg 
aattttgcaa
   241201 tgatttgcta cattttgtca gtacagaata tgataaaact acacggtata 
aacaatttag



   241261 ttggttaaga tgttgaatct gcttagttca tatcgaaaac agagcgtgta 
agatacgaac
   241321 acccaaggaa gtattaagaa tttatgaaac ttcaaactat agcttgtgca 
gtagcaatcg
   241381 cgactggcgg tttattcttc tctcatacga tgaacgaagc aagagcagca 
accaatactg
   241441 ctgctgtttc tcaatcgatc cagccaacgc aagagcaagc cttggtggct 
cgtcaactgg
   241501 caactttagt agaccgccaa cattatttaa atatgcgtct ggatgcgaac 
acatctaacc
   241561 gtattcttga tatgtactta gacagtcttg atccggacca ctcattattt 
ttagacgctg
   241621 aagttcaaaa ctataaaaag ctctatggtt caaattttgg tgcttcatta 
aaagcgggga
   241681 atttaactgg gccatttgct attcaccagc aatatcgtga gcgcttaaaa 
cagttttatg
   241741 agttcatgct tgctgagttg aagaaaccac aaaatttaaa acagccaaat 
acttttattg
   241801 aagtagaccg cgaaaaagca ccgtatttta aaacgtcagc tgaacagcaa 
aatcactggc
   241861 gtaaaatgct agtttctcaa ttaattaatt taacgattag ccgtgaagaa 
gagcaggcga
   241921 aacaaaaggc gttaaaagaa aacccttcac ttgctgatgg tcaagattta 
acaggcccag
   241981 aagatttaac gccagctcag actttgacta agcgttatac acgtcagctt 
gaaagaatta
   242041 gtcgtgtgaa aagcgacgat gtgttggata aaacattaaa tgcaatgttg 
gcaacttatg
   242101 atccgcacag taactattat ccgccaattg atgcgataga gctgaaccgc 
caaacaacat
   242161 tacaacttga aggtattggg gtatcgattc gcccagaacg tggtaatgaa 
gattacacca
   242221 agattgaaac cattgtagaa ggtggtcctg caagtaagtc tggtcaagtg 
aaatcaggag
   242281 accgaatcgt tggtgtcgct caagagggcg gcaaaatgat cgatgtggtc 
ggctggtcga
   242341 gttcggaaat tgttgggttg attcgtggta agcgcggtac aaaagtaacg 
ttgaagcttc
   242401 ttggtgctgg tgcatcaatg agtcaagcac gcaatgtgac tttggtacgt 
gatgttattc
   242461 aagaagaaga tgccggtgtt cgttcacgta cagttgaagt gacacgtgat 
ggtaaaaagc
   242521 atctattagg tgtgattgaa attccatcgt tctattttga ctatcgttca 
cgtcgtgctg
   242581 gtcagcaata tcgctcagtt tctgaagata ctgcaaatgc gtttgaggca 
ttaaaagcca
   242641 agaaagttga aggtattatt attgacttgc gtaatgaccc aggtggttca 
ttagaagaag
   242701 ttgcacgtat gctcggacaa gtgattaagt caggtccagt tgtgcaaatt 
cgtgatggca
   242761 atggcaacgt aagtgtattt gaagacaacg atggtggtca gcaaatctat 
acaggtccac
   242821 tcgctgtatt ggtgaacttg gcatcagcat ctgcaagtga aatttactct 
gctgcaattc



   242881 aagattatga gcgtggcatt atcattggta gtacaaccac aggtaaaggt 
acagctcagg
   242941 ttcaactcga tactttggca tatggtcaag caaccttaac tcagcgtaaa 
ttctaccgtg
   243001 taacgggtgg tagtacacaa aacaaaggtg tagtgccaga tattaagctt 
gttgatatct
   243061 ataacgaaga gtttggtgag cgtaaatcga aaaatgcgtt gaagtgggat 
acgattccga
   243121 ctgcaccatt taagcgtgaa ggttcagtgc agccatatgt agcgaagctg 
tctcaacttt
   243181 cggaacaacg tgttgctgtt gatccacagt ttaagtattt aaataaacgt 
acggcaattg
   243241 cgaaggttac gagtgaccag aaacaagttg tgcttgatat tgataagcgc 
cgtgcagagc
   243301 ttttgagttt agaaaagcaa actttagatg ctgaaaatga acgtcgtata 
gcaacaggtc
   243361 aaaaaccttt ccctaactgg gaaagctatc aggcttctct agatgctcta 
gctgaatctc
   243421 gtgccaaaat gaaagctaat caacgtcctg cgttgccaga agaagaaacg 
ttcgtaaatg
   243481 aagctgcgaa tgtattgatg gattatgcga aattgcagaa ccgttaagtt 
ctcttgtctg
   243541 ctttatgaaa aagcacgctg ttctcagcgt gcttttttaa tttttatgtc 
agtaaactgt
   243601 catgcattta tcatcaaagt gtcaagaaag ctgcttaatc tttaagcatg 
aaaataaata
   243661 tactgatgga tggcgctatg caaggctcat acgcgacagc actattaaaa 
caacagcaac
   243721 ttcctgaaag cttccaattc tattttaaac aaaaacagca tttgtctaat 
actcaggaat
   243781 tgcaccaact tcacgagttg gttcgtcctc gtttaaaaat tgcgattgtg 
acagaaacat
   243841 ggccgcctga aattaatggt gtagcactct ctttgttgca gttatgccaa 
ggtttacaga
   243901 aacaagggca taaaattcta cttgttcgac ctgagcaaaa agccaaatgt 
catgattttt
   243961 tgccagaaca agaatgtctg gtcatgtcac aagcgattcc aaaatatcca 
actttgcaat
   244021 ttggctggcc ccaatattta aaagtttcaa aagcttttga aaaatttgtg 
ccagatgtcg
   244081 tacatattgt gactgaagga ccgttaggtt taacagccat gcaagctgca 
aaagctaaag
   244141 atattccggt ctctagcggt tttcattcgc cgtttcaaga ttttagccgg 
ttcttcgatt
   244201 tagccttttt ggtgaaaccg attcaaaaat acctttgctg gttccataac 
aatactcaag
   244261 tgacctgtgt tccaagtaaa gatacggaag aggctttacg cggtattggc 
attacatgtc
   244321 ctctagtcgt tgttgggcga ggagtggata ctactcgttt ttcaccaaaa 
catcgctcag
   244381 aaaacttacg ccagcaatgg ggcgttgatt ccgatacacg tgtcatgttg 
tatgtaggtc
   244441 gtttatcacc ggaaaaagaa gtccagctga tcgttgagag ttatgcagct 
atgcaaaaca



   244501 ttcagcaaca gaaaactaaa ctggttgtgg tgggagatgg cccggatctt 
gctcgattaa
   244561 aagcactacc tgaagcgaaa aatgttattt ttacgggtag tttgcgcggg 
cacgatttgg
   244621 cagtcgcata tgcaagtgcc gatgtctttg tatttgcaag ccaagttgaa 
acgtttggta
   244681 acgtagtttt ggaagcaatg gcgagcggtt tgccagttat cgcgtatgat 
tatgcatgtg
   244741 cacaccagta tttaatacat ggcgtaaacg gttggttaag cccacttggg 
cataagaacc
   244801 attttataca acaaatttat cagcttcctt caatacaaca acttagagaa 
atgggcatac
   244861 aagcctgtca taaagtacag caaagcggtt ggcaacttcc ggtacagcaa 
ttagaacagg
   244921 cattttatca ggtagtgaag gaaccctcgg cggacttcac ctaagtatcc 
taaaatagga
   244981 gaacaaccat gaaatttaag aatgcaaaaa taaaaatact cgatctcgat 
ttacgaggct
   245041 gcttatatct caataatttc tctcattcac agcgtgtggc attattcttc 
aaaattatta
   245101 gccgtgctgg tgacggacct ttttggtacc ttatgttggc gattgtatgg 
ggaatgcagg
   245161 gcattaccta tagcttgcaa attatctatt tgctacttgg tggttcggtt 
ggaacagcaa
   245221 tttataaatt cttaaaacat aaaaccacgc gtccacgtcc ttaccaagta 
catcaggtga
   245281 ttgttctcgg tgaaagacca ctcgatcact ttagttttcc atcaggtcat 
acgttacatg
   245341 ctgtcatggt gacaattgtg ttggggtata tccaacctgt gttgcttgca 
gcgatgttgc
   245401 cgttcatggt gcttgtggca ttgtctcgta tggtacttgg acttcactat 
ccgagtgatg
   245461 tgattgtggg cgcacttatt ggtgcagcag tagcaagtct gattattttt 
gtcgcgccat
   245521 tattgggcat tgctttataa cgaacagtaa tttttatcag cttaagctat 
cgattaggtt
   245581 tgtggatttg ctaaagtaca cagttcttga tttagcagat taaacagata 
ggagccgcta
   245641 tgggcttacg ttggacagat acgattgata ttgccattga attgtcagaa 
gcacatccag
   245701 aagttgatcc gcaatggatt cgttttaccg atttacatgc atgggtttgt 
gcgttaccag
   245761 actttagtga tgacccaaat aaatcaaccg aaggattgct agaagccatc 
cagatggctt
   245821 ggttggatga agttcgctaa aaacagtgga aaaaatcgca acttttacac 
attcaaagct
   245881 gattattgcc tatgacatcg gtataatgcg gcaaattttt taaagtttaa 
atcttaaaat
   245941 aaaggagcca ctcatggcaa ttgaacgtac tttgtctatc gtaaagccag 
atgctgtgtc
   246001 taaaaaccac atcggtgaaa tttttgctcg tttcgaaaaa gcgggtttaa 
aaattgttgc
   246061 gactaaaatg aaacaccttt ctcaagctga tgctgaaggt ttctatgcag 
agcacaaaga



   246121 acgcggtttc tttggtgact tagttgcatt catgacttct ggtccagttg 
ttgtatctgt
   246181 tcttgaaggt gaaaacgcag ttcttgctca ccgtgaaatc ttaggtgcta 
caaaccctaa
   246241 agaagcggct cctggtacta tccgtgctga tttcgctgta agcatcgatg 
aaaatgctgc
   246301 tcacggttct gactcagttg cttctgcaga gcgtgaaatt gcttacttct 
ttgctgacaa
   246361 cgagatctgc ccacgcactc gttaatcgaa agcattcaaa ccagataagt 
ggtatactac
   246421 ttatctggtt tttttattct ctcaagagca tattgtttga ttcttgaaca 
atatattctt
   246481 tttttgacat ggtttaggta aatacacatg agttctgcag tggtcgtttc 
atctgaaaat
   246541 cttgatggac agcagcaatc ttcgtccacg ccagcatcgc ctgctgccga 
aaaagtgaat
   246601 ttactcggca tgtcacgtgc tgaattagaa aaattctttg aagatattgg 
tgagaaaaag
   246661 tttcgtgccg gtcaggttat gaaatggatt catcaatact ttgttactga 
ttttgctgaa
   246721 atgactaata tttcaggcaa attgcgtgca aagcttgaac aaatttgtga 
aattaaagct
   246781 cctgaagtgg tacaccgtca ttattcaaaa gacggaacac gtaaatgggt 
gtttcgcgta
   246841 ggtgaaggtt ctggctcttt agtagaaact gtattaattc ctgccgaaga 
taaaacaggt
   246901 tcacgcaaaa ctttgtgtat ttcttcacaa gtgggctgtg cattggactg 
ctcattttgt
   246961 tcaacaggta agcaaggttt tcagcgcgat ttaacgccgg atgaaattat 
tgggcaactt
   247021 tggatggcaa actattccta tatggaagaa gtgcctgttg ctgagcgcga 
gcgttcagtg
   247081 accaatgtcg tgatgatggg tatgggtgag ccattgctca actacgatgc 
cgtattaagc
   247141 tcaatgcaca ttatgctcga tgactttgct tatggtatgt caaaacgtcg 
tgtgactttg
   247201 tcaacgtcag gtgttgtgcc aaaaattgat caacttgcaa aagatattga 
tgttgcttta
   247261 gcaatttccc tacatgcgcc aaatgatgaa ttgcgtaatg aacttgtgcc 
tattaataaa
   247321 aaatatccat tggctcagtt gattgcggca tgtcagcgtt atattgctaa 
agatggtaat
   247381 gaaagtgcgc gtaaacatgt gaccattgaa tatgtcatgt tagaaggtgt 
gaacgaccaa
   247441 cctgaacatg cacagcagtt gcttaaatta cttaaaaact taccaagtaa 
aattaacttg
   247501 attccattta atccgttccc tcatgcgcca tatggacgct caagtcgaaa 
tcgtatcatc
   247561 tctttccaaa aaactttgtc tgatgcagga tttgtgtgta cgattcgtca 
aacacgtggc
   247621 gatgatattg atgccgcatg tggacaattg gtcggccaag ttgctgaccg 
tacgcgtcgt
   247681 gctgagcagt ggcaaaagaa agtggctcaa cgacaagaga ttttacgtac 
acaaggataa



   247741 tattgagggc agactttgag tactccgaag ttgaagatca tgttatgtat 
gggggttgct
   247801 gttgcacttt tggcaagtgg ttgccagact tcgcaaacgg ttaaaaagga 
cccggaaaaa
   247861 gcagtaaaag tgcgtacgca gcttgctgcc gaatacattc gttctggtga 
cttggattct
   247921 gcaaagcgtt ctcttgacca agcgttaagt gtcgatagtc gtgatgcaac 
ggcaaatatg
   247981 atgatgggta ttttattgca acaagaaggc agtaaatcca atttagaaaa 
agcagaacat
   248041 tactttaagc gtgcaatttc gtctgaacca gacaatgctc aggcacgtaa 
taattatggt
   248101 acgtatttgt accaaatgga gcgttataat gatgctattg agcaatttcg 
tattgctggt
   248161 gcaacattag gctatgatca acgttaccag gctttagaaa atctggggcg 
aatttattta
   248221 aaactaggcg atattgcgag tgctgaaaaa acattcaaac aagcacttct 
tgctaaccgc
   248281 gactcttata tttcaatgtt agagttagca gaaatttttt atttgcagca 
gcagattccg
   248341 gctgctacac aaatgtatga acaatatgtt cgtacagtgg ggcagaaaaa 
tcagggtgca
   248401 cgcgcacttt ggattggttt aagagtggct cgagccaatg cggataaaat 
gggaatgcaa
   248461 gttttagtaa accagttacg tgctttattc ccggaaagtc cagaatatca 
acgttatttg
   248521 caattacagt atagtactga ggccgtatgg aaataaatcc taattcacag 
cagccaactg
   248581 gctcaagctt accgacttct gctttaggaa atattcaacg tcctggtgag 
tatttacgtc
   248641 aaattcgtgt ttctcagaaa aaagaattag agcaagtatc ttcagattta 
aatatgccgc
   248701 tgaaaacgct caatgcgtta gagcaagacg actataaatc tttgccagaa 
gcgactttta
   248761 tcaaaggcta ttatcgttct tatgcgaagt atttaaatac tgatgcaact 
gcaattatcc
   248821 agcgttttga tgagatttat gcaaacgata ctgggctttt gccaaatcat 
gctttaaaca
   248881 actcaccaat taaaatcatg ggtaaattac cgggttctaa tagtgatcgt 
aacaaaaaat
   248941 ggttaaagcg cgcactgctt gcaattttga ttattgctgt tgtgtcatta 
attgtgatgg
   249001 gtgtccaaaa atggacctca aacaaagaag atgctgagct gccaaaagca 
aatcagtcta
   249061 atgttgaagt tttacctatg aaagggaaca cctctgcaac agtgggtgac 
caattggtgt
   249121 taaactttaa ccgtccaact tctgttcata ttgtagatgc aacagggaag 
gttttagcga
   249181 cgggtcgtca ggcatcgact ttaaccttaa atggtgagtc tccattccag 
attcgtcttg
   249241 atgatgcaac ggctgtgtca ttaagtctaa accaagaaca gatttcattg 
tctccatata
   249301 cggtaaacgg taaagctgaa ttccgtttat cccgctaata ccatgagttg 
agcgatacaa



   249361 tgatagagaa cccaattaaa cgtcgaccaa cacgtaaaat ccgtgttggt 
tcggtctatg
   249421 tcggtggcga tgcacctatt agtgtgcaaa gtatgacaaa taccgaaact 
tgcgatgttg
   249481 acgcaactgt ggctcagatt gagcgttgtg ttgatgcagg tgcagatatt 
atgcgtgttt
   249541 cagtgccttc tatggaagct gctgaagcct ttggtgcaat ccgtaagcgt 
gtttcagttc
   249601 cattagtagc tgatatccat tttgaccata gaattgcttt ggcagttgca 
gattatggtg
   249661 cggactgctt gcgtattaac ccgggcaata tcggttcaga ccagaaagtt 
cgtgaagttg
   249721 tagctgcggc acgtcatcac ggtatttcta tgcgtattgg cgtgaatgcg 
ggttctctag
   249781 aaaaagattt acagaaaaaa tatggcgagc ctacagggca ggcacttctt 
gagtcagctt
   249841 tacgtcatat tgatatttta gaccgtcttg acttccatga gtttaaagtc 
agcgtaaaag
   249901 catcgaatgt atttttaact atggatgctt atcgtttact ctctcaacaa 
attgataatc
   249961 cattacacct tggagtgact gaagctggta tttaccgtac aggtactgtg 
aaatcagcga
   250021 ttgctcttgg tgggttatta atggaaggca ttggcgatac gatgcgtatt 
tcgcttgctg
   250081 ctgaacctga agatgaaatc aagatcggtt ttgatatctt aaaatcgctt 
ggtctacgtt
   250141 ctaacggtat caactttatt gcttgtccaa gttgttctcg acaagaattt 
aacgtgattc
   250201 aggtgatgca ggctttagaa gagcgtttag aagatatccg tacaccaatg 
gacgtttcgg
   250261 ttattggctg taaggtaaat ggcccaggtg aagcaaaaga agcagatatc 
ggggttgttg
   250321 gggctgcacc tcgttcattg gtttatcgta atggtgagaa aagccattta 
attgatacca
   250381 atcaattggt tgatgaaatc gaaactatgg ttcgtcaacg tgtccaagag 
cttgaagaag
   250441 ctaaatctaa agaaattatt cgtagttcat catgagttca attgtcgcaa 
tcaaaggttt
   250501 taacgacgtt ttaccaacgc aaacagcagc gtggagacgt ctcgagcagc 
atttagcatc
   250561 tttaatggat gcttatggtt accaacaaat tcgtttgccg atcgttgaac 
aaacgggact
   250621 gtttaaacgt gctattggtg atgcaaccga tatcgtagaa aaagaaatgt 
atacattctt
   250681 cgataaagga aacccacctg aatcactgac tttacgtccg gaaggaacag 
cgggttgtgt
   250741 tcgtgcgttg gttgaacata acttgttgcg tggtgctacg ccacgtgtgt 
ggtatatggg
   250801 acctatgttc cgttatgaaa aaccacaaaa aggccgttac cgccagttcc 
accagtttgg
   250861 tgtggaaact tttggtgtag cgactcctga tatcgacgct gaattgatta 
tgttgactgc
   250921 gcgtttgtgg aagcgtatgg gtgttgatca catggttcaa cttgagttga 
atactttggg



   250981 tgaaacagat gagcgtacgg aatatcgtaa tgctttggtt gcgttcttaa 
atgaacataa
   251041 agatgctttg gatgaagatt cacagcgccg tttaacaaca aacccattac 
gtattttaga
   251101 ttctaaaatt gagtcgactc agaaaattct ggaaaatgcg ccgaaattac 
atgacttctt
   251161 aaaagaagac agtttaagcc acttccagca attacaagat tatttgactg 
ccgcaggcat
   251221 taaatttgta attaaccaaa aattggtacg tggtctagat tattacaata 
aaactgtttt
   251281 tgaatggaca acaacagcat tagggtcgca aggtacagta tgtgcaggtg 
gacgctatga
   251341 tggtttggtt ggccagttaa aaggtaaggc tgatcagtct gttccagcgg 
tcggttttgc
   251401 aatggggatg gagcgtttat tgcttctact tgagcaagtc gaacaggctg 
aaattgtacg
   251461 tgactgtgaa gcgttcttgg ttgcggagcc tgcttatcaa tctaaagctt 
tagttctagc
   251521 agaacaatta cgtgaccagt tagaagctgc gaatagtaac atccgcatta 
aaacgggttc
   251581 acaaggcagc atgaagagtc agatgaaaaa agctgatcag gctggggctg 
tttacgccat
   251641 aattttgggt gaacgtgagt gggaagcaca gcagcttgct gtaaaagagt 
tggcaacagc
   251701 tgagcaatca caagttgcgt tggctgaact cgtaccattc ttaattgaaa 
aatttacaaa
   251761 ataaactgaa acatctggaa aaggacaatc acatgagctt aagtgatgaa 
gaacaattcg
   251821 acagcttaaa gtcgttcgcc aaaaaatatg gttctgccat gattagcggg 
attctcattg
   251881 cattgattgc ctttttcggg tgggaatatt ggcaaaaaag aaaccttgca 
acgagtcaga
   251941 cagaaactgc aaaagtacag cagttaatgg atgaagcaaa tgcaacagcc 
gataatccaa
   252001 atgctttagc ttcaataaca gcttcggcag ataagattgt aaaagacgat 
attgattcag
   252061 ttcaggcgat acaaactcaa tttgtattgg caaaacttgc atatgaaaaa 
caagattatg
   252121 ctgctgctga aaaagctttg aaaaaagttg agaattcaaa agtaaaagat 
gaaggactga
   252181 ttcaggttgt aaaattgcgt ttagcagatg cacaattggc gcaaaacaaa 
tatgatgaag
   252241 ctctaaaaac cttgtctggt gatgtcgatc cggcatttaa agcaacagta 
gaagagttac
   252301 gcggtgatat ctttgttgct aagaaagata ttgattctgc taaaaaagca 
tatcaagctg
   252361 catgggattc gttactggaa cgtaaacaag agcgacaaat tttacaaatt 
aaactcgaaa
   252421 gtgttggcgt tttagttgaa gatccacaga ttgagcgccc aattttggaa 
acacaggtgg
   252481 aagagtctta atgaatcaga aattcaaact gcctttggca attgcaatcg 
catcggctgt
   252541 attggtcgga tgttctagca acaaagtaaa agaagcaaaa ccaaatccac 
taccgaaatt



   252601 gactgagtca aataagagtt tggtgcccgt gttttcacgc agtgtttctt 
ctacgaataa
   252661 ggcagatcca ttacgtttac aacttgacgc tagcgaaggt gtcgttttta 
cccttgatcc
   252721 taaaggtgaa gttgctgcat atcgtggtaa acaacgtctt tgggagaaaa 
aagttagtaa
   252781 attgggctta agctctggtg ttgaagcagc tgaaggtatt gttgttgttg 
gtaacagtaa
   252841 aggtcagtta tttgctttag atcaggcaac gggtgaacaa aaatggactg 
cacaattatc
   252901 tggtgcttta ttaagtcctt ctttagttca gtctggccgc gtgattacaa 
ttgcaaatga
   252961 cggtactgta tttgcacatg atgtatcatc aggacaacaa gtttgggcat 
ataaattgcc
   253021 aaatgttcag ttcagtttac gtggtcagcc atcgccagtg agtcttgatc 
ctcgtactgt
   253081 tttaattgct tctgcaaatg catatgttta tgcaattgat acgattagtg 
gtattccgcg
   253141 cttccaacgc cgtgttgcag taagtgaagg gcgttctgat attcagcgtt 
taattgacat
   253201 tgatggtgat ccggttgttg cgggtcaact catggtaaca actagtttcc 
aaggccaagt
   253261 aactgttact gatcttgctt ctcaacgtgt ggtttggagt gaagattcaa 
gtagcaccaa
   253321 tcgtccagaa gtttatgata ataaagtgtt tgtttcgtca actgatggca 
agcttactgc
   253381 ttatgactta acaacaggcg aacagctttg gcaaaatgat agtctcttaa 
accgtcattt
   253441 aagtaatcct gtcgtcttgg gatcggacct tattgttggt gatttggatg 
gtgttttaca
   253501 cctaatcgac ccgacaacag gtaagttgat tggtcgttct aaaacaagtg 
gtgaggtcaa
   253561 tacattacgt gtgattgaga atcagctcta tgtttcgacc cgaaaaggcg 
atttaagtat
   253621 ttggcagaat cgttaatttt gttcgcttgt gctaaaatag ccgcttaaca 
aattacgctg
   253681 ttaaaaatat cggggtgttt gaattaaatc agttcaaagc cccgtctttt 
attatggtca
   253741 tatctgacct taaaatatat ctcctgtact gtttctaatg ctcatgccat 
gagatatggc
   253801 tggtcttgaa ttaaggttat tgtatgaaac ccgttattgc gctcattggt 
cgtccgaatg
   253861 tcggaaaatc aacgttattt aaccagatta ccaagagtcg tgatgcactt 
gtagccgact
   253921 tcgcgggttt gactcgtgac cgtaaatatg gtgatgcgac ttatcaaaat 
aagtctttca
   253981 ttgttgttga tactggcggt attggtgaaa gtgaaggcgg tatcgataac 
tacatggccg
   254041 agcagtcgaa aacagccatc aatgaagcag atattattat ttttgtggta 
gatgcgcgtg
   254101 ccggattgtt agcttccgat gagcaaattg cccgtgaatt acgtacttta 
ggcaagaaaa
   254161 tttatcttgt tgccaataag gttgatggtg ttcatgctga agctgctttg 
gttgagttct



   254221 acaagcttgg tatgggtgaa ccattacaag ttgcagcgag ccatggccgt 
ggcgtacaac
   254281 aaatgcttga ggatgtactt caagatattc cagaagatga aaatcctgaa 
gagcatgata
   254341 aagataccgg attgcgtcta gcaattattg gtcgtccgaa cgtaggtaaa 
tcaacgttag
   254401 taaatcgctt acttggtgaa gaccgtgtgg tagcgtttga ccaaccgggt 
acaactcgtg
   254461 actctattta tattccgttc gagcgtgaag gccgtaaata cactttaatt 
gatacagcag
   254521 gtgtacgccg taaaggtaaa gttgatgaaa tgattgagaa attctcaatt 
gtgaagactt
   254581 tacaagcgat gaaagacgca catgtggtgg tggttgtagt tgacgcccgt 
gaaggtattg
   254641 ttgagcaaga cttacattta attggctatg cgctggaagc tgggcgtgcc 
atggtcattg
   254701 cgatcaataa atgggacaac atgagtgaat acgaccgcaa gcagtgtaag 
cttgatgttg
   254761 agcgccgttt tgactttatt ccttgggctc gaattcacct tatttctgct 
ctacatggta
   254821 ctggggtggg tgagttatat ccatcaattc accgtgctta tgagtctgca 
aacttaaagg
   254881 tatctcctgc gaaattgacg cagattttga atgatgcaac tgatcagcat 
cagccgccga
   254941 cagttcaagg ccgtcgtatt aaaatgcgtt atgcgcacat gggtggacaa 
aatccaccga
   255001 ctattgtgat tcacggtaac aaggtggata agactccggc agattatcgc 
cgttatttag
   255061 agaatgtgtt ccgtaaggtt tataagcttg aaggtacacc ggttaaaatt 
gaatttaaga
   255121 cttctgaaaa cccgtttgaa ggccgtaaga gtcaggtcga tgagcgtact 
gctgcacgtc
   255181 gtcgtcgtta tattcagaaa ttcaaaaaag cagaaaagaa atttaaacgt 
taatctgttt
   255241 ttaattgaaa aagcccaaag tcttctttgg gctttttatt gtattgtcta 
atcaggtatc
   255301 agtaaggttt taatgctagc agtgaattat ggatggttcg gattaataaa 
atgaatagta
   255361 aacatgtgga catttatata ggaaaactca atgatttttt aaaacgaaaa 
caacacgact
   255421 ttcccgactt tcgtacattt aatgagtata aaaaacagca aataaagagt 
atcagaaata
   255481 gactgattgt agagaaacta caactcattt caacggaatt ggagtttgcc 
aagcatgaac
   255541 atggcaaacc ttatttattg aatcacactt tgcattttaa tcattcccat 
agccaacaat
   255601 attatgcttt agcgctgagt gagcgaatta aagatattgg tatagatgtt 
gaagagcttg
   255661 atcgtaaagt acgtctggat agtctggcac aacatgcttt tcattctgat 
gaatatgcaa
   255721 cgtggcaaag tctagaacaa gatagagaat attggtttaa agtctggacg 
actaaagaag
   255781 ctgttttaaa agcatcgggt ctgggtatac gtttagattt aaatacctta 
aacacccaag



   255841 cacatcctac aaatcagggc ggattatgtt cgcatgagct tattgggaca 
tttgcctacc
   255901 aaaactttgt gttaggtaat atgatcttaa cagtcgcatg gcgttcagag 
caatcatgcc
   255961 gtggattcca gtttccttct attcagattc attcacttga ccgttaaatc 
taaattactc
   256021 tcataaaaaa accgcgaatt acgcggtttt ttgagtttag ggtaagctat 
aaaattaagc
   256081 ttgaccttca acagcagcag cttgagcacg ttgcatgttt gcttcgaact 
ctgcatcaaa
   256141 gttgattgga gtaagaagta actgtgggaa gctacctttt gttactagat 
cgtttaccgc
   256201 ttcacgtaag aacgggaaca aaatgttcgg gcagtatgca cccaaaatgt 
aaggtaaacg
   256261 gtcttcttcg atattatcga ttaagaaaat accagattga gttacatcta 
cgatgaacgc
   256321 tgtttcatta tcgttattgg cttgaaccac aacttttaaa gatacttcaa 
agtgagttgg
   256381 gtcaatcttt tcagcagctg aagaaagatt gatgttaagt tcaggttgcc 
attgtttagt
   256441 gaaaacttgt gcccctggaa cctcaaaaga aatatctttt gtataaatac 
gctctaaagc
   256501 taattgtggt tgaacttgtt gttcttcgct cattgttttt tccttaatat 
ggatgcgatg
   256561 ttaagccaat aattcgtcga gtttaccttc acgctctaaa gcataaagtt 
ggtcaaaacc
   256621 accgataaac tgatcattaa taaaaatttg tggaacagtg cgatgatttg 
tacgttgcat
   256681 taattcagca cgtacttctg gcgcttcaac agaaagattt acttctttgt 
aagcaacacc
   256741 tttacgctca agtaattgtt tcgcgcgaac gcagtacggg catacagaag 
ttgagtaaac
   256801 aatgacattt gctgccataa caattctcct taagcttttg gtttgctttt 
aacgagaggt
   256861 aagccttgag ctttccagtt actgatacca ccatcaaggc gatagctgtc 
atggtgagcg
   256921 actttctgta aagcgctacc agcaacttgg cctaggttgc aaataaatac 
caatggacgg
   256981 tcacttgctt ttaattcatc agcatgactt gcaatttggc tataaggaat 
attgcggcta
   257041 ccactaatgt gaccttcgcg gaagtctttg ctatcgcgta agtcaatcaa 
aagggcattt
   257101 ttcgctttca ctaaaatacc aagcgactgt ggagaaattt tacgaccgtt 
acgttgacct
   257161 tcaaaaatga agaacaatac gatcaagact ccgagtgtac caaacaaaat 
ggggtgattc
   257221 cccataaact ctaaccagcg ttccacaagt cacctaaaaa aattaaaaac 
aaaattgacc
   257281 tagagtatag cgtatataga tggtgatcaa aatcaccact tcaagggcaa 
atggggtaga
   257341 aaattagttt ttttgctgcg cttcttgaat ctcatcgatt aaacgtaaaa 
agctgtctag
   257401 gcggcgtggt aaaatttcac ctgcttcaac agcctgtttt aagccacagt 
tcttttcatg



   257461 agtatgagta caattacgga actgacacga acctaaatgt gcttcgattt 
cagggaagcc
   257521 catacgaatt ttatctaaat cgagatgcca aagcccaaac tcgcgaattc 
ccggtgaatc
   257581 aatcaaggcg ccatttttac caaagttgat taaacgtgta gaagttgtgg 
tgtgctgtcc
   257641 aagtgctgag ttttcagaaa tgatattggt tttttgttca gcatctggaa 
tgagcacatt
   257701 aataagtgag cttttcccaa cccctgactg acctacaaaa gctactgtct 
cgccatcaag
   257761 acgctgggac aatgctgaga tgtcaccttt agaatgacaa atcatgactt 
catagcctaa
   257821 attttcatac tctttgagca tgtcgagaat cgggtcattt tcagtgagta 
aatctgattt
   257881 attaagcact aaaagagccg gaatattcgc atctgcacat gccactaagt 
agcggtcaat
   257941 caaagtaggt gccggttctg gcagtggggc aaaaacaata acgattaagc 
tgatattcgc
   258001 agctacaggt tttactttgt gatagcgatc cgggcgtgta agtaaagatg 
tacgtggatg
   258061 aattgcggta ataatcccta aacctgtatt agggtcagct tgccacttca 
ctcggtcacc
   258121 agtgaccagt aattcaaggt ttgtacgggt gtgacagcgc caaacgctat 
ttaattcaat
   258181 gggtttccaa aacggttctg gttcgccttc ggcgacttgc ggtttttctg 
ggtgatgatc
   258241 gggtacagaa agtgcctgta cttcaagttg acgtccatag tgctgtacaa 
ccagcccatc
   258301 tagatcttgt gaagtatcga cttcttcttg gcgagtttta tgctgttttt 
caatacgacg
   258361 ttgctgttgc tcagttaaac gacgcttacg aattagagcc attcatatcc 
caaaaaaacc
   258421 attgtttgaa gaccgcaaaa atagcacgaa gctggtatcg aattacagcg 
cagaagcaag
   258481 aaatttgcta ctattgatgt ttttacggca ctttagaacg tacattcatg 
agcagtactt
   258541 taaatacacg attaatttgg attgatctgg aaatgacagg tttagatacc 
gacaacgacc
   258601 agattattga aattgcaaca attattacag atgatcattt aaatgtactt 
gccgaaggtc
   258661 cggttttggc tattcatcaa cctgatcgta ttttaaatgc aatggatgag 
tggaatacgc
   258721 gtcagcacgg ccagtcaggt ttaattgaac gagttcgtcg tagtaaattg 
accgctcgtg
   258781 atgctgagtt acagacttta gaattcctaa aaaaatgggt aaatccaaaa 
gtttcaccaa
   258841 tgtgtggtaa ctcgatttgt caggatcgcc gtttcttaca tcgtcttatg 
cctgaactag
   258901 agcagtattt ccactatcgt aatcttgacg tatcaacagt aaaagaactc 
tcaaaacgct
   258961 ggcgtcctga aattatgagt ggtctgaaaa aaaatgcatc acatttggcg 
atggatgaca
   259021 ttcgtgattc catttctgag cttaagtatt accgcgaata cttcttcatt 
atgaatactg



   259081 acggtaaaga ttgattaggt tattcaagta agaagaaaag ggggcgaaag 
ctcccttttt
   259141 tattgtttaa aggtcattgt tacaataatg ccaagtggga atttggcttt 
catattcatt
   259201 ttgcttaaaa tgatgtttta agtttattta ttataaaaag agagcattta 
tgcaaagtaa
   259261 taacccgata ctgacacgcg ttgaaacggt cagtgactat agtcaaccga 
tgaccgtgca
   259321 aggtgcgatt caaaaatctg ttatgttgac catcattgca gccgcagtgg 
gtgtcgcttt
   259381 atttttttat gcagccttta ctgcaaatgt tggtattgct tatgcggctt 
caattgtggg
   259441 tgcaattggc ggcttggttt tagctttaat tacgactttt aaaccaacga 
ctgcaccaac
   259501 tttagcaatt ccttatgctt tatttgaagg ggctttctta ggtggtattt 
cttttacttt
   259561 ccagttgaaa tatccgggcg ttcctcttca agctttattg gcaactttcg 
tcacgacttt
   259621 ggtgatgttt ggtctatata agtttcaaat catacgcgca actgaaaagt 
tcaagtcagt
   259681 tgtaatctct gcatctttgg cgatctttat tgtatttatc gtgcagatgg 
tgatgcgttt
   259741 agcgtttggc tcaagcatcc cttatatttt tgaaagcaac tggttaggta 
ttggtttcgc
   259801 tgcttttgtt gcagtgattg cttcactgaa cctaatttta gattttgatt 
tgatcgaaac
   259861 caatgcagca tatcgtgcac caaaattcat ggaatggttg tgtggtattg 
ccttacttgc
   259921 aactttagta tggatgtata tctctttctt acgtttactt ggcttattgt 
ctgacgacta
   259981 aaaatgagtt ggtaaaaagt cgctcctaaa tcggagcgat tttttttcgt 
gcgatttttg
   260041 aaaaaagatg cattatgcaa tttcgaaaaa cgttgaatat tggcattatg 
ctgaaaatta
   260101 ttttgagtga gatcggcatg acacaaggac ttttagcagg taaacgcttt 
ttgattgcag
   260161 gcgttgctag taaattatca attgcttatg gtattgcaca agcattacac 
cgtgaaggtg
   260221 ctgagcttgc atttacttat ccaaacgaaa aattaaaaaa acgtgtagat 
gagtttgctg
   260281 agcaattcgg ttctaagctt gtgtttccat gtgatgttgc cgttgatgct 
gaaattgata
   260341 atgcatttgc ggaacttgca aaacattggg acggcgtaga cggtgttgtg 
cactcaatcg
   260401 gctttgcacc tgcacacacg cttgacggtg actttactga cgtgactgac 
cgtgacggtt
   260461 ttaaaattgc tcatgacatt agcgcataca gctttgttgc aatggcacgt 
gctgcaaaac
   260521 ctttattaca agctcgccaa ggttgtttat taactttgac ttatcaaggt 
tctgagcgcg
   260581 ttatgcctaa ctacaacgta atgggtatgg caaaagcttc tttagaagct 
ggtgttcgct
   260641 atttagcatc aagccttggt gttgacggta tccgtgtaaa cgcgatttct 
gcgggtccaa



   260701 tccgtacttt ggctgcttct ggtattaaat ctttccgtaa aatgctagat 
gctaacgaaa
   260761 aagttgcgcc gttaaagcgt aacgtaacca ttgaagaagt gggtaacgca 
gctttattcc
   260821 tatgctcacc ttgggcttca ggtattactg gtgaaattct atatgtagat 
gctggtttca
   260881 atactgtagg tatgagccaa tctatgatgg atgatgaata aatcttaaga 
tttattcaga
   260941 cataaaaaaa gccgtagttg aaggactacg gcttttttac tgggcgcaag 
ttattgcggc
   261001 agttctttta caggcgaacc acctaatgcc tgcataaggg tgacataagc 
gttgtattgg
   261061 ctttgtttgg tttcaacaag actcaagcgc gcagtacgtg tagtttgctg 
tgcatcaaga
   261121 agtgttttta atgcaacagc gccataacgg tagcggactt cagttaaacg 
ttcagttttt
   261181 tctgcaagtt cgacattacg ctcttgtaaa gctacttgtt tgtcgagttc 
tgtacgactc
   261241 gacaacgcgt tttctacatc agcaaaagcc tgataaagcg tttggcgata 
ttgaataatc
   261301 gctttttcat aatctaggtt gctaatcgcg atatcttttt tcatatcgtt 
atattgcaaa
   261361 aacggtaagc ttaaactcgc tccaagcgta agggcagggt tacgtaataa 
ctccgttaaa
   261421 gatgtactgc ttgaacctaa actactggtt aagctaattg acgggtagta 
gcttgcttta
   261481 gttgcatctt tagttgctag tgcttttctc aagcgaagct cagctgcttg 
caagtctggg
   261541 cggcgtgaca aaatatccgc tggtaaaccc gcaccaatag caggcagcgc 
tgtacgtggt
   261601 aaacgctgtg gctcttgaat attgagttgc tgtactggct catgcaataa 
cacagcaatg
   261661 gctgtacgcg tttcaacaag ctgttgctca atctggctta aacttgcttt 
ttggctttga
   261721 acagactgct cggcttgcgt aaggtctaat cctgaaactg cacctgcttt 
atactgagtt
   261781 tgaactaact gataaagctt ttgtgaagtg gctaagcttt gctgtgcagt 
tgcataccgt
   261841 tcatttaaat aaccaagttg ccagtagagt ttcgcagtag tggcaatcag 
actttgacca
   261901 gtagcttgaa gatcttgttc ggttgctaac gcttcccatt tacttgcttc 
agtttgacga
   261961 gcaagcttgc caaacaaatc aagttcatag ctcaccccag cactcattga 
taaacctttc
   262021 gcactgtcat ctcccgaatt taagtcgaaa gaatgccctg tagaaacact 
agagctggtc
   262081 cgtaagcctt gtttattcgc ggttaaatca gcttgcaagc gtgcttgctg 
gagtgtgatt
   262141 cccgcaacag ccaaatcact attgcgctct aaaacattag ttacgagttg 
gttgagctgt
   262201 gtatctctaa acaatgtcca ccaacggtca gaatattgct caaccgatgc 
tgttttagct
   262261 ttagccttat cgtactgaaa actgcccgga acttgtacag ctggtgcttg 
gtaaggtgtt



   262321 tttactacag cggcacatcc cacaagagaa ctagtgagga gaagtgctgc 
gctaagttta
   262381 gtcatagaaa aagacatgca attttcctta ttctcgtgat agtgctgcaa 
cagggtcaag
   262441 ttttgctgca ttcttggcag gtaagaagcc gaatacgaca ccaatcaatg 
ttgaacacac
   262501 aaacgcagca acaattgatg tggttgaata ggcgacagca aagttgccac 
cggcaaactt
   262561 attaatcagt tgtcctaagc caagtgatag cagtacgcca agtacaccac 
caatcagaca
   262621 tactaaaatt gcttcaatca ggaactgctg caaaatatca ctttgtcgag 
cacccacagc
   262681 catacgcaca ccaatttctt gcgtacgttc agtcaccgaa accagcataa 
tattcattac
   262741 cccgataccg ccaactacca gagaaattac agcaattgct gatactaaga 
gagtcatagt
   262801 acttgtggtt ttctcaatgg tttgtcggat actgtcactg ttcatggtga 
aaatatcttg
   262861 ggcaccgtgg cgctgggtta ataagttaac aatggcgttt tcagcagcac 
tggtcgagta
   262921 tttatcatta atacgtacga caatattacg gacatgggct tgccctaaca 
tacggctcat
   262981 gaccgtggta taaggcatat atacattcag cgtgtcatcc gaacccattc 
cgctggtctg
   263041 aggttctaca atgccgataa tacgagctgg tacgctaccc agtaacacga 
cttgcccgat
   263101 tgggttagta ccatcactaa agaattgttt ttgcgtattg gtatcaatga 
ctacatcttg
   263161 tgaacggtcg cggacacttc gttgatcaaa ggtttggccg tctttaaaaa 
ctagaccttt
   263221 tacatcaaaa taatcgttac ttacaccgtt aatagtcgca tttgcttcat 
tttgttgata
   263281 acgcatggtc ttggatgtac tgaccatcgg actaactgca ctgacataag 
gctgtgtcat
   263341 taatgcatcg gcatcggcag gaaccagcgt tttaaaattg gctgtcttgg 
agttatcacc
   263401 aaaaccacga ccttggaata ccgtaattgt gttggtgcct aaactgctaa 
tgttgctcaa
   263461 aatctgttgt tgagaaccat tacctagcgc aactaccgtt acgacagagg 
caataccaat
   263521 aatgatcccc agcatggtta agaaagtacg catgcggtgg gcattcatag 
acagtaaagc
   263581 catttgaaag gcttcggata agcgatctag agttgaacgc caagccgaaa 
tacttttgcc
   263641 ttttttctgc ttattttgta aagcaggtgc tgcatctgga tcagatttaa 
cttcttctaa
   263701 agactggtct ggaacattag gacggtcact aataatttcc ccatcactaa 
tttcgataat
   263761 gcgcgttgca ttctttgcaa cttgcatatc gtgcgttacc aaaataatcg 
tatggccagc
   263821 cgcgttgagt tcacgcaaaa ttcgcatcac ttcaacgccg ctatgtgaat 
cgagtgcccc
   263881 tgttggttcg tcggccaaga tcacatcgcc gccattcatt aaggcacgtg 
caattgatac



   263941 acgttgctgt tgaccacctg aaagctggct tggtcggttt tgcgttttag 
tacctaaacc
   264001 tagctctgtg agcagggcag tagctcgctg tttacggtct gctggagtaa 
caccagcata
   264061 aacagccgga acctcaacgt taccttcagc tgataagtca cccagtaaat 
gataacgctg
   264121 gaaaataaag ccaaaatatt cacggcgtaa ctgtgctaac tggtctggct 
caagtttacc
   264181 ggtttcttgt ccattaacct tataactacc acttgttggg cggtccagac 
agcccaaaat
   264241 attcatgagc gttgatttac cagagccgga ctgaccgacg atggcaacca 
gctcaccctc
   264301 ataaatagtc aggtcaatgc cttttaaaat ttgaatcgtg ctttcgccag 
cagggaattc
   264361 ccggaccaga ttgctgactt caagcaaagc ttgttttgtc atgcttacat 
tcccattgga
   264421 ccgctacggc gacggttatt accactgttt gcagaagctg cagagttttc 
tgaactatca
   264481 gcaatcacaa cttggtcacc ttgttttaat ccggcaagta cttgtgcatt 
tacacggtta
   264541 ttaataccta ccaaaatttg tgttggttta gtcgtaccat ctgcttgtaa 
aacgcgaact
   264601 acactcagag ttgctttgcc ttgttcaata agctgttttt gttcaggagt 
taaatttaag
   264661 cgttctaaac gggcgccgtt accttgatgc ttgcgttctg cacttggagt 
agaacttgct
   264721 ttatctgccg attgcccctg ttttctttgg ccagaaaatt gtttgctact 
taacgcagaa
   264781 gatggaacca ataaggcatt ttttgctgaa tttaatacga tataaacttg 
tgcagtcata
   264841 tcaatacgca atttgccgtc cgtatttgga acatcaaata aagcgttgta 
gtaaacggct
   264901 gagctggttg ttgaacttgt ggtgctgttt gattcactag agattgaatc 
tggagcaggt
   264961 tcgatttgac gtaaggttgc atagcgcttg gtttcatcac ctaaggtcgt 
gaaatagacc
   265021 tgctgaccct tttccacttt cataatatcg gcttcactca cctgtgcttt 
aatcgtcata
   265081 ttttgaagtt ttgcaatttt gacgatagtt ggagcgcttt ggtttgcgtt 
taccgtttga
   265141 ccttcttcag tcacaatcgc aacaaccgta ccatcagttg gcgcaacaat 
acgtgtatag
   265201 ccaatattgg tttgtgctgt tgaacgcgtt atttttgcag actcaatttg 
tgcatctaat
   265261 gctttaactt gtgcctgagc agttttataa gcagcttcag ccgactctaa 
atctgcacga
   265321 ggtgttgcat cttgagcata catttgttgt tgacgacgat attcgagttg 
tttctcgttt
   265381 aaagaagcga tttgctgaag acgctgtgcc tctaaatttt taatattggc 
atcagatgtt
   265441 tttaaactgt tttcttgggt ggtcgagtca atttgtgcaa taagttgacc 
ttgttttact
   265501 tgatcaccaa gctgcacata catcttttta acctgaccag atacctgagc 
acccacacta



   265561 atgagcttgg ttgcatcaag tgtaccggtt gcaagtacat tattctcaat 
atccccgcga
   265621 gttacctctg ctgtaatata ttgaggctgc tgttgtttag gctttaagaa 
tttccaagct
   265681 aagacagcaa taatggcgat acagacgaca ataattacga gtttaattgg 
ctttattttt
   265741 ggcatggcga gaggtcgaaa agtctaaaat ttaacttagt ataagagtca 
aatgaggata
   265801 aaacgtgaat ttttatgata tttcaataaa gcaggcaaat gatttggctg 
cgctaatgta
   265861 taaataatgt ttttccacac agctcggcaa tggcttgttg cattaaatgt 
tgggcattct
   265921 catttgacat gcctttgatt gcggcatcaa tttgtaaaag tagagcagac 
catcccaaaa
   265981 attgctgtgg attgagtctt cttaatgctt gttgatataa gctaactttt 
gttttccata
   266041 tacccagttg taatgcatta tgtggttgtt caaacaactg cattaataaa 
cgcatttctt
   266101 tacttaatgt ccataagatc aagctttccg gttcaccgga accgattaaa 
tattgaaaga
   266161 tcttaatgga ctgagcaaga ttaccttcta ataacgcatc gcttaaatcg 
taagtggtgt
   266221 aacgagactg atcttgtaga catgcatata actgttcaat ttgaattagt 
ttctggtctg
   266281 gaaaagtatc tcttacccgc atcaagctat ttttagcagc gagcaggtta 
tgctcatgat
   266341 gctgcatgag ccactgccaa gcatcattgt cgagttgaat ttctaacttc 
tcagcctcag
   266401 cggctaatat tcgttggcgg tcttgcggat agttagcagt aagggcaacc 
accacaccgt
   266461 tcgcttcaac aacttggaaa aaagcagatt ttaagctgct actgtcttgt 
ttgggtaaaa
   266521 caattaacag caagttagtt tcattatgct ggatataact ttttagctgt 
tttaaaccat
   266581 tggcatcggg cttgatattg ccgtgaactt caatcgcaag ttgctgagaa 
aataaagata
   266641 ggctgttcag tgcattaaag acatttttcc agtcacttac actactaata 
tcgtagcgct
   266701 gtctttcaat gtcttgttgc tgccagcttt tgcgaaaagt gtcgagtaaa 
ttttgttcta
   266761 ataaaggttc ctgtccatgc aggatccacg caccccgagc ttccggaatg 
cgtttgaggg
   266821 cttgtaaata gtcaagtttc attacttaag aaaagatatg tctatggttg 
agcttttggt
   266881 aagcgattgg ctgaaatttg acgagtaatt tgctgtgcaa ggtcatcaat 
tacaatacgt
   266941 tgcaagtaac tctcttgctg gttctcagtg ttgaccgttg ccaagtcata 
ttgataacta
   267001 cgagctgcgg ttaaagtacg cggctctgta attttattac cttgacggtc 
ttcgatttgg
   267061 aaagttacag tcaagcgtaa taacacttct gtaagtttac catttagaag 
ctgacgacga
   267121 ggcgtgtatt ctaaaacacg aagaacgtag gcgtcgttgt cattgctgag 
ctgaacacca



   267181 tttgccgtta aatacacttt taattgtgtt tcaaggtcat cggtttttgc 
cggtaactca
   267241 aggcttaatt ttttataaac aagtggagtc gcagtcgggt tagttccttt 
taaatggaaa
   267301 ccacacccga ctaagcctgc actaaggcct aaggttaaaa caacagcggc 
taaacgttgg
   267361 gctaagtgca tgcttgatcc tctcattaat acctgtaatt aaaccacgag 
gttaaccaat
   267421 ttgtttggaa ccacaatctc ttttttggtt ggtcctgtta agaactgctg 
aacttctggt
   267481 aatgctttcg cttgagctaa taactcatct ttagaaatat caacagaaac 
ttcaagttta
   267541 ccgcgaagtt taccatttac ttgtacaaca atcgtttgag tattgcgggt 
taatgcagaa
   267601 gcatcaactt cagggaaagt tgcttctgtt aagtccgtac caaactgagc 
caataaagtc
   267661 tggcttaaat gcggagcaaa tggagcaagt aaagttaaca atgtggtgat 
tgcttcacgt
   267721 tctacagcaa cgtcattgtc atcttttgct tcaaacttat tgcttgcgtt 
taacaattcc
   267781 atcaatgcag caattgcagt attgaacgca tgacgacgct caatatcatc 
acttactttt
   267841 tgaatggttt cgtgtgtctt acgacgtaaa tcttgagcat ctttagacaa 
gtttgcttta
   267901 tcgattgctg ttgcagagtt tcctttttca aggaagcttg ctaccagacg 
ccatacacgt
   267961 ttcaagaaac ggtttgcacc ttcaacacct gcatcagacc attctaaaga 
ttgatctggt
   268021 ggtgcagcaa acatcataaa tacacgagct gtatctgcgc cgtattgatc 
aataatggct
   268081 tgtgggtcaa taccgttatt tttcgactta gacatttttt cttgtccgcc 
gataatcact
   268141 tcttgaccat cacctgaata ttttgcagaa atgatgcgac ctttctcatc 
acgttctaat
   268201 tcgatgtcag cagggttgaa ccaagttttc ttaccatttt ctgcttcacg 
atagaaagta
   268261 tctgcaagca ccatgccttg agttaacaag ttggtaaatg gctcattacc 
ttgtacaaca
   268321 ccttcatcac gcattaattt gtggaagaaa cgtgcataaa gtaagtgaag 
aatcgcgtgt
   268381 tcaacaccac cgatatattg gtttacagga agccagtttt tagctgcttc 
aggttttacc
   268441 ataccaccag taaagtctgg agatgcatag cgtgcgtagt accaagatga 
ttctacaaat
   268501 gtgtccaatg tatctgtttc acggcgtgca tcgccaccac agcaaggaca 
tttcgtttca
   268561 tagaattcag gcattttatt tagtggatta cctgaaccat ctggaacaac 
gtcagttggt
   268621 aatacaaccg gaagttgatc ttcaggaact gtgacttgac cacaagtatc 
acagttaatc
   268681 attggaattg ggcaacccca gtaacgttga cgagaaacac cccagtcacg 
taaacggaat
   268741 tgaactttag aatttgctaa accttgtggt tctaatttcg caaggaatgc 
atcaaatgca



   268801 gcttggaatt ctagaccgtc aaactcgcca gagttaacaa gtttaccttc 
tttagaaccg
   268861 taccattctt gccactcggt agcagagtag tctgcatcgt cagcaccttt 
ggcatcaatg
   268921 acttgcttaa ttggcaagtt gaacttgtta gcaaattcga agtcacgttc 
gtcatgtgct
   268981 ggtacagcca tcactgcacc agaaccgtaa gacattaata cgtagttcgc 
aatccagaca
   269041 ggaagctctt cgccagttac agggtgtttt acaaacaaac ctgttgccat 
acctttcttc
   269101 tcggctgtag ccaagtcagc ttctgcaact gaacccatgc ggcattcttc 
aataaatgca
   269161 gccaattcag ggttattttc agcagcttta agcgcaagag ggtgttctgc 
tgcaacggca
   269221 acgtacgtca cacccataag tgtgtcggca cgtgttgtat aaacagttaa 
gccgtcagca
   269281 taaatttcag tattggcaga tgggaaggta atttccatac ctgtagaacg 
accaatccag
   269341 ttacgctgca tggtcaacac ttgttgaggc cagccgtctt gtagagtgtc 
taggtcgtct
   269401 aataattctt gtgcatagtc cgtaatacgg aagtagtaca ttggaatatc 
gcgtttttca
   269461 accaatgcac ctgaacgcca gccacgacca ttttcaactt gttcgtttgc 
caaaactgtt
   269521 tggtcaaccg ggtcccagtt tactgttgaa agtttacggt agattaaacc 
ttttttataa
   269581 agctgaacga acaaccattg ttcccagtga tagtactctg gtgtacacgt 
tgcaaattca
   269641 cggtcccaat ctacagatag acctaatttt tttaattggt cacgcatgta 
agcgatgttt
   269701 tcaaatgtcc attttgccgg agcaacttta tgggcaattg cagcgttttc 
cgctggtaaa
   269761 ccaaatgcat cccaacccat aggttgtaat acggtttcac cttttaaacg 
gtaaaaacgg
   269821 ctaattacat cgccaatggt atagttacgc acatgaccca tgtgcagttt 
gccacttggg
   269881 taagggaaca ttgacaggat gtagcgatgt ttaccttcga cagtgtcggc 
aactttaaag
   269941 actttacgat tttcccaatc ttgttggact gatggttcaa tcgtgtttgc 
ttgatattct
   270001 gggtcaatgt gagaaatagt catagacgta agctatacaa cgaaaattga 
aatgaaagat
   270061 tgctgcacag catagcgcaa aatagaggaa aatgtcagtt tttagagcag 
gattttatct
   270121 tttaatctgc gctataaaat ttcccaatcc attcttgttt attttaaata 
aacgaagagt
   270181 ggtaaaaata ttcaccactc tcattttaat tatcttggtg ccgatacaga 
cggggcaggt
   270241 gggactggga cagcaggtgc acctttttct actgttacat tagttacttc 
ttgtacgact
   270301 ttatctttat cctgagatga ttgttctgag tttgatgttg gatttttcaa 
caatggttga
   270361 ctgccgtaag tcgaaacttt gttcaaatgt ttcgctcctt gaggtggtgg 
cgtcgtggtg



   270421 taatgtgtag acccactttg atctatccat ttataatatt gctgtgcctg 
actttgactt
   270481 gagcaaagta aaattgctgt tgtagcggct gtatacaggc ttgtttttaa 
ataagataaa
   270541 ttcatgtcag ttcttcccca atgtaaactg attatattta aataaacttt 
ataaataagc
   270601 aatttagaat ggatcgtttt atataaaaat aatgaatttt taataaataa 
tgagctaaga
   270661 agagtaaatt cacgatttaa tattagatta aaaaagcagc agctaaattt 
ttttatggaa
   270721 aaaccttttc tttattcttg actttgtata tagaaacaac aaaaatgctt 
tctctagttt
   270781 tatatgcatt tactcgatca cccttcgaat aactgtcatg ttttgtaata 
gacattctct
   270841 ctagccgaga gattgatttt actaaagtat gtatatccag acatgcttta 
ttaatgttaa
   270901 aacagcttat acggctgaaa aacagaaatt tttctattgc aacgaaaact 
agacaatatg
   270961 tgtgctataa cagtgcagac aattcaatga atgaaacact atttatgcct 
tccataaaat
   271021 agtgatataa gattttaggg tgaatcacgt tggaactttt atctggtggt 
gaaatgctcg
   271081 ttcgcgctct tgcggacgaa ggcgttgaac atgtttttgg ttatccaggc 
ggcgcagtat
   271141 tacatattta tgatgcgcta tttcaacaag acaaaatcaa tcattacctc 
gtgcgccatg
   271201 agcaagctgc tggtcatatg gcagatgcct actcgcgtgc tacaggtaag 
actggcgtag
   271261 tactggtcac ttctggtcca ggcgcaacca atacagtaac tccaattgca 
acagcttata
   271321 tggactcaat cccaatggtg gttttgtctg gccaggttgc atcacatctg 
attggtgaag
   271381 acgctttcca ggaaactgac atggttggta tttcacgtcc tatcgtgaaa 
cacagctttc
   271441 aggtccgcca cgcaagtgaa atccctgcaa ttattaaaaa agcattctat 
atcgcatcaa
   271501 gtgggcgccc tggtccagtt gtagtcgata ttcctaaaga tgcgactaac 
cctgcagaaa
   271561 agtttgcata cgaatatcct gaaaaagtga agatgcgttc atatcaacca 
ccttcacgcg
   271621 gccactctgg tcaaattcgt aaagcaattg atgaattact aactgcaaaa 
cgtcctgtta
   271681 tttatacagg cggtggtgtc gtacaaggga atgcttctgc gttattaacc 
gaacttgcgc
   271741 atttacttgg ttatccggta actaacacac ttatggggtt aggcggattc 
ccgggcgatg
   271801 acccacagtt tattggcatg ttgggtatgc acggtacata tgaagccaat 
atggcaatgc
   271861 accatgcaga cgtaattttg gcgattggtg cgcgttttga tgaccgcgta 
acaaataacc
   271921 cagccaaatt ctgcccgaac tcaaaagtga ttcatgtcga tatcgaccct 
gcaaccattt
   271981 caaaaacgat tatggctcat attccgatcg ttggtgcagt agagccagtt 
cttcaagaaa



   272041 tgttggcaca gttaaaacaa ttaaatgtgt ctaaaccaaa tcctgaagca 
attgcagctt
   272101 ggtggtctca aatcaatgaa tggcgcaaag ttcatggttt gaaatatgaa 
aatccatctg
   272161 atggcactat gaagccacag caggttgttg aaactttata taaagtgacc 
aatggcgatg
   272221 ccattattac ttctgacgta ggtcaacatc agatgtttgg tgcactttat 
tataagtaca
   272281 aacgtcctcg ccaatggatc aactcaggtg gtcttggcac tatgggtgtt 
ggtttacctt
   272341 atgcaatggc tgcgaagctt gctttcccag accagcaagt tgtttgtatt 
acgggtgaag
   272401 cttcaattca gatgtgtatt caggaacttt caacctgtaa acaatatggc 
ttgaacgtaa
   272461 aaatcttgtg cttgaacaac cgtgcattag gtatggtgaa acaatggcaa 
gatatgaact
   272521 atgaaggtcg tcattcaagt tcttatgttg agtcattacc tgactttgcc 
aagttaatgg
   272581 aagcttatgg tcatgtaggc attcaaatta atcatgccga tgaacttgaa 
tctaagcttg
   272641 cagaagcaat ggcaatcaat gataaatgcg tatttatcaa cgttatggtt 
gaccgtagcg
   272701 aacacgttta tccaatgcag gttgcaggtc aatctatgcg tgatatgtgg 
atttctaaag
   272761 gggagcgcat ttaatgagac atattatttc tgtactcgtt gaaaacgaag 
ctggtgcgct
   272821 ttctcgtttg gtgggcttat tcagtcaacg taactacaac attgaaacac 
ttaatgttgc
   272881 accaaccgaa gatccgacat tatcgcgttt gacgttaacg acttatggcg 
atgaccataa
   272941 gatcgaacaa attacgaaac agctcaacaa gcttgttgag gtggtaaaag 
tagttgattt
   273001 atcagaaggt tcacacattg agcgtgaact tatgctaatc aaagtaaaag 
cattaggtgc
   273061 ttcacgtgct gaaattaaac gcactgcgga tattttccgt gcgcaaattg 
tagacgtgac
   273121 accaacgacc tataccattc aaatagcagg gacaactgaa aaattagatg 
gttttatcga
   273181 tgcgcttgca gaaaacacca ttcttgaagt cgttcgttca ggtgtatcag 
gtatcgcccg
   273241 tggcgaaaaa gttttagcca tttaattttt taaaaagtat tttagcggag 
aacacaaatg
   273301 caaatttttt acgataaaga ctgtgactta tcaatcatcc aaagcaagaa 
agttgcgatt
   273361 attggttacg gttctcaagg tcatgctcat gcacttaacc ttaaagactc 
aggtgtagac
   273421 gtaactgtag gtttacgtgc tggttcagct tcttggaaga aagctgaaaa 
cgctggtctt
   273481 aaagttgctg aagtcccagc agcagttaag caagctgacc tcgtaatgat 
tttgactcca
   273541 gatgaattcc aatcacaact ttaccgtgac gtgattgagc caaacatcaa 
agaaggcgcg
   273601 actttagcat ttgctcatgg tttctctgtt ctatataacc aagttgttcc 
acgtaaagac



   273661 ttagacgtaa tcatggttgc gcctaaagct cctggtcaca ctgtacgttc 
agaattccaa
   273721 cgtggttcag gtgttcctga cctaatcgca attcaccaag acgcttctgg 
taatgcacgt
   273781 aacgttgcgc tttcttacgc ttctggcgta ggcggtggcc gtacaggtat 
tatcgaaact
   273841 tcattccgtg aagaaactga aactgactta ttcggtgagc aagcagttct 
ttgtggtggt
   273901 gcagttgaac tagtgaaaat gggcttcgaa actttggttg aagctggtta 
tgcaccagaa
   273961 atggcttact tcgaatgctt acacgaactt aagttaatcg ttgacttgat 
gttcgaaggc
   274021 ggtatcgctg acatgaacta ctcagtttct aacaatgctg agtacggtga 
atacgtaact
   274081 ggtcctgaag taatcaatga acagtctcgt gaagcaatgc gtaatgcatt 
aaaacgtatt
   274141 caatctggtg aatacgcgaa gatgttcatc caagaaggtg cgttgaacta 
cccatctatg
   274201 acagctcgtc gtcgtcaaaa tgctgcacac ggtattgaac aaactggtgc 
taaattacgt
   274261 gcaatgatgc cttggattca agcgaacaag atcgtagaca aagagaaaaa 
ctaattctct
   274321 tttctattgt ttttaaaagg accctgctaa atgcagggtt ttttatttta 
ttagtcccta
   274381 aaacaagttt aaaaaaacat cattaaggtc aattgaccta gacttaagaa 
atcctatatt
   274441 tttcatataa ttggatgctt aatttttgtt tactttattg atttctaaag 
taaaaaatac
   274501 ttgaccaaat gttagataat gttattgttt ataactgact aaaaaagtcg 
aatttactaa
   274561 tttttcttta acgtgtttaa ttgtattttg tgcaatgagt tgaacaaaat 
aaaaaaaagt
   274621 attgaataat catggaagtc caatatgggt catgttgatt acgatagcac 
attgatcgtc
   274681 ggctctttta ttgcggctgg cgctatttgc tatattgtga tttccatgga 
gcagttaata
   274741 tttaagcaaa cttataaaaa gattgagccg tttattctat tactcaatgg 
attattactc
   274801 gcagcagcga ttagtattgt ccatattgtc ggcatgcatg cttaccattt 
atttgaagca
   274861 gcttcttcga acgttccttt aattacactg gcttttggaa ttagtgctgt 
actttcaagt
   274921 gtcgcaattt ggctgacttc tcgttttaca cttcctatat ttagactcat 
tttaagctca
   274981 atcattatgg gaattgggat ttctgcttct tattatgtga gtatgttagg 
ctggaatatt
   275041 gatatttata agaaagacta tacctctttt cttattttat tttctgtttt 
aattgccatg
   275101 agcgggtcgg gactagcttt cttgctggcc tataaattaa aagaaagtga 
acgtcaccgt
   275161 ataagtttaa aattagcctt tgcagtgatg atgaccctaa gtattatggg 
gatgcactat
   275221 acggcactta tttcgacaaa tattactgat aagtttgtaa gccaatatca 
ggctgagcat



   275281 gacttgctgt tatttacaat tattttagtt acctgtctgg tgctggtcgc 
gagttttatt
   275341 gttgccgtgc ttgaacaacg actgaaccag cgaaatctag aactgcgcaa 
agccaataaa
   275401 gaattagcca acctctctat tcaagataac ttaactaaat taccaaaccg 
actttattta
   275461 gtggattacg ccgaagttct cctgtcagat caccgttata aagaccaaaa 
aattgctttt
   275521 ctctatattg atttagaccg ttttaaatcg gtaaatgatg cgtttggaca 
ccactttggt
   275581 gatcaactgc ttatacaaat ggccaatcgt ttacattggc aactcaatga 
aaaatgtaaa
   275641 ttgcttagaa ttggtgggga tgagttttta ctaattgctg aaaacactga 
tactgaagag
   275701 gcaatgcaac ttgctgaaaa agtattacat cttattcaag acagttacca 
aatttccggt
   275761 aaagaaatta atatttcagc aagtctaggt atcgcactgt tccctgaaca 
tgggcaaaat
   275821 gttcaagacc tgctgatgaa tgccgatgct gccatgctga tgtctaagga 
gcagggccgc
   275881 aatacttata ccgtctttag ttattctacc catcaacaag aaacaagaag 
tcagtcaaaa
   275941 ctgatcaatg atttatacaa agcagtcgaa gaaaaacaat ttgttctcta 
ctaccagcca
   276001 aaatttaata ccaatcttga gatttgtggg gtagaagcac tcattcgctg 
gaaccatccg
   276061 tccttaggta tgctgacacc gcatatgttt attggtggcg cagaaaagac 
aggtttaatt
   276121 attccaatgg gatattgggc gcttgagcaa gcttgccaac aaattcagga 
atgggaacgt
   276181 agcaatacgc agttttatcc tattgcagtc aatttatcgg ccttgcagtt 
cgaaaataaa
   276241 aagctcttta gtactctcga aggcttatta aaaaaatacc aaattcagcc 
tcatcacctc
   276301 attattgaaa ttaccgaatc aaccgcaatg cggcatatcg acttaagcat 
tcgtgcttgt
   276361 gaacgactgc gcgatatggg tattcgggtg gcaattgatg actttggaac 
agggcactca
   276421 agcttcttat atttaaaaga tttaccagtc gatgaactta aaattgaccg 
tggatttatt
   276481 gtcgatttaa aaccgggctc aaaagaagaa gtcattttag aaagtattat 
tcatttggcg
   276541 aaaaagttag gtttaaccgt aacagccgaa ggggtggaaa cacagcaaca 
agttgagatt
   276601 ttaacacgct tgggctgtca gcagttccaa ggttatttgt tgggtatgcc 
tgtaaatgta
   276661 gggcaactga ttcagtcgca aggtgctcat tttgtttaac ccagatattt 
ggttaaattt
   276721 aaaaactact acttaatata atatctaaaa taataattta gttaatctaa 
tgaaaaataa
   276781 taagaatttt taaaacttgt cataaattcc acattgacac ttctaaactc 
tcagattatc
   276841 ctttgcctgc tggcctacat tgccagccgg ttgtcgcaga ccgattagta 
aaggcatcag



   276901 attattccct ctgaggagta gtcttgtgtg tacaatcgtc cctcgctcgt 
tgcggtagga
   276961 cgagtgaggg acacctttgg gtgtgctgat tctttactat cagtctgcga 
acccttgctc
   277021 gttctgccac cataatcttt tattaatgct ttggcagaac tccccaaata 
aggagttggc
   277081 tatgcatact atttttaccc ctcccagtta gtctttatgc agtttgatca 
cctttaggtt
   277141 ttcaggcgtc agttcttcac gactaaaaat catatcaaca ataaaacttg 
agatgcgtta
   277201 gggcagtctt tggggccttt gcatgctttt tttgcttaga gcaaaagttg 
cagtcgtttt
   277261 atctctttta aacacaacaa gaaattattt tataacggta actatatgcc 
atattcagat
   277321 ctctcatttc gcgcgttaag cgtgctccat aagtctcgat atctttttaa 
taaacatggt
   277381 tttcataacg taggagtaga ccgcattgtg cgagaagcag aggtgccaaa 
agcttcgttt
   277441 tataactatt tccactctaa agaacggctt attgaaatat gcctacactt 
tcaaaaagac
   277501 gtcttaaaag aacaagtgca ctcaatcatt tacatacaaa aagatttaat 
cttgcgtgaa
   277561 aaactcaaga agattttctt tttacatacc agtctggatg gttattatca 
cttgctattt
   277621 agggctattt ttgaaattga gaaactctat cccgcagcct atcaagtggt 
tatacaatat
   277681 cggcattggt taactactga agtttataaa ttgcttttaa ctgtgaagaa 
agatgctacg
   277741 aaaagcgata gcgatatgtt tttatttaca ttagaggggg ccattattca 
gctgctagat
   277801 gaaacgaggg gtgatacgag agaactgtta ttcgcttata ttttaaaggg 
tatttttctt
   277861 aaagattaat ttattaaaat ctatatgttt attaattgat atatttagaa 
taactaaatt
   277921 tatatagagt tcaggcggtt gtgcttttaa aacatatcgg cctgaacttt 
atattgaacc
   277981 agataaaaaa acagatctga tcacctgata gagcatgtat tacagatcct 
ctcatcttca
   278041 aaataaaact tataatatgg taaggaaccg taataattaa attttttaag 
cagcttcata
   278101 tttttgtttt gtttcaagct caatgagttt atttatataa gaccatgttt 
cttcagagtt
   278161 aatttctggt ttgttaattg tcccgtcaat aataagccca tctataatgt 
taagaaaaag
   278221 actgcttaat acttttggat cttcaatttc taactctaaa aatatagata 
aaactaaact
   278281 gtaaatccat tcacggtatt tatttacttg ttttttaata gaaggataga 
gctgcaggac
   278341 ttctatcgtt gcttttttaa ataaacaacc actaaaatct tcagtgttaa 
tccagtcgat
   278401 ataccaatta aaaatacttt tcagtttatt taatgggtca tctacactat 
taactttatc
   278461 taataaagaa gtttggactt ctaaaattct tcggcgaaga cactcttcaa 
ttaaaacttc



   278521 tttagaagag aagtacttat aaaaagtcat ttttgcaact ttagattcag 
caataatttt
   278581 gtctacccca attgaggtat aacttttctg attaaaaagg gtcattgctg 
ttgttataat
   278641 cgtttctctt tttgacattg gttgccccgt catagatatt ttttgattaa 
ctttgctatt
   278701 gtaaagtatg aaagcttaaa taaaacttat ttaatgatat ttaaaaaatt 
atatttattc
   278761 aatagcttgg tttgccttga taaataaaga aataaatatt ttattggcaa 
tagtttactt
   278821 ttttaaataa tattaattaa tccattgatt tgttgagata ataatcataa 
tatcaattcg
   278881 ttaagtatgg gtataaggaa tttatccttt ttacgtttga atacgtaatg 
gaaatagagg
   278941 gatagccttt agcttaacta taagaaaaac tttttattga gaatgattat 
gtcaaaaaaa
   279001 attgaagact ttaataatcc aagagaaaaa gcattgcagg ggatgaaaga 
tagtattccc
   279061 gcttcacaat gggaagaaaa cttacagttt ctcaaacaat taaggaataa 
aattgcgcaa
   279121 ttaccagtaa gtaaacaccc tgcaattgaa atattaaata acggttatct 
tgataaacaa
   279181 accctgactc gtattcattt agaatatcgt catgccattg ttcagatttt 
taccgatgct
   279241 ttattaaagg cgcagtttct gacaaaacaa ttggagccaa agcttcactc 
gggcgctaaa
   279301 atgtttccac gggtgttgtt gagcttaaat atattagatg aatttggttt 
tcgaccgggt
   279361 ttagataaag atcattatta tttaggcaac cctgaatatg cacattatct 
attatatgaa
   279421 gatttgctaa atgactatgg tttgactgag gctgaccgcc gtaattataa 
accttcaaaa
   279481 attgcagatc aggtgagaac atttttagaa gcttcttacg atcgttatat 
taatgtggtg
   279541 gcattattgg cggtggcaga agaagaagtc attcttttta gcccgccatt 
acgacaagca
   279601 accaagtttg taaatatcga tgttgagggt ggtggttatt accatgtaca 
tggcgtttca
   279661 acagatgaaa cagctgaagc tgctgatgat gaccatcaag atgacctttg 
gtttgcgttg
   279721 gctcaagcca ttaccaaaga tgactatgaa aacttgactc aactatgtct 
tgattattgt
   279781 gcattgtgga ctgagttttg ggatgcacaa attgccgatg tccaatttat 
tgaagaaaag
   279841 aaattagcat aagctgttca gtttattcgt aaaaagcctg ttgatattga 
acaggctttt
   279901 ttaatggctc aattaaaaat attccaaata tgaaaacacg gatagacaac 
tcaacaatct
   279961 ctaaacagga cctataaatc tgctacaatt acgccaattt ttattttgat 
cgactttaga
   280021 tctttggcac tgcaatctcc gcagtaggtg tatttcatga gttttaaaga 
tgagttagcg
   280081 gcacaggtcg ctcaacgacg cacatttgct attatttccc accccgatgc 
cggtaaaacc



   280141 accatgacag aaaaactgtt gttatggggt aaagcgattc aggttgcagg 
gatggtaaaa
   280201 agccgtaaat ctgatcgtgc agctacatct gactggatgg aaatggaaaa 
agaacgtggt
   280261 atttcgatca ccacgtctgt tatgcagttc ccatataaag gtcacacgat 
taacttactc
   280321 gatacaccgg ggcacgaaga cttctcggaa gatacttatc gtacccttac 
tgctgttgac
   280381 tctgcactaa tggtgattga tggtgcaaaa ggtgtcgaag aacgtaccat 
caaattgatg
   280441 gaagtgtgtc gtatgcgtga cacaccaatt atttcattcg tcaacaaaat 
ggaccgtgaa
   280501 attcgtgagc cacttgagtt gttagatgaa attgaaaatg tcttaaacat 
tcgctgtgta
   280561 ccaattacat ggccacttgg tatgggtcgt gactttgctg gtgtatacaa 
tattcttgaa
   280621 gataaattgt atgtctacaa agcaggtttt ggttcaacca ttaccgatat 
tgaagtacgt
   280681 gatggctata atcacgctga tattcgtgaa aaagttggtg agttagcgtg 
ggcttctttt
   280741 gaagagtcac ttgagcttgt acaaatggca aatgagccat tagaccgtga 
acttttctta
   280801 caaggtaaac aaacacctgt tttatttggt acagcattag gtaactttgg 
tgttgaccac
   280861 gttctcgatg catttatgaa ctgggcacct gaacctaaag cacatccaac 
gcaagagcgt
   280921 atggttgaag caaaagaaga aggtttctct ggctttgtat ttaaaattca 
agccaacatg
   280981 gaccctaaac accgtgaccg tattgccttc atgcgtattt gttcaggtaa 
atacgagaaa
   281041 ggcttgaaaa tgaatcacgt acgtattggt aaagaagttc gtattagtga 
tgcgttgact
   281101 ttccttgcag gcgagcgtga gcacttagaa gaagcatggc cgggcgatat 
tattggttta
   281161 cacaaccacg gtacaatcca gattggtgat actttcacta gcggtgaaaa 
cttgcacttc
   281221 acaggtattc ctcacttcgc gccggaaatg ttccgccgtg tacgtttgaa 
agacccatta
   281281 aagtcaaaac agttgcaaaa aggtttgaaa gagttgtctg aagaaggtgc 
aactcaggta
   281341 tttatgccac aaattagcaa tgatttgatc gtgggagctg tgggtgtact 
tcagttcgac
   281401 gttgttgctt accgcttgaa agaagaatat aaagttgact gtgtttatga 
gccagtaagt
   281461 gtaaatacgg tacgctggat tcattgtgat gatgaaaaga ttcttaacga 
gtttaagaaa
   281521 aaggcacatg accaactttc tattgatggt ggcggacact taacgtatct 
tgcgccaagc
   281581 cgagtgaatt tgcagattat gcaagagcgt tggcctgata ttgagttccg 
tagcacacgt
   281641 gaacactaat catgtaaatg tgacaaacag cttcgaatag aagctgtttt 
gttttgaaaa
   281701 ataagaaagg atgatgaaat gaacttgagt aaaaagacaa ttattgcgct 
tgtggttgca



   281761 gccatagctc taattttggc tatttgtgta tttgtctgga aaaagcctca 
gtcttcatca
   281821 tcttctcaag aaaattcagc ttctactcaa gaccatccgg ttgagaaagc 
agaggtttta
   281881 ccttatttaa atttgaccga aaccaaagca agttatgcag tgccgttttg 
tgaaaagaaa
   281941 aattgtattg atgtcgatat tcaaaccata aaaacccaag atgcgtggtt 
aaatagctgg
   282001 attgaaaaaa atcaggcgaa agttattcag gctcaaatta atttgaaaaa 
agatttaagc
   282061 cttcaacaag cgattaatgc ttacgtgaaa aagtcggatg aatggcaaga 
taagtattct
   282121 aaaaatcgtg cttatgagtt acacattcgt acacgcattg cctcgcagcg 
taaccagtat
   282181 gtgttattgc aactggcttt agacagtaaa caagaagaaa tcaccataaa 
agaccgttat
   282241 tattttttcg tggctgatcg taaactgcat aaaaacttaa cgttgcttga 
tgtgcttaaa
   282301 aaagaccagc aaccgacagt acatcaaatt gttcaaaccg cgtatcagga 
ctggttgaaa
   282361 aagcaaactg ccgatgtcaa aaaacaggcc ccaaaaactt tatattgggg 
acaagctgac
   282421 tggttctttg atggtgaagg ggtaggtttg cactatcagg caaatcagat 
tacgaaagat
   282481 gcgcctcaac ttgatattta tttaacaaca gaacaaacga aaaaaatatt 
gcaacctcag
   282541 gtttatgaac aaatgtttta agttagtagc agaatttgca acctacttgt 
agatgcgcta
   282601 acttcatatg agttatgcat aatcttctca gaataaaggc aaaatatgat 
gttaacttct
   282661 aaggcttcgc tacgtttaac gctacttgct tctgcgatat ttttggtggc 
atgtcagcct
   282721 aaaagtgatc ctaaagagtc ggaagatcag caaaaaccgg ctgtggttga 
acaaaagcct
   282781 gtagaactga ctttgaaagg agaaacagtt ccaagtaaag tgactttacc 
ggattgtgat
   282841 ggtaaaactt gtcctgaatt tacggtagaa cgcctacaaa gtaatttccc 
ttttattgat
   282901 aagattattg atcaacaagt tttaaaagca ctcggtcaga ttcttgaaat 
tgcagaacca
   282961 gatgcaaaag cagcacaagc tgataagaag acagaagctt cagcagctgc 
cgctacagag
   283021 caacaagata gtttcgatgc tcaggttcag cgctatgcaa attcatttat 
tgatttggac
   283081 aatgagttaa aggctctaag tagtaatcac cagattaatc tgttggtgaa 
acctaaaatc
   283141 atacagtctc aaggtaaagt cgtaaccgtt gttgtaaata gtagtagcta 
tttaggcggg
   283201 gcacatggct cggcagcgca gcaatattat aattttgact taaagaaaga 
aaagcaggtc
   283261 aaacttgaag acttgttacg tccagagaaa aaagcggctt tagaaaaatt 
agcacatgaa
   283321 gcgtttaaag cttgggtgac agactcaaaa cttgcaaata gtgtgagtga 
atatgagcaa



   283381 gcttggccgt ttaaactcac agaaaatttt ctgttaggtg accaaggctt 
gattcttcaa
   283441 tatggcgaat atgaaattgg accttatgtg gtcgggctac ctcgtttagt 
tattccatat
   283501 gtccaattac aagatgtatt gaaagaagaa tatctgccgc agcctaaagc 
taaaccagct
   283561 tcggcacctg ccgtaaaaag taccagctaa tgcatctgtt tgatactcac 
acccattttg
   283621 atgttgccga ttttgatgaa gatcggcagc aattagcact tgaagctaaa 
aaaatgggtg
   283681 tggatgcttt ggtgttaatt ggctttttac agtcacgttt tgatgagttg 
gtacaaaccc
   283741 atcatcagct caagcagtgg gacaacgtgc ctacttctta tttagcaccg 
gggttgcatc
   283801 cgttttatat tgagcagcac agaccagagc atctttctca tcttgaacag 
actttgcagc
   283861 aagaagactg cgtcgcagta ggagaaatcg gcttagatac cttcttaaag 
gaacacaagc
   283921 agcccgatat atatgccaag caaaaacagt attttgctga tcagttagat 
ctggcaactc
   283981 aataccaaaa accggtgttg cttcatatac gaaaagcaca tggtgatgtg 
ctcgcactat
   284041 taaaaacgca taagtttaaa ctcggtggca ttgctcatgc ctttagtggc 
ggagtggagg
   284101 aggcaaaagg cctgattaaa cttggtttta aaattggtgt gacgggacaa 
atcacgaacc
   284161 ccaatgcgaa aaagcttcat acagttgtgc agactatagg tgccgagcat 
ttagtgattg
   284221 aaacagactg tcctgatatg acgccacttt gctgtcaaac ttcaactgag 
cagcgtactc
   284281 gaaatacgcc tgtgaattta ccttatgtac taaaaagttt ggctgaaaat 
ttaaatatgg
   284341 cagagtcaga attagcagat ttgctgtgga aaaactcttt atctgctttg 
aaattatcgt
   284401 aataaaaatc aaagattaga aatagtaact aaaacaaaac acagcgatta 
aaaaagaagc
   284461 ttaaagtaag aaaacaacat gtaaaaacgt gaaaaataac attgccagac 
atgggaggat
   284521 aacccaatgg ctaagtatag caatatcaat agttttaatg ctttacagac 
gctaacagta
   284581 ggttccagca attatcagat ttttagctta acccaagccg agaaaaagct 
aggtgacatt
   284641 gccaaactgc cgaaatcatt aaaagtactg ttggaaaact tattacggtt 
tgaagatcag
   284701 cacagtgtta aaacagaaca catttatgct ttagctgagt ggctaaaaac 
ccgtacctca
   284761 gatcaagaaa ttcaatatcg acctgcacgg gttttaatgc aagattttac 
tggcgttccg
   284821 gcagtcgttg acttagccgc aatgcgtgct gcaatggctg aagcgggggg 
cgaccctgaa
   284881 aaaattaatc cgttatcacc tgtagatctg gttattgacc actctgtgat 
ggtagaccat
   284941 tttgccgatg atcaggcttt tgaagaaaac gttcaaattg aaatgcagcg 
aaatggcgag



   285001 cgatatcaat ttttgcgttg gggacaatct gcatttaata actttagtgt 
tgtgccaccg
   285061 ggtaccggta tttgccatca ggtcaattta gaatatttgg ctcaagcagt 
gtggctaggt
   285121 gaagacaacg gacagacctt tgctttccct gacaccttag tgggtacaga 
ctcacatacc
   285181 accatgatta atggtctagg ggtattaggt tggggagttg ggggtattga 
agcagaagct
   285241 gccatgttgg gtcagcctat ttctatgctc attcctgagg tgatcggttt 
taaactaacc
   285301 ggcaaattac aagaagggat tacggcaact gacttggtgc tcaccattac 
tcaaatgctt
   285361 cgccaaaaag gagtggtagg taaatttgtc gagttctatg gcgatggtct 
agccgattta
   285421 ccacttgctg accgtgcaac cattgccaat atggcgcctg aatatggtgc 
aacttgtggt
   285481 ttcttcccaa ttgatgaagt gactttgggt tatttgaaat taactggtcg 
tcaaagtgac
   285541 cgtattgcat tggttgaagc atatagcaag gcgcaaggtt tatggcgtaa 
tccgggtgat
   285601 gaacctgtgt ttacagatac gttaagttta gatatgagta cggttcaggc 
aagtttggca
   285661 ggtccaaaac gtcctcaaga ccgcgtactt ttatcggaag tacctaaaac 
ctttaatgca
   285721 ctcatggaat taacgcttaa gccagctaaa gaagcgaaag agcgtttaga 
aaatgaaggc
   285781 ggtggcggta cggctgtaga agcgaccaaa gccaatattc agcatgaaag 
cccatcttgt
   285841 gtaattgaag gacaagaata tccgttaaat catggtgatg tcgtcatttc 
agcgattact
   285901 tcatgtacca atacttctaa cccaagtgtc atgttggcag ccggtttact 
tgctaaaaaa
   285961 gcaattgaaa agggtttgca gcgtaaaccg tgggtaaaaa gttcacttgc 
gcctggttct
   286021 aaagtcgtga ctgactattt attggcggct gggcttacgc cgtatttaga 
tgagttgggc
   286081 tataacttgg tcggatatgg ttgtacaacg tgtattggta actcaggtcc 
tttacctgaa
   286141 ccaattgaag atgcaattca gtgtcatgat ctaaacgtgg catctgtact 
ttcgggtaac
   286201 cgtaactttg aaggacgtgt gcatccatta gttaaaacca actggcttgc 
ctcaccacca
   286261 cttgtggttg cctatggttt agttgggaat atccgtacag acttaacgac 
tcaaccaatc
   286321 gggcaaggta aagatgggca acctgtttac ttaaaagata tctggccaag 
tcaggcagaa
   286381 attgatgccg tcttacaaaa agtaaatact gacatgttcc acaaagaata 
tgctgcggtg
   286441 tttgatggtg atgaaagctg gcaagcgatt cagattccaa aaagtaaaac 
ttacgaatgg
   286501 gctgatgact cgacttatat tcgtcatccg ccgttctttg agggtattgg 
tgagccacca
   286561 aaaccaatca agaatattga acaagcacgt attttggcag tgcttggtga 
ttcggtaaca



   286621 accgaccata tttcaccagc gggtaatatc aaaaaagaca gtccagctgg 
ccgctattta
   286681 caagagcaag gtgttgagcc aaaagacttc aactcttatg gttcacgacg 
tggtaaccat
   286741 gaagtcatga tgcgaggcac ctttgctaac attcgtatta agaacgaaat 
gctcggcggc
   286801 gaagaaggcg gtaataccat acatgtgcca agtggtgaga agcttgccat 
ttatgatgcg
   286861 gcaatgcgtt accaacaaga acatacaccg cttgtgatta ttgctggtaa 
agaatacgga
   286921 acgggttctt cacgtgactg ggctgccaaa ggaacgaact tattaggtgt 
aaaagctgtc
   286981 attgctgaaa gttttgaacg tattcaccgt tcaaacttgg tgggtatggg 
cgtgttgcca
   287041 ctccagtttg ttgatggcca aaccaggcag tccctcaact taacgggtca 
tgaagtcatt
   287101 tcgattcgtg gtttatcgga tggtattcag cctcatgaaa ttcttgaggt 
tgatgtgaaa
   287161 gggccaaatg gagtagctag tcattttaat gtgttatgtc gaattgatac 
gttaaatgag
   287221 gttgagtact ttaaggcagg tggtattttg cattatgtac ttcggaattt 
gattgcttca
   287281 taaatgtcta tttttcaaaa gctatataaa aaagccttat attcatgagg 
cttttttatt
   287341 gtctttattt aatggataag ctaaatataa ataaaataat ttttgttata 
agaagaagca
   287401 attatgggta gagatacagt atttttaaaa gttgaatctc gattgggata 
tgatttttca
   287461 ggggatataa aaataggagg taaatatacc tcattaattg aacacgctgg 
acttgtattt
   287521 attagtggtc aaattccaag agtgggagat acggtacaga tttgtggaaa 
agttggatta
   287581 gatgttgatt tatcagatgc acagcttgct gcaagtatta gcaccatgag 
agctttagca
   287641 attttaaaac agcactatgg gactttagat gttattggaa aagttttaca 
aatgaatgta
   287701 tttgttcatt caacgtcatc ttttatacag caaagcgaag ttgctgatgg 
agcatctgaa
   287761 atactttatg aaattttggg tttagatacg ggacggcata cacgtacatc 
ggtcagcgtg
   287821 taccaacttc caaaaaatgc atctgttgaa atcaacttca tttttgcttt 
gaaataaaag
   287881 taagttggtg gaattcaatt atttcaattt tactgggtat ttttatttgt 
aagagcggca
   287941 agacgcacta cgtaaaaaac agtaaaatat atggtttgat tttttagaga 
aagccatttc
   288001 catgtccgat ttaccacaaa atgatgaata tgaccgccgt tttgcaggtg 
tagccaaaat
   288061 ttatggtgat tcatcgttcc agcactatga aaaaagtcat gtgatggtga 
ttggtattgg
   288121 cggggtcggc agttgggcag tagaagcttt agcgcgtaca ggtattggtg 
agattacatt
   288181 agtcgatatg gatgtagttg cagcatcaaa tgtgaatcgt cagctacctg 
caatgacctc



   288241 aactctgggc tgtgaaaaag ttgaaattat ggcggagcgt tgtcgccaaa 
ttaacccacg
   288301 cattaaagtc aatattattg atgacttctt aacacctgaa aatgttgcag 
agcttttaaa
   288361 ccctgtaccg gatattgttt tggactgcat tgatgacgtt aaagcaaaac 
tggctttaat
   288421 gctccattgt cgttttaata aaattccttt aattgtgtcg ggtggagctg 
gtggtaagct
   288481 cgatccactt aaaattcgtg tggccgatct atcaaaaaca gaacaagacc 
caatgttagc
   288541 aaagctacgt agtcagcttc gcgctcgcgg catctgtaaa aagccaaaag 
agaaatttgg
   288601 cattacctgt atttactcaa tcgacaatcc attttcaagc gcagatgtct 
gcccatcggc
   288661 tgggttgcgc tgtgggggct atggttcagc ggtggtggtg acttcaagct 
ttgccatgat
   288721 tgctgtagcc gaagttttga aaaagctcga tttaaagaaa gcctaattta 
aatatggaaa
   288781 aggcatgcgc ttaggtgggg ggcatgcttt tttttgggaa aaactattta 
atcatatagc
   288841 tctatattgt cttgtttggg ctgtgtgggt aattgctgat cataaaattt 
aaaacaccat
   288901 aaaattaaaa taacgatggt gcatattgcg aaacctttta aatacttcat 
gaagaattca
   288961 atcaagtgaa tggtcttgat taaaattcta gcgaagggaa tctatctaat 
ctaatataga
   289021 aaatagacca aatgatctaa ttttgagatg ataatgctca cattaaaaca 
attccaatat
   289081 ttcataaaaa ttgttgaaga agggagtttt accgctgctt ccgaaaagct 
atttattgcc
   289141 cagtctgctt taagtcgaca aatgaagcta ttagaagaag aaattgattt 
tcagttgttt
   289201 gatcgtacgg acaaaagagc aagactcacg ccagcgggag aggtcttcta 
taagaaaata
   289261 aaagataact tgctttattt aaatgaaatt attgatcttt ctaaaagtgt 
ttcggaaggg
   289321 aaaaatcgac agattaaaat tgctcattcc agcagtattg tcgtggataa 
tacaaaggtg
   289381 cagatattaa aagaagttag cttaacgcag cacttgagct ttgagatcaa 
taccttgtca
   289441 tcggagcagc aaatcttagc gttattaaat ggtgaaattg atatcggttt 
gatccgccca
   289501 ccagttcggc atactttaga tggtataaat actcttaagt tatatgaaga 
gcctttaatg
   289561 gtggctgtgc atattgatca tgccaagttt gctaaatcag aaaaggttta 
tttaaaagac
   289621 ttaaaagatg agtgttttgt atcaacacct catgccgaaa gaggaggctt 
aagttatttg
   289681 gtcgcaaatc tgtgtttagc cgcaggattt accccacaaa aaacctccat 
tcagtcgcgt
   289741 aagatttcac agttacagct cgtggcggca aatttagggg taggtattgt 
tcctgcggag
   289801 tttcaacaaa tcttacccgc caatgtaaaa ctaatacctt tggaagattc 
cctatctctt



   289861 tcggaagttt tgctggtcta tagaaaggac catgatgaaa tcattcagca 
ctgcgccgag
   289921 caaattcatc aaatgttttt atcttagaag tgaattagcc taatctatag 
taagtatagg
   289981 tgacgttatc atctttatag acgtcataac tactttgttt aaagtccgac 
acccattcgc
   290041 ttcctgtgta accagcgata tgaccgtaaa tatggttgcg ggttctgtga 
atgatataaa
   290101 tgtcgccttc ttgtggctca tcaaaggctg gatttatttc tttatagcca 
attttcttga
   290161 gggtatcgcc ccaatcagat gctgcaatcg gatggttttc aacatcggca 
ccagcagact
   290221 caagcgcaat acggatgcta cgtgcacaac gcgctttact gcgtctagag 
gtaatacttt
   290281 ctaatttagc tacgaatttt tctacatcaa tggctggagg agtgttggtt 
tcagtggagt
   290341 gattattggg tttcatggtg aatggataag ggaggcttgg tgtgctgtgg 
gatacaacaa
   290401 tggctgcctg atttgaatcc tgatacatat agttatcagc tacttgtccg 
tcataaataa
   290461 tcatcgtgaa atctctaccc gtactaccta tatccgtatt tagaaaatca 
ccacctacct
   290521 gtggcgttca gagatactaa tggcccaaac ttaaaagttt tgtttatgtt 
atgtaataac
   290581 gtatcttttt gccagttttt atttctggct atggaaaaaa gggctaatta 
aaagagcttt
   290641 tgaaatcata caaattaagt ttttgatatt attgaatata aataattaat 
cagagcctaa
   290701 ttttgaatat ttcgagccaa catttgcgaa tatactcaaa atctaagtct 
ctgatttaaa
   290761 atgccacatt ttcttacaat tttagaaaca tgggctggct taaaattggt 
gttcctttaa
   290821 atactcttca gtacggataa tggcagcttg catattatgg attgcattct 
cgacatcagt
   290881 taaagttttt gcatttccac cacttagcgc ctgacgccat ttgcgagcgc 
ccggtaaatt
   290941 ttggaataaa cctaaaatat gacgcgtaat gatagagagt ggcgcaccct 
cagctagacg
   291001 ttgttcaata tacggtagca tttgttccat aatatcgaag cgatccggtg 
cttctaggtt
   291061 ccaaagttgg ccgagctcag caagtaagta agggttgtga taggcttcac 
ggccaatcat
   291121 gacgccgtca acgtgctgta aatgagcttg agtttcggta aaagttttaa 
taccgccatt
   291181 aatttcaata gtcagatgcg ggcgttcttg ctttaaacgg taaacatctt 
catagcgtag
   291241 cggtggtact tctcggtttt ctttcggaga caaacctttc aatatcgcaa 
tacgggcatg
   291301 tacaacaaag tgagtacaac ctgttgctgc tacagtatct acaaagtgca 
gcatttcttc
   291361 gtaagactgc atgtcatcaa taccgatacg gtgttttacc gttaccggaa 
tattgacggc
   291421 tttttgcatg ctgtgaatac attcagcgac caagtctggt tctgccatta 
aacatgcacc



   291481 gattttattg ttctgtacac ggtcacttgg gcagcctaca ttcaggttga 
cttcatcgta
   291541 accccagtct tcagccattt ttgtgcaagt ggcaagctct tgtgggtttg 
agccgccaag
   291601 ctgcaatacg atcgggtgtt cttgagcgtt atagtccaaa tggcgttttg 
catcgccaaa
   291661 tagaatcgcg cccgtagtca ccatttctgt ataaagtaca acgtttgggt 
taaacaaccg
   291721 tgcaaagaat cggtagtcct ttgtagtcca gtccatcata ggggctactg 
aaatacgagg
   291781 ttgtaacgat tgaagtgatt gcataaccga tagacccaaa agtcgctaaa 
ttaaagaaag
   291841 ggcagcatta tacggggttt agccctgaat cgacagtggc atttaactgc 
gtaatttata
   291901 accgccctaa tgttaaatat agaaagatga tttttaacaa attaccttat 
agctaagcca
   291961 tttgcttttt ttgtaagaaa gcatcaatca tgctaaataa aatacaaaac 
acaacgagtc
   292021 ccacacctgc taggcaagtc atggtccatc caccacgatt ccatgcaaaa 
atccctaatg
   292081 ccgaaccagc tgcaccacca ataaaataag tagtcatata aatagcatta 
atacgagatt
   292141 tggcatcggg acgtaaacgg aaaataatac tttggttgct ggtgtggaca 
agggcaagtg
   292201 ccaattgaat taaagcaaaa ccaataacat aagctgaaag tagagtttgt 
ccgaaataga
   292261 aacaaatcca gcttaccaaa aatagcccgc aacccatcca ggtgagtaaa 
cgtgtgtagc
   292321 cttggtcggc atatttgccg atataacgtg ttgataacgc accaaagata 
ccgactaaag
   292381 gtaccagtcc aataaataga tcgggtaaat gatgtgccga ggtgagaagt 
aatgcgatgg
   292441 tggaatatag aatacttact gctgcaaagg cgaaagcacc tgtaagcgct 
cttaataata
   292501 gacgcttttc ctcttttaaa agctgagcca tggaaataaa gatttgtcca 
tagttcagtt
   292561 tcatacgcat gacataaggt aggcggcttt ttaaggtata ggccaacaaa 
agcattaata
   292621 taccgcttat ggcataaacg actttccagt ggaaaaggtt ggaaaataag 
ccagccagac
   292681 tggtagagag taaaatcccg accaataagc cactcattaa gaagccaata 
atctcaccag
   292741 ttttttcagg tttaaccgtc attgttgcaa gaggaataag cacttgagct 
gcaactgaaa
   292801 acaaacccgc taaaattgta ccgatccaga gcataggtaa gttaacagca 
aaagcagagg
   292861 taaataggcc aactgcacaa agcatcatta aaaacggaat agctttggct 
ttattgacaa
   292921 tatcacccat cggaacaata aagagtaaac ctaaggcata agacacctga 
gcgaatgtta
   292981 ctgttaaagc agcttgtgct tgagttacag caaaatcttg ctgaatagag 
tgaataagtg
   293041 gttggcaata gtaattcaca cctgcacata ggccacatgc tgctgccatc 
aaccaaagta



   293101 aaggtttatt ttgactgata tcttcagggg tagacatgat gttctctcga 
ttttattaag
   293161 tgtatgccgt tgcttcgact tcaatgagca tatgttctag tgcaagacgc 
ggcacaggaa
   293221 tgagtgtgca ggctggaaaa gggtgatttt tccataaatc cttcataatt 
ttaatcaaaa
   293281 tctcatgttt ttctaccgaa tggtcaacaa ctagaattct taaaacggcg 
atatccgtaa
   293341 gttctgcatt ggcagctact aacgcatatt taatattttc aaatgtttgt 
aggacttgtt
   293401 cgctgaaatg agaacttaat tgaccttgtt ggtcttcgcc accttgacct 
gcaatatgaa
   293461 taatattgtt aaaattgctt actacagcga catgactata agcgttaggt 
gttgggtcat
   293521 ataaagtaga aggatttatg attttaaaaa tttctttgtt catggaactc 
aaccgtttaa
   293581 taaaatttag atgagtatcc aacctcaact taagttgagg tcaagagcat 
ttagtgtttt
   293641 agtcttttct ttcttaaagt aatcatcatt acaccgacta tattgaggaa 
acaaccgacc
   293701 cattgccata tatttaggtg ttcatttaaa aaagcaacgg caagcaaaat 
cgttaaaact
   293761 ggtccgatcg aagcaatcat tgcagattga gaggcaccta atcgttcaat 
gctttgcata
   293821 agcataacgg taggtaagac agtgactaaa aagcctaagc caatcccgta 
ccaaattaca
   293881 cttgagggaa gttgtaatag gagttgaaac gggtgagggg tacttaaagt 
gtaatgggtt
   293941 aatgtaccta tacaggcaac tgttaaagct aagcctgtga aattccaaga 
accaaatttt
   294001 ttaattaatg gtggagtcag cagtaaataa ccggcaaaag ctacagcgct 
agcaaataca
   294061 aaacttgttc cgagccaaaa gttgccctga attggtgcat tgttgtgctc 
ttgcagcatc
   294121 actaacacgg ttccaccata actaagaaaa atggcgaata aactttttac 
atctaatttt
   294181 tgtttgtaga gcagacttga agcgatcacg gtaagtgtgg gatataaaaa 
taggatgatt
   294241 cgctctaaag aagcgctaat aaacatgagg cccatgaaat cgagccagct 
ggcaaagtag
   294301 tagcctaaca gaccggcaaa aattaaaatt agccaatcct tcttttttat 
gccctgatta
   294361 tgatgcctat tgaaccagca aattaataga aaaaacggta aagcgcttaa 
catccgtaaa
   294421 gccatcagga ctgtaccgtc tactaatgga gaaagggcat aagtttgttt 
aatgaaaatc
   294481 gcttttgtgc tgaatagaaa agcagagcaa agcgcaaaaa aagacccaat 
ttgaaacgaa
   294541 gataaagaaa ttttcatata caggactgta taagagagac tattgtctgc 
aaaaaaagaa
   294601 aaattttcct atactacacc tcatatcaag tatcgtgaat catcagttca 
aaatatgggt
   294661 atttattaaa taaatagtgg gtggtatttt caaaaagttc aattagaatc 
caaattctgt



   294721 acaaagaata cacatggggg aaacattgcg ggttgcaatg tttttgacaa 
tgagaaatta
   294781 gcttgaggaa cgctcatgca gatcggaatc ccaaccgaaa ctgtcgtcgg 
tgaaaatcgt
   294841 gtagctgcta cgccagagac agtaaagaag ttgattagcg ctggtcatag 
cgttgtgatt
   294901 gaacgtggtg ctggtgtaaa ggctgcgtac attgacagtg cttatgaaca 
ggtcggtgca
   294961 accattacgg atgatgccta tacgggtagt caaattattt tgaaagttcg 
tgcgccacaa
   295021 ggcggggaaa ttcaaaaact tgcagcaaat acaactgttg tagcaatgtt 
tgatccttat
   295081 cgtaataccg agctagacca atttgcgaat cagcaagtgt ctgcttttgc 
tctggaattg
   295141 cttcctcgta cgctttctcg tgcacaaaac atggatgtgt tgtcttctca 
agcaaactta
   295201 gctggttata aatcagtttt gcttgcagct gctgaatatc aacgcatgtt 
cccaatgctt
   295261 atgactgctg ctggtactgt aaagcctgca cgtgttgtga ttatgggtgt 
tggggttgca
   295321 ggacttcaag cgattgctac tgcaaaacgt ttgggtgcaa ttgttgaagc 
aactgacttg
   295381 cgtccaacag caaaagatca ggttgagtct ttaggcggta agtggttaga 
cgtaccaatg
   295441 tctgaagaag aacagcaacg tgcagcagat gcagcaaaaa atggttatgg 
ctggatgccg
   295501 ggtgagcaat acatcaaaga ccaagctgcg attgtagata aagctgtatc 
gaatgccgat
   295561 atcgtgatta caacagcatt gttgccaggc cgtgatgcac cgcgtctgat 
caaagctgaa
   295621 actgttgcca aaatgaaacc aggctctgtc attttagata tggcagttga 
aacaggcggt
   295681 aacgttgaag gttctaaagt tggcgaaact gttgtcactg aaaatggtgt 
aaaaattttg
   295741 ggtattccaa atattccagc cactgttgcg acagaagctt ctgcattata 
tgcacgtaac
   295801 gtttttaatt tcgtagagac tttattcgac aaagagaaaa actttgcgat 
taatcaagaa
   295861 gacgaaatcc aaaaagccct attggtcact catggcggtc aagtgctgct 
taagcgtggt
   295921 taaggagatt tctcatggtt gaaactatta caattttcgt ccttgccatc 
ttcgtaggtt
   295981 attacgttgt ttggggtgtt acaccagctt tgcacacgcc acttatggcg 
gtaaccaacg
   296041 cattgtcatc gattattgtt gttggtgcga tgttgcaaac agttggcctg 
cctgtacttg
   296101 gtgtagatgc aaatgttgca tttcaaagtg tgaatgttgt gagcgtactt 
ggtgcgattg
   296161 cagtattttt agcaagcatt aatattttcg gcggcttcgc agtaactgca 
cgcatgttgg
   296221 aaatgttcaa gcctaagcaa aagaaataag agggctttga catggaattt 
attcaagcaa
   296281 atgcaaactg gttgtacctt gtaggcgcaa ttctctttat cttgacgctt 
cgcggcctat



   296341 ctggtcctaa aacagcaatt caaggtaacc gttacggtat gatcgcaatg 
gcgattgcag
   296401 ttgtaacaac cttctttgtt gccaataacc cagttatttg gatgattggt 
ggtgcaatgg
   296461 tgcttggtgc gattgtgggt attgcacgtg cacgtactgt acccatgact 
caaatgcctg
   296521 aaactgttgc acttatgcac tcattggtgg gtttggctgc ggttttgatt 
gcagttgcag
   296581 caattttgca taacaaccag cttacagcat tgtttgctca aaatgaggca 
gcattaacag
   296641 cggctggcgt gcaacatgca cacatgagta aggttcacct atttgaattg 
tttgttggtt
   296701 gtttcgttgg tgcgattacc tttacagcat ctgtgtttgc ttacggtaaa 
ttggctgcga
   296761 aaaaatgggc taaaacaatc tctggtgcat gggttaaacc tgttcaagca 
cttatctttg
   296821 ttgcgatgtt ggcttgtggt ttctacttct tcacaactgg caacatgact 
gctttctggg
   296881 caatgaccgc acttgcactt gcatttggct gggtatggat tgcaccggta 
ggtggtggtg
   296941 acatgcctgt agtggtatcg cttcttaact cgttctctgg ttgggcagca 
gcaggtattg
   297001 gttttaccct tgaaaacaac atgttgatcg ttgcgggctc acttgtgggt 
tcatctggtg
   297061 cgattctgtc atacatcatg tgtaaagcaa tgaaccgttc aatcatcaac 
gtattgtttg
   297121 gtggtgcaat gggtggtgca gcagtttcta cagctgctaa aggtgaacaa 
gttcaacgta
   297181 actaccgttc aggttctgct gatgatgctg gcttcttaat gtcaaatgca 
gacagcgttg
   297241 tgattgtgcc gggttatggt atggcgcaag gtcgtgcaca aaatgctgta 
aaagagttat
   297301 gtgaaattct aaaagaacaa ggtgttcgcg tccgtttcgc aattcacccg 
gttgcaggtc
   297361 gtatgcctgg tcacatgaac gtattgcttg ctgaagcaga cgtagcatat 
gaagacatct
   297421 tggaaatgga tgagatcaac tcagacttcc cggcaactga cgtagtactt 
gttattggtg
   297481 caaacgacgt tgtgaatcct gctgcaaaag atgacccagg ttcaccaatt 
tatggtatgc
   297541 cgattcttga agcacataaa gcacgtacaa tcatggtgat taagcgttct 
atggcgacag
   297601 gttatgctgg tcttgataat gatttgttct ataacgaaaa aacaatgatg 
atctttggtg
   297661 atgctaagaa agttgttgaa gatatgacga aagcaattaa cggtacaggc 
cactaagttg
   297721 ctttgatata aaaaaaccac cttcgggtgg ttttttattt tttgaaggtt 
agaggaactt
   297781 ttccactaga gacatagatt gctgatagag gtcgcgtgct aattgctggt 
ttttggcatg
   297841 ggaagatttc cagtctggca tatgcgcact gacatattca ccattgcggt 
tgtgccatgt
   297901 gtcaccagtc gccatttctg taatgagctt tgcaggaacc gatgttggaa 
ctaaacctac



   297961 tttcatggct gcataaactg gttttggtaa atcgcgataa atatcggaag 
caacaccacc
   298021 ggggtgtaat gcattattgg taattgaact gtctgctagt tgttcagcta 
atgcattgct
   298081 gaacaataag tttgcaagct tggattgtcc ataatagaac aggggattgt 
aaaaaccttc
   298141 cgcacgaaat ttattaggct taattgaacc aacccagtga gcaatagacg 
ctagatgaat
   298201 aatacgtgct tgaggagact gctttagagc ggggagtagt ttttgagtta 
ataaaaagtg
   298261 acctaaatag ttaacgccaa attgctgttc aaacccatct acggtgagtt 
gctttgtttt
   298321 tgaaaataga ccggcattat taataagtac atcaaggctg ccatatttat 
ctgcaatttc
   298381 ttctgcagct ttttgagtta attcaaggct gtttaagtcg agagaaacga 
catcgacttg
   298441 tccttggtcg agtgagcgta gtttgttttg tgcctcttgt gctttttgag 
gatttcggca
   298501 tgccaaaatg acatgttgtc cttgttttac aagttgttct gctgtggcaa 
aaccaatacc
   298561 tgtattggcg ccagtaatga gtatcttcac tttttagtgc tccggttatg 
ctatttattg
   298621 atgagactat aagaattggt atagtgctgg aattctgaca atttgtcatg 
tcaattttaa
   298681 ataagagtga tgacttgctt gttagtgtta ttaaagtttt gttgagttac 
cagcttttca
   298741 tagaacatga gggtaaaggt gggtgtttaa ataataaaag tttcagtaag 
tgtataaaca
   298801 aaaagcggct caaaagagcc gcttttttta aaagcaaaat tttatgcgac 
cgactctgga
   298861 gcagtacgcc ataagctttc taaatcatag aatttgcggg cagttggtag 
catcacatgt
   298921 actacaacaa agccaagatc gattaagatc cattcggcat ctcgttcgcc 
ttcaacgcca
   298981 atcgggcgga aaccagcttt tcgagcttct tctgcaacat tgtcagcaag 
tgctttgacg
   299041 tgacgagtag aagtaccact cgcgatgaca atagcatcag caacattgct 
aatagaacta
   299101 acatctaact gtagaatatc ttttgctttt acatcaacta aagcgtcatg 
gacgacttta
   299161 agacaagctt gtacgtcttt atttgaggtg ttcattgcga aatcgtgaga 
attagacacg
   299221 ctgggcgatg gttctaaatt catatagggt atattttcct gacaattact 
cactatctaa
   299281 tatagtggtt ttcactcaga atttcaaaca aaactagtaa cagtttatat 
atttacatca
   299341 tcggaaaaat atttcttttt ccatgtaaat gactgatttg agccattttt 
aggtttatat
   299401 tctgccgcaa tatagccctc ataagcactt tgcttaatcc atgaaaaaat 
ttgctcatac
   299461 ggtatttgag ctgtatcggg ttcatggcgt cccggacaat ctgcaaactg 
aatatggcca
   299521 atctggtgaa tattttcttg taacccttca agtacatctt cacccatcat 
tgccatatgg



   299581 taacagtcat attgcatttt taaggcaggg tgattgactg cttctagcat 
ttcttgggct
   299641 tgggcaatgt tctgtaccaa aaagcgtggc atatctgtgc cattaatcat 
ttcaaataca
   299701 ggttcaatat cgtgttctgt cagtaaatca caggctaatt ttaagttgct 
tgcaagtgtc
   299761 ttaaggcaag gaagtaagtc agagtcttga ggttgcttac ctgccaaaat 
attaacacga
   299821 ggtactttta atgctgtggc atagcgaatc gctaactgta atgcctcacg 
aaatgctgcc
   299881 tcttgacccg gtatacctgc taagccattt ccaccttgca taaggtcacc 
agcaggaacg
   299941 ttaattaaac ataaatttag gttgtaacgt tcaagttggt cttgaatatc 
agaaatggca
   300001 agctcgtatg ggaattgaat ttctacatgt tcaaagccct ctgcatgggc 
taatgcaaag
   300061 cgttcaatta aaggaacttc ggtaaaaatc atggataagt taacggcaag 
acgacccata
   300121 cacaaactcc gtttattatt gctctactac ttgaatcata gtagctaaat 
ctttctcagc
   300181 aaagccattt ttttggtgag tttgtagctg taatagagct ttttgtgcaa 
cggggatgtc
   300241 taaattaaca ttgttagcca atgttactgc gttgttaagg tctttcgata 
atgtttgaac
   300301 tttccactga acaggttcga aagtatgagt cgccatacgt ggtgccagta 
tttgaaaagg
   300361 ttttgagtcg gcaaatccgc cagctagggc aggagcgaat aaagtggtat 
ctacgcccgc
   300421 gcggtctgcc agtgcaactg cttcggcaat cagggcgctg tttgctgcca 
caatgagttg
   300481 attgcaaatt ttagttgctt gtcctgtgcc tgtatctccc attcgtgtga 
cacgttggga
   300541 aagaacatta taaacaggac ttaaagcttc aatagtttga gcatcgccac 
ctgcaaaaat
   300601 cactagcgtg ccttgttctg ccccagctgt accgcctgaa acgggggagt 
caatccatat
   300661 cacatcttgt gaagcagcag cctgagcaag tacttttgtc gcagcaacag 
agagacttga
   300721 gaagtcgaca atgacctgac ccgcttttaa gtttgtttga atttgatcaa 
atactgcttg
   300781 cacagcttta tcgtcggcta ggcaagttaa aatgagaggg tactgtccga 
tgttggaaag
   300841 atcgagtgca tgcgcgccaa tatcaataag ttcttcacaa gcagatgctg 
ttcgattcca
   300901 tactgcgacc tgaaagccgg cttgtataag acggcttgcc atacggcttc 
ccataagtcc
   300961 tatgcctaaa aaagcaatag gagtattacg atcaaaattc ataataaagc 
tcttatctat
   301021 attggcgtgg taaaaattta acttccggat gtttgtcttt tttacgagca 
agtttgctat
   301081 ttttaccaag taataattta agttgccaga ttttttctaa gcgtaatgat 
ttttctggtt
   301141 gatgttccat tgcatctagt acacgttttg cagcagtcaa tgcatcaggt 
gagcgctgta



   301201 acatttccga agcgatcgca tttgcttttt ctaatgggtt ctcacttaag 
tgagtcacaa
   301261 gtccaatatc ttttgcataa tttccgtcaa aaacacgggc agttaaagtc 
agctcttttg
   301321 caaggtcaac tccaatcaag cctttgagcg aacgggtaag acccatatct 
ggtactaagc
   301381 cccagcggct ttccataatc gacattttag tgtctgggtg ggcaatgcgg 
atatcggcag
   301441 ctagtgcaag ttgcatacct gccccaaaac aatagccttc aagagcggca 
ataacaggga
   301501 cgggcaaatt ttgccaaata agaaaagctt tttggaaaag gctttgtcct 
ggtttaacaa
   301561 gttcccaaat ggcaaatgca gagttcttag ggttgtttaa gtcagataaa 
tcaataccag
   301621 cactaaacac ttgtgcttca cccgtcaaaa ttacacagcg gatatctcgg 
tctttttgta
   301681 tagctttagc cgttgttaca agttctttga gtagagcaaa actcatagcg 
ttacgtttat
   301741 caggacggtt tagataaact gttgcaatgc cattattttt ttcaatacgt 
aaaagtgcca
   301801 tgaaattccc gcttattttt ttatcgataa gcggagcata gcatggctgg 
aaattggaaa
   301861 catgacaggt cagtcatgcc tatttaacaa ctattattta atctggtatg 
actaaaattt
   301921 gatgagctgc actctcaact tctttaatga caagacctaa ttcatcgaaa 
cgtctcatga
   301981 cttcttcaat gaagccatcg tcagctctac ggcgttcttt gcgtagcgta 
gaaataaatt
   302041 gttcaaagtc acctgtcact tgttgaagtt ttggtgtgcc tacatagcgt 
gtagctccat
   302101 aaagacggtg tagtacatgc tcaagctgag gaaagtcttc aagctcaatg 
agttgctgca
   302161 tttcttctag ctcggttggg aagctatcta ccaacatttt gagaagatct 
tgagctaaat
   302221 cttctttgtt tgctgctagt tgtaaacttt gctgccaatt taaaatttct 
ggatctaatg
   302281 cttctgcaac cacatgatga tctttagcta gattttgcgc agtgaagttg 
ttttttgtcc
   302341 attgcgttaa aatttgaatg atttgctcca tttgaattgg tttggtgaca 
tagtcattca
   302401 taccaacttt aagaagcttt tgcttttcat ctgcaagcgc gtgggctgtt 
agagcaataa
   302461 ttggaagttg catttcccca tctaaagtgg attctaaaga gcggatcgca 
cgtgtggtat
   302521 caatgcccga cataaccggc atttgaatgt ccataaatac caaatcaaat 
ggtttaagct
   302581 tctgatcaat tctttcttga ataatattaa gcgcttcttg accacttaaa 
gccttagtgg
   302641 ttttgacatt taactcacct aataatgctt ctaaaacaat taagttaggt 
aaatggtcat
   302701 caaccgccaa aatatgtaaa ccctgcccat taaagtcttg ttgttcctct 
tcaaagatag
   302761 gttggtcact taataattga atgaggccac tacggcttaa tggttgataa 
agtgggcgag



   302821 cgcgatattc ggtgagcatg tttggctcaa gagtcatttg atagccgtaa 
actgctaagt
   302881 taccttgata gcggctacga atttctttga gtagagcttc agtatcacca 
ctatgatcaa
   302941 caatgagcca tgtattgtct ttctggtcga gatgttttaa gcggctaaac 
aagtccagaa
   303001 tagattgagt ttcgatatgt ggtacttgat aattttcaag atagtagcgt 
aaaacactgg
   303061 ctgttgcagg gtgggctaaa taagacacca cctgtaaatg ttcgaagtga 
ggatgttcaa
   303121 tctcatgttc ttcatctaca gcaaactgtg cagtaaacca gaatgttgaa 
cctttttctg
   303181 ttggggcacg ttcttggtta tcttcaaagc caatttggcc atgcatgaga 
tgaaccaatt
   303241 gtttagaaat tgccagacct aagcctgtac caccaaattg gcgggtaaca 
gatgcatcgc
   303301 cttgcgaaaa cgactcaaat aattttttac ggtctgtacc gcttaaacca 
ataccactgt
   303361 cctgaacact aaaatgaagc aagcactgac cgatgtcatc atgttccata 
cgcacacgaa
   303421 caataatttc accatctggc gtgaacttga tggcattgga aatcaaattg 
gtcaaaattt
   303481 gcttaaagcg taaagcatca ccaatcacct gttgaggaat gttatctgca 
taataaaaag
   303541 ccatggcaat atgcttttgt gcagccaaag gtgacaacat atccatgaca 
tcaaatacag
   303601 cttcttctaa gtcaaaaggt gctgtttcaa gttccagttt acctgcatca 
atttttgaga
   303661 aatctaatac atcattaatt aatgctaata aatgggcaga ggacttgcga 
atagtttgta
   303721 aataaaggtt ctgttcgtta cttaaatttt gttggcgaag taataaatga 
ataaagccat
   303781 caatactatt aagcggtgta cgaagttcat gactgatatt ggcaaggaaa 
accgattttg
   303841 cctgattaga tgaaatggct tggtcgcgtg cttgacggta agtaatgttt 
tgaacttcta
   303901 aagtatctaa agttctgcgt aagtcttctt ctgtttgctc ggtatgttct 
tttaactcta
   303961 aaaaactaaa gtgtaagcgt ttcaccacgt ttgcgatatc gcgctggagt 
aatcttaact
   304021 caccggaact gttaatcacg atgtgttggt ctaaagtgtc tgcattgaga 
cgctgtaatt
   304081 gcatacgtat ttcatacatg ggtgcaatcc agcggcgaga ataaaagtta 
agacagagca
   304141 aaagtaataa taaagtcatt aggccggtaa tgaccaaagc aatcagaatg 
cgataacgcg
   304201 ctaattcaag tggttgatta tccatttcaa tcaagagcca gacagggggc 
ttccctgcgg
   304261 tatcaatgat acggactcca taaatattat tatggttata agagatcgga 
ccaaaaaagt
   304321 tattgttttg tgtgaagtta ggccagtaac gattatctcg ataaccgata 
cttaaataag
   304381 tctgaccatt actatcaatt aaagcagcac gctttagatt tttctcgcta 
aacatacttt



   304441 gcataatatg ttgagcatga tcatattcat ctggttgtag ttctactaat 
gtgtagagat
   304501 ctttagcaat ttgattgtag cgtgccaaaa tcgctgaggc atgatgcaat 
tgttgttgct
   304561 ttgcagaacg tgatgtttca gttaaaacca gaaaagcccc aacacacgtt 
aaaatcataa
   304621 tgggcacaaa aataagagca attaattgcc catatgcatg attcagacgt 
aagcgtttcg
   304681 ataaggtttt attgaaatta gacatagcta catcagattg atctctctgt 
agggcatatt
   304741 atcacgcttt attttaaaac agacggcatt ttataactga ctgggcttta 
atcactttca
   304801 ttaaaaagca tagtgaaatg gatgcagtac cgatcatttt ttcatacaat 
agtgccaccc
   304861 cgatttaggt gttgatcatg agtaatacac aacctgattt tttagccgac 
gaatttttgt
   304921 tagatcacta tgtaggtaaa acacctctgg tccgtttgca gcgcttggct 
tgtcatacgc
   304981 aggcaacggt tttagcaaaa ttggaaggta ataatccagc aggttctgta 
aaagatcgtc
   305041 ctgcatataa catgattatg caggctgaaa agcgtggtca aattaaacca 
ggtgatacat
   305101 tggttgaagc taccagtggt aatacaggta ttgctttagc tatggttgcg 
gcgatgcgcg
   305161 gctataaaat gaaactgatt atgcctggga attcaagtca ggagcgtaag 
gacgccatgc
   305221 gtgcttatgg cgcagaattg attgaagcgc cgaatatgga agctgcacga 
gatatggctt
   305281 tgcaaatgca agctgaaggt ttaggtttgg tcctcaatca gtttggcaat 
ccagataatg
   305341 tggaagctca ttaccttacg actggccctg aaatttggaa acaaacaggt 
ggaaagatta
   305401 cccattttgt aagttcaatg ggtacaaccg gtaccattat gggtgtttct 
aagtatttaa
   305461 aagaacaaaa tccagatatt caaattattg gtttacaacc ttctgaaggt 
tcaaatattg
   305521 ccggtattcg ccgttggcca caggaatatt tacctacaat tttcgaacca 
aagcgtgttg
   305581 atcaaattat ggatattccg caaattgaag cggaaaaaac ggctcgccgt 
ttagcacgtg
   305641 aggaaggaat tagtgcaggt acatcttctg gcggggcggt atgggcttca 
gtaaaaattg
   305701 cagaagaaaa tccggatgct gtgattgttt gcattatctg tgaccgtggt 
gatcgctact
   305761 tgtctacagg tctgttctca gtacaggact gatgactcat aattgagaga 
aaaaatgcgt
   305821 tttcctactt tagtttttga tattgaaact ttaactgatt taaaagcggg 
agcgcattta
   305881 tatcatcttg atttgccaga ggcagatgtt gagcaggcac tcacaaaaat 
ccgtcgccaa
   305941 gaatccggca tggattttca gcgtttgcct ttacatgaaa tcgtttgtat 
ttctggtttg
   306001 tggattgatg aatcaggttt cagattattt tcttttagtc gggaacacta 
ttcggaagct



   306061 gaaattttac agaaattttt atccattttt gataagcgtc atccaacttt 
agtgagctgg
   306121 aatggttcgc aatttgattt gcccgtcatt ttgttccgtg ccatgtatca 
tggtctttcg
   306181 gcacccgggt tatttgatca aggcgagctt gatagtcaga agcgttttaa 
taattaccaa
   306241 aaccgttatc accaccgtca tattgattta atggatgtta tggcaatgtt 
taatggccgt
   306301 aatttccaga aactcgatga tgtagcctgt attttaggtt taccaggtaa 
acgtggtgag
   306361 tcgggttatc atgtgcctga atatgtacgt acagaacaat ggttaaagtt 
aaccagttat
   306421 tgtgaaggtg atgtgctcaa tacatggttt atttatttgc gttggctatt 
gctcaaaggc
   306481 caaatgaatg tagatgagca taaccactgg attagttcga gtattgagta 
tttacagact
   306541 atgcctcagc aagccgattt tcttgaggtg tggcaacgta catcgaagca 
taccgaattt
   306601 acgtcccact attttaatcc tttaaatttt taggttcatt ctttgaaaca 
gcaagccaaa
   306661 tctcgtaaac ctcaacaacc cgaacatatt tttcaggttg aaactctttc 
tcatgagggg
   306721 cggggaattg cgcattatgg ttctcatcca gaccatccgg cagataagca 
tggtaaaaaa
   306781 gtgtttattc gttatgcgtt gcctggagaa acagtaaaag cccaaattac 
gcatgaggct
   306841 aagcggcttg aagaagctga aatggtagcg cttttagcag aaccttcagc 
aaatcgtgta
   306901 gaggcggttt gtcctcatta tggtatttgc gggggatgta gcatgcagca 
catccaccct
   306961 gatgagcaga tccgtttaaa gcaaaatgtc cttcagtcac acttgcaaca 
ctttgctggt
   307021 attcagcctg aacaatggtt agagccaatt cgttctttgc aaagtgatta 
tcgccgtcgt
   307081 gctcgaatag gtgtgcgcta tttgccaaaa caggaccgtt tgattctagg 
tttccgtgag
   307141 catcatagta atcgtttaac atctatccat acttgtagcg ttttggataa 
aaagttatca
   307201 gatagtctgc cggaattgcg taatttactc caaagtctaa aaggcaaagc 
gcatattggt
   307261 catgtagaat tagcaaaagg tgatcatgaa acatctttat tagttcgtca 
tatcgaaaaa
   307321 ctaaacaatg ctgatgtcaa ccaattaaga caatttgcgt tacacaaagg 
ctggcagttg
   307381 tatttgcaac ctaaaggacc cgaaagtctt cgtcgtattg atgaagaaca 
aggacctatg
   307441 cgattacatt atgctttaaa tgcatttgat gtaaattttg ctttttcgcc 
attggatttt
   307501 acgcaggtca atgccacagt aaatgaacaa atggtgcaat tggcatgtga 
attgcttcaa
   307561 ttgcaacagg gtgaaagagt actggatctg ttttgtgggt taggtaattt 
ttcgcttcca
   307621 cttgcacgat gtgttggtgc aaagggtgtg gttgttggtg tggaagcaag 
tgaagaaatg



   307681 gtgcagcggg caacagataa tgcaaagcgt aataatctgg tgcaggcaag 
cttcttttca
   307741 caagatttaa caaaagattt ttcgcatcat tcttgggcaa atcaaggatt 
tgatgcatta
   307801 ttgattgatc ctcctcgtgc tggtgcatat gaaattatgc agtatgtgcc 
gaactttgga
   307861 gcaaaaagaa tcgtttatgt atcatgtaat ccagcaacat tagcaaggga 
tgcaggtgtt
   307921 ttggttcaac atggttacca gttaaaaaaa gcagcggtta tggacatgtt 
tacgcacaca
   307981 gaacatgttg aatcgattgc tttatttgag aaaattcaag agataaacga 
ttaaaaacat
   308041 gagttacata tccaggagaa tggtatggtc acagtacgtg aacagttacc 
tgaacaacta
   308101 actgagttgt cagaggaaac gactgtagag catgccgccg aaacacaagt 
cggtttagcc
   308161 tcatggttgg atcgggttcg tgaaatatta gatggggcag agcttaaaca 
actcgaagag
   308221 gttgcgcatt taaccctaca aaaagagtta gattcaacgg ttaatcatcg 
ttccaataca
   308281 tttgctactg gtgttggaat ggctgatatt ctggcgcatt tacatgtaga 
tgaagatact
   308341 ttatctgctg caatgcttta tcgtagtgtt cgtgaggaca ttactgatat 
agaagaagta
   308401 aagcgaaagt ttggtgagca agtttataac cttgtcaaag gtactttggc 
aatgggtaag
   308461 ctttcagagc ttattgaaaa aaataaacga ctagaagacc attttaataa 
caaccaacgg
   308521 gaacatttaa gcggcattta taaaatgctg atttcagtga ccgaagatgt 
tcgtgtcgtt
   308581 ttaattaagt tagctgaacg tacttactct ttacgtgagt tggcaaactc 
atcacgtgaa
   308641 cgtcaagagc gtgtggcgcg tgaaatttta actatttatt caccattagc 
gcatcgcctt
   308701 ggtattgcac agctgaagtg ggaacttgaa gacttagcgt ttcgttattt 
ggcgccagac
   308761 cgttataaag agattgcttc attactcaat gaaaaacgtc ttgagcgtga 
acattatatc
   308821 cagttcgtga tagaccgttt aaaaagtgaa ttggcggcgc atggtattga 
agctgaaatt
   308881 acaggtcgag caaaacacat ttattcgatt tatcgaaaga tgaaaagcaa 
aaacctaagt
   308941 ttcgatcagc tttatgatat tcgtgcttta cgtgtattgg tgaatagcgt 
acctgagtgt
   309001 tatcactcat taggtattgt tcatcagatt tggcgtcata tcccacatca 
gttcgatgac
   309061 tatattacta acccgaaagc caatggttat cgctcattac atactgctgt 
tattgctgag
   309121 aataaatcct tagaggtaca aatccgtact catgagatgc atgacgaagc 
agagttaggg
   309181 gtatgttcgc actttaacta taaagaaggt tcaaagaata ccgaccactc 
ttttaaccac
   309241 cgtttgcatt cgcttcgtgc tgttttggaa cattaccaag aacgtaatga 
aacaacagta



   309301 catcaaaatg aagatgagac ggaaggtttt gatcagcttc aagactttga 
aggttttgaa
   309361 aagatttatg tctttagtcg tgatggtgat attaaagagc taccacgtgg 
ctcaacagtt
   309421 ttagactttg cttatcatgt gcatacagag gtaggaaaca agtgttatgc 
agcacgtgtt
   309481 aaccagcgct atgtaccatt aacctatacg ttaaaaacag gtgagcaggt 
tgagatttta
   309541 accaagaagg atcgtgagcc taaccgtgac tggttggtga actctttagg 
ttatatcaag
   309601 acagctcgtg cccgtgacaa attacgtcat tggttcagac agcaagaccg 
tagtaagaac
   309661 cttgaagttg gccgtgagtt actaaacaaa gaattgtctc gattggcgat 
tcaccctaag
   309721 agtatcgatc tcaacgatta ctcgtcacat tttaatgtga aaacagggga 
tgatattttg
   309781 gttagtctgg tcagcggcga tattagtttg catgctctga ttaatcagat 
taatcgtcaa
   309841 atgcatctgg atcaggatga acctgaactg gtacttaaac caacattaaa 
cccacgtgct
   309901 agtcatactc tgtctgcgca tggcatctta attgatggtt tagacaatgt 
tgagctacat
   309961 attgcgcagt gttgccaacc agttcatggt gaatcaattg ccggttatat 
cacgttgaac
   310021 cgtggggtaa gtattcataa agtcttatgt tctgattatc aacgtatgat 
caagcaagag
   310081 ccagaacgtg ctgttgaagc cgattgggaa atgcagccaa ctcgtggtca 
aagtgttcaa
   310141 attgtagttg aggcttatga tcgtcgtggc ttactcaaag acttaactca 
agtgattttt
   310201 tctgaccaga ttaatatccg tcaggtgaac acaatttctg aggcagatgg 
tattgctaat
   310261 atgaagttgc tcattgaggt gaaaggcttg gctcagcttt cacgtttgtt 
agctcgttta
   310321 gagcaacaac cggggattat tagcgcacga cgcatgattc aaggtgttta 
actaaattga
   310381 gaaaaaggcc gtcaattgac ggcctttttt ataagctact ttcttgatag 
ataaatatta
   310441 gttaaacgat ttaaaaactg ggggcttatt gttgagagtt gataaagcaa 
tttggttttt
   310501 ataccaactg gagtgtgagt aggtgtccag aaatgagctt ttttctctac 
aagtgaaagc
   310561 acctgttgag caatatcatt aggcgttaaa tcgactccca tgttttgaat 
agaacctgca
   310621 tccatattgt tgaccattgc ggtttgtaca aataaaggca tcacatctaa 
aacacgaata
   310681 ccgtattttt tccattccac atctaaacct tcggtaattc ctctcactgc 
aaatttactg
   310741 gccgaataag aaatgaggtc agcttgcccg taaattgcag aagctgaaga 
gagattaatg
   310801 actcgtgcaa aagaagcttg ctttaaataa gggagtgcag catggcaacc 
attgattacg
   310861 ccgtttacat taatattgat tgttctttgg tgtgacttga tatcgatatt 
ttcaaaggct



   310921 ccggaatata aaatccctgc gttattcacc aaaatattaa gctcgccagc 
ccagtcggta
   310981 aattctttta atatatgttg ccactggctg tagtcactga catctagata 
ccctgcgcat
   311041 gcattcggcc ctaattcctg cgctaaattt tgagcaagcg attcattaat 
gtcataaatg
   311101 ccgactttat aaccccgctg ataaaatacc cgtgcaattt ctgctccaat 
accttgagct
   311161 gcgccactaa tcagaatgct atgtttcatc tttttttctc tttatcgtta 
caatatgacg
   311221 aatgatttgc cgctttaatt ttgatcatag caaattaaga ttttaaagtt 
actgaccaat
   311281 tttttgaact tgagggttac atggataaat tgcttaaaat tatgcaagag 
ctacgtgaaa
   311341 aatgtccgtg ggaccaagag caaactccaa tgtcactgac taaatatgcg 
attgaagagg
   311401 catatgaagt cgaggctgcc attcgtcaag gtgacattaa tgaaattcgg 
aatgaattgg
   311461 gtgatctgtt attacaagtg gtatttcaat cgcaaatgtt tagcgagcag 
ggggcgttca
   311521 attttcaaga tgtggttgag gcaattagcg aaaaattagt acgacgtcat 
ccgcacgttt
   311581 ttcaagcaga ccaatttaac aacttaacac cagaacaagt aagtgagtta 
tggaaacaaa
   311641 ttaaacaaca agaaaagcaa ggaaaaccac aatcaagatt agatgaaatt 
aaacatggac
   311701 cagcactatc tcaagcgcag gaaattcaaa aaaatgttgc aaaagttggg 
ttcgattttg
   311761 aaacggtaga agatgcttat acaaaattag aagaagaatt agatgagttt 
aaacaggcgc
   311821 ttaaaaatca aaatagtgat gaaattcaag atgaatttgg agactgcctg 
ttttcattag
   311881 tcaatgtagg acgtaaactt ggcatttcaa gtgaaagttc acttttatca 
accatacata
   311941 aatttagaag tcgttttgct tttattgaag agcaagccat aaaacagcaa 
agaacattgg
   312001 aagacatgac cttgtccgaa atggatgaat tgtggaatca ggcaaaacga 
caattaaaat
   312061 caggggaaaa accacatgca atacagcatg agattttgga aaaataagta 
ttttatttta
   312121 ataatgttgt gcttgggagt agtttcacct tcagtttacg ctcaatcttt 
tgatcaaaac
   312181 tttcaagaat ggaaggctaa acagcagatg tatgaccaaa agttaaagat 
cactaagtct
   312241 tctcattcta atggttctaa aatttctcaa actaaaaatt ttaatgactt 
tacagggcaa
   312301 attcatttga atcaggcgaa tgtaaatgag tttcagcaat taaaaggtgt 
aggtgagaaa
   312361 aaggctcaag cgattgtaga atacaggcaa aagaacggta gctttaaaaa 
tattgacgaa
   312421 attaaaaacg ttaaaggaat tggaccagct atttttgaaa aaaataaatc 
gcgtttagcc
   312481 ttataaaagt tctattcgtc aattatcatt tcctgcgcaa tctaagagaa 
tcaaattgcc



   312541 ctttgtgtgt gttagagcta tgattagcga caacttgtta tttacgtcct 
gacgtaggag
   312601 acagcgtctt ttgcaaacct tgcgagcgtc aaaatgtggt ttgtccacag 
cccaacttcc
   312661 ttcttcgatt ttagatgtga tcgatagtct gactaaagca ggctatgaag 
cttatattgt
   312721 tgggggtggt gtccgtgatt taatgctagg actcaatcct aaagatttcg 
atgcagtcac
   312781 caatgcaaca ccttctcaaa ttaaagaagt ttttggccgt cgatgccgaa 
ttattggccg
   312841 tcgatttgaa ttggcacatg tctattcagg acgtgagcta atcgaagttg 
ccactttccg
   312901 tgctcctcct aaaaaagcgg tgaccagtgc ttcgggcatg attttacgtg 
acaacaactg
   312961 gggaaccatc gaacaggact ttgctcgacg cgatttttct atcaatactc 
tgtactacca
   313021 gccgcgtaag ggtattgtgc tcgatttctg taaagcaatt gatgatgtca 
aaagtaagac
   313081 tttacgttta ttgggcgatc ctgtgcaacg ttttgaagaa gatccggtgc 
gtatgcttcg
   313141 gacattacgt tttgcagcta aactcaactt taaaattgat ccggcaattc 
tcgacatttt
   313201 tgatgttgag atgacgcaat tacttcgtga tgtttcacca caccgtttat 
atgatgagtc
   313261 tcaaaagctt ttcacaatgg ggcatttggc acgcgtatta ccaatgttga 
ttgactttgg
   313321 cgtgtggaaa cagctttttg ctgatattcg tccggatctc actccattta 
ttcaacgtgc
   313381 agcaaaaaat actgatcaac gtattcaggt gggtaaaacg attaatccgg 
catttttcta
   313441 tgcggtttta ttgtggcagc catttttaga gcgttgtgat ttttatttat 
caaaaggcgt
   313501 tgttccggcc gaagcacgtg ctcaagcagg tttggatgtt ttaaaacgtc 
aagcaacacg
   313561 cacagttatt cctcgttttg ccgaaacttt tattcgtgaa gtttgggaaa 
tgcaaacccg
   313621 tttgcttaat ccaaaaccac agcaaattga agcattggca agccatgctc 
gtttccgcgc
   313681 tggatttgat ttcttattac ttcgtgaaaa gtcaggtgat gacacaacac 
agggaatggg
   313741 aagctggtgg gaagcttacc aagaaatgtc aaacgacgaa aaagaagctg 
cgattagcca
   313801 atataatcgt cagaaggcga aaagtcgtcg taaggttgct gctgagcctg 
ttgaaagcaa
   313861 taaagttgat acggaaattg agcctttggt tgatgttcca gagcctcgaa 
gccgtcgtgg
   313921 taaaaaagag cgtgcacgac aagagcagtc tattgaccgt tttattgaaa 
aatcttccgc
   313981 agcacaaacg aatgtgatga gtgatcatcc aattttaaag cgcaagcggg 
tacaacgtga
   314041 tttgagccaa gttatttttg ggccgacaca atgacagtaa ccacatatat 
tggcttagga
   314101 agtaacctag gtgactcacg ccagatgctg tctgaagcga tagccaaact 
taaatctctt



   314161 ggtgaagtga aagtatctaa actttaccaa agtcccccta tgggtcccca 
agatcagccg
   314221 aattatctaa atgcagtcgc tcagctaaaa accgagttac ttccgcttga 
attacttgat
   314281 cagttacagc gttttgagca ggaagctggg cgggtgagac tccgtcattg 
gggggagcga
   314341 actttagatc ttgatctact gatttatggc aatgaaaaaa tacaaaatga 
gcgcttaacg
   314401 gtgccgcatg tagggatatt acaacgagat tttgttgtga ttcctttatt 
agatttagat
   314461 gctgatctac atattaatga tcagccactt aaaaatttag aactcataca 
gcagccaacg
   314521 ctgactgtac ttgctgatga gtcttgggct taaagccgga cttattacgt 
tctgcaaact
   314581 cctgtagagg ataccatcat gattagtcta agtgacttaa gaaaatttaa 
agccgaagga
   314641 cgtaagttct cttgcctaac ttgttacgat gcaagtatgg caaaagcaat 
ggaacttgct
   314701 gaaattgata cgatcttaat tggtgattct cttggaatgg caattcaggg 
gcgtgactca
   314761 actttacctg taactgttga agacatggcc tatcatacag cggcagtccg 
tcgcggtaat
   314821 cagcatgctt taattatgac tgacttacca tttatgagtt atgccacttt 
aaacgatgct
   314881 ttgcagaatg cgaaaacagt tatgcaagct ggtgcccaaa tgatcaaaat 
cgaaggtggt
   314941 gcatggctaa gtgaaactgt ccaagtgtta acacgtaatg gtgtgcctgt 
atgtgtacat
   315001 ttaggtttaa ctcctcagtc tgtacatgta tttggtggct acaagttaca 
agctagaacg
   315061 cgtgaagcag ctgatcagct tattgccgat tgtacggcgg tggttgaagc 
gggcgcggca
   315121 gttttattac ttgaatgcgt tccggcacaa ttaggtcaag aaattgccga 
attgttccca
   315181 aatactcctg tgatcggtat tggggcaggt aatgcgactg atggtcaggt 
attggttgta
   315241 caagacatgt taggactaac gtttggtcga gttgcgcgtt ttgtacgtaa 
ctttatgaaa
   315301 gagcaatctg gtgaaacagc gattttagat gcttttaaag cttttcatgc 
tgctgtacaa
   315361 gatcagtcgt tcccagctaa agaacacact ttccaagttg agctgtaatt 
catgaaaaca
   315421 gaaaccacta tacaaggctt agctgcttct ttaaatcctg ctagagctgc 
acgtaaaatc
   315481 attggttttg tcccaacgat gggaaatcta catgaaggcc acctcactct 
tgttcgtgaa
   315541 gcgaaaaagt tatgtgatgt tgtggttgtg agtatcttcg tgaacccaac 
acagtttggt
   315601 ccgggtgaag attttgataa ttatccgcgt acgttagagc aggatagtcg 
tctacttgca
   315661 gatgttggct gtgacattat ttttgcacca tcagttgaac aaatgtacgg 
tacacaacct
   315721 cgcttaacta acattagcgt cagtcaaatt actgatgatt tatgtggaag 
ctcacgtccg



   315781 gggcactttg atggcgtagc actggttgtc accaaactct ttaatattgt 
gcaaccgaat
   315841 tatgctttct ttggtcaaaa agactaccag caattagcag tgattcgcca 
gtttgtacag
   315901 gatttgaata ttccgttaga agttattggc gtaccaattg ttcgtgcaga 
agacggtttg
   315961 gcactgagtt caagaaatgg ttacttgact cctgaacagc gtcaggttgc 
accagtcatt
   316021 tatcaaggtt taaaacaagc cgaagagcaa ttacaccaag gtaaagattt 
acaacaagtc
   316081 ttggcagatt tgaaaacact gttgacagac aatggttttg ttgtggatta 
tgtggaggct
   316141 cgccaaccta atttgttagc tgcttctcaa tttgatcgtg atattgtgtt 
gtttgtcgcg
   316201 gcgaaattag gtggaacgcg tttaattgat aatctacaag ttgcctttac 
acctcaataa
   316261 tatataaaag gacagccatg ccatgaagcg tatacttatc gtgacaggac 
agtctggttc
   316321 aggaaaatct tcagctcttc aagtattaga agatttgggc tactactgta 
ttgataattt
   316381 acctttggca ttgctgcctg aaattgtggc aaagctagat catgaaaata 
atcttgagca
   316441 gcttgcttta ggagtggatg tacgaagtac tcgggcagat atgcaagagt 
tcgaccatgt
   316501 ttttgagcaa ttacagaaac atggtacggt tgatgtgatt tatctgacga 
cacaagacca
   316561 agatttgatt gcacgattta gtgcttcacg tcgtccacat ccgttagcaa 
atcgtttcaa
   316621 aagcctttta cagtgtattc atgaagaaaa gcagttgctg attccaattc 
agtttcgtgc
   316681 cactgttcac attgatacta cagataaaag tgttcacgat ttaaaacata 
tcttgctatc
   316741 aaaactaggg cagtcagata atctgattgt tatattgcag tcatttggtt 
ataaacatgg
   316801 cattccttta gatgccgact atgtttttga cgtacggcat ttaccaaatc 
cgcattggga
   316861 tttagaatta cgccgctttt ctggtttaga cgagccagtt aaacaatttt 
tagaagcaag
   316921 tccacaagca aatgaaatgt ttgaggacat tctccacttc ttaaaaaaat 
ggctgccggc
   316981 atttgctgaa gggcatcgtc actatatgac gatttcaata ggttgcacag 
gcggccagca
   317041 tcgttcagtt tatatggtag atagactaaa acaagcactt gaggcagaat 
ggtctgttca
   317101 ggtcttacac agagaaatga agcactggtc atgatagaca caactgttga 
tgtaattaat
   317161 aaactcggtt tacatgcacg tgcatcagga aaactgatag aggtcactac 
aaagtttcgt
   317221 tcgtcaattc aaattggtaa gggcgatcat ttagtagatg caaagaatat 
tatgtcgtta
   317281 ctgatgttag gtgcaggtaa agggactact ttacgtttag tcattgatgg 
cactgacgaa
   317341 gaacaggcat taaatgaagt acaggcgtta ttcgccgcaa aattttatga 
ggcagattaa



   317401 tcgtggcacg tcgtcccaag cgttatactg aagaagattt tgattcttta 
gaaggacgtg
   317461 caagtaaaac cgaacagaaa aaagcagttc aacgtatggc tgctttaggt 
gagcagttag
   317521 cacaactttc tatcaaacaa attcaaaaac ttcctgttga tgagcgttta 
attgatgctc
   317581 ttttggaagt tcagaatatt agttcattcg aagcgcgccg tcgtcagttt 
cagcgtgttg
   317641 gtaaactctt gcgcaatgaa gatgagacag tcattttatc ttatttaact 
cctcagcaag
   317701 gcgcgaagaa acaagctcaa ctcatgcgtt gggtagatcg tatgatcgag 
cagggcgacc
   317761 ctgcaatcaa tgaatttagc aaaatctata atgcatccga gcgacatact 
ttacgccagc
   317821 atgtgttaag aattaatcgt gataaaaccc agcaagttgc agaagcagat 
cttgaagcaa
   317881 ctaaaatgaa atttattaac tatgtacaac aggttgctct attgtcagat 
caaggttaat
   317941 acagttttaa ataaaaagcg gcgttagata cgccgctttt tatttttata 
gggttcgggt
   318001 taagcacgtt cttttgccca ttcacgcaag atgaattttt gcaatttacc 
tgttgaagtt
   318061 tttggaattt cagtaatcac cacatcttta ggaactttaa agcgcgccag 
ttctttttga
   318121 cagtgctcaa taatttcttc aggcgtgaca ctagccccag tttttaattc 
aataaatgca
   318181 catggtactt cttgccaacg ttcgtcaggt tttgccacaa cagcggctgt 
taaaactgct
   318241 ggatgtttat ataaaacgtc ttcgacttct aaagatgaaa tattttctcc 
acctgaaata
   318301 ataatatctt tagagcgatc agtaattttt gcataaccat ctgggtgaca 
aacagctagg
   318361 tcacccgtgt ggaaccagcc acctgcaaag gcttcttcag ttgcctttgg 
attttttaaa
   318421 tatcctttca tgacaatatt gccacggaac ataatttctc ccatggtttc 
accgtcattt
   318481 ggaactggct gcatcgtttc aggatttaac acccgcatac tatcttgtaa 
aggataaggc
   318541 acaccctgac gagagtgtag ttgcgcttgc tcggtaatgg agaggtcgct 
ccatcccgct
   318601 tgagaagcac aaagcgcaga tggtccatag gtttcggtta aaccatacac 
atggttgaca
   318661 ttaatcccaa tattccgcat accttcaatg acagcgacag gtggagcagc 
acctgctacc
   318721 ataacttcaa catgatgttc tatgcttggc tgcttttcct taggcagatt 
aataatcata
   318781 gataggacga ttggagcacc acagaagtaa tccaccttat gttttgcaat 
aagctgcatc
   318841 accagttctg ggtcaacttt acgtagacaa atattggttc cgccacttgc 
tgtaatactc
   318901 catgcaaagc accaaccatt acaatgaaac agaggaagtg tccataaata 
aacggctcga
   318961 ggtttcatgc cacaagctaa aatattacta gccgcattta aataagcacc 
tcggtggtga



   319021 taaaccactc ctttaggatt tccagtggtt ccagaggtat aatttaaact 
aattgcatcc
   319081 cactcatctt caggtaattg ccattcaaaa ttggcatcgc cttgagctaa 
ccattcctca
   319141 tattcgaaag aaccaaggaa ttggttttcg ccttcatact cttcatcagc 
aacatcaatc
   319201 acaataatat gttggttagg aatgagtgat aaagcttctc ttgctaaatt 
aacaaactcg
   319261 gggtcaacta aaagcacttt agtttcagca tgctctagca taaaagcgat 
ggttttagcg
   319321 tctaaacggg tatttagggt attaagaaca gcacccgcca ttggtacagc 
aaaatgtgct
   319381 tcaatcattg ctggtacatt tggcagtaaa actgaaaccg tatcattttt 
aactatgcct
   319441 aattgttgaa gctgagatgc aaattgacga cagcgctgat aagtttgttt 
ccatgaaatc
   319501 tgacggttgc cgtgaataat agaagcttgg tctggataga tataagctgc 
gcgctctaaa
   319561 tagcgcagag gggataacgc aacaaagttt gcgggtgtgc gtggtaattc 
gttataggca
   319621 ctaaccatgt gaaacaactc cgtgttctat tttttaattc attctttgaa 
aatatggctt
   319681 aatagtaatc aaagcattaa tgctttagtc ttaaagagaa atacctctca 
gtcagaaaat
   319741 gagcagaaat gctattttca acatcttaaa tcagttctga tgaataatta 
tcctatttat
   319801 gtatttctga aaatttagct aggttcttat taaagtcatt tattgctgtt 
taccgtataa
   319861 gcaaaatgta tttatgattt tatgagtaca aaggttttca cttggcttga 
acaagtgtaa
   319921 aatctttcag gttttttaat tttgatttac accgttttta tattttgagg 
cttgcctcga
   319981 tcataatctc gcggtgaaat gctccttcgt atagggcatc actccttaag 
gattttttta
   320041 tgccaattat cacattgcca aatggcgatc aaaagagttt tgatcaccct 
gtatctgtta
   320101 tggaagtcgc tcaaagtatt gggcctggtt tagcaaaaaa taccgttgct 
ggacgagtaa
   320161 atgatcgctt agttgatgca tgtgacttaa ttaccgaaga ctcgacctta 
caaattatca
   320221 ctccaaaaga tgaagaaggt cttgagatca ttcgccactc ttgtgcacac 
cttgtagggc
   320281 acgcagtaaa acagcttttt cctgaagcaa aaatggtgat tggtccggtc 
atcgaagaag
   320341 gtttctatta cgatatctgg atgccacgtc cttttacact agatgatatg 
gctgcgattg
   320401 aagagcgtat gaaaaagctc atcgatcaag attatgacgt tatcaaaaaa 
atgacaccgc
   320461 gtgatgaagt catcagagta ttcactgacc gcggcgaaga atataaatta 
cgtcttgtgg
   320521 aagacatgcc tgaagaaaaa gcaatgggct tgtactacca ccaagaatat 
gtagatatgt
   320581 gtcgtggtcc gcacgtaccg aacacaaaat tcttaaaatc attcaagctt 
actaaaatct



   320641 ctggtgctta ctggcgtggt gatgcgaaga atgaacagct tcaacgtatc 
tatggtactg
   320701 cttgggctga taaaaaacag ttagcagctt acatcaagcg tattgaagaa 
gctgaaaagc
   320761 gtgatcaccg taaaattggt aaagcgttag acttgttcca tatgcaagaa 
gaagcaccgg
   320821 gtatggtgtt ctggcatgca aatggctgga ctatttatca agtactagaa 
cagtacatgc
   320881 gtaaagttca gcaagacaat ggttaccaag aaatcaaaac tccgcaaatc 
gtagatttta
   320941 cgctttggga gaaatctggt catgcggcaa actatgcaga aaacatgttt 
acgactcatt
   321001 ctgaaagtcg taactatgct gtaaaaccaa tgaactgtcc ttgtcacgtt 
caagtgttta
   321061 accaaggatt aaagtcttac cgtgatttac caattcgttt agctgagttt 
ggttcttgtc
   321121 accgtaatga gccgtctggt tctttacacg gtattatgcg tgttcgtggt 
tttactcaag
   321181 atgatgcgca tatcttctgt actaaagaac agatcggtaa agaagttgca 
gactttatta
   321241 aactcacttt agatgtttat aaagactttg gctttgaaga agttcaaatg 
aaattatcta
   321301 ctcgcccaga aaagcgtgta ggggatgatg cactttggga tttagctgaa 
aaatctttgg
   321361 cagatgcttt agatgcagct ggtcttgaat gggaattgca gccgggtgaa 
ggcgcattct
   321421 atggtccaaa gattgagttc tctttaaaag actgtcttgg tcgtgtatgg 
caatgtggta
   321481 ccattcagtg tgacttcaac ttgccagttc gtttagatgc ttcttatgta 
actgaagaaa
   321541 acgagcgtga tcaacctgtc atgttgcacc gtgcaattct tggtagtttt 
gagcgtttta
   321601 ttggtatact aattgaacac tacgctggtt ttatgccgcc ttggctatca 
cctgtacaag
   321661 catgtgtcat gaatatcact gattctcaag ctgaagcaag tgagcaagtt 
gtggcaaaac
   321721 tcaaggaaaa tggtcttcgt gctatttctg acttgagaaa tgaaaaaatc 
ggatttaaga
   321781 ttcgtgagcg tactctagag cgcattcctt acctgttagt tcttggtgat 
cgagaagttg
   321841 aagaaggtac agtgaatgta cgtactcgct caggaaaaaa tttaggtact 
atgtcagtgg
   321901 atgctttcat tgacttagtg aaatctgccg tcgccgaacg tggccggtat 
attgtggagt
   321961 aagaaagatt aaacagcctg accgtaacca acaacaaggt gcaaagagta 
accgtccagc
   322021 aattaatgat gagatccgtg caaaagaagt acgccttgtc ggtgctgatg 
gtgagcaaaa
   322081 aggaattgtt tcattaaatg aagcactgcg tgctgctgag gatgcagatc 
ttgaccttgt
   322141 tgagattgtc gcaaacgctg agccgcctgt ttgtaaaatc atggattaca 
acaagcactt
   322201 gtttgacctg aaacagaagc aaaaagatgc caagaaaaaa cagcatcaag 
tgcaagtgaa



   322261 ggaaatcaaa ctacgcccag caactgatgt aggtgattat caagttaagc 
ttcgtgctat
   322321 tctgaagttc cttgaagaag gcaacaaagt taagatcacc ttacgtttcc 
gtggtcgtga
   322381 aatggctcac caacaacttg gtttagctca attgcaaaaa attgaagcag 
acgtagctga
   322441 gttaggggtt gtagagcaag caccgaaaat ggaaggtcga caaatgggta 
tgttacttgg
   322501 accgaaaaag aaaaagtaac actcaaaaaa agcactgcaa aagcagtgct 
tttttatgcc
   322561 tctcatcttt tagctctatt ttcttaaact gacgtttaat atcgttttaa 
tccaaagtta
   322621 ttctcaaatt ttatgtgttt tttggtgttg gaaatatcat tgtattaccc 
aaaacatgat
   322681 ataacgcaag acgcagtcat gataacgatg aataggaaaa tagaatgatt 
gatctatatt
   322741 attggggcac acccaatgga cataaaatca caattgcctt agaagaaatg 
ggactggatt
   322801 acacccttta cccaattaat attttagaaa atgatcaatt tcaaccagac 
ttcctgaaaa
   322861 tttctccgaa taataaaatt cctgccattg ttgaccaaga tggtccacgt 
ggtgagccaa
   322921 tttcagtatt tgaatcaggc gcgatcttgc agtatttagg acgaaaaact 
ggattgttct
   322981 acccgacaga cgagcaagag cgagttgaag tggaacaatg gcttatgtgg 
caaatgggtg
   323041 gcttaggtcc tatgttggga caaaatcatc attttaaccg ctttgcgcca 
gagaaaattc
   323101 cctatgctat agaccgctat gtaaatgaga ctaagcgttt atatggtgtg 
ttgaataaac
   323161 agctcattgg tcagaagttt gttgcagggg aatactcaat tgctgatatg 
gcaattctac
   323221 cttggatttt gcgttatgaa tggcagggga ttcaattaga ggattacccg 
tatgtacaag
   323281 aatacattgt tcgcttaacc gcacgccctg cagtacaaaa agcattatca 
attaaagtca
   323341 tctaagttta ttggtagggt aatgaataag gtgaaaggtg atttggtcta 
atttaacatg
   323401 ctaagttact ttttactttt tctgagtgca tttggggcgg ctaccttatt 
accgctacaa
   323461 tcagaagctg tactcgctac tttactatta aaaggtgagc attcagcttt 
tcttctcatt
   323521 ttgattgcta ctttcggaaa tgtattgggc tcatgtataa actggtggtt 
aggtttaaaa
   323581 atagaacagt ttaaacataa aaaatggttt ccggtttctg aaaaacgttt 
agaacaagcc
   323641 caacgctttt atcataaata tggcttttat tcgctgcttt taagttggac 
acctgtgatt
   323701 ggtgacccta ttactttggt tgctggctta ttcaaagaaa atttttggcg 
ctttttattt
   323761 atggtcctta ttgctaaggc tgggcgttat atcttcattt attgggtaat 
tacaggtttt
   323821 atttaaaata aaagcatccg aagatgcttt attaaaatga tttaactaat 
cttctgagct



   323881 tttagtaata tcgactttaa aaagatcatt ggtttttagc caacagaagg 
ttactactgc
   323941 aagagtcata caaccaccaa aaatagtcgc tgcaatagtt cccaaatatt 
tggcagccaa
   324001 gcctgattca aatgcaccca gctcattact tgatgagaca aacattccat 
ttacagccgc
   324061 tacgcgacca cgcatattct ctggtgggaa tatttgcaaa atggtttgtc 
taactaccac
   324121 cgaaatactg tcgcaagcac ccgtcatcgc caacgcaaat agtgataacc 
acatgttgtt
   324181 cgagaacgcg aaaaggattg taaatacacc aaaccctgca actgcaagta 
gcatattacg
   324241 ccatgcgtgc tgagttggcg gaaaacgagt taaagcaatc atagtaatga 
gcgcaccaat
   324301 agaaggagcc gcacgcaagt aacccaagcc ttcaggaccg acttttaaaa 
tatcttcggc
   324361 aaaaataggg agtagagcga ttacaccacc aaataaaaca gaggcaaggt 
ctaaagaaat
   324421 cgcccaaaga actattttgg ttttccaaat aaagcgaaag ccatcgccta 
agctttctat
   324481 aacattggca gtttcaattt taggaaagct acgtttatgt aataaattaa 
tgagaataaa
   324541 gcagatacta agtagaccgg caacactaaa aagactggtt tctctgccta 
aataagcgag
   324601 catgaaccca ccgagcatag gcccaataat tacaccactc tgccaaccaa 
tggttgtcca
   324661 tgttgcacca tttgcataaa gctcacgtgg aattaaaaat ggttttaggg 
atgtagcaga
   324721 agggttgtaa aaaccacgta tggtgcccaa accaaaaata accgcataaa 
tgccccaaga
   324781 aaggaaattt acactgatat gacccaaccc atgcagatgg aacagtaacc 
ataaaactaa
   324841 aggaagaggt actgagaaaa ataaacagat tttcatgatg acctgtttat 
taaatttatc
   324901 agcaaaataa ccaccccaaa gcgatagggc aataaatgga atggcttctg 
ctagtccaat
   324961 taaacctaaa gttagagggt ctttggtaat ttgataaagt gaataggcaa 
caataatttc
   325021 ttgaatcaaa attgctaatg ttaagcaaaa ttgattaatg gtgacaattg 
agaaatctct
   325081 atagcgcagg gcagcgaatg catcatgttt ctgcatttga aatatcgtat 
gttgataatt
   325141 tgcccatatt ataggggtaa ataagcagcg atgctgaaat tattgccgat 
tatattcatc
   325201 taaaaaagag ataggttttt ctcatttcta aagaggttaa tttaaaaaaa 
ttctaggaat
   325261 agttttaatt ttagtcagca tactataaaa tacgcgcttc cttacctgca 
ggtcgatttt
   325321 gcaatggtgc aatcgtgccg aacaggtgcc caaaagaggt tactatggct 
aagttaaaaa
   325381 ctcgccgtgg tgcagctaaa cgcttcaaag cgactgcaaa cggttttaag 
cgcaaacaag
   325441 cattcaagcg ccacattttg accaaaaaat ctgctaagcg tatccgtcaa 
ttgcgcggct



   325501 gtgtaatggt tcacgtaagt gacgttgctt cagttcgtcg tatgtgccca 
tacatctaag
   325561 gagattataa atggctcgtg taaaacgtgg tgtagtggct catcgccgtc 
acaaaaaaat
   325621 tcttgctcgc gctaaaggtt actacggtgc tcgttcacgc gtttaccgcg 
tagcgttcca
   325681 agcggtaatc aaagctggtc aatacgctta ccgtgaccgt cgtcagaaga 
aacgtcaatt
   325741 ccgtgctcta tggattgcgc gtatcaacgc tggtgctcgt caaaacggtt 
tgtcttacag
   325801 ccgtatgatc gatggcttga aaaaagctca agtgatcatc gaccgtcgcg 
tattagctga
   325861 catcgctatg catgatgcag tagcatttgc tgctttagct gaaaaagcta 
aaggtgcatt
   325921 agctgcataa gcttagagat tcaaaaaaag accgcttttt agcggtcttt 
tttattttta
   325981 gtggttctat tttaaaaaag aaaataatca gagataaatc atgaaagacg 
aaaaatttct
   326041 aaatgactta attcaaaaaa tacagcaagg tcaccagttc aaatatttat 
atttctgggg
   326101 acatactcct aagaaagcta atcttattga taaaagctgt tttagccagt 
ggtttcccgc
   326161 gcaatttaat gtagaaggta ttgaatactt tactgctgag cactatatga 
tggcgcaaaa
   326221 agcaaaatta tttaatgata aagaaatttt tgcacagatt ttgcaggtta 
aacatccgaa
   326281 tgaagcgaag caactaggcc gtaaagtacg taattatgat gaacagatat 
ggcgagaaaa
   326341 acgttttgac atagtggtgc aggcgaattt tgctaaattt tcacagcatc 
ctgagttaaa
   326401 aaaattctta ttagcaacga gagagcgtat tttggttgaa gcatctccag 
tcgataaaat
   326461 ttggggggtg ggtatggcgc aagaccatcc acacattcaa gatccatctc 
tatggcaagg
   326521 actaaatttg ttgggttttg ctttaataca tgttcgagag ttacttttaa 
ctgagtaggt
   326581 tagtacgaga cgaattaatg cttcactcta aaaagtagtg acatgaggga 
agtgaattga
   326641 aactattaaa tgacacagat attcgtatag catcatttaa ggatgcattg 
tctattgcag
   326701 aagtacatgt acagagttgg aaagaaacct atacaggtat gattaagcaa 
gaaatattga
   326761 ataagcttaa cgtactagat aaacaacagt tatggaaaga gataagtaga 
agtcctgatc
   326821 ataagttatt tatctatact gaaaatggag tagtgaaagg ctttctcgat 
ggttatttaa
   326881 atccggaaaa taatattgct gaaattcgtg ctttttattt attaggagaa 
attcaaagaa
   326941 aaggagtagg gcgtgcgtta ttccaaaagt tctatcaatg cgctttaaat 
caaggttatg
   327001 cttttattcg tttagaagtt tttaataaaa atccaagtcg cttcttctat 
gaaaaaatgg
   327061 gagccaaatt aactggtgaa gccgaactac cagagttcgg cctcggaata 
acagaactat



   327121 tttatgaatg ggaactttaa tcttgattaa agaccaaaat aataagctaa 
ggcacaaata
   327181 attattgtca gaacaataag cttgattaca cctgttcctc cagccttatg 
atgaggtgct
   327241 tttaaatgag ctgcggactc attcgttgca tcaaaaggag aaggtttctc 
aacaggtttt
   327301 aattgagctg tttgatagtg atttgctgct ttcacaataa gttttgcaaa 
taggtcgtca
   327361 gttttgtggg taaagtttct taagttaata atttgttctt ggtctaagtc 
ttcccctaaa
   327421 ggatcatttg cggtgcgttt tttctgctct aaataatctg ataaggcctg 
agtgcggtag
   327481 aggagttgat gtgcacaatc tgctgggtag ctttcaggaa taagagcaag 
agttggttga
   327541 tgctctaccg aaatttgatg tgttgaccca tcaaaatatt ttttctgaaa 
ttctggttct
   327601 tcaaaacctg ctgcatactt acttcgaaat aactcagttt ccataaagtc 
tgaaatttcg
   327661 tcccattgag gtgcttttaa gtcagcttca actttcttag ataatttttc 
attcaattca
   327721 aaacgccaga aagtctccaa gcgtaaatcg ctgcgttgag tcagaggcgg 
ctcaaactcg
   327781 ttatcgctgc tgtaccattc ggcaagctca tgtccaaaaa tccatgcgat 
tttcttattg
   327841 ttttgatgac ttacaataaa atgagcataa ggtaaaagtt cgacattact 
attcgggttt
   327901 tgctcttcat ttaaaatagt agataggtga agagagattt gagtcgtccc 
ttgttttttg
   327961 agtgcttcta accaaacttg gaaatgttga gcaagtaaat gttgtgaaat 
taagtcacga
   328021 aattgaaaac tatgctggtc aaaaatatga tgttgtcgcc attggctaaa 
acttaaattc
   328081 tgacgtaggt attcgttacc ataggtcaca agtgtaagtt gttgtttcca 
aatctgatta
   328141 agcgccataa taattgatct cattgacgat gctattattt tatacgtttt 
atctttttgt
   328201 tgcctaatac atttttcatg atggataaac ttcatcaata cggtgaaaaa 
ctgttagaat
   328261 gcagtgtttt attatatttt taaatttgtt gctttgagag ttactatgtc 
actggaagcc
   328321 ctgaccacag aagcgcttgc tgccattgca gcagctcaag accttgttgc 
acttgatcag
   328381 gtgcgtgtgc aatttacagg gaaaaaaagc cagcttgcag aacaatcgaa 
agcattaggg
   328441 aaaatggacc ctgaagaacg taaagtacaa ggtgctgcga ttcatgctgt 
tcgagaaaca
   328501 attaataacg ctttaactga acgtcaaaca gcattacaac aagctgcact 
ggcgcaaaaa
   328561 ttagcaagtg aaaccattga tattactttg ccaggccgtg gacagcgcat 
tggtacagtt
   328621 catcctgtta ctcaagtgca agaacgtatt tgccagttct ttactaaagc 
tggctttacg
   328681 gttgctacag gaccagaagt tgaagatgac tatcataact tcgaagcatt 
aaatattcct



   328741 gggcaccatc ctgcacgtgc tatgcatgat actttctatt tcgatgcaaa 
ccatttgttg
   328801 cgtacgcata cttctggtgt gcaaattcgt accatggaaa caagccagcc 
gccaattcgt
   328861 attgtatgtc caggccgtgt ataccgctgc gactcagacc aaacgcattc 
gccaatgttc
   328921 catcaaattg aaggtttgta cgttgctgag aacaccagct ttgctgaatt 
aaaaggttta
   328981 ttgattaacc tactgaatga attttttgag aaagatttaa aagtacgttt 
ccgtccatca
   329041 tatttcccat tcacagagcc tagtgcggaa gtggatatca tggatgagcg 
tggacgttgg
   329101 ttagaagtat taggctgtgg catggtacat ccaaatgtat tgcgtgctgc 
ggggattgat
   329161 cctgataaat acaaaggctt cgcttttggt ttaggggtag aacgttttgc 
aatgttgcgt
   329221 tatggcatta atgacttgcg tatgttctat caaaatgatg tgcgtttctt 
acgccaattt
   329281 gcctaacatt ttttcaggat taaataaggt tttataaaga tgaagattag 
cgaaaattgg
   329341 ttacgcacat gggttaatcc agcaattgat agtgatacat tatctgatca 
gttgactatg
   329401 cttggtcttg aagtagatga gctggcatct gttgctaagc catttactgg 
cgttgtagtt
   329461 ggtgaagttc taacagttga acagcaccct gatgcagacc gtctgcgtgt 
aacaacagtg
   329521 aatattggtt caggtgagcc tttacaaatt gtatgtggtg ctcctaacgt 
tcgtgctgga
   329581 atgaaagcac ctgtggcaac tattggtgca gtattaccgg gtgattttaa 
aatcaaaaaa
   329641 ggtaagcttc gtggtgtcga gtcacaaggt atgttgtgcg gtgcttctga 
aattgacctt
   329701 gaagataaaa tcgatggttt acttgagcta cctgccgatg ctccagtagg 
ggtaaacatc
   329761 cgtgagtact taaaacttga tgataatgtc atcgatatta gtattacacc 
aaaccgtggt
   329821 gactgcttta gtattcgtgg tatcgcacgt gaagttgcag tgattaacca 
actgcaaatg
   329881 aatgagcctg aaattaaatc ggttgatgcg acaatcactg atgagaaaaa 
agtagtcatc
   329941 aacactgatg gtgctccacg ctacttaggt cgtgtcatta aaaatgtaaa 
tgttaaagct
   330001 gctactcctg aatggatgga acaagcttta gcacgttcag gaattcgtac 
tcatagtatt
   330061 ttagttgatg taacgaatta cgtcctcatg gaattgggtc agccaatgca 
tgctttcgat
   330121 ttagctaaaa tcgaagggac tgtacatgtt cgccaagcta agccgcaaga 
aaagttacag
   330181 cttttgaatg atcaagaagt tgagttgcaa gaagatgtga tggttattgc 
ggatgaccaa
   330241 aaagcactag caatcgctgg tatcatgggt ggtctagcat caagcgtaac 
tgatgatacg
   330301 actgatatct tcttggaaag cgcatttttt gctccgcttg cgattgctgg 
acgtgctcgt



   330361 cgctttggtt tacatacaga ttcttcacaa cgttatgaac gcggtgtaga 
ttttgaattg
   330421 ccagtaattg cgatgaaccg tgcttctcag cttattcaag agttggcggg 
tggtgagttc
   330481 ggtccaatta ctgtagctga aaaatctgat ttacttccga aacgtgaagc 
gattgaactt
   330541 aagcaagctc aagtagacca gttgttgggt tacaaagtag cggcagagtt 
cattacagat
   330601 gcattaactc gattaggttg tgaagtcact gttcaagcga atggtgaatg 
gagcgtagtt
   330661 ccaccatcac atcgctacga tatggcaatt tatcaagatt tgattgaaga 
agttgcacgt
   330721 attgatggtt atgacaatat tcagatcagc ttaccaagta tggatgttca 
acttgctaag
   330781 taccaagatc gttttgaaat cgcgcagtta cgtcaaacgg tagccacttt 
agggtatcaa
   330841 gaagcgatta gctttagctt tgctgatgca aaacttgaaa agcaattgaa 
cccgcaagta
   330901 agtccgttaa tgttggcaaa tccaatctct agtgatttgg ctgcaatgcg 
cagcacattg
   330961 ctttcgagtt taatcccttg tgtacaatat aatttaaacc gtcagcaaag 
ccgtgtacgt
   331021 ttctttgaac taggtttgcg ttttgattat caaaatgcta attctattca 
ggatctgaag
   331081 caaattccta cattggcttt agttgccgta ggttctcgtg aacctgaatc 
atggcatgct
   331141 aagccacagc caatggattt cttcgatttt aaaggtgaag tagaagagat 
tttagctgct
   331201 ggacgtgtca aagttgagta tgtacgttca gagcgtccat ggttgcatcc 
agggcaatct
   331261 gctgaaatct tagttgatgg ccaatcaatt ggttacctag gccgcttgca 
tccatcttta
   331321 gaaaacgaac tagatttgag cacaacttgg gttgccgagc ttgaccaggc 
tgctgttttg
   331381 caatcttatg tatctaattt tacagaatta tcacgttttc cttcggttag 
acgtgatatt
   331441 gcgcttttaa tctctgataa tataaatgtt agagatattc agcagttaat 
cgaaaaaact
   331501 ggtggagagc ttttagactc tacttggtta ttcgatgtgt atacggggca 
gggtgtcgaa
   331561 gaaggtaaac gctcattagc gtttgcatta ttatggcaac atccttcacg 
tacgcttgaa
   331621 gatgctgaaa ttaaatctgg tatggacaat ataatccaag tgttggaaaa 
cacttatcaa
   331681 gcgacattga gggcctcatg acagcattaa ctaaagcaga catggctgat 
catttaagtg
   331741 agttaaccag cttaaatcgc cgtgaagcaa aacaaatggt cgagttgttc 
tttgacgaaa
   331801 ttagccaagc gcttattgcg ggcgagcagg ttaagctttc tggtttcggt 
aatttcgagc
   331861 ttagagataa acgcgagcgt ccaggacgta atccgaagac tggcgaagaa 
attccgattt
   331921 ctgcacgccg tgtagttacc ttcagagcgg gtcagaaatt tagacaacgc 
gttggaaatg



   331981 agcagatcga ttgatctgct ttttttattt ataattttaa ataaacctag 
aataaatttt
   332041 tcttaatatt agaaaagtat gcttagccat taatacatta aagctatttg 
atgtgtaaac
   332101 ataaaattta ggtataaaaa aagaggacaa aatgtcctct tttttagcta 
atctagagtg
   332161 tagattagtg tgcagcagaa gcagcaacgt cagaagcagc agcagcaacg 
tcagaagcag
   332221 cagcagcagt ttcagaagca gcagcgtcaa cagctacagc agcttcagaa 
gcagcagcag
   332281 tagcttcaga agcagcagct acagcttcag atgcagcacc agcagctgga 
gcttcttctt
   332341 tcttagaaca accaacgaaa gctaaagtag cagcaacagc agcagcaaca 
gcgaattttt
   332401 tgaataacat ggcatcactc tcacaaaaaa gatttgagat taaaaaaacc 
taagttggac
   332461 tgttttgctt ttattattcc taaaacgtag ctaggtaaca acgcatggag 
cagtctaact
   332521 ggtctgccgc tatgctatca ctgcaaatgt tgaaatacta ctgttggctg 
tcaaaaaaga
   332581 tcgggaaaag agtgaaaaaa gcctgttttt taacagaaaa aaacaattaa 
tcagctgaga
   332641 tatattggaa aaggtataag taagctacta aaaaacatgg cttttttata 
ttaaaaatat
   332701 ttgttttcaa aaacttataa ataattttac ataaaaatca gcaaaatgta 
tttttgtgta
   332761 aagcttgtca accaaataaa aaaggccact caatagagcg gcctttttag 
aataaataat
   332821 atgtttatgt tgaagcttta cgtttcatct gatcaaagaa atcatcattt 
gttttggttt
   332881 ctttcatacg atcaagtaag aactccatag ccgccaactc atccataggg 
tgaagaagtt
   332941 tgcggagaat ccaaacttta cgtaatttat cttcatccat taaacgttct 
tcacgacgtg
   333001 tgccagattt cttaatattc atggcaggga agacgcgttt ttcagcaata 
cggcgatcaa
   333061 gtgtaatttc ttggttacct gtacctttaa actcttcgta aatgacatca 
tccattttac
   333121 tgccagtctc aataagagca gtagagatga ttgttaaaga accgccttct 
tcgatattac
   333181 gagcagcacc gaagaaacgt tttggacgtt ctaaagcatg tgcatccaca 
ccaccagtta
   333241 atactttacc tgatgaagga attactgtgt tgtatgcacg ggctaaacgt 
gtaatggagt
   333301 caagtaaaat cacaacgtct tttttgtgct caacaagacg ttttgctttt 
tcaatgacca
   333361 tttctgcaac ttgtacgtga cgtgctggtg cttcatcaaa tgttgaagca 
acgacttcac
   333421 cgcgtacggt acgctccatc tcagttactt cttctgggcg ctcatcaatt 
aataaaacaa
   333481 taaggaaaac ttccggattg tttctcacaa tagattgagc aatgttttga 
agtaacattg
   333541 ttttacccgc ttttggcgga gcgacaataa tagaacgttg acctttaccg 
attggtgcaa



   333601 ctaaatcgac tacacgcgcg gtcaagtctt ctgttgtacc attaccaagt 
tccataacca
   333661 gttgttcggt cgggaaaagt ggagttaagt tttcaaataa gattttatta 
cgagaatttt
   333721 ctggcgtgtc atagttaatt tgattaactt tgagcaaagc aaaataacgc 
tcaccttctt
   333781 ttggtggacg aatggtacct gtgatggtgt cacctgtacg caagttaaag 
cgtcggattt
   333841 gtgaaggact cacataaata tcatccggac cagctaaata cgaacctgcg 
gcagagcgca
   333901 aaaaaccaaa accatcagag agaatttcaa gaacgccgtc accaaaaatt 
tcttcgccat
   333961 tcatcgcatg gcgtttcaag atggcaaaga taatatcttg ctttcggtta 
cgagccatac
   334021 cttcaaggcc cataaattca gcaattttaa ttagttcgcc gattggtttt 
ttcttgagtt
   334081 cagttaagtt cataagggtc agaattagga aagagtagag tgtggtttaa 
aaagaagaaa
   334141 aatcgctcgc atacaaaaaa gagtatcgca attgtattta cacaataaca 
attcagaagt
   334201 ctgattaact gtttcgaaga gaaatgtgaa aaaacaattt ctgttgccga 
gtggcgatct
   334261 ttatgtttgt gtcttgtaag aagccggaca gaagacgatt cccttcagtg 
cctcttgagc
   334321 atgcaatata agtgagatca gctaatttgt caatttatag ccgaaaaaaa 
tacgctataa
   334381 aggtatagcg tattttcatc tgtaacgtta cgtcttaaac gttttcgtca 
atgaagctaa
   334441 cgagtttaga acgaggcaca gcgccgattt gctgagctac tacttcacca 
tttttgaaaa
   334501 gtaatagagc aggaatatta cggatattgt atttcactgc cgtctcttca 
caagaagtca
   334561 cgtcaacttt aacgattttt actttacccg catattcact tgataaatct 
tcaagaacag
   334621 gtgcgatggc tttacaaggt gcacaccaac ctgcccaaaa gtcaacaagt 
acaggtgttt
   334681 cagcatctag aacatctgct tggaagttat catcagttgt atttacaata 
gtcgcagaca
   334741 tggtacggct ccaattttta gaaaaaagtg ctatcactat aggaggagat 
aatctctatc
   334801 agtattacat agctacttag ttcaatgtaa gggtttgatg ctattattca 
aggcttaagt
   334861 aaatttgtct aatggatgct cacgatattc atcatcggct tgtacaatcg 
tttaacaaat
   334921 agaaaaatat caaaggctat taattgttga tgaaaatggc ttttcaattg 
cattcttgtg
   334981 aattactcta ggcgtgaatt gttatgggtt tagttcaata atgtctgact 
ttctgattga
   335041 tgaagaatta cttgctgcca tagatatggg gtcgaacagt tttcaccttg 
ccattgcacg
   335101 ggtagatcac ggtgaagtta aaaaagtggc ttcaatgtca gaaaaagtac 
agcttgcagc
   335161 tggtcttgat gaaaataaaa acttaacaga agcagcacag caacgtggtt 
tagcctgttt



   335221 ggctcgtttt gttgggcgtt taggctcagt tcaacctaat cgtttaagaa 
ttgtggcgac
   335281 gaacgctttg cgtcaggcta aaaatggcca tgagttcatt caaaaagctg 
ctgaaatttt
   335341 acccaaacct attgagatta ttgcaggccg tgaagaagca cgcctgattt 
atcttggtgt
   335401 atcacatacg atggccaatg gtggacgccg cttagtggtt gacattggtg 
gtggatctac
   335461 cgagtttatt attggcgaag aatttgagcc aatttatact gaatcattac 
aaatgggttg
   335521 tgtagcctat acaaaagcct attttgccga tggtgaaatc acacaaaaag 
catttgataa
   335581 agcagttgtt gctgcgcgta aagagctttc agcaatcgcc accacttata 
agatggaagg
   335641 gtgggatact gttgtaggtt caagtgggac cattaaagct tgccgccaga 
ttatggtgaa
   335701 tatggggcta agtgacgagc aagaaaatgt cacacgtgaa ggtctccata 
aacttaaaga
   335761 taagttactc aagttcaaaa atatttctga aattgatttt gaaggacttc 
gagaagaccg
   335821 acgagcagtt ttgccagccg gattggcaat tttgtacgct gtttttgaag 
ttttagaaat
   335881 tgaacgtttg gcatattctg atggtgcatt acgtgaagga gtcatgtatg 
acctgttagg
   335941 ccgttttaag catgaggata tccgcgaccg tagtgtacaa gcgttaatgg 
gacgttataa
   336001 cgccgatccg aaacaggcag aacgagttgt aaatacggct caacacttat 
ttgacagtgt
   336061 cgctaaaccg cttaatttaa cgagtgaaga cagtgactta ctgcgtcgtg 
cagcatattt
   336121 gcatgaaatt ggtttagcga ttagtcatgg tggctatcat cgtcatggtg 
cttatttatt
   336181 gcaacattcc gatattcctg gtttctcaca aattgaccaa aatcatcttt 
cacatttggt
   336241 tgctcatcac cgccgtaaat tgcgaaatga tgtaaaaaat gaagttttaa 
aggctggtgg
   336301 tcataaatta gtttatttaa gtttgttact tcgcctagca gttttactca 
accatagccg
   336361 cagtgatcag atgcttcctg ccattgaatt gaccatcata aatgatcaac 
aatggcaact
   336421 tagtgtttct ggtgatgcca aacaatggcc attgttagtt gccgacttgc 
atgatgagca
   336481 agagcagttt aagcattggg acattgaatt gaatattcag tcggaaaaat 
ttatcgatta
   336541 aagggataat attcgaccta tgaaaaaagc tactcagtcc aaagcgtgga 
caacggttca
   336601 aattgcacgt catcctgaac gtccgcagtt tctagattat gtcggtgaaa 
tctttacaga
   336661 gtttgatgca ttgcatggtg atcgtttgtt tggtgacgat ggtgcgatgg 
taggtggtct
   336721 tgctcgtttt gacggtcaac ctgtgatggt cattggacaa caccgtggtc 
gtagtacccg
   336781 tgaaaaatta aagcacaact ttggtatgtg taacccagaa ggttaccgta 
aatctcagcg



   336841 ccttttagat atggctgagc gtttcaatct accagttttc acctttattg 
atactatggg
   336901 tgcatatccg ggtgttggtg ctgaagaacg tggtcaggca gaagcaattg 
cgactagcct
   336961 tgctcaactt tcaagtctga aagtacctgt aatcgcaaca gtacttggtg 
aaggcggttc
   337021 tggtggtgct ttaggtattg gtgttgctga cagagtgatt atgttgtcac 
atagtattta
   337081 ttctgtgatt tcgcctgaag gctgtgcatc tattttgtgg aaaactgctg 
agaaagcagc
   337141 tcaagcgagt gaagctttag gtttaacagc agataaacta caatcgctag 
gtattgttga
   337201 atatgtagta gatgaaggtg aaggtgcgca tttagatcct gagcgtgtga 
tgcaaaactt
   337261 aaaagtagtt ttaaagcagg ctttggatga attgctacca atggatgcaa 
atgaacgatg
   337321 cgaagcacgt tatcaacgtt taatgaagtt tggcagcgaa aatttaggca 
tggcgtctta
   337381 aagcaagctc aagagttctc tgaaaaaagt tcttttctta ttggatgtag 
tggtggcatg
   337441 gattcaatgc tactgctaca tttaatggct caaattttcc ctcaaaagat 
ccgagcaatt
   337501 tatattgatc atcaactgca agatcaaagt gcagagtggg cggaagtggt 
tgccacacag
   337561 gcaacaatat taaatattcc ttatattatt caaaaagttc agatcgcaaa 
cggcaatctg
   337621 gaagcacaag cacgtcaagc gcgttatcaa gcatatcagc aacatttaca 
agaaaatgaa
   337681 attctgttgc ttgctcatca tcaacaagat caggcagaaa cagttatttt 
gcgattattg
   337741 tcaggtgcgg gagtagatgg acttgctgcg atgcaggcta ttgattaccg 
taaagatatg
   337801 acaatttggc gccccttttt ggatttaaca cgtgagcaaa tcgccttatg 
gactgctcag
   337861 cttgaagtta aatatattga cgatccaatg aactatgaca accattacga 
tagggtgtgg
   337921 tgtcgtgaag cactgtggcc atttttaaca agccgttttc caaaaatgca 
gcaagctttg
   337981 agccgaacca gttatctgat gcaagatgct tctgaaattt tagaagaagt 
tcttaaagat
   338041 gattggcaat attctggttc agctgactat ttagatttaa cgaaattatc 
cgagttatct
   338101 tttgcgcggc agcgccagtt actttctgcg tggatgaaag gccaagggca 
atatcgacct
   338161 gcatttgaaa tggtcgaacg gctaagagca gaagttattg agtctaagtc 
agatgctcaa
   338221 gccgctttac attggaacca gttttactat gtccgttatc aaaatatact 
ctataggttg
   338281 agtaaacaga tttatttcgc tgaaacttta aatccggttg atgctgaact 
agagcattca
   338341 tttaaattag aagaaagatg gcagggcgca gctggactat tccatgttga 
gtgtaaaaaa
   338401 attggtttaa gtcattcttt attgaataaa aaattaaaaa tcattcgacg 
tcaaggtggg



   338461 gaaaagattc acctatatgg tcgtgttggg caatggcctt taaaaaaagc 
aattcaagaa
   338521 gcacatattt tgccttggct tcgtcataca attcaaatat tagtcttaga 
taatgttatg
   338581 cttggggttt ttacaccgaa aggattttgg ttggctcagt ctccatattg 
tgaggaagga
   338641 gggtggcaac cagatttaat ttctcattct tgtaatctgg taaatggcga 
atatagttat
   338701 ggcaacagca gtgaattgta atatctgttt tattggtggt ggtaatatgg 
cccaagcatt
   338761 aattggcggg ctcatttcaa gagggttacc accaacacgt attaccgttt 
cagatcctgt
   338821 cgaacaaatt cgtcaactat tgcaagaaaa agaagttcat gtaactcaag 
ataatacggc
   338881 tgctatccag aatgccgatg tagttgttct tgctgtaaaa ccacaagttc 
tggcaaatgt
   338941 tctacgtccg ttaaaaggtt tattatcgga taaattagtt atttcaatta 
ttgccggtgc
   339001 ggaaattaag acaatatcaa atctgattga tagcgaacgt attgtgcgag 
ttatgccaaa
   339061 tacacctgca ttagttcaaa ctggtgctca tggtatttac gcgactgatg 
tggttggtgc
   339121 ctcggaccgt gaattaacga gtcagatttt agcagcaact ggtttaacaa 
tttgggtaaa
   339181 ctccgaagct caaattgatg ccgtaacggc ggtttcaggt tcaggtccag 
cttatttctt
   339241 ctacctcatg gaaagtatga ttcgtgcagg taaaaattta ggcttggatg 
aaaaagttgc
   339301 aactgcttta actcttcaaa cagcattagg tgcagctcaa atggcaatta 
cgagttcaaa
   339361 tactccgtct gagctgcgta aaaatgtgac ctcaccgaat ggtacaaccc 
aagctgcact
   339421 tgaagttttt gatcgtgcac aaatctctca aaatattcaa tctgcattag 
ctgctgcaca
   339481 gaaacgtagc caagaattgg ctcaagaact gagtgacagt gcaaaatagc 
tttaatagga
   339541 taagacaact atgggtgcaa attctgcgct aatttttgga attttaatta 
acgtcgcgat
   339601 tttattggtc tttttccgtt ttttaatgca attggcggca gtaagtcctt 
ataatcctgt
   339661 ggttttatcg acagtaaagg cgactaagat tgttgatatt tttggccgaa 
tttttccaac
   339721 ggtcgcaaaa ggccgattca atctggcagc gttggttctt ttaattattt 
tatatttact
   339781 gaaaattttc ggtgtaatgt atctttcggg ttccatgcca aatagtccgg 
ttcatttagt
   339841 gattttgact tttgtgacca tgattcagga tttgattcgt ttctgccgtt 
acttaatttt
   339901 tgcaacaatc attttgagtt gggtcgttat gtttactcaa tctcgttcac 
cttatattga
   339961 ggtgattcaa gatttagctg aaccgttact cgccccattc cgtcgtttat 
tacctaatat
   340021 ggggatgatt gacttatctc caattctggc atttttggca ctctatattg 
ccgagatctt



   340081 aatgaatgaa gtcgctaaag ttttattaac tggactttaa ttttgtaaga 
ttaaaaaaag
   340141 ggctgtatta cagccctttt tttattggtt tatcgataaa ttaatgggca 
tcatcccagt
   340201 ttttaccttg gcctacttct acgactaacg gtacagaaat ttccagaaca 
gactgcatga
   340261 catccgcaat ttgttttgaa agttcatctg caatgtttga atcaacttca 
aacaccaatt
   340321 catcgtgaac ttgaagtaat agttttgctt gatcttttgg caggatttta 
tctacttcaa
   340381 tcattgctaa cttaataata tcagcagcac taccttgtaa aggtgcatta 
attgcagcac
   340441 gttcagcagc tttacgtacc atcacatttc gggcgtcaat atccggtgta 
tacagacggc
   340501 gacctaaaat agtttcaaca aacccttgtt ccgatgctac ttggcgagta 
cgttgcatgt
   340561 attcgtaaat gccaggatag cgttggaagt attgtttgat atagttttgc 
gattcttcac
   340621 gagtaaagcc aagttgacga attaaaccaa actcggacat gccgtaaagt 
agaccgaaat
   340681 tcacagcttt agcctgacgg cgctgatcat tggtcacatc ttcaattgca 
atacctaaca
   340741 cttctgccgc tgttctacgg tgtacatctt gaccatgttg gaatgcatga 
actagggcat
   340801 catcttgaga aaaatgagcc attaaacgaa gttcaatttg cgagtaatcg 
gctgctaaca
   340861 aaactcgtcc ttccggtgca ataaatgctt tacggatttg acggccaatc 
tgtctacgaa
   340921 ttggaatgtt ttgtaagtta gggtcagaag aggataggcg acctgttgcc 
gttagtgctt
   340981 gatgatagct ggtatgtaca cgatgggtgt cattatgcga ctgctcaatt 
aaacggtcag
   341041 tataggtgct ctttaatttt gctaatccac ggtgttctaa aataatttcc 
gttaaaggat
   341101 gctcaatttt ttcaagaaca ctttcactgg tgctgtattg tccagttgca 
gtttttttac
   341161 cacctttaat gcctaactta tcaaatagaa tttcacctac ttgtttaggc 
gaagcaatat
   341221 taaaagtttc acctgcaatt tccatggcct gattttcaag gtcttccata 
gttttcgcaa
   341281 attcaacact taatttatct aagaaagcat gatctaaacg aattccatct 
tcttccatac
   341341 ccgataaaat tcgggcaact ggcatctcga tgttatataa aatattttcc 
aattcaggat
   341401 gtgctttaag tttatttgaa agtacttcat ataaacgata agtcacatgt 
gcatcttctg
   341461 ctgcataatg tgctgcaact tcaatctcaa tttgattaaa agtcttctgt 
tttgcacctt
   341521 tgccagcaat ttgctcaaaa gtagtggtca aatggcttag gtaaacacga 
gcaacatcat
   341581 ccatgccatg acgagtagct gctgcattca gtacataaga tgccagcatg 
ctatcgaaat
   341641 accaaccttt aagttcaata ccgtgattag caaaaatgtg cgcatcatat 
ttaagatgat



   341701 gaccgatttt tttaactgct tcattttcaa gtacaggttt gatttgcgct 
aaaacttgtt
   341761 cacggttcag ttgttgtggc gcattttcgt aattatgtgc taaaggaata 
tagtaggcat
   341821 ctttcgcatc aaatgcgatt gaaaaaccaa ccatctcggc aatacggtaa 
tcaagacttg
   341881 tggtttctgt atcaatagca aaatgatcgg cattctgcat gcgttgccag 
agctgatccc
   341941 atgcttcttg tgttaaaaca gtgtgatagt ttgcagttcc aagctggtca 
tcttgactag
   342001 tcaagcttgc ttgatcttct gtttcaattg tttgagcagg tttcacttca 
ttttggacaa
   342061 tagtttgtga agcttgctgc ttatagcttg agttatttgg attgtttgga 
tgatcgagag
   342121 actgtaactg gtttctaaac tcaagctccg tatagagatt gcgtaaggca 
tctacatttg
   342181 gatcagtaag ttttaattca tgccagtcga gttctaaagg aagatcacag 
acaatgcttg
   342241 ccaactggtg atcaagctta atattgtcta aattatcttt aatattttgg 
ctcagtttgc
   342301 ctttaagttg gtctacattg gcaatgatat tatccaatgt cccatattca 
gtcagtaatt
   342361 tggcagccgt ctttgcgcct acgccaggta cacccataat gccgtcagat 
gcatcaccca
   342421 taagggttaa gtaatcgata atctggtttg gccaaacacc aaatttttca 
aatacgctct
   342481 cggtgtctag tactcgatct ttaaagctat cttcaagttt tacatagtca 
ttaaccagct
   342541 gggccatgtc tttatctccg gttgagataa gcacatgatg accttctttt 
acggcgcgtt
   342601 tagcgagagt cccgataatg tcatcggctt ctgcacccgg aaggctatat 
aaaggaatac
   342661 cttgagcttt aatcaatgca tgcaaatatg gaatctgttg agataactct 
tccggcatag
   342721 ttgggcgatc acctttataa ataggtgaaa gcttatgacg gaaagttggt 
tcaggtgtat
   342781 caaaaataac ggccatatgt gtcggttgca tacgacgcat caatttttga 
atggcagaaa
   342841 ttgctccacg tattgcattg gtatgtaacc ctgtagaggt cgtcaatggt 
ggtaatgcat
   342901 gatatgcacg aaataaaaaa taggacccat caaccaagac aaatggtggc 
attgaacaat
   342961 tccttaaact gaattatggg tattttacgt gaaaacggct atgaatgcag 
gtttatgatt
   343021 tttgcagtat tttgtatgta taaatatacg catgtattgg cttgaagtaa 
gatggcctgt
   343081 aatgaaggtg tcatattgct aagcccatgt ataaaaaaga caaacaggga 
atgatcatcg
   343141 ttttgatcgc tttgactttg tttttagcca tttcaattgg ttttaaattt 
cagagtgccg
   343201 ttgttgcttt atctattgcg ctcactgtca tactggttca gtcattatca 
agtctgcatc
   343261 aacgtttaac tcatttagaa caacagtttt ctcaccagac tacgccactt 
tattctattc



   343321 atatacaaag aacggtaatt tataccgccg ctttggttgc attagttgct 
tatatcaatc
   343381 attggatgtg gattgctgga ggggcattac tggttttact gttatgtttg 
attcaaacca
   343441 tcagtgcatt tcatactcgt ttattgttcc tcgagacagc caagcaaaca 
gtaaatgaat
   343501 ctatacatac agaagtgata acgcctgtat tagagcaagt tgatccaaac 
aatattaccg
   343561 agccagcttt acctgaaaca acagcgttaa atcaagaaga acaaatagtt 
cgtacacaga
   343621 ccaccgcatg gtggcaacca gcagtcgatt ggatgattca tggtaatcca 
attttaaggg
   343681 ttgctgttgc tgtgcttatg gttggggtag tgctcttact gcgttttgca 
agtgagcact
   343741 ggcagttgag cttaggtgta aaacttggtt ttattgcgat tgcaggaggt 
gtattaacag
   343801 catttggata taccttgcaa aagaaaaatc agctatttgc tgtggcactg 
caaggtgtag
   343861 ggctagctgt tgtctttcta acgcttgtgt tctcacatca ttttggtgta 
atcacgagcc
   343921 taactacagc cagtattcta tttacgattt tattagcaat tacagtattc 
ctgagtttaa
   343981 aacaacaagc tatttatttg gcaatactcg cactgggtat ggcgtatgcg 
gctcctttag
   344041 ttattccgca atatcgtcct gatgtggttt ttttatttag ttactatctt 
gttattaatc
   344101 ttgcagtcgc tgctgttaat tttattcagc cttggaaaat cctaaatcag 
atcgctttct
   344161 ttgccacaat gtttattggc ggtagtgcaa tcgcatttta tgcagagcca 
gcaaaatttg
   344221 gcacattaga ctggatttta tggctccata tagcgctatt tatttggtta 
agtgttcgtt
   344281 atagccaaaa tatctctcgg gtttcagaac atgaaaaaca agaggagatc 
cgtttaccgc
   344341 cgctcttaga tgttggtctt atttttagtg ttcctgtatt aggctttacg 
cttcatgctt
   344401 atttagttca tgagtcgacc caagctttaa caattggtgc tgttgtttta 
gcaggcactt
   344461 atgcggtgtt aacgttctgg attaaaaaaa ctcatcccca gctttcagtc 
cttgcaaaaa
   344521 gttttttcat tctcgcggtt gctttttttg ccttaatttt tccactcgca 
aaaggggcgc
   344581 actggactgc tattggctgg gttgcacaag gaacggcttt aatcgtttgg 
ggagtaactg
   344641 aacgctaccg tttaagccga tatattggtg tgattttagt tttactcagc 
tcacttgcac
   344701 tgttttatca ggtttgggca aatgaagagt ttccaacgct aagcactagc 
atttatgcaa
   344761 ttgcccaatt catttcggcc ttttatttat tgcaatacaa cagcaaagaa 
caacgctatt
   344821 ttagcgcaag catgtttagc ggtattttct tatgtttagg catgtatgcg 
ggcgccgtag
   344881 caggtgtaga aataatggca tggcatcaac atgctttaag tccgtatttg 
atcttcgccg



   344941 tagccctaat cgcaatattt agtgcgattg ttcactataa acttcgtgtg 
caatggcaaa
   345001 gtttgcagtt aattttaatt agcctgttac tgttattagt tttgggtgag 
gcttttatga
   345061 gtcaggtctt cactctgttt aaatgggtag actcattaca acaaactact 
ttcctagtct
   345121 ctaccattat tcttagtggc ttatttagta tggctcaacc gcagtcaagt 
catttgggtt
   345181 acgtcagggt atgggcgggt ttaagctggt tagcgttagc gatagttggc 
gtggctattt
   345241 tcccaaaaat gccaatagtc gctttggctt ttgttcctgt gatttattcg 
ctttgggctt
   345301 ataaaactca taaaacgaca ctattgcatc aaattccggt gtggtgttta 
agcctcattt
   345361 ggttgcttgt agtgagtgtt gatgttcatt ctgctgaata tctttacttt 
gttcctttaa
   345421 ttaacttaac tgacttcttt tcaattttgg tatttgctgg cttactcttt 
attatttatc
   345481 agcatgcttt tgatcaagat aaatcgctgg aatggacttt taaaattaca 
acaattttag
   345541 tgggcttgct ggtatttagt agtgtagtcg tcagaggctt gcactattac 
tgggcagcac
   345601 cgctatggag tgcttcaatt tggacaaatg gtgtagtaca gctaagtttg 
acgttacttt
   345661 gggttatatt ggcatttatt ttgactacat actctagtcg aaaaatgatt 
cgtcaactct
   345721 ggtttgtagg cgctgcactt ttagggattg ttgtattaaa actaattttg 
cttgatctat
   345781 cacaaagtgc gacattaact cgggtcattt cttttattgg agcaggtggg 
gtaatgttga
   345841 ttattgctta tcttgcgcca ttaccaccgt catcctctgt acagaagaat 
caagagccta
   345901 agctttaggc tctcgtttta actctttttg attgctgtat tgatcgatat 
catcttcagc
   345961 aaaagcagta gatggtcgat caattaagcc cattttcgga acaggaattt 
caatttggtt
   346021 atctaaaaaa ccatttcgga tacgttcttg catttcatct cgaactttta 
aagagttttc
   346081 ttgacgacac cacattgcaa ataaaagctc aatcgatgac tccctgaagg 
cagtaactgt
   346141 aacagcaggt tttggatcat ctaacacgag tggataattc gctgcgacgt 
taagtagaac
   346201 ctcacgaact ttaataatgt cttcatgaaa gttaattgcc aaagtaattg 
gaatacgccg
   346261 tattggatat tttgataagt tgtgtacagg agcacgaatg agttgttcgt 
ttggtaaacg
   346321 aatatagacg ttgtcgagtg taagtaactt taccgaaagc aaatcaattg 
agataacttc
   346381 gccttcgatt gtattcccgc gaataagtgt aatttgaatc gtatcaccga 
cctcaaatga
   346441 accttcacca atcaaaaata aaccactaat caagttactg gcagatgttt 
gtgatgcgaa
   346501 accgagtgct actgttaaga tccccgctgc ccccagaaat acactaagtt 
tgaacccggc



   346561 ttcttttaaa ctcgtcataa tgaagagtaa gaaaataaaa tagaaaatac 
cgcggcgcca
   346621 taccagacgc tggtgagcat taaaacgtga gccaacggtt ctaataaatg 
tatttgaaat
   346681 aatacgggca aggacaaaac caataaaaca aagcacaaca ccgactaaaa 
tttcactaat
   346741 tcgttcggta ttgatattgg taaatatgct tttgaggcta tcagcgatat 
cttttggaat
   346801 acttgaatcg gccataaaac ccccttaaaa gaatgaatca aacatattaa 
atagcgcacc
   346861 acccggtgaa cgtggtgggt gaacataagt cacttcacct gccagagggg 
gagtacggtt
   346921 ttcaatacga atacgggctg ggcggtcaga gccttcatag tagactttga 
tttgtgatgt
   346981 ccataagcgt cccgtacttt cactataaaa tagtggtagg gcagtaaccg 
gtacattcat
   347041 acgatcaaag cgtaattgat gattactggt attatgaaaa tcgatcggcg 
taactgcacg
   347101 aaaagcacgt ggggttaata gatttaaatc ggtacgacca tcaacagagg 
ttgcataaca
   347161 aatttcacct tgttgggcat taggaccaaa ccatgtatct ttgggttgaa 
ttacaggaat
   347221 ctcaaataaa ggttcatgct gactttcaac taaaccggca atccataggg 
gggtactaat
   347281 ataaagtgtc ccacgttgac ccgctggaat gtagattgga tcaactggtt 
taattaccac
   347341 tgatcggtcc gccaaacgtg gcatgagtag aaacttcgga ttagttttcc 
gaaacatata
   347401 acgttcgact tgcacagaat gtggaaaacc aaaatttgca tccgttatga 
tgtgccaatc
   347461 ttgctcatta tcatcttgga gagtcgggcg ataatattcg atacgccatt 
cttttatgcc
   347521 acgtgttaaa cgaaagagca ttgaaccgaa ttgccatgct ttggactggt 
taatttcaaa
   347581 gtgctgttca ccccaccatt ttaaagaatt ctgggggtga ggctgatatt 
cattattttc
   347641 aaacaagacg taaaattcct ctaccgagtt gttaaacaga cttcacgctg 
taatctgctt
   347701 agagtacact caaaatcatc ttactcatca ttataaattg tgatgcaaat 
attgaaacaa
   347761 atacaagttc catatagttt tgccaagcgt catggtgttt tatttcgtta 
tgacggtgat
   347821 caagttttta ttgttagacg tcaaaataca gaaaaaattg cattgcagga 
agcaagacga
   347881 attttgggga aacctgcaca ctatcaatta tgcactgaac aagaatttaa 
tagtctatta
   347941 agtaccagtt atgcagggga tacaggtgaa tcccaacaag tcgccgcagg 
cttagaagac
   348001 catccagatt tattaagcct tgcagatcag gtgcctgaaa cagaagactt 
aatggatcaa
   348061 gaggatgacg cgcctattgt tcgtctaatc aatgcacttc tctccgaggc 
aattcgtgtt
   348121 ggagcttcag atatccatat tgaagccttt gagaaaaagc tatcagttcg 
tttacgggta



   348181 gatggtcaat tacgtgaaat tgtgcagcca cgccgtgaac tagccccgtt 
acttgtttcg
   348241 cgtattaaag ttatggcgaa actcgatatt gccgaaaagc gtgtaccgca 
agatggacgt
   348301 atttctttac gtcttgctgg tcgtgaagtc gatgtccgtg tttcaacttt 
gccatcgtca
   348361 catggtgaaa gggtggtcat gcgtttactc gataaacaag cgggtcgcct 
taatatgact
   348421 cacctaggtt taatggcaaa tgactatgaa cgtttaactc agttagtaca 
tcgtccgcac
   348481 ggtattattt tggtcacagg gcctactggt tcggggaaaa caacgacttt 
atatgctgcc
   348541 ttatctgatc taaatgacaa tacccgtaac atcttaactg ctgaagatcc 
aattgagtat
   348601 cagcttgaag gtattggcca aactcaagtg aataccaaag tggatatgac 
atttgctcgt
   348661 gctttaaagg caatgttacg tcaagatcca gatgtggtga tggtggggga 
gattcgtgat
   348721 ctggaaactg ctgaaattgc agttcaagca tctttaacag gtcatttggt 
tttatcgacg
   348781 ctacatacca atactgctat tggtgcagtg actcgtctta aagatatggg 
gattgaacct
   348841 ttcttgcttt caagctcttt aattggggtg gttgcgcagc gtttggttcg 
tactttatgt
   348901 ccacattgta tgacatggcg tgaagccgat acttttgaga agcaagtttt 
tcagcatatt
   348961 tcccatgaac caagtttaaa gttaccagag gctcaagggt gtgatcagtg 
ttctcattta
   349021 gggtttaatg gccgtacagc gatttatgaa attgtaccta ttgatgaacc 
tatgcgccgt
   349081 ctcattcatg gtaatgcagc tgaatttgaa ttagaaaatc atgctcgtca 
gtattctggt
   349141 tctattcgcg atgatggttt acgtaaggtg ctctcaggta aaactacact 
tgaagaagtg
   349201 cttcgtgtaa ccaatgaagc aagtgaagca taatttgtaa gatataaaaa 
atgcccgata
   349261 tgattcgggc attttttata ttaaaactta ttcagtcaca atattaaacg 
tcacatcaat
   349321 attgttacga gttgcatttg aatatggaca aacgatatga gctgctgcaa 
ctaacttttc
   349381 agcttcttca cggtccatac cgattaaata aacatttaaa gtaacttcaa 
tactaaaacc
   349441 tgttggaatt ggaccaatac cgacttcacc ttcaacatac gcatctttgc 
taatattgaa
   349501 tttatcgcga tttgcaacaa attttaaagc acctaaaaag catgctgaat 
aaccagctgc
   349561 aaataattgt tctgggttag ttacggcacc accagcgcca cccatttctt 
taggtacacc
   349621 aagttgtacg tctaatacac cgtctgatga agttgcacga ccatcacggc 
cacctgttgc
   349681 tttagctttt gcacgataca caactttttc taatgacatc tttttattcc 
taaattaaat
   349741 tgaatgcaaa tatatcgtac acgacttaat tattttaaca agtcaatttt 
gtaaaaaaat



   349801 tggtgattat ttagctatat ttgtacggag ctgtgttaat tgatctttga 
gaccgagaag
   349861 ggtagccgta tcacaagaac tggcctctaa gatatgcgtt ggaatattta 
cggcctgttc
   349921 tttaagtttt ttcccctttt cgctaagcgt gataatgact tgtctttcat 
cttcttttga
   349981 tcgagtacga ttaagaagct gcaatgcttc taactttttt aaaattgggg 
ttaaagttga
   350041 agactctaaa aataacttgc tgccaatttc tgaaacagta atctcatctt 
tttcccacaa
   350101 caccaacatc accaaatatt gaggataagt aatccctaat ggagttaaaa 
gtttgcgata
   350161 aagttgatta agggctaaat ttgttgaata aatgaggaaa cataattgat 
tctcaagctt
   350221 tagattttga cagtcttggt ccatatattc ctcagaaaac taatgggtgc 
ttttctagta
   350281 tatcgcttta tgtttaattt cttaaatgct cataatttag agctattgat 
aaaaataaga
   350341 taacgtaaaa aatggagtaa tctaaacatt actccatcac ttaaaaatac 
taatttaaaa
   350401 tggttaccaa aggtcggcaa tttttttcat taaacgagca cgatattttg 
cagttgggtt
   350461 attttcatta cgttgttgct cttgttcata aaaatcttgc caggccgtga 
tcatttctaa
   350521 agttgttcct tgttttttaa tcatagaaac atcggcaggc tgaatattct 
ctaaacgctg
   350581 tctggcacct tctgcacctg tcccccaacc aataatccgc tggccaaaag 
caggcagagg
   350641 aatatttttt ggagtaggag gtagtacatt ttgtttaagc tgcaaatttg 
gagagacaaa
   350701 attattcgtt gtcccgaaat cagtcgcata acagtgaata tttgccccta 
agcaaaaaat
   350761 gctaaataag tatttccaca tgaataatta agcttttaat agtgaattaa 
tttacgatgc
   350821 atcattaaag gcattgatgt acgcacaagt tcttgagcag ctaaatcaaa 
aggtaccgta
   350881 attaaaccgt tcccttcata accaatcata cttaaaactt gaccacgact 
atcagttgct
   350941 cctgcatgcc cccaagtttg gcgtttttcc ccatgccaac cttgttgcgc 
agcccctaaa
   351001 acatagcatt ggctatccat tgcacgtgct tgcagcaaaa gctgccaatg 
catctgacct
   351061 gttgtatagg taaatgcagc aggagcagtt aatagatgag caccttgctg 
tctaagggtt
   351121 aaagctaact caggaaaacg caagtcataa cataccatta ggccaatatt 
gccaaaaggg
   351181 gtagatgtga ctacaacgtc tgttcctggt tcaaagaaac gagattcctg 
atatccaccc
   351241 acagcatcgc caacttgtac atcaaataaa tgtattttgt cataacgtgc 
ttcggtacgt
   351301 tcaggactga tgcataaact cactgtacgc actcggccat cttgtatgat 
agaaccatct
   351361 ggacgaaatg gacacggtag agtgcctgca acaatccaga tttgatactg 
atgcgcaagt



   351421 ttctcaagtc tttgttgaat cgactcaaat tgctctgctg tttcacgctg 
tttgccagct
   351481 gcaaaacaaa caaagttttc gggaaaaaca attaagctgg cattttgagc 
cttgctttgc
   351541 tgaatcaatg actcaatcac ttgaaagttg ctttcaatgt catcttgaga 
attcatttga
   351601 acaactgaaa caagagtcat atacacatcc agattagcaa taaagtttag 
gcattttgct
   351661 tatcagatac ttgttcaagc gtgtcttgtt ctttttgcaa ttgcttaaca 
agcggctcaa
   351721 acatgttctg attatttgca ttgagtttca tcaatgtctt gtgtgcgtcc 
agaacggttc
   351781 ttagcatcgc attatgagta atgtgctcgt cagttaacgt taaagtacaa 
acgttaggat
   351841 cgccacaata attcaggatg acaaaaacct gccctagccc catgctgttg 
gctaaggttg
   351901 tgatatctgg attggtagat agcatcacag cttgaatatg atgagtctgt 
ttcagtttta
   351961 aacctagctt agctaggata cctaatacag tactatcaat aaatgttgtt 
tgggttaaat
   352021 caacgattgc accaacaaca ttttcttgct gttcaattct gtttaaaagt 
ttgtctagac
   352081 ttatacaaga atgggctcgc acttcaccaa taagcctgaa aatatgcgtt 
ccatttaaac
   352141 ttgcatattc aacatgacct gttgacatat aaatgccatt ttcagagaag 
gatagaaaaa
   352201 ttagcacata gtgccatctc agactcaaga gtccttaagt cgtatattat 
gtaattaatt
   352261 gattcttaaa ttaattcatt cgacaaagac taaagatggc aatgtcatca 
gcaacgtgat
   352321 caggggcttg gaatgattga ttttgcaaat gttggactaa ttgttgaaac 
tgatcattca
   352381 agccgccatc aaatggttct agtgctccat ctgagcaaat aatgaaacgt 
gcatgacgat
   352441 ttaatgtaca tacatgttct tcaacttcta actcatcagt taatcctaat 
gggaagctac
   352501 tggtggttaa aatttttggg gattgattag gttcaaaaat aattggagga 
gggtaatgac
   352561 ctgcactaga ccagcgaaga ctatgagttt caagatttag aataccgacc 
acaattgtaa
   352621 tatgtttttc aatattctct tgaaccagca tcccatttaa ctttttgatt 
aactgtcgtg
   352681 gtgttttgga gcgaccatga aaggctgcca tccaagaagt taataagcta 
cttgttacac
   352741 catgccccga tacatcggcg agataaaata aaacctcttt atcattgagc 
ttccagtagt
   352801 cgtaccagtc gcctgataaa taggcagaag gttggaaaaa agtttcaacc 
tcataattta
   352861 ataaatcaat aggatttggc aataaacgtt tttgtaattc tgccgccgaa 
ggtaaatcac
   352921 ggctatcctg attacgttta tattgtgcat caattcttgt taaagcttta 
tttagatctt
   352981 taggtaactg gttccatacc catcctgcaa gagcaccagc ttcccatgct 
tgagctaaag



   353041 cactaccttc atgctcaaaa gcaatcacga ttgtaggtaa acgccattta 
taagttagga
   353101 aatcttgtac atcagcaatt gcaataattg ttgggtcgta taaatcgaga 
tcatctatgt
   353161 gaatgacttg taagtctggt aatgcttcca gagcttgctc tacgaaaggg 
atagagcgtg
   353221 tcggtttaat aaaatacata gaagatatgg tagtcctttt tcaagatcac 
tttatccatc
   353281 atagaggatg tatgaccaaa atcaaggtat tgccttacta taagaaaaat 
gcaatacctt
   353341 gatttgtcct ttaattattt ttcggtttta tcagtgttat cttctggtac 
atcttcagat
   353401 tcgtcatcat caataaaaga cacatctgcc gaatcacctt ttttctcggc 
aatctggaac
   353461 gctttacgtt ggagatataa atcacgaatc atcgcatact gatcgccttg 
tatagtttgg
   353521 tctaaatcta gatattgagc gcgtgtatca acggcttgta atagattagt 
tgaccaatac
   353581 aggccatctt gatcatccat aatgtatttt tgtggacggg cctgagcatc 
tacagccaag
   353641 ccaacgccat cacgtaaagt gcttggtcca aagaaaggca gcataagaaa 
tggtccagaa
   353701 ggaacgccat agtaaccgag agttacacca aagctttctt cttcaggagg 
taagcctaag
   353761 cggctcgctg gatcggctaa acctaaagtt gttaacgtat taatagtaaa 
acgacctaaa
   353821 gtttttgcgg cgcggccagg acgtccttga attagctggt taacagcatt 
ccatggttcg
   353881 ccaaggtttt tacgaaattg tcggtaagaa ccacgtacat cttctggcgt 
cttttctcta
   353941 tattcaacag caacgggacg caaaacatgg cggtctaaca tatcgttaaa 
agaataaatt
   354001 ggacggttca gtgactgtaa tggatctttc actgtatccg gttgggcagc 
atttgcgttg
   354061 atctttaaat ctttaacttt tatgcctttc aaatctttaa taatttgtaa 
gtgaggtcgg
   354121 ctatgctgag tctgggttga agtaacatct tccgaactag cggcagattc 
ttcagtaaga
   354181 ttttcttgag catgggctga ggtgtaaaga cctacagtta ataagctcga 
caaaagtaaa
   354241 ttagaataat tcatataatt ccttaaccgc tagccaggct atattcaata 
tgcagttggg
   354301 tagagatata ttttaataca gaagcgataa gctattatca atgtaaaatt 
gatcaaatta
   354361 tatagaaata tagccaaaaa gcctaaaaaa tgtacgcttg atatgaaatg 
ctagaaaaag
   354421 gggttgcaaa gggaaagaga tggtctataa tgcacatcca tcggcggtga 
tgcagataga
   354481 aacttgttga aaaacagtta cttgtgatta gattggttgc tttaagtgat 
gaatttgatg
   354541 gtaagttggt ttagagaatg agttttaaaa atatcgaaat tacctgttga 
cttttaagag
   354601 attaagagta atatagccga cctagcttgc tggtgacgaa ccagtaagaa 
gatcattaag



   354661 agaattgaag aacaacttgt gtggattttt actgattgat taatcgaaat 
aattttcatt
   354721 gattgattgg tttaaattac tcgaagttta tttgagcgaa atttaagtca gtaattga
//
LOCUS       NODE_4_length_286106_cov_100.293966286106 bp   DNA linear
17-DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..286106
                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
     gene            115..1143
                     /gene="tolC_1"
                     /locus_tag="DSM_01529"
     CDS             115..1143
                     /gene="tolC_1"
                     /locus_tag="DSM_01529"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9K2Y1"
                     /codon_start=1
                     /transl_table=11
                     /product="Outer membrane protein TolC"
                     
/translation="MYIRSDFGKVKSGVDVEEAKVQVEQANVLVSVDTLALDVAQTIV
                     
NIQRYLQLNKIAEQQIAGIRRIQEIANLRANAGVASQADPIQAQSYLQAAQSALIAQQ
                     
SLLRQYQQHLRTLLGADVSHTGWIISDDLVKQSDLYGEPEFNTIPKMIAAQAGVEVAK
                     
AQKQQTRLTRYPTLAVKGSVSQAINGKNPNNDKDDGLYSSVMLEATSQFYQGGATASQ
                     
VKMASYAEEAAKAKVNSVYMDVLDQIRTSREQIENKQRQMQVLASRQATTVRTRELYQ
                     
EQYKLGTRSLVDLLNAEQAIHSANSELESARYDIYSSIVQYIEATGRSRQAYGLNNIS
                     IQGFEVQP"
     gene            1140..3281
                     /gene="ltxB"
                     /locus_tag="DSM_01530"
     CDS             1140..3281
                     /gene="ltxB"
                     /locus_tag="DSM_01530"
                     /EC_number="3.6.3.43"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P23702"
                     /codon_start=1
                     /transl_table=11



                     /product="Leukotoxin export ATP-binding protein 
LtxB"
                     
/translation="MMTKINYQPWLQAVLTIAKHYRIEPSEERIRLQLDWNQNQNLDN
                     
VLQLMTRQVGLNLRKAPFSLDLLNPWRLPVMVEFNDGQVGVIDKADTQGNVSIQFSGD
                     
QGLSQSLSLDALKTTLKNVYILRPETSIPDARIDEYIKPYEANWFWSIVLRDWKRYVD
                     
IMFASLIANVLALATIIFSMQVYDRVVPSQSIPTLWVLAGGVLIAALFEFTLRVSRVY
                     
LSDIIGKRADLRVSDRVFGHALRIKNKDRSKSTGSFISQIRELEGVRELVTSTTISAI
                     
ADFPFFFLFLVIFAIIGGKLFWVMLLVVPLMILPGILVQKKLAQLAQEGMRESSIRNA
                     
ILVEAVQGIEDIKLLRAESRFQNQWNHMNEVSADIGMRQRKIVGTLMAWTQMVQGLTY
                     
AIVVLVGCFAVMDGEMTTGALVACSILSSRMLGPIAQITGVLGRLQQAKVAKQSLDEL
                     
MQRPIDQADRSHLVHKAVLNGDYELKNILFQYGEEDPRPSLAIRHLKIRAGEKIAILG
                     
RNGAGKSTLLQLLSGMQVPTQGAVHLDGLDLSLIDPSDVRRDMGLLNQNAHLFYGTIR
                     
ENLTLGAPLATDEDILRALVVTGALSFVQEKKEGLDYLVLEGGVGFSGGQKQALLLAR
                     
LLIRQPNILLLDEPTAAIDDVAEKQLIDHLKGWLAHRTLVVATHRRAVLELVDRIIVV
                     NEGKIVMDGPRDQVLNQSTAQQKQVSQGGNS"
     gene            3278..4468
                     /gene="prsE"
                     /locus_tag="DSM_01531"
     CDS             3278..4468
                     /gene="prsE"
                     /locus_tag="DSM_01531"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q7ANN5"
                     /codon_start=1
                     /transl_table=11
                     /product="Type I secretion system membrane fusion 
protein
                     PrsE"
                     
/translation="MSEQQQELTRSMNVSYSEPPLPRASLVIWIVGIGLVIFFIWAWF
                     
FKLEEVSTGTGKVIPSSKEQVIQSLEGGILTKLNVQEGDIVQKGQILAQLDPTRFASN
                     
VGESRSLLIAAQATAARLRAEVNGTPLVFPEIVAQDPKLVHEETALYESRRADLEQTL
                     
SGLRQALQLVQQELAMTEPLVAKGAASEVEVLRLRREANDLQNKMNDARNQYYVKARE
                     
ELSKANTDTQTQQQVVMGRNDSLQRAVFKAPVRGVVKEITVTTHGGVIPQNGKLMTIV
                     
PIDEQLLIEARILPRDIAFIRPGQEALVKITAYDYSIYGGLKGKVTVISPDTIRDEVK
                     
QDQFYYRVYIRTDSDKLYNKEGKAFGITPGMVATVDIRTGEKTVLDYLLKPFNKAKEA
                     LRER"



     gene            4561..5160
                     /gene="yigZ"
                     /locus_tag="DSM_01532"
     CDS             4561..5160
                     /gene="yigZ"
                     /locus_tag="DSM_01532"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P27862"
                     /codon_start=1
                     /transl_table=11
                     /product="IMPACT family member YigZ"
                     
/translation="MPFTIASPVTFEEEIKKSRFQAIAAPVENEQQVKEFLELNKDIS
                     
TTHQCWAWKIGHNVRFNDDGEPSGTAGRPILATIEGNDLTNIIVMVNRWYGGIKLGTG
                     
GLVRAYGGCAGQSLLLAERIELIAKKTIHFSCHFNEWAIFQYELTQQQIEYQESYTAT
                     GVDIEARLQVHQIEPLALKLRDVTRGREELKVEEELTDD"
     gene            5153..5764
                     /locus_tag="DSM_01533"
     CDS             5153..5764
                     /locus_tag="DSM_01533"
                     /EC_number="2.3.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q5HCZ5"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative acetyltransferase"
                     
/translation="MTDSLLKYREQHKHRLNYMPWLYWTLKPKHRVWAEEWQKEYQAY
                     
LMDMETVEIGENCFISPLAHIFAEPGRKIKIGDNCFIAADCSLHGPLEIGNEVAINHH
                     
CILDGGRAGIKLHDQVRIAAYCHLYAFDHGMQLDRPLYQQPVRSQGIEIEKDVWLGAH
                     VGIKDGIKIGKHAVVGMNSMVTKDVEPYHIVGGNPAKFIRLRK"
     gene            5920..6762
                     /locus_tag="DSM_01534"
     CDS             5920..6762
                     /locus_tag="DSM_01534"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNRVIACIDSSPCINAIADAAAWVAKATGRELVLLQILDYYPAS
                     
YHLGEISGVIGFESNAMLLKELAELEQKQSELALDYSNNLLRHISDLIKEKHGITCSK
                     
IQEKGDFLEQSFNLLHENDIVILGRVGERAAEKHKPIGSNVENFIRGANCTVLTIGEN
                     
FKVPTRFIFAYEYSPTCQKMMRRIAQSDLLRTLQCHLVYVGDHPEILNEPEHYLKQAG
                     
LDVVTVYRYGDVAQNILEYQQEHGIQIIVLGAFSHSKIHQFFLGSIATTIFRNATVPL
                     LVAK"
     gene            complement(6879..7547)



                     /locus_tag="DSM_01535"
     CDS             complement(6879..7547)
                     /locus_tag="DSM_01535"
                     /EC_number="2.1.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A0R2D5"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative O-methyltransferase/MSMEI_4947"
                     
/translation="MQQMWTDIDEYIDSHLIPEDPRLDFALKNTDEHGFSNHLAVAPN
                     
QGMFLQMLIQMNKCKRVLEIGTFAAYSTIWLGRALPEDGYLLTIEGRDTHAEMAQKNI
                     
DHANLPVKVELKLGRAADVLSAIDPQSIEPFDFIFIDADKQGYPEYLELSLKFSKSGT
                     
IIVLDNVIRAGDILNPENKKPSIEGIRETFKALENHPQILSCTALQTVGSKGHDGFAI
                     AIVK"
     gene            complement(7687..8388)
                     /locus_tag="DSM_01536"
     CDS             complement(7687..8388)
                     /locus_tag="DSM_01536"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLPLCIIPAIMVGCASSPQHTTTGKTSPSGKRIFIPQERVIIER
                     
PIPPKVEPASYRAWLNTGDHYERVREYEKFLARHDVAGIVPSFELLRSARDWQKCGRS
                     
EYAVPNRELWNNSLSTLRVFKYLIAAKVLTDFEVTSVYRDLPLNECAGGASSSKHLFN
                     
SAIDFRIGPEVPQPQDYAFIENTKFKLCQFWTQHGQSLNLGIGLYSSGQIHIDTQGYR
                     TWGPDLTRNTSMCNF"
     gene            complement(8539..8862)
                     /locus_tag="DSM_01537"
     CDS             complement(8539..8862)
                     /locus_tag="DSM_01537"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P08811"
                     /codon_start=1
                     /transl_table=11
                     /product="Ferredoxin 1"
                     
/translation="MTFVVTENCIKCKYQDCVEVCPVDCFYEGPNFLVINPDECIDCA
                     
LCEPECPANAIFSEDELPEGQEVFIELNAELSQKWPNITQIGEQPADREEWNGKPDKL
                     QYLEK"
     gene            complement(9207..9782)
                     /locus_tag="DSM_01538"
     CDS             complement(9207..9782)
                     /locus_tag="DSM_01538"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1



                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MYRHVCSYFKENKISIFLRPLQYTEIDLIWQQINRRELITQLYL
                     
QKQEHLELTDCFYDVKHWDAYHLENDPPKLKELYEQGALFIGAFDASEQLAGISVVSN
                     
QTITDYPNAKLLQYFYVDADQQGKGIGAKLMQAAKESAKQLEANQLYISATPSKRTVD
                     FYIKHGADVLKHPDRQLWELEPEDIHLLCTL"
     gene            complement(9802..12447)
                     /gene="mutS"
                     /locus_tag="DSM_01539"
     CDS             complement(9802..12447)
                     /gene="mutS"
                     /locus_tag="DSM_01539"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A1Y0"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA mismatch repair protein MutS"
                     
/translation="MNSAEIMADLSNHTPMMQQYLKVKKDYQHALLFYRMGDFYELFF
                     
EDAHLAAKLLGITLTHRGKANGNPIPMAGVPYHSAEGYLARLVKAGRTVAICEQVGEV
                     
TGKGPVERKVVRILTPGTLTDDALLTSYQSSNLVALCIHQNQIGFALLDLSAGIFKVQ
                     
QQDYKPEQLPIELARLMPSEILIDEDLVDPNIIEQIKKHLDCPVTKRPNVDFNLNNAQ
                     
KTLCDQFSVSTLSGFGLDPLPLAKAAAAALIHYAKETQKTALPHIRSILLEQSTDFIA
                     
LDPITRRNLEIIEPLFEHGTSLFQLVNDCQTAMGGRLLSRTLMQPVRDTALLDARLDA
                     
IEQLIQGYHESPVRLVLKEIGDIERVLSRVALGSARPRDLVQLRHACAQIPFLRNALA
                     
PVVQAKKTKLLGQLDQELGDFKSLHQHLMAAIVENPPVLLRDGNVIAEGYDAELDELR
                     
QIRDHAGQFLIDLEIKERERTGISTLKIGYNRVSGYYIELTRAQAEQAPADYIRRQTL
                     
KNAERYITPELKSFEDKVLSSESRALAREKALFEALLENLRENIAHLQMMSSAIAQID
                     
VIANFAHQARLNNWARPEFTPETGIKIQGGRHPVVEALSKAPFTPNDTFLDVQHRMAI
                     
ITGPNMGGKSTFMRQTALISLLAYCGSYVPARAAKLGPIDRIFTRIGSADDLSTGKST
                     
FMVEMTETSQILHHATNQSLVLMDEVGRGTSTYDGLSLAWACVVDLTKRVKCLCLFAT
                     
HYFELTELGSEPGIDNYHVTAQELNGNLILLHKVQQGPASQSHGLQVAKLAGIPANVI
                     
KEAQKRLRILEKQQQQHLQISVQSDLFATLDSEVTPSTQVIEKVIEVEASSPALDLLK
                     QIEVDNLTPRQALEQLYELKAALNS"
     gene            complement(12722..13189)
                     /gene="lrp_5"
                     /locus_tag="DSM_01540"
     CDS             complement(12722..13189)



                     /gene="lrp_5"
                     /locus_tag="DSM_01540"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACJ0"
                     /codon_start=1
                     /transl_table=11
                     /product="Leucine-responsive regulatory protein"
                     
/translation="MSEISLDNFDYAILRILQKDNKTSHREISEKIGLSAASVQRRIT
                     
RMEEKQIILKNCAILNPLKFGEKITSIIEVRLSEDRSVVMDRAKLYFASVEEIQQCYF
                     
VNGGVSFIIIMLSNNLSHFESLVRKHFADNEDVKTYRTLIVLDRVKVNFELNI"
     gene            13309..14169
                     /gene="rhtA_1"
                     /locus_tag="DSM_01541"
     CDS             13309..14169
                     /gene="rhtA_1"
                     /locus_tag="DSM_01541"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AA67"
                     /codon_start=1
                     /transl_table=11
                     /product="Threonine/homoserine exporter RhtA"
                     
/translation="MMIEKNSKQGMAFAAAFLSLVSVQIGAAIAKVLFPILTAEGVTL
                     
TRLALSACFLWIVFKPWRQWNKQTNWKNLIIYGSILTLMNTLVYKAFSYMSVGIAISI
                     
EVLGPLTVAILMSKNKLDYFWGGLSIIGLLLLPMGNANNNFSFIGMTYALLAAVGWGL
                     
YVIYGSKVAQGGGSSVATGMFIAALLATPLGASHIIHIFDSYKILFTCLLMAMLASAI
                     
PFILDMIAMKKLHPRVFGILLSASPAVSALAGWLILDERLNSFQVLGITIIMASCAGC
                     SYFSYKRNKV"
     gene            14820..16025
                     /locus_tag="DSM_01542"
     CDS             14820..16025
                     /locus_tag="DSM_01542"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9I310"
                     /codon_start=1
                     /transl_table=11
                     /product="putative signaling protein"
                     
/translation="MWVIVYMDICFTLISIFSFFLIYINRISAGILLSQAVLLVFPVV
                     
FCLFFDVATPDRPRVAHLFLPAGAILGYLNYRREPSFLQIVLILLSIGCFIFFSGSSF
                     
TLDSAIPLSEDIRDHGGWIATCVATLMICISIYTMQLEIQIESSMEHNLRLALTKQQF
                     
ELFYQPQVNSSEKLIGAEALLRWHHPVLGYIPTKEFIPAAATFGLMPEIGEWVLAEAC
                     
KVLQDWSKKEETKDLTLSINISADHFMQSNFEHTVIGLVQRYDFNPSRLILEITENIA



                     
LNNCASMIEKMHFLSKHGIQLSLDDFGTGYSSLSYLQKMPIKQIKIDRSFVQAALDDK
                     
RSNKLVTGIIKIGQDLNLRVLVEGIETAEQFSAFKSNGCTEFQGYLWGCPMSLNDFIK
                     QLPIKTDKE"
     gene            16156..17088
                     /gene="lpxP"
                     /locus_tag="DSM_01543"
     CDS             16156..17088
                     /gene="lpxP"
                     /locus_tag="DSM_01543"
                     /EC_number="2.3.1.242"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACV2"
                     /codon_start=1
                     /transl_table=11
                     /product="Lipid A biosynthesis 
palmitoleoyltransferase"
                     
/translation="MTKPEAQYQSGQFQFSFLSLKYWGIWFTAFILMFLAYLPWAIQW
                     
RLAKLFSKIAWTLLASRRKTTLRNLGACFPEKTPEQIEAKAKSVFTDTMIGIFEALNA
                     
WYCPAWFKKRVHIEGLEHLNDNRDRGILLLGTHSTLLDAGGAACTLFFDMDVVYRPQN
                     
NPFMDFLIHRSRARVYKNQIAKDNMRSLIEKLKNGHAIWYSPDQDFGLKQGVMASFFG
                     
IQAATVTAHRRLMDISNAVAIPLYFYRSGDIRDPQYNVLVEPKLENFPSECEVNDAER
                     VNKIIENQIRIAPTQYMWFHRRFKTRPAGEAKFY"
     gene            17675..18310
                     /gene="yxaF_3"
                     /locus_tag="DSM_01544"
     CDS             17675..18310
                     /gene="yxaF_3"
                     /locus_tag="DSM_01544"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P42105"
                     /codon_start=1
                     /transl_table=11
                     /product="putative HTH-type transcriptional 
regulator
                     YxaF"
                     
/translation="MPVFSTHFKSDGISISVHTTRIYNGKTMPNLETSSKKLHIIRTA
                     
IRLFTTHGFHTTGVDLIVKESEIPKATLYNYFHSKERLIEMCIAFQKSLLKEDVLAII
                     
YSSRYCTPTDKLKEIVVLHVNSNSLYHLLLKAFFEIKVAYQQAYRMAIEYRKWLTREI
                     FELIFSLEIRALKPDANMVLNLIDGLMFEFLSTNSLGEREVVVEYFLSQLV"
     gene            18580..19893
                     /gene="pcaK_3"
                     /locus_tag="DSM_01545"
     CDS             18580..19893
                     /gene="pcaK_3"
                     /locus_tag="DSM_01545"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q43975"
                     /codon_start=1
                     /transl_table=11
                     /product="4-hydroxybenzoate transporter PcaK"
                     
/translation="MKEIVLSDLINQQKVGPYQKFILVTCLLLMIMDGYDIQSMAYAA
                     
PLIIEEWGVQKSMLGVVFSASLFGLFVGSFLLSSLSDRFGRRPILLISTFIFSILMLL
                     
TPHVGNIEQLTVIRFVTGIFLGGIMPNVMAYSSEIVPYKSRIFTMMVISCGYTVGAML
                     
GGGISALLVPWGGWQAIFYFGGIIPLIIFFITFFKLPESLYFLSENSKNSKNSSKILF
                     
WLKKFYPALTFNAEIKIINNTEVQVKKSPLELFKNQRAFFTYSIWTISILNMISLYFL
                     
ANWLPTLAKESGLSLNQALLIGSTLQLGGTIGSVVMGLKIDKTGFYKVLIPVFLVAVI
                     
SVALIGYSVSHIVLLFIIIFIAGFAIVGGQPAINALSASYYPVSLRTTGVGWSIGIAR
                     LGSVIGPLFGGYLSQFLVITHLFVIAAIPSLFVIIMLMIQAKYRS"
     gene            complement(19988..20425)
                     /locus_tag="DSM_01546"
     CDS             complement(19988..20425)
                     /locus_tag="DSM_01546"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKYLLLILFSFYSVHSFASDKLHGSVWKTIDDATNQPRALVKF
                     
SQDKNGVLSANIEKILVPSEANKCTMCEGTYKNKSLIGLTIVKNLKNVGQNKYDKGSI
                     LDPQSDKTYRFSVTVSPDGEKLTARGYIGISAIGRNQTWYRVK"
     gene            complement(20763..21791)
                     /gene="tipA"
                     /locus_tag="DSM_01547"
     CDS             complement(20763..21791)
                     /gene="tipA"
                     /locus_tag="DSM_01547"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A4T9"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional activator TipA"
                     
/translation="MLLKVGELAKQTGLTVRALHHYDDIGLLQPSARSDAGYRLYTPK
                     
DITRLHQIQALRGLGMSLAEIYTVLEDPNLALLPIIDRQIQAIDQRLAEQKKLRNQLG
                     
QLKSQLINGEELDLEDWLNMLELIAMYEKYFTQEELEKLTFLQSGTKSHQEWQELTQT
                     
VNTVFNAGESSSSETVQKLAHKWMRTLEQNTRTNPEWLVKLNNINSAEPEFQEKLGVM
                     
PEVVEFLLKAFSESKLSIFARYLSDNEFAFLKENYVREMKKWPQLLVDIEKLIDAEVK



                     
PNSEGAKRLAQQWLSMLQGYTGENPSTQEKIRSAMQNEPSLADGTWLKPVTLQFLEKA
                     VAAFKHSA"
     gene            complement(22001..22699)
                     /locus_tag="DSM_01548"
     CDS             complement(22001..22699)
                     /locus_tag="DSM_01548"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTNTFSDHKQVEVVSTFAELVNTHFQGNKNAICWHRNLVGDFKE
                     
IVAKLELKENITEISTEDLLALELSEQGDLARDIILKDMQFLTDMGASPVLNLLKHYE
                     
RDEELDFISTDVYSFHVDRSPIETNTFLCTYHGAASDIVLNDQVEQKVLIPEIREKLK
                     
ALHDGPEAEFESFLAEYFFDLHYQPKAHAQPINLGTGHLWRLAVDHPTQKVLPCVHRA
                     PVEKDGEYRLLLIC"
     gene            22951..23901
                     /gene="lcdH"
                     /locus_tag="DSM_01549"
     CDS             22951..23901
                     /gene="lcdH"
                     /locus_tag="DSM_01549"
                     /EC_number="1.1.1.108"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:D7URM0"
                     /codon_start=1
                     /transl_table=11
                     /product="L-carnitine dehydrogenase"
                     
/translation="MEGIKTIGVVGVGVIGASWTALFLYKGFKVKVYDPYPIDEELFK
                     
KRIQANLSDLLALDQQTDSSHHLQDIFLNLGLYNNLKDAVIDADFIQENAPERLDLKQ
                     
NLYQEITSYCPEKTLIASSSSGLKVSDFQKDATHPERIFLGHPFNPPHLLPLVEIVGG
                     
KLTDPQILKKASEFYQSLGKHPIVLNKEVKGHVANRLQAALWREAFSLVKEGVCSAED
                     
VDIAITSGPGLRWALFGPYINMELANQKGFKEAIHHLGPPMTEWWNDMQNFQHSEETT
                     ELLEEQTKELLTHYKDIDLSQKRDKGLVDILKLRQQLELD"
     gene            24726..24965
                     /locus_tag="DSM_01550"
     CDS             24726..24965
                     /locus_tag="DSM_01550"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPKFENEGEYLLWLASFIERITDGGKPKFPPISQLIPHGFKISK
                     ESFPVTVAPPKEEHADMIIKYFKSEDFMKTNKTPS"
     gene            complement(25060..25488)



                     /locus_tag="DSM_01551"
     CDS             complement(25060..25488)
                     /locus_tag="DSM_01551"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MEISLRFATPADLKAINERYAEIDFVPSHDDEFIVLASISEKTV
                     
GQGRVVGIDANSGELGGIYVFPGNEGLGIARKVVDFLIKNSDFSMLYCLPFAELEGFY
                     GSLGFAAVKDIAQVPEAILKKHEWCNSNYDKPVLLLERSK"
     gene            complement(25620..26297)
                     /gene="mupP_1"
                     /locus_tag="DSM_01552"
     CDS             complement(25620..26297)
                     /gene="mupP_1"
                     /locus_tag="DSM_01552"
                     /EC_number="3.1.3.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HZ62"
                     /codon_start=1
                     /transl_table=11
                     /product="N-acetylmuramic acid 6-phosphate 
phosphatase"
                     
/translation="MKKVLLFDLDQTILNRNESLLKFLNWQVSYLNLVPHELKKSFIN
                     
RFIELDNNGSVWKDIVYSQLIKDFNIKKYDTSELLQSYINDFNKFSTAFENAPKTIQN
                     
LHAQGYTLGLVSNGKTPFQEKNFYALELTDYFSIIVISEAIGLRKPDPEIYLYTCNQL
                     
DCKPSDCIFIGDNPKADIEGAKKIGMKTIYFHPTLTLHPSLSDASIHHYDELEETVRR
                     LINPHHF"
     gene            complement(26456..27703)
                     /locus_tag="DSM_01553"
     CDS             complement(26456..27703)
                     /locus_tag="DSM_01553"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKNFLTKKMYATRALFFAVGVTALNVSPIVISTTHAATEQKMDN
                     
LSTTLSLIFADKPIEASLFSPQFLGQVPITQIQKIVDDLKVSLGALKSINVSNGSGTI
                     
NFEKGELPVSISLNEQGQISTLWFSAPHFKTISLDEMVKDLHENAIGKTSLLVIVDNK
                     
PVVVENDKTPMAVGSTFKLLVLKTYEDAIKKGELKRETIVSLKEKNRSLPTGVLQNLP
                     
AGTPVNLELLAQLMIQISDNTATDSLIEVLKKPRIEALSPRNSPLLTTRELFQLIDPS
                     
NEKLRNKFKTGTKSARLEALAELDKLPLPSVSSIGKSATWQDAEWYMSAHEICPLLES



                     
VQDAPALNSSLNPLFKNLNWQKIGFKGGSEYGVINFSVIGKTQKGHKVCAVFTANGNE
                     PQPESKLAILFTGMLQAVDSINP"
     gene            28058..28375
                     /locus_tag="DSM_01554"
     CDS             28058..28375
                     /locus_tag="DSM_01554"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNKMHVTLAVVVGLIIGVVVGAIGYSKTAARYDAMTTACVMVNQ
                     
AVEHEILKPEQVKELGELTGQTLKKDYASVASKFKFSENQLGNASEGSNCSQFIVGVN
                     AAQ"
     gene            28659..29570
                     /gene="gltR_2"
                     /locus_tag="DSM_01555"
     CDS             28659..29570
                     /gene="gltR_2"
                     /locus_tag="DSM_01555"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P94501"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator GltR"
                     
/translation="MNLKNLEAFYWVVTLNSFNKAATKLQTTQPAVSQKITSLENELG
                     
FKVLDRSLRQFKLTHKGMTLFKYAEKFMRLETDLVAELTENQHLTGTIRLGVSETIVY
                     
TWLVEYIEKVQQEFPKVSVEIVVDLTPNLQEGVRTGDLDMAFLLGPTLAFECIEQSLC
                     
NFELSFLAAPSFKGGIGQMSFKTLMSHTILTYPKITYPYKELKAKMKEKGIDEPLSIT
                     
SYSLATLLRLAEQGLGIAVVPTLTALKEITDGRLEILNTPIRLKTFHFTSIYIHGNDV
                     ALKEKLTEVAVQVSESAMKRLNEQIKK"
     gene            29937..31169
                     /locus_tag="DSM_01556"
     CDS             29937..31169
                     /locus_tag="DSM_01556"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSLLKSSFLSDRQWAIVASIFMMATSAMGPGFLTQTAVFTVKLG
                     
AAFGFAILISILIDYVVQQNIWRVVTLTQMRASDIANKALLGSGYLLAFLVILGGFFF
                     
SVGNIAGAALGLNALFGLDTKWGGILSGALAILIFASKKATLAMDKSMIVLGLLKILL
                     
IIIVAVIVMPPVGQAVQQTFAPDQIDFAIITTIVGGTVGGYICYAGAHRLLDKGAIGP



                     
ENINEVAKAATKGIIVVGIMRYVLFLAFLGVVVSGAHIDLASHDANPAAQAFQYAAGT
                     
FGFKLFGLIFWAAGISSTIGAAYTSVSFFTAFKKNLTPKQTNYTTITFIALALLLYVL
                     
LGATPAGLLIFVGGFNGLVLPIGLTIFVYVAACRKDLMGNYNYPKWLLILGGLTCLLT
                     WWMGYMSFTTVFNYLTKL"
     gene            31204..31968
                     /locus_tag="DSM_01557"
     CDS             31204..31968
                     /locus_tag="DSM_01557"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q53WG6"
                     /note="UPF0271 protein TTHB195"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFVDLNSDLGESFGSWKMGNDDQILPVVTSANIACGFHAGDPLG
                     
ILKTVRKAVELGVTIGAHVSYPDLVGFGRRNMDLSRDELIADVLYQISALDGLAKVAG
                     
SKVQYVKPHGALYNTIAHDQAQAAAVIDAIKMYNPELVLVALAGSNLVEQARAAGLKV
                     
VSEAFADRAYNSDGSLVSRRLEGAVLHDSAFVASRVVSMLKNGGVESIDGVFTPIQAD
                     TICLHGDTDGALEMSAAIKAELVKNNIEIRPFVNKA"
     gene            31980..32786
                     /locus_tag="DSM_01558"
     CDS             31980..32786
                     /locus_tag="DSM_01558"
                     /EC_number="4.2.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q87UC6"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative hydro-lyase"
                     
/translation="MYKDIKVDPAQLEAALHARLKIRAGFDKPTAGMAAGMTQVNMIS
                     
VPRDWAYDFLLYAHRNPQSCPVLDVLEEGIYATKLAADSDIRTDFPRYRIWKDGEMVD
                     
EVTDAREIYNAHPDLVTFLIGCSFSFETALQEAGIEVRHIHDDTNVPMYLSNIKCEPA
                     
GRISGNMVVSMRPIPSHQISEAVKITARMPSVHGAPVHIGHPESLGIKDVNKPDFGDA
                     SRIEAGEIPVFWACGVTPQAAVMNSKIPFAISHAPGYMFITDIPDRAWMG"
     gene            32819..34408
                     /gene="ybgK"
                     /locus_tag="DSM_01559"
     CDS             32819..34408
                     /gene="ybgK"
                     /locus_tag="DSM_01559"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75745"
                     /codon_start=1
                     /transl_table=11



                     /product="putative protein YbgK"
                     
/translation="MRFLSVNADCFLIELASLEETLALYNKLQNTQLNGIKDLVPAAK
                     
TILVFFNEIETSFKTLVASIQSLKIDSGFERSGQEVIVPICYNGEDLAQVAELQGLTV
                     
ADVIRKHHQSVWNVAFIGFAPGFAYMSSPDKPFTDIPRLTVPRKKIPSGSLGLAGKYS
                     
GIYPKDSPGGWQLIGTTTEKMWDLERKNPALLLPGMTVHFEDVTHRPTTVTVPQQITL
                     
KVESKQSKSVPLFTITAPSLQMLIQDEGRLNQTNIGVGVAGAMDLSAMHSANRIVGNP
                     
TDTPVIEVLNGGLKAKMQHAGVIAVAGAISNIRVKFADGQTADFASYQPIDLDEGDEF
                     
QILPPTAGLRNYLAVRGGIDVEPVLNSASFDSLAVLGPEPLKLGDTIYQGQVKATNIS
                     
VNEVGKSDLPKAGEVVELDIVMGPRTDWFEQDSIELLCQQEWLVTNESNRVGLRLSGA
                     
QPLSRKITHELESEGTCIGALQIPPSGQPVLFMNDHPLTGGYPVIASVAKHHWDLVAQ
                     IPAGCRIKFKKIAEFTDFENE"
     gene            34405..36126
                     /gene="accC_2"
                     /locus_tag="DSM_01560"
     CDS             34405..36126
                     /gene="accC_2"
                     /locus_tag="DSM_01560"
                     /EC_number="6.3.4.14"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P43873"
                     /codon_start=1
                     /transl_table=11
                     /product="Biotin carboxylase"
                     
/translation="MMNTEKLLIANRGEIAVRIIHACRDMGISSVALYADDDIGSMHV
                     
ELADEAWGLAGATASETYLNIPAIIEVAKKSKATMVHPGYGFLSERAEFAQAVIDAGL
                     
KWVGPSPSAIEKLGDKIEARKIAASVGAPLVQGTQDPLNNADEALEFAKQYGLPIAIK
                     
AAFGGGGRGLKVAWKLEEVKELYESAVREAKAAFGRGECFVEQYLDKPRHVEAQVIAD
                     
QHGNIVVLGTRDCSLQRRNQKLVEEAPAPFISDEIYQQILSSAKNICQAANYVGAGTV
                     
EYLLSRDGKLSFLEVNTRLQVEHPVTEETSKVDLVVEQIRVAQGEVLSIKETPKAQGH
                     
AIEFRINAEDPARGFIPAFGVLSLFEAPFGNGVRMDTGVRTGSLVSSHFDSLMAKLIV
                     
SGPTREVAIARAKRALKQFKIEGVASVLDFHRAVLNEPDFTDEFNVHTRWIENDFKQE
                     
LKPTKRGIPNHQQPMLLSYIEIDGKLHRLGLPAGMFAQGPATAVQAQTAEPEVSAEHL
                     
LAPINGVISAWKVENGEQVTEGQVVAIMEAMKMEVQVLAHRSGVIQIGAEKGTTCHAE
                     TAIASIH"
     gene            36429..37649
                     /gene="eriC"



                     /locus_tag="DSM_01561"
     CDS             36429..37649
                     /gene="eriC"
                     /locus_tag="DSM_01561"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q87WD2"
                     /codon_start=1
                     /transl_table=11
                     /product="Chloride/fluoride channel protein"
                     
/translation="MKILPSSEYDQILKYSVYWLVISIVIGVVAGLASTLIFVAFDIS
                     
NKVRSLHHWLIYFLPFVGFGIGYLIKKYGSPIERGTHLLIDEIHQPKSFIPKRMSPII
                     
FITSILTQLFGGSAGREAPAVQLSGALIDHLSHILKISEDNRKICLIASIGAGFAGVF
                     
GLPLAGAIYGLEITALGNLRYSAIFPCFVSALIASAIPELFEIVHPHVFYVISEFPAI
                     
HFGTLMSLIAAGLIFGLVARFFIAAIHFASDVFYKYVRYLPLRTMVGGIVIMLLTLFT
                     
AHQQYNGLGTDKIISSFYVPIEFYDFFNKTIFTAITLGSGFKGGEITPLFYVGATLGN
                     
ALGAVLNLPISLLAGLGLVSLFSGASKAPLTSIILAVELFGMNVATYAIITCLLAALF
                     SGDCGLYRRKKLMD"
     gene            37997..39736
                     /gene="shlB_2"
                     /locus_tag="DSM_01562"
     CDS             37997..39736
                     /gene="shlB_2"
                     /locus_tag="DSM_01562"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P15321"
                     /codon_start=1
                     /transl_table=11
                     /product="Hemolysin transporter protein ShlB"
                     
/translation="MQNKIFFTHAFFLLYGLATHAYAIDDISLPDRIRQEQRLKELNQ
                     
QLEAQITQLPPKPVTTQLQDFKTIVVPEEPCVQVKNINFDSKTLQDPEYYKFHFMLRA
                     
IWNHPQKIIGECIGTQSLHNLVNFAQNELIKKGFITSQVTVDPQDIQQGSLRLGVQIG
                     
RLRKIIVEGEQLSLLQLKAALPFKEGDFLNLQQLDQGLENLKRAYTVDIQILPSNESV
                     
QETQGYSDLVIKLQAHSKISLNLGLDNSGSKDTGKYIGSLGVNINNPFYLSDSLSFNF
                     
SHSLDNLHRDLNKNYFVSYQLPLGNYDFSTSYSRYQYEQNVLGANSVLRYHGLSEQGN
                     
LNVSRVLSRSGQHKTSLYGKLYHKQNSNFIDDIEIEVQRRRTSGWNAGIQHRQYLGVA
                     
VLDAGLDYRHGTGAFDALLAPEEQIKDVDKNPLPPEGYSRAPIWSADLRFQMPFQLLD
                     
TPAQYRLNWRGQYAPRVLVPNDRFYIGGRYSVRGFDGELMLSGDNGQYLQQEISVNTQ
                     
LPNTQFYMAVDQGWVNGENSIAGQRHLMGSVVGLRSYLNHFYIDAFTGRGLIAPKSIK



                     KDWILGFSLNAFY"
     gene            39783..45479
                     /gene="cdiA2_2"
                     /locus_tag="DSM_01563"
     CDS             39783..45479
                     /gene="cdiA2_2"
                     /locus_tag="DSM_01563"
                     /EC_number="3.1.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:I1WVY3"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA nuclease CdiA-2"
                     
/translation="MNKNLYRIIFNKARNMFMAVAENVRSQSKAAGQSSSSEIVSYGQ
                     
SSGQEKSFHQLWHVKALVTSMSLLVPFAPVYADIVADSAANAANRAIIAAGKNSAGKT
                     
VPVVNIQTPKNGISHNIYKQFDVLAEGAVLNNSRQGATTKTVGAVAANPFLATGEARV
                     
ILNEVNSSAASRFEGNLEVAGQMADVIIANPSGINIKGGGFINANKAIFTTGKPQLNA
                     
DGSIKQFTVDQGRITVSANPNSKFGLGGNNNDANYVDLYARALELSAELRAKNDIQVI
                     
AGANNVSADLQEVTAKTGTGTAPALAVDVKALGGMYANNIYLMGTEKGLGVTNAGTIQ
                     
AVNNLVITSAGKIENNGTIKTTGSQNSVLNLSSQNNGDFTSSGAIQSNGNIFISSDRN
                     
LALNGGKIDKLGTTLSSIFLSAKGDVSLQNDVNIQNAGVGGGIYSDSLNFNLGKDSNI
                     
LSQGDISLLANNNIDIQNGKGITSNNDLSIQSKNNLNIANSSIESKAGNVNLISLGNT
                     
ASSLLGINNTKLYAGKDFNIKGAKNIKLNSSIVQENSNNINLYAGNDIEIGNDVSPVS
                     
LKTQGTINIAAKNNLILRTDTSLLTKKDIDVQTDIGNLYAKSLNVSSSEGKVSILGNG
                     
NVNLETQNDGWYTLKNRINAKNGIILGSKGENAITKINTVDLKSTDGNVLLLSGGDLT
                     
LDGNNGYTTGMKAAVASGFINAKDVTLWSKTGVLDISSGVINASNGGISIRAGNNAQV
                     
HDIDLNSTKNIEINSDKDLILERTNTRANQHIALSSKGNINAYQNYILDAKGVLSAIS
                     
NGSIDGQGYGGAVIVEANQLSNNGIDFRATGSELLQLDTKLKNINGNLSIQLNKDFVI
                     
KPTHGHDTITLVAENDIDVRSKQGAIRIEGENFAPNLNEAGFVGIISRKGGLSLEGTS
                     
VDIKGTKINVQKDINIVSTKGDLVIDGIADKVNGVSKKKDLINSQDDQEKKNFIANTI
                     
TGVENFNSELSTNTGNINISSKKGVSITGANIDAKQGIVNIQAQGVLNGKYRATAKKE
                     
GTTAKELSASIIIDGNLDVYEKGNETDQNYSYREYVNPTNINGNKGVNIRAIGKTVND
                     
NLVLQGVGINSAQGDVNIEADKSILFDTALETLYDRSTKTETKRSWYGKKKTTTTTTI
                     
GDVVTPASVDIYGKNINVISQFKNPLRADGTRDPALNTSVDIYSARFNANGGKISIRS



                     
GGDLNFLTVAAVNNSNVNQVKKSSWLGINLGTSKTNATRNQTTEIPAKLKADYIGTKS
                     
GYDTRLEGTEFTYLKSATIEAGGTITLVPAKNLVEESLNRKKNSVVWQSMQDKGSITE
                     
TAQLPNFNGPQPPVFNAAGGLSVQVPISEKDVNKVELRDAILKLANQPGSAYLKDLVN
                     
RKDIDWQTVLLTQKDWDYKSQGLTAAGAAIIVIIVTIATMGSGTAAAAGAAGGTAASG
                     
TTVGLGASMLGTAGVTTTAAGAIVPSTLGAMANAAVTSLAAQASIGLINNGGDIGKTL
                     
KEMGSKDSIKNLAASVVTAGLLSQVGTALNLKPDSTLLSDRLANNFASSVGSTLVQTA
                     
INGGDLGDNLQVALLAGLAGALQGELASQIGTSLDKVDPNIFEYTIHKIAHAVVGCAT
                     
AAATKQSCEAGAIGAGVGEIVAELMIPAGKTALDLTDAERTKIKDTSKLIAGTTAAFA
                     
GYDVNTAANSANIAVENNTLGKLATTAGKAAYRVAKRITDMPASVRANLKPDDVIKIF
                     
KEEGVQGVIDIGDNIKTLISPTSTPGDRAFAAIDLLIGIDLKAGKNVDILKSEKNIIG
                     
KNYSAGLNREILNKAGDFYPNVPDLRTGRTISFPVGDLKKVPELSRVSWGAQERGKFI
                     
QEWYKRGYETPRGGWSEYDIHHIKPREFGGTNEFWNLTPVQRKTHQQEFNSFWRNM"
     gene            45480..46004
                     /locus_tag="DSM_01564"
     CDS             45480..46004
                     /locus_tag="DSM_01564"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKLLNEALRKIETLWSKEPKHAVHRGEKTFFQFRCILNNGISPD
                     
RFGDIDLQLPTEFKEFLLVSNGADLFKDEEYGQWGARIFSIDELQSSNKYYRELRPKD
                     
FTKGDLIIGEFYGDSDLLLLRCDPESKDYGAVLIALPFDNRSDWYCSVNFENFITDYV
                     NSEGDKFWEIQTKK"
     gene            46082..47425
                     /locus_tag="DSM_01565"
     CDS             46082..47425
                     /locus_tag="DSM_01565"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLYNHIKLLPLALFSILLAACGGGGSGDDSATSDTPVPKPIVEA
                     
SVLSPDLAHGYFEIENSGVTNNSTIKFSPFHTNSVIEVSASNNSMWDLEILTPGNDLS
                     
AHINNLAGLYFYPKSDKVGVLSYSENDKGHLAVQCRNSCSDTFSYKFEKQSDGKTYFI
                     
ISANGAVSGRLNNIDFASTAKIKGSIKFEVNSDWPVWNTKRFNEYPAKSDLVVNGKLA



                     
TIQRFMNWTTSSVLTFNTDKEYYFNFSNPLDPEHDRFILTEGNYFSNEQPKEVYIYKG
                     
YFNQDFILNTDYENGLTTFKFINNSFTNPIEYVASPQLKVSGGFEKKIPYGQVTAGSE
                     
VFKIDETVAAAAYAENESKYFRFMSRDHKSDLEFTVKYDTITKKANVAYQRPKKDQLN
                     
VNIHLKWNCKLTNDHCTGVTVNESEGTIEFKNVQLDDGRIINGKFAHLGVNDLVG"
     gene            48295..48855
                     /locus_tag="DSM_01566"
     CDS             48295..48855
                     /locus_tag="DSM_01566"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPNLEASFRALRVLHTAKDLFNQYGFHKVGIDRIIAESKVTKAT
                     
FYNHFHSKERLIEMCLTFQKDGLKEEVFSIIHSYRELMVFDKLRKIFYLHANLEGLYR
                     
LPFKAIFEIEKFYPTAYKVVVDYRNWLVTQIHGLLLTVKPTALMEDAHMFLFVIDGAM
                     VQLLSKEETDERDKLLDYFLRKLSEC"
     gene            complement(48912..49343)
                     /locus_tag="DSM_01567"
     CDS             complement(48912..49343)
                     /locus_tag="DSM_01567"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLKTQKINIIQEFDAPVDKVFAALSEHENLSKLFAPAKVTRISN
                     
GKDARNGVGSARKMSIPFTPSFVETNLVYKENELIEYAITSGISPIKAHRGVMQFTDL
                     GNNRTRLNYTISFKGRVPFIGPIIKAALQNGVSRGLKKLKF"
     gene            49596..50759
                     /locus_tag="DSM_01568"
     CDS             49596..50759
                     /locus_tag="DSM_01568"
                     /EC_number="1.1.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O07737"
                     /codon_start=1
                     /transl_table=11
                     /product="putative zinc-binding alcohol 
dehydrogenase"
                     
/translation="MRALTYHGAEDVRVETVADPIIQEPDDIILRVTATAICGSDLHL
                     
YRGKIPKTEHGDIFGHEFMGIVEEVGPAVTQVKKGDRVIVPFVIACGECFFCQLDLTA
                     
ACETTNTGRGAIINKKQIPPGAALFGYSHLYGGVPGGQAEYVRVPKANKGPFKVPGSL
                     
SDEKVLFLTDILPTAWQAVTNAQVKRGSTVAIYGAGPVGLLSAACAKMLGAEKIFMVD



                     
HNEYRLNYAAATYDAIPVNFDEVDAAEFIIQNTDNYRGVDAVIDAIGFEAKGSVIETV
                     
LTNLKLEGSSGAALRQCIAAVRRGGVVSVPGVYAGPIHGFLFGDAFDKGLTFKMGQTH
                     
VHQYLPQLLELIERGELTPETIITHRMKLEDAAEGYRIFNEREEDCRKVILLP"
     gene            51076..51816
                     /locus_tag="DSM_01569"
     CDS             51076..51816
                     /locus_tag="DSM_01569"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNTASYHNNQAIWTELLPGGHHWSGRIQKGTILRFTSLGAQANV
                     
SLFCVNAADVLERFNMPDSLKGQHTAYLKASNVLYSDLGRVMASIVRDDHGWNDALCG
                     
PSRPEQIEKQFGTRTFQDARNDMYQNGLDSLLIEMCKYGLASQDLSATVNLFSKVAPD
                     
ENGALSYVSSDNTNQSIELRFEMDCLVFLSAAPHGLDTSPSYQPADIQLSLFKANSLT
                     DSDICRDACSQNQRAFQNTARYYALSNI"
     gene            51832..52485
                     /locus_tag="DSM_01570"
     CDS             51832..52485
                     /locus_tag="DSM_01570"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTVLQSFEKAVLNEVCPAGEAWMCEVKKGQYFRIIDLEGNQAVD
                     
TLFMSAENPTERYSAMDTLAINQQIYLEKGTKLYSNLGRPIAVIHDDNCGRHDTIGGA
                     
CSCESNTVRYAHETYPMHSCRNNFMYALAKHPIAKKHGLNVRHIGPNINFFMNVPVTP
                     
DGQLKFDDGISGPGKYVEVRAEMDLIVLISNCPQLNNPCNAYNPTKIQLVVREAEGV"
     gene            52488..56093
                     /gene="accA1_1"
                     /locus_tag="DSM_01571"
     CDS             52488..56093
                     /gene="accA1_1"
                     /locus_tag="DSM_01571"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WPQ3"
                     /codon_start=1
                     /transl_table=11
                     /product="Acetyl-/propionyl-coenzyme A carboxylase 
alpha
                     chain"
                     
/translation="MFKKVLIANRGAIACRVIRTLKKLGIASVAVYSEADRDSLHVTL



                     
ADEAFLIGPAPAHQSYLNIEKILEVAKQSGAEAIHPGYGFLSENAEFCDLCESQGIAF
                     
IGPTSSQMLDFGLKHTARELAIKSNVPLLPGSSLLADEAEALTEAARIGYPVMLKSTA
                     
GGGGIGMRLVWNETELKDAYQTVSYLAQVNFKDAGLYLEKFVQHARHIEVQIFGDGKG
                     
QVLALGERDCSVQRRNQKVIEETPAPHLNEQQRDYLQKVAIQLMQSVNYRSAGTVEFV
                     
MDTETQEFYFLEVNTRLQVEHGVTEQVFSVDLVEWMVTLASGDWLAPTEKLEPTGYSI
                     
QVRLYAEDPIKQFQPSAGLLTHVKFDPQARVETWVETGSTVSSFYDPMIAKIIVTAAT
                     
RDQAIQAMSASLANTQVAGIETNLEYLQNIIACDVFALGTQTTRFLNTFEWKTQKIEV
                     
LQAGIQTAIQDVTGRLGYWDVGVPPSGAIDPLSLTVANQLLANEPNTAGLECTLQGPT
                     
LKFHCDSQIVITGGDMPSKLDGQLVPMWQTINVKKGQVLKCGIIRSGCRSYIGVKGGF
                     
DVPEYLGSQATFTLGQFGGHAGRNLLIGDMLPITEYSAQSTTALAQAQIPSFTQNWEI
                     
AVMYGPHGAPDFFTKQDIDTFFANEFEIHYNSSRTGIRLIGPKPEWAREDGGEAGLHP
                     
SNIHDNAYAIGAIDFTGDMPIILGPDGPSLGGFVCPAVVIHSELWKIGQLKAGDKVKF
                     
VPVSYAQAKALDQKYHQSLTSTDTTQIDFNPTIQSEPDTLKDAVLATLDGKADLPSVT
                     
YRPAGNSYLLVEYGELVLDLNLRFRIHALMQWVKDQNIQGIIDLTPGIRSLQIHFDSI
                     
QLDQLELLQKLQQAEAELPDIQNMQVPSRTVYLPLAWEDSQTQLATERYTQIVRPDAP
                     
WCPDNVEFIRRINGLASKQAVKDVVYSANYLVMGLGDVYLGAPVATPLDPRQRLVTTK
                     
YNPARTWTPENAVGIGGAYMCVYGMEGPGGYQFVGRTTQMWSPYRKNANFEEGKPWLL
                     
RFFDQVKFYEVSETELLQMREDFKAGRLQLRIEDGVLNLKEYNEFLKTHQDSIQAFKD
                     
MQQANFEAERRRWHEAGLQEYISESLDAVDEGETVVIPEGGCAVESHMPGSIWKIECA
                     
SGDIVEEGATLAVIEAMKIEIPIIAPERMKVETITIEKGQTVKTGQVLFTLAPVA"
     gene            complement(56133..56669)
                     /gene="kefF_1"
                     /locus_tag="DSM_01572"
     CDS             complement(56133..56669)
                     /gene="kefF_1"
                     /locus_tag="DSM_01572"
                     /EC_number="1.6.5.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A754"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutathione-regulated potassium-efflux 
system
                     ancillary protein KefF"



                     
/translation="MALLILAHPYYAQSIANKTIVSELVKTYPDLEVRDIFQLYPDYK
                     
IDVSAEQKALLRHDTIILQYPMFWFNMPAILKLWFDEVFTYQFAYGSQGDKLKDKKVI
                     
ISMTVGQKEADMVNDRENLADSFLKAVQYSIQYTQMQLSATYLLYHVSPLSGNPESKI
                     KLEAVEHGHKVLKHLTEA"
     gene            56763..57119
                     /gene="ytcD"
                     /locus_tag="DSM_01573"
     CDS             56763..57119
                     /gene="ytcD"
                     /locus_tag="DSM_01573"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O34533"
                     /codon_start=1
                     /transl_table=11
                     /product="putative HTH-type transcriptional 
regulator
                     YtcD"
                     
/translation="MAKTENKCEISMNGKTYPCHISMAMDLVGGKWKCVILYYLKDGP
                     
KRFNEINQLMPTITEMTLSLQLKQLEQSGLISRTVYGEKAPIKVVYEMTELGQSFKPV
                     LESLSVWAHTMINQSP"
     gene            complement(57255..58997)
                     /locus_tag="DSM_01574"
     CDS             complement(57255..58997)
                     /locus_tag="DSM_01574"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNYKLYYWADDLNFYFSDNHIASEQAIEIKRLNFFIGKNNAGKS
                     
RFLRTLYASNKNIRDNNFYDATSEISTLKELVENESNSIWMGNGSSSSYRADLLNYIN
                     
DILETKVFPRVRYKDYFLKNFEKIKLYRIKDKEIFTTITQQISTKIEENDLLIANDSG
                     
KKYIPILRGMRPVINEKNKLPYLERTQKDYFNNQHEYSSTNIITGELLYEDLKIHLLG
                     
EPEQRDLIKDYEEKLSQYFFDNEPVSLIPKHDQDVVNIKIGKDKQFPISQLGDGLQQA
                     
IILTYEAFTKKDEIYSFFIEEPELHMHAGMVRQLMNFYLNETNHYYFFTTHSNHLLDM
                     
ADESDQVIIQKFVKQPKSENPKEFEFKIYRCDRDRDLLASLGVKPSSVYLANCTIWVE
                     
GITDRLYITKYMEKYLSELENSDLEQYKKYRRFMPNYHYTFVEYAGSNLTHWSFSDDY
                     
ADHLEDKGLSAKAVASEMLLIADGDIQGKADRVRILKSELNKENYYILECKETENTLP
                     
KSSIVRVAKVRFPRMKPETKKSYDISLIDSITDENYFDHANYGIGKLIDSKIKKPSST
                     TKKLHLQMVMVWGL"
     gene            59290..59415



                     /locus_tag="DSM_01575"
     CDS             59290..59415
                     /locus_tag="DSM_01575"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNDVKPVVKPKQTLKAFLVELLSVRAGVYIKQNNHPNKAKG"
     gene            59420..59854
                     /locus_tag="DSM_01576"
     CDS             59420..59854
                     /locus_tag="DSM_01576"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:B5Z8Y5"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative nickel-responsive regulator"
                     
/translation="MPKRKLARISITVPESTLNALDQKIVEQNYESRSQAIVDMINKH
                     
LIAEQAQANEVMVGTLTLLYDASQMTLRNQLVDLQQQFLAQVISSLHIQLDQQKILQV
                     MLMQGASSELRQISQQFIVLKGVIKGHLELMDAVMPPIQQND"
     gene            59867..61678
                     /gene="atzF"
                     /locus_tag="DSM_01577"
     CDS             59867..61678
                     /gene="atzF"
                     /locus_tag="DSM_01577"
                     /EC_number="3.5.1.54"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q936X2"
                     /codon_start=1
                     /transl_table=11
                     /product="Allophanate hydrolase"
                     
/translation="MLKNLWTIQDWKTAYQNGQIHLKDLIGYVAEIKNDDHAWIEIAS
                     
NEQIQSQIDILKDQNITDLPLYGVPFAVKDNIDVAGFHTTAACKEVQYLANQDAAVVA
                     
KLKKAGAIVVGKTNLDQFATGLVGVRSPYGAVKNSFNPEYISGGSSSGSSVVVANGIV
                     
PFSLGTDTAGSGRVPAGHNNIVGLKPTKGWFSTTGLIPACRTIDVISIFALNIDDAWT
                     
IANLMQGYDETDEYSRVHPANVPTQFSKRKIAIPAQLEFYGDLESEKAFLVAVERVKK
                     
LGYDVESIDFSAFNELAAALYNDAWVAERTVAVERMTTREKAHPVIAQIIAQADKFKA
                     
TDALQAEYNRAVLARKINLALQPFDALMVPTAPTIYTIAEVEADPLTKNAHMGAYTNF
                     
VNFADLSALALPNVLREDGLPSGVTFIAPAWHDQALANFAQLWQTETSLSLGKSTQHY
                     
QKSIKIHSNHSVQLAVVGAHLTGMPLNFQLTSRNATLLKKTQTTDAYKLFALKNTTPP
                     
KPGLQCDAEGTSIEVEVWDVPLANFGAIVAEVPAPLGIGNLKLKDGTWVKGFICEAYA



                     IQDAIDISHFGGWRAYIQSLNQTAQSVVSKNVGEVSI"
     gene            61675..62697
                     /gene="ssuA_2"
                     /locus_tag="DSM_01578"
     CDS             61675..62697
                     /gene="ssuA_2"
                     /locus_tag="DSM_01578"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P40400"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative aliphatic sulfonates-binding 
protein"
                     
/translation="MIKKALLSVSILSAVVLGGCDNTAKVPEAKQDAQAAANTKPITI
                     
GYSDWPGWVAWQVAIEKGWLKEAGLNVEFKWFDYSASLSAFSANQLDAVLVTNGDNLV
                     
TASGGTQGMMIMATDYSAGNDVIIAKEGINTIQDLKGKSIGVEKGLVDHLLLATALTD
                     
HNIKANEVKLVNSATNQLPQVFNSPDISAIAVWQPVAGQALKAVAGSKIIYTSKDKPG
                     
LIYDTLTVNMSHLTAHQDEWKKIIQVWDKTVKYINDPATHADAVKIMANRSGVDPKQY
                     
ELMVSGTHLLDINANKKVFTKSQGFDSIYGSSYHVNKFNVENGIYKTEQNVDGLIYPT
                     LIEQLK"
     gene            complement(62749..63630)
                     /gene="ssuB_1"
                     /locus_tag="DSM_01579"
     CDS             complement(62749..63630)
                     /gene="ssuB_1"
                     /locus_tag="DSM_01579"
                     /EC_number="3.6.3.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P97027"
                     /codon_start=1
                     /transl_table=11
                     /product="Aliphatic sulfonates import ATP-binding 
protein
                     SsuB"
                     
/translation="MNDSTFNAHEYFQKIYERPVILEAKQLSQVFKHGQTERTVLNKL
                     
DLKIHKREFICVIGPSGCGKSTLSRVIAGLDPYRSGEVLVDGECITGPCPERGMVFQG
                     
YTLFPWKTVKENVMFGPQMRGASQMTAEAQAREWINIIGLEKYENQYPHQLSGGMKQR
                     
VAIARALVNQPKILLMDEPFGALDPHTRQKMQKHLMDLWQNIDITIIFVTHDMDEAIL
                     
LADRIVALKANPGEIKEIIEVNLPRPRSLDLMSTPEFKQLRSRVDYLVHAEEDELDPA
                     LQNLPKIPRMTQVSTEK"
     gene            complement(63630..64574)
                     /gene="ssuC_1"
                     /locus_tag="DSM_01580"
     CDS             complement(63630..64574)



                     /gene="ssuC_1"
                     /locus_tag="DSM_01580"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P40401"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative aliphatic sulfonates transport 
permease
                     protein SsuC"
                     
/translation="MGYVAKEFTQKNKLILSICSFVIPICLWCAISYLPFVWHPQVQI
                     
TSSGSVPYLQVGSRVDKNVFYLEAQNAVNRDSAPPQGILVNPIYLPAPHEVAKALVTA
                     
FTTPPEQPDSPWFHQSLWHSIKLVFSAFFISSLIGIPLGILCGFSKRISLLTEPFVEF
                     
FRYLPAPAFGALAVAILGINDAPKIAIIVIGTLFQQILIIANTTRMVDRSLIEAGYTL
                     
GTNKLKSLFHVVIPAALPDIYRDLRVLLGWAWTYLIVSELIGTTSGITWFITQQARYQ
                     NFDNVYAAILIIGVIGLVCDWVLMKLGERMFTWKVGAK"
     gene            complement(64670..65071)
                     /locus_tag="DSM_01581"
     CDS             complement(64670..65071)
                     /locus_tag="DSM_01581"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSKQMDQAIQSVIDLHVLIENVFTGQNAEQSLTPLLNSFDQNFK
                     
MVTVQGQSIGLAEVKNLLSQNIGKKPSLKITILKSTALYEFENYCWVQYQEHQQTSET
                     ETVRTSTACIKVEDEKCYWVYLHETLVPSSS"
     gene            66167..66850
                     /locus_tag="DSM_01582"
     CDS             66167..66850
                     /locus_tag="DSM_01582"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLKRSILILFLTGNIIGLSYAQAAELEPVKLKKSCIKKNPLAEG
                     
QNDPELLNIFKQVCDSDNTTQKNDLLAKAAMRFYQTNQPVKALNLASQLQSQNIRGSL
                     
ITDVLFLSGVSIANNSLQQMRNQEMRYLTNDITYPPAKQLVENIHTAMPAPDPSSFKT
                     
NNSESSSTDNEKRSYKKQYATRNKVSASRTSNKRVVSPAKATTVKPKTAPAATVNKSK
                     SSPFDPLIK"
     gene            66867..67370
                     /locus_tag="DSM_01583"
     CDS             66867..67370
                     /locus_tag="DSM_01583"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MAKRESVQKKLQRIRPPRVQLTYDVEIGDAKEAKELPFVVGVMG
                     
DFSAASELERTKLKDKKFINVDLDNIDEVMESLSPRAAFQVDNTLTEEGGKMAVDLTF
                     
KSMEDFRPENVVQQVDPLKKLVEARERLTDLRNKISNSERLEDLLDEVLKNTDQIRKL
                     SAEADHE"
     gene            67363..68844
                     /locus_tag="DSM_01584"
     CDS             67363..68844
                     /locus_tag="DSM_01584"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNNTQSAAMPLVENEEVNLLDSIVEQSRIARNEEEHSRAKSLIG
                     
ELAKEVMAGTITVSENMTLSIDKRIAEIDALISKQLSQIMHNEQFQKIESTWRGLYYF
                     
CQETPSNPLIKIRMLNTTKKELVKDFQGATDFDQSTLFKKIYEEEYGSFGGAPYSALI
                     
GDFEFDRTPSDMYLLEQISHVAAAAHAPFISAASPSILGLESFTDIDRPRDVSKIFET
                     
AEYVQWRSFRDSEDSRYVALTLPHVLGRLPYHPKEGTATEGFNFIEDVSGENHNEYLW
                     
MNAAYAFGTRLTNAFDMHGWCAAIRGVEGGGLVEGLPVHTFKTQDGEVVFKCPTEIAI
                     
TDRREKELSDLGFIPLVHCKNTDYAAFFGAQSTQKPKKYDNDTANANSALSSQIQYIM
                     
AVSRIAHYLKAMMRDKVGSFASAGNVEAFLNEWLSQYVLLDDGASQEAKAQYPLREAS
                     VKVVEDPAQPGHYKSVVFLRPHFQLDELSVSLRLVTELPQSSN"
     gene            68894..69397
                     /gene="hcp1"
                     /locus_tag="DSM_01585"
     CDS             68894..69397
                     /gene="hcp1"
                     /locus_tag="DSM_01585"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9I747"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein hcp1"
                     
/translation="MKDIYVEFRGKYKVDGESRDSEHKGWLEVNSWSHNIRQPKSATS
                     
SSVGGHTAERVEHSDMVFVKDLDATSPKLWEACSAGYTFDEVQIDFYRANGDKRIKYL
                     
QIKLKHVLVSSVTPTVNEEGVPTEAFGLKYAAVEWTYNQQDINGTAKGAVTKKWSLSN
                     NTASYAA"
     gene            69477..69953
                     /locus_tag="DSM_01586"



     CDS             69477..69953
                     /locus_tag="DSM_01586"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNLDRLYPYGFRSTLFDRLIPESEDYAKGLSIQQLRESVAKDLE
                     
DLLNSRVAKLDHVIDDYPLVKKSILQFGIIDFVGLSTANPLDRDKICQSIEQSIAAHE
                     
PRLRQIRVEMLLDGHNMGALCLSIQAYLNIHPLYEPVVFDALLKPTTQQYVISART"
     gene            69970..71781
                     /locus_tag="DSM_01587"
     CDS             69970..71781
                     /locus_tag="DSM_01587"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIEELLPFYEKQLQEFGQQSREFAQKYPKIAQRLSLNQEQIDDP
                     
HIERLIQAFSLIAARIDKKLTDSYDVFTRSLFEVMFPQYLRHFPACSVVSFEDINKIK
                     
QLTEPHLVPHHTVLKSRSFKGVQCEFNTTQDVKLLPIHLSGLDFKTTPSAHMHLNQNA
                     
TLSLKFEIFNNAHACLTDEKLPIYLDAISNFPLQVLDSIFKKGTSFAVKYGQTIVELS
                     
KNPFELIGFAEQESLLPLDQHTHHAYRLLMEYFCFPEKFSYLKLDLDFLKRIPQHVSE
                     
FELLIHFKLNLNDQAVVRNYSELNIANFKLFTTPVINLFEKYAEPQKIVHKQLEYPLV
                     
TDAHHPEFYQVYSILEMNMVREKTNQEESYVPVLPFFAMSHYHNDTARFFYSVNYQKL
                     
QSNFVEMGYSIISKNLNPFSTRSDFISTKLLCSNRDLPHEALGQSNNVLNLNDSSLAR
                     
RAIVLKRPTKPYKFEQGQSEQWRVISHLSLNSLALMKGDAVSHVKELLALYNLPQSKE
                     
NYLIIESIKKLEFSLTHKLVDGKPFPMFVRGVKAELQIDSSVFRGHSLYIFSQLLSRV
                     FNLKVQINSFVDLVVKDYSSQQELYQCSQNVGGKTLL"
     gene            71745..72743
                     /locus_tag="DSM_01588"
     CDS             71745..72743
                     /locus_tag="DSM_01588"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQSERWWQDSSITAELFQRPKSFEFIQATRLLRHSPANDACSSW
                     
TDHFKFETSFNLNFPATEIESLELVDERVHLTNLIVGLTGIQGALPYTYTNKIKQAPR
                     
QQRAETKEFLSLFNHKLTGQYVESSITYHLPVRYEIENKNDYLDILHALNGYVRSQHQ



                     
QQDLDEYFAEFSGLMQGQNNTVHALKTMLSCIFKHEITIKEFIQESFKLASDQLTTLG
                     
GSQPSLLGINTFCGETIQQIDGKIEIQIGPLKRQQYLKFLPHQELSLKLKKIVETWCS
                     
PTLSIDLRLILDESEIQPVRLTQSQANGLGQGAFLMSRKPSTHSHETCYSLIGEQI"
     gene            72740..74152
                     /locus_tag="DSM_01589"
     CDS             72740..74152
                     /locus_tag="DSM_01589"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIKKILLSFIAIFTIVSGLIIFYWRDVQYNPDKGDFFLYFLLLP
                     
AIITLAILSPWLIYSAYKSYKEKKEKAVNQSQNDDSQKSSAAIEQPLEQLDFNVYSAF
                     
AIHALGENETIIEEIQNFKSPELDEQLLNSYGLPLLSYRIKDLAETNDEDIQYAASPR
                     
QVRIMSLIRQQLEQNIENLYRLAEHLKRSILFYESHQIREYHMHPAWVDPNSEYEDTE
                     
TPVVEVHRLNRLNLHIFLPEDLLHVWNDEQSNDLILEFFNEIGIISQKVHIEYHFLGE
                     
RVAYQEFIHLLKRIQKKEHEVFLMLAVDSEIDQDLIDEKSWMVKDYIPAEFAASCLLA
                     
DPSLKIEELEPAKNLKIVVGQEKAAKVLHTLNLNELPQYEGDEPYVLILSDQTDIKAA
                     
KQLQQQFAQTSVETHHYIYVKSSLGHTQHLVDIYGFMLSMHFPEHIVPFVFGENTVSA
                     HTFVQSVTENSEDDAMVLNS"
     gene            74183..78007
                     /locus_tag="DSM_01590"
     CDS             74183..78007
                     /locus_tag="DSM_01590"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MHTILGYLWQYITNPKAIIALSLFVALMSSYTSIPRHIFWALAS
                     
AYALGLIAYGIYWLIQRKKHAVQGEELAQAIEKDTQAEYGKNKDKEELQLISQQMKES
                     
IQLIRKSKLGDKKGNAALYELPWYMVIGNPAAGKSSAIYNSGLKFPFEETHQKMVSAG
                     
LSGTRNCDWFFSTEGILLDTAGRYSVYSEDHSEWLGFLNILKKNRSKAPVNGLILIVS
                     
IAELVSQSPEHSLKLAKNLRARIQDLTERLEVVVPVYLVFSKMDLIAGFTEFFEFYEA
                     
QEYNQAWGATLPYEQNSSHNAVDLFEKHYNILYDGLKGVSSTHLSRRHSQNISPSVMT
                     
FPLEFKTLKPALKSFIATLFEDNPYQFQPVFRGFYFTSALQEGVIESPMTEQIAQEFQ
                     
LSQIAQSEVKDQLKTTPNHGYFLKGLFSDVILKDKDLVKQHVNTSKKRQRYIAFIGAL



                     
AGVSIILGVWVWSYRNNQQLIAEVQADLNKVVQLEKSSGQQLSTQLEALLILQRRLQQ
                     
LDEFDENRPLKFSFGLYQGNELREKLKAEYLKGVKQIVLIPTQQNIAQYLQRVKNNEA
                     
TLKANHTNVEIKQTAQTQQYLEPSDTNPQDAYNALKAYLMMSNPQYMDASHLSDQVTR
                     
FWRSWLDANKGQMPRADMIQEAEQILSYAMTLANDKQFPILDADSQLVDQTRQVLLSV
                     
IRGMPARDRVYNEIKMRAAVRFPALTVSQIVGDANKNIVLGSYALPGVFTQKAWNEYV
                     
EKAIEEAADKPTDTKDWVLNSRQSDDLTFSGSPEQIRKQLTALYKQEYIAEWRKFLSG
                     
IHYAKATQFAQQVKNIDVLGEPQNSPIRTLIERVAIETNWDNPVVQAELAAPQKGFIA
                     
WFKRKVLNHDDKQLANQAVTNAQGPISQEYQMFYQLVRKRDDQQGKSLLDEYMTNLAL
                     
VRSKFNELKNAGEIGPNAMTLVKQTLNEQTSVFNQTQKIVDEKMAVGFSEIDQQLLQK
                     
LVVSPLTQAFESLITPTQDEINKLWVMQAYQPFTANLAKKYPFNSSASLQATSSEIGQ
                     
ILGENGSISRFVKESLDPFVIRRGYTLTSKTWKDLGISLNPQFVMNFQRYVAPTNGMA
                     
TGELNSQAPAAPATNQSNFQFYPIQNPQLLSYTVDIDGQRMTYENGVQQWVNFIWPNQ
                     
GSIPGARITAVDLQGQTHTIFDEPGEYGINRLIDSAQRKEQNGGFEMLWRSKTDPSLF
                     
VKMNFRLISSNSGSIGSSRGYSGMQLVDKVTADKAARVVSAQQAPAQAAAPAKTENPV
                     SALAQPAAGVKP"
     gene            78009..79004
                     /locus_tag="DSM_01591"
     CDS             78009..79004
                     /locus_tag="DSM_01591"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="METNLYIQGGALMHTLKTTPLYYGKSPARGDFLKTKGQYALIQV
                     
LDQWITEALEYAMQSNMFKEAYSKLPSLDFFIANPQENMFLAANLLASEDSSGRAFPM
                     
VLSHLLEIDLPYENLLYAPYSYKHVLVDLFQNNRALRGIKDSDLLFGKLNHLPNQIQV
                     
LSERECVGFYENHTMHSFAQLMKLSIYELAQSMIGLGLLLQPILQNGTSRLNKVLILP
                     
INNPAYCYEIAAFWVSIICRFLKQHNTEVLIGLLHREQPVLFFGFQGADILALSDIFT
                     
QNMDSKHWVSLIQAQWIDTYLEQNAGLATLEQSLCQRQLSLNQGLKLFRQTFLGE"
     gene            79007..79774
                     /gene="yiaD_1"
                     /locus_tag="DSM_01592"
     CDS             79007..79774
                     /gene="yiaD_1"
                     /locus_tag="DSM_01592"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37665"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein YiaD"
                     
/translation="MNQKYQIKLSQFIKGCFIYAIANYALAQPIVVEGVVPNEASKQA
                     
ILMKMQSVYGADQVVDKIQVRPVAAPNGWSDSVTRVITPDLKKVSQGKLSVNGTRFEL
                     
TGKMLNPTEIQPTIQSFQNLVQPPYQLFSQLSVNQAEQKIIDDALKNRIIEFESGSAV
                     
LTEAGQKILDEMAVALNKVGGKKVKIVGHTDSSGDATKNLKLSQDRALAVKNYLISKN
                     IPADHLSTEGLGSSKPVADNTSAEGRKKNRRIEFTVL"
     gene            79791..80054
                     /locus_tag="DSM_01593"
     CDS             79791..80054
                     /locus_tag="DSM_01593"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MASPYITIGCPTTGGGQVISGNSAFLIDGIAIACVGDKATCPAH
                     KTVSTIVSGDPNMQVMGKAAARVNDSLSCGCKLLPKQSLVNQG"
     gene            80277..82955
                     /gene="clpV1"
                     /locus_tag="DSM_01594"
     CDS             80277..82955
                     /gene="clpV1"
                     /locus_tag="DSM_01594"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9I742"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein ClpV1"
                     
/translation="MSSLKILITKLSTAARTALEKSANACVLQQNYEIEIEHLFLELL
                     
NQSLENDLKILLKKYKISADALADDLKETISQLPKGNTRTPIFAKSIVRLFEQAWLLA
                     
SAEQNPVIRSGHLLVALLTAPDLYQIATRASSLFDLFPIDSMKHKFLEICEKSVEQQE
                     
ESKTSSQADELEQAATPTAKTQKTPALDQYTINLTEKAKNGGIDPVIGREYEIRLMLD
                     
ILMRRRQNNPILTGEPGVGKTAVVEGLALKIAQGLVPEALKNVHLHVLDMGLLQAGAS
                     
VKGEFENRLKQVIQEVQSSAHPIILFIDEAHTLIGAGGQAGQNDAANLLKPALARGEL
                     
RTIAATTWAEYKQYFEKDAALSRRFQVVKVEEPAEEVAVDMLRAMIPVMQKHFNLQID
                     
DEAIVTAVHASHRYISGRQLPDKAVSVLDTAAARVALTQNAQPVKLDQLKAQEHNLKL
                     
EQQILENEHRQIPIHHERLENLKNQLESLQSEIQETQEQWQKELELVRKIQELEAQSH



                     
SNESEAYDQINLIRKDLADIQGQQPLVFERVNSQIINEIISDWTGIPVGKMVNDEIKQ
                     
ILTLEDKLGERVMGQDYALTQLVQGIKTSKAKLEDPNKPQGVFLLVGPSGVGKTETAL
                     
ALANELYGGEQHLITINMSEYQEAHTVSSLKGAPPGYVGYGQGGVLTEAVRRNPYSVV
                     
LLDEIEKAHSDVQELFYQVFDKGTLEDGEGRVIDFKNTTILLTSNTGSSAIMQACLNQ
                     
PVEEWPTAEDLIEHLKPSLYKQFKPAFLGRMRVVPYFPLHDDLLVRIIKHKLGKITAR
                     
IEKQYRTEVQYSDDLVELLLSRCTEVDSGARNVDNILNSTVLPALATEILVALADQKL
                     PKLIMIDAKDDEIQYLLDPVAKPAKKRTSKKLKSEV"
     gene            82979..84073
                     /locus_tag="DSM_01595"
     CDS             82979..84073
                     /locus_tag="DSM_01595"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSIDISELLKPINDSLLCGEDYSFSNEFHEIKKARTQDDLLLDQ
                     
GDWVAERKQADWDFVAKSVSALLIEKTKDIRLLTWVIEAWTHLNGFEGMVKGITLTHT
                     
MLNQYWQDIHPIIEDDDLDQRIGLLQGLINQLPMLLKKVPLTNTAPYYNLLDYDNFLY
                     
HENIRRKQTEEYESQSGPSELEQFDQAIFNTSKTFQYSNYQEFNSVLTEWNVLKQTLD
                     
HLMGLDSPSFAAIDSAFETIHSTLRKIYKAEAFGTGLAPSQEQAAVITTPSMENQVPV
                     
QIVSDQPMFQPQAQTHLANREQAMKVLQEIADYFQANEPHSPVSYMLQKTIKWSQMPL
                     HEWLAQVIKDEHPLQMVQEMLGVQPKNEYE"
     gene            84090..85454
                     /locus_tag="DSM_01596"
     CDS             84090..85454
                     /locus_tag="DSM_01596"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFKAEKVLWGEGLFLRPQHFQIQDTYHEQRLNHTVRAVVPFSYG
                     
VQKLSFDEAQLSTHILALESVEMIWQDGEIYQAPAYDLLPEPILLDELNLRGEMVIYL
                     
ALPLLQANKQNLIDQNQSQKGRYQSHLVETHDLFTNATEADISLLRRRAVFKLLDAHS
                     
NPDHNLDGFLYLPIGKIKRQSSGAFEIDRKFIPPILHVDASETLVSNLKRTLNVIKAK
                     
IKTIQTNNRENEQKLIEFRSGDIVSFWLVNALNTAHAGLSHFLQYPQIHPERLFFELL
                     
RLAGSLLTFSTAYEVDQLPGYKHHNLQESFTQLDTILRDLLDTIISSRYISIALKEIR



                     
PSYWVGSLETDKITRDTRLYIAVSSSAMQTHELIQIVPLRFKIGSTLDVEQRVVAALP
                     
AIPLHHLIQVPTAIPVRSGVSYFEIEPHHELYQRMLDSETICIYVPAGFQDISIELIA
                     VMNA"
     gene            85472..86278
                     /locus_tag="DSM_01597"
     CDS             85472..86278
                     /locus_tag="DSM_01597"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSQSTGAPSLFDDGQIGTGGNNNSQSQVKLQAINLIDLLHDGFY
                     
LIFLIRNQYVPADPQRFREKILDLLNRFEQQAKKLQFSADDIHDAKYAFCALIDETIV
                     
TQQDPSYFNLQNSWLISPLQLSLFGSQLAGYQFFEILEQLRSRGKERLAALEVFHYCL
                     
LLGFQGKYRIESIESLNHLVARVGDEIDYLKGKKVAFSPFSAIPDQIRNIIHRELPFF
                     WILIFLLIFALLTFAGLRFMLNNQNDKALSNYQNVISAPQEQAHITIYLP"
     gene            86291..86893
                     /locus_tag="DSM_01598"
     CDS             86291..86893
                     /locus_tag="DSM_01598"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MAQEKPTSIRVLQSNKKKSRSPVIYIIIGIIAGVFVSISLFLFL
                     
SQPYSSDPTSVESKSNQDQELDQVLMTNSSAHDQAVSDQQEQTDPMSHDGFEQPKENE
                     
LSNIFKPAPHKEAVPNPQRVSPFDAQLTGEQVVPKQQAVAKPVQPKLQVVQQKPATQT
                     KVVQAKPAEVNKAPVEQEADVEPPKASVDIKITRSPFAVN"
     gene            86901..87854
                     /gene="cwlK"
                     /locus_tag="DSM_01599"
     CDS             86901..87854
                     /gene="cwlK"
                     /locus_tag="DSM_01599"
                     /EC_number="3.4.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O34360"
                     /codon_start=1
                     /transl_table=11
                     /product="Peptidoglycan L-alanyl-D-glutamate 
endopeptidase
                     CwlK"
                     
/translation="MMIFLIFFCFACLAIGLAFLMSYELRNKGRTFVLSLLPQGRRQL
                     
NQVRQFAQTMNQAAAPEKLQSHWHLQQWWIVIAGFFLFASILIFAFTRPISSTRIEAE



                     
YLKKTDPQIYALLNGEILSPPPEVDESLIEAAIVEATQLEQQYASQESGVINSSPIDN
                     
TSFDGRAILDTSLVNRKWDKMNPRYKQRLLMVFKIMKEQYGYELVLLEGYRSPARQNM
                     
LAGNPNTTRAKGYQSYHQFGLAADVAFKRNGKVVISERDPWAMQGYRLYGQVAESVGL
                     TWGGRWKSIQDYGHTEYRMPGLKKTQEMAEKLIAESLNDIS"
     gene            complement(87857..88708)
                     /gene="gltC_2"
                     /locus_tag="DSM_01600"
     CDS             complement(87857..88708)
                     /gene="gltC_2"
                     /locus_tag="DSM_01600"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P20668"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator GltC"
                     
/translation="MFDPRLLRAFVTIFESGSFTAAADKLHLTQSTISQQLARLEESV
                     
GHSLIDRTARPLQLTASGEYLIGYAQRILTLQQEAEAVLKDPAGSIPIRIGLPEDMMS
                     
TAMAEVFGLFTQEHRTIRLDVTSGLSRNLTERYRNGELDIVIVKESAASADCYASFPE
                     
EMAWFESENAITPLSEPIRLVTFPQGGLYRDEMFETLERERRRWYIAFTGSSLESVLV
                     
SVETGLGISLLPVSTTKGRRVRRYKSLGEASPMVVSIYTWEKAGLISQLVDHMTTVLH
                     DRFQSGS"
     gene            88860..89528
                     /locus_tag="DSM_01601"
     CDS             88860..89528
                     /locus_tag="DSM_01601"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRKSLIWINLIIAMGALGFTNVVNAKDEYPLHMAAANDDIQLIK
                     
HILSQKTLIDARDETGSTALMVATRANHIHAAHMLIEAGADVNAKDNIQDSPYLYAGA
                     
QGYLKILRMTLMHGADLKSTNRYGGTALIPAAERGHVETVRTLIAAGVNVNHVNNLGW
                     
TALLEAIILGNGKSNYQQIVALLLKAGANPNLADKDGITPLQHARTRGYREIEKLLLV
                     AGAK"
     gene            89544..90026
                     /gene="guaD_1"
                     /locus_tag="DSM_01602"
     CDS             89544..90026
                     /gene="guaD_1"
                     /locus_tag="DSM_01602"
                     /EC_number="3.5.4.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O34598"



                     /codon_start=1
                     /transl_table=11
                     /product="Guanine deaminase"
                     
/translation="MKANQEFLRQAIELAYNNIEKGGRPFGAVIVKDGKVIASGVNQI
                     
LTTNDPTAHAELLAIRAASQVLGTANLEGCSVFASGHPCPMCMAAMRLAGIKTVNYAY
                     
SNEDGAPFGLSTAEIYADLVKPFAEQSMKIEYVPVRFEDRTDLYVFWKNYKAKQSGLK
                     "
     gene            90026..91204
                     /gene="nimT"
                     /locus_tag="DSM_01603"
     CDS             90026..91204
                     /gene="nimT"
                     /locus_tag="DSM_01603"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76242"
                     /codon_start=1
                     /transl_table=11
                     /product="2-nitroimidazole transporter"
                     
/translation="MKQTGAFLARPMLILTVALVGLNLRPFMTSIGPLVSKIRAGTGL
                     
SLQGIALLTLLPMMLMGLIAFIGPIVQSMVGERRVVLGALLTICIGCALRFLFPTAEG
                     
LIASAIIIGLGVALIQAAFPGIIKREFSQHIGPMMGLYSAMLMGGGALGAWLAPVISN
                     
ITGLWSLGLAFFTIPAVLALVSTFIFLPSIVSSTAHLSPVKTLLKKPRTWLLMLCFGL
                     
VNGGYSSVVAWLAPSFQDHGWSISQSGKLLALLALSQAASALSLPILARKYKDRRPWL
                     
WFTLFMQFAGFAGLAFIPEFASVLWAICLGIGLGGCFALTLIVALDHFEEPNNAGALS
                     
ALMQGGGFLLAAIPPWFVAALHDFTGTYKAGWIFHLCSVILVIVLVVRLAPRSYNKIH
                     "
     gene            91338..92495
                     /locus_tag="DSM_01604"
     CDS             91338..92495
                     /locus_tag="DSM_01604"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTSSLKKIALLKQGLGKNSPFAAGRQGTLEAIEHLGYVQIDTIS
                     
VVERAHHHILWSRVPDYDLSHLNSLVRERQIFEYWYHAASYLPMKDYRYALPAMMSVR
                     
KGESRYFNRGDQRLMNEILARVRAEGKIRLRDIDKKNKESLGNWWNTGPGRRAFEQLY
                     
MQGDLMICERNGMEKVYDLTERCLPENIDLSLPTLYEYAQYLFNNTLRAHGAFTWKQL
                     
VHLKKNDLKETMRVVLKEQIDAGVVSAIKLADGQNLYVDVTAIEQQLDTDFGLKILSP



                     
FDNSLIHRDRLTSLFEFDYRIECYVPAAKRVFGYFCLPILYQNELVGRVDCKAHRTVK
                     ELEVISLHLEKTVKDKEHFFFELDQELQRFAAFNQCSNVNDKVVKLIRSKL"
     gene            complement(92574..93032)
                     /gene="wecD"
                     /locus_tag="DSM_01605"
     CDS             complement(92574..93032)
                     /gene="wecD"
                     /locus_tag="DSM_01605"
                     /EC_number="2.3.1.210"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_02027"
                     /codon_start=1
                     /transl_table=11
                     /product="dTDP-fucosamine acetyltransferase"
                     
/translation="MIQNETIEVSPVQQQDYTQWLEYWVAYQNFYQVNLPPHITKMTW
                     
DRFFDEKEPIYCAVAKNKERILGFVTYMFHRSTWAENNYCYLEDLYVSPEVRGRQIGK
                     QLIEYVQKQATEHSCERLYWHTQESNQTAQKLYDWIAQKPGVIQYRMSLN"
     gene            complement(93344..93913)
                     /gene="queH"
                     /locus_tag="DSM_01606"
     CDS             complement(93344..93913)
                     /gene="queH"
                     /locus_tag="DSM_01606"
                     /EC_number="1.17.99.6"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q7VYQ1"
                     /codon_start=1
                     /transl_table=11
                     /product="Epoxyqueuosine reductase QueH"
                     
/translation="MESLIESNINFSIFFYNPNIHPVKEYLIRKEENIRFAEKHNIPF
                     
IDADYDTDNWFARAKGMENEPERGIRCTMCFDMRFERTALYAYEHGFSLISSSLGISR
                     
WKNMAQINDCGIRAASHYPDIQYWDYNWRKNGGSSRMIEISKREEFYQQEYCGCVYSL
                     RDTNRWRMSNGRDRIKIGVKFYSNAMEND"
     gene            94430..94717
                     /locus_tag="DSM_01607"
     CDS             94430..94717
                     /locus_tag="DSM_01607"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDDWQCKYCNGYIMVNHSRIEVGEKVYFLVYKFDAKNERKKLYK
                     KGTVIARCDSILHIESRKKTYKIEEAKVYPLGAPMPFVYNMFWICGCENRP"
     gene            94906..95220
                     /gene="soxR_1"
                     /locus_tag="DSM_01608"
     CDS             94906..95220
                     /gene="soxR_1"



                     /locus_tag="DSM_01608"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACS2"
                     /codon_start=1
                     /transl_table=11
                     /product="Redox-sensitive transcriptional activator 
SoxR"
                     
/translation="MSERNQSRLLTVGEVAKRSGVAVSTLHFYESKGLIKSIRTNGNQ
                     
RRFTLVVLRYIAIIKIAQKVGIPLDEIKQALSKYPMGSKLTAQQWKELSLDWRKNLDE
                     RI"
     gene            95245..95358
                     /gene="soxR_2"
                     /locus_tag="DSM_01609"
     CDS             95245..95358
                     /gene="soxR_2"
                     /locus_tag="DSM_01609"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACS2"
                     /codon_start=1
                     /transl_table=11
                     /product="Redox-sensitive transcriptional activator 
SoxR"
                     /translation="MDWCIGCGCLSLEQCPLRNPNDVLGQEGAGPRILERP"
     gene            95520..95954
                     /locus_tag="DSM_01610"
     CDS             95520..95954
                     /locus_tag="DSM_01610"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKIIFLGLALVSLTACSSVQHKDSTPPKIGSPNPASQYCVEQG
                     
GKLEIRNEANGQVGYCHLPNGQVVEEWKLFRDNQANCVSEEAQKLVGLSGLTDDQIKQ
                     KTKSEIVRKVAPGQPMTMDYRSNRVTVTIDPTSKKITQATCG"
     gene            96155..96253
                     /locus_tag="DSM_01611"
     CDS             96155..96253
                     /locus_tag="DSM_01611"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /translation="MMQAMFFFSAGAVFGYCYRHYDAKVKKANDSK"
     gene            96815..97750
                     /gene="dapA_1"
                     /locus_tag="DSM_01612"
     CDS             96815..97750
                     /gene="dapA_1"
                     /locus_tag="DSM_01612"
                     /EC_number="4.3.3.7"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:O67216"
                     /codon_start=1
                     /transl_table=11
                     /product="4-hydroxy-tetrahydrodipicolinate synthase"
                     
/translation="MSNIFTGCIPALMTPCTPNREPDFDALVKKGHELIEAGMSAVVY
                     
CGSMGDWPLLTEAQRQEGVARLVAAGIPTIVGTGAVNSKEAVSHAAHAEKVGAQGLMV
                     
IPRVLSRGTSPTAQKAHFSAILKAAPSLPAVIYNSPYYGFATRADLFFELRREFPNLI
                     
GFKEFGGAADMRYAAEFITSQDDSVTLMAGVDTQVFHGFVNCNATGAITGIGNALPKE
                     
VLQLVDLSKKAAAGDAKARRLAQELSSALEVLSSFDEGTDLVLYYKYLMVLNGDKEYT
                     LHFNETDALSESQRKYVETQYELFRTWYRNWSAGI"
     gene            complement(97807..98715)
                     /locus_tag="DSM_01613"
     CDS             complement(97807..98715)
                     /locus_tag="DSM_01613"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSTPTEAKFSLTYYTGFLSVLFAAFLWGTAGTAASFAKGISPLV
                     
IATISVGFGGLIHTFLSLKAIKKDYRKLFDYKTKVLIAVIVSILCPFAFYSSVSLAGV
                     
SIGTVISIGCAPLFSVMLEWLLDKRKLSLKWLISFILGFLGVVLLSYAGEHSHQHQGV
                     
QSERLLGVFFGLLSSLSYATYSWIMKNLIHKGINSRAAMGVIFGISAVLLLPTLLITA
                     
THLFNYPNNIWVALYIPIVPMFLGYLFFSFGLKRIPASQAMTLALVEIPVAALLAVVV
                     VGESLTMNSYLGLVLIFLCVIVLTKK"
     gene            99133..99816
                     /gene="gntR_1"
                     /locus_tag="DSM_01614"
     CDS             99133..99816
                     /gene="gntR_1"
                     /locus_tag="DSM_01614"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8GAL4"
                     /codon_start=1
                     /transl_table=11
                     /product="putative D-xylose utilization operon
                     transcriptional repressor"
                     
/translation="MTLPSFNVSNLGAMPSVSEVIVKYIREAIIAGHIAEGEPIRQDE
                     
IAKLFNVSKIPVREALKQLEAEGLVEFIKNRGAIVTRISEEELAQIFEVRVMLETKLI
                     
QLAVPNMTEETYKKADEICNAFIDNMDIGSWTTLNWQLHACLYEPAQRPYMLGLIRSI
                     
YDKIERYLRLQMNVSEGKSRANDEHKEIVKACKAKDVDLAVKLIEEHINGVCQSLYEH
                     LPHHKNVKK"



     gene            99985..100917
                     /locus_tag="DSM_01615"
     CDS             99985..100917
                     /locus_tag="DSM_01615"
                     /EC_number="5.1.1.8"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A3M4A9"
                     /codon_start=1
                     /transl_table=11
                     /product="4-hydroxyproline 2-epimerase"
                     
/translation="MKTVKILDSHTGGEPTRLVLEGFPDLGTGDMESRRKILSEQYDH
                     
FRRATMLEPRGNDVLVGALLCKPVNPKASAGVIFFNNTGYLGMCGHGTIGLVASLAHL
                     
GKIQVGTHLIETPVGDVEATLHEDHSVSVRNVPAYRYKKAVEVDVEKYGKVTGDIAWG
                     
GNWFFLINDHGQRVSSDNLDQLTEYAWTVRQALTAQGITGKDGQEIDHIELFASDTEA
                     
DSKNFVLCPGKAYDRSPCGTGTSAKIACLAADGKLESGKLWKQASIIGSQFIASYEQA
                     GEYVIPTIRGEAYMSAEATLFMDENDPFAWGIQL"
     gene            100914..102017
                     /gene="hcnC"
                     /locus_tag="DSM_01616"
     CDS             100914..102017
                     /gene="hcnC"
                     /locus_tag="DSM_01616"
                     /EC_number="1.4.99.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:G3XD12"
                     /codon_start=1
                     /transl_table=11
                     /product="Hydrogen cyanide synthase subunit HcnC"
                     
/translation="MRTDAIVIGAGIVGAACAYELARQGLNVQVLDARIGGATAAGMG
                     
HLVIMDDLEAELKLSHWSVQLWHELGHELSEECAYRQTPTLWLASSPEEMQIAEEKYQ
                     
RLTAQGVRCQLRNAEEIRQLEPHLKQGLYGGLEVFDDGILYAPCAAEWLLKKIPHKVQ
                     
VQQAKVIHIEENRVQLSDGTWLEAAHIVLANGIHATDFFPELPIEPKKGHLAITDRYP
                     
ELNVKHTLVALAYAASTQATSGISVACNIQPRPTGQLFIGSSRQFNTVDPTVEPEVFT
                     
RVLKEAADYFPALADLNVIRAWTGFRAATPDGIPIIGRHPTFQSVYLAVGHEGLGVTT
                     ATGTAKLIASHICGITFDIDPEPFLPQRFIGAA"
     gene            102018..102248
                     /gene="hcnA"
                     /locus_tag="DSM_01617"
     CDS             102018..102248
                     /gene="hcnA"
                     /locus_tag="DSM_01617"
                     /EC_number="1.4.99.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:G3XD67"



                     /codon_start=1
                     /transl_table=11
                     /product="Hydrogen cyanide synthase subunit HcnA"
                     
/translation="MIQLFINGQSVSVIEGTSVAAALAQAKSYSRLSVCGEKRTPFCG
                     MGVCQECRVNINGLRVLACQTLCQQDMKVETQ"
     gene            102248..103510
                     /gene="hcnB"
                     /locus_tag="DSM_01618"
     CDS             102248..103510
                     /gene="hcnB"
                     /locus_tag="DSM_01618"
                     /EC_number="1.4.99.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O85227"
                     /codon_start=1
                     /transl_table=11
                     /product="Hydrogen cyanide synthase subunit HcnB"
                     
/translation="MEKQYDVVVVGAGPAGLSAAIAAAESGGRILILDNNPQAGGQIW
                     
RAGPIFPVPEMAQQKYQQIKAHSNIEFMFGAKIVAAPFAGQLLVERPHDSLNLSYRQL
                     
ILCTGARELFLPFPGWTLPGVTWAGGLQALIKAGTPVKNERIVIAGSGPLLLASADTA
                     
KKAEAQVLYVAEQAASSSVRKFALQLWRWPSKIIQALSLPYRLYQPDSYVVEAIGQER
                     
LERVRLQTPKGIIEIECDRLACGFGLVPNTQLGQLMGCQIKDNAITVDDYQRTSQPQV
                     
WAAGECTGFGGSELAMVEGSIAGYAAIGQNEKARQLFAQRQRYRLFAHLLEKSFKLRA
                     
ELKTLARPDTIFCRCEDVTFDKVAERSSWMDAKLHTRCGMGACQGSTCATAAACLFDW
                     QLPNSRPPLLPTRVKSLMAMSTSPLNQK"
     gene            103555..104307
                     /gene="btr_2"
                     /locus_tag="DSM_01619"
     CDS             103555..104307
                     /gene="btr_2"
                     /locus_tag="DSM_01619"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P40408"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional activator Btr"
                     
/translation="MTLVQIPKLTTTLEDFLKNLESIEPLFDALSSVVFFIKNTEARY
                     
VFVNQTLVNRCGLKDKTAILGKTSSEVFPHSLGKIYTSQDLQVIRRGKKLTEQLELHL
                     
YAKNQSGWCLTYKEPLFDVDGNLVGIAGISNDLNVPENTHPAFYKMVQVEEYIKKNYA
                     
ETITLAHLTAIAGVSVAQLERYCKKIYHLTPRQMISKIRLQVATELLATDLPITQIGL
                     RCGYTDHSAFCRQFKLHTGMSPTLYRASIKNI"
     gene            complement(104373..105662)
                     /gene="proP_2"



                     /locus_tag="DSM_01620"
     CDS             complement(104373..105662)
                     /gene="proP_2"
                     /locus_tag="DSM_01620"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0C0L7"
                     /codon_start=1
                     /transl_table=11
                     /product="Proline/betaine transporter"
                     
/translation="MTTTLKKVVAASMVGSVAEWYEFFLYGTASALVFGELFFQQTGN
                     
AIDGILAAFALYAVGFLARPLGGLVFGHYGDKIGRKKLLQISLIIVGITTFLMGCIPT
                     
FHQIGYWAPTLLVILRLIQGFAFGGEWGGAVILVSEHSPDDRRGYWASWPQTGVPLGN
                     
LVATLVLLLLSKNLSPEQFLDWGWRCAFWFSAVVVLIGLWIRKNVDDAEVFKEAQAKQ
                     
QLLEKQQLGIIEVLKYHKKSVIAGIGARFAENILYYMVVTFSISYLKLVVHKDTSQIL
                     
LLMFGAHLIHFFIIPFMGHLSDIFGRKPIYLIGAVLTAFWGFVGFPLMDTGNDWLIML
                     
AIVLGLFIESMTYSPYSALMTELFPTHIRYTALSFCYQVAPIMAGSLAPLIALTLLKE
                     FNSSIPISLYLVAASLISIVSILLVKETKGRSLAFKD"
     gene            complement(105820..107400)
                     /locus_tag="DSM_01621"
     CDS             complement(105820..107400)
                     /locus_tag="DSM_01621"
                     /EC_number="1.2.1.26"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q6FFQ0"
                     /codon_start=1
                     /transl_table=11
                     /product="Alpha-ketoglutaric semialdehyde 
dehydrogenase"
                     
/translation="MLNITGQNFIAGQRSSAGSKFVLSYDAATDEALPYQFAQATPEE
                     
IDQAAQAAALAYPAFRQTTPEQRAVFLETIASEIDALDDQFIATVCQETALPEARIRG
                     
ERGRTTGQLRLFAQVLRRGDYLGARIDLALPERQPLPRPDLRQYKIGVGPVAVFGASN
                     
FPLAFSTAGGDTASALAAGCPVIVKAHSGHMATAESIANAICSAIEKCAMPKGIFSMI
                     
YGQGVGEPLVKHPAIKAVGFTGSLKGGRALCDLAAARPEPIPVFAEMSSINPMILLPE
                     
ALKVRGDKIATELSGSVVLGCGQFCTNPGLIIGIKSPEFSQFLEHFKAAMAQQPPQTM
                     
LNKGTLRSYEHGLKELLAHDKIEHLAGQPQQGPQAYPQLFKADVSLLLEHDELLQEEV
                     
FGPTTIVIEVESAEQLALALNGLRGQLTASLIAEPQDFENFATLIPLLEEKAGRLLLN
                     
GYPTGVEVCDAMVHGGPYPATSDARGTSVGTLAIERYLRPVCYQNYPDHLLPLALQNA
                     NPLGIARLVNGEMSKAAL"
     gene            complement(107553..109124)



                     /gene="yveA"
                     /locus_tag="DSM_01622"
     CDS             complement(107553..109124)
                     /gene="yveA"
                     /locus_tag="DSM_01622"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O07002"
                     /codon_start=1
                     /transl_table=11
                     /product="Aspartate-proton symporter"
                     
/translation="MTSQFKKQLSLMDLTFIGLGAIFGSGWLFSASHVASQAGPAGIL
                     
SWIIGGFAVLILGIIYCELGAALPRAGGIIRYPVFSHGPLQGYLLGSVTVIAFSSLIA
                     
IEVVAAREYAAAWFPSLTAVHDGVRSPTTIGWLFQFALLCVFFALNYYSVKTFAIANN
                     
LISALKFAVPVLVMVALLYHFKPANFSMTEFAPMGAHGVQGAVSAGGIIFAYLGLTPI
                     
ISVASEVKRPQFTIPFALILSVVLATIIYVVLQVAFLGAVPTDMLANGWSGLSDKFPL
                     
PYRDIAMLLGLGWLALLVVSDAIISPSGCGNIYMAATPRVIYAWSNSNTFFRIFTRVD
                     
PKSGIPRYALWLTFALSVFWTMPFPSWDKLISVVSAALVLSYALAPVTVGALRRNAPE
                     
LERPFYVKGFTVLGPLAFVIASFIVYWSGWNVISWLLGAQIVLFALYVIFKRYVPTQE
                     
VSLAQQLKSSTWLLVYYILMILASYLGSFGDGASHLLAAPFDTLFVMVISLGCYYWGI
                     RSGLPKALIKNDDEA"
     gene            109574..110953
                     /gene="sdaA"
                     /locus_tag="DSM_01623"
     CDS             109574..110953
                     /gene="sdaA"
                     /locus_tag="DSM_01623"
                     /EC_number="4.3.1.17"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P16095"
                     /codon_start=1
                     /transl_table=11
                     /product="L-serine dehydratase 1"
                     
/translation="MFISVFDLFKIGIGPSSSHTVGPMRAAYSFVEDLLKQDDLQATV
                     
RVQVKLYGSLSATGVGHATDKAVLLGLMGFDPEHIDTQVSTSLIEDVLENKAIQLNQQ
                     
KTISFDYKHDVLFLDESLPYHPNAMELIAYNGAQEVLYAETYYSIGGGFIVSERQLTY
                     
TQTETNDVKVPYPFHSAAELLSLCRTHHLSVSELMLENEKSWRSETEIRSKIMEIWKV
                     
MQQCIHNGLINEGILPGGLNVKRRAKKIHDKLLNKKNSNLIVTTFHAMEWVNLFALAV
                     
NEENAAGGRVVTAPTNGAAGIIPAVLYYYVTFSKDFSEDKVVRFFLSAAAVGILCKLN
                     
ASISGAEVGCQGEVGSACAMASAGLAEILGASPEQVEHAAEIGLEHNLGLTCDPIGGL



                     
VQVPCIERNAIAAVKAINAAQMALHDDDEHFVTLDKVIQTMKETGKDMSEKYKETSKG
                     GLAVNAIEC"
     gene            complement(110997..113099)
                     /gene="paaZ"
                     /locus_tag="DSM_01624"
     CDS             complement(110997..113099)
                     /gene="paaZ"
                     /locus_tag="DSM_01624"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77455"
                     /codon_start=1
                     /transl_table=11
                     /product="Bifunctional protein PaaZ"
                     
/translation="MLEQAHLEGTSTDTDFQQSEHQLPHLASYVYGTWHSSDEELRTV
                     
YHAITGESIYAVSSHGIDMKRVVQYAKQNGSELATWTFHQRANALKQIAQHLLERKED
                     
FYKLAYATGATRKDAWIDIEGGIQTLFAYSSLVRRELNDEKIITEDSWIQLSKNGTFG
                     
AKHILSPKAGVAVHINAFNFPIWGMLEKIAPTLLAGVPCIVKPATDGAQLTQAVVKAI
                     
EETHVLPKGSLQLICGQTYDLLEQLGPQDCVTFTGSAYTGQKLRNHPHLNKYSIPFSM
                     
EADSVNSAILSPEANEETVDLFVREVFREMTTKAGQKCTAIRRAFVPENLLATVQEKL
                     
TAKLAKVVVGDPQKEETTMGALASIKQKHDVAEKVAELSKDAKIVFGGNDSFTFNADH
                     
PEKGAFFAPTLLVCEQPLQATNVHTTEAFGPVCTLMPYQNIEELADLVSRGEGSLVAS
                     
VVKNNDENIEQIIQKIAPWHGRVHVLDAESAKESTGHGSPLPHLVHGGPGRAGGGEEL
                     
GGIRAVKHYMQRTAIQGSPNSLTQITHSWTAGSKVNEDRVHPFKKSFDELVIGERLLT
                     
ARRTVTEADIVNFACLSGDYFYAHTDKIAAAESFFGERVAHGYFIVSAAAGLFVDAAQ
                     
GPVIANYGMDNLRFVEPVKIGDSIQVELTCKQKTPKPQKDPSQPAHGVVVWDIKVKNQ
                     RGELVATYDILTLVAREA"
     gene            113365..114303
                     /gene="paaA"
                     /locus_tag="DSM_01625"
     CDS             113365..114303
                     /gene="paaA"
                     /locus_tag="DSM_01625"
                     /EC_number="1.14.13.149"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76077"
                     /codon_start=1
                     /transl_table=11
                     /product="1,2-phenylacetyl-CoA epoxidase, subunit A"
                     
/translation="MENNYQKFEQNIANEITIEAKDQMPDAYRKTLIRQIGQHGHSEI
                     
VGMLPEGNWITRAPTLKRKAVLLAKVQDEAGHGLYLYSAAETLGADRDDMMEKLINGK



                     
MKYSSIFNYPTLTWADVAAIGWLVDGAAIVNQVALCRTSYGPYARAMVRICKEESFHQ
                     
RQGFEAMMALANGTPEQKQMAQDAVNRFWWPALMMFGPSDEHSPNSAQSMAWKIKRFS
                     
NDELRQKFVDNTVPQVLQLGLEVPDPDLKFNEETGHYEFGEIDWHEFNEVIAGRGPCN
                     HERIEARRKAWENGKWVRDAAVVYAKKQQLEANKVA"
     gene            114336..114626
                     /gene="paaB"
                     /locus_tag="DSM_01626"
     CDS             114336..114626
                     /gene="paaB"
                     /locus_tag="DSM_01626"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76078"
                     /codon_start=1
                     /transl_table=11
                     /product="1,2-phenylacetyl-CoA epoxidase, subunit B"
                     
/translation="MEDKNNWSLYEVFVRSKQGLSHRHVGSLRAPDDEIALQHARDVY
                     
TRRNEGISIWVVRSELIKSSQPDEKAEFFDPSLDKVYRHPTFYHIPDGIEHM"
     gene            114639..115394
                     /gene="paaC"
                     /locus_tag="DSM_01627"
     CDS             114639..115394
                     /gene="paaC"
                     /locus_tag="DSM_01627"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76079"
                     /codon_start=1
                     /transl_table=11
                     /product="1,2-phenylacetyl-CoA epoxidase, subunit C"
                     
/translation="MNHSVLSKFLLHIGDSQLVLSQRLAEWCGHAPELEIDIALANIG
                     
LDLLGQARNFLTLAGQYDEAKRDEDQLAYFRTEREFLNLLLCEQPNGDFAQTIVRQWL
                     
MDHYHLHLFTALAQSSLPELSALAVKSLKEVKYHIRFSTSWMERLSLSTDEAHQRVQD
                     
GLNNLWRFTAELFELSADEQALVAEGVIPDFSNEKEQWNQTIADELKRFELNVAVNGA
                     YRRGAKQGLHTEHLGYLLAEMQCIQRTYPGMTW"
     gene            115411..115911
                     /gene="paaD"
                     /locus_tag="DSM_01628"
     CDS             115411..115911
                     /gene="paaD"
                     /locus_tag="DSM_01628"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76080"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative 1,2-phenylacetyl-CoA epoxidase, 
subunit
                     D"



                     
/translation="MQMIRHCIDQCWDVLQTVSDPEIPVLSVVDLGMIRGVEINDQQE
                     
IIVRLTPTYSGCPATDMLKAQIVEAFTAEALTPVKVMVDLSEAWTTDWMSEAGKKKLQ
                     
VYGIAPPEGLAHQCGTHVHLNDGVECPRCKSRHTRLLTEFSSTACKALYKCQDCLEPF
                     DYFKCI"
     gene            115935..116996
                     /gene="paaE"
                     /locus_tag="DSM_01629"
     CDS             115935..116996
                     /gene="paaE"
                     /locus_tag="DSM_01629"
                     /EC_number="1.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76081"
                     /codon_start=1
                     /transl_table=11
                     /product="1,2-phenylacetyl-CoA epoxidase, subunit E"
                     
/translation="MSQFVPLKVKSITPQTDQAICIAFDVVPEQQEQFQFQPGQHLTI
                     
RHLTEAGEIRRCYSICSYAGKEDISIAVKKIDQGQFSNWANDHLKVGDVLEVMPPQGV
                     
FFQKAAKMGGQNYLGVAAGSGITPILSIIKQVLFEQPEANFTLLYGNRSWKQTMFAEQ
                     
IMDLKDQFKERFQLINIFSREFNDSELMNGRIDAEKLKQLFDFEVLETNFDHVFACGP
                     
DEMMNAVENTLPNFGIAKERIHTERFHTGQARKRSVEADANRKEEKVNIILDGRELIV
                     
SVAQDDESILDAALRAGADLPYACKGGVCATCRCKVLSGEVDMFLNYSLEEDEVEKGY
                     VLSCQTLPKGSNVRLSFDE"
     gene            117005..117778
                     /gene="paaF_2"
                     /locus_tag="DSM_01630"
     CDS             117005..117778
                     /gene="paaF_2"
                     /locus_tag="DSM_01630"
                     /EC_number="4.2.1.17"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76082"
                     /codon_start=1
                     /transl_table=11
                     /product="2,3-dehydroadipyl-CoA hydratase"
                     
/translation="MQELIKASTAADGVLLLTLNRPEKRNALNNATLQCLCELLEEAE
                     
HNAQVKAVVLTGNAQCFAAGADLSELAAMDAVSLQLDIRPKLWQKIDAFSKPLISAVN
                     
GYALGAGFELVLHSDMVICGENARFSLPEIGLGMLPGAGGTQRLARLVGQQLTMRWAM
                     
TGEMISAKQAEQHGICSQVVPTELTVEYAVQLAAKIAKQAPLAIRVIKQSIKSIHETT
                     LSQGLKFERQNFVWLAATKDRNEGINAFFEKRKPVFRGE"
     gene            117778..118569
                     /gene="paaG"



                     /locus_tag="DSM_01631"
     CDS             117778..118569
                     /gene="paaG"
                     /locus_tag="DSM_01631"
                     /EC_number="5.3.3.18"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77467"
                     /codon_start=1
                     /transl_table=11
                     /product="1,2-epoxyphenylacetyl-CoA isomerase"
                     
/translation="MDYQNIIAEEKNGVGYLTFNRPKALNSFNVDMHREVAEVLNQWT
                     
KNPDVRCVVISGEGRGFCAGQDLGDRVVDPNAEAPDLGYSIETYYNPLIKTIVNMPKP
                     
VICAVNGVAAGAGANIALACDLVIAAKSANFVQAFCRLGLVPDSAGTWFLPRAVGHAR
                     
AMGLALLGDKLPAETAKEWGMIWDVVEDTELKTKVTELAERLAKQPTFGLSLIKKAIH
                     QSSNNTFDEQMLLERDLQRIAGRSEDYREGVQAFMNKREPNFKGR"
     gene            118572..120110
                     /gene="paaH_1"
                     /locus_tag="DSM_01632"
     CDS             118572..120110
                     /gene="paaH_1"
                     /locus_tag="DSM_01632"
                     /EC_number="1.1.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76083"
                     /codon_start=1
                     /transl_table=11
                     /product="3-hydroxyadipyl-CoA dehydrogenase"
                     
/translation="MTDLDLSRARIAVIGSGTMGIGIAQLAIVNGHSTVLYDLDAQKA
                     
QQATQGLGQTFKKLVEKSKLTQQQADEALARLTVVNQVEALRDADLVIEAVVEKKEVK
                     
QSLFKQLAEICSAQTIFASNTSSISVTAISAGIAHPERVVGLHFFNPAPVMKLVEIVQ
                     
GLKTPNSLCLALKNLMLDWKKIPVLTKSTPGFIVNRIARPFYAEGFRALQEQVTSYDQ
                     
LDYALKQCGGFAMGPCELTDLIGQDVNFSVTQSVYQEFFYEPRYRPSLIQKELVDAGA
                     
WGRKSKQGFYSYNEKNQYEAFQPQAVVAKPVDAHIQLKGTWSQLPAFLTRLGLKSGSA
                     
SDDNILQIDDIDLRLSQGESANIHYLSRKVVLMDWHHDFEHAEALVLSHNELCETNDL
                     
AKVEAYFAQFGMSVMWIKDHPALLTLRTIALLINEACEASLHGVASLEDIDNAMKYGV
                     
NYPKGPYQWLTQMGGAYVLQTLNNLYALYGEEKYRASIYLKQYVAKTQNIATQYSRDM
                     TEFA"
     gene            120123..121331
                     /gene="paaJ"
                     /locus_tag="DSM_01633"
     CDS             120123..121331
                     /gene="paaJ"



                     /locus_tag="DSM_01633"
                     /EC_number="2.3.1.174"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0C7L2"
                     /codon_start=1
                     /transl_table=11
                     /product="3-oxoadipyl-CoA/3-oxo-5,6-dehydrosuberyl-
CoA
                     thiolase"
                     
/translation="MEDVLICDFIRTPIGRYAGALSAVRADDLAALPIKYLKDKHPNL
                     
PWNTVDEVFLGCANQAGEDNRNVARMATLLAGLPDTVPAMTVNRLCASGLDAVGLAAR
                     
SIKAGEAQFVLAGGVESMSRAPFVQAKPTEAFSRTPEIYDTTIGWRFVNKQLKAQYGT
                     
DSMPETAENVAEKYQISREDQDAFALRSQQKTAAAQQNGFFNDEILPVEIVDRKKNVV
                     
VVNRDEHPRETTLEALAKLKAPFKKEGGSVTAGNASGVNDGAACVLITNREFADTHGL
                     
KPLARVIGIASAGVEPKYMGIGPVPAVQKILKQTGLTLDQMDVIELNEAFAAQSLACM
                     
RELGLKDDDERVNPNGGAIALGHPLGMSGTRLVITATRELKKRGGRYALCTMCVGVGQ
                     GVALILENLN"
     gene            121372..122661
                     /gene="paaK"
                     /locus_tag="DSM_01634"
     CDS             121372..122661
                     /gene="paaK"
                     /locus_tag="DSM_01634"
                     /EC_number="6.2.1.30"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76085"
                     /codon_start=1
                     /transl_table=11
                     /product="Phenylacetate-coenzyme A ligase"
                     
/translation="MDSLTTDNVEQLTLAELRELQTKRLKQTLTFVYENSPVYKKKFD
                     
EAGVHPDDFVTLDDLAKFPFTTKQDLRDNYPFGMFAVPQEQIVRLHASSGTTGKPTVV
                     
GYTQKDINTWSDIVARCLRMAGLTAKDMVQVAYGYGLFTGGLGAHYGAERLGATVIPM
                     
SGGQTEKQVQLIQDFKPTAIMVTPSYCVSIIEKLEQQFGTARNTSLKVGIFGAEPWTN
                     
ELRREIEERLNIKALDIYGLSEVMGPGVAMQCLGEGEGLTIWEDHFYPEIINPETGEV
                     
CKDGELGELVFTTITKEGLPIIRYRTRDLTRLLPGENLAMRKMDKIVGRSDDMLIIRG
                     
VNVFPTQIEEQILQVPHLVPNYEILVTKKGHMDTLHIRTEMCHNCTIQANQLAQELMK
                     RIKTMIGISVTVEVVTEATLPRSEGKAKRVIDMRQIA"
     gene            122715..123680
                     /gene="paaX"
                     /locus_tag="DSM_01635"
     CDS             122715..123680



                     /gene="paaX"
                     /locus_tag="DSM_01635"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76086"
                     /codon_start=1
                     /transl_table=11
                     /product="Transcriptional repressor PaaX"
                     
/translation="MSMSAKIQQIIDSVVKNETLSGTSLISTIFGDSVLHRGGNISLA
                     
SLIQLLELFGFNDRAVRTSVFRLVKNDWLCSDKIGRTSFYRITDSSRSTYLQAEQRIY
                     
NDQMKEWDHYWDLILMSSLDTENKALLKKELEWLGFANISTNLMAYPGCNRIELQRLL
                     
VDLNMSEQVVVFKAETLQLFNNSVDTIGRMLRTNWPIDELRQRYLQFLDIFREIGVLL
                     
MQENEQLEPVQAFQIRTLLIHYYRRILLKDPALPLELLPTDWPAISARTLSMNIYKKV
                     FEPADEYFLSVAATAEGPMPNATAHYWRRFGGLVATNERLNHALL"
     gene            123667..124272
                     /gene="yrdA_2"
                     /locus_tag="DSM_01636"
     CDS             123667..124272
                     /gene="yrdA_2"
                     /locus_tag="DSM_01636"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A9W9"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein YrdA"
                     
/translation="MPCYSIDGVIPVVSPDAFVHPTAVLIGDVIIEAGVYVGPFASLR
                     
ADFGRIHINQNANIQDSCTVHGFPQSVTLVEEMGHIGHGAILHGCRIGKNVLVGMNSV
                     
ILDYAEIGENTIIGANSLVKTKDIIPANVLAMGSPAKVARDLSEQEKKWKTRGTQEYM
                     ELAQRCLNSMQEVQPLSSESDDRLTYKDFSSSNYQIKQDSV"
     gene            124350..124733
                     /gene="paaI"
                     /locus_tag="DSM_01637"
     CDS             124350..124733
                     /gene="paaI"
                     /locus_tag="DSM_01637"
                     /EC_number="3.1.2.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76084"
                     /codon_start=1
                     /transl_table=11
                     /product="Acyl-coenzyme A thioesterase PaaI"
                     
/translation="MQKMENTAVDQFAELLGVQVLHRSFDEARCKLNVKDEHMNALGG
                     
VHGGVIFSLADIAFAMACNAGDAPYTGLQADIRYMSGAKDKVLFATATKVGSSKKFAH
                     YEVVITDGLNNRVALFTSTCYRLAP"
     gene            complement(124770..124880)
                     /locus_tag="DSM_01638"



     CDS             complement(124770..124880)
                     /locus_tag="DSM_01638"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /translation="MSLNYIGWYFLIQCPYALAHKIYDKDGNFERWFCTG"
     gene            124949..125656
                     /locus_tag="DSM_01639"
     CDS             124949..125656
                     /locus_tag="DSM_01639"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNKPLILFNLVRNLKKYHNQPDVRPYECFRAVLDLPRDSDIKKH
                     
LVYLSQMAYDVASHLEADNPLLNDRTWVTKLVNVLTHPFEQVGQFNAKLNDLYPIVEI
                     
SLASHVRAWDHISSINKALTDDEITNLKENTRQLLDEVIKLDSVDAKVKVYLIDQLKK
                     
VLNVLDNYQIYGHEKLIDILEKSIGHVIVDKNYEKFMCDSSQSENWKKYLTDLSTVIT
                     LSSGVMPLLQSLQGYLP"
     gene            125917..126705
                     /locus_tag="DSM_01640"
     CDS             125917..126705
                     /locus_tag="DSM_01640"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLNKLKKLIGLVGLTSLSTVSCAQQDQEAIWQNVYNTRTQYYEE
                     
NIGKLPDDILKIAHMAGVWPGGGLYVIPADKIGKDITVYSTFGLTNSDMPAQATVSDV
                     
KVEKDNLGRVVSSSANVKSKTQTVALSGAAGYGYELILMTKDKNAEWPLWFLQWAVQA
                     
ELLNDAGFLKRVEKYNGLTVEAISVGENENDKINVLITKAQKPLPLGTQLPNGKMEFL
                     VAIVIMDEEMKWSMKNGRNELASKLMEAGVGQLSDRNRPSVIGN"
     gene            126914..127549
                     /gene="hcpD"
                     /locus_tag="DSM_01641"
     CDS             126914..127549
                     /gene="hcpD"
                     /locus_tag="DSM_01641"
                     /EC_number="3.5.2.6"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O24968"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative beta-lactamase HcpD"
                     
/translation="MAFVSVKEVADKAQHFSVHEQMIIGINYCLGLNGHEQDINEGRA



                     
WLWIAATYYRSFIAQYNWALTWTSKPCYKVEKDISLEELQMLANENNLAAIYMLGVHF
                     
REPDPMLAIEYYQKAVKENFYPAINNLADIYENGSGVEQNINKAVELYNIAAEQGIAA
                     AEWSLGLLYFNGDLVDQNIPLAQYWLQKAEANGWFPAQDLLISIDENYQKI"
     gene            complement(127620..128042)
                     /locus_tag="DSM_01642"
     CDS             complement(127620..128042)
                     /locus_tag="DSM_01642"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MCECQNVGEFFVCPDSFSNIFSNNYEMKNRFSHYIIEEAPCEET
                     
RPKFNYSEFYYVCSECEQAWYFECYPDIPTTPIFGIKLSNVNQTLSQNRINSIKQFLV
                     VLTHEGFSENKCIHKGCTDYSLNGINVCLNHFGYKFST"
     gene            128271..130127
                     /locus_tag="DSM_01643"
     CDS             128271..130127
                     /locus_tag="DSM_01643"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLSFPIPLVCNIDSANGTLEKSLTLVSPFTCILGPNGAGKTHLL
                     
RSLRSLFANSHEFNQLGKTRLISAGRMGVSEQYRSDALGHYSGDHYNFESDNFGAVSD
                     
GVRRHHMQSINGDIHTLSIRHDIRIKVQERLRKLFKRDIEIVPDGGVLKVYFSKLDGS
                     
KKYTSSREASGLMHLVGILSALYDDEVKFLLIDEPEVSLHPQLQSFLLGEMLDVSINK
                     
RNKIVIIATHSPSMINIQSVNDLFSLVFCDDLDQPLKQLTNEMGELQGRNIKSLVSRL
                     
GQEHKMTFFCKRPLLVEGPSDVVICNALAAKLQMYLEASGCQFLPVIGKDQLPIVYKL
                     
LVAMGKEPLILADADSIVDTTDFLNKIFNANPSVLDIIVTEIGVDPFDLVRKVDQELI
                     
QLINNEWDAISSFAMKQSYWILGHKDDENKAKKRACFTLLFNLRDSEFEEIPNFENWS
                     
KLKTRYITLLRVLEKIGVFVLRKGAIESYYPEEYKVTNTDKIEVAFNQIDNIHSGDLS
                     
SINESYADIIRFLEMASAYIKISEIEAVRQILLSALAPCIDGVKNENNMFDLNTIARN
                     
NIGEKANLFNIEKNEDNIVVSLNSKILNIPGFPLTIHKDCNLNSTLLEKLME"
     gene            130806..131408
                     /locus_tag="DSM_01644"
     CDS             130806..131408
                     /locus_tag="DSM_01644"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11



                     /product="hypothetical protein"
                     
/translation="MPNLVLPTRTLYVVNKAIDLFHHRGFHLIGVDRIVKESEITKAT
                     
FYNYFQSKERLIEICLMVQKEKLQEQVVAMVEYDLSTLAIDKLKKLYYLHTDLEGPYY
                     
LLFKAIFEIKNSYPIAYQTAMRYRTWLKNEIYSQLRVLNADASFTDAKLFVYMVEGTI
                     IQLLSSDGALEREKMLDYFLNSFVRNFSPCMFTHVDASKC"
     gene            131609..132235
                     /locus_tag="DSM_01645"
     CDS             131609..132235
                     /locus_tag="DSM_01645"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKFLKFLTFSTILTLSAHSYATVGGEQKIEVLGYQQKEKKLYVL
                     
RHYEDGRGRLPQLYYYLLNSKSPDKLIEVKSLYINPKTHKIDYDQDSTAFNKALNKIK
                     
RNLTPLVVSNSKTVKIQTLKTHQNQVLSWFDPSGKITQYKTEYVVKSPSLQSKTHVAV
                     HYSKAIKISQNYSVPKQNKRLVVVKYLGVPEETGYDIEDPVLLLPIKK"
     gene            complement(132366..133253)
                     /gene="rclR_2"
                     /locus_tag="DSM_01646"
     CDS             complement(132366..133253)
                     /gene="rclR_2"
                     /locus_tag="DSM_01646"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77379"
                     /codon_start=1
                     /transl_table=11
                     /product="RCS-specific HTH-type transcriptional 
activator
                     RclR"
                     
/translation="MENEQDVNKLTDIFFDIYKNAKISGQIYQVENYKNKNIVFLDSD
                     
YSYIHIFQGSSFKIKSDEQKINEIVNDGDVIVIPSRFKHSIEIIEDKAAEPVVITCVF
                     
QLNGVYGQTIAEGLPKYIVVPSHQDGKVAEWIPMTVAAIKLELDQPSLGSQVMLSSVI
                     
DLLLVWSIRFWLNKETLNHKSWISALQSPTISKALFLMHSNPTKEWTVEILAKETNQS
                     
KSKFSKNFIQLVGTTPINYLKHWRMKLAKQYLMETNKSISQIADLVGYSSPAAFTRSF
                     IQTFGYSPRKFREISETKT"
     gene            133453..134148
                     /gene="pytH"
                     /locus_tag="DSM_01647"
     CDS             133453..134148
                     /gene="pytH"
                     /locus_tag="DSM_01647"
                     /EC_number="3.1.1.88"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:C0LA90"
                     /codon_start=1
                     /transl_table=11
                     /product="Pyrethroid hydrolase"
                     
/translation="MSNKPTIILVHGFWGGAAHWSKVIIELSHRGFTSLQAVELPLTS
                     
LADDVERTKKMIAQVDGDVILVGHSYGGAVITEAGNLPNVVGLVYIAAFAPDTNESPG
                     
EITQKHLPVAAPNLSPDSDGYLWLKADKFHESFCQDLTEDEGLVMGVTQKAPLASTFG
                     
DTITSPAWKTKPSWYQISTQDRMISPENQEFMSSRLNAKNVISLDASHASLASKPVEV
                     ADLIDEAVSFFSS"
     gene            134438..135364
                     /gene="gltC_3"
                     /locus_tag="DSM_01648"
     CDS             134438..135364
                     /gene="gltC_3"
                     /locus_tag="DSM_01648"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P20668"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator GltC"
                     
/translation="MHIENIIRKLDLVTLTIFQSVCDEKSLSKAAEKNMIALSAASKR
                     
LTDLEHLIGTKLFIRDGKGMQITPAGESLLYHCRTILDSVYKASVELEEYKIGIKGFV
                     
RLQANLSTIIQFLPESLHPFIVENPQIKIELEERPSIEIIQNVSNKIADLGICIAENL
                     
SEDLDYYHYRSDRLVAVIQNQQYLSEQKIISFEDALDYDFIGLHTQSAINRILQQKSE
                     
ALGKQLKLRILVTSFDAVCRMVQAGMGIGILPHKVFEIFGKPLGLASVELTDDWAKRD
                     LYLVSKRDEFLNPVTLLLKQYFMHPHKEIIPK"
     gene            135476..136669
                     /gene="smtB"
                     /locus_tag="DSM_01649"
     CDS             135476..136669
                     /gene="smtB"
                     /locus_tag="DSM_01649"
                     /EC_number="2.8.3.22"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q1KLK0"
                     /codon_start=1
                     /transl_table=11
                     /product="Succinyl-CoA--L-malate CoA-transferase 
beta
                     subunit"
                     
/translation="MSLALEKIKVLEIGTLIAAPFATRILAEFGAEVIKIEPIGKGDP
                     
LRKWRKLHHGTSLWWYLQSRNKKSLALNLKSPEAIALIKKMIVDTDILVENMRPGALE
                     
KLGLDWETLKSINPKLTFVRISGYGQSGPYKDKPGFGAIGEAMGGIRYTTGSQDSAPA



                     
RVGVSLGDSLASLHAVIGALMSIVNIKTNNGNGQIVDVSLAESVFNIMESVVPEYDLH
                     
GFIRERSGGSLPGIAPSNTYRTKDNAFVVIAGNSDPIFKRLMHVIGREDLANRPEFEH
                     
NDGRAQQSDLLDAAIESWSRQHSIDEVLQQLEQAEVPSGRIYSVADMVNDPHFNARDM
                     
LLSTELPDGQVVKMPGIVPKLSETPGQVKWRGPELGEHTESVLKQYGYQAEEIESLRV
                     SGVVQ"
     gene            136666..137604
                     /gene="yngG"
                     /locus_tag="DSM_01650"
     CDS             136666..137604
                     /gene="yngG"
                     /locus_tag="DSM_01650"
                     /EC_number="4.1.3.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O34873"
                     /codon_start=1
                     /transl_table=11
                     /product="Hydroxymethylglutaryl-CoA lyase YngG"
                     
/translation="MTAFSDLLVVQEVSPRDGLQIEPTWVPTDKKIDLINQLSTMGFS
                     
RIEAGSFVSPKAIPNLRDGEEVFTGITRHKDIIYVGLIPNLKGALRAVEANANELNLV
                     
LSASQTHNLANMRMTKAQSFTGFTEIVEQLQGKTQFNGTVATTFGCPFEGKISEREVF
                     
SLVEHYLKLGIHNITLADTTGMANPVQVKRIVSRVLSLISPEQLTLHFHNTRGLGLTN
                     
VLAAYAVGARRFDAALGGLGGCPFAPGASGNICTEDLVNMCEEIGIPTTIDLDALIQL
                     SRTLPALLGHDTPSQLAKAGRNTDLHPIPDYIKSLN"
     gene            137718..139034
                     /gene="nicT_1"
                     /locus_tag="DSM_01651"
     CDS             137718..139034
                     /gene="nicT_1"
                     /locus_tag="DSM_01651"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q88FY6"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative metabolite transport protein 
NicT"
                     
/translation="MSLTQSMELSAEAIAEKQLIKKVAWKIMPLIMVCYLFAFFDRIN
                     
ISFAKFQLQADLSLSNTAYGLGASLFVIGYVIFEVPSNLLLHKFGARKWIARIMISWG
                     
VATALMVFVTTEWQFYVLRFLIGAMEAGFAPGVLYYMTLWFPQSYRGRIISLFFLASA
                     
FSGIFGGPISGVLLSSLDGVMNMRGWHWLFLVGGVPCVLLGLCVLTYLKDHIDDAQWL
                     
SSSEKVHLKRLVEPKQPEKASHSLWAAIKTPGLLILGAIYFLIQIASYGLNFWGPQLI



                     
KSSGIDDTQMIGFLSAIPYLMGAITMVIVGRLADKSGERLKFTAGLLSLGAIGFFTAG
                     
FFDANPVVVVISLALLGAGIVAAIPSFWNLPPKVLVGAGAGAAGGTALINTLGQVGGI
                     VSPIMVGHIKDITGSTTPALYIIASLCVVCIALLIWATPKRLKEKG"
     gene            139433..140497
                     /gene="srpA"
                     /locus_tag="DSM_01652"
     CDS             139433..140497
                     /gene="srpA"
                     /locus_tag="DSM_01652"
                     /EC_number="1.11.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q55025"
                     /codon_start=1
                     /transl_table=11
                     /product="Catalase-related peroxidase"
                     
/translation="MNNLNFKTLKKYWLRFVGIAVIAGALVLAFAWTAGLFGHRTTSK
                     
TFLGDTLKNFDPGYRRAHGKGICFNGTYHSNGAAAALSKATVFAKSDIPAIGRFSIGS
                     
GNPHAADNSTATVSMALLLSPADHSQWRMKLNNFPYFPTRNAEGFLAQQKAFKPVPST
                     
GKPDPVLVEAFLKEYPEARKSIEQKAKMPLTGSFSGAEFYVVNAFILRAANGQEQPVR
                     
WSMRPHSKFISLTKEQRDQADHDFLFKDIKKRLAEGPLYWDLVLQLAEPGDPVNDPSQ
                     
PWPKDRKEVIAGTLEVKNVTDQVNGACRDINFDPTLVPPGIELSDDPVLAARAAIYSQ
                     SYNARLREIGFGKATDAVGK"
     gene            140510..141082
                     /gene="yceJ_1"
                     /locus_tag="DSM_01653"
     CDS             140510..141082
                     /gene="yceJ_1"
                     /locus_tag="DSM_01653"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75925"
                     /codon_start=1
                     /transl_table=11
                     /product="Cytochrome b561"
                     
/translation="MQNKSNDTAPRHFNMTARILHWLMAAAILAMLFIGVGMTTSMTW
                     
RPWLIDIHRPLGIAILLLVIIRLINRLCYPIPPLPPSVPRWQAFLAHASHWLLYILMF
                     
SLPLLGWATLSAGNWPVTLFPGWDLPPIAPTNSTLYAWFRTLHGILAWLLFAVVIGHL
                     SAALLHAWIYRDGVFSSMALGSSSKKEEAD"
     gene            complement(141222..141506)
                     /locus_tag="DSM_01654"
     CDS             complement(141222..141506)
                     /locus_tag="DSM_01654"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11



                     /product="hypothetical protein"
                     
/translation="MSAYWIAHVTIHDMEQYKQYMATAPQAFQKYGAKFLARGGASEV
                     LEGQEFERHVVIEFPDMETARECYFSPEYQLAKSKRQGCCDVMVSFVEGI"
     gene            complement(141569..142231)
                     /gene="mcbR"
                     /locus_tag="DSM_01655"
     CDS             complement(141569..142231)
                     /gene="mcbR"
                     /locus_tag="DSM_01655"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76114"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator McbR"
                     
/translation="MNLKIENPPVTLRELCLDKVRNAIITGYFPSGKRLVERTLCEEL
                     
GVSRSVVREVIRYLEAEGLVEILPNKGPIVSLLNWDIASQIYEIRLLLEQSAVVDCTK
                     
NLDEKTAEKLKLLLEDLKAAFAADDINLIIATSTRLYETIFTTANHHIAWEVVQRLNG
                     
RISRLRAMTMKSTKREISGYQRIKNMCEAIYLHKDPEKAKQAVAEHIAEAAAVAKNIL
                     DA"
     gene            142384..142986
                     /locus_tag="DSM_01656"
     CDS             142384..142986
                     /locus_tag="DSM_01656"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MELIRKTVLHVETTYVDGGKEAAKPLKMVAAAAVIKNPWAGQGY
                     
VENLTPEIRRIAPILSEHLTKLILDEVGSGEAVEAFGKSAVVGLNGELEHASALIHTL
                     
HFGNTYRSAVGAKSYLAFNNTRGPANAPILIPMMDKNDEGRRSHYLTLQFAIPDAPAA
                     DELVVVIGAATGGRPHHRIGDRYKDLEELGHDVKNPAAVK"
     gene            142955..143746
                     /gene="catD_3"
                     /locus_tag="DSM_01657"
     CDS             142955..143746
                     /gene="catD_3"
                     /locus_tag="DSM_01657"
                     /EC_number="3.1.1.24"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P00632"
                     /codon_start=1
                     /transl_table=11
                     /product="3-oxoadipate enol-lactonase 2"
                     
/translation="MMSKTLQLSNNRIAHYFEQGEGEPLVLIHGVGMQAAAWYPQIEY
                     
FSKHYHVISVDMPGHGQSTKLPADAKLQDFVEWTIEFITALKLGPVNLAGHSMGSLIT



                     
TGVSVTRPDLVKRMAVLNGVYKRTPQARHAVIQRAEELKTGRIDVETPLQRWFGESEV
                     
ERIAAAKVKTWLENVDLSGYTTAYSAFAQGDETYADDWSKITCPALVLTGTDDPNSTA
                     EMALQMAKQAKHGTAIVIENERHMVNLTAPDKVNNAMQAWLETSV"
     gene            143777..144709
                     /gene="C1-hpah_3"
                     /locus_tag="DSM_01658"
     CDS             143777..144709
                     /gene="C1-hpah_3"
                     /locus_tag="DSM_01658"
                     /EC_number="1.5.1.36"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q6Q271"
                     /codon_start=1
                     /transl_table=11
                     /product="p-hydroxyphenylacetate 3-hydroxylase, 
reductase
                     component"
                     
/translation="MSEMDTINKMRELRDAFGSFMTGVTVVTTCKEDGTPLGFTANSF
                     
ASVSLDPALLLVSIAKTSSNYHNFANTTHFAINILAEEQKDVSNTFARPSEDRFANIS
                     
WSKSACQNPLIDHVSAWFDCTTYQVVDAGDHAILIGKVEDFASTGFAGLGYYRGGYFT
                     
PAKLSAEVISGPKVVMSAIIGHENTILLEETADHKWTIPHVMVDKDGADKALEKIFAQ
                     
YQPDASANFIYSVYENVENQQQYISFLCNTPVAQATKGQFVDLNDLEKLEFVDSALES
                     MLMRYRKENHLKTYGVYYGNQTTGTVRQIVKEEV"
     gene            144712..145749
                     /gene="luxA"
                     /locus_tag="DSM_01659"
     CDS             144712..145749
                     /gene="luxA"
                     /locus_tag="DSM_01659"
                     /EC_number="1.14.14.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P23146"
                     /codon_start=1
                     /transl_table=11
                     /product="Alkanal monooxygenase alpha chain"
                     
/translation="MRFSLFVHMERVSDQQTQKQLYDEMIELCQIADRGGMHAVWTGE
                     
HHAMNFTIAPNPFLNLVDLANKTKNVRLGTGTVVAPFWHPIKLAGEAAMTDIITNGRL
                     
DIGIARGAYSFEYERMVPGMDAWSAGQRLREMIPAIKNLWKGDYEHNGEFWQFPKTTS
                     
APKPLQQPHPPIWVAARDPNSHEFAVQNGCNVQVTPLHLGDEEVEKLMGHFNAACEKF
                     
SDVPRPEIMLLRHTYVADSEEDAQLAADEINTFYNYFGAWFKNEREIKQGLIAPLSPE
                     
EIAAHPFYTPEAMRKNNVIGQAQEVIDRLKAYEAMGYNEYSFWIDTGMSFERKKASLE
                     RMINEVMPAFA"



     gene            145761..147230
                     /gene="betB_1"
                     /locus_tag="DSM_01660"
     CDS             145761..147230
                     /gene="betB_1"
                     /locus_tag="DSM_01660"
                     /EC_number="1.2.1.8"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HTJ1"
                     /codon_start=1
                     /transl_table=11
                     /product="NAD/NADP-dependent betaine aldehyde
                     dehydrogenase"
                     
/translation="MTADFQLYINGQFESGAATFESINPATGEVWAHMPEARTDEVNR
                     
AVQAASQALKAPEWAGLTASQRGKLLYKLADLIEKAAPQLAQIETSDTGKIIRETSSQ
                     
IAYVAEYYRYYAGIADKLEGSFLPIDKADMQAWIVREPVGVVAAIVPWNSQLFLSAVK
                     
VGPALAAGCTVVLKASEDGPGPLLAFAKLVHEAGFPAGVVNVITGFGPECGAVLSSHP
                     
DVTHVAFTGGPETARHIVRNSAENLAKVSLELGGKSPFIVFADADIQSAVNAQVAAIF
                     
AATGQSCVAGSRLLVEESIKDEFVQRLVERVQTIKIGLPHEMATEFGPLCTLRQRQKI
                     
EQVVASSIQQGAKLLTGGKSLERAGYYYPPTILDCTDAPQADCITTELFGPVLSVDSF
                     
KDEAEAVQKANSTPYGLAAGVFTTNLSRAHRMTKVIGSGIVWLNTYRAVSPLAPFGGH
                     GLSGHGREGGANAVLDYTTTKTVWLRTSDEPIDDPFVMR"
     gene            147535..148941
                     /locus_tag="DSM_01661"
     CDS             147535..148941
                     /locus_tag="DSM_01661"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSQNENSNNAFAIESHSIDYVAPSERNGKVRDLFTLWFCTNIAP
                     
LAVITGAMSILTFNLNIVSALLAICCGHFFGAAILALTSAQGPQVGIPQMIQSRAQFG
                     
RYGALLVVLFTTLIYLGFFISNIILSGKTLHTVVPAIPVPTATVIGAIAATTIGVIGY
                     
HFIHKFNKIGTWFMGGSLLIGLMIMVPHINADVLAKGSFNMKGWFAMFGLCAVWQISF
                     
SPYTSDYSRYLPKSIGIYKPFIFTYLGASLGTIFAMAFGTIAVSIGSTADAMEAVKSG
                     
TGLFGYVLMILFLCNIIGHNAMNLYGAVLSCITSIQTFAGQWMPSRNIRVVLSIIVLV
                     
LATLTALWASSNFISFFLNVIFALLFILVPWVSINLLDFYVVNKKSYDIQSIFARDGG
                     
IYGKFNAKALTAYFIGIAVQIPFLKNAFFTGALADVIPDADISWVIGLVVSLVVYYVF
                     NLGKIKCSAPALNAKLPQ"



     gene            148967..150136
                     /locus_tag="DSM_01662"
     CDS             148967..150136
                     /locus_tag="DSM_01662"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKSYLQVALSTALMAVIYPSYAGISFGNTDDEYGKLTVSGYVR
                     
ANYQDKHYGESGSDQKIRFDAAQLKLDYERGPLFGHAEYRCYQYDRLCDFSTLIDGYV
                     
GYKLNKTDQVVAGVQPIPFGPGRFWGNSLYGSMSTTAGLEDVHNLGLNYHFELPTATK
                     
FDVGYFAVDGGNYTGSTQDSGRYTANYVSSDDPNKTDLQEKNMWVGRVSQDINLGING
                     
LTTQLGGSYWTSDIENKTASSDGRRHAWALFGKANYGNFNVTLTGGKNDVTNQDQLNP
                     
NQSLMGSYDTEYYVANKGTFYTADVGYSFKNVKQIGNITPYFMYSHYDKDQDSMKDSI
                     
RNIIGVSIDHKQLSLVAEYIMSKNDPFIGGTQDSLAKGDDNQWNKLLNLTLFYYF"
     gene            150276..151733
                     /gene="davD"
                     /locus_tag="DSM_01663"
     CDS             150276..151733
                     /gene="davD"
                     /locus_tag="DSM_01663"
                     /EC_number="1.2.1.20"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9I6M5"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutarate-semialdehyde dehydrogenase DavD"
                     
/translation="MQLNELALFRQQAFIAGKWCDADHQQTSKILNPATLEIIGTVPN
                     
MGKAEAERAIEAAKDAWPLWKNKTAKDRSIILKKWFDLIISNADELAFILTSEQGKPL
                     
AEAKGEILYAASFIEWFAEEAKRVYGDIIPSPYPDARIVVNKQPIGVVAAITPWNFPA
                     
AMITRKVAPALAAGCPCIVKPAPETPFTALALVDLALQAGVPAEIFSVITGDAVHIGD
                     
AIFESDVVRKFTFTGSTPVGKMLLERSAKTLKKVSLELGGNAPFIVFDDADLDAAIEG
                     
ALIAKFRNAGQTCVCVNRFLVQAGIYEKFIAAISQKIQNFNIGNGLEAGHDIGPLINA
                     
NAVKKVEAHIQDALDKNGRLVIGGKRHTAGELFFEPTLIADVTADMDVATQETFGPLA
                     
AVFKFETEQQAVEMANATEFGLAAYCYTKDLGRAWRMSEQLEYGMVGINKGLISNEVA
                     PFGGIKQSGLGREGSKYGIEDYLEIKYTLFGGLNI"
     gene            151730..152113
                     /locus_tag="DSM_01664"
     CDS             151730..152113
                     /locus_tag="DSM_01664"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSNEKFEKGLAIRKQVLGEEYVNNSINNADEFNLPLQELVTEYC
                     
WGAVWGREELSKPERSLINLAMISALNRPHELKLHVKGALRNGVPKEKIREVLLQVAI
                     YCGVPAAVDSFRIAKEAIKEFESEQ"
     gene            complement(152170..153081)
                     /gene="pgrR_3"
                     /locus_tag="DSM_01665"
     CDS             complement(152170..153081)
                     /gene="pgrR_3"
                     /locus_tag="DSM_01665"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77333"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator PgrR"
                     
/translation="MQHELSAISIFVTVVEAGSFVKAAEQLHLTRSAISKNIARLEEQ
                     
LGVVLFKRTTRSLSMTDEGTLFYEHSRRALSEIQNAAALLDQRKINATGRLRISVPVL
                     
FGQLFAAPLMVKFAHQHADLQLEISFNDRNVDLIEEGFDLCIRIGALPDTTQLVAKPI
                     
GEHRMLLCASPDYLNKAGPVEHIEDLDQHATIADPHFGQMQKWRLQKENDEPFFIKPK
                     
AKLLLNDLQAIKNAALAGAGIAWLPDWLIQNELQDGKLVQVLDTMSSTAFPIHLVWPT
                     LPFMPLKTRLAIDYLAQHLPPELNKQA"
     gene            153180..153776
                     /gene="azoR"
                     /locus_tag="DSM_01666"
     CDS             153180..153776
                     /gene="azoR"
                     /locus_tag="DSM_01666"
                     /EC_number="1.7.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P63462"
                     /codon_start=1
                     /transl_table=11
                     /product="FMN-dependent NADH-azoreductase"
                     
/translation="MAKILVLKSSIMGEGSQTNRLIDVMLEYRKDQGLQDDITIRNLA
                     
EMNLPVLDLEIFQALRGAENVNQDIQRIVALSDELIAELKSADLLIIGAPMYNLNVPT
                     
QLKNWFDLVARVRQTFRYTETYPQGLVEGVKAVVVSSRGGIHVGQETEAVTPYLKAVL
                     GLMGIHDVDFIYAEGLDMQAYRSNALDLASQQVKKFAI"
     gene            complement(153833..154648)
                     /gene="pobR"
                     /locus_tag="DSM_01667"
     CDS             complement(153833..154648)
                     /gene="pobR"



                     /locus_tag="DSM_01667"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q43992"
                     /codon_start=1
                     /transl_table=11
                     /product="p-hydroxybenzoate hydroxylase 
transcriptional
                     activator"
                     
/translation="MPSLDAFLEHPNSHEKIRQDDYIAGLAKGLALLEAFGTDRQRLN
                     
VTQVAERTGISRTAARRYLKTLKYLGYLETDEHYFWLTHRVLRFSSSYLSSAHLPKVA
                     
QSFLNLLCAQTSLTFSIVVLDDNEVVPIARSYLPQQDNLRVSPYGMHLGNRLPAHATS
                     
TGKVLLAALPEEAQHTWVKNYGLKRLTPFTIVDESKFFEVLKGISLSDYCLSKEEHEL
                     
GVIAIAVPVFNAQGQAIAALNCMSQTNRIQEDYLVQQILPLLRNTANELRNVI"
     gene            154790..156004
                     /gene="pobA"
                     /locus_tag="DSM_01668"
     CDS             154790..156004
                     /gene="pobA"
                     /locus_tag="DSM_01668"
                     /EC_number="1.14.13.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P00438"
                     /codon_start=1
                     /transl_table=11
                     /product="p-hydroxybenzoate hydroxylase"
                     
/translation="MDILKTQVAIIGSGPAGLLLGQLLYKAGIDHIIVEQRSAEYVAS
                     
RIRAGILEQVSVDLLKQAGVDQNLKEKGLPHSGIEILTNGEKHRVDLAALTGGKQVTV
                     
YGQTEVTKDLMTAREAAQLTSYYEAQNVQVKDFYTAPKVEFEYQGKAFQIQCDFIAGC
                     
DGYHGVCRASVPEDKIKTFEKVYPFGWLGVLADVPPVADELIYVQSERGFALCSMRSE
                     
TRSRYYLQVPLTDHVEDWSDEKFWDELKNRLDPESREKLVTGPSIEKSIAPLRSFVTE
                     
PMRFGKLFLAGDAAHIVPPTGAKGLNLAASDIAYLSSALIEYYAEGSEQGINEYSEKC
                     
LQRVWKAERFSWWMTHLLHRFETESEFDHKIKQAELSYVLGSIAGKTTLAENYVGLPY
                     EIKQIDSFKHAS"
     gene            156180..156902
                     /gene="phnR"
                     /locus_tag="DSM_01669"
     CDS             156180..156902
                     /gene="phnR"
                     /locus_tag="DSM_01669"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q7CR30"
                     /codon_start=1
                     /transl_table=11



                     /product="Putative transcriptional regulator of
                     2-aminoethylphosphonate degradation operons"
                     
/translation="MEQDQARIPKYIPIRDAIAHDIESGVLEAHAKLPSERVLSEQFQ
                     
TTRVAAREALLALETDGLIYRLDRRGWYVRSPRIIYHPQSTKNFNQFVIEQGYEPSTE
                     
VISSELTQATSWDAKHLKVEKGHPIYSVWRRRCINGRPVLVEHLRVNAELFPEFLTHD
                     
LKQSITLLMANQYNCHITRADINLYPTALSEQQVKALHVNVGALGLYICRSNRNEEGV
                     ITDVDQEYWLHDVLDLHFEARA"
     gene            156994..158031
                     /locus_tag="DSM_01670"
     CDS             156994..158031
                     /locus_tag="DSM_01670"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P43951"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKQYVQQTIKLGTASVLGVVVTIQMGCSSATSKQSEEITVYTAV
                     
EADQLKQYQEELHKAYPELKVKWVRDSTGVITAKLLAEQKNPQADVVFGVALTSLLVM
                     
EKKDMLEPFKPEGVQNLKPEFVSQKTVPTWTSMDAWESAICVNKVELEKRKLPIPKTW
                     
KDLTNPIYKNLIVMPNPASSGTGYLDVTAWMQIWGEKQAWDYMQALDKNISQYPHSGS
                     
KPCKMAAQGEIPIGVSFGYPAFKLKAEGAPLEVVYPTEGLGWEMEASAIVKGTKKLSS
                     
AQKFINWSVSKAANEAYAHNFSMVAYKGIENTTMDFPKNLSQRLVKNDFYWAAEQRER
                     ILAEWSKRFEK"
     gene            158054..159256
                     /gene="cysA_3"
                     /locus_tag="DSM_01671"
     CDS             158054..159256
                     /gene="cysA_3"
                     /locus_tag="DSM_01671"
                     /EC_number="3.6.3.25"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P14788"
                     /codon_start=1
                     /transl_table=11
                     /product="Sulfate/thiosulfate import ATP-binding 
protein
                     CysA"
                     
/translation="MQIPSSLQSSLLGQNQKGELAGHLLSTLTTYKYPEHSPSVLEVV
                     
DIQKKFQHFQVLTHINLDLKAGEFVSFLGPSGCGKTTLLRIIAGLEKPDYGKVIKKGT
                     
DITLLSAEKRHCGIVFQNYALFPNLNVEENIAFGLDKKKWDKAQRSQRVQQLLELIEL
                     
PDIAKKYPNQLSGGQQQRVALARAIAPNPDILLLDEPLSALDAQVRLNLRQKIRSIQS



                     
QLNLPTIMVTHDQEEALSISDRVVVMNHGVIEQIDTPHNIYYKPQTQFVAKFIGTMNF
                     
LAATCSVVNQLEVLGFIPLNLEQQKLKAGQSYSIGFRPEAVELVDDFGSDKESLYLPV
                     
KVLSTEFLGAKRRLFCAIHIDGIEQAKHLLQIEIENTKFKSLQELMFIKVPNQLIHVF
                     DEQGYALC"
     gene            159250..160959
                     /gene="cysW_2"
                     /locus_tag="DSM_01672"
     CDS             159250..160959
                     /gene="cysW_2"
                     /locus_tag="DSM_01672"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P27370"
                     /codon_start=1
                     /transl_table=11
                     /product="Sulfate transport system permease protein 
CysW"
                     
/translation="MLNEAASAVLKTQPRRKTAYSLRSNIALAMVAIALTLAIIAPLM
                     
MLFENAFFDENQNFVGLENFYNYFASPALLSSVFNSVWVACAATVITVLLASIYAFAL
                     
TNVNMKGKGFFKVVAFLPILAPSLLPSLALVYLFGKQGVFKPLLGDIQIYGPIGILIS
                     
YCFWLFPAILMLMMVSFRSVDQRLIEASLSLGKNIWKTHYHVTLPAIRYGLISASLVA
                     
FIYVLTDFGIPKVIGGSFNMMALDVYKQIIGQQNMSMGAVISILLLLPAVFVFIFDRI
                     
QSKRHARFQAFQAKPYVSASNKKLEVVLSIFCGLVSGAILLIIFTAVLASFIQSWPYD
                     
LSLTLAHYSFEYVDGGGWVAYFNSVRMALFSTVFGTALIFMVALLTERFKAHPLIKNY
                     
VQALVLLPLAVPGLVLGIAYILFFNQQSNPLNVLYGTMTILVISTIVHYYTVPHLTLT
                     
NAIKQIPLQLDQAAETLGTSKWKTFWKVYLPMCFPALCDVSVYVFVNAMTTVSAAIFL
                     
YSPDTSLAAVAVLNMDDAGDTVAAVAMSILILTTSCVVKLIHWLFTRKIMARSQQWRE
                     SAH"
     gene            161061..162215
                     /gene="soxA"
                     /locus_tag="DSM_01673"
     CDS             161061..162215
                     /gene="soxA"
                     /locus_tag="DSM_01673"
                     /EC_number="1.5.3.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P40859"
                     /codon_start=1
                     /transl_table=11
                     /product="Monomeric sarcosine oxidase"
                     
/translation="MNNAQFDLIVVGAGILGLSAAIQAQEQGLKVCIFEKNAKPVGAT



                     
RRNFGMVGTSTLTHPEQQWRKYALETRSFYQRIQTETDISFAQRQGVYLANTALEWQV
                     
LNEFAERANNYQIPVHLFSHEELVTQFSYLNPSQQFQGGLVFEEDYSVEPHVVGQRLL
                     
AYAERKGVKIYTNACVVQTQYQHEICQVRFASGEAYRANKVLICHGEIIDVLYPDLLQ
                     
SLNLKRCGLQMALTQRFHQKLNASLYSGLSISRYPAFEICPSHAELVKASQQGFIKEF
                     
GIHILIKQNEFGELIVGDSHEYHSINEAPQFEQREEINEFIQAYCHEKLGLNLPPIQK
                     RWNGYYLTHEHELACVTEAEKNIFLVSAIAGKGMTTGAGFMKEILEQNIY"
     gene            162242..163429
                     /gene="phnW"
                     /locus_tag="DSM_01674"
     CDS             162242..163429
                     /gene="phnW"
                     /locus_tag="DSM_01674"
                     /EC_number="2.6.1.37"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P96060"
                     /codon_start=1
                     /transl_table=11
                     /product="2-aminoethylphosphonate--pyruvate 
transaminase"
                     
/translation="MYIEMNAKEMSNIMNMQPQLDMDLENKYLLLTPGPLSTSATVRR
                     
AMQKDWCTWDQEYNSLVQDIRSRLVNLATSQPEKYTAVLMQGSGSFAVESVLGSAIPR
                     
DGKILIINNGAYGARMVQMARCLNIEVVELNYLETQTPDLQEIERVLEDKTISHVACV
                     
HCETTTGILNPIQDIGRLVKAAGKIWIVDAMSSFGGVPMDMAELEIDFLISSANKCIQ
                     
GVPGFGFILAKRDCLEACKGLARSVSLDLYDQWNTMEQHNGKWRFTSPTHVVRAFYQA
                     
LLELETEGGVAARYQRYLQNQQTLSKGMQQLGFELVLGEECPQSPIITTFLYPTAEKF
                     
SFQSFYETLKKSGYVIYPGKVTDLNCFRIGNIGEVYIQDIEGLLAAIASYCENHLNQA
                     VTA"
     gene            163456..164271
                     /gene="phnX"
                     /locus_tag="DSM_01675"
     CDS             163456..164271
                     /gene="phnX"
                     /locus_tag="DSM_01675"
                     /EC_number="3.11.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q7ZAP3"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphonoacetaldehyde hydrolase"
                     
/translation="MTTNNTQIQAVVFDWAGTTVDFGSRAPILAFMALFKDNKVEITV
                     
EEARAPMGLEKRDHIAAVLKMPRVAAAWQEVYGQAATEADIDRLYKDFIPYQLNSIPK



                     
CSALIPGALETFENIKKRGAKIGSNTGYASMMIGRLVKDAADQGYRPDCIVTASDVKY
                     
GRPYPEMLWKNLIQLDVSDIKTVVKVDDTVVGIDEGLNAGCWTVGLAISGNEVGLSYE
                     
EWSALSADEQIVLKDKAYQKMNASGAHYVIDSVADLPNVLDDIERRLGQGERP"
     gene            complement(164494..165744)
                     /gene="yjhB_1"
                     /locus_tag="DSM_01676"
     CDS             complement(164494..165744)
                     /gene="yjhB_1"
                     /locus_tag="DSM_01676"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39352"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative metabolite transport protein 
YjhB"
                     
/translation="MATNYKEGLSRIQPHTWKIAFIFAFLALLVDGADLMLLSYSLNS
                     
IKADFGLSSVQAGMLGSFTLAGMAVGGIFGGWACDKFGRVRIVVISILTFSLLTCGLG
                     
FTQSFLQFGILRFFASLGLGSLYIACNTLMAEYVPTRYRTTVLGTLQAGWTVGYIVAT
                     
LLAGWIIPDHGWRMLFYVAIIPVIIAVLMHVLVPEPEAWQKSRLQQPVMAQNASKTSA
                     
FKLIFQDKRNRNMFILWALTAGFLQFGYYGVNNWMPSYLESELGMKFKEMTAYMVGTY
                     
TAMILGKVLAGMMADKLGRRFTYAFGAIGTAIFLPLIVFYNSPSNILYLLVTFGFLYG
                     
IPYGVNATYMTESFATAIRGTAIGGAYNVGRLGAALAPATIGFLASGGSIGLGFVVMG
                     AAYLICGVIPALFIKEKIYDPQKS"
     gene            complement(165806..166957)
                     /gene="carC"
                     /locus_tag="DSM_01677"
     CDS             complement(165806..166957)
                     /gene="carC"
                     /locus_tag="DSM_01677"
                     /EC_number="1.3.1.108"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:H6LGM6"
                     /codon_start=1
                     /transl_table=11
                     /product="Caffeyl-CoA reductase-Etf complex subunit 
CarC"
                     
/translation="MIRDQETLDQLVDMIRQFVEGVLIPHENEVAETDEIPQDIVEQM
                     
KALGLFGLTIPEEYEGLGLTMEEEVYVAFELGRTSPAFRSLIGTNNGIGSSGLIIDGT
                     
EAQKSFFLPRLARGEVISSFCLTEPDAGSDAASLKTSAVKDGDFYVLNGTKRFITNAP
                     
HAGVFTVMARTNFDIKGAGGISAFIVDSQTPGISLGKRDKKMGQKGAHTCDVIFENCR



                     
IPASALIGGVEGVGFKTAMKVLDKGRLHIAALSVGAATRMLDDSLNYAIERKQFGQPI
                     
AEFQLIQAMLADSKAEIYAAKCMVLDAARLRDAGQNVSTEASCAKMFATEMCGRVADR
                     CVQIHGGAGYISEYAIERFYRDVRLFRLYEGTTQIQQVIIARNMIRAAS"
     gene            167289..168506
                     /gene="uctC_1"
                     /locus_tag="DSM_01678"
     CDS             167289..168506
                     /gene="uctC_1"
                     /locus_tag="DSM_01678"
                     /EC_number="2.8.3.19"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A9X6P9"
                     /codon_start=1
                     /transl_table=11
                     /product="Acetyl-CoA:oxalate CoA-transferase"
                     
/translation="MGALNGIRVLDLSRVLAGPWCGQILADLGAEVIKIERPKVGDDT
                     
RSWGPPWMKDDSGQDTQEAAYYQSTNRNKLSVAIDIANPDGQELIKALIQDTDVVIEN
                     
YKAGSLKKYGLDYESLSAINPKLVYCSITGFGQTGPRAEEPGYDFIIQGMGGLMSVTG
                     
ERDDLPGGGPQKVGVAFSDLATGLYSTIAIQAALLNRHVTGLGQYIDMALLDVQIATM
                     
ANQGMNYLSSGNIPKRYGNAHANIVPYQVFKASDRDFIIACGNDTQFIQLCRSIGLPD
                     
LPNDVRFARNADRIKHRDEIIGILQTHFLTKTADEWVDAIYAAKVPVGVINNLEQAFQ
                     
EPQVIAREMLVEMNHPQREKLKVIGSPIKLSRTPVEYKTAPPLLGEHTQAVLGRIVSS
                     EKLAELKEKGVIG"
     gene            168687..169538
                     /gene="tsaQ1_1"
                     /locus_tag="DSM_01679"
     CDS             168687..169538
                     /gene="tsaQ1_1"
                     /locus_tag="DSM_01679"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q6XL52"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator 
TsaQ1/TsaQ2"
                     
/translation="MTMNDAVDAEQTEKLLAPLRHELLHPIEDMQDENDRQFITALAR
                     
GLELLRCFTPKHQHLGNQELAQMTGLPKPTITRLTHTLSRLGYIKQVPNSSKFQLSVG
                     
VLAFGYSMLSNVSIRSIAHPYMKNLADYAGAAVAMATRDRLNMIYLDVVQGKGNMTMR
                     
RQVGTYLPIHLSSMGRACLAAMPEDEREFLLNAIRNKHKEDWIKINRDLDKAFKDYQD
                     
FGYCFSIGEWHKDVNSVAVPLIHEQHGLLVFNCGGPSFIMNREKLEEDIAPRLLHMVN
                     NIRTEIS"



     gene            complement(169606..170415)
                     /gene="paaF_3"
                     /locus_tag="DSM_01680"
     CDS             complement(169606..170415)
                     /gene="paaF_3"
                     /locus_tag="DSM_01680"
                     /EC_number="4.2.1.17"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76082"
                     /codon_start=1
                     /transl_table=11
                     /product="2,3-dehydroadipyl-CoA hydratase"
                     
/translation="MQQNNKTQSELKTGTIHKYFDRNILTLTMSNATKKNAINYEMYA
                     
ALSQALDQAATNQDIHVVVLTGEDSAFTSGNDVNAFEKRDTTTSEPPASIVFLKSLAT
                     
FPKPIIAKVNGVAIGIGSTMLLHCDLVYASQNSIFQFPFVNLGLVPEAGSSYILPRLL
                     
GFARASEIILLGEKFSVEQAKNYGLVNEIFEANELDQVVEDVAIKLAHKPSQALQLSK
                     KLLRDMPIDDLLNRIDHESTIFSHCLQGSEFKEALSAFKEKRKPNFHKQTA"
     gene            170637..171608
                     /locus_tag="DSM_01681"
     CDS             170637..171608
                     /locus_tag="DSM_01681"
                     /EC_number="1.13.12.16"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9I4V0"
                     /codon_start=1
                     /transl_table=11
                     /product="Nitronate monooxygenase"
                     
/translation="MKTKITELFEIEHPIIQGGMHYVGFAELAAAVSNAGGLGIITGL
                     
TQRTPENLAKEIARCREMTDKPFGVNLTFLPTVNTPDYPGFVEAIIKGGVKIVETAGR
                     
NPEQVMPYLKAAGIKVIHKCTSVRHSLKAQQIGCDAVSVDGFECGGHPGEDDVPNMIL
                     
LPLAADALDIPFVASGGMADGRSLAAALAMGADGINMGTRFIATQEAPVHENVKQAIL
                     
NATERDTRLIMRALRNTERVMNNAAVEKIVAKEKALGDNIKFEDIIEEVAGVYPKVMI
                     NGDVNAGAWSCGLVASLIHDIPTCDELVSRIVKEAEDIIRGRLLGVL"
     gene            complement(171647..172831)
                     /locus_tag="DSM_01682"
     CDS             complement(171647..172831)
                     /locus_tag="DSM_01682"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9ADP8"
                     /codon_start=1
                     /transl_table=11
                     /product="putative transporter"
                     
/translation="MTIGMMKNALYTPTIILMAIAAGICTGGNYFSQPLIHSISVSLN
                     
LTETTTAWVPTLAQITYACGLLFLMPLGDIIEKRKLLFIFMLLASSGLIISGFSHNIY



                     
LLLLGTIITGLFSSAAQLLLPLAASLVPIQQSGRVVGFLLSGLMMGVLLARSLSGLMS
                     
TLFAWNIIYLVSGFLLLVIAFILHRNIGLFPSTKSENYVKTIRSLPQIFIQNWRLRTR
                     
TYIGGFTFACVSLTFTTMSLLLAPAPYFFSDFTIGLFSFVGVLGTFVANFSGKFIDQG
                     
YIHKISIYCGIGLIVSWILFSLLPYHFAFYIIALLILYASLSAVHVTNQSIVFKLNQE
                     
LRSRFNAIYMTGYFAGGALGTTAGSYAWKHFGWTGVCILGLIFAVLCLYYCVLDAKNQ
                     HN"
     gene            complement(172884..173726)
                     /gene="tsaQ1_2"
                     /locus_tag="DSM_01683"
     CDS             complement(172884..173726)
                     /gene="tsaQ1_2"
                     /locus_tag="DSM_01683"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q6XL52"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator 
TsaQ1/TsaQ2"
                     
/translation="MSQNTETEKPINFDEIRLDPISHIHRENNPQFIASLARGLELLR
                     
CFSANNQVLGNQELAKMTGLPKPTIARITNTLVSLGYLKQLPNSTKYTLDIGVLSLGY
                     
AALSNISIRNIAHQYMEEMSQYVQAPVAMATRDRLNMVYIDVVQIETALNMRRPIGST
                     
LPIHSSSMGRACLAATPERERNFLLDALKQKNPENWPAIKRSLERAFRDYQDYGYCLS
                     
LGEWHKEVNSVAVPLVSSKHGLYVFNCGAPSFHLNPEKLEGEIGPRLIHMVHNIQDAL
                     NETH"
     gene            complement(173836..175041)
                     /gene="pcaF_3"
                     /locus_tag="DSM_01684"
     CDS             complement(173836..175041)
                     /gene="pcaF_3"
                     /locus_tag="DSM_01684"
                     /EC_number="2.3.1.174"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q43974"
                     /codon_start=1
                     /transl_table=11
                     /product="Beta-ketoadipyl-CoA thiolase"
                     
/translation="MLNAYIYDGLRSPFGRHAGELASIRPDDLAATVIQKLLEKTGVP
                     
GADIEDVILGDTNQAGEDSRNVARNALLLAGLPVTVPGQTVNRLCASGLGAVIDSARA
                     
ITCGEGELYIAGGVESMSRAPFVMGKAESAYSRDAKIYDTTIGSRFPNKKIIAQYGGH
                     
SMPETGDNVAAEFGISREQADLFAAQSQAKYQKAKEEGFFANEITPIEVFQGKKLPPK



                     
LVSEDEHPRPSSTVEALTKLKPLFEGGVVTAGNASGINDGAAALLIGSEAAGQKYGLK
                     
PMAKILSAAAAGIEPRIMGAGPIEAIKKAVARAGLTLDDMDIIEINEAFASQVLSCLK
                     
GLNVDFNDPRVNPNGGAIAVGHPLGASGARLALTVARELIRRKKKYAVVSLCIGVGQG
                     LAMVIENVS"
     gene            complement(175056..176579)
                     /gene="paaH_2"
                     /locus_tag="DSM_01685"
     CDS             complement(175056..176579)
                     /gene="paaH_2"
                     /locus_tag="DSM_01685"
                     /EC_number="1.1.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76083"
                     /codon_start=1
                     /transl_table=11
                     /product="3-hydroxyadipyl-CoA dehydrogenase"
                     
/translation="MTYDIKSMAVIGVGVMGSGIAQIAAQSGHTTYLYDAKAGAAEQA
                     
KEKLAATFQKLVDKNKITSEQAAAANNHLIVAHQIEDLKNCDLIVEAIVERLDIKQSL
                     
MQQLEDIVSDNTILASNTSSLSITAIAANCKKPERVVGYHFFNPVPLMKVVEVIRGLK
                     
TDPLIIDALNDLSRAFGHRPVVAKDTPGFIINHAGRAYGTEALKILNENVCDISEIDR
                     
ILRDGVGFRMGPFELLDLTGLDVSHPVMESIYHQYYEEARYKPNPLTKQMLDAKQLGR
                     
KVNQGFYNYETGSKTGEQPAKFVERLAKYPKVWIAADFLDDKKQLEDYLTQQNITLDT
                     
NSEPQTDSLCLLACYGEDTTQAATRLGVNPEHAVAIDMLYGIAKHRTLMPSLITKPEY
                     
RQASHSIFNLDGNMVSMIAESIGFVAQRVLAMVINLGCDIAQQNIATVDDINAAVRLG
                     
LGYPFGPIEWGDQVGSEKILLILNRITALTHDPRYRPSPWLQRRVALHLPLTFTHES"
     gene            complement(176641..177402)
                     /gene="bacC_2"
                     /locus_tag="DSM_01686"
     CDS             complement(176641..177402)
                     /gene="bacC_2"
                     /locus_tag="DSM_01686"
                     /EC_number="1.1.1.385"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8KWT4"
                     /codon_start=1
                     /transl_table=11
                     /product="Dihydroanticapsin 7-dehydrogenase"
                     
/translation="MARKVLISAGGSGIGRCIAEVFLNNQDEVFVCDINAKSLEQFQQ
                     
DYPKLHIYTCDLADHEQIKLMFSQAIQKLGGIDILVNNTGISGPTVAADELSFEDWNT
                     
VINLNLNSTFLITQLAIPYLKQAQAGVIINMSSIAGRLGYPYRLAYSTSKWGLIGFTK



                     
TLSMELGADNIRVNAILPGAVDGDRVQRVLQARADVAQTSLEEVTQNALKNQSLKYFV
                     NPKHIADLCLFLASDSGRSISGQILPIDGDKQCLS"
     gene            complement(177432..178220)
                     /gene="paaF_4"
                     /locus_tag="DSM_01687"
     CDS             complement(177432..178220)
                     /gene="paaF_4"
                     /locus_tag="DSM_01687"
                     /EC_number="4.2.1.17"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76082"
                     /codon_start=1
                     /transl_table=11
                     /product="2,3-dehydroadipyl-CoA hydratase"
                     
/translation="MSVSTGNNFVEVDFSIQKIAVVKINRPEAKNALNGEVRKQLAQA
                     
FTELSFNDEINAVVLTGGEEVFAAGADLKEMATATSTEMLLRHTERYWNAIAQCPKPV
                     
IAAVNGYALGGGCELAMHADIIIAGKGATFGQPEIKVGLMPGAGGTQRLFRAVGKFHA
                     
MRMIMTGAMVKAEEAYLIGLVSQVTEDDQTIPTAIQMAQSLAKMPPIALQQIKEVALM
                     SEDVPLNAGLTLERKAFQLLFSTEDKNEGVQAFIEKRKPSYQGK"
     gene            178532..179686
                     /gene="mmgC_3"
                     /locus_tag="DSM_01688"
     CDS             178532..179686
                     /gene="mmgC_3"
                     /locus_tag="DSM_01688"
                     /EC_number="1.3.99.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45857"
                     /codon_start=1
                     /transl_table=11
                     /product="Acyl-CoA dehydrogenase"
                     
/translation="MIRDEGMLEQLLSTIRDFVKNELIPRENEVVEKDKIPDDIVQQM
                     
RELGLFGLTIPEEYGGLGITMEEEVRVAFELGQTSPAFRSLIGTNNGIGSSAILIDGT
                     
EEQKQKYLPRYASGEIIGSFCLTEPESGSDAASLKTSAVKDGDFYVLNGTKRFITNAP
                     
HAATFTVMARTNPEIKGSGGISAFLVEANTPGITLGKIDQKMGQKGSHTCDVIFENCR
                     
VPASALIGGVEGVGFKTAMKVLDKGRLHIGAYSVGVAERMLNDALHYAIERKQFGQPI
                     
ANFQLIQAMLADSKAEIYAAKCMVLDAARRRDNGENISTEASCAKMFATEMCGRVADR
                     CVQIHGGAGYISEYAIERFYRDVRLFRLYEGTTQIQQLIIAKNMIREATA"
     gene            179715..181028
                     /gene="yjhB_2"
                     /locus_tag="DSM_01689"
     CDS             179715..181028
                     /gene="yjhB_2"
                     /locus_tag="DSM_01689"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39352"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative metabolite transport protein 
YjhB"
                     
/translation="MPHVPSEDMDMTTKTVTENMSSTEAIQTPKKIWITAFIFAFFTL
                     
LCDGADLGFLALSLTSLKAEFHLTGVQAGTLGSLTLFGSAVGGLIGGWACDRFGRVRI
                     
IVFFIAFSSILTCALGFTHSYMQFAVLRTIGAMGLGALYIACNILMSEMVPTKHRSTV
                     
LATLMTGYTLGSLLATLLAGHIIPEHGWRFLYWIAITPVVLSVLMHFCVPEPESWKKA
                     
RQLKALDVAQSNQPKKRQNPYLEILRDKKHGTMFILWIISTGALQFGYYGVSNWLPAY
                     
LESDLGIKFKEMAMYMVGTFLIMMFAKVIAGIVADKLGRRAVFAFGTIGTALFIPVIV
                     
YLNTPTNILWMMLFFGFLYGIPYAINATYMTESFPTSIRGSAVGGAYNIGKVLSIFSP
                     LTIGYLSQNGSIGLGLLVMAAAYFICGVIPLLFIKDRLFNPQKAE"
     gene            181076..181744
                     /gene="pcaI_3"
                     /locus_tag="DSM_01690"
     CDS             181076..181744
                     /gene="pcaI_3"
                     /locus_tag="DSM_01690"
                     /EC_number="2.8.3.6"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q43973"
                     /codon_start=1
                     /transl_table=11
                     /product="3-oxoadipate CoA-transferase subunit A"
                     
/translation="MINKITSDIEPILKAIPDGATIMTGGFGVTGQPAELIEALIDLG
                     
KKELTIVNNNAASGDRGLTNLIIAGCVKKMICSFPKSAGSTVFQDLYRAGKIELELVP
                     
QGNLACRIQAAGAGLGAIFTPTGYGTKVAEGKETRTINGKNYVLEYPLEADFALIYAD
                     
KADRWGNLTYRKAARNFGPIMAKAAKTTIVQVNDTVELGTLDPECIITPGIFVQHVVK
                     VGDI"
     gene            181744..182397
                     /gene="pcaJ_3"
                     /locus_tag="DSM_01691"
     CDS             181744..182397
                     /gene="pcaJ_3"
                     /locus_tag="DSM_01691"
                     /EC_number="2.8.3.6"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q59091"
                     /codon_start=1
                     /transl_table=11
                     /product="3-oxoadipate CoA-transferase subunit B"



                     
/translation="MSVQKRSREDIAKLIANDIPEGSYVNLGIGLPTNVAKFLPKDKE
                     
IFLHSENGVLAFGPPPQPGEEDQDLVNAGKELVTLLDGGCFMHHGDSFDIMRGGHLDI
                     
CVIGAFQVAVNGDLANWHTGKADDVPAVGGAMDLAVGAKTIYVYMEHVTKKGEPKIVK
                     
ELSYPITGEQCVNRIYTDLCIIELKDQKAYVKEMVDGLTFDELQAVTDCELIDARVA"
     gene            182434..183750
                     /locus_tag="DSM_01692"
     CDS             182434..183750
                     /locus_tag="DSM_01692"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKLILAAACAAASGTIFANSSDTTEQRINLLETELQKLKAELA
                     
AQKQTQNNLQVKQVKIEENIEKTKATVTEKPVAPSWVTWTDNVKVYGIARIDAAVDFK
                     
SSPDSGGRTTSSLYRTPFESEKRSNHARSDAMINASRLGVYFNSPNKAVTGNIEADFF
                     
DSSNMGTGDGKFRIRHAFFTYKDWTFGQTWSLMSNMETRTEAVDYTQFVGTSYTRTPQ
                     
IRYDWKIDANNDLKVALEYTGSRVSAFPTLTGRYTFKQGPLTALAQGFINEKSTDVAT
                     
ATVKKVSWGAGGGLKYQLTPQQSVQANYQYIVGDQKFMPYTTQSGLANSTSLNAAGDF
                     
SLNEDKTDLVMNKLNSINIGYSYKFNEQWRANLSASMFDYDDDTAYAKLNPDANKRLT
                     DYAANVFYSPIEQMDIGMEYHQGKREVFDGRTADVSRVNFVSMYKF"
     gene            183769..184986
                     /locus_tag="DSM_01693"
     CDS             183769..184986
                     /locus_tag="DSM_01693"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9ADP8"
                     /codon_start=1
                     /transl_table=11
                     /product="putative transporter"
                     
/translation="MEKIVEPNAENILSKSFIFIMAMTCGICAGSNYYNQPLIYSIAE
                     
ALKVNADQVALTIVISQLSYAVGLFILVPLGDFFEKRSYICLLMCCTGLAQVGLSLSQ
                     
TLPALYGFTFLATFFSIATQVLVPFAAGLASPKKSPQVVGTLMSGLFLGILLARSIAG
                     
LLSTVWSWHAVYLISGIVILVFAWVMWVKLPVARKSHQLNILQIYGSLFSLAVHQPHL
                     
LRRGLAGGIGFGILALIFTTMTFILANEPYHFNDFQIGLFGIVGLAGVFATPWAGKKI
                     
AAGLENKIAVICMGLLMSAWIPLFFAQQSLVAYAVGVIMAYFGLSAFHVLNQNLVYRI
                     
SAEARSRINSIYMTLYFGGAALGSFIAVYAWKHWGWEACAALGLAMAMLSFVIDRLDF
                     YEMNKIAKQEKAP"



     gene            complement(185007..185441)
                     /locus_tag="DSM_01694"
     CDS             complement(185007..185441)
                     /locus_tag="DSM_01694"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MESPKYTGLEFLTALKNGEVSPSPMAHTIPMELVEVSEGKATYK
                     
VTPRKEHRNIQGGVHGGFCATALDTATGSAAHTLLEHGVGYGTIDLNVKMIRPMQVDT
                     SYYATAELINAGRNIISTQGKIVDENGKVYAFASATLMIIRK"
     gene            185762..187564
                     /gene="dmdC_2"
                     /locus_tag="DSM_01695"
     CDS             185762..187564
                     /gene="dmdC_2"
                     /locus_tag="DSM_01695"
                     /EC_number="1.3.8.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q5LLW7"
                     /codon_start=1
                     /transl_table=11
                     /product="3-methylmercaptopropionyl-CoA 
dehydrogenase"
                     
/translation="MPLYKAPLRDMQFVLHEMLQTEQNYQGLRKYQESVNRELIDQYL
                     
EAAADFCENELAPINQNGDQEGCHLNQGVVTTPKGFKEAYQKYAELGFTSLTADPEYG
                     
GQGLPTLLRIAISEMLCGSNWAWAMYPGLSHGAMRTIEHHGTEQQKQKFLTKLISGVW
                     
TGTMCLTESHAGSDLGLIRTKAEPNPDGSYSITGEKIFISAGEHDLSENIIHIVLARL
                     
PHAPAGTKGISLFIVPKFNVSDDGQVLDRNKVVCSAIEHKMGIHGNATCVLNFDGAKG
                     
YLIGPENRGLNSMFTFMNTARIGTAVQGLAASEISFQGSLSYAKERLAMRSLSGPKYP
                     
DKNADPIIVHPAVRSMLMTQKAFSEGGRALAYFLAQHVDIVESSNDQEQQKHSDELLA
                     
FLTPIAKAFLTESGNESAKHGVQVFGGHGFIVEHGMEQIVRDARISTLYEGTTEIQSL
                     
DLLARKVLKSEGKLLKNMTDLIEQFISQHQFNEVLKPYLEKLAELKQQWLSLTKSIAE
                     
KAKHNPEEIGAASVDYLYFSSYVVFAYLWARMAQVAHEKLESGTQEEDFYKAKLTTAK
                     FFYQKLLHRTQSHAASIESGAESVMELDQDAFAF"
     gene            187761..188564
                     /locus_tag="DSM_01696"
     CDS             187761..188564
                     /locus_tag="DSM_01696"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MNAYYQLLNRTIGPQGEVIAHYCSTVHAQGAWNPHEQHMAPASG
                     
VIAVELEQFSPRQDMRIGRISFDIFGLIAFGEFTIKTHVIRAGKTIELIEAELQAQGK
                     
TCIVARAWRMCTQDSSEIAGLEDQPIHHPDTFTEWSGMKRWPGGFIQTLVTKTNDQHR
                     
AGKGIVWLNNDKEMVEGQPTTDFAHLIGMVDAANGIVPRQEGEFTWGFPNLDLQIHMH
                     RYPQGKWLGLETVQQYGSDGIGLTSAVLHDVYGPFGRSEQILTLRKMTK"
     gene            complement(188625..192107)
                     /locus_tag="DSM_01697"
     CDS             complement(188625..192107)
                     /locus_tag="DSM_01697"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNIATKVTPNIIATKDVSLEDKYVSDNGTAFMTGIQALVRLPLA
                     
QTRRDAINGYHTAGFISGYRGSPIGNYDNFLWQVEGLLKSHNVVFQPGVNEDLAATAI
                     
WGTQQANLSGQGKYDGVSSWWYGKGPGVDRSGDVLRHANLAGTSERGGVVALFGDDHS
                     
CKSSTVPHQSEHVMIGCGIPIFYPTSVQQILDFGVHAIAVSRFSGLWTSMKLVSEIVE
                     
TSASVHVDLDRVTPVIPEDVNFPEGGVNIRWPDHGIQQEERLYKYRLPAVLAYARANK
                     
INTVTWPCENARIGIAASGKGYLDTIEALRILGIEDETAQQLGLRVYQVGLIWPLEPQ
                     
GIREFAKGLEELIVIEEKRPILETQIKDELYSLPDDQRPRVIGKATDGKGEWSTSIEE
                     
APLIGHYEYQPEPIAKMLAARFLKLDIPESLKVQIQSRIDLLLKAEQESKRVIDLAER
                     
KPYFCSGCPHNSSTVVPEGSRALGGIGCHYIAVSLDRGTETFSQMGGEGVSWVGASPF
                     
TNEKHIFANLGDGTYFHSGYLAIRQSIAAKTNITYKILYNDAVAMTGGQHVDGHLSVA
                     
QLTRQLDAEGIKKQVIVTDEIKLLNEEDGIAPGVEIRHRNELDAVQRELREISGVTAL
                     
IYVQTCASEKRRRRKRDAYPDPAERLFINTDICEGCGDCSKKSNCLSIEPVETALGTK
                     
RQINQSSCNKDFTCAEGFCPSFVTVHTRDMKRPAKFEGISAGWPTSPIIPQLYDVPSR
                     
IMVGGIGGTGVVTIGALLGMAAHLEGKATRVMDMAGLAQKGGTVYSYVQLAASDEQIS
                     
STKIPAGQCELLIGADAVVAGSGAALSRLKEDALVIVNEDSTPTSEFIKSRDWYAPIT
                     
DLIDRLRGRVRQGQLVSLPAARIATLLLGDSIYTNQLLLGMAWQSGRIPLLRESIEKA
                     
IRLNGTAVEKNIEAFRVGCHLASDPTLAARLLAAMPKTKTPQTLAELVEDRSARLTDY
                     
WNEAYAAKYRTLVELAAKKLPEELTGTIATQLYRVMAYKDEYEVARLLTGKSFKESIE
                     
TQFGKGLRLTYHLAPPALLGGLKNVRKRAFGYWMRFPMMMLARLQWLRETFLDPFARQ



                     
EERQHEQAWRDRYIAFVEALVEAPDNHNLAVAEQIAKLPAEVRGYGHIKMKAMDAAKQ
                     RWDELTPTLLKVRN"
     gene            192312..193253
                     /gene="dmlR_5"
                     /locus_tag="DSM_01698"
     CDS             192312..193253
                     /gene="dmlR_5"
                     /locus_tag="DSM_01698"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76250"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator DmlR"
                     
/translation="MRKNLDGGLLHAMHAFLKVIDSGSFTAAAEQMDLTTAQVSRLIS
                     
ELETRLGTKLIQRSTRQQALTDIGATYAERCRQVISMVDEAEAEVTGTASKPKGRLRV
                     
LSMGSFGHHYVFPVMAEFCKHYPELTVEYTTSQYVPDLLAKGVDVSLYLTESLTDSRF
                     
VARRIGTIFSVLCASPAYLEKHGVPKSPEDLKNHACLRLVNPSITPDWHLLNANGESY
                     
QIDIGGQLIADNPELLLDVVQQDMGVALLPMFSALDAVQNGRLCHILPEWRSPDIGVY
                     TLLPSRHFIDAKTRAWLDWVEEYISPRIEMDASYFYK"
     gene            complement(193505..194407)
                     /gene="liuE"
                     /locus_tag="DSM_01699"
     CDS             complement(193505..194407)
                     /gene="liuE"
                     /locus_tag="DSM_01699"
                     /EC_number="4.1.3.26"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9I2A0"
                     /codon_start=1
                     /transl_table=11
                     /product="3-hydroxy-3-isohexenylglutaryl-
CoA/hydroxy-
                     methylglutaryl-CoA lyase"
                     
/translation="MSEFVKIVEVGPRDGLQNEKQALTVEQRLNFINDLISAGLKSIE
                     
VGSCVSAKWVPQMAQSDELFKLLPQTTDVQFSLLTPNIKGFETAQAVGCKEVAVFTAA
                     
SESFTRKNINCSIDESFEKFSDVLNAAKAHNIRVRGYVSCIVDCPYEGAIAPEQVVKV
                     
VKRLYDMGCYEVSLGETIGTATPDRVQKVWQACLAELDSKVLAGHFHNTYGMAIANIY
                     
QSLQQGIRVFDSSLAGLGGCPYAKGASGNVSTEDLFYLLSHMGFETGINLEKLMQASQ
                     NISNVLNRKSLSNYANAYWQTKCA"
     gene            complement(194404..196395)
                     /gene="accA1_2"
                     /locus_tag="DSM_01700"
     CDS             complement(194404..196395)
                     /gene="accA1_2"



                     /locus_tag="DSM_01700"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WPQ3"
                     /codon_start=1
                     /transl_table=11
                     /product="Acetyl-/propionyl-coenzyme A carboxylase 
alpha
                     chain"
                     
/translation="MFEKILIANRGEIACRVIRTAKKLGIRTVAVYSDADANAQHVKL
                     
ADEAVYIGQSPATQSYLQVDRIIQAAIDTGSQAVHPGYGFLSENDQFALACQQHNICF
                     
IGPPVDAILAMGLKATSKALMEKAGVPLTPGYHGTNQDADFLKQQADRIGYPVLIKAS
                     
AGGGGKGMSLVERSEDFLHALASCKREAKSSFGNDDVLIERYVIQPRHIEVQVFGDTH
                     
GNYVHLFERDCSVQRRHQKVLEEAPAPQMPSEKLDAMRQAAIDAARAVNYVGAGTVEF
                     
IVEQDGTAYFMEMNTRLQVEHPVTEMITGEDLVEWQLRVAYGEPLPKLQNELKIHGHA
                     
LEARIYAEEPEKGFLPAIGKIDYLHYPTQNQYVRVDSGIVEGDEITTYYDPMIAKLIV
                     
WGKNREAALIQMQNALSQFHVDGLGNNIAFLEKIVRSESFKQAKLDTNLIQREQNFLF
                     
SPEEIKPELVVAAAFIEFLSKLNNNSSSQKQLWQAQPLWRLNIAYQHSIKLNYLNQNI
                     
QIKFASNEDGFTAEYNGQSYPISGQLLDAHTASVQIGETQQKLPFNQSQQGITLFQNG
                     
QSYKFAYIRQDFNQADSQADEGHLKAPMPGVVTQVLVSANHSVKKDDILMTLEAMKME
                     YTIRAPKDGVIVDSYFQVGDQVKAGDELVEFQPAQEEVA"
     gene            complement(196407..197210)
                     /gene="dpgD"
                     /locus_tag="DSM_01701"
     CDS             complement(196407..197210)
                     /gene="dpgD"
                     /locus_tag="DSM_01701"
                     /EC_number="4.2.1.17"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:G4V4T7"
                     /codon_start=1
                     /transl_table=11
                     /product="Enoyl-CoA-hydratase"
                     
/translation="MSYQFLQLEQQGQVAYVWLNRPELHNAFNTTVIEELHTCFKQIN
                     
TRDDIRVVVLAGRGKSFSAGADLNWMKQAGQASSAENEADALKLAQMLDALATLKQPT
                     
IARVHGIAFGGGMGLASACDICIASTDAKFATSEVRLGLAPSTISPYVIRAIGARQAS
                     
RYFLTAERISAREAKQIGLAHEVADAEDLDKKVQEIIDALLLGGPHAQAASKQLIQMV
                     SNQTMSNDLLQQTAHHIAQVRQGSEAKEGLSAFLNKQQPAWVSNSNNNN"
     gene            complement(197220..198821)
                     /locus_tag="DSM_01702"
     CDS             complement(197220..198821)



                     /locus_tag="DSM_01702"
                     /EC_number="2.1.3.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8GBW6"
                     /codon_start=1
                     /transl_table=11
                     /product="Methylmalonyl-CoA carboxyltransferase 12S
                     subunit"
                     
/translation="MNQLQSKINVRSEDFKTNQQAMQTLVTDLKQVAQRIALGGGENA
                     
RQKHLARGKLLPRERIDQLIDVGTAFLEIGQLAAYNVYEDDVPAAGVIAGIGQVNGIT
                     
CMIVANDATVKGGTYYPLTVKKHLRAQEIAEQNHLPCIYLVDSGGAYLPMQDEVFPDR
                     
DHFGRIFYNQARMSSLGIAQIAVVMGSCTAGGAYVPAMSDETIIVRNQGTIFLGGPPL
                     
VKAATGEVVSSEDLGGGDVHTRLSGVADHLAENDEHAIAIARNIVANLNKKPNELNKQ
                     
IDEPLFDASELYGVVPSDARKPFDVREVIARIVDGSRFDEFKARFGSTLVTGFASLYG
                     
MPVGIIANNGILFSESAQKGAHFIELCTQRNIPLLFIQNITGFMVGRQYENEGIAKHG
                     
AKLVMAVATANVPKLTLIIGGSFGAGNYGMCGRAYSPRFLWTWPNSRISVMGGEQAAS
                     
VLSTLKRDQIEQKGAEWSAQEEDEFKQPIREQYERQGHPYYASARLWDDGVIDPAQTR
                     QVLGLSLAAAMNAPIQPTKFGVFRM"
     gene            complement(198846..200018)
                     /gene="mmgC_4"
                     /locus_tag="DSM_01703"
     CDS             complement(198846..200018)
                     /gene="mmgC_4"
                     /locus_tag="DSM_01703"
                     /EC_number="1.3.99.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45857"
                     /codon_start=1
                     /transl_table=11
                     /product="Acyl-CoA dehydrogenase"
                     
/translation="MNLRSLNFGLDETLIALQDSVAAFCAKEIAPIAQQVDQDNKFPA
                     
HLWKKFGDMGLLGMTVSEEYGGANMGYLAHIIAMQEISRASAAIGLSYGAHSNLCVNQ
                     
INRNGNEQQKQKYLPKLISGEYVGALAMSEPNAGSDVVSMKLRAEQKGDHFVLNGSKM
                     
WITNGGDADVLVVYAKTDPQAGPKGMTAFLIEKDMKGFSHGNHLDKLGMRGSNTYPLF
                     
FDNVEVPAENVLGGVGNGVKVLMSGLDYERAVLSAGPLGIMDACLDVVIPYLHQREQF
                     
GQALGEFQLMQGKLADMYSTWLACKALVYAVGAACDKADHDRSLRKDAASAILYAAEK
                     
ATWMAGEAIQTLGGNGYINEFPAGRLWRDAKLYEIGAGTSEIRRMLIGRELFNETK"
     gene            200163..200780
                     /gene="fadR"



                     /locus_tag="DSM_01704"
     CDS             200163..200780
                     /gene="fadR"
                     /locus_tag="DSM_01704"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P94548"
                     /codon_start=1
                     /transl_table=11
                     /product="Fatty acid metabolism regulator protein"
                     
/translation="MSYKRSSLMQERMEQNRKSILSSARKIISEGGFKDAQIQTIAEQ
                     
AGVSSGLVYRYFDNKSQVLIEVLSDAINTELLVIESITESDLSAKQKLHKAVATFVKR
                     
ALNSPQLAYSLMFEPVDSTVEHERFRVKQLIKQSIKKILADGNASGEFVLDDLNTAAL
                     CVVGAMTYVVVEPLDPAQNTKFDHAHKDYFSKQIADFCVDAVQKK"
     gene            200892..202586
                     /gene="fadD3"
                     /locus_tag="DSM_01705"
     CDS             200892..202586
                     /gene="fadD3"
                     /locus_tag="DSM_01705"
                     /EC_number="6.2.1.41"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q0S7V5"
                     /codon_start=1
                     /transl_table=11
                     /product="3-[(3aS,4S,7aS)-7a-methyl-1,
                     5-dioxo-octahydro-1H-inden-4-yl]propanoyl:CoA 
ligase"
                     
/translation="MQQERLSYASGPSTQPLLGMTIGEQFDQACQQYAEKEAIVSFHQ
                     
NRRLTYKALQDEVNAFACSLLKLGLKKGDRLAIWSPNCVEWTITQFAAFKAGIILVNL
                     
NTAYKSHELEYVLNKVSCKGLIIASQFKTTDYQELLTKIAPELTTCTDKVLSSERLPH
                     
LKFVIKIDDQQHTGIYRFSDLLTTPTSEQLEQLKQLARQLQFDETINIQFTSGTTGNP
                     
KGTMLTHHNILNNGYFVGEGIRLTPQDKVCISVPLFHCFGMVMGNLACVTHGATMVYP
                     
SAVFNPLETLKAIHQERCTAAYGVPTMFIATLEHEQFNDFDLSSLRTGIMAGSPCPRE
                     
IMQRVIDRMHMSEITICYGMTETSPVSVQSSVNDSIDKRVSTVGHVHPHVEIKIVDLE
                     
GQIVPQGTLGELCVRGYSVMAGYWGEEEKTREVIDAAGWMHTGDIAEMDQDGFIKIKG
                     
RIKDVVIRGGENLFPKEIEDFLYTHPDVSDVQVIGLPDAKYGEELCACIILHEHHQVD
                     
EDSIRQFCKEHISHNKVPRYVRFFNEFPMTASGKAQKFKLQEIMRAELNLTGNVFD"
     gene            202657..203328
                     /gene="cmoA_1"
                     /locus_tag="DSM_01706"
     CDS             202657..203328
                     /gene="cmoA_1"



                     /locus_tag="DSM_01706"
                     /EC_number="2.1.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_01589"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA (cmo5U34)-methyltransferase"
                     
/translation="MAKDFNSPKVVEGYDVHIRKLIPGYEVIHQQVDAILQSVLPPDA
                     
HILIVGCGTGYELEYLLKRHPNWQFTAVDPSLTMLQKAQEQVEILGKSTQVTFVHGET
                     
SALPLESCFDAALSILVAHFIADDIKPAFFKDIYDRLKEKAPLLTYDLMTCVNPQQLQ
                     
ALRYLCLAQGLTEEQCQKMLERMAEDFFSLTTEGYIKLLEKTGFESVQPYTQILTYQG
                     FIAKK"
     gene            203570..204856
                     /locus_tag="DSM_01707"
     CDS             203570..204856
                     /locus_tag="DSM_01707"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MMKILNTTVQKSLLAVSVTLLMSSAFAGQVNPEIEQLRQEIKEL
                     
RAMLQTNMEAQKSLAQKRVEQAAPVVTQAPQPIQQTLTKSGAEFNLYGYIRADASYQI
                     
KGASTMYNNISGVPLENTPEESAQKDQLHSTVYVTRFGLNFKTPTAIGDVGGKLEMDF
                     
FGAATRDQFRIRHAYLTFDKWLIGQTWSTFIAPEYYPETIDAGTFVGSALLRSSLVRY
                     
SDNLTANTSFAVSVEDPKYTAATDPDNKMRLPALVGRLNHKFAHGSMLSGRSFVAEKR
                     
TNHDSEWAWGVGLGGKYQITPDTLLKADYYHVKGDGRFLLWSNSGYAIDDQNNIHSNE
                     
FDTVSLGITHQFTPQIRSTLGYGYMKAKNDNRFAELQRTSTTQNKQLWQGWVNALYNP
                     YKPITLGIEYVYGERETFDNRNGIDNRFNMIASYDF"
     gene            complement(204902..206140)
                     /locus_tag="DSM_01708"
     CDS             complement(204902..206140)
                     /locus_tag="DSM_01708"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKLYQATLFSLVLFTSFAQADAENSQWITTWSASPQKVWNKDFV
                     
FPTLIPEQVSNQTIRQMSKISLGGEAVRLVFTNQYGKQPLYIDQTTIGLANAVTLKSK
                     
STYPVYFSGQLKARILPGKQLISDPIQLPVPDHAQLVVNSFIQKPTMFKTFHWDAKQT
                     
SWLISGNQTTNFTTPTDAKTTTARLLLSAIEVKPKQKAHVVAVVGDSITDGATATLDA



                     
NTRWTDFLAKRLSAHQVAVINSGISGNRLLTDGMGDSVLKRLNSEIFQYSGVKTLIVL
                     
VGINDISWPGTAFAPKQQIPYFEALTQGYRRVVSEAHKHNIQVIGATLLPFSGALPNT
                     
SLDNYYQPNKDQLRQRINHWIRTSHTFDGVLDLDEGLKDPKHPNRLNPIYDSGDHLHP
                     NDRGNQHMAELVDLDQIIKN"
     gene            206252..207157
                     /gene="dmlR_6"
                     /locus_tag="DSM_01709"
     CDS             206252..207157
                     /gene="dmlR_6"
                     /locus_tag="DSM_01709"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76250"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator DmlR"
                     
/translation="MSYFDINRSGELAIFIRVVELGSFSAVARACNMTPSAVSKLISR
                     
LEKRLGVRLLNRSTRQFQLTNEGCQFYELGIQILNDLDELEQAVTANHIPKGRIRIHT
                     
SFSYWTHFLLPCISLFNQRYPEIELEAHLSDEVINLVEQRIDVAIRTGPLKSSNLVAR
                     
SLGSTYKQYVCSPVYIEKYGRPEHPDELHEHQLLDVSYQRQNKTWLFKKATQEISLTP
                     
SKVLKVNHGEAILQLALAGAGIAQLNEFQIRNALQQKQLVKILEDWNIHASEEFHAVW
                     IGHDKYVPNRVRTFLDFLVEHASIN"
     gene            complement(207159..207449)
                     /locus_tag="DSM_01710"
     CDS             complement(207159..207449)
                     /locus_tag="DSM_01710"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFFLYRFVLVSLLTIGVLNLMGCRPMSKNEFNTRCVWAGHDLSA
                     
CNCIYNSLEQHYSPQFVESLPKLSLQNIDAKMNFVETMNQTMQQCQLSASKH"
     gene            complement(207577..207723)
                     /locus_tag="DSM_01711"
     CDS             complement(207577..207723)
                     /locus_tag="DSM_01711"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTIILYFLNSFIKPTYIQPLLLKQSFLRVLSHPLFKRTSYYRVR
                     KIFT"
     gene            208418..208561
                     /locus_tag="DSM_01712"
     CDS             208418..208561



                     /locus_tag="DSM_01712"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVRIFCAVSMVLAIAMGMSACQDRNSRNDGMHEASDPATSHDMN
                     KNS"
     gene            208831..209259
                     /locus_tag="DSM_01713"
     CDS             208831..209259
                     /locus_tag="DSM_01713"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPQYLKIAEKIYQNVKEKKGFTDDPMEDLNNLMIELRQEIKGTK
                     
LKLLYNYIDFAEILIKPLQESKIKLDLSLISKSKNTQEFVLWLAGFIERITTGGQEKL
                     PPIRAKITLPAYAYEETYPSQKKPVNNGEEIIEYFKKNQS"
     gene            209346..209567
                     /locus_tag="DSM_01714"
     CDS             209346..209567
                     /locus_tag="DSM_01714"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFVYFTDGTCINDSEIYGVKAKYEQNKYVVEVTIKPTHVLATTP
                     SVQFKKEVFDDPNLANQYLSHNFNMPPFF"
     gene            complement(209652..209969)
                     /locus_tag="DSM_01715"
     CDS             complement(209652..209969)
                     /locus_tag="DSM_01715"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTDQNTDHAQLVAGDHNYSDSRWRESYLTRPYYQEAQLTTPDLD
                     
YDRDFSAAYELGHRARSESKEGTQFEDMEGSLQQKWEELKAESRLKWEHAKQAIKDAW
                     DDM"
     gene            complement(210075..210296)
                     /locus_tag="DSM_01716"
     CDS             complement(210075..210296)
                     /locus_tag="DSM_01716"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSTTNNQANQRNNQQQQQQQNDNRNQQQHGNQQQNDQQQQNNQQ



                     QQQNDNRGQQQGSNQKDSGQQNSNNNQQR"
     gene            complement(210581..211060)
                     /gene="cinA"
                     /locus_tag="DSM_01717"
     CDS             complement(210581..211060)
                     /gene="cinA"
                     /locus_tag="DSM_01717"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WPE3"
                     /codon_start=1
                     /transl_table=11
                     /product="CinA-like protein"
                     
/translation="MFNKCCELLAKEKIKIAFFESASAGYLAYRFSLSPYSGDILIGS
                     
LVSYDLRVKENTLHISEELIEKYTAESMQVTVEMINKGKELLHADLYVACTGLLKKGG
                     
SETPEKPVGTFFYSIYYKNNFYNFRRVLRGPAFLKLRKLIYYVTQDIKLIILEDKRR"
     gene            211376..212785
                     /locus_tag="DSM_01718"
     CDS             211376..212785
                     /locus_tag="DSM_01718"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPVVVKKRLLDLLQDNQQNYYELFVFFLDPDVSSFEKEKKARDF
                     
LAKEIDKLEMKEIDFPSDINLIKAWCENDNKKNCQEFQAYLNRRQSGQDREYFKNVAQ
                     
AFEFLIKVSPTKKVDGAWLYSSVHYWNDPIFHELIITYLEELGLGEPKANHVCIYDDL
                     
LRSLGLDSFDLLLEDEYYHQAVVQLALGYAPPEFIPEIVGFNLGYEQLPLHLLISNYE
                     
LAELGIDSKYFNLHITIDNIDNGHAYKAIKVIEDIYNKYRDKELFLTKLKHGFALNNH
                     
GVSSSNIIKNLNTEDFVHRIFKRKALVGQLIHNETRQFGCKTINQWLSNPDDIAGLIT
                     
HLTDHKWIKFNTDPEQSVFWRMINEENGKMFGVFNPVERQIIHDWIAGSDHSSSFLAY
                     
SRELKNSQRIQDYLFSYISDGELDALQERVQQSNDLAIKICKLTPFLAPDSHHKSIGL
                     WSTRKYVELLFPYLGTFKN"
     gene            212846..214987
                     /gene="katE"
                     /locus_tag="DSM_01719"
     CDS             212846..214987
                     /gene="katE"
                     /locus_tag="DSM_01719"
                     /EC_number="1.11.1.6"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P21179"
                     /codon_start=1
                     /transl_table=11
                     /product="Catalase HPII"



                     
/translation="MNDNTKSTNKTSEMAGADAANNKANTTQKTEQLDTVRDDATNEA
                     
LTTNQGVKIADNQNSLRAGIRGSTLLEDFILREKITHFDHERIPERIVHARGVGAHGY
                     
FQAYEGNERLTKAGFLTDPTIQTPIFVRFSTVQGPRGSADTVRDIRGFAIKFYTQEGN
                     
FDLVGNNAPVFFVQDGIKFPDFVHAVKPEPDTEIPTGATAHDTFWDFVSLVPESAHAV
                     
IWAMSDRAIPRNLRSIQGFGVHTFRLINAEGKSHFVKFHWTPKQGLSALVWDEAQKLA
                     
GKDPDFHRRDLYEAIEQGFYPEWELGVQIVEEEDEMNFDFDLLDPTKIIPEELVPVTP
                     
IGRFVLNRNVDNFFAETEQVAFCPGHVVPGIDFTDDPLLQARLFSYTDTQLSRLGGPN
                     
FHQIPINKPVCPFHNNQRDGIHQHTIHKGQAAYQPNSIDGNWPVETPPAASNGGFESY
                     
PEKISGHKLRQRSETFSDYFSQPRLYYKSLAPHEQKHVVDAYTFELSKVQRKHIRERQ
                     
VQQILANIDLDLARQVGANLGIEVPDLTLNYKKTAVEKSAKLSFLAFPPEDIQGRKVA
                     
VLIHNMVKSDALEAIKNWAIKEGVILHLLAPSLAPVKDHKDNVIVADGMQMSEPSIAY
                     
DAVIIPDGDNLNTVMQDGVARHYLLEAYKHLKPIVFLGNKSDLLEPLGLVADEGTLIE
                     DEFQHVAEKFKNLIKAHRVWSREQIAAHVPA"
     gene            complement(215043..215921)
                     /gene="ydaD"
                     /locus_tag="DSM_01720"
     CDS             complement(215043..215921)
                     /gene="ydaD"
                     /locus_tag="DSM_01720"
                     /EC_number="1.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P80873"
                     /codon_start=1
                     /transl_table=11
                     /product="General stress protein 39"
                     
/translation="MENTTNQYPSEVPAQVQPHQPGDQEKMHPEPEIIKASHKGSEKL
                     
KGKVAVISGGDSGIGRSVAVLFAREGADIAVLYLEEDQDAEITKQLIEKEGQQCLLLK
                     
GDISDPDLAKQNIDKVLQHFGKINILVNNAGVQYQQKEIESISNEQLEKTFKTNIFAM
                     
FYLTKEAIPYMEEGDSIINTTSITSYQGHDELIDYASTKGAITSFTRSLSNNLMKQKK
                     
GIRVNGVAPGPIWTPLIPSSFDAETVEKFGKDTPMGRMGQPSEVAPAYLFLASDDASY
                     ITGQVIHVNGGQIVNG"
     gene            complement(216063..216476)
                     /locus_tag="DSM_01721"
     CDS             complement(216063..216476)
                     /locus_tag="DSM_01721"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11



                     /product="hypothetical protein"
                     
/translation="MMQPIHTHSTLQYIHISVPEILLSNIQIKNSWQDYNQEWSYRLD
                     
PPHASHPFQRDLYIIKSKNIETEDIKKLLDNTVVKNSKNKDDLKNIVEAETVIKEILD
                     LSNYIPIENWLNDTGNRSIVESMIDKNKVKLLDII"
     gene            216961..218190
                     /locus_tag="DSM_01722"
     CDS             216961..218190
                     /locus_tag="DSM_01722"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MANTRYEDDNNSSGTSNRGFASMDPERVREIASKGGRAAHASGN
                     
AHEFTSEEAREAGRAAHASGNAHEFTSEEAREAGALSHKNDDRNGRGRSRYDDDEDDD
                     
RGRSSGRGRGRSRYDDDDEDDDRGRSGGRGRGRSRDDDDEDDDRGRSGGRGRGRSRDD
                     
DDEDDDRGRSGGRGRGRSRDDDDEDDDRGRSGGRGRGRSRRDDDDEDDDRGRSGGRGR
                     
GRSRYDDDDEDDDRGRSGGRGRGRSRRDDDDEDDDRGRSGGRGRGRSRYDDDEDDDRG
                     
RSGGRGRGRSRRDDDDEDDDRGRSGGRGRGRSRYDDDDEDDDRGRSGGRGRGRSRRDD
                     
DDEDDDRGRSGGRGRGRSRYDDDDEDEDRGRSGGRGRGRSRRDDDDDDDDRRGRSDGR
                     GQNSRNQKRDAYGRFTS"
     gene            complement(218251..218487)
                     /locus_tag="DSM_01723"
     CDS             complement(218251..218487)
                     /locus_tag="DSM_01723"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKNQRDAVLGYADEQHAYYIRLIENDAVLGESYGIFCENPESEA
                     AESIMTTLFLKKSFWLNGSEFTDIVKGLHPLTHS"
     gene            218770..219381
                     /gene="umuD"
                     /locus_tag="DSM_01724"
     CDS             218770..219381
                     /gene="umuD"
                     /locus_tag="DSM_01724"
                     /EC_number="3.4.21.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AG11"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein UmuD"
                     
/translation="MPKKKEFEHGGARENAGRKAQFNEPTKVIRVPESQVNFIKNWLL



                     
NNVKTDNQTDFTSKLKIQQVHPNNDKIYHIPLATERVAAGFPSPAQDDIEQALDLNEY
                     
LIRNENATFIVKANSLSMLDAGIDIDDPLIVDRSIPAKSGDIVIALIDNDFTVKRLMI
                     DTQFQPPKVWLKAENPDYQNIYIEEGQELVIWGVVTYNLKRMR"
     gene            complement(219452..220063)
                     /gene="rhtB_2"
                     /locus_tag="DSM_01725"
     CDS             complement(219452..220063)
                     /gene="rhtB_2"
                     /locus_tag="DSM_01725"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AG34"
                     /codon_start=1
                     /transl_table=11
                     /product="Homoserine/homoserine lactone efflux 
protein"
                     
/translation="MAFNIFIAFWSVSILFIITPGADWAYAISAGIKGKVVVPAVAGM
                     
LFGHFITILLVAAGVGMLVANNPTALMILTVAGSAYLLWMGINLLLTPPTPNESDSEK
                     
AQSWLSWATKGVYVSGLNPKVFLLFLALLPQFIDTTASWSVTTQILAFGVVHMISCAI
                     IYLMVGYGSEAILKTRPQAAQLVGRFSGGLMVVIATCLLIGQI"
     gene            220220..220675
                     /gene="lrp_6"
                     /locus_tag="DSM_01726"
     CDS             220220..220675
                     /gene="lrp_6"
                     /locus_tag="DSM_01726"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACJ0"
                     /codon_start=1
                     /transl_table=11
                     /product="Leucine-responsive regulatory protein"
                     
/translation="MDRIDKKILAELQLNGRLSITELAEKVGLSISPCHRRVKALEES
                     
GAIKGYRAELDPNLVGFEFSAIVFITLKEGDKQAVEKFENAVIEIPQIIQAQRLFGEP
                     DYLLHVVAKDLPAFQRLYDEKLSAIPSVQRLISTIVMKDVVPERLFPIG"
     gene            complement(220732..222348)
                     /locus_tag="DSM_01727"
     CDS             complement(220732..222348)
                     /locus_tag="DSM_01727"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSVSEHPNLDTVQGTDSQKAVNETLEDYTLRYAPHSFRRWSPKV
                     
VAITALGGIAYLADFSIGASIGMSYGTTNAVFSILFAAIIIFLTGIPLAYYAARYNID
                     
LDLITRGAGFGYIGSVLTSIIFASFTFIFFALEGSIMAQGLLLGLGIPLWAGYLISTI



                     
MVIPLVIYGMKALSKLQVWTTPLWLVLMIGPVAYLIYQEPTLVSQFATFTGHEGFAPA
                     
DMAAIMLGAGICLSLIMQIGEQIDYLRFMPAKTKENSKAWWAAVISAGPGWVILGAIK
                     
QIIGAFLGFYLLTKIPGVNSTEPVQQFNAAFHDMLPGWAALTLAVILVVISQIKINVT
                     
NAYSGSLAWTSAYTRISKHYPGRIVFVIVNLAIALALMEGNMFAVLGKILGFYSNFAI
                     
AWVVVVATDISINKYVLKLSPKEPEYRRDMLYNVNPVGMVAFLVSAGLSIAAFFGLLG
                     
SFLAPYSPIIALVLAFVLTPIMGLLTKGKYYIKSHDDGVKEPRYDAEGTPVATVYHCR
                     VCEQGYERPDIMFSHKHNGTICSLCKTLDA"
     gene            222535..226017
                     /gene="luxQ"
                     /locus_tag="DSM_01728"
     CDS             222535..226017
                     /gene="luxQ"
                     /locus_tag="DSM_01728"
                     /EC_number="2.7.13.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P54302"
                     /codon_start=1
                     /transl_table=11
                     /product="Autoinducer 2 sensor kinase/phosphatase 
LuxQ"
                     
/translation="MPNMSVMPDSSRPQQAPQRVIKTRREYNIWVADESIEDYALRYA
                     
PTSVRKWSPWTVTNTAISTVSFLAMEAIGATMLWQYGFSNAVWAAIVVCTIIFLTSWP
                     
ISYYAAKYNVDVDLLTRGAGFGYIGSTITSLIYASFTFILLAFEAAIMAMALELALGI
                     
PQVIGYLISALVILPLVVKGIGFINKVQTITQPIWLLLLLLPWFFVLWKQPQILSNSL
                     
HFVGAVSNSTDFNLYYFGAACTLIFSFVIQIGEQADYLRFLPQKEKNRTAWRFAVFLG
                     
GPSWIIFGFLKVLMGMLLMVLAFQLFIPVSELDNPTYLYWVAYQQFIPNPQLALILTL
                     
ALVCLAQIKINMTNAYAGSLAWSNFFARLTHSHPGRIVWLLFNVFIAIVLMEMGISHA
                     
VERILGLYSNIALAWIGAVVADLIICKPLGLSPKGIEFRRAYLYDINPVGVGALLIAS
                     
VLSMLSYLGFLGLMAKGLASFIALGSAVLCVPVIAYLTKGKYYIARQPEKIQATSVAN
                     
CVVCERDYELADLAGCPAYNGTICSLCCSLEARCHDLCKPDARWSVQLKKAIWHYLPE
                     
RWASRLNSRVSLYLLLTLGLSIVLAVSLSLVYIQEKTYLETINAAAVPQLFTLFVKIY
                     
TILFLLMSVAAWWLVLNDESRRNAEIETHQQTALLIDEIAAHEATSKDLQDARTAAER
                     
ANDAKSRYVIGISHELRTPLNSILGYSQLLQKQEQLSEQGKMALGVISRSGQHLTSLI
                     
DGLLDLARIETGKISLNVVDVHFPNFIEQIIQMFQPQFEQKNLQFVYEIGENLPHYVR



                     
TDKKRLEQVLINLLGNALKFTTSGTITLKVEYRFQTAYFEIRDTGCGIAEADLERIFN
                     
PFERGSNVVQGGFTGTGLGLPIVKLLIDLLGGQLSVTSQLNQGSQFKIKFYLPSKEVV
                     
HPISNVYSNQITGYQGERKRILVVDNEAVDRGLVANFLKPLGFIIEEAESGIDCLRRV
                     
PIFQPNLILMDLNMPLMGGWETARLLRQNNITNVPILIISANAGEREVNPQDAVLSED
                     
FMLKPIDLNLLLSKIGDKLGLIWIDSKSDVNLENNEVQALDVKVFKQEQATVHTPIQQ
                     
PENNDLLDLLDLPQSLQQLNDLIGQGYIRGIQQTLTQCRQNFPEHNELWEQLEQAIQK
                     FDLKHAQRLIQDKQ"
     gene            226014..226973
                     /locus_tag="DSM_01729"
     CDS             226014..226973
                     /locus_tag="DSM_01729"
                     /EC_number="3.1.4.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HV27"
                     /codon_start=1
                     /transl_table=11
                     /product="Cyclic di-GMP phosphodiesterase"
                     
/translation="MSTQHVSFQQASPNEQAVILIVDDVPENLGLLHESLDQAGYRVL
                     
VTTDGLSAIEIAHRCLPDMILLDGNMPHMDGFESCIQLKASPITQFIPVIFMTGLSET
                     
EHIVRGFQVGGVDYVTKPLNIEEVLARVKTHLAHAKLLQQQKQVIDATETAILALDVH
                     
GKIVWKTQKASDLLNQYLPELEGFEAGLKAWFSDLEHEKDPKKLTSCSYSTPSQQLQL
                     
LLLTPWETEPSVAKNYLIQIKTSTPALEMNDILKYCPQLTQREAEVMHWLLLGKTNKD
                     IAEILELSPRTVNKHLEHVFEKLCVENRTAAVAHINSLVQEFH"
     gene            227116..227400
                     /gene="yjdJ"
                     /locus_tag="DSM_01730"
     CDS             227116..227400
                     /gene="yjdJ"
                     /locus_tag="DSM_01730"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39274"
                     /codon_start=1
                     /transl_table=11
                     /product="putative protein YjdJ"
                     
/translation="MNIQQKDDTKHGSFSLLDGETVAGEMTYTWAGESMLIIDATDVN
                     ENYRGQGVGRQLLDALVAFVREKDVKVIPLCPYAKSVFDKDPSIGDVLRK"
     gene            227684..228343
                     /gene="glnM"
                     /locus_tag="DSM_01731"
     CDS             227684..228343
                     /gene="glnM"
                     /locus_tag="DSM_01731"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:O34671"
                     /codon_start=1
                     /transl_table=11
                     /product="putative glutamine ABC transporter 
permease
                     protein GlnM"
                     
/translation="MNWQYIHSVLPQFFSATLTTLKISIISIILAIIVGLICSILITY
                     
RVRVLNRIAQFYIELSRNTPLLIQLFFLYYGLPKLGIKIDGFTCGVIGLTFLGGSYMA
                     
EAFRAGLQSVAKGQIDSAKSIGLQPTQIFRYVIFPQALAISIPAIGANCLFLIKESSV
                     
VSAIAVVELLFVTKDLIGMDYKTTEALFLLIMAYLIILLPVSILTSYLEHKSRKVSHG
                     T"
     gene            228333..228998
                     /gene="glnP"
                     /locus_tag="DSM_01732"
     CDS             228333..228998
                     /gene="glnP"
                     /locus_tag="DSM_01732"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O34606"
                     /codon_start=1
                     /transl_table=11
                     /product="putative glutamine ABC transporter 
permease
                     protein GlnP"
                     
/translation="MELDYLFQASHLERLMWGLWATAKIAFISVFFSAIFGTVFGVIM
                     
TSKNIVVKSLCRLYLEAIRIIPILVLLFVFYFGFATWFNWQFSAMWVCVVVFVLWGTA
                     
EMGDLVRAAITSIDQHQRDSAYALGLTHVQALIYVIFPQSLKRVTPGAINLFTRMVKT
                     
SSLAVLIGVVEVIKVGQQIIENSLLTVPSASLWIYGFIFILYFLICYPLSRLAAHLEK
                     VWG"
     gene            229001..229732
                     /gene="glnQ_2"
                     /locus_tag="DSM_01733"
     CDS             229001..229732
                     /gene="glnQ_2"
                     /locus_tag="DSM_01733"
                     /EC_number="3.6.3.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O34677"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutamine transport ATP-binding protein 
GlnQ"
                     
/translation="MPLLSIQQLQKSFAQSHILQGIDLDVEQGEVVVILGPSGCGKST
                     
LLRCINGLEPIQGGEIRLTGSGVLGKDMDWTNARQKIGMVFQNYELFGHMNVIDNILL



                     
GPLKVQKRHRDEAEQVADELLKRVGLFERKLDYPRQLSGGQKQRIAIVRSLVMQPQVI
                     
LLDEITAALDPEMVREVLDVVLKLANEGMTMLIVTHEMSFARKVADRIIFMDKGKIIE
                     QASPEEFFEQPKTERAKAFLNILSY"
     gene            229763..230623
                     /gene="glnH_1"
                     /locus_tag="DSM_01734"
     CDS             229763..230623
                     /gene="glnH_1"
                     /locus_tag="DSM_01734"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O34563"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter glutamine-binding protein 
GlnH"
                     
/translation="MFKRNSIKILSSFAVAGVLLTACSKTPSTEQASNAQEDHSLEQV
                     
KKNGVLRVAVFADDPPFGYVDSAGNNQGFDVALAKRVTKDLLGDEKKVEFIVTEASNR
                     
VEFLKSNRADVVFATFTVTPERKEVVDFAEPYLKGAFGIVSPKAKPITDIAQLEGKTL
                     
IVNKGTSSDTYFTKHYPKVNLLKFERNSDAFKALTDGRGDAISQDSTYALAWAAKNPS
                     
YVAGIQSIGDQEFIAPAVKKGNTQLLNWLNTEIKQLRTSGEIKKIYDETLKPIYGDSV
                     NPNVFLDVGQ"
     gene            230707..231573
                     /gene="glnH_2"
                     /locus_tag="DSM_01735"
     CDS             230707..231573
                     /gene="glnH_2"
                     /locus_tag="DSM_01735"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O34563"
                     /codon_start=1
                     /transl_table=11
                     /product="ABC transporter glutamine-binding protein 
GlnH"
                     
/translation="MTTLTFQNVKHILAASLLSLGLVACDKGTQSTEKTADTTQTTSS
                     
IEQIKKNGVVRIGVFSDKPPFGYLDAQGKNQGFDVEIAKHVAKDLLGDENKVEFVLTE
                     
AANRVEYLKANKVDIIFANFTVTPERKEVVDFAKPYLKVALGVVSPKSHPITDVAQLK
                     
DKTLLVNKGTTADSFFTKTHPEIKLQKYEQNTETFDALKDGRGAALAHDNLLVLAWAK
                     
ENPNYTVGITNLGEQDLIAPAVKKGDKELLDWLNQDLEKLAKEGVIHQAYEKTLKPVY
                     GDTINPKDLLVE"
     gene            complement(231819..232754)
                     /gene="dmlR_7"
                     /locus_tag="DSM_01736"
     CDS             complement(231819..232754)



                     /gene="dmlR_7"
                     /locus_tag="DSM_01736"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76250"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator DmlR"
                     
/translation="MSTNQSLVLLNEMATFVKVVESESFSETARQLGTTPSAVSRAIA
                     
RLERALGTRLLYRTTRKLRLSESGQQVYQRCLDMVNAAQAVMESSGQFHVEPEGIIRM
                     
SVPKAVGHFMIHPHLPEFLGRYPKIDIQMLLEDRYVDLIDDGVDLALRITEQPPGGLM
                     
GRKLIDIDHLVCATPEYLSKHGTPNHPHDLKQHECIYLGEQASDSKWKFQQGNKSISV
                     
AVRGRYAANHTGVRLSAALQHLGIASLPYFVARHALQQGTLVQVLPDWDFKTYYSGGL
                     WLLYPPTRHVPPKLSVLIQYLADKLAAEPTLFNLK"
     gene            232846..233484
                     /gene="rhtC_2"
                     /locus_tag="DSM_01737"
     CDS             232846..233484
                     /gene="rhtC_2"
                     /locus_tag="DSM_01737"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AG38"
                     /codon_start=1
                     /transl_table=11
                     /product="Threonine efflux protein"
                     
/translation="MWQLYGHEFLTLALIHFMAVILPGPDFVITVRQSVRYGYLIGCL
                     
TAIGIGVGISVHVFYTLVGIGFLIQQSEWLMSLIRTAGAAYLVYLGWQCLRSQPNTTI
                     
DINGQADSDTSSLFKAFTMGFLTNALNPKATIFFLAIFTTVVSTTTPMKVQVFYGIWM
                     
CMVNAIWFMVVSVLFAQPIVRKRFLEFGVYFERVMGVLLIGIALRLIWGLFN"
     gene            complement(233952..235913)
                     /gene="sufS"
                     /locus_tag="DSM_01738"
     CDS             complement(233952..235913)
                     /gene="sufS"
                     /locus_tag="DSM_01738"
                     /EC_number="2.8.1.7"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77444"
                     /codon_start=1
                     /transl_table=11
                     /product="Cysteine desulfurase"
                     
/translation="MTTQLTTSNLQGSSTGPEVTGANPPANFPDESTIARLANEFFSA
                     
VPSSSSSTSSSGLNLDLPVGAPPHPPQPGEPFSALSGRAPNIAFQKSLNPEYPEHIPN
                     
LPDYPERRIVASAPVVGGANLPRPPFEPHLPEAAHSEPNVPRIEPSLPTGTGESPYYF



                     
LNDFSAPNAIEPSVKGVEDNYSVAQSFQLPHGDQLKSLLTEDRFATNTPTQSSTSSAF
                     
YFLDLPQSGQSYSHYQPSQPTFVASSAQPLDVYAIRRDFPILQERVNGRPLVWFDNAA
                     
TTQKPQRVIDRIAYFYQHENSNIHRAAHELAARATDAYEHARNVVARFIGAPSSKEII
                     
FVRGTTEGINLIAKTWGEQNIGEGDEIIVSHLEHHANIVPWYQLTKKTGAKLRVIPVD
                     
DTGQIILEELPKLINERTKLLSITQVSNALGTVTPVAEVIKIAHAKGVRVLVDGAQSV
                     
SHIPTNVQALDADFFVFSGHKVFGPTGIGAVYAKPELLESMPVWEGGGNMIQDVTFEQ
                     
VVYQPAPNKFEAGTGNIADAVGLGAALEYVESLGIHNIARYEHDLLEYGQNALSSVSG
                     
LRLIGTAHHKASVMSFTLQGYSTEQVGKALNQHGIAVRFGHHCAQPILRRFGVEQTVR
                     PSLAFYNTTEEIDLLVSVLHQLTRNRRSN"
     gene            complement(235888..236820)
                     /gene="mmpI"
                     /locus_tag="DSM_01739"
     CDS             complement(235888..236820)
                     /gene="mmpI"
                     /locus_tag="DSM_01739"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P46841"
                     /codon_start=1
                     /transl_table=11
                     /product="Major membrane protein I"
                     
/translation="MAKNTDKAQLALGDHAARQLANATKTAPQLSTITPRWLTHLLQW
                     
IPVEAGIYRLNRVNNTDDIQVACTQRDEATLPQTFVDYDPEPREYFLNGVSTVLDVHT
                     
RVADLYSSPHDQIKEQLRLTIETIKERQESELINNPEYGLLASVTDDQRISTLNGPPT
                     
PDDLDDLLRKVWKEPGFFLAHPDAIAAFGRECTRRGVPPPTVSLFGSQFITWRGIPLI
                     
PSNKIPVEDSKTKILLLRVGEKRQGIVGLFQPGLAGEQSPGLSVRFMGINRNAIASYL
                     ISLYCSLAVLTDDALAVLDDVEVDKYHDYPVNYK"
     gene            complement(237061..237984)
                     /gene="cysE_2"
                     /locus_tag="DSM_01740"
     CDS             complement(237061..237984)
                     /gene="cysE_2"
                     /locus_tag="DSM_01740"
                     /EC_number="2.3.1.30"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q06750"
                     /codon_start=1
                     /transl_table=11
                     /product="Serine acetyltransferase"
                     
/translation="MTQWNINAVVQDLQQARHDWRQQQHRTKEFGGRELPSKEALKAI
                     
LDDLCGILFPMRLGPADLRQETEDSYIAYTLNRVLTALHAQVQLALNYEAKRHLSHSN



                     
PVQQPQELAQTIVQDFANTLPSIRRLLDGDVRAAYEGDPAAHSVDEVLLCYPGIFAII
                     
YHRIAHQLYAQVPLLSRIISELAHSATGIDIHPGAQIGKGFFIDHGTGVVIGETCVIG
                     
ERVRIYQAVTLGAKRFETNDDGGLKKDYIRHPIVEDDVVIYAGATILGRITIGRGSII
                     GGNVWLTHSVAAGSQILQSPNESYQKNHIAG"
     gene            complement(238021..238530)
                     /gene="glpE_1"
                     /locus_tag="DSM_01741"
     CDS             complement(238021..238530)
                     /gene="glpE_1"
                     /locus_tag="DSM_01741"
                     /EC_number="2.8.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A6V5"
                     /codon_start=1
                     /transl_table=11
                     /product="Thiosulfate sulfurtransferase GlpE"
                     
/translation="MNAKLNTETPQSFISNGSNTSFSAEEILSKAQQYAQEHELNFSG
                     
SLSPVDAWQLVQQGEAVLVDVRTNEERKFVGYVPESVHVAWATGTSFNRNPRFLKELE
                     
SKVGKDKTILLLCRSGNRSAQAAEAAFNAGFEHIYNVLEGFEGDLNDQQQRNQKNGWR
                     IHQLPWQQD"
     gene            complement(238769..239506)
                     /gene="fabG_5"
                     /locus_tag="DSM_01742"
     CDS             complement(238769..239506)
                     /gene="fabG_5"
                     /locus_tag="DSM_01742"
                     /EC_number="1.1.1.100"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A0H9"
                     /codon_start=1
                     /transl_table=11
                     /product="3-oxoacyl-[acyl-carrier-protein] reductase 
FabG"
                     
/translation="MNISIKTALVTGASRGIGRAIAERLAQDGFYVIVNYAGNKVHAQ
                     
ATVEHIIEQGGQASAIQADVANEHEVSRLFQEAKAINGQLDVVVHSAGIMPMAKITPE
                     
SLPDFDKVIHTNLRGAFLILAHAAETVPDGGRIIALSTSVIAKSFPAYGPYIASKAGV
                     
EGLVHVLANELRGRNITVNAVAPGPTGTDLFYNGKTEEQVAAIAKLAPLERIGTPDEI
                     AGVIAMLAGPDGGWVNSQVIRVNGGFA"
     gene            239632..240552
                     /gene="pgrR_4"
                     /locus_tag="DSM_01743"
     CDS             239632..240552
                     /gene="pgrR_4"
                     /locus_tag="DSM_01743"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:P77333"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator PgrR"
                     
/translation="MDKFDTLQLFTRIVELGSFSQAADQLNIPRATASNAIKELESNL
                     
QCRLLERTTRHVRPSLDGQAFYERCTQRLSELDDAESSLRNVIAQPRGLLRVDLSGAH
                     
ATKIVLPNIDQFHELYPDIELVISTGDRLVDLIREGIDCVVRAGRLDDSTLIARHLVD
                     
MPQVICASPDYLNKHGTPEQPEDLLSHYCVNFFSTSGGRNYPFELMVNGKKQDYFLKS
                     
WIAVNDAENYVLSALQGAGLIQVPHYHVANELKNERLVEVLSEWESPKMSVSALYPQH
                     RQLSPRVRVFVAWLSELYTGYFANFEYPQK"
     gene            complement(240590..241450)
                     /gene="yghU"
                     /locus_tag="DSM_01744"
     CDS             complement(240590..241450)
                     /gene="yghU"
                     /locus_tag="DSM_01744"
                     /EC_number="1.8.4.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q46845"
                     /codon_start=1
                     /transl_table=11
                     /product="Disulfide-bond oxidoreductase YghU"
                     
/translation="MSDSNYIPPQVWQWTGEKTDLNQPTSGARYEHTLPVGKHPLQLY
                     
SLATPNGQKVTILLEELLALGHKDAEYDAWLIKIGEGQQFGSGFVEINPNSKIPALVD
                     
HSQNPPLRVFESGSILLYLAEKFKAFIPTDIAARTECLNWLFWQMGSAPYLGGGFGHF
                     
YAYAPVKIEYAINRFAMETKRLLDVLDQHLAKNEYLAGSEYSIADIAAFPWYGGLVKN
                     
WVYNGAEFLGVDQYKNVQRWADAILARPAVQRGRMLNRTFGDLATQLHERHDASDFET
                     KTQDKLQNQS"
     gene            complement(241484..242110)
                     /gene="yfcF"
                     /locus_tag="DSM_01745"
     CDS             complement(241484..242110)
                     /gene="yfcF"
                     /locus_tag="DSM_01745"
                     /EC_number="2.5.1.18"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77544"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutathione S-transferase YfcF"
                     
/translation="MNNEHFKLYTDSQFLSPYAFTVFVGLHEKQIPFEIATIDLGQQG
                     
QFEISFVEKSLTAKVPVLEHNDFALSESSAILEYLEELYPDTAIYPKDIQARARARQI



                     
QAWLRSDLVALRTERPTDVIFIQPKSTPLSEEGKKAAEKFFFVAEKLLASDAEFLFGS
                     WSIVDAELALMLQRLIQNGDAVPERLKNYALQQWQRPTVQKWLALRHK"
     gene            complement(242230..243135)
                     /gene="gltC_4"
                     /locus_tag="DSM_01746"
     CDS             complement(242230..243135)
                     /gene="gltC_4"
                     /locus_tag="DSM_01746"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P20668"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator GltC"
                     
/translation="MLSLKSLQCFVTLVKTKSFTRTAEELYLTQPTISKILQQLEEQL
                     
QVQLLVKPDHGRKRQIELTEIGERIYQHAVELLQAEQNIFLEIENYQQLKTGTLKLGV
                     
PPLGSQLLTTALFDFHRQWPDIELAFMEVGSRGIEQALLNNELDVGVLLQPFDTQTFN
                     
SIELCNYPLMVLLRRDATWATRKKINLEELQHQSFLMFPENFSLNSIILDACKQHGFY
                     
PTIACRTSQWHLLADMVLQRMGIALLPQYYTDMLDPTLFAAVPLEKPNIQWHLVMAWK
                     KNLPVSPAVQAWLSIVRQHFQHIKP"
     gene            243246..243677
                     /gene="cidA"
                     /locus_tag="DSM_01747"
     CDS             243246..243677
                     /gene="cidA"
                     /locus_tag="DSM_01747"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_01143"
                     /codon_start=1
                     /transl_table=11
                     /product="Holin-like protein CidA"
                     
/translation="MSTESASGTPSQPSLFVLVKQILILAGFWWIGYLLHQKLGVPVS
                     
AGILGMFLLLLCLFFKIIKMDQVAMGATVVLGELLLFFVPVVVAVVQYKTLFMTEGWQ
                     IVLSIAVGTILVMLSTSLTIHYYNRLKAYLQARKRLQHKHI"
     gene            243691..244380
                     /gene="cidB_1"
                     /locus_tag="DSM_01748"
     CDS             243691..244380
                     /gene="cidB_1"
                     /locus_tag="DSM_01748"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P60639"
                     /codon_start=1
                     /transl_table=11
                     /product="Holin-like protein CidB"
                     
/translation="MNIWSILCLIWTLVAYVVAKRIYQKHPKLWLSPAISVPVLTIIL



                     
MTIFGISYQTYSEDTQWIVNLLGPATVAFAVPIYRYRETIRKNLGVLSIAIIVGMSVG
                     
VMTAYKMAQWFHFSPEVTNSLMARSISTPFAMILAEDIHGSAALVSLFTVITGLVGMI
                     
CGDAILAITKIRSNVANGAALGNAAHGFGTVRAQQRNSEEGVIASLTMVIAGILMVLI
                     GPFAIHLWLLL"
     gene            complement(244388..245878)
                     /gene="gabR_1"
                     /locus_tag="DSM_01749"
     CDS             complement(244388..245878)
                     /gene="gabR_1"
                     /locus_tag="DSM_01749"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P94426"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulatory 
protein
                     GabR"
                     
/translation="MARMAKVVELPSIAKIDKSKGKISAQLTQALREAVQSGDLQPGD
                     
PLPSSRELALTLGVARGTIIEAYDQLLAEGVFDSQPRTGTYVSHALIKTSVIQHSSKE
                     
NKPNSISLTKSARSYAKVLDEFKPLPHVPFAVSVPVGRTQPSDIWRKFGNKYRSRGAG
                     
VPSGYGEPQGVLSLRIAIADYVRRSRSVHCEPEQIVITPGIQQSLYICSQILFEAKDE
                     
VWVEDPAYRGTTAIFEHTVQNIRMVRVPVDEEGIQVETGIKLSKHARAAFVTPSHQYP
                     
LGMPMSLARRTALLAWAKQQNAWIIEDDYDSELRYNGQPFPSLQGMAPDQVIYLGTFS
                     
KVLFPSLRLGYAVLPTELVAPFCGLRVLIDRHPPAADQHVLAAFIQEGYLERHIRRTR
                     
NVYAEVREYIIGLIEKYIPQELAWLQPGDQGMHMVLWLAQHINDIDVASSAVDAGIAI
                     KAISPTFSKERRRSGLIVGLGDFEPELMQQAIKKLSKIIQQHAKSM"
     gene            245994..246629
                     /gene="paiB"
                     /locus_tag="DSM_01750"
     CDS             245994..246629
                     /gene="paiB"
                     /locus_tag="DSM_01750"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P21341"
                     /codon_start=1
                     /transl_table=11
                     /product="Protease synthase and sporulation protein 
PAI 2"
                     
/translation="MYIPDDFAENRLDVLHSLIADYPFGVLFTHGSNGLDANHLPFEL
                     
QTNEGKFGMLHAHVSRNNSVWQDIKNGDEVLVVFQAGDAYISPNWYPSKHEQHRQVPT
                     
WNYRVVHAYGKVTIRDDERYVRGVVARLTRTHEASQPEPWKMSDAPKDYLEPMLKAIV



                     GIEIEITKLQGKSKLGQNKERRDILGAADGLSKSGHQTIANAMYSVAELNK"
     gene            246672..247265
                     /locus_tag="DSM_01751"
     CDS             246672..247265
                     /locus_tag="DSM_01751"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSLTTPVELVGEHVILKPLDVTQAEALKEAVCDGELYNLWYTRV
                     
PRPEQMTAEIERRLDLQKSGSMLPFYIEDRKTGRALGMTTLMHIEEAHRRVEIGSTWY
                     
RKSAQRTPVNTECKKLLLTHAFETLNCIAVELRTSSLNVQSQAAIVRLGAKLDGVLRS
                     HQIVKDDILRDTHVYSILKHEWPAVRQNLEWLLSKPR"
     gene            complement(247273..248460)
                     /gene="rfnT"
                     /locus_tag="DSM_01752"
     CDS             complement(247273..248460)
                     /gene="rfnT"
                     /locus_tag="DSM_01752"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A6X7E7"
                     /codon_start=1
                     /transl_table=11
                     /product="Riboflavin transporter RfnT"
                     
/translation="MLQNTMHRQVLILASSQSLFQTVSVMVMTIGGLAGANIANTPTL
                     
ATLPIASMFLGTALMMFPASMLMARVGRRNGFLFGAFLGVLGGIIAAMGIFYSSLMLL
                     
ALGTLCVGAYQSFAQFYRFAASEVANDAFRSRAISWVMAGGIVAALIGPTLARFGGPL
                     
FQHLEYIGSFLIISIISLVAMGILSNLHIADTVEQKSNFTAGRPWQQIVFQPTYLVAL
                     
FGAVTGYGIMILGMTATPIAMRHSHHELGSITTVIQLHVLGMFLPSFFTGNLIARFGV
                     
LKIMFAGLLLFACYIGFALSGIQFTSFAISLILLGVGWNFLFIGSTSLLTGTYSVAEK
                     
AKAQAINDMTVFVVGLICSFSAGALLDLFGWKAMNIALIPWLVIAAASLFWLSQKREK
                     QFV"
     gene            complement(248470..249144)
                     /locus_tag="DSM_01753"
     CDS             complement(248470..249144)
                     /locus_tag="DSM_01753"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLIHADFSQAVIIKPEDYHWVKSPRGEVDRVMLDRIGDEIARAT
                     
SLVKYAPHTTFPEHRHHHGEEILVLSGVFTENQNQHYPAGWYLRSPHQSVHQPSSEEG



                     
TLIFVKLMQIPTSETQALRINTNDPAQWQEIDSRLIFTLVDASYEHTYLEKLKPQQLF
                     
IEDAEGGIEILITRGQLVDKEVAYETGTWIRLPPKTHVHFQAGLSGASIYVKTGHLAS
                     AIAEYN"
     gene            249329..250243
                     /gene="gcvA_1"
                     /locus_tag="DSM_01754"
     CDS             249329..250243
                     /gene="gcvA_1"
                     /locus_tag="DSM_01754"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A9F6"
                     /codon_start=1
                     /transl_table=11
                     /product="Glycine cleavage system transcriptional
                     activator"
                     
/translation="MNSPVYLNALRAFEASARHKSFSAAAKELNVTPAAVGQLVRTLE
                     
DWLGFPLFHRQTNGKNRLVATELAESVLPDIRAGFDKLTLALEKLKQDSLSGMLNIAV
                     
SPAFAEKWLLPRIDHFQKQYPDIDIRLDINLKTVDFLEQKVDVGVRYGQGQWQGLEAV
                     
KLMDEEVYPVCSPAFLNEHSFLLTPNDLKNITLIHDLSMEKHQQFPGWQSWLKSVGLN
                     
DINISRGMQINSSSAVLQAAMEGHGVALARSVMVQKDIQTGRLIRLFPQIHFSSPFSY
                     YLVYRPQYANLPKVKICLDWFFEEIHRI"
     gene            250353..252032
                     /gene="madA"
                     /locus_tag="DSM_01755"
     CDS             250353..252032
                     /gene="madA"
                     /locus_tag="DSM_01755"
                     /EC_number="2.3.1.187"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O06924"
                     /codon_start=1
                     /transl_table=11
                     /product="Acetyl-S-ACP:malonate ACP transferase"
                     
/translation="MEGSVQNKERLWTKRRHAKQLKLEMANQYTDGVVIPPQDIIKVL
                     
ETLITPGDKVVLEGNNQKQADFLSRSLAQTNPDVLYDLHMIMPSVGRSEHLDLFEKGI
                     
ARKLDFSFAGPQSLRISQLIEDGLLEIGAIHTYIELYSRLVVDLIPNVVLSAGFMADR
                     
QGNIYTGPSTEDSPALIEPAAFSDGIVIVQVNELVDDVSDLPRVDIPASWVDYVVVAD
                     
QPFYIEPLFTRDPKHIKPVHVLMAMMAIRGIYEKHNVQSLNHGIGFNTAAIELILPTY
                     
GESLGLKGKICRNWTLNPHPTLIPAIETGWVESVHCFGTELGMEKYVAARPDVFFTGR
                     
DGALRSNRMMCQLAGQYAVDLFIGATLQVDGMGHSSTVTKGRLAGFGGAPNMGHDPRG



                     
RRHDTPAWLDMRLQGANETETYLARGKKLVVQMVETFQEGGKPTFVERLDAIDVAKTA
                     
GLPLAPIMIYGDDVTHLLTEEGIAYLYKASSQEERQAMIAAVAGVTSIGLTQDPKTTA
                     RLRSEGLVVFPEDLGIRRTDATRELLAAKNIADLVTWSDGLYQPPAKFRSW"
     gene            252032..252904
                     /gene="citG"
                     /locus_tag="DSM_01756"
     CDS             252032..252904
                     /gene="citG"
                     /locus_tag="DSM_01756"
                     /EC_number="2.4.2.52"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77231"
                     /codon_start=1
                     /transl_table=11
                     /product="2-(5''-triphosphoribosyl)-3'-
dephosphocoenzyme-A
                     synthase"
                     
/translation="MMAQVQYQTLSDSQLLADMAVEALIDEVNLTPKPALVDRRGSGA
                     
HNDLTLELMERSAKSLGPMFDAMAQAAKHHGKVCLALREDIGEIGRQGEKTMMLATDG
                     
VNTHRGAIWALGLMVTAAALARNNQQYLSAVELCQLAGQIAQLEDRFIPEQALSHGQQ
                     
VQKKLGIFGAKEQAQQGFPTIVNFGLKQLYQSRSKPMKEEFARLDALLAMMTDLTDTC
                     
VLYRSGTSGLKRMQQGAQQILDLGGSSSLEGRRALHLLEIDLLRMKASAGGAADLLAA
                     TLFIDRVEQTSVKK"
     gene            252920..253219
                     /gene="mdcC"
                     /locus_tag="DSM_01757"
     CDS             252920..253219
                     /gene="mdcC"
                     /locus_tag="DSM_01757"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q4K4F7"
                     /codon_start=1
                     /transl_table=11
                     /product="Malonate decarboxylase acyl carrier 
protein"
                     
/translation="METLHFEFVATEPPVKKALVGCVGSGDLEILMEPGEKGKASIHV
                     
VTSVDGSAARWHNLFERIFTAQIPPAVNIDIHDFGATPGVVRLRLEQALEEIAHD"
     gene            253212..254063
                     /gene="madC"
                     /locus_tag="DSM_01758"
     CDS             253212..254063
                     /gene="madC"
                     /locus_tag="DSM_01758"
                     /EC_number="2.1.3.10"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O06926"



                     /codon_start=1
                     /transl_table=11
                     /product="Malonyl-S-ACP:biotin-protein 
carboxyltransferase
                     MADC"
                     
/translation="MTDIESLLNKQDFIELSARERAKALLDEGTFRELLDPFARVMSP
                     
WLVKQNIVPQADDGVVIAKGSIQERPVVLISIEGLFQGGSLGEVGGAKIAGALELAVE
                     
DNLKGIPTAAILLLETGGVRLQEANLGLAAIAEIQAAIVNLRQYQPVIAVVAGSVGCF
                     
GGMSIAAGLCSYIVMTQEGRLGLNGPQVIEQEAGVQEYNAKDRPFIWSITGGNQRFTS
                     
GLADAYVDDDRQKIRQQVIAYLTQGVPHQHRSSNYSFYLEKLQQVDTAEQITPAQVQA
                     LYQGEQA"
     gene            254060..254887
                     /gene="madD"
                     /locus_tag="DSM_01759"
     CDS             254060..254887
                     /gene="madD"
                     /locus_tag="DSM_01759"
                     /EC_number="2.1.3.10"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O06927"
                     /codon_start=1
                     /transl_table=11
                     /product="Malonyl-S-ACP:biotin-protein 
carboxyltransferase
                     MADD"
                     
/translation="MNIAVDTLKASTRGAHWFKALTQGFKTVEGFPASIWVADGQIDQ
                     
QVVRVITVVQDTNNLFPRAKQGEVGLLEGWSLAKVVDDVIQADAQAETKRAILCLVDV
                     
PSQAYGRREELLGIHQALAGAVDSYARARLAGHPIVSLLVGKSMSGAFLAHGYQANRI
                     
IALKDSGVMVHAMGKESAARVTLRSVDELEQLASSIPPMAYDIESYATLGLLSELLSV
                     
ENPEQPTNDDLLLAKQAIAQTFKEINAEQSRGLEQRLHGQNRQMSKKVRELLREQWL"
     gene            254884..255486
                     /gene="mdcG"
                     /locus_tag="DSM_01760"
     CDS             254884..255486
                     /gene="mdcG"
                     /locus_tag="DSM_01760"
                     /EC_number="2.7.7.66"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P71426"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphoribosyl-dephospho-CoA transferase"
                     
/translation="MKLKLEAHDLLWGMTVDCLADDAPHWVREVLQRGDPVVVRRAIT



                     
PVDQVAVGVRGQLRYQRYAAQMPRSLISRQLKPEALTRVDTQQFEHLAERLQSISSIM
                     
KNFSECWGYTGSFGFELATGIETVTEQSDIDLLIRAEQPFAKKQAVELLENFQQAGLN
                     VDIQLQLQQGGLALKEWARNSRKVLLKRPDGAVLLENPWN"
     gene            255499..256437
                     /gene="fabD_1"
                     /locus_tag="DSM_01761"
     CDS             255499..256437
                     /gene="fabD_1"
                     /locus_tag="DSM_01761"
                     /EC_number="2.3.1.39"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q99UN8"
                     /codon_start=1
                     /transl_table=11
                     /product="Malonyl CoA-acyl carrier protein 
transacylase"
                     
/translation="MASIWVYPGQGVQRSNMLHDLPQNALVKEYLERASDALKADVLM
                     
LDSPAALQSTRAVQLCLLISGVVSSALLTAENLTPDYVAGLSIGAWSAAVVAEVLAYE
                     
DAVRLVAYRGELMQNAYPTGYGMTALIGTDRAAVETWVKQIYEITPEVFVANINAHNQ
                     
IVISGSFEAMTQVAVLAKQQGVVAKKLDISVPSHCELLSQQAKQLAASMEGVTLKQPK
                     
IRYLSGTTARTLSRPEQIGDDLAFNMSRTVDWENTIQAAWERGVRLQIEALPGTVLTT
                     LARRTFKEGTVLSFQGTRLDSIQMAMQKEQANSFSF"
     gene            256486..256902
                     /locus_tag="DSM_01762"
     CDS             256486..256902
                     /locus_tag="DSM_01762"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIIYGVGLLALCTLVGVIAGDLLGVLLGVKSNVGGVGIAMILLI
                     
CIRLWMEKRGMMTVETEKGVSFWGTMYIPVVVAMAAQQNVVAALSSGHMALFAAVVSV
                     AVCTLTIAGLSRYNKASPLPKEEDTALNRIGGKVHG"
     gene            256895..257659
                     /locus_tag="DSM_01763"
     CDS             256895..257659
                     /locus_tag="DSM_01763"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVELLLKDLTHLGLITAFALIALIMWLSTKLSKYLTNGRVHASA
                     
IAIVIGLILAWFGGKMTGGEKGLTDLALFTGVGLMGGAMLRDFTIVATAFEVQATEAK



                     
KAGFIGAFSLFLGTILPFIVGCMFAWIFGYRDAVSITTIGAGAVTYIVGPVTGAAIGA
                     
SSEVMALSIATGLVKAICVMVSTPLTAKFMGLDNPRSAMIFGGLAGTVSGVSAGLAAT
                     DRRLVPYGALTATFHTGLGCLMGPTILFFAVKALVG"
     gene            complement(257709..258626)
                     /gene="cynR_1"
                     /locus_tag="DSM_01764"
     CDS             complement(257709..258626)
                     /gene="cynR_1"
                     /locus_tag="DSM_01764"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P27111"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator CynR"
                     
/translation="MEIDEELTLKKIQIFLAFMRCGNLSKTAAEMQLSNVSVHKALHS
                     
LESALRCPLFKNEGRNLIPLKSAYVFEERAQKIVQDIFITVNKTREAAGFAAKVLHLG
                     
SLYSLTVNTIPNVISGLKLRRSELDIQLLLSSNQDLVKKLKATELDAIIVALNETTQD
                     
DDFEILPMFSDDIFLAVNKDSKYAEFKDIDLSLLKEETFLTLTKGFATHNDSDIIFKK
                     
AGFSPKVALQVNDIFTLISMVSSGVGFALLPGRISAVYESSVKLIPLKQQYHMQQEIG
                     LVFLKSKERDPNLLALIAECRMFASNFKR"
     gene            complement(258724..260142)
                     /gene="norG_2"
                     /locus_tag="DSM_01765"
     CDS             complement(258724..260142)
                     /gene="norG_2"
                     /locus_tag="DSM_01765"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q2G1P1"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator NorG"
                     
/translation="MYKSEQLAHSIRQLIESGTLNAHEKLPSLRDQVQRSGFSLMTVM
                     
NAYQELESQGLIYSKEKSGYFVAEQIALKPLEQYSVVSLNSKIEINSLVFKYLKSIQH
                     
ESVVPFGSAFPDSQLLAAPKLIQIMGQLARQRQSYDQTASLPPGNLALRKLIAQRYCM
                     
QGIQTDPDDIVITSGGLDALNLSLQAVAKPGDYILLQQTVFYGAWQAAERLGLKVITI
                     
PEHPQHGFDLEAFEQVIHTYPIKVCWLMLNSHNPIGFTVSDEIKYKIAKLLHEHQIYL
                     
IEDDVYEELYYGGQKPLSMKYFDQQNLVLHCSSFSKTLGAGFRVGWVYAGKFSDHIQH
                     
LQLMSTISVNALIQNALVEFLSHHHYEKHLRTLRLSLERYKKHFYHYLKQHLPATCEI
                     
YYYPSGYFLWVKLPHKLDSMQIYEELIQQDIGVAPSPLFSVLPAQQHYLRINCSFEWN
                     EKIQAALDQVIKTIQQRVKASL"



     gene            complement(260241..260375)
                     /locus_tag="DSM_01766"
     CDS             complement(260241..260375)
                     /locus_tag="DSM_01766"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKSSVKLSQTQWFILLWLGGFLALAVIAGLFKVILIYAAPYLK
                     "
     gene            complement(260390..261394)
                     /gene="cydB_2"
                     /locus_tag="DSM_01767"
     CDS             complement(260390..261394)
                     /gene="cydB_2"
                     /locus_tag="DSM_01767"
                     /EC_number="1.10.3.14"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABK2"
                     /codon_start=1
                     /transl_table=11
                     /product="Cytochrome bd-I ubiquinol oxidase subunit 
2"
                     
/translation="MIDLSLIWVGIIGLGVLIYVVMDGFDLGIGIMFPFIKNSQERDV
                     
MMNTVAPVWDGNETWMVLGGAGLYAAFPLVYSTVLSALYLPIIFMVIALIFRGVAFEF
                     
RFKAHRTKHLWDLAFIWGSVLTSFLQGIILGAYIQGIKTENGIFAGGPFDWLTAFSIF
                     
TGIGVVAMYATLGCGWLILKTEKGLQQRMYELMPKLIIALLIIFGAVSLYTPLTHPEI
                     
ADRWFSLPNLFYFSPVPILVLLFVGLILSACKKQQDHKPFIYTLALVFLAFTGFVISL
                     
WPNIIPPSVTIWQAAAPHSSQMFALVGALILIPIIITYTIVSYWVFRDKVRVGDEGYH
                     "
     gene            complement(261387..262832)
                     /gene="cydA_2"
                     /locus_tag="DSM_01768"
     CDS             complement(261387..262832)
                     /gene="cydA_2"
                     /locus_tag="DSM_01768"
                     /EC_number="1.10.3.14"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABJ9"
                     /codon_start=1
                     /transl_table=11
                     /product="Cytochrome bd-I ubiquinol oxidase subunit 
1"
                     
/translation="MSLGLTALELARIQFAFTVSFHIIFPATSIGLACFLAVLEWKWL
                     
RTQNPIYKDLFKYWIKIFAVAFGMGVVSGVVMSYQFGTNWSEFSRVAGSITGPLLTYE



                     
VLSAFFLEAGFLGIMLFGWGRVGPRAHFFATLMVAIGTCISMFWILSSNSWMQTPQGF
                     
AIENGIIVPKDWLAIVFNPSFPYRFAHMGAAAFLVSSLLVVGTSAWHLVKGRRDDLVK
                     
KSFSMGLWMVLVTSCLQVVIGDNHGLNTREHQPAKLAAMEGHWETNHNEPMPLLLFAI
                     
PDMKEERNHFEVGVPYLGSLILTHSLDGQVTGLKEFAPEDRPNSTIIFWSFRVMVGLG
                     
VLMVTLSLIALWLRKRGKLYETSWFHKFAVVMGPAGYVAMLAGWITTEVGRQPWVVYG
                     
IMRTKDGLSHTVSADQVGLSLFIFVVVYTIVFGSGIYYTLKLINKGPVFIDTPNMEAG
                     GVGHFKTPMRPLSAVDENIDSKQNSGENRHD"
     gene            263486..264304
                     /locus_tag="DSM_01769"
     CDS             263486..264304
                     /locus_tag="DSM_01769"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFITSQLNIIHKIIKNQSISTLVIDQLEQIYVNLEATLLRAKVL
                     
RDFSKTQTVYLIQSHIEPQQSSLAYLFSPFIFANLNKAAIYTTPATPPVLTILNKYYQ
                     
ADKKVVFKVDEVLESLKIYLDLELIEMGEAEFIYLNLIKALCRSDISTVFLITHLELD
                     
LEALKQLEQFLKIKIHWVKVVKDEGLKDLDQLDMRKLLFKNKDEVYVQLCALFAQMNA
                     
ALVGLCDTFTVNQMTHLIDDMFYSEHIFEKLSVYSEYMQTLLQSQHSLHKKQIA"
     gene            264423..265718
                     /gene="soxC_5"
                     /locus_tag="DSM_01770"
     CDS             264423..265718
                     /gene="soxC_5"
                     /locus_tag="DSM_01770"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P54998"
                     /codon_start=1
                     /transl_table=11
                     /product="Dibenzothiophene desulfurization enzyme C"
                     
/translation="MTNLNFEHHLGSLTHAALSQASIISRVWGEGPSERYDELASNFR
                     
PTFARIKEGALIREQQHILPYEQLQWLKDIGFTRLRLPKAHGGFDATIPELFALLIEL
                     
AEADSNLPQALRVHFGFTEDVLVSKDKAFQQRWINRIANGETVGSAWSEGGKESIDQF
                     
ETHLYRDSDGKIRVKGKKYYTTGSLYADWVDVGVTDLKGESGSVVVRREDEGVEIVDD
                     
WNGFGQQLTASGTAYFHDVLVDEAEILPDDDRFKYSAAYYQLVQLAIITGLGRAATYD
                     
VSQAVAKRTRNYTHANAQFVKQDPQILQVVGQIRGAAYSAGAIVEKVAQSLQRAYLAA



                     
FKNNEQLEEEQNALAELESAQSQTVITDLILNASTILFDALGASATDKDLGLDRYWRN
                     VRTLASHNPRVFKNRIIGDFSVNGTLPPYQWRIGEVSKQ"
     gene            265896..267287
                     /gene="dmoA_2"
                     /locus_tag="DSM_01771"
     CDS             265896..267287
                     /gene="dmoA_2"
                     /locus_tag="DSM_01771"
                     /EC_number="1.14.13.131"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:E9JFX9"
                     /codon_start=1
                     /transl_table=11
                     /product="Dimethyl-sulfide monooxygenase"
                     
/translation="MTKRISFNAFEMNCIAHQSPGLWRHPQDRSVEYKDLEYWTDLAQ
                     
ILERGFFDGIFIADVLGIYDVYHQSAEHALTGAVQVPVNDPLQIVPAMAAVTKHLGFG
                     
VTTSISFEHPYPFARRISTLDHLTKGRVGWNIVTSYLESGSKNLGLKTQVNHDNRYDI
                     
ADEYLEVLYKLWEGSWEEGSVLRDRESGIFADHKKVHPIQHEGKYFTVPGIHICEPSP
                     
QRTPVLYQAGASSRGQKFASQNAECVFIAAPSKIATKKVVQGIRQKLVQEGRDPYSVK
                     
IYALLSIVTDETDAKAQAKFKEYQSYGSYDGALTLLSGWSGVDFSQYQPTDKVEYIQT
                     
NAIQSLLDSYVNADPERVWTIEEIANWNSLGGNGPVLVGSAETVSDALEQWVEDTDVD
                     
GFNLAYILAHQTFADVVEFIVPELQKRGVYQTSYAQGTLREKLFGAGPYLPENHRGAK
                     YRNLKELKLAEAS"
     gene            267481..268947
                     /gene="ydjE"
                     /locus_tag="DSM_01772"
     CDS             267481..268947
                     /gene="ydjE"
                     /locus_tag="DSM_01772"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P38055"
                     /codon_start=1
                     /transl_table=11
                     /product="Inner membrane metabolite transport 
protein
                     YdjE"
                     
/translation="MSTQELDHNHRYEIKSPDDVSQLISKFAGKGKSNKVIWLALIGV
                     
FIDAYDLTTLSFGIEQVISEFSLSPVMTGVVASAIVCGTIVGNLIGGWLTDKIGRYRV
                     
FMTDMVLFVIAAIVAGFAPNVWVLILARFIMGISVGIDLPVAMSYLSEFSKFNGSSNK
                     
AARLAAWCPMWYAASSVCFGLVLALYFLLPPEHSNWLWRASLIFGAVPALLIIFIRGK
                     
YLTESPIWLANQGDLKGAAKVLQESYAIHAVATVEKVERTAEKKKREGFAVLFNKTYL



                     
PRTIVAIVIHISVAFQYTTIAFFLPSILTRFFHTDVLTTITTTLGLNLLFAFTGGLLG
                     
VFVASRFKSRHVLLTGFLLQFIALIALAFIGEPGNSFLLYTAIGMLGLWLFAEGFGPG
                     
AQMMVYPTMAYPASIRGVGVGFNRAVTGVAQAIALFVLPIWMAGYKTDVYLIISIFAF
                     IPLIVIGLLIKFEPTAQDVDVIDEDKVELPLNNSPVID"
     gene            complement(269009..270193)
                     /locus_tag="DSM_01773"
     CDS             complement(269009..270193)
                     /locus_tag="DSM_01773"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFKHSQILTKTLITTSLLTFSLSSHAALTFGNVEEGELKVSGTV
                     
RAKYIYDFDSDPTTSKFSFNDAVLWLDYNSPKWIGRLDYRVYEYYGHLGDANWLTNAW
                     
LGYKINDNSKIIAGLNPVPFGLGRFWGNTYYLGIANSAGWEDVHNLGVKYDFNDGINE
                     
AQLAFYPTDGGTYRGKSKDSSRFSINPVNADDSVPQGTNTKEKNSIVVRGAHTFKNIL
                     
GQENFSTQLGASAWYSTIENKRSGQDGDRQVYSVFSNTNYNQWNLQLLAGYQDIDNAD
                     
TQYKDHLTLGGFDYSFNSATKGQIYSAELSYLFPQQFGPITSVRPYLNYSSYRKEQDG
                     
FKDSTRFIPGIAFNYQKLTVQAELLMGKHDPYLGDSEGLAAGGSNDKWNKKAFVIFAY
                     YF"
     gene            270637..271677
                     /gene="tauA"
                     /locus_tag="DSM_01774"
     CDS             270637..271677
                     /gene="tauA"
                     /locus_tag="DSM_01774"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q47537"
                     /codon_start=1
                     /transl_table=11
                     /product="Taurine-binding periplasmic protein"
                     
/translation="MKDHEIMSTKTKPLIITAIVIVAIIAFIVWQNKKDNNTSASVRD
                     
NKPVVIAYQTGVDPSKVAQANGDYEKHSQRTIQWKKFDAGSDVVNALASGDVVLGNIG
                     
SSPLAAAASRNLPIEVFLITSKLGASEALVVSNKSGIKTPQDLIGKTIAVPFVSTTHY
                     
SLLSALKHWNIPEDKVKIINLRPPEISAAWERGDIDAAYVWEPVLSKAKASGTVLTDS
                     
KQVGEWGAPTYDLWVVRKDFAEKNPDFLKAFVQTTLEQLEKYNQDPAAYVKDADNVQK
                     
IAQLTGSDAKDIPLLLSGNIYLDHAQQKQTLDGEFAQNIFDTAKFLKGQGKVDQLKAD
                     YKGNVNSSFLQP"
     gene            271687..272481



                     /gene="tauB_2"
                     /locus_tag="DSM_01775"
     CDS             271687..272481
                     /gene="tauB_2"
                     /locus_tag="DSM_01775"
                     /EC_number="3.6.3.36"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q47538"
                     /codon_start=1
                     /transl_table=11
                     /product="Taurine import ATP-binding protein TauB"
                     
/translation="MSVLEAKHIHLTFPKQQKPVLQDINLTIEESSLTVILGESGCGK
                     
TTLLNILAGFQKPSSGDVLVNHEVVTGPDVTRAVVFQDHALLPWLNVADNVGFALQLK
                     
GLKRAEIEKQVSAILKIVGLSHVEKANIWELSGGMKQRVGIARALISHAPFILLDEPF
                     
AALDAFTRENMQQLVLDLWIQQNKSFFLITHDIEEALLLSNQLVLMTAHPGKIVETLH
                     LDFAQRYRQGESIRSIKSDSQFIQLREQLFESLRAQKQSGKEALPT"
     gene            272478..273347
                     /gene="ssuC_2"
                     /locus_tag="DSM_01776"
     CDS             272478..273347
                     /gene="ssuC_2"
                     /locus_tag="DSM_01776"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75851"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative aliphatic sulfonates transport 
permease
                     protein SsuC"
                     
/translation="MNTKDNVYEYDKAELKPELNVQTENASFLSSFFEKHRTLAVSII
                     
SVGSVVALWFLITALHVVPELFLPSPQAVWQKFISVSQEGFMKATLWQHLAASISRVF
                     
LALIAAVVIGVPLGLWMGLNKWVRAVLDPLVELLRPIPPLAYLPLLVIWFGIGETTKV
                     
LLIFFSILAPVIISSAHGVLSHQLNRERAALSLGASQSQVFWYVILPTALPHIITGIR
                     
IGLGVGWSTLVAAELVAADRGIGFIVQSAAQFLITDTVILGIIVIAIVAVSFELFLRW
                     LQKQFSPWYGQQL"
     gene            273356..274237
                     /gene="tauD"
                     /locus_tag="DSM_01777"
     CDS             273356..274237
                     /gene="tauD"
                     /locus_tag="DSM_01777"
                     /EC_number="1.14.11.17"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37610"
                     /codon_start=1
                     /transl_table=11



                     /product="Alpha-ketoglutarate-dependent taurine
                     dioxygenase"
                     
/translation="MNTVVANLNIEVIKPTIGAIIHDIDLNALNEQTTQQIQQALLDH
                     
QVIFFRKQQLAPQAQADLARSFGTLHVHPIYPSIEDVPEVMVLDSWKQDLRDNELWHT
                     
DVTFSKTPPLGCVLQAIKIPPVGGDTLWSSNTAAFKGLPLELQRKLRGLTATHDIRKS
                     
FPLERFAHNEEEREKLLQTFKRNPPVVHPVVRTHPVTGEPLLFVSEGFTTHINELPEQ
                     
ESEQLLNFLFEHATQEQFHLRWKWQDGDVAIWDNRCTQHKALFDYGDAHRIMHRATIN
                     GDVPFYKEEQQPELAEA"
     gene            complement(274305..275039)
                     /gene="hyuE"
                     /locus_tag="DSM_01778"
     CDS             complement(274305..275039)
                     /gene="hyuE"
                     /locus_tag="DSM_01778"
                     /EC_number="5.1.99.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q00924"
                     /codon_start=1
                     /transl_table=11
                     /product="Hydantoin racemase"
                     
/translation="MKIKIINPNTTQGMTDKIAASAKIVANSDTQIIAVSPQMGPATI
                     
ESYYDEALSAVGVLEEIRQGELLDVDAYVIACFGDPALYAAREMTSAPVIGIAEAAMR
                     
TASYVSTGFSVVTTLQRTVNMSWHLAHRYGATPFCKNVRACDIAVEELELPDSDAYRT
                     
IRDECKKALAEDKSDAIVLGCAGMSDLCLKLQNELEVIVIDGVAAAVKQAEMLVQLNL
                     KTSKVGDWASPPVKNYTGILSGFGVR"
     gene            complement(275036..276505)
                     /gene="pucI"
                     /locus_tag="DSM_01779"
     CDS             complement(275036..276505)
                     /gene="pucI"
                     /locus_tag="DSM_01779"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P94575"
                     /codon_start=1
                     /transl_table=11
                     /product="putative allantoin permease"
                     
/translation="MNNTEAIIKPSYDAKLTNQDLAPLKKQTWGAYNIFAFWMSDVHS
                     
VGGYVMAGSLFALGLNSWQVLLSLLIGIAIVQFFTNLIAKSSQQTGTPYPVICRATFG
                     
VLGANIPAVIRGLIAVAWYGIQTYLASSAFLLVILKFFPDWSAYADVSTYGFLGLSYL
                     
GWVGFMLLWLLQAIVFWSGMDSIRKFIDWAGPAVYVVMFAMAVWLIWKAGWQNIDLNL
                     
SGVQYDGFAVVPVMIGAIALVVSYFSGPMLNFGDFSRYGKSFNAIKMGNFLGLPINFL



                     
GFSLLTVVCIAATLPVYGKLITDPVEMVGKLDNTFVVILGSLTLMIATIGINIVANFV
                     
SPAFDFSNVSPSKISWRMGGMIAAVGSIFITPWNLFNNPQVIHYTIDILGAFIGPLFG
                     
VLLADFYLVKKQKIVVDDLYTLDTQGSYWYKNGYNHSAFYALIPASLIPILCVLLPQL
                     SGLANFTWFIGMGFGFVIYRFLNQPLAHAKSAMIKVKIQ"
     gene            276915..277652
                     /gene="rspR_1"
                     /locus_tag="DSM_01780"
     CDS             276915..277652
                     /gene="rspR_1"
                     /locus_tag="DSM_01780"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACM2"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional repressor RspR"
                     
/translation="MSSNAPKKAVEMSNDEIDDHIYNAIVDAILNRQLAPGARLVEAP
                     
LCEAFGVTRGVLRRVFVKLAHDKVIEIQPNRGALIAKHSANETKEVFEARSMLEIATV
                     
KKLAQKSHHLDFSELRTLVEQESDERLAGNWAEWIKLSGQFHLKLVEANQNSIMTSYL
                     
QTLIARTSLLIGLYEIPKHNNCSADEHRAILDAIEQGDEKRATQLMEEHLEHYATTFI
                     EENSTVSAEQNLLNLFKNKRIETPQTN"
     gene            complement(277691..278581)
                     /gene="dmlR_8"
                     /locus_tag="DSM_01781"
     CDS             complement(277691..278581)
                     /gene="dmlR_8"
                     /locus_tag="DSM_01781"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76250"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator DmlR"
                     
/translation="MDRLDCISTFVSVVEHGNFSSAARALDISRDLVAKRVCYLENDL
                     
KTTLLNRTTRQMNLTSCGEKFYQHCKVILSEFEWATYEISYNQQYPEGELKLNTPMSF
                     
SNIFLQHIISDFIEKYPSIKIDLFMTDQLLDVNQHKFDLTIRLDGSAPSLANSKILNT
                     
YQRYLYATPEYFNQHGLPTSLEELKEHKFLIYYQDSRHKKLIFQKDQKEVSFNCFPVM
                     
TCNNGELLLDMCLKDHGIVFLPEFIAEPYYKEGKLQKCLEDYTSQPLHLYVTWPNRKI
                     LSKKVKLFIDFLTHQIIPIK"
     gene            278777..279463
                     /gene="ycaC_1"
                     /locus_tag="DSM_01782"
     CDS             278777..279463
                     /gene="ycaC_1"
                     /locus_tag="DSM_01782"



                     /EC_number="4.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P21367"
                     /codon_start=1
                     /transl_table=11
                     /product="putative hydrolase YcaC"
                     
/translation="MNKSLLEQLSPTNCQVIFIDHQPQMAFGVQSIDRQVLKNNTVGL
                     
AKAAKTFNIPVTITTVETESFSGHTYPELLDVFPDAPLLERTSMNSWDDQKVRDSLAK
                     
NNRKKVIVSGLWTEVCNNTFAFGAMLEGDYEIYMVADASGGTSKEAHDYAMQRMIQAG
                     
VVPVTWQQVLLEWQRDWAHRDTYDAVMAIVREHSGAYGMGVDYAYTMVHKAPERTTSK
                     HEVLAPVPAK"
     gene            279574..281448
                     /gene="nfdA"
                     /locus_tag="DSM_01783"
     CDS             279574..281448
                     /gene="nfdA"
                     /locus_tag="DSM_01783"
                     /EC_number="3.5.1.91"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q68AP4"
                     /codon_start=1
                     /transl_table=11
                     /product="N-substituted formamide deformylase"
                     
/translation="MTDINLILKNGKITTLDPQNPEVQAIAIADGKVVRTGTTDEVMK
                     
LATPTSKVVDLNGRRVIPGLNDSHLHIIRGGLNYNMELRWEGVPSVADALRLLKEQAD
                     
NTPAPQWVRVVGGWTEFQFAEKRLPTLEEINKAAPDTPVFVLHLYASAMLNRAALDVL
                     
GFNKDTPDPLGGKIVRNEKGEPTGLLLATPSAMILYSTLGKAPKLPVEDQVNSTRHFM
                     
RELNRLGITSAIDAGGGGQNYPEDYDVIKQLHDQNQMTVRIAYNLFAQKAGQELDDYR
                     
RWTEMTFPGDGDELFRMNGAGENLTWSAGDFEDFYEPRPDLPEKMEGELEAIVEHLAE
                     
KKWPFRIHATYDESISRLLNVFERVNSKQPFATRFIIDHAETVSERNIERIGALGGGI
                     
AIQHRMAYQGEIFVKRYGAEAAQATPPVKKMLELGVPVGAGTDATRVASYNPWVCLYW
                     
LTTGKTVGGLPLYDEKNLLDRQTALKLWTKGSAWFSGEKDIKGSLTAGELADLVVLSD
                     
DYFKVEAEDIQWIESVLTVLGGKVVYAGAEFKQDDPPLPPASPTWSPVKRFGGQWRLS
                     
ENRNAPSNQSLQSQSALCECASSCGMHGHSHAWMLDVPVNDKDKKSFWGALGCSCFAF
                     "
     gene            281505..281666
                     /locus_tag="DSM_01784"
     CDS             281505..281666
                     /locus_tag="DSM_01784"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKMYLLSLAVGVLVGVLYYVLNVKSPAPPLVALVGLLGMVIGEQ
                     LLPFIKSYF"
     gene            complement(281736..282164)
                     /gene="arsC_1"
                     /locus_tag="DSM_01785"
     CDS             complement(281736..282164)
                     /gene="arsC_1"
                     /locus_tag="DSM_01785"
                     /EC_number="1.20.4.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P08692"
                     /codon_start=1
                     /transl_table=11
                     /product="Arsenate reductase"
                     
/translation="MTELVKIYHNPACGTSRNTLALIRHAGIEPIVIEYLQTPPSKDE
                     
LIQLIKDSNLTVREAIRKNVEPYKDLELEQDHWTDEQLIDFMVQYPILINRPFVVTPK
                     GTRLCRPSEIVLDILDSQNLGYFAKEDGEIIIDEQGRRIK"
     gene            282249..282578
                     /gene="arsR2"
                     /locus_tag="DSM_01786"
     CDS             282249..282578
                     /gene="arsR2"
                     /locus_tag="DSM_01786"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q88JD1"
                     /codon_start=1
                     /transl_table=11
                     /product="Arsenic resistance transcriptional 
regulator
                     ArsR2"
                     
/translation="MINQVDFFKCLSDQTRLNILKLVLNKQNICVCELTEQLELSQPK
                     
ISRHLALLRTHGVLLDERKGQWVYYSLNPDLPVWALDILKVIENDESGTRIKQQDQPF
                     ITTTCCD"
     gene            282677..283711
                     /gene="acr3_1"
                     /locus_tag="DSM_01787"
     CDS             282677..283711
                     /gene="acr3_1"
                     /locus_tag="DSM_01787"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8NQC8"
                     /codon_start=1
                     /transl_table=11
                     /product="Arsenical-resistance protein Acr3"
                     
/translation="MTKQGLSFLDRNLTLWIFIAMALGLAIGVFFPQASVSLNELSVD



                     
NVNIPIAIGLILMMYPPLAKVDYAALPEVFKDKKTLTLSLVQNWIIAPVLMFILAIVF
                     
LHSYPDYMTGLILIGLARCIAMVLVWNGLACGDNQYVAALVAFNSIFQILFFSTYAWL
                     
FLTFLPPYFGVAGQVIDVNFWTITHAVLVYLGIPFLMGFLTRLILVKSKGLEWYQTKF
                     
LPKISPISLIALLFTIVAMFSLKGGDVVSLPLDVLRIAIPLTIYFVVMFFISFFMSKR
                     
MGNNYPRTTAISFTAAGNNFELALAVAIATFGLASPVAFTTVIGPLVEVPVLISLVSV
                     SLWLKKKYYS"
     gene            complement(283803..284705)
                     /gene="hcaR_2"
                     /locus_tag="DSM_01788"
     CDS             complement(283803..284705)
                     /gene="hcaR_2"
                     /locus_tag="DSM_01788"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q47141"
                     /codon_start=1
                     /transl_table=11
                     /product="Hca operon transcriptional activator HcaR"
                     
/translation="MLDLYKLHAFVVVVEERNITHAANRLFIQQPPLTRLLKKLEQEL
                     
GTQLLIRQPRGIEPTEAGLALFKEAQLLLEHARHIPQLVQDVSQGKTGQLNIGFTSSA
                     
GLHPLISLVLRSYREMYPAVQTKLEEAGSQKQLDWLISEKLDIAFLRAPISRDIGLKH
                     
LHILDEPMVVALPIGHPLTQKKKISLSNLSEENFVLYRRSSGQGLYDNILYSCYQAGF
                     
SPRIIQEAPRPTATLNLVAAGIGISIVPASMHNFWDHEIVYREFDDSIKLNAPIYLIT
                     RENENSAKVSNFIELMQKLLPTMT"
     gene            284807..285367
                     /gene="chrA1_2"
                     /locus_tag="DSM_01789"
     CDS             284807..285367
                     /gene="chrA1_2"
                     /locus_tag="DSM_01789"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P17551"
                     /codon_start=1
                     /transl_table=11
                     /product="Chromate transport protein"
                     
/translation="MNHVEIAVQKDTVPTCTELFLGFLTLGLIGFGGVLPLARKVIVE
                     
QRHWLSPEKFTELLGLCQFLPGGNIINLSVAIGMEFRGVRGAVSSLIGLIFAPTVIVV
                     
LLHYVYEQFQDNLMVKHLFEGLGAAAAGLLVATGLKMLKPLLRNPLAICLVVAAIVSI
                     AFLKIPLLLTMLILLAFYSAIIWRRV"
     gene            285367..285888
                     /gene="chrA1_3"
                     /locus_tag="DSM_01790"
     CDS             285367..285888



                     /gene="chrA1_3"
                     /locus_tag="DSM_01790"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P17551"
                     /codon_start=1
                     /transl_table=11
                     /product="Chromate transport protein"
                     
/translation="MGAVLLTLAIIFTQLSLIAFGGGNTILPEMQRQVVDIHHWMTAQ
                     
EFSALFAMAQAAPGPNMMIVPLVGWHVAGLSGLLVTSTAKFLPSSLITVFVMRGWSKF
                     
KDKKWRRVLQLALQPVTVGTVLASAWIISEAAAINTLLIIMVVIATLLSLIKKVHPLH
                     VLIAGAVFGVVLL"
ORIGIN      
        1 agctattctg tatatgaaat acttaaaaat gttaaatata aagaaattaa 
tttaacagac
       61 tatttaacat atttatttaa tttattgtaa tttaaatatt tatttttttt 
tagtatgtat
      121 atccgttctg acttcggtaa agtcaaatca ggtgttgatg ttgaagaagc 
gaaagttcag
      181 gtcgaacaag ccaatgtttt ggttagtgtt gatactctag ctttggatgt 
tgcacagacc
      241 attgtgaata ttcagcgtta tctacagctt aataaaattg ctgagcagca 
aatcgccggt
      301 attcgacgta ttcaggaaat tgctaacctg cgtgcaaacg ctggtgtcgc 
gagtcaagcc
      361 gacccaattc aggcgcagtc atacttacag gcagcgcagt ctgctttgat 
tgctcagcaa
      421 tcattattac gtcaatacca acagcattta agaaccttat taggtgcaga 
tgttagtcat
      481 accggatgga ttatttccga tgatctcgtg aagcaatctg atctttatgg 
tgaacctgag
      541 tttaatacta ttccaaaaat gattgccgcg caggcaggtg ttgaggttgc 
aaaagctcaa
      601 aaacaacaaa cccgtttaac ccgatatccg accttggctg tgaaaggttc 
ggtaagtcag
      661 gcgattaatg gtaaaaaccc gaataacgac aaagatgacg gtttgtatag 
ttcagtcatg
      721 cttgaagcaa ccagtcagtt ttaccaaggc ggtgctaccg cttcacaagt 
aaaaatggca
      781 agttatgccg aagaagctgc aaaagccaaa gtgaattcgg tgtatatgga 
tgttctggac
      841 caaattagaa caagtcgcga acagattgaa aataaacagc gtcaaatgca 
ggttttggca
      901 agtcgccaag caacaacggt tcgtacacgt gaactctatc aagagcagta 
caagctcggt
      961 acgcgttcat tggtcgattt attaaatgct gaacaagcta ttcatagtgc 
caactcagaa
     1021 cttgaatcag cacgttatga catttatagc agcattgttc agtacattga 
agcaacagga
     1081 cgttcccgcc aagcctatgg cttaaataat atttcaattc aggggttcga 
agtacaacca
     1141 tgatgacaaa aataaattac cagccttggc tacaggcggt cttaactatt 
gctaaacatt



     1201 atcgaataga gccttcagaa gaaagaattc gtttacaact tgattggaac 
caaaatcaga
     1261 atttagataa cgtcttgcag ttaatgacac gtcaagtcgg tctgaatctt 
cgtaaggcac
     1321 cattttcctt agacttactc aacccatggc gtttacctgt catggtggag 
tttaatgatg
     1381 gtcaagtcgg tgtaatcgat aaggctgata cccaaggaaa tgtgagtatc 
cagttcagtg
     1441 gagatcaggg cctttcacaa agtttatctt tagacgcttt aaaaactaca 
cttaaaaatg
     1501 tctatatctt gcgtcctgaa acgtctatcc cagatgcacg tattgacgaa 
tatatcaaac
     1561 cttatgaagc caactggttc tggtcaatcg ttttaagaga ctggaaacgc 
tacgttgata
     1621 ttatgtttgc ctcgctgatt gccaatgtgc tggcactggc aaccattatt 
ttctcgatgc
     1681 aagtgtatga ccgcgtggtt ccatcccagt caattccaac tttatgggtt 
ttggcaggtg
     1741 gtgtactgat tgccgctctt tttgagttta ccttacgcgt ttcacgagta 
tatttatccg
     1801 atattattgg taaacgtgct gatttacgtg tgtcggatcg tgtatttggc 
catgccttaa
     1861 gaattaaaaa taaagatcgc tcgaaatcta caggtagttt tatttcccag 
attcgtgaac
     1921 tcgaaggcgt tcgtgaactg gtcacctcaa ctacaattag tgcgattgcc 
gattttccgt
     1981 tctttttcct attcttagta atttttgcca ttattggtgg aaaactgttc 
tgggtaatgc
     2041 tacttgttgt gccgcttatg atcttgccag gtattttggt acagaagaag 
ctggctcaac
     2101 tggcacaaga aggcatgaga gaatcttcaa ttcgtaacgc aattttggta 
gaagcggtac
     2161 aaggtattga agacattaag ctcttacgtg ctgaatcacg tttccaaaac 
caatggaacc
     2221 atatgaatga agtctcagcc gacattggta tgagacagcg taaaattgtg 
ggtaccttaa
     2281 tggcttggac ccaaatggtt cagggtttaa cttatgccat tgtggtgtta 
gtgggctgtt
     2341 ttgcggtaat ggacggtgaa atgaccacag gtgcgttagt cgcatgttca 
attttatctt
     2401 cgcgtatgtt agggccaatt gcccagatta cgggcgtatt aggtcgtcta 
caacaggcaa
     2461 aagttgctaa gcaaagttta gatgaactta tgcaacgtcc gattgatcag 
gccgaccgtt
     2521 cacatctggt acacaaagct gttttaaatg gcgactatga attaaaaaat 
atcttgttcc
     2581 aatatgggga agaagatccg agaccaagtc ttgcgatccg ccatttaaaa 
attcgtgccg
     2641 gagaaaaaat tgcgattttg ggtcgtaatg gtgctggtaa gtcgacatta 
cttcagcttt
     2701 tatccggtat gcaggttcca actcagggag ctgtgcattt agatggactc 
gatctttcct
     2761 taattgatcc atcagatgtg cgccgagata tggggctact caaccagaat 
gcacatttat



     2821 tctatggaac aatccgtgaa aacctgactt taggtgcacc gcttgcaaca 
gatgaagata
     2881 ttcttcgtgc attggtggta acaggcgctt tatcttttgt tcaagagaaa 
aaagaaggct
     2941 tggattactt ggttttagag ggaggcgttg gtttctctgg tggccagaaa 
caagcgttat
     3001 tattggctcg tttattgatt cgtcaaccga atattttatt gcttgatgag 
ccgacagcag
     3061 ccattgatga tgttgcagag aaacaattaa ttgatcatct caaaggatgg 
ttagcacacc
     3121 gaacgttggt cgtggcgacc caccgccgag ctgttcttga actggtcgat 
cgaattattg
     3181 tcgtcaatga aggcaaaatt gtgatggatg gaccacgaga tcaggtactt 
aatcaatcta
     3241 cagcccaaca aaaacaagtg agccaagggg gcaattcatg agcgaacaac 
aacaagaact
     3301 tacccgttca atgaatgtat cttatagtga accaccatta ccacgtgcca 
gtttagtcat
     3361 ctggatcgtg ggcattggtt tagtgatttt ctttatctgg gcatggtttt 
ttaagctcga
     3421 agaagtttca accggtacag gtaaagttat tccatcctct aaagaacaag 
tcatccagtc
     3481 tttagaaggt ggtattttaa ctaagctaaa tgtacaagaa ggcgatattg 
tccaaaaagg
     3541 gcaaattctt gctcagctcg acccaacccg ttttgcttca aatgtgggcg 
agtcgagatc
     3601 tttattaatt gcagctcaag ccacagcagc acgtttacgt gcggaagtga 
acggtacacc
     3661 actggttttc cctgaaatag ttgcacaaga tccgaagctt gttcatgaag 
agactgcttt
     3721 gtatgaatca cgcagagccg atcttgaaca aacgctttca ggattaagac 
aggctttaca
     3781 actggttcag caagaattgg ccatgacaga gcctttggtt gctaaaggtg 
ctgctagtga
     3841 ggttgaggtt ttacgcttac gccgtgaagc aaatgatttg caaaacaaga 
tgaacgatgc
     3901 acgtaaccaa tactacgtta aagcacgtga agagttatct aaagcaaata 
ctgacacgca
     3961 aactcaacaa caagtggtca tgggccgtaa tgacagttta cagcgtgccg 
tatttaaagc
     4021 ccctgtgcgc ggtgtggtaa aagaaatcac agtgacaacg catggcggtg 
tgattccaca
     4081 aaacggtaag ttaatgacca tcgttccaat tgatgaacag ttattaattg 
aagcccgtat
     4141 tttgcctcgt gacattgcgt tcattcgtcc tggtcaagaa gctttggtta 
agatcacggc
     4201 ctatgactac tcaatttatg gtggtttaaa aggtaaggtt acggttattt 
ctccagatac
     4261 cattcgcgat gaagtgaaac aggatcaatt ctattatcgt gtttatatcc 
gaactgactc
     4321 cgataagctt tacaataaag aaggtaaagc attcggtatt acaccgggta 
tggtggcaac
     4381 tgtagatatt cgtacgggtg agaagactgt actggattac ttactgaaac 
catttaataa



     4441 agccaaagaa gcattaagag aaagataaga aaaaaagccc cgaaattcgg 
ggctttttta
     4501 taggtttgct tctattaaat tcacgttata atttgatttt tattatgctt 
tattttattt
     4561 atgcctttta cgattgcatc acccgttact tttgaagaag aaattaaaaa 
aagtagattt
     4621 caggcgattg ctgcgccagt agaaaatgaa caacaagtga aagagttttt 
agaattaaat
     4681 aaagatatct cgaccacaca tcaatgttgg gcatggaaaa ttggacataa 
cgttcgcttt
     4741 aatgatgatg gcgaaccatc tggtacagcg ggacgtccaa ttctggcaac 
tattgaagga
     4801 aatgacctga ctaatattat tgtcatggtg aaccgctggt atggcggtat 
aaaactggga
     4861 actggggggc ttgttcgggc atatggtggt tgtgccggac aatcgttatt 
gttagctgaa
     4921 cgtattgaac tgattgccaa gaaaacgatt catttttctt gtcattttaa 
tgaatgggcc
     4981 atctttcagt atgagctgac acagcagcaa attgaatatc aggaaagtta 
tactgcaaca
     5041 ggtgtcgata ttgaagcgag gctacaggtt caccaaattg aaccactcgc 
tctaaaactg
     5101 cgagatgtaa ctcgtggtcg cgaagaatta aaagttgagg aggaattgac 
tgatgactga
     5161 ttctttactc aagtaccgcg agcaacataa acaccgttta aattatatgc 
catggctata
     5221 ttggacattg aaacccaaac accgtgtttg ggcggaagaa tggcaaaaag 
aatatcaggc
     5281 ttatttaatg gatatggaaa cggtcgagat cggggagaac tgttttattt 
caccgttagc
     5341 tcatattttt gccgagccgg gtcggaaaat taagattggt gataattgtt 
ttattgcggc
     5401 agattgtagt ttgcatggac cgcttgagat tggtaatgag gttgcaatta 
accaccactg
     5461 tatcttagat ggcggtcgag caggcataaa actgcatgat caagttcgta 
ttgctgctta
     5521 ttgtcatctc tatgcatttg atcatggcat gcaactcgac cgtccacttt 
accaacagcc
     5581 ggttcgctca cagggtatcg aaattgaaaa agatgtttgg ttaggtgcgc 
atgtggggat
     5641 taaagacggg attaaaattg gaaaacatgc tgtagttggc atgaatagta 
tggtgacaaa
     5701 agatgtggag ccgtaccata ttgtgggtgg aaacccagca aaatttatcc 
gtttaagaaa
     5761 ataatgcagt ctcaagaatg taataaaatg tttgatcttt aaacaaaaaa 
gtggatttta
     5821 atacataaac cttaacatac ggatttttat ctatgttaag ttaaagctaa 
gttatagaaa
     5881 aatctccaag gcaaatagac ctgaagaaga gaggcaaaaa tgaaccgtgt 
tattgcgtgt
     5941 attgactcat caccttgtat taatgctatt gcagatgcag cggcttgggt 
tgcgaaagca
     6001 actggacgag agcttgtatt attacaaatt ctagattact acccggcaag 
ttatcacctt



     6061 ggtgaaatta gtggcgtaat cggctttgaa agcaatgcaa tgttgcttaa 
agagttagct
     6121 gaattagagc aaaaacaaag tgaactcgct ttagattaca gcaataattt 
actcagacat
     6181 atctctgact taattaaaga aaaacacgga attacttgct caaaaattca 
ggaaaaaggg
     6241 gattttctag agcaaagttt taatctctta catgaaaatg atatcgtgat 
tttaggtcgc
     6301 gtaggtgaaa gagccgccga aaaacataaa ccgattggta gcaatgttga 
aaactttatc
     6361 cgtggtgcaa attgtacggt tttgaccatt ggtgaaaact tcaaagtacc 
gacacgtttt
     6421 atttttgctt atgaatactc tccgacatgt caaaagatga tgcgccgtat 
tgcgcaaagt
     6481 gacttattac ggactttaca gtgccattta gtttatgtcg gtgaccatcc 
tgaaatattg
     6541 aatgaaccag agcattactt gaaacaagcg gggctagatg tagtgactgt 
ttatagatac
     6601 ggtgatgtgg cgcaaaatat tctagagtac caacaagaac acggcattca 
aattattgtg
     6661 ctcggcgcat ttagccatag caaaatacat cagttcttct tgggaagtat 
tgcaaccacg
     6721 attttccgta acgcgactgt accattactt gtggctaaat gatgagattt 
gcatatagtt
     6781 atccgcaaat cttgtggata actatatgga aaagcagggg taataaaagt 
aatttgttga
     6841 ttataaataa taaaatgaaa aagatgattt tttaaccatt atttcacaat 
tgcaattgca
     6901 aaaccatcat gaccttttga gccaaccgtt tgtaaagctg tgcaagacaa 
aatttgcgga
     6961 tgattttcta gggctttaaa ggtttcacga atgccttcaa tacttggttt 
tttgttttca
     7021 ggattcaaaa tatcaccggc acgaatgaca ttatctagca caataatagt 
gccagatttt
     7081 gaaaatttga gactgagttc taaatattcc ggatagccct gtttatcggc 
atcgataaag
     7141 ataaaatcaa aaggctcaat cgattgaggg tcaattgcgg aaagtacatc 
ggcagcacgg
     7201 cctaatttaa gctcaacttt tacaggcagg ttggcatgat cgatattctt 
ttgagccatt
     7261 tctgcatgag tatcacgacc ttcaatggta agcaaatagc catcttcagg 
cagtgcacgt
     7321 cctaaccaga ttgtactgta ggcagcaaag gtcccaattt ctaaaacacg 
cttgcactta
     7381 ttcatctgaa tgagcatttg caagaacatt ccttgatttg gagcaactgc 
aagatgattt
     7441 gaaaagccgt gttcgtcggt attttttaat gcaaagtcga gtcgaggatc 
ttcgggaatt
     7501 aaatgtgaat cgatatattc gtcaatgtct gtccacatct gctgcatagt 
caaatttacc
     7561 tgtatgttga taggcgtatt ttaaacgttt atgactagag tgcaaaaatc 
ttcgattcaa
     7621 gaaattttgg ttgattatag aatgagcaaa tccccttaaa ctgaagcgca 
taaggggatt



     7681 tatattttag aaattacaca ttgatgtatt gcgggttaag tcaggtcccc 
aagtacgata
     7741 gccttgagta tcaatatgga tttgtcctga actatataat ccaataccta 
aatttaaact
     7801 ttggccgtgc tgagtccaga actgacacaa tttaaacttc gtattttcaa 
taaacgcata
     7861 gtcttgtggc tgtggaactt ctggcccaat acggaaatcg atggcagagt 
taaataaatg
     7921 cttagaagaa cttgcgccgc ctgcacattc atttaaaggt aagtctcggt 
aaactgaagt
     7981 tacctcaaag tcggttaaaa cttttgcggc aataagatat ttaaagacac 
gtaaggtcga
     8041 taaagaatta ttccaaagtt cacggttagg taccgcatat tctgaacggc 
cacacttctg
     8101 ccaatcacga gcggatctta ataattcaaa acttggtacg atacctgcca 
catcatgacg
     8161 cgccagaaat ttttcatatt cgcgtacacg ttcataatga tcgcctgtat 
ttaaccaagc
     8221 gcgataggaa gcaggttcaa ctttaggtgg aattggacgt tcgataataa 
cgcgctcttg
     8281 aggaataaag atgcgcttac cgcttggaga ggttttgcct gttgttgtgt 
gttgaggaga
     8341 gctggcgcaa cccaccataa tcgcagggat tatgcatagg ggcagcatgc 
tctgcaaaaa
     8401 cttccgcata agaaaaatca aaagcttata aatattgcgc ctattttaat 
gcaaaacagt
     8461 gcacaaatta cgaggaattt gcaatgaaat gtttgaatag ggtataaaaa 
agatcagcgg
     8521 ttgctgatct ttttgaaatt atttttctag atactgtaac ttatctggtt 
tgccgttcca
     8581 ttcttcgcgg tcagcaggtt gttcaccaat ttgagtaatg ttaggccact 
tttgagaaag
     8641 ttcagcattt aattcaataa atacttcttg accttctggt agctcatctt 
cagagaaaat
     8701 tgcatttgca gggcattctg gttcacacaa tgcacagtca atacattcat 
ccggattaat
     8761 cactaggaaa ttcggacctt cgtaaaaaca gtctacagga caaacttcta 
cgcaatcttg
     8821 gtatttacat ttaatacaat tttcagtgac aacaaaggtc atggcgacag 
ctacctaaaa
     8881 aatatggttt catttcgaat agcttatttt aggcaaaaaa ggggtaaaca 
aacaattgct
     8941 tttattgata ttgtttattt atacatatga agataagtta atacattgat 
attcaaaaga
     9001 atgtttcagc ttaaataaga gctaaattat aaaatcagga taataataag 
ttttataaaa
     9061 caatagttta aataattttt ttgtcatgag ttttaatgtc atttgggtca 
aggtatctgt
     9121 ttaggcagac acctcaacca caacatttac ttttaaattt tgcctctatg 
ctgaatcgat
     9181 agacaaaaaa tctttaagta atgagcttaa agtgtacaaa gtaaatggat 
gtcttctggt
     9241 tcaagttccc ataattgacg atctgggtgc tttaatacgt ccgcgccatg 
ctttatatag



     9301 aaatctactg tacgcttact tggagtggct gaaatataaa gttgattggc 
ttccaattgc
     9361 ttggccgatt cttttgccgc ttgcatcagc tttgcaccaa tacctttgcc 
ttgttgatcg
     9421 gcatcgacgt aaaaatattg cagtaatttt gcattgggat aatcagtaat 
agtctgattc
     9481 gagactacac taatgccagc caactgttca gacgcatcaa aagcaccgat 
aaataaagcc
     9541 ccttgttcat agagttcttt taatttgggc ggatcatttt ctaaatgata 
agcatcccaa
     9601 tgtttaacat cataaaaaca atctgttaat tctaagtgtt cttgcttttg 
taagtagagt
     9661 tgggtaatca gttcacgacg attaatctgt tgccaaatta aatcgatctc 
tgtgtattgt
     9721 agtggcctta agaaaataga aattttattc tccttaaagt aagagcaaac 
atgcctatac
     9781 acatgtttgc tcaatgagtg attatgaatt aagcgctgct tttagctcat 
aaagctgttc
     9841 aagtgcctga cgaggagtca ggttgtctac ttcgatttgc ttaagtaaat 
cgagggcagg
     9901 tgaagaggct tcaacttcta tcactttctc tatgacttga gtgcttgggg 
taacttctga
     9961 atctaaagtt gcaaacaaat cactttgaac actaatttgt aagtgctgct 
gttgttgctt
    10021 ctctaaaata cgtaaacgct tctgagcttc tttaatcaca ttagctggaa 
taccggctaa
    10081 ttttgcaacc tgtaaaccat gactttggct tgctggtcct tgttggactt 
tatgcaataa
    10141 aatgagatta ccgtttaact cttgagcagt gacatggtag ttatcaatac 
caggttcgct
    10201 acctaactct gttaattcga aatagtgagt cgcaaacaag caaagacatt 
taacgcgttt
    10261 agttaaatca accacacaag cccacgctaa agaaagacca tcataggtac 
tggttccgcg
    10321 accaacttca tccattaaca caagcgattg attcgtcgca tggtgcaaga 
tttgtgaagt
    10381 ttcagtcatc tcaaccataa aggtcgattt gcctgtcgat aagtcatcgg 
ctgaaccaat
    10441 acgggtaaaa atacggtcaa tcgggccaag tttggcagct cgtgccggaa 
cgtaactacc
    10501 gcagtaagca agcaaactaa ttaatgctgt ttggcgcata aaggtagact 
taccgcccat
    10561 gtttggaccg gtaataattg ccatacggtg ctgcacatca aggaaagtat 
catttggtgt
    10621 aaatggcgct ttacttaacg cttcaactac aggatgacgg ccaccttgaa 
tcttaatacc
    10681 ggtttctggt gtaaattcag ggcgtgccca gttgtttaaa cgcgcttgat 
gagcaaagtt
    10741 tgcaattaca tcaatttgcg cgattgctga actcatcatt tgtaggtgag 
caatattttc
    10801 acgaaggttt tcaagtaaag cttcgaataa tgctttttca cgagctaatg 
cacgcgactc
    10861 actggataaa actttatctt caaaactttt tagttcaggg gtaatgtagc 
gctcagcatt



    10921 ctttaaggtt tgacggcgga tataatcggc aggggcttgt tcggcttgag 
cacgagtcag
    10981 ctcaatgtag taaccactca cacggttata accgattttt aaggtgctaa 
tgccagtacg
    11041 ttcacgctct tttatttcta aatcaatgag gaattgacct gcatgatcac 
gaatttggcg
    11101 taattcatca agttcagcat catagccttc tgcaattaca ttgccatcac 
gaagtaatac
    11161 aggcggattt tcaacaatcg cagccattaa atgttgatga agcgatttaa 
agtcacccaa
    11221 ttcctgatcg agctgtccta ataacttagt tttctttgct tgtacaacag 
gtgctaaagc
    11281 atttcgtaaa aatggaattt gcgcgcaagc atgacgaagc tgaactaaat 
cacgtggtcg
    11341 cgcactaccc agcgccacac gactaagcac acgttcaata tccccaattt 
ctttaagtac
    11401 cagacgaaca gggctttcat ggtagccttg aatcaattgc tcaatcgcat 
ctaaacgtgc
    11461 gtcaagtaat gctgtatcac gaacaggctg catgagtgtg cggctaagta 
aacgtccacc
    11521 cattgcggtt tggcaatcgt tcacaagttg aaataaagaa gttccgtgct 
caaacaaagg
    11581 ttcaataatt tccaagttac ggcgcgtgat tgggtcgagc gcaataaagt 
cagtactttg
    11641 ttctaaaaga attgaacgga tatgaggtaa cgccgttttt tgagtttctt 
tggcatagtg
    11701 aataagtgct gccgcggcgg ctttagccaa aggtaacggg tctagtccga 
aaccagagag
    11761 tgttgataca gagaactggt cacataaggt tttttgcgca ttgtttaaat 
taaaatcgac
    11821 attcgggcgc ttggttacag ggcaatctaa atgcttttta atttgttcga 
taatattcgg
    11881 gtcaaccaga tcttcatcaa tcaaaatttc acttggcatg aggcgagcca 
gttcgattgg
    11941 aagttgttcc ggtttgtagt cttgttgttg aactttaaaa atacccgcac 
ttaagtcgag
    12001 taaagcaaaa ccgatctggt tttgatggat acatagcgca acaaggttag 
aggactgata
    12061 acttgtaagt agtgcgtcgt cggttaaagt acccggtgta agaatacgaa 
caactttgcg
    12121 ctcaaccggg cctttgccag taacttcgcc gacttgctca caaatagcta 
cagttcggcc
    12181 ggcttttact aaacgcgcca aataaccttc ggctgaatgg tagggaacac 
ctgccattgg
    12241 aatcgggttg ccatttgctt taccccgatg ggttaaggta atacctaaaa 
gtttggctgc
    12301 taaatgcgcg tcttcaaaga acaattcata aaagtcgccc atacgataaa 
acagcaacgc
    12361 atgttgatag tcttttttga ctttgagata ttgctgcatc attggagtgt 
ggttggagag
    12421 atcagccatg atttcagcgc tattcatgcg taataaaccc ttaaaaaaac 
gaaaaatcta
    12481 cttttggttt attaaccaat ttcaagtctt taaaaatgaa tgtaattcaa 
gaaaagtaca



    12541 acaactggat gaactttaga atcagcatcc ctagtataaa gtgacttcag 
accattccag
    12601 tggtgcaatg gtaacaaatt tgagttatcg aaaaaaagtg atcaagcatt 
gaaatagagg
    12661 ttgaatgtag caagacataa aaatagaaca attgggtctt ttaagccaag 
tattgaaaaa
    12721 tttaaatatt caactcaaag tttactttta cgcgatctaa aacaatgagt 
gttctataag
    12781 ttttcacgtc ttcattatca gcgaaatgtt ttctaactaa actttcaaaa 
tgagataagt
    12841 tattgctcag catgataatt ataaatgaga ctcctccatt cacgaagtag 
cactgttgaa
    12901 tttcttcaac agaagcaaag tatagcttcg ctctgtccat aactactgaa 
cgatcttcgc
    12961 taaggcggac ctcaataata gaagtaattt tttcaccaaa tttgagagga 
tttaagatag
    13021 cgcaattttt taggatgatt tgtttttctt ccatccgagt tatacgcctt 
tgtacagatg
    13081 ccgcggatag accgattttt tcagaaattt ctcgatggga agttttattg 
tctttttgca
    13141 gtattcttaa gatcgcataa tcaaaattat ctaaagaaat ctctgacatg 
agtaaatctc
    13201 tcattaaagg ttaaatatag agttatttaa tcgttttacc gtgaaaaata 
gaagaaatat
    13261 attgattata gataattaaa atttcaatca ttccccccaa tagtaaagat 
gatgattgag
    13321 aaaaactcca aacaaggcat ggcatttgca gctgcatttt tatctttagt 
ttctgtacag
    13381 atcggcgcag caatagcaaa agtccttttt ccgattctta ctgctgaagg 
agttacctta
    13441 actcgacttg ccttatcggc ctgtttctta tggatagtct ttaaaccatg 
gcgacagtgg
    13501 aataaacaga ccaattggaa aaatctaatt atttatggat caatcctcac 
tttaatgaat
    13561 actttggttt ataaagcatt ttcttacatg tctgttggga ttgcgatttc 
catcgaagtg
    13621 ttaggaccac ttacggttgc tattttaatg tctaaaaata aattagatta 
tttttgggga
    13681 ggattatcta ttattggttt gcttctttta cctatgggca atgcaaataa 
taactttagt
    13741 tttattggca tgacgtatgc tttattagcc gcagtgggtt gggggctgta 
tgtgatttat
    13801 ggctcaaaag ttgcacaagg tggtggcagc tctgttgcga ccggaatgtt 
tatagcggct
    13861 ttacttgcaa cacctttagg tgcatctcac attatccata tttttgatag 
ttataagatt
    13921 ctttttacat gtttacttat ggcgatgctc gcgagtgcta ttccatttat 
attagatatg
    13981 attgccatga aaaaactgca tcctcgagtt tttgggattt tactaagtgc 
atcacccgca
    14041 gtgagcgctt tggctggatg gctgatttta gatgaacgat taaatagttt 
tcaggttcta
    14101 ggcataacaa ttattatggc atcgtgtgca ggttgctctt atttttctta 
caaacgcaat



    14161 aaggtataag ctgagacttc tatattatta aaaataaata tttctggtaa 
acatgagata
    14221 gaccgatcaa aaatatgaga tggatatctc atggcttctt tagcttttag 
ctccaacctc
    14281 agaacaacaa agctcacaac ttggtcatta gcagcataat taagcacaca 
tgtgcattat
    14341 tttaaatggt cctattgatg aatctaaata ataaaaatat ttaacgcaaa 
aattgtaatt
    14401 cactaatttt tctgcactta aaggctgtac ctgagagtca taggcatgta 
tcgttaagtc
    14461 atgatacttt aaaattatag agtgtttaaa aagcagtatc gttcaagtga 
cctaatcggg
    14521 ctataccatt aaggtggtta aaacttgatc tcaaaataat aagtacaaat 
cacaatggga
    14581 gaaatgatta cgttttattg gtaaatattg aaatggagta tcaatgacca 
agctggctgg
    14641 ggtcctttaa agaaatattt acggttggtt tatttatgat aacttcgtct 
tactttaaaa
    14701 aacacaagaa aaattaccgc tccctaaagg accagcagct tacaatcgca 
gccaaagcaa
    14761 atatctttat ttgtattatt ttttgcttgt tttggactat atattttgca 
tttgcccaaa
    14821 tgtgggtgat tgtttatatg gatatctgtt tcacactaat ttccatattt 
agcttttttc
    14881 ttatttatat aaaccgtatt tcggcaggaa tacttttatc acaagcggtt 
ctgctggtgt
    14941 ttccagtcgt tttttgctta tttttcgatg ttgctacgcc tgatcgccct 
cgtgtggccc
    15001 atttgttttt acctgccgga gcgatactgg ggtatttgaa ttaccgtaga 
gagccaagct
    15061 tcttacaaat tgttttaatt ttactgtcga ttggctgctt tatatttttt 
agtggtagct
    15121 cttttactct cgatagtgcc atacctttat cagaagatat tcgtgatcat 
ggtggatgga
    15181 tagccacttg tgtcgctact cttatgattt gtatttcaat ttataccatg 
caattagaaa
    15241 tacaaataga aagcagtatg gagcacaatc tacggttggc actcactaag 
caacaatttg
    15301 agctttttta tcagccccaa gttaattcgt cagaaaaact gattggtgcg 
gaagccttgt
    15361 taagatggca tcatccggtt ttagggtata ttccaacaaa agagtttatt 
ccggcagcag
    15421 caacttttgg gttaatgcca gagatcggag agtgggtatt ggccgaagcc 
tgcaaagttt
    15481 tacaggactg gagtaaaaaa gaagagacca aagatcttac gctttcaatc 
aatattagtg
    15541 ctgatcattt tatgcaatct aactttgagc acacggtgat tggtctggtt 
cagcggtatg
    15601 acttcaatcc atctcggctc atattagaaa ttactgaaaa tattgcttta 
aataattgtg
    15661 cgagcatgat cgaaaaaatg cacttcttgt ctaagcatgg tattcagctt 
tcacttgatg
    15721 actttggtac agggtattca tcgttaagct atttacaaaa aatgcccatt 
aaacaaatta



    15781 aaattgatcg cagttttgta caggcagctt tagatgataa acgcagcaat 
aaattagtga
    15841 cgggtattat taaaattggc caagatttaa accttcgcgt tttggtagaa 
ggaatagaaa
    15901 cggctgaaca gtttagtgct tttaaaagta atggttgtac cgagtttcag 
ggctatttat
    15961 ggggttgtcc aatgtcttta aatgacttta tcaagcaatt gcccatcaag 
accgataaag
    16021 aatgaatcgg agcactcacc agtactgttt agcagtagtt tgctagattg 
agcctaatat
    16081 taagacacac tttacaaacg tatgtagagt gcgagtgtgt taggatgaat 
ttctatacct
    16141 ctagatattt acaatatgac gaaacctgaa gcgcagtatc aatcagggca 
atttcaattt
    16201 tcctttctat cattaaaata ttggggtatc tggttcacag cttttattct 
aatgtttctt
    16261 gcgtacttgc cttgggcaat ccagtggcgc ttagcaaaac tattttcaaa 
aattgcttgg
    16321 acactattgg cttctagaag gaaaacgact ttaagaaatt taggtgcatg 
ttttcctgaa
    16381 aaaacacctg agcaaattga agccaaggct aagtcggttt ttaccgatac 
gatgattggt
    16441 atatttgaag ccttaaatgc ttggtattgt cctgcatggt ttaaaaaaag 
agttcatata
    16501 gaaggcttgg aacatctaaa tgacaatcgg gatcggggca ttctgctgtt 
aggcacgcat
    16561 agcacattac tcgatgccgg aggtgctgca tgtacgttat tttttgatat 
ggatgtggtg
    16621 tatagacctc aaaataatcc tttcatggat ttcctcattc atcgtagtcg 
cgctagggtt
    16681 tataaaaacc aaattgcaaa agacaacatg cgtagcttaa ttgaaaaact 
caaaaatggt
    16741 catgcaatct ggtatagccc tgatcaggac tttggtttaa agcaaggtgt 
catggcttca
    16801 ttctttggaa tacaagcagc aacagtcacg gcacatcgaa gactcatgga 
tatttcaaac
    16861 gctgttgcaa taccattata tttttacaga agcggggata ttcgagatcc 
tcaatacaat
    16921 gtactggtag aacctaaact tgaaaatttt cctagcgaat gcgaagtgaa 
tgatgctgaa
    16981 cgcgtcaata aaattattga aaaccagatt cggatcgccc caacacaata 
catgtggttt
    17041 catagaaggt ttaaaactcg tcctgctggt gaagcgaagt tttactgatt 
ttgttatgcc
    17101 tttttataca gtcaaccgag tgatttaaag gcctttaaac cgagacttta 
taaatcccaa
    17161 attaacaata aattttaatt atttatccta agtttttaat gatctaattt 
aaaacaaatg
    17221 tcattttgtg tgcttgactg taatagggca gagcactatc ctttgcctgc 
tggccacatt
    17281 gccagtcggt tttagcaggc cgtatttacc caaagcacac gaaaaagtct 
ctcttttttg
    17341 tgggcatccc tacgtgcccc ctctgcggcg gaacgggagg gggacatctt 
cggatgtgct



    17401 gatttttggg taaatcagtc tgctaacccc ttttcgtttc gccaccataa 
tcatttagca
    17461 gtgatgtggc gaaacttctt tcttacccaa aggagttcgc acatgcgtac 
tatttcttat
    17521 ttattggcct ttgccaaatt ttctctattt ataccaccgg aacagtcttt 
aaaacggctc
    17581 taggttttct acaccttaag aatcgtcacg actaaaaaat catatcaaca 
acaaaacttg
    17641 agataggcga gcacaccact tgtgcggctt ttgcatgcct gtatttagca 
ctcattttaa
    17701 gagtgacggc atttctatct ctgtacatac aacaagaatt tataacggta 
aaactatgcc
    17761 aaatttagaa acctcttcta aaaaattaca cattattcgt accgctattc 
gtttgtttac
    17821 cacacatgga ttccatacaa caggcgtaga cctgattgtc aaagaatcag 
aaataccgaa
    17881 agccaccttg tataactatt ttcactcaaa agaacgactt attgaaatgt 
gtatagcttt
    17941 ccaaaaaagt ctacttaaag aagacgtgct tgcgattatc tattcaagcc 
gttattgcac
    18001 gccaaccgat aagctcaagg aaatagtagt tttacatgtt aactctaaca 
gtctgtatca
    18061 cttgctactt aaagcctttt ttgaaattaa agtggcttac cagcaggctt 
accgtatggc
    18121 aatagagtat agaaaatggc tgactcgtga aatttttgaa ctgattttta 
gtttagaaat
    18181 acgtgcgtta aaacccgatg ccaatatggt tttaaactta atagatggct 
tgatgttcga
    18241 gtttttaagt acaaatagtt tgggtgaaag ggaggtggtg gtggagtatt 
ttttaagcca
    18301 acttgtttga ggtaaatgag ttatttaaat aaaaggatgt atggtttgct 
tgatttttat
    18361 tagatgagca gaccatatac accatgcgat gatgtgagct cattactcag 
gttagattaa
    18421 ataattaggt ataacattct gtttatatta taaaaattaa tatttttgac 
tttgtggcga
    18481 taatattgct attttatttt tacgctaatc gtaaatagat tacgtatatc 
gtaattaaaa
    18541 tggaattaat ttaaagcgag tcatggagaa aggaatacca tgaaagaaat 
tgtattaagt
    18601 gatttgatca atcagcagaa agttggacct tatcaaaaat ttattttggt 
tacctgctta
    18661 ttactaatga ttatggatgg gtatgacatt cagtccatgg cttacgcagc 
cccactgatt
    18721 atagaagaat ggggtgttca aaaatcgatg ttgggagttg tgtttagtgc 
aagtttgttt
    18781 ggtttgtttg ttggatcatt tttattaagt tcactttctg atcgttttgg 
tcgccgtccg
    18841 atactactga tctcgacctt tatattctcc atattgatgc tgttgacgcc 
acatgtgggc
    18901 aatattgagc aattgactgt aatccgcttt gttacaggaa tttttttagg 
cggtatcatg
    18961 ccaaatgtga tggcttatag ttccgaaatt gttccatata aatctcgtat 
ttttaccatg



    19021 atggtcattt cttgtggcta tacggtaggg gcaatgttgg ggggcggaat 
atcagcctta
    19081 ctagttcctt ggggaggatg gcaggcgatt ttttattttg gcggtattat 
ccctttaatt
    19141 attttcttta tcacattctt taagttacca gaatctttat attttttaag 
tgaaaatagc
    19201 aaaaatagca aaaatagctc caaaattttg ttttggttaa agaagtttta 
tccagcatta
    19261 acattcaatg cagagataaa aatcatcaat aatactgagg ttcaggttaa 
aaagtcaccg
    19321 cttgagttat ttaaaaatca gcgtgcgttt tttacctatt ccatctggac 
catcagtatt
    19381 ttaaatatga tcagtttata ttttctggca aattggctac cgactttggc 
caaagagtca
    19441 gggctttcat taaatcaggc attgttgatc ggctccactc tacaattagg 
cggtacgatt
    19501 ggtagtgtgg tgatgggcct taaaattgat aagacaggat tttataaagt 
attaattcct
    19561 gtttttctgg ttgcagtgat tagtgttgct ttaattggct attctgttag 
tcatatcgtt
    19621 ttattgttta ttatcatttt tattgctggc tttgccattg ttggtgggca 
acctgccatt
    19681 aatgctttgt cggccagtta ttacccagtt tcacttcgta ctacaggggt 
gggctggagt
    19741 attggaattg ctcgtttggg ttctgtcatt gggccgttat ttggcggtta 
tctctctcaa
    19801 tttctggtca ttacccattt atttgtgatt gctgccatac cttcgctatt 
cgtcattatc
    19861 atgctgatga ttcaggccaa gtatcggtca taatacggtc tacatacaga 
atttatatag
    19921 tgcacatata gaccgtaatt atgatcggtg agtagcttca gagagttggt 
cacaagctac
    19981 tcatggatta tttaactcga taccatgttt ggtttcggcc aattgcagaa 
ataccaatgt
    20041 agccgcgagc ggtaagtttt tccccatctg gtgatacggt tacgctaaag 
cgataagtct
    20101 tgtctgactg aggatcgaga atagatcctt tgtcatattt attttgacct 
acgtttttta
    20161 aatttttgac aatggttaaa ccaattaaag atttattttt ataagtccct 
tcacacatcg
    20221 tacatttatt ggcttcactt ggaacaagga ttttttcaat atttgcggat 
agaactccgt
    20281 ttttgtcttg gctaaatttt accagtgctc tcggttgatt ggtggcatca 
tcaatagttt
    20341 tccaaacact gccatgtagt ttgtccgaag caaatgaatg aaccgaataa 
aagctgaata
    20401 aaattaataa taaatatttt ttcatatcaa atgtttctct aattaaatat 
ggatggcttt
    20461 aactgccaaa atgattcatt ttaaatttaa cttcacagtc ttcttagtat 
tgatctataa
    20521 gctaaacaat atgtaaagtt ataatctatt tgtctgaata ttattttgaa 
tacattactt
    20581 atgcaattgc gagaatggac agaattataa aatgaatttc gaagtcattt 
agttagtatt



    20641 aaatcacagt ctgcaatatt aaattttatg actaaaaatc ctgaaactgt 
ttctttactt
    20701 taatcatatt tacgggtaaa tggctcttcc tgaaaaagag ccatttaaat 
tgatagatag
    20761 aactaagcac tatgcttgaa tgctgctact gctttttcta gaaattgtag 
ggtaaccggt
    20821 ttaagccaag taccgtcagc aaggcttggt tcattttgca ttgctgaacg 
gatcttttct
    20881 tgagtgcttg gattttcgcc agtataacct tgtagcatag agagccattg 
ctgtgccaaa
    20941 cgttttgctc cttcactatt cggtttaacc tcagcgtcaa tcaatttctc 
aatatcgact
    21001 aatagttgag gccatttttt catttcgcga acataatttt cctttaaaaa 
agcaaactca
    21061 ttatcagata aataacgagc aaaaatactc agcttactct ctgaaaaggc 
cttaagtaaa
    21121 aactcaacaa cttctggcat tactcctaat ttttcctgaa attcaggttc 
tgcagaattg
    21181 atgttattta atttaacaag ccattctgga ttggtgcgcg tattctgctc 
aagtgttctc
    21241 atccacttat gggcgagctt ttgaacggtt tcactgctag atgattctcc 
agcattaaat
    21301 accgtattta cagtctgagt taactcttgc cattcttggt ggcttttagt 
acctgattgt
    21361 aaaaatgtaa gcttttcaag ttcttcttgc gtaaagtatt tctcgtacat 
tgctataagc
    21421 tccagcatat ttagccaatc ctccaaatca agttcttcac cattgatgag 
ctgagatttc
    21481 aattgtccta gctgatttcg caatttcttc tgctctgcca gtctttgatc 
aattgcttga
    21541 atctgccgat caataatcgg taaaagtgct agattgggat cttcaagaac 
cgtatagatt
    21601 tcggctagcg acatacccag ccctcgtaat gcttgaattt gatgcaaacg 
agtaatgtct
    21661 ttaggggtat atagtcgata accagcatcg gaacgggccg aaggctgaag 
taaaccgata
    21721 tcgtcatagt gatgaagagc acggacagta agtcctgttt gcttagccaa 
ttcaccaact
    21781 tttaacagca tctttttagc tccttcttcc ttaggcgtgt tttatgctag 
gggcttacgt
    21841 tacgtgaggg tcaactactt taaatcataa ttttttatta ttttattttt 
gataaatgtt
    21901 cagatttatc tttttactgt ggtttaacga ccagaaatta ttcacgattc 
taaaagtaat
    21961 ttttggtttt tgactttttt tatataaagt attgaaatac ctaacaaatc 
agtagcaatc
    22021 gatattcacc atctttttca acaggtgctc tatgcacaca cggtaaaacc 
ttttgagttg
    22081 gatgatctac tgctaagcgc cataagtgtc ctgtacccaa atttataggt 
tgggcatggg
    22141 ctttaggctg ataatgtaaa tcaaaaaaat actctgctaa aaagctttca 
aattcggctt
    22201 ctgggccgtc atgtaaagct ttgagctttt ctctaatttc tggaattaaa 
actttttgtt



    22261 caacctgatc attgagaaca atgtcactag ccgcaccgtg ataagtacat 
aagaatgtgt
    22321 tggtttcaat aggggaacga tcaacatgaa atgaatagac atctgttgaa 
ataaaatcga
    22381 gctcttcatc acgttcataa tgcttaagta aattaagtac aggtgatgca 
cccatatcag
    22441 ttaagaactg catgtctttt aaaataatat ctcgagccaa atcaccttgt 
tctgaaagct
    22501 caagtgccaa caggtcttct gtagaaattt cggtaatatt ttcttttaac 
tcaagtttag
    22561 ccacaatttc tttaaagtcg cccaccaaat ttctatgcca acaaatagca 
ttcttatttc
    22621 cctgaaaatg tgtattcaca agttcagcaa aagtagatac cacttcaact 
tgcttgtggt
    22681 cagaaaatgt atttgtcata ttaaagttac atggctcaaa atcttgccaa 
tcatacaccc
    22741 ttagtgctta tagggctgca agcagtagct aaaatttgct taaaaaatga 
aggtaatgca
    22801 agaaaagtac aataatggta tgaagttttg gttaggcgtg tttattataa 
attggctttg
    22861 aataactgag aaaaggtaag aagtcgacta tttttatagt catgaaaggg 
aataagaaaa
    22921 gttttgaagt aataaggtca cgaggaagat atggaaggaa ttaaaacaat 
cggtgtggtt
    22981 ggtgtcggtg tcattggtgc aagctggaca gcattatttt tatataaagg 
ctttaaggta
    23041 aaggtgtatg acccttatcc aatagacgaa gaattattta aaaagagaat 
acaggcaaat
    23101 cttagtgatt tgctcgcttt agatcagcaa acagattcaa gtcatcattt 
acaagatatt
    23161 ttcctaaatt tagggcttta caacaactta aaagatgcgg tgattgatgc 
cgattttatt
    23221 caagaaaatg caccggagag gttagattta aagcaaaatt tatatcaaga 
aatcacttca
    23281 tattgccctg aaaaaacatt aattgcttca agttcttcag gcttaaaagt 
ttctgacttt
    23341 caaaaagatg caactcatcc cgagcgtatt tttttaggtc atccatttaa 
cccacctcat
    23401 ctattacctt tggttgaaat tgtgggtgga aaattaacag atccgcaaat 
tttaaagaaa
    23461 gcttccgagt tttatcaaag tttgggtaag catccgattg ttttaaataa 
agaagttaaa
    23521 gggcatgtag caaatcgttt acaagctgct ttgtggcgag aggcattttc 
actggttaaa
    23581 gaaggggtgt gttcggcaga agatgttgat atcgcaatca ccagtgggcc 
cgggctgaga
    23641 tgggctttat ttggccccta tataaatatg gaacttgcca atcagaaggg 
gtttaaagag
    23701 gcaattcacc atttaggacc acctatgacc gaatggtgga atgatatgca 
aaattttcag
    23761 cactctgaag aaactactga gttgctagaa gaacaaacta aagagctttt 
aacacattat
    23821 aaagatatcg atttatctca aaaaagggat aaaggactag tcgatatttt 
aaaattgaga



    23881 caacaattag agttggatta aaccagtttt tatgaaaggc caaacagtgc 
tttattgagg
    23941 tgtttggctt ttttattttt gagtatttcg gtactattcc tattcttctt 
tccgcacaaa
    24001 atctataaaa agcttgcact catcgtaagc ttttagactg attaatttac 
tagggcatat
    24061 gaaacgttac tggaaacaaa ccgaatcaat agcttcacgt tggacgaccg 
aacaagactg
    24121 ttttttaata gaaaataatt cactttctat agatgagcta aaagagcatt 
taccattttc
    24181 tgaagatgaa ataagagttc gtagatcagt tttaggactc gtaagacgag 
atcagcaaat
    24241 gagaccatat taattttacc aaatggtaaa ttttaattga aaataaatat 
ttcaaaagat
    24301 aataatattt ttaaaaaaat tgcggatgag ttatcaaaac cataattttt 
ttaggtgatt
    24361 gttcaatagt ctttacataa agctttaact acttacgttt gagtataata 
ttgtttcact
    24421 cctttacatt tgtttaatca taatcagaac cataaaacat tttaagatca 
aaactttata
    24481 acaattgaga ttgaggaggg taaaaatgct aaagtattta gccgtggctg 
aaaaggttta
    24541 taagaatatt aaaaaaagac gacttattca ccaatgacct tacacaaaat 
ctgaattgtt
    24601 taatcagtca gatacgtaag gccattaaag ggactgagtt taaacttaag 
ttcaattata
    24661 ttgattttga cgagcagctc acgaagcctc ttagtgaatg taaagtcaaa 
gttgatctaa
    24721 gtgtaatgcc gaagtttgaa aacgaaggag agtatttgct ctggttagca 
agttttatcg
    24781 agcgaattac cgatggtgga aaacctaaat ttccaccaat ttcacaatta 
attccgcacg
    24841 gatttaaaat ttctaaagaa tcatttcctg tgactgttgc tcctcctaaa 
gaagagcatg
    24901 cagatatgat tattaaatat tttaaatcgg aagattttat gaaaaccaat 
aaaactcctt
    24961 cgtaaaagaa tatagaagta ttcgtccacc atacttctat atattgctgg 
tttaaattca
    25021 gccaccgcct tctggggcgg tttttttata ggtattcctt tatttacttc 
tttctaaaag
    25081 taaaaccggt ttgtcgtaat tactgttaca ccactcatgt ttttttagta 
tagcttctgg
    25141 aacttgagct atgtctttca cagcagcaaa acccagagag ccataaaagc 
cctctaactc
    25201 ggcaaagggt aaacagtaaa gcatagaaaa atctgaattt ttaattaaga 
aatcaactac
    25261 cttacgggcg attcctaacc cttcattgcc cggaaaaaca taaattccac 
caagctcgcc
    25321 gctgttagca tcaataccta caactctacc ttgcccaaca gttttctcac 
taatagaagc
    25381 tagtacaata aattcatcat catgtgatgg tacaaaatca atttcggcat 
agcgttcgtt
    25441 tatagctttt agatcggcag gggtcgcgaa tcttaatgaa atttccatca 
ttttttcctg



    25501 caagtattat ctataatatt caagacttcg ttttttcaaa aatattcata 
cgatataaaa
    25561 caagataaat aatttagcta attatttaaa ttagcctttt tcatatagtg 
cgtattagat
    25621 taaaaatgat gcggattaat taaccttcta accgtttctt cgagttcatc 
gtaatgatga
    25681 atacttgcat ctgaaagaga aggatgaagg gtaagagttg gatgaaaata 
tattgttttc
    25741 ataccaattt ttttggcacc ttctatatct gctttgggat tgtctccaat 
aaaaatacaa
    25801 tctgatggct tacaatctag ttgattgcaa gtgtataaat agatttcagg 
atctggtttt
    25861 cttaaaccta tagcttcaga aatcacgata atcgaaaaat agtccgttaa 
ttctaaagca
    25921 taaaaatttt tctcctgaaa aggtgttttt ccattggata ctaagcctaa 
tgtgtaccct
    25981 tgagcatgaa gattttgaat agtttttgga gcattttcaa atgctgtaga 
gaatttatta
    26041 aaatcattaa tgtaagattg cagcaattca gatgtatcat attttttgat 
attaaaatct
    26101 ttaattaatt gactgtaaac aatatctttc caaacgcttc cgttattgtc 
tagctctatg
    26161 aatcggttaa taaaagattt ttttagctca tggggtacca agtttaagta 
gcttacttgc
    26221 cagttaagaa attttaaaag tgattcattt cggttaagaa tagtttgatc 
taggtcaaac
    26281 aagagaactt ttttcatttt tagcatcttt tataaataga ttaatattta 
tagcgaattt
    26341 ctatctattg ttcagtttaa ttaaaatact tttacgatta ttctttgaat 
aactctaaat
    26401 caaaatagcc catcataagg aattgctaaa agccactcat gatgggcttt 
tgtacttaag
    26461 gatttataga atcaacagct tgaagcatgc ctgtaaataa tattgctagt 
tttgattcgg
    26521 gttgtggctc atttccattt gcggtaaata cggcacacac tttatggcct 
ttttgagttt
    26581 ttccaattac agaaaagttg atgacgccgt attcggatcc acctttgaaa 
ccaatctttt
    26641 gccaatttaa atttttaaaa agtggattta aagaactgtt cagagccgga 
gcatcttgaa
    26701 cactttcaag aagaggacaa atctcatggg ctgacatata ccattcagca 
tcttgccaag
    26761 tagccgattt tccaatgcta ctcacacttg gtagcggtag tttgtctagc 
tcagcgagtg
    26821 cttctagacg agccgacttt gttcctgttt taaacttatt tctgagcttt 
tcattacttg
    26881 ggtcaatcag ttgaaatagc tctcgtgtcg tcagcagagg agaatttcta 
ggtgacaacg
    26941 cttctatacg aggtttcttt aatacctcta tcaagctatc ggttgctgta 
ttatcgctaa
    27001 tttgtatcat taactgtgca agaagttcga gatttacagg cgtaccagca 
ggcaagtttt
    27061 gtaaaactcc agttggcaat gagcgattct tttcttttaa agaaacaata 
gtttctcttt



    27121 ttaattcgcc tttttttatc gcatcttcat aagtttttaa aaccagtaac 
ttaaaagtcg
    27181 aaccgacagc cataggagtt ttatcgtttt ctacaaccac aggcttgtta 
tctacaataa
    27241 ctaaaagaga tgttttaccg attgcatttt catgtagatc tttaaccatt 
tcgtctaggc
    27301 ttattgtctt aaaatgaggc gcgctaaacc aaagagtact aatttgtcct 
tgctcattta
    27361 agctaattga aacgggtaat tctccctttt cgaaattaat agtcccagag 
ccatttgaaa
    27421 cattaatact tttaagagca cctaaagaga cttttaaatc atcaacaatt 
ttttgaattt
    27481 gtgtgatggg aacttgtcct aaaaattgag ggctaaataa agaagcttct 
atgggtttat
    27541 ctgcaaaaat taatgaaagt gtagtcgata aattatccat tttttgttct 
gtcgctgcat
    27601 gagtagtaga aataacaata ggggaaacat tcaaagccgt aacacctaca 
gcaaaaaata
    27661 aagctctagt tgcgtacatt ttcttggtga gaaagttctt cattaaatgt 
cctcttatat
    27721 tcagacttat ttacagtttt ttataaaata gttttaaagt actcattcat 
tttggcctat
    27781 caaacctaat atatctatat aaatttcata agttttataa accagttttt 
aaaacttaat
    27841 tattttaaaa aggcagaaga aacagaaaaa tatttaatct tttttgagag 
tatttaagta
    27901 aatattcaaa gaattaaaat gtaaaatgat tacattaact atcaataaat 
ctgaaagatt
    27961 ctaactttta tgatcaagaa aaagtagtta tcttaatcag gcttgagcac 
aaactcttaa
    28021 agtgctcctt tttagtttga ttttttaggt atttaaaatg aataaaatgc 
atgtaacttt
    28081 ggctgtagtg gttggtttaa ttattggtgt tgtagtcggt gcgataggtt 
actctaaaac
    28141 ggccgcacgt tatgatgcga tgaccaccgc atgtgtaatg gtgaatcagg 
cagttgaaca
    28201 tgaaatcttg aagcctgaac aagtaaaaga gttaggtgag cttacaggcc 
aaacccttaa
    28261 gaaagattat gcttctgtgg catcaaagtt taagttttct gaaaatcaat 
taggtaatgc
    28321 ctctgaaggt tctaattgta gccagtttat tgttggtgtg aatgcagcac 
agtaaccacg
    28381 tgtgatgtta taaaaattac cttcaattac ttttaattta taacgatcaa 
ccgtccttaa
    28441 gggcggttga tgcaatttat agtattttat atttgtagat tttagaagaa 
tgaaaacatt
    28501 gaatacattt agctttaagt aagtttctat caaaagctca acgttatttt 
ttaagtgaaa
    28561 taaatcaaat ttaactaaaa acgaataaat gggtagccta actcagctaa 
aagcttacat
    28621 actataaaag taaaggaatt tttaagacag gacgaaacgt gaatttaaag 
aatcttgaag
    28681 cattttactg ggtggtgact ttaaatagct tcaataaggc agcaactaaa 
ttacaaacca



    28741 cgcagcctgc ggtatctcaa aaaatcacat ctcttgaaaa tgaattaggt 
tttaaagttt
    28801 tagaccggag cttgcggcag tttaaactga cccataaagg catgacatta 
tttaagtatg
    28861 ctgaaaagtt tatgcgttta gaaactgatc tggttgcaga gcttaccgaa 
aatcagcacc
    28921 tgaccggaac catacgttta ggcgtttccg aaaccattgt gtatacatgg 
ttggttgaat
    28981 atatcgaaaa agttcaacag gaattcccaa aagtttcggt tgaaattgtg 
gtagatctga
    29041 cccctaactt gcaagaaggg gtacgtacag gcgacttgga catggccttt 
ttgcttgggc
    29101 caactttggc ttttgaatgt attgagcagt cgctttgtaa ctttgaactg 
agtttcttgg
    29161 cggcgccatc ttttaaaggt ggaattgggc aaatgtcttt taaaacctta 
atgtcgcata
    29221 ccattttaac ctatccaaaa attacctatc cctataaaga attaaaggca 
aaaatgaaag
    29281 aaaaggggat tgatgaacca ctttctatta ctagttattc tttagcgacg 
ttattgcgtc
    29341 tagccgagca aggtttgggt attgcggtcg tgccgacctt aacggcatta 
aaggaaatta
    29401 ccgacggacg attggaaata ttaaatacgc ccatccgttt aaaaaccttt 
catttcacgt
    29461 ctatttatat tcatggtaat gacgttgctt tgaaagaaaa attaactgaa 
gtagcggttc
    29521 aggtttcaga aagtgccatg aaaagactca atgaacaaat taaaaaataa 
gatgtttctt
    29581 ggatgctttt tactcctgtt ttttcttatt aaaaaaagct gttttgtagg 
taaaacgata
    29641 aaagcagctt atgtacttca ataagtaaaa tttatctcac tctttatttt 
gagtataaat
    29701 ttataaaaat caaaatctta aaattttaaa tttctgtaaa aagtcttatt 
gttcgtaggg
    29761 attagctatg ttcttatttt aaacacaaga tttgatcacc gattgtgttg 
attggggaac
    29821 agggaatctt tgtcatttaa aaggattaaa gaatatcgtt tgggacaaaa 
aatgatgttc
    29881 ttgattcaat ttgaaaatag cgttgttaag ctcaaatgga tgaggaacgc 
attaatatgt
    29941 ctttactgaa atcttctttt ttatcagatc gccaatgggc cattgttgcc 
tcaattttta
    30001 tgatggcgac ctctgcaatg gggccaggat ttttaaccca aactgctgta 
tttacagtta
    30061 agttaggtgc tgcatttggc tttgcaattt taatttctat tttgattgat 
tatgtcgtcc
    30121 aacaaaatat ctggcgagta gtgacactta cccagatgcg tgcatcagac 
attgccaata
    30181 aagccttact gggtagtggt tatttactgg cgtttctggt gatattgggt 
gggtttttct
    30241 ttagtgtcgg taatattgca ggtgcagctt taggtttaaa tgcacttttt 
ggcctagata
    30301 caaagtgggg cggtatttta agtggcgcct tagccatttt gatttttgcc 
tctaaaaaag



    30361 ccacgcttgc catggataaa agcatgatcg tgttgggatt gcttaaaatc 
ttgctgatta
    30421 ttattgtggc cgtcattgta atgcctcctg ttgggcaagc agttcagcaa 
acctttgctc
    30481 cagaccaaat cgactttgcc attattacca ctattgttgg cggtacagtt 
ggtggttata
    30541 tctgttacgc aggtgcgcat cgcttactcg ataaaggcgc tattggacct 
gaaaatatta
    30601 atgaagttgc caaagctgcg accaagggca ttattgtagt cggcatcatg 
cgttatgtgt
    30661 tgttcttagc attcttaggt gtggtggtaa gcggtgctca tattgattta 
gccagtcacg
    30721 atgccaatcc ggcagcccaa gcattccaat atgcggcagg cacatttggt 
tttaaattat
    30781 ttggtttaat tttctgggca gctggtatta gtagcacgat cggcgcagca 
tatacctcag
    30841 tttcattctt tactgcattt aaaaagaact taacaccaaa acagaccaac 
tatacgacca
    30901 ttacctttat cgcattagcg ttattgctct atgtgttatt gggtgcaact 
ccggcaggcc
    30961 tactcatttt cgtaggtggt tttaacggat tggtgttgcc aattggcctt 
acaatttttg
    31021 tgtatgtggc tgcatgccgt aaagatttaa tgggtaatta taactatcca 
aagtggttgc
    31081 ttattttagg tggattaaca tgtttgttga cgtggtggat gggctatatg 
tcatttacga
    31141 cagtatttaa ttatttgacc aaactttaag ccagacgaca tgaattgata 
aaggaataat
    31201 gccatgtttg tagatttaaa tagtgatttg ggcgaaagct ttggctcatg 
gaaaatgggt
    31261 aatgatgacc agattttacc tgttgtgacc agtgccaaca ttgcttgtgg 
ttttcatgct
    31321 ggtgacccgc tcggcatttt aaaaacagtt cgtaaagcgg ttgaacttgg 
cgtgactatt
    31381 ggcgctcacg tgtcttatcc agaccttgtt ggatttggcc gtcgtaatat 
ggatttgtca
    31441 cgtgacgaac tcattgccga cgtgctttac caaatttctg cactcgatgg 
tttagcgaaa
    31501 gtagctggct caaaagtgca gtacgttaaa ccacacggtg cactctacaa 
caccattgcc
    31561 catgaccaag ctcaggcagc agccgtaatt gatgccatta aaatgtataa 
ccctgaactg
    31621 gttttagttg ctttggcggg gtctaacttg gtagagcaag cacgagctgc 
tggtttaaaa
    31681 gttgtgtccg aagcatttgc agaccgtgct tataacagcg atggttcatt 
ggtgtctcgc
    31741 cgtttagaag gtgcggtttt acacgactcg gcatttgttg cgagccgtgt 
ggtgtctatg
    31801 cttaaaaatg gtggggttga gtcaattgat ggtgtattta ccccaattca 
ggctgacacg
    31861 atttgcttac acggcgatac cgacggtgca ctagaaatgt cggctgccat 
taaagccgag
    31921 cttgtaaaaa ataatattga aattcgacca tttgtaaata aagcataagg 
aagagcgcaa



    31981 tgtataagga tattaaagtc gacccagctc agcttgaagc cgcattacat 
gcacgtttaa
    32041 aaatccgtgc aggtttcgat aaaccaacgg cgggcatggc tgcgggtatg 
acgcaggtca
    32101 acatgatttc agtgccaaga gattgggcat atgacttttt actctatgca 
caccgtaacc
    32161 cgcaaagctg cccagtgctt gatgtgctcg aagaaggcat ctatgcaact 
aagcttgcag
    32221 cagattcaga cattcgaact gactttccac gttatcgcat ttggaaagat 
ggcgaaatgg
    32281 tcgatgaagt gaccgatgcg agagagattt ataatgctca tcctgattta 
gtgactttct
    32341 taattggctg tagtttttcg tttgaaacag ctttgcaaga agcggggatt 
gaagttcgcc
    32401 acattcatga tgacaccaat gtgccgatgt atctgagcaa tataaagtgc 
gaaccggcag
    32461 ggcgtatttc aggaaatatg gtggtttcca tgcgaccaat tccatctcat 
caaattagtg
    32521 aagcagtaaa aattacagcg cgtatgccaa gtgtacatgg ggcacctgta 
catatcgggc
    32581 accctgaaag cttaggtatt aaggatgtaa ataagcctga ctttggtgat 
gcttcccgta
    32641 ttgaagcggg tgaaattcca gtattttggg catgtggggt aacaccgcaa 
gcagcagtca
    32701 tgaactcgaa aattcctttt gcgattagtc atgcaccggg ttacatgttt 
attaccgata
    32761 ttcctgaccg tgcttggatg ggctaaatag ctaaagaaga attaaaaagg 
ataagcaaat
    32821 gcgtttttta tcggtaaacg ccgattgttt tcttattgag cttgcgagct 
tagaagaaac
    32881 attggcgttg tacaataaat tgcaaaatac gcaattgaat ggaattaaag 
acttagtccc
    32941 cgctgcaaaa acaattttgg ttttttttaa tgagatcgaa accagtttta 
aaacgctggt
    33001 tgcttcaatt cagagcctca aaattgattc tggatttgag cgtagcggcc 
aagaagtgat
    33061 tgtgccgatt tgctataacg gcgaagacct tgcgcaagtt gccgagttac 
aagggctgac
    33121 tgttgctgat gtgattagaa aacatcacca aagcgtgtgg aatgtggctt 
ttattgggtt
    33181 tgcgccgggc tttgcgtata tgagcagtcc cgataagcct tttaccgata 
ttccacgctt
    33241 aacggttccc cgtaaaaaaa taccgtcagg ctctttgggg ttggctggaa 
aatactctgg
    33301 tatttaccca aaagacagtc cgggtggttg gcagctgatt ggtacaacaa 
cagaaaaaat
    33361 gtgggattta gagcgtaaaa atcctgcatt gctgttaccg ggtatgaccg 
tacattttga
    33421 agatgtcacg catcgaccaa ctactgtgac tgtaccgcaa caaatcacgc 
ttaaggttga
    33481 gtctaaacag tctaagtctg tgccactttt tacgatcacg gcgccaagtc 
tacaaatgct
    33541 tattcaagac gaagggcgtt taaaccagac caatattggt gttggcgtgg 
ctggtgcaat



    33601 ggatttatct gccatgcata gtgccaaccg tattgtgggt aacccaaccg 
atacacctgt
    33661 cattgaagtt ttaaatggcg gcctaaaagc caaaatgcag catgcaggcg 
ttattgcggt
    33721 ggcaggcgcg atctcaaaca ttcgtgtgaa atttgccgat ggtcaaaccg 
cagactttgc
    33781 aagctatcaa ccgattgatt tggacgaagg cgatgaattt caaattctgc 
cgccgacagc
    33841 aggcttaaga aactatctgg cagttcgcgg tggtatcgac gttgaaccag 
tgctcaatag
    33901 tgcttcgttt gatagcttgg cagtgttagg gccagagcct ttaaagcttg 
gagataccat
    33961 ttatcaggga caggtaaagg caaccaacat tagtgtaaat gaagtgggta 
aaagtgattt
    34021 gccaaaagct ggcgaagtcg ttgagctaga tattgtgatg ggcccacgta 
cagactggtt
    34081 tgaacaagac agtattgaac tgctctgtca gcaagaatgg ttggtaacca 
atgaaagcaa
    34141 ccgcgtcggg ctaagacttt caggtgcaca gcctttatct cgcaaaatca 
cccatgaact
    34201 ggaaagtgaa ggcacatgca ttggcgcttt gcaaattcca ccgagtggtc 
agcccgtttt
    34261 gtttatgaat gatcaccctt taacgggcgg atatccggtc attgcctcag 
ttgctaaaca
    34321 ccattgggat ttggtggcac agattccggc aggttgccgc atcaaattta 
aaaaaattgc
    34381 cgaatttaca gattttgaga atgaatgatg aatacagaaa aattattgat 
tgctaaccgt
    34441 ggtgaaattg ctgttcgtat tattcatgct tgtcgtgata tgggaatttc 
ttcagtcgcg
    34501 ttatatgcag atgacgatat tggtagcatg catgttgaac ttgcggatga 
agcatggggc
    34561 ttggctggtg caactgccag tgaaacctac ctaaatattc cagccattat 
tgaagttgca
    34621 aaaaaatcaa aagcgaccat ggtccatccg ggttatggct ttttatctga 
acgtgctgaa
    34681 tttgcccaag ctgtgattga tgcgggctta aaatgggtag ggccatctcc 
aagtgccatt
    34741 gaaaaactag gtgataaaat cgaagcacgt aaaattgcag cttcggttgg 
tgcgccgttg
    34801 gttcagggta cacaagaccc acttaataat gcagatgaag ctttagagtt 
tgccaaacaa
    34861 tatggtttac caattgccat taaagccgca ttcggtggtg gtggccgtgg 
cttaaaagtc
    34921 gcgtggaaac tcgaagaagt gaaagagctt tatgagtcgg cagtacgaga 
ggcaaaagct
    34981 gcctttggtc gtggtgaatg ttttgtcgag caatatttag ataaaccgcg 
ccatgtagaa
    35041 gcgcaagtaa tagccgacca acatggcaat attgtggtac tgggtacacg 
cgattgctcg
    35101 ttgcaacgcc gtaaccagaa gttagttgaa gaagcaccag cgccatttat 
tagcgatgag
    35161 atttatcagc aaattttaag ctcggcaaaa aacatttgtc aggctgcaaa 
ctatgtgggt



    35221 gcgggtacag ttgaatattt actgagtcgt gacggcaagc tttcattctt 
agaagtaaac
    35281 acacgtttgc aagttgagca cccagtgacc gaagaaacct caaaagtcga 
tttggtcgtt
    35341 gaacaaattc gcgtggctca aggtgaagtg ctttctatta aagaaactcc 
aaaagcacaa
    35401 ggtcatgcga tagagttccg tattaatgcc gaagacccag cccgtgggtt 
tattccggcc
    35461 tttggtgtgt tgagtttgtt tgaagcgccg tttggtaacg gggtacgcat 
ggacactggc
    35521 gttcgcacgg gttcattagt atctagccac tttgactcac tcatggcaaa 
actgattgtc
    35581 agtggtccaa cccgcgaagt tgcaattgcc cgtgcgaaac gtgctttgaa 
acaattcaaa
    35641 attgaaggcg tggcgtcggt tttagacttc caccgtgcgg tactcaatga 
acctgacttt
    35701 accgatgaat ttaatgtaca tacacgctgg atcgaaaatg actttaaaca 
agagttaaag
    35761 ccaaccaaac gcggcattcc aaaccatcaa caaccaatgc tgctcagcta 
cattgaaatt
    35821 gatggcaagt tacaccgtct aggtttacct gcgggcatgt ttgcacaagg 
gccagcaacc
    35881 gccgttcaag cccaaacagc cgagccagaa gtcagtgccg agcatttact 
ggcacccatc
    35941 aatggtgtga ttagtgcttg gaaagttgaa aatggtgagc aggtcaccga 
ggggcaagtg
    36001 gttgccatta tggaagccat gaaaatggaa gtgcaggtac tggcacatcg 
aagtggtgtt
    36061 attcagattg gtgccgaaaa aggcacgacc tgccatgcag aaactgccat 
tgcgagtatt
    36121 cactaagcta tgaactgttt taaattgatt gagtcttagt tcgctaagac 
tcaacataac
    36181 ctttatctat caaatcagtg aggaattttt tcaacgttgt cgttaacgaa 
tttcgtcttg
    36241 aaaaaacaca gtaattatga gatatttgtc acagtttggt gatactaaaa 
attaatcact
    36301 gtattgaaag ctcgcatatg cgggctttaa tttttagccc agtttaagca 
tttctcactt
    36361 aatgagctgg cagcataaaa acaatttgag aatttggcac tcactcaaag 
gcgaattgaa
    36421 gaaagcgaat gaaaattcta ccttcatctg aatatgatca aattctaaaa 
tacagtgtct
    36481 actggctcgt catttcgatt gtgattggag tcgttgcagg gttggcatcg 
actttaattt
    36541 ttgtggcttt tgatatttca aataaagtga gaagcctgca tcactggctc 
atctactttt
    36601 tgcctttcgt ggggtttggt attggttatc tcattaaaaa atatggatca 
ccgattgaac
    36661 gtggaactca tttactcata gatgaaattc atcaacccaa gtcgtttatt 
ccaaaacgaa
    36721 tgagtcccat catttttatt acctcaattt taacgcagtt gtttggtggt 
tcggcagggc
    36781 gagaggcgcc agcggttcag ctttcgggtg ctttaattga ccacctgagc 
catattttaa



    36841 aaatctcgga agataaccga aaaatttgct taatcgccag tatcggcgcg 
ggctttgctg
    36901 gggtgtttgg cttgcctctg gcgggtgcaa tctatggttt agaaattact 
gccttaggta
    36961 atttaagata ctcagccatt tttccatgtt ttgtgtcggc gctgattgct 
tcggccatac
    37021 ctgagctatt cgaaattgtt catccgcatg ttttttatgt gattagtgaa 
tttccagcca
    37081 ttcattttgg aacgctcatg agcctgattg cggcagggtt gatctttggt 
ttagttgcgc
    37141 gtttctttat tgcagctatt cattttgcga gtgatgtctt ttataaatat 
gttcggtatt
    37201 tgcctttaag aacgatggtg ggtggtatcg tcattatgct actcactttg 
ttcactgcgc
    37261 atcagcaata caatggtttg ggtacagata aaatcatttc atctttttat 
gtgccgattg
    37321 agttttacga cttttttaac aagaccattt ttactgccat tactttaggt 
tcgggtttta
    37381 aaggtggtga aattacacca ctcttttatg tgggtgcgac attaggtaat 
gctttagggg
    37441 cggttttaaa cctgcctatt tcattgcttg caggcttagg gttggtcagt 
cttttttcag
    37501 gcgcgagtaa ggcaccgtta acctctatta ttttagctgt tgagctattt 
ggaatgaatg
    37561 ttgccactta tgcgattatt acttgtttgt tggcagcgct attttcaggg 
gattgtgggt
    37621 tgtatcgccg taaaaagttg atggattgat taaggctttg taaggagttg 
agtggtttta
    37681 ggttgcttaa ttcctattaa atcttctttt ttaataataa tgataaaaat 
tagcctagta
    37741 agtaaaatac ttctaaaaat atgaaaagaa ttgaatttat attttataaa 
agaagatgga
    37801 aattaatttt aatgaacaat tattgttttc taaatattta aatcatgggt 
atacattaat
    37861 aaaaattaaa aatatttaaa aaatttccaa aatgtttcaa ttatgaattt 
tttatgacat
    37921 ttattgttga ttatgaatga ttcatgtagt ttttgtttga ttttttatct 
atttggtaaa
    37981 ttaaaaataa tattttatgc aaaacaaaat tttttttact cacgcttttt 
ttcttttata
    38041 tgggttagct acgcatgctt atgctatcga tgatatttct ttaccagatc 
gtatacgtca
    38101 ggaacaacgt ttaaaagagc ttaatcaaca attagaagcg caaatcactc 
aacttccacc
    38161 taaacctgtc actacccaat tgcaggattt taaaactata gttgttccgg 
aagagccatg
    38221 tgttcaggtc aagaatatta attttgatag caaaacgtta caggaccctg 
aatattataa
    38281 atttcacttt atgcttcggg caatctggaa ccatccccag aagatcattg 
gcgaatgtat
    38341 cggtacgcaa agcttacata acctcgttaa ttttgcccaa aatgagttga 
ttaaaaaagg
    38401 atttattacc agtcaggtta ctgttgaccc tcaagatatc cagcaaggtt 
ctttgcgact



    38461 tggtgtgcag attgggcgct tacgtaaaat catcgtagaa ggtgagcaac 
tctccttatt
    38521 acaacttaaa gcagctttac cctttaaaga aggtgatttc ctgaatttac 
aacaacttga
    38581 tcaggggcta gaaaacttaa aacgagctta tacggtagat atacaaattt 
tgccgtcaaa
    38641 cgagtctgtt caggaaactc aaggttatag cgatctggtt attaagttac 
aggcacattc
    38701 aaagatcagt ttaaatttag gcttggataa ttcaggtagt aaagatactg 
gtaaatacat
    38761 cggtagctta ggagtcaata ttaacaatcc attctactta agcgattctc 
tttcctttaa
    38821 ttttagtcat tcattagata acttacatcg agacttaaat aaaaactact 
ttgtaagtta
    38881 tcagcttccg ttaggaaact atgatttcag tactagctat agccgttatc 
aatacgagca
    38941 aaatgtattg ggtgcaaata gtgtactacg ttatcacggc ttaagtgagc 
agggtaactt
    39001 gaatgtatct cgagtcctta gccgaagtgg gcaacataaa accagtctct 
atggcaagct
    39061 ctaccataag caaaactcaa actttattga tgatattgaa attgaagttc 
aacgtagaag
    39121 aacgtcaggc tggaatgcag gaatacaaca tcggcaatat ctgggggttg 
ctgtattaga
    39181 tgcaggcttg gattatcggc atggtacagg tgcctttgat gcattattag 
caccagaaga
    39241 acaaattaag gatgttgata aaaatccatt accgccagaa gggtattccc 
gtgctccgat
    39301 ctggagtgcc gatttacgtt ttcaaatgcc atttcagctt ttggatacgc 
cagcccaata
    39361 ccgtctgaac tggcgtggac aatatgctcc acgagtttta gtgcctaatg 
atcgttttta
    39421 tatcggtggt cgttatagcg tccgaggttt cgatggtgaa ttgatgctat 
caggcgataa
    39481 cggacagtat ttacaacagg aaatcagcgt aaatacacaa cttcctaata 
ctcaatttta
    39541 catggctgta gatcagggct gggtgaacgg tgagaacagt attgccggac 
agcgccatct
    39601 gatggggagt gtcgtaggac tacgaagtta tctgaaccat ttttatattg 
atgcctttac
    39661 agggcgaggc ctaatcgcac caaagagtat aaaaaaagac tggattttgg 
gatttagtct
    39721 aaatgctttt tattaatttt attaataact tgagattcat tttaattaga 
gaaaactgac
    39781 ttatgaataa aaatctttat cgaatcattt ttaacaaagc ccgtaacatg 
tttatggcag
    39841 ttgccgagaa tgtcagaagc cagagcaagg cggcagggca atctagttcc 
tcagaaatag
    39901 tgagttatgg gcaatcatcg ggacaagaaa aatcatttca tcaactgtgg 
catgtcaagg
    39961 cattagtgac aagtatgagc ttattggtgc cttttgctcc agtctatgct 
gatatcgttg
    40021 cagatagtgc agcgaatgct gcaaaccgag ctatcatagc tgctggtaag 
aactcagcag



    40081 gtaaaactgt tccagtggtt aacattcaga ctcctaaaaa tggtatttcc 
cacaatatct
    40141 ataaacagtt tgatgtattg gctgaaggtg ctgttttaaa taacagccgc 
caaggggcta
    40201 ccactaaaac cgtaggagca gtggcggcaa acccattttt agcgactggt 
gaagcgcgtg
    40261 tcatcctcaa tgaagtaaat tcatcagccg cttcacgttt tgaggggaac 
ttggaagttg
    40321 cagggcaaat ggcagatgtc attattgcca acccatctgg aattaacatt 
aaaggtggtg
    40381 gttttattaa tgccaataag gcaattttta ccacaggtaa acctcaatta 
aatgccgatg
    40441 gtagtattaa acagttcaca gttgatcaag gaagaattac ggtttcagca 
aatcctaact
    40501 ctaagtttgg attaggggga aataataatg atgcaaacta tgttgacctc 
tatgctcgtg
    40561 cattagaact tagtgctgag ctacgtgcca aaaatgatat tcaggtgatt 
gcaggggcaa
    40621 ataatgtcag tgcagattta caggaggtta cagctaaaac aggtactgga 
actgcaccgg
    40681 cattggctgt ggatgttaaa gcgctgggtg ggatgtatgc caacaacatc 
tatttgatgg
    40741 gaactgaaaa aggtttgggc gtgactaacg cagggaccat tcaggcagtc 
aacaatctgg
    40801 taattacaag tgcagggaaa attgaaaata acggaaccat caaaactaca 
ggtagccaaa
    40861 attctgtatt aaatttatct agtcaaaata atggagattt tacctcttcg 
ggggcaatcc
    40921 aatcaaatgg caatatattt ataagttcag atagaaactt ggcattgaat 
ggagggaaaa
    40981 tagataaatt aggaacaacg ttaagctcta ttttcttatc ggctaaagga 
gatgttagct
    41041 tacaaaatga tgtaaatatt caaaatgctg gagttggagg gggcatctat 
agtgactcat
    41101 tgaatttcaa cttaggaaag gacagcaaca tcttaagtca aggtgatatt 
tctctattag
    41161 caaacaataa tattgatata caaaatggaa aagggatcac tagtaataat 
gatcttagca
    41221 tccaatcaaa aaataattta aatattgcta actccagcat tgagtctaaa 
gctggaaatg
    41281 taaatttaat aagtttgggt aatactgcaa gttctttgtt aggtattaat 
aataccaaac
    41341 tttatgctgg aaaagatttt aatattaagg gtgcaaaaaa tataaaacta 
aatagctcta
    41401 ttgttcagga aaattctaat aatataaatc tatacgctgg taatgatatt 
gagatcggta
    41461 atgatgtcag tcctgtgagc ttaaaaacac aaggtacgat aaatatagct 
gcaaaaaata
    41521 atcttatcct tcgcaccgat acaagcttac tgacaaaaaa agatattgat 
gtgcaaactg
    41581 acatcggtaa cctgtatgca aaaagtctca atgtaagctc atctgaaggt 
aaagtttcaa
    41641 ttttggggaa tgggaatgta aatcttgaga ctcaaaatga tggatggtat 
accctaaaaa



    41701 atagaataaa tgcaaaaaat ggaattatcc tagggtcaaa aggcgaaaat 
gctattacaa
    41761 aaataaatac ggtggatctt aagtctacag atggaaatgt attacttctt 
tctggcgggg
    41821 atctaacact agatggcaat aatggctata ccacgggtat gaaagctgca 
gttgcatcag
    41881 gttttattaa tgcaaaagac gtaactttgt ggagtaaaac cggagtttta 
gatataagca
    41941 gcggtgtaat taatgcatcg aatggtggaa tatcaattcg ggcaggaaac 
aatgctcaag
    42001 tacatgatat tgatttaaac tccacaaaaa atattgaaat aaactccgat 
aaagatctta
    42061 tattagaacg cacaaatacc agagcaaatc aacatattgc cctaagctcg 
aaggggaata
    42121 tcaatgctta tcaaaattat attttagatg ctaaaggtgt tttatctgca 
attagtaacg
    42181 gaagtattga tgggcaaggg tatggtggag cagttattgt tgaggcaaac 
cagctatcga
    42241 ataacggaat agattttaga gcaactggaa gtgagttact tcaattagat 
actaaactaa
    42301 aaaatataaa cggtaacttg tcgattcagc ttaataaaga ctttgtcatt 
aaaccaactc
    42361 atgggcatga cacaatcaca ttagttgcag aaaatgatat tgatgttcgg 
tctaaacaag
    42421 gagccataag gattgaaggt gaaaattttg cacctaatct aaatgaagca 
ggttttgttg
    42481 gcatcatctc taggaaaggt ggtcttagtt tagaaggtac aagcgtcgat 
attaaaggaa
    42541 caaaaataaa tgttcaaaaa gatatcaata tcgtttcaac aaagggagac 
cttgtgattg
    42601 atgggattgc tgataaagtc aatggcgtat ccaagaagaa agatttaatc 
aacagtcagg
    42661 atgatcagga aaagaaaaat tttatcgcta acacaatcac tggggtggaa 
aactttaata
    42721 gcgagttatc tacgaatact ggaaatatta atatatcttc taaaaaagga 
gtttcaatta
    42781 ctggcgcaaa tattgatgca aaacaaggaa tagttaatat tcaagctcag 
ggtgttttaa
    42841 atgggaaata tcgagctact gcaaaaaaag aagggaccac tgcaaaagaa 
ctaagtgcaa
    42901 gtattattat tgacggtaat ttggatgtat acgaaaaggg taacgagact 
gaccagaatt
    42961 acagttatag agagtatgta aatccaacga atataaacgg aaataaaggg 
gtaaacatac
    43021 gtgctatagg gaaaactgtt aatgacaatt tagtactgca aggtgtaggg 
attaattctg
    43081 ctcaaggtga tgtaaatatt gaagcagata aaagtatatt gtttgatacg 
gcacttgaaa
    43141 ctttatatga ccgtagtaca aaaacagaaa cgaaaagatc ttggtatggt 
aagaaaaaaa
    43201 ctaccaccac aacaacgatt ggagatgttg taacacctgc ttctgttgat 
atttatggta
    43261 agaatattaa cgttatcagc caatttaaaa acccgttacg ggcagatggt 
acaagagatc



    43321 ctgctttgaa tacatctgta gatatttatt ctgcccgatt taatgctaat 
ggcggaaaaa
    43381 tttcaattcg atctggcgga gacctgaatt ttttaactgt agctgctgtg 
aataactcaa
    43441 acgtaaatca ggttaaaaaa tcttcatggt tagggattaa tcttggtacg 
tcaaaaacca
    43501 atgcaaccag aaatcaaact acagaaatac ctgcaaaatt aaaagctgat 
tatattggta
    43561 caaaatcagg atatgacaca agacttgaag ggaccgagtt tacgtatctc 
aaaagtgcta
    43621 caattgaggc agggggaacg attactttag ttcctgcaaa gaatctagtt 
gaagaaagcc
    43681 taaatagaaa aaagaactct gttgtctggc agtctatgca ggacaaagga 
tcaattactg
    43741 aaactgcaca gctccctaat tttaatggac cacaaccccc agtttttaat 
gcagcaggtg
    43801 gtttaagtgt acaagttcct attagtgaaa aagatgttaa taaagtcgaa 
ttacgtgatg
    43861 caattttaaa attagcaaat caaccgggaa gcgcctatct taaagattta 
gtaaaccgta
    43921 aagatataga ttggcaaaca gttttattaa cccaaaagga ttgggattat 
aaatcacaag
    43981 gtctcacagc ggctggagct gccattattg ttatcattgt gacaattgct 
acgatgggtt
    44041 caggtactgc tgcagcggct ggagcagcgg ggggaaccgc agcaagtggt 
acaactgtag
    44101 gactgggtgc aagtatgctt ggaactgctg gagtgacgac tacagcagca 
ggagcaatcg
    44161 ttccatcaac attaggggca atggcaaatg cagcagttac gagtctagct 
gctcaggcaa
    44221 gtattggtct gattaataac ggtggggata ttggtaagac cctaaaagag 
atgggaagta
    44281 aagactccat taaaaatctg gctgcatctg tggtaacagc aggtttatta 
agtcaagttg
    44341 gtactgctct aaatttaaaa ccagacagta ctcttctgtc agacagattg 
gcaaacaatt
    44401 ttgcatcttc agtaggatca actttagtac aaactgcaat taatggtgga 
gatctgggag
    44461 ataatttaca ggttgcctta cttgcaggtc tagcaggggc attacaagga 
gagttggcta
    44521 gtcagattgg aacgagttta gataaagtcg atccgaacat atttgaatat 
acaattcata
    44581 aaattgccca tgctgttgtg gggtgtgcta cggcggcagc tacaaaacag 
agttgtgaag
    44641 cgggtgcaat tggagcaggg gttggtgaaa tagttgcaga gcttatgatt 
ccagcgggta
    44701 aaactgcact cgacctaaca gatgcagaaa gaacaaaaat taaggataca 
agtaaactta
    44761 ttgcgggtac gacagctgct tttgctggat acgatgttaa tactgcggca 
aatagtgcga
    44821 atatagctgt tgaaaacaac acattgggta agcttgcaac aaccgcagga 
aaagcggcat
    44881 atagagtagc taaaagaatt actgatatgc cagcctcagt aagagcaaat 
cttaaacccg



    44941 acgatgttat taagattttt aaggaagaag gtgttcaggg agtaattgat 
attggggaca
    45001 atatcaaaac tttgattagc cctacatcca cacctgggga tagagcattt 
gcagcaattg
    45061 atttgctaat aggtattgat ttaaaagcag gcaagaatgt tgatattctg 
aaatccgaaa
    45121 agaatataat tggaaaaaat tattctgctg ggctaaatcg tgaaatttta 
aataaggcag
    45181 gtgattttta tccgaatgta cccgatttaa gaacaggaag aactatatca 
tttccagttg
    45241 gtgacttaaa aaaagtacct gaattaagtc gtgtttcttg gggagcgcaa 
gaacgtggta
    45301 agtttattca ggagtggtat aaacgaggtt atgaaactcc gcgtggtggt 
tggtctgaat
    45361 atgatattca tcatattaaa cctagagagt ttggtggaac aaatgaattc 
tggaatttaa
    45421 cacctgtgca aagaaaaaca catcaacagg agtttaattc tttttggaga 
aatatgtaaa
    45481 tgaagctgtt aaatgaagca ttaagaaaaa tagagactct ttggagtaaa 
gagccaaagc
    45541 atgctgttca tagaggagaa aaaacttttt ttcagtttcg ttgtattttg 
aataatggta
    45601 tttcaccaga tagatttggt gatatcgatt tgcaattacc aacagagttt 
aaggagttcc
    45661 ttttagttag taatggggct gatttattca aggatgagga atatgggcaa 
tggggagcga
    45721 gaatatttag tattgatgag ttacagtcat ctaataaata ttatagagag 
ttaagaccta
    45781 aagacttcac taagggggat ttgataattg gtgagtttta tggtgattca 
gatttgttac
    45841 tgttaaggtg tgatcctgaa agtaaggatt atggcgctgt acttatcgct 
ttaccttttg
    45901 ataatcgctc agattggtat tgttcagtca attttgaaaa ttttataact 
gactatgtta
    45961 attctgaggg cgataaattt tgggagatac aaacaaaaaa ataattttat 
agaagctcaa
    46021 tgaatcgttc aaaagactct ttgagtttaa tttaaatctt taataaaagt 
gaatattttt
    46081 tatgctttat aatcacataa aactattacc cttagcactt ttttctattc 
ttttagctgc
    46141 atgtggtggt ggaggtagtg gggatgattc agcgacatca gatacacctg 
taccgaagcc
    46201 tattgtagaa gcgtctgtat taagcccaga tttggcacat ggctattttg 
aaattgaaaa
    46261 ttcaggagtt actaataact caactattaa gttctcacca tttcatacaa 
acagtgtaat
    46321 tgaggtatcc gcttcaaata atagtatgtg ggatttagag attcttactc 
caggtaatga
    46381 tttatctgcg catattaaca atttggctgg tctttatttt tatcccaaaa 
gtgataaggt
    46441 tggggttttg agctattcag agaatgataa aggccatttg gctgtccaat 
gccgaaactc
    46501 atgtagtgat acattctctt ataaattcga aaaacaaagt gatggtaaaa 
cttactttat



    46561 tataagcgca aatggtgctg tatcagggcg tttaaataat attgactttg 
cttcgactgc
    46621 caaaattaaa ggctctatta aattcgaagt aaattctgat tggccagtat 
ggaacacgaa
    46681 acgttttaat gaatatccag ctaaatcaga tttagtcgtt aatggtaagc 
tggcgacaat
    46741 acaaagattt atgaattgga caaccagttc tgtcttaact tttaacacag 
ataaagaata
    46801 ttattttaac ttttctaatc ctctggatcc tgaacatgat aggttcatat 
taactgaggg
    46861 aaattatttt agtaatgaac agccaaaaga agtttatata tacaaaggat 
attttaatca
    46921 ggattttata ttaaatacag attatgaaaa tggtctaact acctttaaat 
ttatcaataa
    46981 ttcatttact aaccctattg aatatgttgc atctccgcag ttaaaggtct 
caggtggttt
    47041 cgagaaaaaa attccttatg ggcaagttac agcaggaagt gaagttttta 
aaattgatga
    47101 gacagttgcg gcagctgcat atgcagaaaa tgaaagtaaa tattttcgtt 
ttatgagtag
    47161 agatcataag tctgatctcg agtttacggt gaaatacgat actattacta 
aaaaagcaaa
    47221 tgtagcgtat caaagaccta aaaaagatca attgaatgta aatattcatt 
tgaaatggaa
    47281 ttgtaaattg acaaatgatc attgtactgg tgtaactgtc aatgagtcag 
aaggaaccat
    47341 tgaatttaaa aatgtgcagt tagatgatgg tcgtatcata aatggtaaat 
ttgcccatct
    47401 aggggtaaat gatctggtag gctgataagt ttttatttgt gtgaagattg 
aaaagctagc
    47461 cctaataagg gctagttttt tttaagtata ttccatttta ctattctcgt 
tacgttaaaa
    47521 agacatatat taaaaataat tcaaatacat aattcatatc taaagctaat 
ctatagtttg
    47581 ctagatagct atcaaattaa taaagcatga aaggtatatt cttatttttc 
tatgaatata
    47641 ttggcccatt ttcgatagtt aatttctgtg ttttataaac taatttttaa 
cgggaaaagc
    47701 tgaattattt ccccttactt tttaatgatc tattttaaaa caaatgtcat 
ttcctacgct
    47761 tgacgccaac aatagcgaat actatccttt gcctgctggc ctacattgcc 
agtcggtttt
    47821 agcagaccgt tttcatctag aacatcaaaa aagtaatttt ttggtggtga 
actcgttcgt
    47881 cccccttcgt agcggtagga cggaggaggg acgccttcgg gcgtgccagt 
tcctagatga
    47941 ctggtctgct aacccttctt cgttctgcca ccataatcat ttagcagtga 
tctggtagaa
    48001 cttctatttc atctaggagt ccgctatgcg tactaattct tctcaatttt 
tggcctttgc
    48061 caaaatctct ctatttatac cgtttaaata ctctataaat tggtttaacc 
gactctaggt
    48121 ttttacacct aaacatcgtt acgactaaaa aatcatagca acaataaacc 
cgagataggc



    48181 gagcacatct ttattgtgcg gcttttgcat gcctgtattt agcactcaat 
ttaagagtga
    48241 cggtatgttt atctctttta tatacaacaa aaaattattt taaacggtat 
aactatgcca
    48301 aatttagaag cttcatttag agcactcaga gtgcttcata cagcaaaaga 
tttatttaac
    48361 caatatggat ttcataaagt cggtattgac cgaattattg ccgaatctaa 
ggtgaccaaa
    48421 gccacgtttt ataaccattt tcattcaaaa gaaaggctca ttgaaatgtg 
cttaaccttt
    48481 caaaaagatg gattaaaaga agaggtattt tctattattc attcttatcg 
tgaacttatg
    48541 gtgtttgata agctgagaaa aatattttat ctccatgcca acctcgaagg 
gctgtaccgt
    48601 ttgcctttta aggccatttt tgaaattgaa aagttttatc ccactgccta 
caaagtagtg
    48661 gttgattata gaaactggtt agtgacccaa atacatggcc tacttttaac 
cgtcaaaccc
    48721 acagctttaa tggaagatgc tcacatgttt ttgtttgtga ttgatggggc 
aatggttcag
    48781 cttttaagta aagaggaaac agatgaacga gataaattat tagattattt 
tttaagaaag
    48841 ctgtctgagt gttaaatcta gaaacactaa aaaaagccca tcactgggct 
tttttagtgg
    48901 gtatgggact attaaaactt aagtttttta aggccacggc tcacgccatt 
ttgtaaagcc
    48961 gctttaataa ttgggccaat aaaaggaacg cgacctttaa agctaatggt 
gtaatttaaa
    49021 cgagttcggt tatttcccaa gtcagtaaat tgcatcacac cacggtgtgc 
cttaattggg
    49081 ctaatgccgc ttgtaattgc gtactcgatc agttcatttt ctttgtagac 
taaatttgtt
    49141 tcaacaaatg aaggtgtaaa cggaatagac atcttgcgtg cagagccaac 
cccattacgt
    49201 gcatcctttc cattactaat gcgagtgact ttagcagggg caaaaagttt 
acttaggttt
    49261 tcgtgttcac ttaaggctgc aaagaccttg tctacgggtg catcaaattc 
ttgtatgatg
    49321 ttgatttttt gagtttttaa catcttgttc cctctaaagt aaatttgaca 
tgagtaattg
    49381 tcagaatttg gatattagca tgcttttcac tagggtggaa ttctagtttg 
tcggcgtgat
    49441 ttcatctcta tattgcacgt tttttgttag aagtggagcc ttaactcatt 
tgcatttgag
    49501 caatatgcct tacgtgaaaa ataacaatcg ttgcaaaccg taaagaaagc 
ctcctcataa
    49561 tcaaatgaca attataggaa atagaggaat aacaaatgcg cgctcttact 
taccacggtg
    49621 cagaagacgt tcgagtagaa acggttgcag acccgattat acaagaacca 
gatgacatta
    49681 ttttacgtgt gactgccaca gcgatatgtg ggtccgactt acatttatat 
cgaggcaaaa
    49741 tcccaaagac tgaacatggc gatatctttg ggcatgagtt catgggcatt 
gttgaagagg



    49801 tcggtccagc cgtcactcaa gtaaaaaagg gcgaccgtgt gattgtacca 
tttgtgattg
    49861 cctgtggtga atgtttcttt tgccaactcg acttaaccgc tgcatgtgag 
accaccaata
    49921 cagggcgcgg cgcgattatc aataaaaagc agattccacc gggtgcagct 
ttatttggct
    49981 atagtcatct ttacggcggt gtaccgggcg ggcaagcaga atatgtgcgt 
gtgccaaaag
    50041 ccaataaagg accttttaaa gtacccggct cactgtcaga tgaaaaagta 
cttttcttga
    50101 ccgatatttt gcctacggct tggcaagccg tgaccaatgc ccaagtgaaa 
cgtggctcaa
    50161 ccgttgcaat ttatggtgct ggtccggtcg ggctattaag tgctgcttgt 
gccaagatgc
    50221 ttggggctga aaaaatattt atggtcgatc acaatgaata tcgattgaac 
tatgcggcgg
    50281 caacctatga cgctattccg gttaattttg atgaagtcga tgcagccgaa 
tttattattc
    50341 aaaatacgga caattaccgt ggggtcgacg cggtgattga tgcgattggt 
tttgaggcaa
    50401 agggcagtgt tattgaaaca gtcctgacca atttaaaact tgaaggttca 
agtggcgcag
    50461 cgcttcgtca atgtatagcc gcggttcgcc gtggtggtgt ggtgagtgta 
ccgggcgtat
    50521 atgcaggtcc aattcatggt ttcttatttg gtgatgcttt tgataaaggc 
ttaactttta
    50581 aaatgggcca aactcatgtg catcaatatt taccgcaact cttagaattg 
attgagcgtg
    50641 gtgaattaac acctgaaacg attattaccc accgaatgaa attagaagat 
gccgcagaag
    50701 gttatcgcat ttttaatgaa agagaagagg actgccgtaa ggtgattctg 
cttccttaaa
    50761 aatctcagcc ttataatttc actctagagc ctcttaataa aaggggcttt 
ttttattttc
    50821 aagatgcaca atttttagtg cagctttttt attttccatt ctaaagcgca 
cccaatttgc
    50881 tcaaatagag tattactttt aatcaaaaac gtaatactaa gctggcatgt 
cctttgcata
    50941 gtcttaaaca atcaaaagtg atctagggtt ccgatactta cagtatgtct 
ggaccgagag
    51001 ttcacggttc ctagcgaact acacggaggg ataaaagccc gggaggaagt 
ctaaaactat
    51061 ccgacaggag tagctatgaa cactgcaagt tatcataaca atcaggcgat 
ttggaccgaa
    51121 cttttacccg gaggacatca ctggtcgggt cgtattcaaa agggaactat 
tcttagattt
    51181 acttcgcttg gcgctcaggc aaatgtttcg ttgttttgtg taaatgctgc 
cgatgtgctt
    51241 gaacgtttta acatgcccga cagtttaaaa gggcaacaca ccgcctattt 
aaaagcttcc
    51301 aatgtattgt actcagacct tggccgtgtc atggcttcca ttgttcgtga 
tgatcatggt
    51361 tggaatgatg cactttgtgg cccaagccga ccagaacaaa ttgaaaagca 
attcggtact



    51421 cgtacatttc aagatgcccg caatgatatg taccaaaacg gcttagacag 
cttattgatt
    51481 gaaatgtgta aatacggact tgccagccaa gacctgagtg ccacggttaa 
cctattttct
    51541 aaagttgcac cagatgaaaa cggtgctttg tcttatgtca gttctgataa 
caccaatcaa
    51601 agcattgaac tgcgctttga aatggactgc ttagtatttt tatctgctgc 
gccgcatggt
    51661 ttagacacta gcccaagcta tcaacctgcc gatattcaac tcagtttatt 
taaagccaat
    51721 tcactaacag acagcgatat ttgtcgtgat gcatgttcgc aaaatcagcg 
cgcgtttcaa
    51781 aacacagccc gctactacgc acttagcaat atttaaatca ggagaagcat 
catgacagtt
    51841 ttacaatcat ttgaaaaagc agttttaaat gaagtttgtc ctgctggcga 
agcctggatg
    51901 tgtgaggtta aaaaaggcca atattttcga attattgacc ttgagggaaa 
ccaagcagtc
    51961 gatactttat ttatgagtgc agaaaacccg actgagcgtt atagcgcaat 
ggataccttg
    52021 gctatcaacc aacaaatcta tttagaaaag ggcaccaaac tctacagtaa 
cttgggccgt
    52081 ccaattgccg ttattcatga tgataactgt gggcgccatg acaccattgg 
cggtgcttgc
    52141 tcatgtgaaa gtaatacagt tcgctatgca catgaaacct acccaatgca 
tagttgccgt
    52201 aacaacttta tgtatgcctt ggcaaaacac ccgattgcaa aaaagcatgg 
cttaaatgtc
    52261 cgtcacatcg gcccaaacat taacttcttt atgaatgtgc ctgttacacc 
agacggccag
    52321 cttaaatttg atgatggaat ttcaggaccg gggaaatacg tcgaagttcg 
ggcggaaatg
    52381 gatttgattg ttttaatttc aaattgtccg cagctcaata acccatgtaa 
tgcatataac
    52441 ccaaccaaaa ttcaattggt tgtccgtgaa gcggaagggg tgtaagcatg 
tttaaaaaag
    52501 ttctgattgc caaccgcggt gcaattgcct gtcgtgtaat tcgtaccctt 
aaaaaactcg
    52561 ggatcgcttc ggttgcagtt tactccgaag ctgaccgtga ctcgttacac 
gtgactttgg
    52621 ccgatgaagc ttttctgatt ggccctgcac ctgcacatca aagttattta 
aatattgaaa
    52681 aaatccttga agtagcaaaa cagtcgggag cagaagccat tcatcccggt 
tatggttttt
    52741 tgtctgaaaa tgctgagttt tgtgatttgt gcgaaagcca aggcattgcg 
tttattgggc
    52801 caacttcaag ccaaatgctc gactttggtt taaaacatac tgcacgtgaa 
cttgctatta
    52861 aaagtaatgt acctctactt ccgggcagct cactacttgc cgatgaagcc 
gaggccttaa
    52921 ccgaggcggc ccgtattggc tatccagtca tgctgaaaag taccgcgggc 
ggtgggggta
    52981 ttggcatgcg tctggtctgg aatgaaaccg agttaaaaga tgcttatcaa 
accgtgtctt



    53041 atttagctca ggtcaatttt aaagatgcag gtttgtattt agaaaaattt 
gtacaacacg
    53101 cacgccatat cgaagtacaa atttttggtg atgggaaagg gcaagtttta 
gcgttaggtg
    53161 agcgtgattg ttcggtacaa cgccgtaatc agaaagtcat tgaagaaaca 
cccgcgccac
    53221 acttaaatga acagcaacgt gactaccttc aaaaagttgc gattcaactc 
atgcagtcgg
    53281 tgaactaccg ctcggcaggc acggttgagt ttgtcatgga caccgaaacc 
caagaatttt
    53341 atttcttaga ggtcaacacg cgtttgcaag tcgagcacgg cgtgactgag 
caagtgttta
    53401 gtgtcgactt agttgaatgg atggttactt tggcaagcgg tgactggtta 
gcaccaacag
    53461 aaaaattaga gccaacagga tattccattc aagttcgtct ttatgccgaa 
gacccaatta
    53521 aacagttcca gccgagtgca ggcctgctta cacacgttaa atttgacccg 
caagcccgag
    53581 tcgaaacatg ggttgaaaca ggttcaacgg tatcgtcttt ttatgaccca 
atgattgcca
    53641 aaatcattgt gactgctgca acacgggacc aagccataca ggcaatgagt 
gctagtcttg
    53701 ccaacacgca ggtggctggc atcgaaacca atttagaata tttacaaaac 
attattgctt
    53761 gtgatgtgtt tgctttaggt actcaaacca ctcgattttt aaataccttt 
gaatggaaaa
    53821 ctcaaaaaat tgaggtgttg caggctggca ttcaaaccgc cattcaggat 
gtaacaggtc
    53881 gactaggtta ttgggatgtt ggggtgccgc catcaggtgc catcgatcca 
ctcagtttaa
    53941 ctgtggcaaa ccagcttcta gccaatgagc caaatacggc agggcttgaa 
tgtaccttgc
    54001 aagggccaac tttaaagttt cactgcgaca gccaaattgt gattacgggc 
ggtgatatgc
    54061 cttcaaaact tgatggccaa ctggtgccga tgtggcaaac catcaatgta 
aaaaaaggtc
    54121 aagttttaaa atgtgggatt atccgttcag gttgccgtag ctatataggc 
gtgaaaggtg
    54181 gtttcgatgt tcctgagtat ttagggtcac aggcgacttt cactttaggg 
cagtttggtg
    54241 gacatgcagg ccgtaattta ttaattggcg atatgttgcc aattactgaa 
tattccgctc
    54301 aatcgactac agctttagct caagcgcaaa ttcctagctt tacccaaaac 
tgggaaattg
    54361 ccgtcatgta tgggccacat ggcgcaccag attttttcac taaacaagat 
attgatacct
    54421 tctttgccaa tgagtttgaa attcactata actcaagccg cacaggcatt 
cgtttaattg
    54481 gcccaaaacc agagtgggca cgtgaagacg gtggtgaggc aggcttacat 
ccttccaata
    54541 ttcacgacaa tgcttatgcc attggcgcaa ttgattttac gggcgatatg 
ccaattattc
    54601 tgggtccaga tggtccgagc ttaggtggct ttgtttgccc tgcggtagtc 
attcattccg



    54661 aactttggaa aatcgggcag ctaaaagcag gcgacaaggt caaatttgta 
cccgtgagtt
    54721 atgcgcaagc aaaagcactc gatcaaaaat atcatcaaag tttaacctcg 
actgatacaa
    54781 cacaaatcga tttcaaccca accattcaat cagaacccga cactttaaaa 
gatgcagttt
    54841 tagccacttt agacggtaaa gctgacttac caagcgtgac ctatcgacca 
gcaggaaata
    54901 gctatttgtt ggtggaatat ggcgagttag tacttgacct aaatttacgc 
ttccgtattc
    54961 atgcactcat gcaatgggtc aaagatcaaa acattcaggg tattatcgac 
ttaacaccgg
    55021 gcattcgttc actgcaaatt cattttgatt caatccagct tgatcaactt 
gagcttttac
    55081 agaaacttca acaagcagaa gccgaattac ccgacattca aaatatgcag 
gtgccttcac
    55141 ggactgtcta tttgcctttg gcttgggaag attcgcagac tcaacttgcc 
accgagcgct
    55201 atacacaaat tgttcgtcca gatgcaccgt ggtgcccaga taacgtcgag 
tttattcgtc
    55261 gtattaatgg cttagcttct aagcaagcag ttaaagatgt ggtttatagc 
gcaaactatt
    55321 tggtgatggg tttaggcgat gtgtatttag gtgcacccgt tgcaacgcca 
ctcgatccac
    55381 gccaacgttt agtgaccaca aaatataacc ctgcgcgaac ttggacacct 
gaaaatgcgg
    55441 tcggcattgg cggggcgtat atgtgtgtgt acggtatgga agggccgggt 
ggctaccagt
    55501 ttgtcggtcg cacgacccaa atgtggagcc cttaccgtaa aaatgccaac 
ttcgaagaag
    55561 gcaaaccatg gttactgcgc ttttttgacc aagttaagtt ttatgaagtt 
tctgagactg
    55621 aacttctgca aatgcgtgaa gactttaagg cggggcgtct acaacttcgt 
attgaagatg
    55681 gtgtgcttaa cttaaaagaa tacaacgagt ttttaaaaac acatcaagac 
agcattcaag
    55741 cctttaaaga catgcaacaa gctaactttg aggctgagcg ccgccgttgg 
cacgaagcag
    55801 gtttgcaaga atatatttct gaaagcctag atgctgttga tgaaggtgaa 
accgtggtta
    55861 ttcctgaagg aggctgtgca gtcgaatcac acatgccggg ttcaatctgg 
aaaattgaat
    55921 gtgcatcagg agatattgtt gaagaaggtg caacccttgc agtaattgaa 
gcaatgaaaa
    55981 ttgaaattcc gattattgcg ccggaacgca tgaaagtaga aaccattacc 
attgaaaaag
    56041 ggcaaaccgt aaaaacagga caagtgctat ttactttggc accagtcgct 
taaaccaaaa
    56101 gagagcatcg atattgatgc tctctttttt tattatgctt cggtcaaatg 
ttttaatact
    56161 ttatggccat gttcaacagc ttctaattta attttcgact ctgggttacc 
cgataaaggc
    56221 gatacgtgat aaagcaagta agtagcgctt aattgcattt gtgtatattg 
aattgaatat



    56281 tgaaccgctt ttaaaaaact atccgctaag ttttctcggt cgttcaccat 
atcggcttct
    56341 ttttgcccga ctgtcatact aataatgact ttcttatctt ttaatttgtc 
gccttgagag
    56401 ccataagcaa actgataagt aaaaacttca tcaaaccata gcttcaaaat 
tgcgggcata
    56461 ttaaaccaga acattggata ttgcagaata atcgtgtcgt ggcgtaacaa 
cgctttttgt
    56521 tcagcactta cgtcaatttt atagtccgga taaagctgga aaatatctcg 
cacttcaagg
    56581 tccggatagg tttttacgag ttcactcaca atcgttttat ttgcaattga 
ttgagcgtag
    56641 tagggatgag ccaaaatgag taaagccata atcatacctt ttaactataa 
aaataatagt
    56701 cactataatt tttatagtat gggcgtacaa taactatcaa aattgatagg 
tagcgtttaa
    56761 aaatggcaaa aactgaaaat aaatgtgaaa tcagcatgaa tggaaaaacc 
tatccatgtc
    56821 atatcagtat ggctatggat ttggtgggtg gaaaatggaa atgcgtgatt 
ttgtattatc
    56881 taaaagatgg gccaaaacgc tttaatgaaa tcaatcaatt aatgccaacc 
atcacagaaa
    56941 tgaccttaag ccttcaactt aaacaattag agcaaagtgg cttaatctct 
cgaaccgttt
    57001 atggtgaaaa agcaccgatt aaagtggttt atgaaatgac cgaattaggc 
caatctttta
    57061 agcctgtttt agagtcttta tcggtatggg cacatacgat gattaatcag 
tcaccatagg
    57121 gttagcttat tgattacatt tttctatatg cttaaaaatt ctttcacaaa 
gtgcctttgc
    57181 cttaggggta agctgccagt cagggttttc atcaaaatct ttaattattt 
cgcggcaaaa
    57241 atctaactta tattttatag tccccacacc attaccatct gcaaatgcag 
tttttttgta
    57301 gtagaagacg gtttctttat ttttgaatca attaattttc caattccata 
atttgcatga
    57361 tcaaagtaat tttcatcagt aatactgtca ataagtgaaa tatcataact 
ctttttagtc
    57421 tcaggcttca tgcgaggaaa acggactttt gctactcgaa ctattgatga 
tttgggcaaa
    57481 gtattttctg tttctttaca ttctaaaata taataatttt ctttgtttaa 
ttcagatttt
    57541 aagattctca cacgatcagc ttttccttga atatcgccat ctgcgattaa 
tagcatttca
    57601 cttgcaacag cttttgcact taagccttta tcttctaaat gatccgcata 
atcatcacta
    57661 aaagaccaat gtgttaagtt acttcctgca tattctacaa atgtgtagtg 
gtaattgggc
    57721 atgaagcgtc gatatttctt atattgctca agatccgaat tttctaattc 
acttaaatat
    57781 ttttccatat attttgtgat ataaagacga tcagttatgc cttcaaccca 
aattgtacag
    57841 ttggctaaat agactgatga gggttttacg cctaatgaag cgagtaagtc 
acgatctcta



    57901 tcacaacggt aaattttaaa ttcaaattct tttggatttt cagatttagg 
ttgtttaaca
    57961 aatttttgga taataacttg gtctgactca tctgccatat ctaaaagatg 
attcgagtgt
    58021 gtagtaaaaa aataataatg gttagtttca tttaaataaa aattcatgag 
ttggcgaacc
    58081 atgccagcat gcatatgcaa ctcaggttct tctataaaaa aggaatagat 
ttcatctttt
    58141 ttagtgaaag cttcataagt taaaataata gcttgttgta aaccgtcacc 
taattgtgaa
    58201 atagggaatt gcttatcctt tcctatttta atattaacaa catcttgatc 
atgctttgga
    58261 ataagtgaaa ctggttcatt atcaaagaag tattggctaa gcttttcttc 
ataatcttta
    58321 attagatcac gttgctctgg ctcacctaat aaatgaattt ttaagtcttc 
atataaaagt
    58381 tcaccagtaa tgatattagt agaactatat tcatgttgat tattaaaata 
gtctttctgt
    58441 gtacgttcta gataaggtaa tttatttttc tcgtttataa caggtcgcat 
accgcgtaat
    58501 ataggaatat atttttttcc actatcatta gcgattaata aatcattttc 
ctcaattttt
    58561 gtgcttattt gttgagtgat agtagtaaaa atctctttat cttttatacg 
atataatttt
    58621 attttctcaa agttttttaa aaaataatcc ttatatctaa cacgtggaaa 
tactttagtt
    58681 tcaagtatgt cattaatata atttaataag tctgctctgt atgaactaga 
gctaccatta
    58741 cccatccaaa tactattgga ttcattttct actaattctt ttaaggtaga 
tatttctgat
    58801 gtagcatcat aaaaattatt atcacgaata tttttattag aagcgtatag 
ggtgcgtaaa
    58861 aagcggcttt ttcctgcatt atttttacca atgaaaaaat taagacgctt 
tatttctata
    58921 gcttgttcag aagctatatg attatctgaa aaataaaaat ttaggtcgtc 
tgcccaataa
    58981 tatagcttat agttcatact ttaatgacaa tatattgaat aactatatga 
tatgacaaaa
    59041 taattttaaa ttaaaactca tttgttcaat taaattaata tttcttaatg 
ctttcttggt
    59101 ttagcttttt tcgaaatagc aaatgtattt tgttgccctg attttgcaca 
acttgaatgt
    59161 ttctgcccaa aaaacactca taaatacccg tttaatccat caaaacacac 
ttaaaaactg
    59221 gcacattttc tgcatctctt atcagtaata caaaaactga atttggtaat 
accaagctag
    59281 aggtgcgata tgaacgatgt aaaacctgtg gttaaaccaa agcaaacttt 
aaaagcattt
    59341 ttagtcgaat tgcttagcgt acgcgcaggc gtatatatca aacaaaacaa 
tcatccgaat
    59401 aaagcaaaag gataagactg tgccgaaacg aaagttggct cgaatcagta 
ttaccgtacc
    59461 tgaatcgacc ctcaacgcgc tcgaccaaaa aattgtcgag cagaactatg 
aaagtcgctc



    59521 gcaagccatt gtcgacatga ttaataaaca cctgattgca gagcaagcac 
aggccaatga
    59581 agtcatggtg ggcacattaa cgctgcttta tgacgctagc caaatgacct 
tgcgcaatca
    59641 attggttgac ttgcaacaac agtttttagc acaggtgatt agttcacttc 
atattcagct
    59701 cgaccaacaa aagatattac aagtcatgtt aatgcagggc gcgagttctg 
agcttagaca
    59761 aattagccag caatttattg tgctgaaagg ggtgatcaaa ggacatctag 
aactgatgga
    59821 tgccgtcatg ccgcctatac aacaaaatga ctaaatgagg agtagcgtgt 
tgaaaaattt
    59881 atggaccatc caagactgga aaacagcata tcaaaacggg caaatccatc 
ttaaggatct
    59941 gattggctat gtggcagaaa ttaaaaatga tgatcatgca tggattgaaa 
ttgcatcgaa
    60001 cgagcagatt caatcgcaaa ttgatatttt aaaagaccag aatattactg 
acctacctct
    60061 atatggtgtg ccatttgcag ttaaagacaa cattgatgtc gctggctttc 
acactactgc
    60121 tgcctgtaaa gaggttcaat atttagcaaa ccaagatgct gccgtcgttg 
ccaaactaaa
    60181 aaaagcaggg gcaattgtgg ttggtaaaac taatctcgat cagtttgcaa 
cgggactagt
    60241 tggcgttcgc tcgccctatg gtgcagtaaa aaatagtttt aaccccgaat 
atattagtgg
    60301 tggttcaagt tctggttcgt cagtagtggt tgccaacggt attgtacctt 
ttagtttagg
    60361 gacagatacg gcagggtcag ggcgtgttcc tgcgggccat aacaatattg 
tgggccttaa
    60421 accgacaaaa ggctggtttt ctaccacagg tctaattcct gcatgtcgaa 
ccattgatgt
    60481 catttctatt tttgcactga atattgatga tgcgtggacc attgcgaatt 
taatgcaggg
    60541 ctatgatgaa acagatgaat attcacgagt acatccagct aatgtaccaa 
ctcagttttc
    60601 taaacgaaaa atagctattc cggctcagct tgagttttat ggcgatctgg 
aatctgaaaa
    60661 agccttttta gttgcagtcg agcgtgtaaa aaaactgggc tatgacgttg 
agagtattga
    60721 tttcagtgca ttcaatgaac ttgctgccgc actatataat gatgcttggg 
tagcggaaag
    60781 aacagtcgcc gttgaacgca tgacaacacg tgaaaaggct catccagtca 
ttgcccagat
    60841 tattgcgcag gcagataaat tcaaggcaac agatgcactt caagccgaat 
ataaccgcgc
    60901 cgtactagct cgaaaaatta atttggcttt acaacctttt gatgcattga 
tggttccgac
    60961 agcgccaacc atttacacca ttgccgaagt tgaagccgac ccgttgacta 
aaaatgcaca
    61021 catgggggcc tataccaact ttgttaattt tgccgatctt tctgctttag 
ctttacctaa
    61081 tgtacttcgt gaagacggtc taccaagcgg cgtaaccttt attgcaccag 
cttggcacga



    61141 tcaggcactc gccaattttg cgcagctttg gcaaaccgag acatcgctga 
gtttaggtaa
    61201 atcaactcaa cattatcaaa aaagtataaa aatccattcg aatcattcag 
tacagcttgc
    61261 cgttgtggga gcacatttaa caggcatgcc ccttaatttt cagctcacta 
gccgtaatgc
    61321 cactttgctc aagaaaactc agacgacaga tgcttataaa ctctttgctt 
taaaaaatac
    61381 cacaccacca aagccaggcc tgcaatgtga tgcagaaggg acatcaattg 
aagtcgaagt
    61441 gtgggatgtt cctttagcaa attttggagc cattgtggct gaagtacctg 
caccacttgg
    61501 tattgggaac ctgaaactaa aagatggtac atgggttaaa ggctttattt 
gcgaagcgta
    61561 tgccattcag gatgcaatcg atattagcca ttttggaggt tggcgagctt 
acatacagtc
    61621 actcaatcaa accgctcaaa gtgtcgttag taaaaatgtt ggggaagttt 
ctatatgatt
    61681 aaaaaagcgt tgttatccgt atctatttta tcggcagttg tattgggtgg 
atgtgacaat
    61741 acggctaaag tgcccgaggc taaacaagat gctcaggcag ccgcaaatac 
aaaaccaatt
    61801 accatcggct atagtgattg gccgggctgg gtggcttggc aagtggctat 
tgaaaaaggc
    61861 tggttaaaag aagcagggtt aaatgtagag tttaaatggt ttgattattc 
ggcttctctt
    61921 tcggcctttt cggcaaatca gctcgacgct gtgttggtca ccaatggcga 
taacttggta
    61981 acagcttcgg gtggtacgca aggcatgatg atcatggcaa cggattattc 
cgcgggcaat
    62041 gatgtcatta ttgcaaaaga gggcattaat accattcaag acttaaaagg 
aaaatcgatc
    62101 ggtgtcgaaa aaggcttggt tgaccatctt ttattagcaa cagctttaac 
cgaccataac
    62161 attaaagcga atgaggtgaa gctggtaaat tcagcgacga accaattacc 
tcaagtgttt
    62221 aatagcccag atatttccgc gattgctgtt tggcaacccg ttgcaggtca 
ggcattaaaa
    62281 gcagtggcag gctctaaaat tatctatacc tctaaagaca agccgggttt 
aatttacgac
    62341 accttaacag tcaacatgag tcatttaaca gctcatcaag acgaatggaa 
aaaaatcatt
    62401 caagtgtggg ataaaacagt taaatatatt aatgaccctg caacccatgc 
cgatgcggtt
    62461 aaaattatgg caaaccgttc aggggttgat ccaaagcaat atgagttgat 
ggtcagcggt
    62521 acgcatctat tagatatcaa tgccaataaa aaagtattta ctaaatctca 
aggctttgac
    62581 tcgatttatg gctctagcta tcacgtcaat aaatttaacg tcgaaaacgg 
tatttataaa
    62641 actgaacaaa atgtagatgg gttgatttat ccaacactca tcgaacaact 
caaataagct
    62701 ccataaagca aaaagcccaa gttgaacttg ggctttttaa tgtcttactt 
atttttctgt



    62761 actgacctga gtcatacgcg gtatttttgg taagttttgc aacgcagggt 
caagctcgtc
    62821 ttcttcagca tgtaccagat aatctacccg tgaacggagc tgtttaaact 
caggtgtgct
    62881 cattaaatcg agtgagcgtg ggcgaggtaa attaacttca ataatttcct 
taatttcacc
    62941 cgggttggct ttgagtgcca caattcggtc tgccagcaaa atggcttcat 
ccatgtcatg
    63001 ggtcacaaaa ataatggtga tatcaatgtt ttgccataaa tccattaagt 
gcttttgcat
    63061 tttttgacgg gtgtgcgggt cgagtgcacc aaaaggctca tccatgagta 
atattttagg
    63121 ttgattaacc aaagctctag caatcgcaac gcgctgtttc atgccaccag 
aaagttggtg
    63181 cggatactga ttttcatatt tttctaaacc aataatattg atccattcgc 
gtgcttgagc
    63241 ttcggctgtc atttgactag ccccgcgcat ttgcggacca aacatcacgt 
tttcttttac
    63301 ggttttccaa gggaaaaggg tatagccctg aaacaccatg ccgcgttcag 
gacatggccc
    63361 cgtaatacat tcgccgtcta ctaaaacttc tccactacgg taggggtcta 
aacctgcaat
    63421 aacacggctt agcgtcgatt taccgcagcc agaagggcca atcacacaaa 
taaattctct
    63481 tttatgaatt tttaaatcga gcttatttaa aacagtgcgt tcagtttgac 
catgcttaaa
    63541 aacttggctc agttgtttag cttctaaaat cacaggacgt tcataaattt 
tttgaaagta
    63601 ttcatgtgcg ttaaatgttg aatcgttcat tattttgctc ctactttcca 
agtgaacatc
    63661 cgctcaccta atttcattaa tacccaatca cagaccagcc caatcacgcc 
aataatcaaa
    63721 atagccgcat agacattgtc aaagttttga tagcgtgcct gttgggtgat 
aaaccatgta
    63781 atacccgagg tcgtaccaat caactctgaa acaattaaat aggtccatgc 
ccagcccaat
    63841 agcacacgta agtcacggta aatatcaggt aacgcagcag gaatcaccac 
gtgaaataaa
    63901 cttttgagct tattggtgcc aagcgtataa ccagcttcaa ttaagcttcg 
atcaaccatt
    63961 cgtgtggtat tggcaataat gagaatttgc tgaaaaagag tgccgatcac 
aataatggca
    64021 attttaggtg cgtcattaat ccctaaaatt gccactgcaa gcgcaccaaa 
tgcaggtgca
    64081 ggtaagtaac ggaaaaactc gacaaacggt tctgttaaca gggatatccg 
cttagaaaaa
    64141 ccacacaaaa tacccagtgg aatcccaatt aaggaagaga taaaaaaagc 
tgaaaatacc
    64201 agtttaatac tgtgccataa actttgatga aaccatggcg aatcaggttg 
ttcaggtggt
    64261 gtggtaaatg cggtgaccaa agccttagcg acttcatggg gagcgggtaa 
ataaattgga
    64321 ttgactaaaa taccttgtgg tggtgcagaa tctcgattga ctgcattttg 
tgcttcgaga



    64381 tagaacacat ttttatcaac gcgacttcct acttgtaagt aaggaacact 
gcctgaactt
    64441 gtgatttgta cttgaggatg ccaaacaaaa ggtaagtaac taattgcgca 
ccaaagacat
    64501 attggaataa cgaaagaaca aatactgaga atcagcttgt tcttttgcgt 
aaattccttt
    64561 gcaacataac ccatatcgag agctccccat tttgatcagt attacgattt 
tcataaaacg
    64621 taatattgtt aagcaaaata ggtgccatct ttaaggtgct ctagatgagt 
taagaagatg
    64681 agggaactaa agtttcatgc aaataaaccc aataacattt ttcgtcttct 
actttaatgc
    64741 aggctgtgga agtccgtact gtttcggttt cacttgtttg ctgatgttcc 
tgatattgca
    64801 cccaacagta attttcaaat tcgtataagg ctgtgctttt aagaatagtg 
atttttaaag
    64861 agggcttctt tccaatattt tgactaagta agtttttaac ttcagctaaa 
ccaatactct
    64921 gaccttgaac cgtaaccatc ttaaaatttt gatcaaaact gtttaaaagt 
ggtgtgagac
    64981 tttgttctgc attttgacct gtaaaaacat tttcgatcaa aacatgtaaa 
tcaatgacac
    65041 tttgaatggc ctgatccatt tgtttagaca ttggttttct cctttaaaac 
gggaatgagt
    65101 gaaagtaagc agagcaaagc tgcaattaaa aaagtatgtt aatagtggaa 
ttgtgatgta
    65161 tagacggtac taaataaaat ttatcgatta atatttcaga ccatattctc 
ttctaacaat
    65221 cttaacctat gcaatcaatc gatgaattga tttgatttat attagcgctc 
aagctgccgc
    65281 taatcattgc caacaatgta ctttttgtat aaagcagcat aaatgaacca 
atctatttgt
    65341 tattcaagtc atgattaatt cgcagattaa aaatattact ttttttatag 
ctatgagggt
    65401 atctatatca gccaaaatag ccagatattt tggatactgg tgggtagtat 
taattctttg
    65461 aaaaaattgg taattcatat gagctataaa gttaagaact acaatttttg 
agaaaataaa
    65521 atttaggttg aataaacttc tcttggtctg agccattaca agaaccaaaa 
ataattactt
    65581 gtaattttta tctaaagcca tgtttaagca aaaaatatag aaaatttatg 
gttatgtagg
    65641 gaagtatgtt ttttagtgct aaggaagcat taaattaatt ttaaaaaaat 
atgataggta
    65701 gacagattag tcttgacaac tttatggact ttatgtagag cctgtctttt 
tgtaaagtgg
    65761 gctgtatcga tactaatcaa ataggattaa cttagatgcc atttatgatt 
aaatattctt
    65821 aagaaaatgt ttcataatgc ctaatctcat gatatttaaa tcaattttta 
atttagttta
    65881 atttttaaat aaactaataa aaatcaataa tttattttta tttacaaaaa 
ttaacaatat
    65941 tattttttta taagaaaaac tttattaagc tatattttat aggcatctta 
actattagct



    66001 tttagtttaa gttaatatgt tttttatata aaatatgttt atttatatgt 
taaactgcga
    66061 ctaaattttt tgaatataag gtttttatac tgatttttta atattctaaa 
aatattaact
    66121 tttcggtaag gccttgaata aataagaaaa cagaggaatg aaagttgtgt 
tgaaacgaag
    66181 tattttgata ctttttttga ctggaaacat tatcggtcta tcatatgctc 
aagcagcaga
    66241 actagagcct gtaaaactta aaaaaagttg tattaagaag aatcctctag 
cagaaggcca
    66301 aaatgaccct gagctattga atatttttaa acaagtttgt gatagtgata 
atacaactca
    66361 aaaaaatgat ttattagcta aagctgctat gcggttttat caaaccaatc 
aaccagttaa
    66421 agcattgaat ttagcaagtc aattgcaaag tcaaaatata cgcggttcat 
taatcactga
    66481 tgtcttattt ttatctggtg tgagcattgc aaataattca ttgcaacaaa 
tgcgtaatca
    66541 ggaaatgcga tatttaacga atgacataac atatcctcct gcaaagcagt 
tagttgaaaa
    66601 tattcatact gcaatgccgg ctcctgatcc atcgagtttc aaaactaaca 
actcggaaag
    66661 cagttctact gataatgaaa aaagaagtta taaaaaacag tacgcaacgc 
gtaataaagt
    66721 gagtgcttct agaacgtcaa ataaacgagt agtaagtcca gcaaaggcca 
ccacagtaaa
    66781 acctaaaact gcacctgcag ccactgtcaa taaatcaaaa agttcgcctt 
ttgacccttt
    66841 aattaaataa tccggaatag aatcttatgg ctaagagaga aagcgtacaa 
aagaagcttc
    66901 agcgaattcg acctccacgt gttcagctta catatgatgt cgaaattggt 
gatgcgaaag
    66961 aagcgaaaga actaccattc gttgtaggtg taatgggtga tttttcagct 
gcatctgagc
    67021 ttgagcgtac aaaattaaaa gataaaaaat tcattaatgt cgatttagat 
aatattgatg
    67081 aagtaatgga atctctgtct ccaagagctg cttttcaagt agacaatacg 
ttgacagaag
    67141 aaggcggtaa aatggctgtt gatttaacat ttaaatcaat ggaagatttt 
cgcccggaaa
    67201 atgttgtaca gcaagttgat ccattaaaga aattggttga ggcgcgtgag 
cgtttaaccg
    67261 atttaagaaa caaaatttca aacagtgagc gtttagaaga tctgcttgat 
gaggttctta
    67321 aaaatactga tcaaatccgt aaattaagtg cggaggccga tcatgaataa 
tactcaatca
    67381 gcagcaatgc cacttgttga aaatgaagaa gttaatcttt tagattcgat 
tgttgaacaa
    67441 agtcgtattg cacgaaatga agaagaacat tctcgtgcta aaagcttaat 
tggtgagctt
    67501 gctaaagaag taatggcagg aaccattact gtttctgaaa atatgacttt 
atcaattgat
    67561 aagcgtattg cagaaattga tgctctgatt tcaaagcagt taagtcagat 
catgcacaat



    67621 gaacaattcc aaaaaattga gtcaacttgg cgtggtcttt attacttttg 
tcaggaaacg
    67681 ccttcaaatc cgctcattaa aattcgtatg ctcaatacga ctaagaaaga 
gttggtaaaa
    67741 gatttccaag gtgctacaga ctttgatcaa agcactttgt ttaagaaaat 
ctacgaagaa
    67801 gaatacggct cttttggtgg tgcaccatac tcagcattaa ttggtgattt 
tgagtttgat
    67861 cgtactccat ctgatatgta tttgcttgag caaatctctc atgttgcagc 
ggcagcacat
    67921 gcaccattta tttcagctgc tagtccgagc attttaggcc ttgaatcatt 
tacagatatt
    67981 gatcgtccta gagatgtttc aaaaatcttt gaaaccgctg aatatgttca 
atggcgttcg
    68041 ttccgtgata gtgaagactc acgttatgtt gcattgactt tacctcatgt 
cttgggtcgt
    68101 ctcccatatc atccaaaaga aggtactgcg acagaaggct ttaattttat 
tgaagatgtt
    68161 tctggtgaaa accacaatga atatttgtgg atgaatgcag cttatgcttt 
tggtactcgc
    68221 ttaacaaatg catttgatat gcatggttgg tgtgctgcta ttcgcggtgt 
tgaaggtggt
    68281 ggtttagttg agggcttgcc agtacatact tttaaaacac aagatggcga 
agtggtattc
    68341 aagtgtccaa ctgaaattgc aatcacggat cgccgtgaaa aagagttaag 
cgatctaggc
    68401 ttcattccgt tagtacattg taaaaataca gattacgcag ctttctttgg 
cgcgcaatca
    68461 actcaaaaac ctaaaaaata tgacaatgat acagccaatg caaactcggc 
tttatcaagt
    68521 cagattcagt acatcatggc tgtttcacgt attgcacatt acttaaaagc 
aatgatgcga
    68581 gataaagtgg gtagctttgc ttctgctgga aatgttgaag cattcttaaa 
tgagtggttg
    68641 tcacagtatg tcttacttga cgatggtgct tctcaagaag caaaagctca 
atacccgtta
    68701 cgtgaagcat ctgtaaaagt tgtagaagat cctgctcaac caggtcacta 
caaatctgtg
    68761 gttttcttgc gaccacattt ccagctggat gagttgtcgg tttctttacg 
acttgtcact
    68821 gagttacctc agtcctcaaa ttaatcaagg tcagctaaag aataacttta 
aattaaaaat
    68881 aggaaagttc taaatgaagg atatatacgt tgagtttcgc ggtaaatata 
aagttgatgg
    68941 agaatctcgt gattctgagc acaaaggttg gttagaagtt aactcttggt 
ctcataacat
    69001 ccgtcaacct aaatctgcta cttcaagtag tgtaggcggc cacactgctg 
aacgtgttga
    69061 acattctgac atggttttcg tgaaagactt agacgcaact agccctaaat 
tatgggaagc
    69121 ttgttcagct ggttatacat ttgatgaagt acaaatcgac ttctatcgtg 
caaatggcga
    69181 taaacgtatc aagtacttac aaatcaaatt gaagcacgtt ctagtttcta 
gtgtaactcc



    69241 aactgttaac gaagaaggcg ttcctacaga agcattcggt ttgaaatatg 
ctgctgttga
    69301 gtggacttat aaccaacaag atattaacgg tactgctaaa ggtgctgtta 
ctaagaaatg
    69361 gtcactttct aataatacag cttcttacgc agcgtaatta tttaagtgaa 
tatttggtgg
    69421 aggctgacat aaagttagcc tctgctgtct ttaaatatac tttgttgtga 
actcgaatga
    69481 acttagatcg gctttatcca tacggatttc gttcaacttt atttgatcgc 
ttaattccag
    69541 aaagtgaaga ttatgcaaaa ggtctttcta ttcagcaatt aagagaatct 
gtagcaaagg
    69601 atttagaaga tttgctcaat agtcgggtag caaagttaga tcatgtgatt 
gatgactatc
    69661 cacttgtaaa aaaatcgata cttcagttcg ggattattga ttttgtgggg 
ctttctacag
    69721 ccaaccctct ggatcgggat aaaatttgcc aatccattga gcaatcaata 
gcagctcatg
    69781 aacctcggct aagacaaata cgggtagaga tgttattaga tggacataat 
atgggcgcat
    69841 tatgtttaag tattcaggct tatctaaata ttcacccctt atatgaacct 
gttgtatttg
    69901 atgcattgtt aaaaccaaca acgcagcaat atgtaatttc agcaagaact 
taagcgtagt
    69961 gggtgtgttg tgatagaaga gcttttaccg ttttatgaaa aacaattaca 
agaatttggt
    70021 caacaatctc gggaatttgc ccaaaaatat ccaaaaattg ctcagcgctt 
atctttaaat
    70081 caagagcaaa ttgatgaccc acatattgaa cgtctgattc aggctttttc 
gctgattgct
    70141 gctcgaatcg ataaaaaact aacagatagt tacgatgttt ttactcgttc 
tttatttgag
    70201 gtgatgtttc ctcaatactt acgacatttt cctgcgtgtt cagttgttag 
ctttgaagat
    70261 attaataaga ttaaacagct tacagaacct catcttgtac ctcatcatac 
ggttttgaaa
    70321 tctcgtagtt tcaaaggagt acagtgtgag tttaatacaa ctcaagatgt 
taaattactg
    70381 cctattcatt taagtggttt ggattttaaa actacaccta gtgcacatat 
gcacttaaat
    70441 caaaatgcga cgttgagcct taaatttgaa atttttaata atgctcatgc 
ttgtttaact
    70501 gatgagaagc ttcctattta tttggatgct atctctaatt ttcctctaca 
ggtccttgat
    70561 agtattttca aaaaaggaac cagttttgcg gttaaatatg gacaaacaat 
tgtagaattg
    70621 agcaagaatc cattcgaatt gattggtttt gcagaacaag aaagtttatt 
accgcttgat
    70681 caacataccc atcatgctta tcgtttgttg atggaatact tttgtttccc 
ggaaaagttt
    70741 agttatctta agctcgattt ggatttttta aagcgaatac ctcagcatgt 
atccgaattt
    70801 gagcttttaa ttcatttcaa attaaactta aatgatcaag ccgttgttag 
aaactattct



    70861 gagctaaata ttgcaaactt taaattattt actaccccag taattaattt 
atttgaaaaa
    70921 tatgctgaac ctcagaagat agttcacaag cagttagaat atcctttagt 
tacagatgca
    70981 catcatcctg agttttatca ggtatattca atacttgaga tgaatatggt 
gcgtgaaaaa
    71041 acaaatcagg aagaaagcta tgttcctgtt ttgccttttt ttgcgatgag 
ccattaccac
    71101 aatgatacag ctcgcttttt ttactcagta aactatcaaa agttacagtc 
caatttcgtt
    71161 gaaatgggct attcgattat ttctaaaaat ttaaatccat tttcaacacg 
ctcagatttt
    71221 attagcacca aattattatg ttcaaaccgt gacttgcctc atgaagcgct 
gggtcagtct
    71281 aataacgtat taaatttaaa cgatagtagc ttggcgagac gtgcgattgt 
cttaaagcga
    71341 ccaaccaaac cttataaatt tgaacaaggc caaagtgagc aatggcgtgt 
gatttcgcat
    71401 ctttcattaa atagcttagc gcttatgaaa ggggatgctg tttctcatgt 
taaagagctg
    71461 ttggctttat ataacttacc gcagtcaaaa gaaaattatt taattattga 
atcaattaaa
    71521 aaattagaat tttcacttac ccataaactt gtagatggca aaccatttcc 
aatgtttgtg
    71581 agaggggtaa aagctgaatt acaaattgat tcatctgtat ttagagggca 
tagcttatat
    71641 atttttagtc agttattaag tcgtgttttt aatttaaagg ttcaaattaa 
tagttttgtt
    71701 gatttggtgg ttaaggatta ttcatctcag caggagttat accaatgcag 
tcagaacgtt
    71761 ggtggcaaga ctcttctata acggctgagt tgtttcaacg ccccaaatct 
tttgaattta
    71821 ttcaagcaac acggttattg cgtcatagcc cagctaatga tgcctgttcg 
tcatggactg
    71881 atcattttaa atttgagacc tcgtttaact taaactttcc ggctactgaa 
attgaaagtt
    71941 tagaattagt agatgagcgt gttcatttaa caaacctgat cgttggtctt 
accggtatac
    72001 aaggggcatt accttatact tatacaaata aaattaagca ggctccacgg 
cagcaacgag
    72061 ctgaaactaa agagtttttg agtttattta atcataagtt aactggtcag 
tatgtagagt
    72121 caagtattac ttatcacttg cctgtgcgat atgaaataga aaataaaaat 
gattatttgg
    72181 atatcctgca tgctttaaat ggttatgttc gatcacaaca tcaacaacaa 
gatttggatg
    72241 aatattttgc tgaattttca ggcttaatgc aggggcaaaa taataccgtt 
catgctttga
    72301 aaacaatgtt gagttgtata tttaagcatg aaattacaat taaagagttc 
atacaagaat
    72361 catttaagtt agcaagtgat cagttaacaa ctttaggtgg aagccagcct 
agcttacttg
    72421 gtattaacac gttttgtggg gaaacgattc aacaaattga tggaaaaatt 
gagattcaga



    72481 taggtccact taagcgtcag caatatttaa aatttttacc tcatcaagag 
cttagtttaa
    72541 agcttaaaaa aattgtagaa acatggtgca gtccgacact ttcaatcgat 
cttagactga
    72601 tattagatga gtcggaaata caacctgttc gcctgactca aagccaagcc 
aatggcttag
    72661 ggcaaggtgc ttttttaatg tctcgcaagc ctagcaccca tagccatgaa 
acatgttata
    72721 gccttattgg agagcaaata tgattaaaaa aatattactc tcattcatcg 
ctatttttac
    72781 aattgttagt ggattgatta ttttctactg gcgagatgtt caatataacc 
ctgataaagg
    72841 ggattttttc ctttattttc ttttattacc ggcaattatt acattggcga 
tcttatcgcc
    72901 ttggctgatt tatagcgctt ataaaagtta taaagaaaag aaagagaaag 
ctgtaaatca
    72961 aagccaaaat gatgatagtc aaaaatcatc tgctgcaatt gaacaacctc 
tagaacagct
    73021 ggattttaat gtatattccg cttttgccat acatgcccta ggcgagaatg 
aaactattat
    73081 tgaagaaata caaaatttta aaagtccgga gcttgatgag caattgttga 
attcgtatgg
    73141 attgcctctt ttatcttatc gaattaaaga tttagctgag acaaatgatg 
aggatattca
    73201 atacgctgct tcgccaagac aagttcgtat catgtcttta atcaggcaac 
aactagaaca
    73261 aaatatagag aatttgtatc gcttggctga acatttaaag cgctcaattt 
tattttatga
    73321 atctcatcag atccgtgaat atcatatgca tcctgcatgg gtcgatccaa 
atagcgaata
    73381 tgaagatacg gaaacaccag tagttgaagt acaccgttta aatcgactga 
atttgcatat
    73441 ttttcttcca gaagatttat tacatgtttg gaatgatgag caaagtaatg 
atctgatttt
    73501 agagtttttt aatgagattg gcattatttc ccaaaaagtt catatcgaat 
atcacttttt
    73561 gggtgagcgt gtagcttatc aagaatttat tcatttatta aaacgcattc 
aaaagaaaga
    73621 gcatgaggta tttctcatgc tggctgttga ttcagagatt gatcaagatc 
ttattgatga
    73681 aaaatcatgg atggtcaaag attatattcc ggctgaattt gctgcaagct 
gcctccttgc
    73741 ggacccatca ttaaaaatcg aagaactcga accggctaaa aacttaaaaa 
ttgtggtggg
    73801 ccaagaaaaa gcagccaaag ttcttcatac gctgaactta aatgaattac 
cgcagtatga
    73861 gggagatgag ccatacgtac ttattctttc agaccagaca gatataaaag 
cagcgaagca
    73921 attacagcag cagtttgcac aaacatctgt tgaaacacat cactatattt 
atgtgaaatc
    73981 ttcattgggg catacccagc atttagttga tatttatggc tttatgctca 
gtatgcattt
    74041 tcctgaacat atcgttcctt ttgtctttgg agaaaataca gtgtcagcac 
atacatttgt



    74101 gcagagtgtc actgaaaatt cagaagatga tgcgatggtg ttgaatagct 
aatttaaact
    74161 ttgaacttag aacgagaata gaatgcatac aattttaggc tacttgtggc 
agtacatcac
    74221 gaatcctaaa gcaattatcg ccttgtcatt gttcgtggca ttgatgtctt 
cctatacttc
    74281 aattcctcgc catatatttt gggctttagc atctgcatat gctttagggc 
tcatcgctta
    74341 tggaatttat tggctaattc agcgtaaaaa gcatgctgtt caaggtgaag 
agcttgcgca
    74401 agcgattgaa aaggataccc aagcagagta cggcaaaaat aaagataaag 
aagagctgca
    74461 acttattagc caacaaatga aagaatctat tcaattgatt cgtaagtcaa 
agttaggcga
    74521 taaaaagggg aacgcagcac tatatgagtt gccatggtat atggtcattg 
gtaacccggc
    74581 tgctggtaaa agttctgcga tctataattc cggtttaaag tttccttttg 
aagaaaccca
    74641 tcaaaaaatg gtttcggctg gtttaagcgg tacgcgtaat tgtgactggt 
ttttttcaac
    74701 tgagggtatt ttactcgaca ccgctggacg ttattcagtc tatagcgaag 
atcactctga
    74761 atggttaggc tttttaaata tcttaaagaa gaaccgttct aaggctccag 
taaatggttt
    74821 aattcttatt gttagtattg ctgagcttgt tagtcagagt cctgaacact 
cattaaagct
    74881 tgcgaaaaat ttacgcgctc gtattcagga tttaaccgaa cgtttagaag 
tggttgtacc
    74941 cgtatatcta gtcttttcaa aaatggattt gatcgcgggt tttaccgaat 
ttttcgaatt
    75001 ctatgaagcg caagaatata atcaggcgtg gggcgcaaca ctaccatatg 
agcaaaactc
    75061 ttctcataat gccgtagatc tttttgagaa acactacaat attctttatg 
acggtttaaa
    75121 aggggtcagt tcaactcatc ttagccgtcg acattctcaa aatatctcac 
ctagtgtgat
    75181 gactttccca ttagaattta agacattaaa accagcatta aaaagtttta 
ttgcgacact
    75241 gtttgaagat aacccttacc agttccaacc agttttccgc gggttttatt 
tcacaagtgc
    75301 tttgcaagaa ggcgtaatag aaagtccaat gactgagcaa attgcacagg 
aattccaact
    75361 ttcccaaatt gctcaaagtg aagtaaaaga tcagctaaaa acaacgccta 
accatggtta
    75421 tttcttaaaa ggcttgtttt cagatgtcat tttaaaagat aaagatctgg 
ttaaacagca
    75481 tgtcaataca agcaaaaagc gtcagcgtta tattgcattt attggtgctt 
tagctggcgt
    75541 atccattatt ctgggtgtgt gggtttggtc atatcgtaac aatcaacaac 
ttattgccga
    75601 agttcaagct gatttaaata aagttgttca attggaaaag agttcaggtc 
aacaattgtc
    75661 gactcaatta gaggccttac ttatcttgca aagacgtcta caacagttag 
acgaatttga



    75721 tgaaaataga ccactaaaat ttagttttgg tttatatcaa ggtaatgagc 
tacgtgaaaa
    75781 actaaaagct gaatatttaa aaggtgttaa gcaaattgtt ttgataccta 
cacagcaaaa
    75841 tattgctcag tatttgcagc gtgtaaaaaa taacgaagca actttaaaag 
caaatcatac
    75901 caatgttgag atcaagcaaa ctgctcaaac tcagcaatat ttggagcctt 
cggataccaa
    75961 tcctcaagat gcttataatg ctttaaaagc atatttaatg atgagcaatc 
cacagtatat
    76021 ggatgcgagt cacttaagtg atcaggtaac gcgtttctgg cgttcttggc 
ttgatgccaa
    76081 taaagggcag atgccacgtg cagatatgat tcaagaagct gagcagatct 
tatcttacgc
    76141 aatgacattg gcaaatgata aacaattccc gattttggat gctgactctc 
aactcgtaga
    76201 tcagacacgt caagtattgc tctctgttat tagaggtatg ccagcgcgtg 
accgtgttta
    76261 taacgaaatt aaaatgcgtg ctgctgtgcg cttcccagct ttaactgtga 
gccagattgt
    76321 tggtgacgca aataaaaata ttgtattggg tagttatgca ttaccagggg 
tatttactca
    76381 aaaagcttgg aacgagtatg tagaaaaagc aattgaggaa gcagcagaca 
aacctacgga
    76441 tactaaagac tgggtgctta atagccgtca atctgatgat ttaactttct 
ctggtagtcc
    76501 agagcaaatc agaaagcagc ttactgcatt gtataaacaa gaatatattg 
cagagtggag
    76561 aaaattctta agcggtattc actatgcaaa agcaactcag tttgctcagc 
aagttaaaaa
    76621 tattgatgta ttgggcgaac cacaaaattc accaattcgc acacttattg 
aacgcgtagc
    76681 cattgaaaca aattgggata atccggttgt tcaagcagag ttagcagcgc 
ctcaaaaagg
    76741 atttattgca tggtttaaac gtaaggtttt aaatcatgat gataaacaat 
tagcaaatca
    76801 ggctgtaacg aatgctcaag ggcctatttc tcaagaatat caaatgttct 
atcaattggt
    76861 tcgtaaacgt gatgatcagc aaggtaaatc tttgcttgat gaatatatga 
cgaatcttgc
    76921 cttagtacgt agtaagttta atgaacttaa gaatgcgggt gagatcggac 
cgaatgcgat
    76981 gacattggtt aagcaaactt taaatgagca gacatcggta tttaaccaga 
ctcaaaaaat
    77041 tgtagatgaa aagatggcgg ttggtttcag tgaaattgat cagcaacttc 
tacaaaaatt
    77101 agtggtgagt ccacttaccc aagcctttga aagtttaatt acacctactc 
aagatgaaat
    77161 caataagcta tgggtaatgc aagcctatca accatttact gcaaatcttg 
ctaagaaata
    77221 tccatttaac tcatcagctt ctttacaagc aacaagtagt gaaattggac 
aaattcttgg
    77281 tgagaacggc agtatttccc gttttgttaa agagagttta gacccgtttg 
ttatccgccg



    77341 cggttatacc ttaacctcca aaacatggaa agatttgggg attagtttaa 
acccacaatt
    77401 tgttatgaac ttccaacgct atgttgcacc tacaaatgga atggcaacag 
gtgagttaaa
    77461 tagccaagca ccagctgctc cggcaaccaa tcagtctaac ttccagttct 
acccaattca
    77521 aaacccgcag ttactttcat ataccgttga tattgatggt cagcgtatga 
cttatgaaaa
    77581 tggggtgcag caatgggtta actttatttg gccaaatcaa ggcagtattc 
cgggtgctcg
    77641 tattacggct gtagatttac aaggtcagac acataccatt tttgatgaac 
caggcgaata
    77701 cgggattaac cgtttaatcg atagtgcaca gcgtaaagag caaaacggtg 
gttttgaaat
    77761 gctttggcgc agtaagacag atccatcact ctttgtgaaa atgaacttcc 
gtcttattag
    77821 tagtaattca ggaagtatcg gttcaagccg tggctactct ggtatgcaac 
tggtggacaa
    77881 agtgactgcg gataaagctg ctcgcgttgt atccgcacag caagcaccag 
ctcaggctgc
    77941 tgctcctgcc aaaactgaaa atccagtttc tgcactagca caacctgctg 
cgggagttaa
    78001 gccatgacat ggaaactaac ctctacattc aaggaggagc attgatgcat 
acattaaaaa
    78061 caactcctct gtattacggt aaaagccctg cacgtggtga cttcttaaag 
acaaaaggtc
    78121 aatatgcctt aatacaggta cttgatcagt ggataacaga agcattggaa 
tatgcaatgc
    78181 agtcaaatat gttcaaagag gcatatagca agttgccttc attggatttc 
tttattgcaa
    78241 atccacaaga gaacatgttc ttggctgcta atttgttggc gagcgaagac 
agttcaggcc
    78301 gagcttttcc gatggtactc agtcatttac ttgagattga tttgccatat 
gaaaatttat
    78361 tatatgcacc ttatagctat aagcatgtct tagttgattt atttcaaaat 
aatcgcgcat
    78421 taagagggat taaagactct gacttattat ttggtaagct aaatcattta 
ccaaatcaaa
    78481 ttcaggtttt atctgaacgt gaatgtgtag gtttttatga aaatcatacc 
atgcattcat
    78541 ttgctcagtt aatgaagcta agtatttatg agttagctca aagcatgatt 
ggtttaggat
    78601 tactactaca accaatttta caaaatggga ctagccgttt aaataaagtc 
ttgattctac
    78661 cgattaataa tcctgcttat tgttatgaaa tagcggcatt ctgggtcagt 
attatttgtc
    78721 gttttttaaa acagcataat accgaagtat taattgggtt gttacatcgg 
gagcagccgg
    78781 tattattctt tggttttcag ggtgctgata ttttagctct tagcgatatt 
tttactcaga
    78841 atatggatag caaacattgg gtttctttaa tacaagctca atggattgat 
acttatttgg
    78901 aacagaatgc tggtttagca acgctagaac aatctttatg tcaacgccaa 
ttaagtttaa



    78961 atcaaggttt aaaactattt agacagactt ttttgggtga ataacaatga 
atcaaaaata
    79021 tcaaattaaa ctttcacaat ttataaaagg ctgttttata tatgcaattg 
cgaattatgc
    79081 tttagcacag cctatagttg tagaaggtgt agtgccaaat gaagcaagta 
aacaggctat
    79141 tttaatgaaa atgcagtctg tttatggtgc agatcaagtt gttgataaaa 
tacaagttcg
    79201 accagttgcc gctccaaatg gatggagtga ctctgtcaca cgagtgatta 
cacctgatct
    79261 taaaaaagtt tctcagggta agttaagtgt taatggaacc cgatttgaac 
tgaccgggaa
    79321 aatgctaaat ccgacagaaa tacagccaac cattcagtct tttcagaatt 
tggtacagcc
    79381 tccatatcaa ttattttccc agctttctgt aaatcaggct gagcagaaga 
ttattgatga
    79441 tgctttaaaa aatcgaatta ttgaatttga atctggtagt gcagtattaa 
ctgaagctgg
    79501 gcaaaaaatt cttgatgaaa tggctgttgc tttaaataaa gtgggcggga 
aaaaagtcaa
    79561 aattgtgggg cataccgata gttctggtga tgcgaccaaa aacttaaaac 
tcagccaaga
    79621 tcgagcttta gcagttaaaa attatttaat tagtaagaat attcctgctg 
atcatttatc
    79681 taccgaaggt ttaggttcat ctaagcctgt agcggacaat acttctgcgg 
aaggtagaaa
    79741 gaaaaaccgc cgaattgagt tcaccgtttt atagggataa ggagaagaat 
atggctagcc
    79801 cttacattac gattggatgc ccaacgacag gtggagggca agtcatttct 
ggtaatagtg
    79861 catttttaat tgatggaatc gcaattgcat gtgtaggtga taaagcaact 
tgtccggcgc
    79921 ataaaacggt ttctacgatt gtttccggtg acccaaatat gcaagtgatg 
ggaaaagcag
    79981 ctgcaagagt aaatgattca ttatcgtgtg gctgtaaatt attaccgaaa 
caaagtttgg
    80041 ttaatcaagg atagcagagg gtatatcttt ttttcttaaa tgtttaagtt 
aaaaagatat
    80101 gtgtactaat taaatgatct taaatggtat tagatttttt atttagatat 
aagaaatcga
    80161 ataaatcata ttaatgattg taatgctggg ttatttgtcg gataaagcta 
aattttggta
    80221 atatacgggc attatgattt taagtattaa attatttaaa aatattgaga 
gtaatgatga
    80281 gtagtttaaa aattttaatt acaaaacttt ctacagctgc acgcactgct 
ttagaaaaat
    80341 ctgctaatgc ttgtgttctt cagcaaaact acgaaattga aattgaacat 
ttatttttag
    80401 agttacttaa tcagtcttta gaaaacgatt taaaaatttt attaaaaaaa 
tataaaatct
    80461 cagccgatgc tttggcagat gatttaaaag aaacaatttc tcaattacca 
aaaggtaata
    80521 cacgtactcc aatttttgct aaatcaattg ttcgtttatt tgaacaagct 
tggttattgg



    80581 cttcagcaga acaaaatcct gtcattcgta gtggtcattt attggttgca 
ttattaactg
    80641 caccagacct ctatcaaatt gcaacaagag cttcgagttt atttgatctt 
ttcccgatag
    80701 actcaatgaa acataagttt cttgaaattt gtgaaaaaag tgtagaacaa 
caagaagaat
    80761 caaaaacatc ttcacaagca gatgaattag aacaagccgc tactccaact 
gcaaaaactc
    80821 aaaaaacacc tgctttagat caatatacaa ttaatttaac tgaaaaagcg 
aagaacggcg
    80881 ggattgaccc tgttattggg cgtgaatatg aaattcgttt gatgctcgat 
attttaatgc
    80941 gcagacgtca gaacaaccca attttaactg gtgagccagg tgtaggtaaa 
acagctgtag
    81001 ttgaagggtt ggctttaaaa attgctcaag gtttagttcc tgaagcatta 
aaaaatgttc
    81061 atttgcacgt tttagatatg gggcttttgc aagctggggc aagtgttaaa 
ggtgaatttg
    81121 aaaaccgttt aaagcaagtt attcaagaag tccaatcatc ggctcatcct 
attattttat
    81181 ttattgatga agcgcatacg cttattggag caggtggcca agcggggcaa 
aacgatgctg
    81241 ccaatctttt aaaacctgca cttgctcgtg gcgagttacg tactattgct 
gcaacaacat
    81301 gggcagaata taaacagtat tttgagaaag atgctgcatt gagccgccgt 
tttcaggtgg
    81361 taaaggttga agaaccggcc gaagaagttg ctgtggatat gctacgtgca 
atgattcccg
    81421 taatgcaaaa gcactttaat ttacaaattg atgatgaagc aattgtaacg 
gctgtacatg
    81481 cctctcatcg ctatattagt ggtcgtcaac tcccagacaa agcagtaagt 
gttcttgata
    81541 ctgcagcagc gcgtgtagct ttgacccaaa atgcacaacc agtcaaactt 
gatcaattga
    81601 aagcacaaga acataactta aagcttgagc aacaaatttt ggaaaatgaa 
caccgtcaaa
    81661 ttccaataca tcatgaaaga ttagaaaatc tgaaaaacca actagagtca 
ttacaaagtg
    81721 agatccaaga gactcaggaa caatggcaaa aagaattaga gctagttcgt 
aaaattcagg
    81781 aattagaagc gcagagccat tctaatgagt ctgaagccta cgatcagatt 
aatttaatac
    81841 gcaaagacct tgctgatatt cagggacaac agccgttagt ttttgagcga 
gtaaactctc
    81901 agattatcaa tgaaattatt tctgattgga caggtattcc tgttgggaaa 
atggtcaatg
    81961 atgaaattaa gcagatttta acgcttgaag ataaattagg tgagcgtgta 
atggggcaag
    82021 attatgcact tacacaatta gtccaaggga ttaaaacttc aaaagctaaa 
ttagaagatc
    82081 caaataaacc tcaaggggtg ttccttttag tcgggcctag tggggttggt 
aaaactgaaa
    82141 ctgctttagc cttggctaat gagttatatg gcggtgaaca gcatttaatc 
acgattaata



    82201 tgtctgagta tcaagaagca catactgtct cttcgcttaa aggtgctcct 
ccaggctatg
    82261 ttggctatgg tcagggtggg gttttaactg aagctgtacg ccgtaatcct 
tatagtgttg
    82321 tgttactcga cgaaattgaa aaagcacata gcgatgttca ggagttgttc 
tatcaagtat
    82381 ttgataaagg tactttagag gatggtgaag ggcgcgttat tgattttaaa 
aacacgacaa
    82441 tcttattaac ttcaaatacg ggctcgagtg caattatgca ggcatgttta 
aatcagcctg
    82501 tagaagaatg gcctaccgcg gaagatttaa tcgaacattt aaaaccgagt 
ttatataaac
    82561 agtttaagcc agccttctta gggcgtatga gagttgtgcc atatttccca 
ttgcatgatg
    82621 atttattggt tcgaattatt aaacacaaat tgggcaaaat tactgctcga 
attgaaaaac
    82681 aatatagaac ggaagttcaa tattcagatg acttggttga gttgctactc 
agccgttgta
    82741 ctgaagtgga tagtggcgcc cgtaatgttg ataacatctt aaattctaca 
gttttacctg
    82801 ctttggcaac tgaaatttta gtggctttgg cagatcaaaa attgccgaaa 
ttgatcatga
    82861 ttgatgcaaa agatgacgag atccaatatt tactagatcc tgtggcgaag 
cctgctaaaa
    82921 aacggactag taaaaagttg aaatcagaag tttaaaaatt taatagagcc 
aaaattagat
    82981 gagtattgat atttctgaac tacttaaacc cattaatgac agcttgcttt 
gtggtgagga
    83041 ttattcattt tctaatgaat ttcacgagat aaagaaagcc agaacacagg 
atgatctatt
    83101 attagatcag ggggattggg ttgctgaacg gaagcaggca gattgggact 
ttgttgcgaa
    83161 gagtgtaagc gctttgctca ttgaaaaaac caaagatatc cgtctattaa 
cttgggtaat
    83221 agaagcctgg actcatctaa atggttttga aggcatggta aagggaatca 
ctttaactca
    83281 taccatgctg aaccaatatt ggcaggatat tcatccgatt attgaagatg 
atgatttgga
    83341 tcagcgtatt ggtttattac aaggtcttat taatcagttg ccaatgctgt 
tgaagaaagt
    83401 acctttaacc aacacagctc cttattataa cttgcttgat tacgataatt 
ttctatatca
    83461 cgaaaatata cgccgtaagc aaacagaaga gtacgagagt cagtcaggtc 
catctgaatt
    83521 agaacaattt gatcaagcga tctttaatac ctctaaaacc tttcaatact 
caaattatca
    83581 agagtttaat tcggttttaa cggagtggaa tgttttaaag cagacactcg 
accatttaat
    83641 gggattagat tcaccgagtt ttgctgcaat tgattctgca tttgaaacaa 
tacacagcac
    83701 tttacgtaaa atttacaaag cagaggcttt tggtactggg cttgcgccga 
gccaagaaca
    83761 ggccgctgtc atcacgacac cgtctatgga aaatcaagtg cctgtacaaa 
tcgtatcaga



    83821 ccagcctatg tttcagccac aagcacaaac tcacttggcc aatcgcgagc 
aagcaatgaa
    83881 agtgctgcaa gaaatagctg attattttca agcaaatgag ccacatagtc 
ctgtgagcta
    83941 tatgctccaa aagaccatta aatggagcca aatgccgctg catgaatggt 
tagcacaagt
    84001 gattaaagat gagcatccat tgcaaatggt tcaggaaatg ttaggtgttc 
aacctaaaaa
    84061 tgaatatgaa taaagattgg taaagagata tgtttaaagc tgaaaaagtc 
ctgtggggcg
    84121 aaggtttatt tttaagacct caacatttcc agattcaaga tacctatcat 
gaacaacgtt
    84181 taaatcatac ggttcgtgct gttgtgccat tttcctatgg cgttcaaaaa 
cttagttttg
    84241 atgaagcaca gttaagtacg catattcttg cacttgaatc agtagaaatg 
atttggcaag
    84301 acggtgaaat atatcaagcg cctgcttatg acttattacc tgaacctatt 
ttgcttgatg
    84361 agcttaattt acgtggtgaa atggtcatct atttggcatt accattatta 
caagccaata
    84421 aacaaaattt aatcgatcaa aatcaatcac aaaaggggcg ctatcaatca 
catttggttg
    84481 agacccatga tctgttcaca aacgcgacag aggctgatat cagcttatta 
cgtcgtcgag
    84541 ctgtgtttaa attattagat gcacatagta atcctgatca taatttagat 
ggtttcctgt
    84601 atttgccaat aggcaaaatt aaacgtcaga gttcaggtgc ttttgaaatt 
gaccgcaaat
    84661 ttattccgcc cattttgcat gtcgatgcat ctgagacctt ggtttcaaat 
ttaaaaagaa
    84721 ccttgaatgt tattaaggca aaaattaaaa cgattcaaac caataaccga 
gaaaatgagc
    84781 agaaattaat tgaattccgt tcaggtgata tcgtttcgtt ttggttggta 
aatgctttaa
    84841 atactgctca tgctggtctg agccatttct tgcaatatcc gcaaattcat 
ccggaacgat
    84901 tattctttga attgctacgt ttagcaggtt cgttattaac cttctcgaca 
gcttatgaag
    84961 ttgatcagtt acctggatat aaacatcata atttgcaaga gagcttcacc 
caactcgaca
    85021 caattttacg tgatttactc gatacgatta tttcgagtcg ttacatcagt 
attgccctta
    85081 aagaaattcg cccttcatat tgggtgggaa gtctcgaaac cgataagatt 
actcgagata
    85141 ccagacttta tattgctgta tcaagtagcg cgatgcagac ccatgagttg 
attcaaatcg
    85201 ttcctctacg ttttaaaatc ggtagtactt tagatgttga acaacgtgtt 
gttgcagcat
    85261 taccagcaat tccattacac cacttaatcc aagttccaac tgctattcca 
gtacgttctg
    85321 gtgtgagcta ttttgaaatc gaaccgcatc atgagctcta tcaacgtatg 
ttggattcag
    85381 aaacgatttg tatttatgtt ccggctggat tccaagatat cagtattgag 
ctgattgcgg



    85441 tcatgaacgc ttagagataa aggagagaaa aatgtcacaa tctacaggtg 
ctccttcttt
    85501 atttgacgat gggcaaattg ggacaggggg gaataataat agccagtccc 
aagtaaaatt
    85561 acaggcaatt aatctgattg atttattgca tgatggtttt tacttaatct 
ttttaattcg
    85621 aaatcagtat gtgccagctg atccacagcg ctttcgtgaa aaaattctag 
atttgcttaa
    85681 tcgatttgag caacaagcga aaaagttaca attttcagct gatgatattc 
atgatgctaa
    85741 atatgcgttt tgtgcgctga ttgatgaaac gatcgtaacc cagcaagacc 
caagctattt
    85801 taatttacaa aattcttggt taattagtcc attacagtta agcctgtttg 
gttcacagtt
    85861 agcgggttat caattcttcg aaattttaga gcaactacgt agtcgtggaa 
aagagcgatt
    85921 agctgctctt gaagtcttcc attactgctt attattaggt tttcagggta 
aataccgaat
    85981 tgagtcaatt gaaagcctta accatttggt ggcacgagta ggcgatgaaa 
ttgattatct
    86041 gaaagggaaa aaagtggctt tttcgccatt ctcggcaatt cctgatcaga 
tacgaaatat
    86101 tatccatcgt gagttacctt ttttctggat tttgattttc ttattgattt 
ttgcattact
    86161 tacctttgca ggtttaagat ttatgcttaa caatcaaaat gataaagcat 
tatctaatta
    86221 tcaaaatgtg atttctgccc cacaagagca ggcacatatt acaatttact 
taccttgatg
    86281 atggaaagaa atggctcagg aaaaaccaac ttctattcga gttttgcaat 
cgaataaaaa
    86341 aaagtcgaga tcacccgtaa tctatatcat cattggtatt attgcaggtg 
tttttgtaag
    86401 tatctcgttg ttcctgttct tgtctcaacc gtattcatcc gaccctacaa 
gtgttgagag
    86461 caaatcgaat caagatcagg agcttgacca agtcttgatg actaattctt 
ctgcacatga
    86521 ccaagcagta agtgatcagc aagagcaaac tgatccgatg agccatgatg 
gttttgagca
    86581 acctaaagag aatgagttaa gtaacatttt taagcctgct cctcataaag 
aggcagtacc
    86641 taacccgcaa cgtgtttcac cttttgatgc acagttaaca ggtgaacagg 
ttgtacctaa
    86701 gcaacaggct gtagctaaac ctgtacagcc aaaactacag gtagttcagc 
aaaaaccggc
    86761 tacccagacg aaagtggttc aagccaaacc cgctgaggta aataaagctc 
cggttgaaca
    86821 agaggctgat gtggaaccac ctaaagcttc ggttgatatt aagattacac 
gaagtccatt
    86881 tgctgtgaat tagttaagtc atgatgattt ttctaatttt cttttgtttt 
gcttgccttg
    86941 ctatagggtt agcatttttg atgtcttatg agttaagaaa taagggtaga 
acatttgttc
    87001 tatctttatt acctcagggg cgtcggcagc taaatcaagt tagacaattt 
gctcaaacaa



    87061 tgaatcaggc tgcggctcct gaaaaactac aatcacattg gcatttacag 
caatggtgga
    87121 ttgtaatcgc aggatttttt ttatttgcca gtattttaat ttttgctttt 
actcgcccaa
    87181 tcagttcaac acgaattgaa gccgagtatc ttaaaaaaac tgatccgcaa 
atttatgcat
    87241 tattaaatgg agaaatatta tcgcctccac ctgaagtaga tgaaagcctg 
attgaagctg
    87301 caattgttga agcaactcag ttagagcagc aatatgcttc tcaagaaagt 
ggtgttataa
    87361 attcttcacc aattgataat acaagttttg atggccgtgc gattttagat 
acgagtttag
    87421 tcaaccgtaa gtgggataaa atgaacccac gctataagca gcgtttgctt 
atggtcttta
    87481 aaattatgaa agaacaatat ggttatgaac ttgttttgct tgaaggttat 
cgtagtccag
    87541 cacgtcaaaa tatgttggca ggcaatccga atacaaccag agcaaaaggg 
tatcaaagtt
    87601 atcatcaatt tggtttagcg gcagatgtgg cctttaagcg aaacggtaaa 
gttgttattt
    87661 ctgaacgtga cccatgggct atgcagggtt accgcctata tgggcaagtt 
gctgagtctg
    87721 tcgggcttac ctggggtggt cgctggaaat ctatacaaga ttatggccat 
acagaatata
    87781 gaatgccagg cttgaagaaa actcaagaaa tggcggaaaa gctgattgcc 
gaaagcttaa
    87841 atgacatcag ttaaacctag gagcctgatt ggaagcgatc atgtaaaacg 
gtagtcatgt
    87901 gatcgacaag ctgggaaatc aacccagctt tttcccatgt ataaattgaa 
acaaccatag
    87961 gtgaagcttc acctaaagat ttatatctac gtacacgacg gccttttgtg 
gtactaactg
    88021 gtagtaaaga tattcccaaa cctgtttcga cacttactag aacactttct 
aaactacttc
    88081 ctgtaaaagc aatataccaa cgtcgtcgtt cacgttctaa tgtctcaaac 
atttcatctc
    88141 ggtaaagtcc accttgagga aaggtcacta aacgaattgg ttcagacaaa 
ggcgtaatcg
    88201 cattttcact ttcaaaccat gccatttctt caggaaaaga ggcataacaa 
tcggcgctgg
    88261 ctgctgattc tttcacaata acaatatcca gttcaccatt acgatagcgc 
tctgtcaggt
    88321 tacggcttaa gcctgaagtg acatctaacc gaatagtacg atgttcttga 
gtaaatagac
    88381 cgaaaacttc tgccatagca gtactcatca tatcttctgg caatccaatt 
cgaataggga
    88441 tgctgccagc tggatctttt aagaccgcct cagcctcttg ttgaagcgtc 
aaaattcttt
    88501 gagcataacc aattaaatat tcacctgaag ctgttaattg taatggtctt 
gctgtgcgat
    88561 caataaggga gtgaccaacc gattcttcga ggcgtgctaa ctgctgacta 
atagttgatt
    88621 gtgtcagatg caacttatca gcggcggctg taaaactacc actttcaaaa 
atggtcacaa



    88681 atgcacgaag aagacgaggg tcaaacataa atgaatacca tcaataacgc 
agagaacaag
    88741 atacttgagt atttataatc ttaatacaat cgattaaata atttaatttc 
caaatacttt
    88801 taagcgtgct tattctagtg ccaaattatt atgcaattca ttttgatttg 
gagtgtttca
    88861 tgcgtaagtc cctcatatgg atcaatctga tcattgcgat gggtgctttg 
ggttttacaa
    88921 atgtggtaaa tgcaaaggat gaataccctt tacacatggc agctgcaaat 
gacgatattc
    88981 agttaataaa acatattttg tctcaaaaga ccttaattga tgcacgtgat 
gaaacaggtt
    89041 caacagcatt aatggtggca acaagagcaa accatataca tgcggctcat 
atgttgattg
    89101 aggccggcgc agatgtaaat gctaaagata atatacaaga tagtccttat 
ttgtatgcag
    89161 gtgcacaagg ttatttaaaa attttaagaa tgacactcat gcatggtgcc 
gatttaaaga
    89221 gtactaaccg ttatggggga accgcgctta ttccagcagc agaacggggc 
catgtagaaa
    89281 ctgtccgtac tttaattgct gcaggtgtaa acgtaaatca tgtcaataat 
ttaggttgga
    89341 cagctttact agaagcaatc attttaggta atggcaaatc caattatcag 
caaattgtgg
    89401 cacttttgct aaaagctggt gccaatccga atttggcaga taaagatggg 
atcacaccat
    89461 tacaacatgc acgtacaaga ggatatcgtg aaattgaaaa actccttctt 
gtagctggtg
    89521 caaagtagat ggaggaagaa taaatgaaag caaatcagga atttttacgt 
caagccattg
    89581 agcttgctta taacaatata gaaaaaggtg gccgaccatt tggcgcagta 
attgtaaaag
    89641 atggcaaagt aattgcttca ggtgttaatc aaattttgac aaccaatgat 
ccgactgcac
    89701 atgctgaact attggcgatt cgggcagcca gccaagttct aggaaccgcg 
aatttagaag
    89761 gctgttcggt atttgcaagc gggcatccat gtcctatgtg tatggctgca 
atgcgtttag
    89821 cgggtataaa gacagttaac tatgcttact ctaatgaaga cggcgcaccg 
tttggtttat
    89881 ctacagctga aatatatgcc gatcttgtaa aaccatttgc tgaacagtcc 
atgaaaatcg
    89941 aatatgtgcc tgttcgattt gaagaccgta ccgaccttta tgtgttttgg 
aaaaattata
    90001 aagctaagca atcgggccta aagtaatgaa gcagactgga gctttcttgg 
ctcgtcccat
    90061 gcttattttg acagtcgctc tggttggact caatttaaga ccttttatga 
ccagtattgg
    90121 tcctttagtc tcaaagattc gagcaggtac tggattaagt ctacaaggaa 
tagctctact
    90181 cactttattg cccatgatgt tgatggggct tattgccttt attggtccaa 
tcgtacagag
    90241 catggtcgga gaacgtagag ttgttttggg tgctttgctg actatttgta 
ttggatgcgc



    90301 acttagattt ttatttccta cagctgaggg tttaattgct agtgcaataa 
ttattggttt
    90361 aggcgtcgcg ctgatacagg ctgcttttcc aggaattatt aaacgagagt 
ttagtcaaca
    90421 tatcgggcca atgatggggc tttattcagc tatgcttatg ggtggtggcg 
cactaggcgc
    90481 atggttggca cctgtgattt ccaatataac gggtctatgg tcactggggc 
tggctttctt
    90541 tactataccc gctgtattag cactagtatc aacatttatt tttttaccct 
ccattgtaag
    90601 ttcgactgcc catctgtcac ctgtaaaaac attattaaag aaacctagaa 
catggttgtt
    90661 aatgctgtgt tttggtttgg tcaatggtgg ctattcttcg gtggttgcgt 
ggttggcacc
    90721 ttcgtttcaa gatcatggct ggagtatttc tcaaagtggg aaattgcttg 
ccttacttgc
    90781 cttgagtcaa gcagcctcgg ctctgtcttt gcctatttta gctaggaaat 
ataaagatcg
    90841 acgtccgtgg ttgtggttta ctctattcat gcaatttgct ggctttgcag 
gacttgcttt
    90901 tatacctgaa tttgcatctg tgttatgggc aatttgttta ggaataggct 
tgggaggttg
    90961 ttttgcctta acacttattg tggcattaga ccattttgaa gagccgaaca 
atgcgggtgc
    91021 tttatctgca cttatgcaag gaggcggttt tttacttgct gcaataccgc 
cttggtttgt
    91081 agcagctttg catgacttta cagggactta taaggcaggt tggatttttc 
atttatgtag
    91141 tgtgatattg gttattgtgt tagtggtaag gttagctcca agaagttata 
acaaaattca
    91201 ctaataaaag tttaggtgat taaagaatat tacggaccca aagaaatact 
attttgaagg
    91261 gaagatggtt aaagaaaagt gataggataa tattgaaact tttagttttt 
aaatgaacac
    91321 aacaatattt gatttttatg acatcttctt tgaaaaaaat agctttatta 
aaacagggct
    91381 taggaaaaaa tagtccattc gcagcaggta ggcaaggaac attagaggcg 
attgagcatt
    91441 taggttatgt acagattgat accatatctg tcgttgaacg tgctcatcac 
catatattgt
    91501 ggagtcgagt gccagattat gatttaagcc atttaaacag tttggttcgt 
gagcggcaga
    91561 ttttcgaata ttggtatcat gcggcatctt atcttcctat gaaagattat 
cgatatgcat
    91621 taccggcaat gatgtctgtc agaaaagggg aaagtcgcta ttttaataga 
ggcgatcaac
    91681 gccttatgaa tgaaattctg gcacgtgttc gtgccgaagg taaaattcgg 
ttaagggata
    91741 ttgataagaa aaataaagag agtttaggga attggtggaa taccggtcca 
ggccgccgtg
    91801 cttttgagca gttatatatg caaggtgacc tgatgatctg tgaacgtaat 
ggtatggaaa
    91861 aagtttacga tttaactgaa cgctgcctac ctgaaaatat tgatttaagt 
ttgcctacgc



    91921 tttacgaata tgctcagtat ttatttaata atacgcttcg agctcatggt 
gcatttacgt
    91981 ggaaacaatt ggttcattta aagaaaaatg atttaaaaga aaccatgcgt 
gtcgtgctga
    92041 aagagcagat tgatgcaggt gttgtatcag cgattaaact tgccgacgga 
caaaatttat
    92101 atgttgatgt aactgcaata gagcaacaat tggatactga ttttggtcta 
aaaatacttt
    92161 cgccttttga taactctctt attcatcgtg accgtttaac ttccttattt 
gaatttgatt
    92221 atcggatcga atgctatgtg ccagcggcca aacgggtatt tggatatttt 
tgtttgccta
    92281 ttctttatca aaatgagtta gtaggacgag tcgactgtaa agcacaccgg 
acagtaaaag
    92341 aactagaagt gattagtcta catttagaaa aaacggtaaa agataaagag 
catttctttt
    92401 ttgaattaga tcaagaactc cagcgttttg cagcatttaa tcaatgctca 
aatgtgaatg
    92461 ataaggtagt caaactcatt cgcagcaagc tttaagtacc aatctaattg 
gatgtcaaaa
    92521 atgattaaag ctaaaacacc aaaagagtga aaatttttgg tgtttaactt 
cgcttagttc
    92581 aaagacatac ggtattgaat aacgccgggc ttttgtgcaa tccaatcata 
gagcttttgg
    92641 gctgtttgat tactttcttg agtatgccaa tataaacgtt cacagctatg 
ttcggtggct
    92701 tgcttctgta catactcaat aagttgttta ccaatttgtc gtccacgaac 
ttcaggtgat
    92761 acatacagat cttctaaata acagtagtta ttttctgccc aagtagaccg 
atgaaacata
    92821 taagtgacaa aacctaagat acgttcttta tttttggcaa ctgcacaata 
aataggttct
    92881 ttttcatcga aaaaacgatc ccaagtcatt tttgtgatat gaggaggtaa 
attgacctga
    92941 tagaaatttt gataggcaac ccaatattct aaccattgag tatagtcttg 
ttgttgaact
    93001 ggcgagactt cgatcgtttc attttgaatc ataattacac ttcattctga 
ctaattgatg
    93061 aaattatata ttggatatga atgttttata gaaacattaa agtattaaaa 
actaacacaa
    93121 taaatttgat gagaaaagaa attgcttatt tttataactt tctaaaataa 
aattttttta
    93181 ttaatcttat tttaagctag ctttattatt ctaataaaac aaagctcgtc 
taagtacacc
    93241 ttttagccac attctccaga tgtggctctt tttatttgcg gttagaaaat 
ctagaagtaa
    93301 ataaatatga ttaaatattt atttttgaat ctctataagt tttttaatca 
ttttccattg
    93361 cattactata aaacttaaca cctattttaa tgcgatctcg accattactc 
atacgccagc
    93421 gattcgtatc acgtagggaa tacacgcagc cacaatattc ttgttggtaa 
aattcttcac
    93481 gtttactaat ctcaatcatg cggctagagc caccattttt tcgccagttg 
tagtcccagt



    93541 actgaatatc gggatagtgt gaagcagcgc gaatcccgca atcattgatt 
tgcgccatat
    93601 ttttccatct tgaaatccct aaagagctgc tgattagact aaacccatgt 
tcataagcat
    93661 ataaagcggt acgctcgaag cgcatatcaa aacacatggt acagcggata 
ccgcgttcag
    93721 gttcattttc cataccttta gcacgggcaa accaattatc ggtgtcataa 
tccgcatcga
    93781 taaagggaat attatgtttt tctgcgaagc ggatattttc ttctttacga 
atgagatatt
    93841 cttttaccgg atgaatatta ggattataaa agaatataga aaagtttata 
ttagactcaa
    93901 ttaatgactc cattacttct ccagagcagg gagcacagca agaatggagt 
aataatttat
    93961 tatgtccaga tgggagttcg agtttttgac gttgaatagc cataattaaa 
aaataagtta
    94021 tatttttata tattttagat tttttaactg cttataaaaa tgaatttttt 
tcaattaatg
    94081 atgaaaatat ctaatcttta ttatttgtgc tgaataataa agtatttttt 
aattttatta
    94141 catataataa ataatatatt atatttgtgt aatattatta aaaataattt 
taactttcta
    94201 ttgtcaaaaa agtacactct atagaaaata ggaataattt tatatttgtg 
taactatttg
    94261 tcttttatat atttatctac ttagttttag ctagaaaaat tgtgtgatga 
acgtctcaaa
    94321 taagtattat tttttaaatt taaatatttt tttagattta tatttttaat 
aaatttatac
    94381 taaaacagtt attctatttt tctcatttga gtatgtgata ttttaagata 
tggacgattg
    94441 gcaatgtaag tattgtaatg gttacattat ggttaatcat tcaaggatag 
aggtagggga
    94501 aaaagtttac tttttggtat ataaattcga tgcaaaaaat gaaagaaaaa 
aactatataa
    94561 aaaaggaact gtaattgcac gttgcgatag tattttacat atcgaatcaa 
gaaaaaagac
    94621 atataaaata gaggaggcta aagtctatcc tttaggtgca cctatgccat 
ttgtttataa
    94681 tatgttctgg atatgtggtt gtgaaaacag accataatat ttttattgaa 
tctaaaatga
    94741 atagtgaatt taaataattt tgatgatttt ttattcaagt ttgcaaatta 
tagtttttaa
    94801 tttttataaa tagcttaaat tgctgaaggg ttaaagttag attgcaattt 
gacaaaattt
    94861 tagcaacctt ttataagacc tcaactaagc ttgagattaa taaaaatgag 
tgaaaggaat
    94921 caaagtcgtt tgttaacggt tggtgaggtt gcaaaacgta gcggtgttgc 
agtttcaacc
    94981 cttcattttt acgaatctaa aggtttaatt aaaagtataa gaaccaatgg 
taaccaacgc
    95041 cgttttactc tagtggtgtt acgttacatt gcgatcatta aaattgctca 
aaaagttggt
    95101 attccattag atgaaataaa acaagcccta agtaaatatc cgatgggttc 
taaattaact



    95161 gcacaacaat ggaaagagct atctctcgat tggcggaaga atttggatga 
gcgtatttaa
    95221 aaactcacaa gactcagaga cgaaatggat tggtgtattg gatgtggttg 
tttgtcatta
    95281 gaacaatgtc cattaagaaa tcccaatgat gtgttggggc aagaaggtgc 
cgggccgcgt
    95341 attttagaaa gaccatagaa gataaatttt attgttagat ataacgcatc 
ataatttaac
    95401 atttgcaata gagaattatt ttgtaagttg ctctctatga aggtttttta 
ttgtaaacaa
    95461 gtcatataaa acataaattt ttttgatatc tttatttctt ttagtaagaa 
gcaaaattta
    95521 tgaaaaaaat tatctttctt ggtttagcgc ttgtttcgtt aacggcttgc 
tcatcagtac
    95581 aacataaaga ttcaactcct ccaaaaattg gttcaccaaa tcctgctagt 
caatattgcg
    95641 ttgaacaagg cgggaaatta gaaattagaa atgaagcaaa tggtcaggta 
ggttattgcc
    95701 atttgccaaa tggacaagtc gtcgaagagt ggaaattatt ccgtgataat 
caggcgaact
    95761 gtgtttcaga agaagctcaa aaattagttg ggctatctgg tttaaccgat 
gatcaaatta
    95821 agcaaaaaac gaagtcagaa attgttcgta aagttgctcc aggtcaaccg 
atgacaatgg
    95881 attatcgttc aaatcgagta actgtcacaa ttgatccaac ttctaaaaaa 
attactcaag
    95941 caacatgtgg ttaattcttt aattaaagaa ttagcttaag ttcgaacaag 
aaggcctgtc
    96001 aaaagacagg ctttttttag acagccaaat aaattgttaa gcttaatcac 
ataaattttc
    96061 ataatgcaca aaaacctgtt aaacctcatt caaagaaaaa caaacatagg 
tgttaagttt
    96121 taagttcctt ttaaatcatg tgtaggaccg agctatgatg caagcaatgt 
ttttctttag
    96181 tgctggagca gtttttggtt attgctatcg tcattacgat gctaaagtta 
aaaaagccaa
    96241 tgattcaaaa taaatgatta aaaaagcctg cttcttgagt aggctttttt 
ctttgtatta
    96301 ttccaaacta ttgaatagaa catattttaa gtaatcataa aaaaagcccc 
tagcggacta
    96361 gaggcagaga aacttcagat gcaggtaaca ggtgaattat gcatctgagt 
taagtaggtt
    96421 gtatcaaacc atgtaaagca ctttaccagt aaaaatgagt aaaaataggg 
atgtgcgact
    96481 aatggctaat gtatcctgta tcttttttaa ccattttaaa agtaaataat 
tttcttcaga
    96541 cccgtttaat ttttgaatct ttattattaa taaatcagaa aaaagctttt 
aaaacatatc
    96601 ctatttatca gttttacagt ttttatcttt gttttttata cattttttta 
gaggaaaaga
    96661 attttagaac aaagactatt cttttttatg tatatcgtat acgatatatg 
aagaatgatt
    96721 ggacagctat tgatacccat tccataactt ttgagatgga ttaactcaaa 
agtacaacta



    96781 ccaatagttt taactatatt actgaggaat aattatgagt aatatcttca 
caggatgtat
    96841 cccggcgcta atgaccccat gtactcctaa ccgtgagcca gattttgatg 
cgcttgtgaa
    96901 aaaagggcat gaacttattg aagcgggaat gagtgcggta gtgtattgtg 
gttcaatggg
    96961 cgattggcct ttattgaccg aagctcaacg tcaagaaggt gtagcacgac 
ttgtagctgc
    97021 tggtattccg acaattgtgg gtactggggc agttaattca aaagaagcag 
tttctcatgc
    97081 agctcatgca gaaaaagtag gtgcacaagg gcttatggta attccacgtg 
tattatcacg
    97141 tggtacatca ccaactgcac aaaaggcaca cttttctgcg attttaaaag 
ctgctcctag
    97201 cttacctgcg gtaatttaca atagcccgta ttatggattt gcgactcgtg 
cagatttgtt
    97261 ttttgaatta cgccgtgaat ttccaaactt aattggtttt aaagagtttg 
gtggtgctgc
    97321 tgatatgcgt tatgcagctg agttcatcac ttcccaagat gactctgtga 
cattaatggc
    97381 tggtgtagat actcaagttt tccatggttt cgttaactgc aatgcaacgg 
gtgcaattac
    97441 gggcattggt aatgctttgc ctaaagaagt tttgcagttg gttgacctta 
gtaagaaagc
    97501 tgcagcaggg gatgcgaaag ctcgtcgttt ggcacaagaa ttatcaagcg 
ctttagaagt
    97561 tttatcgtct tttgatgaag gtactgattt agtcctttat tacaagtact 
taatggtact
    97621 taatggcgat aaagaatata ccttacattt taacgaaacg gatgcattga 
gtgaatcaca
    97681 acgtaaatac gttgaaactc agtatgaatt attccgtact tggtaccgta 
actggtcagc
    97741 tggaatctaa gcaaatatct ataaaaaaag aggctaacga tttagcctct 
tttttacttc
    97801 tattatttat tttttagtga ggacaataac gcagaggaat attaaaacta 
aacctaaata
    97861 actattcatt gttaaacttt cgcctactac aacaactgcc aataaagctg 
caacaggaat
    97921 ttcgaccaaa gctaacgtca tggcttgact ggctggaata cgttttaaac 
caaagctaaa
    97981 aaataaatag cctaagaaca taggtacgat tgggatataa agggctaccc 
aaatattatt
    98041 tggataatta aataggtgag ttgctgtaat taataaagta ggtaataaca 
gaactgctga
    98101 aatcccaaag atcacgccca tggcagctct tgagttgatg cctttatgga 
ttaagttttt
    98161 cataatccac gaatatgttg cataactcag acttgagagt aagccaaaaa 
atacacctaa
    98221 tagccgttcg gattggacgc cttgatgttg gtgactgtgt tcgcctgcat 
atgagagtaa
    98281 aacgactcct aaaaaaccaa gaataaaact gataagccat tttaaagaaa 
gcttacgttt
    98341 atctaatagc cactcaagca taactgagaa caaaggggcg cagccaattg 
aaataacagt



    98401 accaatagaa acaccagcta atgagaccga ggaataaaaa gcaaatggac 
aaagaataga
    98461 aacaatgacg gcaatcaaaa ctttagtttt atagtcaaaa agctttcggt 
aatctttttt
    98521 aatagctttt aaacttaaaa atgtgtgaat taaaccaccg aagcccacag 
aaatagtagc
    98581 aattacaagt ggactgatgc cctttgcaaa agatgctgct gtgcctgccg 
taccccatag
    98641 aaaagcagca aatagtacag ataagaaacc cgtataataa gtcagggaaa 
attttgcttc
    98701 tgttggcgta ctcatatgaa gtgactcaaa ctctgaaagt tttatgcagc 
aagatttcta
    98761 caagataata atttctacct tgtaaggaat aatcagctca atggataaga 
atttttgaca
    98821 gtttcccatc aagagaacag ggtagtatgc tggtatttat gacgatttgc 
ttggttaaat
    98881 acactaaaat aatgacgatt tcggcatagt ctaataatag ttttgtgaat 
taaatggtat
    98941 aaagtatact ttgtatatga atgattttaa aaattattgg tttatagtga 
tataaaaata
    99001 gtttttaaaa gctttatatg aaggataagc cgtaccgaaa atgatgcttt 
caaagcaata
    99061 atttcattat ggtggatgac taaaattatc atccttttgt ttgtgtcata 
ttttgaggtt
    99121 aagagaatat tcgtgacgct accatctttt aatgtatcaa atcttggtgc 
aatgccttcg
    99181 gtatctgaag ttattgtcaa atatattaga gaagcaatta ttgcagggca 
tattgctgaa
    99241 ggtgagccta tccgtcagga tgaaattgcc aagctattta atgtcagcaa 
aattccggta
    99301 cgtgaagcct taaagcaact tgaagccgaa ggcttagtag agtttataaa 
aaatcgcggt
    99361 gcaattgtga cccgaatctc tgaagaagaa ttagctcaga tttttgaagt 
acgggttatg
    99421 ttagaaacga agttgattca gctcgccgtg ccgaatatga cagaagaaac 
ttataaaaag
    99481 gcagatgaaa tttgtaatgc ctttatcgat aacatggata ttggaagctg 
gaccacacta
    99541 aattggcagt tacatgcgtg cctttatgaa ccagcacagc gaccttatat 
gctcggatta
    99601 attcgttcta tttacgataa aattgagcgc tatttaagat tgcagatgaa 
tgtttccgaa
    99661 ggcaaatcac gtgcaaatga tgagcacaaa gaaattgtga aagcctgtaa 
agccaaggat
    99721 gttgatttgg cggttaagtt aattgaagag catattaatg gtgtttgcca 
atcactttat
    99781 gagcacttac ctcaccataa aaatgtgaaa aaataagcgc tgcattcttt 
atcatttcaa
    99841 ttaggccaat ggcctaattt ttttgtcttt attttagctg gagtaagttt 
tcactatgct
    99901 gatttcgtca tagatttata agaaaacgat caagcttgct gttttcagat 
cagtcatcct
    99961 aaaggaaaat gtaaggatac ttctatgaaa acagtaaaaa ttttggactc 
tcatactggt



   100021 ggtgaaccaa cacgattagt gcttgaaggt tttcctgatt taggcacagg 
agatatggaa
   100081 agccgccgaa aaatattatc agaacaatat gaccatttcc gtagagcaac 
catgttagag
   100141 ccgcgcggta atgatgtgtt ggttggcgca ttattgtgta agccagtgaa 
tcccaaagcg
   100201 agcgcgggtg ttattttctt taataacacg ggctacctag gcatgtgtgg 
tcatggcacg
   100261 attggtttag tggcttcgtt agcacacttg ggaaaaatac aagttggtac 
acacttaatt
   100321 gaaactccag taggtgatgt tgaagcgaca ttgcatgaag accattcagt 
gagtgtgcga
   100381 aatgtaccgg catatcgtta taaaaaagca gtcgaagttg atgttgaaaa 
atatggaaaa
   100441 gttactggtg atattgcatg gggcggtaac tggttcttct tgattaatga 
tcatggtcaa
   100501 cgtgtttcaa gtgataattt agatcaactt actgaatatg cgtggactgt 
tagacaagca
   100561 cttacggcac aaggaataac tggtaaagat gggcaagaaa ttgaccatat 
cgaattattt
   100621 gcaagtgaca ccgaagcaga tagtaaaaat ttcgtgcttt gtccaggcaa 
ggcctatgac
   100681 cgttcaccat gtggaaccgg aaccagtgcg aaaattgctt gcttggctgc 
agatggcaaa
   100741 cttgagtcag gaaagttatg gaaacaagcc agcattattg gtagccagtt 
tattgcctcg
   100801 tatgagcaag caggggaata tgtgattcca accattcgtg gagaagctta 
catgagtgct
   100861 gaagcaactt tatttatgga tgaaaatgac ccatttgctt ggggtattca 
gctatgagaa
   100921 ccgatgccat cgtcattggg gcaggcattg taggtgctgc atgtgcttat 
gaattggctc
   100981 ggcaagggtt aaatgtgcaa gttttggatg ctcggatcgg tggtgcaaca 
gccgcgggca
   101041 tggggcattt ggtcattatg gatgacttgg aagctgaatt aaaacttagt 
cattggtcag
   101101 ttcagctatg gcatgaatta gggcacgagc tttcggaaga atgtgcctat 
cgccaaacgc
   101161 caactttatg gctggcaagt agcccagaag aaatgcagat tgctgaggaa 
aaatatcaac
   101221 gtctcactgc acaaggtgtc cgttgccaac ttcgaaacgc agaggaaatc 
cgtcagcttg
   101281 aacctcactt aaagcagggt ctttatggtg gtttagaagt ttttgatgat 
ggaattttat
   101341 atgcaccctg tgctgccgaa tggttgttaa aaaaaattcc ccacaaggtt 
caggtgcaac
   101401 aagctaaagt tattcatatt gaagaaaatc gggttcagct aagtgatgga 
acatggttag
   101461 aagctgcgca tatcgttttg gctaacggta ttcatgcgac agattttttt 
ccagagctac
   101521 cgattgaacc taaaaaaggt catttggcga ttactgaccg ttaccctgaa 
ttaaatgtaa
   101581 aacatacatt agtggctttg gcttatgcgg ccagtactca agcgacaagt 
ggaatttcgg



   101641 tggcttgtaa tattcagcct agaccgacgg gccagctttt tattgggtca 
tctcgtcagt
   101701 tcaatacggt tgatccgact gtagagccag aagtctttac acgggtgctt 
aaagaggctg
   101761 cggattattt tccagctttg gctgacctta atgttattcg ggcatggact 
ggctttcgcg
   101821 cagccacacc agatggtatt ccgataattg gacgacatcc tacatttcaa 
tcggtttatt
   101881 tagcggtagg tcatgaagga ttaggtgtaa ccacagcaac aggtacagca 
aaactgattg
   101941 cctcacacat atgtggaata acttttgata tagatccaga acctttttta 
cctcagcgct
   102001 ttataggagc tgcatagatg attcagcttt ttattaacgg acaatcggtt 
tctgtgattg
   102061 agggcaccag tgttgctgct gctttagcac aagcgaagtc ttatagtcgt 
ttgtctgtct
   102121 gtggtgaaaa acgcactcca ttttgtggaa tgggagtgtg tcaggaatgt 
cgtgtcaata
   102181 ttaatggact cagagtgctt gcttgtcaga cgctgtgcca gcaagacatg 
aaggtggaaa
   102241 cacaataatg gaaaaacaat acgatgtggt ggttgtcggt gctgggcctg 
cagggttgtc
   102301 agctgctatt gcagccgccg aaagtggcgg gcgaatttta atattggata 
ataacccaca
   102361 ggcgggcggt caaatctggc gggccggtcc gatttttcct gtacctgaaa 
tggcgcagca
   102421 gaaatatcaa caaattaagg ctcattctaa tattgaattt atgtttggtg 
cgaaaattgt
   102481 cgccgcacct tttgcaggcc aattgcttgt tgagcgacct cacgacagcc 
taaacttgtc
   102541 ttatcgccag cttatattgt gtacgggagc aagagaactg tttttgcctt 
ttcccggttg
   102601 gactttacct ggcgtaacat gggcaggtgg tttgcaagcc ttaattaaag 
caggcacacc
   102661 tgtcaaaaat gaacgcattg tgattgcggg ctctggaccc ttacttttag 
caagtgcgga
   102721 tacggcaaaa aaagcagagg ctcaagttct ctatgttgcc gaacaggcgg 
cttcatcttc
   102781 cgttcgtaag tttgcactac aactttggcg ttggccttcg aaaataatac 
aggcgttatc
   102841 tttgccttat cgtttatatc aacctgacag ttatgtggtt gaggcgattg 
gtcaggagcg
   102901 tcttgaacga gtaaggctac aaacgccgaa gggaatcatt gaaattgagt 
gtgatcgact
   102961 cgcgtgcgga tttggtttag tcccgaatac tcaattaggg cagttaatgg 
gttgtcaaat
   103021 taaggacaat gcgattacgg tcgatgacta tcaacgtaca tcacagccac 
aggtgtgggc
   103081 agcaggtgag tgtacaggtt ttggcggaag tgagctggcg atggttgaag 
gtagcatcgc
   103141 aggttatgcc gctataggcc aaaatgaaaa agcgagacaa ttatttgctc 
aaagacaacg
   103201 gtatcgttta tttgcacatc tccttgagaa aagcttcaaa ttacgtgctg 
agttaaaaac



   103261 acttgcacgt ccagacacta ttttttgtcg atgtgaagat gtaacttttg 
acaaagttgc
   103321 cgaacgtagt agctggatgg atgcaaaatt acatacacgc tgtggaatgg 
gagcatgtca
   103381 gggaagtact tgtgcaacag cagcggcttg cctgtttgat tggcagttgc 
ctaactctcg
   103441 accaccatta cttcctaccc gtgtaaaaag cctcatggcg atgtctactt 
ctcctttaaa
   103501 tcaaaaatga aatgttctag agtagacaag ttattacttt gtccgctcta 
gctcatgact
   103561 ttggttcaaa ttcccaaact aaccacaact ttggaagatt ttttaaaaaa 
tctggaaagt
   103621 atagaaccat tatttgatgc tttatcttcg gtggtgtttt tcatcaaaaa 
taccgaagca
   103681 cgctatgtct ttgtcaatca aacgcttgta aaccgctgcg gtctaaaaga 
taaaactgca
   103741 atattgggaa aaacctcttc tgaagttttt cctcattcac ttggaaaaat 
atatacatcg
   103801 caagacttgc aagttattcg ccgcggtaaa aagttaacag agcaattaga 
actacattta
   103861 tatgcaaaaa atcagtcggg ttggtgttta acttataaag aacctttatt 
tgatgtggat
   103921 ggaaacttag taggaatagc gggtatatct aatgatttaa atgtgcctga 
aaatacacat
   103981 cctgcttttt ataaaatggt tcaggttgag gaatatatta aaaagaatta 
tgccgaaacc
   104041 attactttgg cgcatttgac cgcaattgct ggcgtgtcgg tggctcagtt 
agaacgttat
   104101 tgcaaaaaaa tataccattt aacgcctcgg caaatgatta gcaaaattcg 
tcttcaagtc
   104161 gccactgaac tattggcgac agatttacca atcactcaaa ttggtttgcg 
ctgtggttat
   104221 accgaccata gtgctttttg tcgtcagttt aagttgcata caggcatgtc 
acctactttg
   104281 tatcgggcct ctatcaaaaa tatttagata aaaaattggg ctgtataaaa 
caacccaaat
   104341 cattattaag tgctgaattt gtatattaaa gattaatctt taaaagccaa 
tgatcggcct
   104401 ttggtttctt tcactagcaa aatcgagaca atagagatca ggcttgcggc 
aaccaaatat
   104461 aaagaaatcg gaattgagct attaaattct ttgagtaagg ttaaggcaat 
taatggagcg
   104521 agagaacctg ccataattgg tgcgacttga taacaaaatg aaagcgccgt 
atagcgaata
   104581 tgagtaggaa ataactcagt cattagggca gagtaaggcg aataggtcat 
ggactcaata
   104641 aataaaccaa gcacaattgc taacataatg agccagtcat tgcctgtatc 
cattaaagga
   104701 aagccgacaa aaccccaaaa agcagtaagt acagctccaa taagataaat 
aggtttgcgg
   104761 ccaaatatat cgcttaaatg tcccataaaa ggaataataa agaaatggat 
cagatgagca
   104821 ccaaacatga gcagtaagat ctgcgaagta tctttatgga cgactaactt 
taaataactg



   104881 atcgaaaaag taaccaccat atagtacaaa atgttttctg caaatctggc 
accgataccc
   104941 gcaataacag atttcttatg atattttaaa acctcaataa tcccgagttg 
ttgtttttca
   105001 agaagctgtt gtttggcctg tgcttcttta aacacttcgg catcgtctac 
attttttcga
   105061 atccataaac caatcagtac cacgactgct gagaaccaga atgcacagcg 
ccacccccag
   105121 tctaggaatt gttcgggtga gaggtttttt gaaagtaata ataaaaccag 
tgtggctact
   105181 aaattcccga gcggtacacc agtttgtggc cagcttgccc aataacctct 
gcgatcatct
   105241 ggactgtgct ctgaaactaa aataactgcg ccgccccatt caccaccaaa 
agcaaaacct
   105301 tgaattaaac gcagtatcac taggagtgta ggtgcccaat agccaatttg 
atgaaaggtc
   105361 ggaatacagc ccattaaaaa agtagtgata ccgacaataa tcaggctaat 
ttgcaataat
   105421 ttcttacgtc caattttatc gccgtagtga ccaaacacga ggccaccgag 
aggtcttgct
   105481 aaaaagccaa cggcatacag agcaaaggcc gccaaaattc catctatagc 
attgccggtt
   105541 tgttgaaaga aaagttcgcc aaagacgagg gcagaagcgg ttccataaag 
gaaaaattca
   105601 taccattctg ctacggagcc aaccatggag gccgctacaa ccttttttag 
tgttgtcgtc
   105661 atataccaat atccttattt gaaaatatgt tacgcattga tttgatggag 
catcgtgata
   105721 ttcatttttt gcactttttt atttaaataa tgtgcggtta tgctggtggc 
tttgaactaa
   105781 aaaaggagtt catctcttgg ataaactcct ttaaaaaaat taaagagcag 
ctttactcat
   105841 ttcaccattg accaagcgcg caataccaag cggattggca ttttgaaggg 
cgagtggcaa
   105901 taagtgatct ggatagtttt ggtagcatac tggacgtaaa taacgttcga 
ttgctaaggt
   105961 tcctaccgat gtgccacgtg catctgaagt tgcaggatat ggcccgccgt 
gtaccatggc
   106021 atcgcagact tccacacctg ttgggtaacc atttagaagt aaacgtcctg 
ctttttcttc
   106081 aagtaatgga ataagtgtcg cgaagttctc aaaatcttgt ggctcggcaa 
ttaatgatgc
   106141 tgtaagttga ccacgtagac catttaaagc gagagcaagc tgctctgccg 
attcaacttc
   106201 aatcacaatc gtcgttgggc cgaacacttc ttcttgaagt aattcatcat 
gctctagtaa
   106261 aagagataca tcggctttaa agagctgagg ataggcttgc ggaccttgtt 
gaggttgacc
   106321 cgctaaatgc tcaattttgt catgtgcgag taattcttta agaccatgct 
cgtagcttct
   106381 taaagtacct ttgttaagca tagtttgtgg cggttgttga gccattgcag 
ccttgaaatg
   106441 ctcaaggaat tggctaaatt ccggtgattt aattccaata attaaacccg 
gattggtaca



   106501 aaactgaccg cagcctaaaa ccactgaacc actaagttcg gtcgcaattt 
tatcaccacg
   106561 cacttttaga gcttcgggta ataaaatcat tgggttaatg ctcgacattt 
cggcaaaaac
   106621 aggaataggt tcaggacgtg cggcagctaa atcgcataga gcgcggccac 
ctttaagtga
   106681 acctgtaaat ccaacggctt taattgcagg atgttttacc agtggctcac 
cgacaccttg
   106741 accataaatc atgctaaaga tgccttttgg catagcgcat ttctcaatcg 
cactacaaat
   106801 ggcatttgca atggattcgg ccgttgccat gtgaccgcta tgagccttca 
caataactgg
   106861 acatccagcc gcaagtgccg aagctgtatc accacccgca gtagaaaagg 
caagagggaa
   106921 attactagcg ccaaatacag caactggtcc aacaccgatt ttatattgac 
gtaaatctgg
   106981 acgtggaagt ggttgacgct caggtaaagc caaatcaata cgggcaccta 
aatagtcacc
   107041 acggcgtaat acttgagcaa acagacgtaa ttgacctgta gttcgcccac 
gttcaccgcg
   107101 aatacgcgct tccggcaaag cagtttcttg acagactgtt gcaataaact 
ggtcatcaag
   107161 cgcatcaatt tcactggcaa tcgtttctag aaaaacggcg cgttgttctg 
gcgtagtttg
   107221 tctaaaagcc ggataagcca atgcagctgc ttgagctgcc tgatcaattt 
cttcaggagt
   107281 tgcttgagca aactgatagg gtaatgcttc atctgttgca gcatcgtagc 
ttaatacaaa
   107341 cttactgcct gcacttgaac gttgacctgc aataaaattt tgaccagtaa 
tatttaacat
   107401 tatcaacctc acttgagagt gaacgtcaaa agtgcttctt ctgacgttgg 
agagttatca
   107461 aagcgaaggt tttacatttg aaaatattgt attttgtata cggtattaat 
caaaagaaaa
   107521 ccttaactta tatgtgttta agcaaatgat cgctaagctt catcgtcatt 
tttaatcagt
   107581 gcttttggta aacctgagcg tataccccag tagtagcaac caagagaaat 
caccatgacg
   107641 aataaggtgt cgaaaggcgc agccaatagg tgtgatgcgc catcaccgaa 
gctgccaagg
   107701 taagaggcaa gaatcattaa aatgtagtaa acaaggagcc atgttgatga 
ctttaactgt
   107761 tgggcaaggc tgacttcttg ggttggcacg tagcgcttaa aaatgacgta 
gagtgcaaac
   107821 aacacgattt gtgcgcctaa tagccatgaa atgacattcc agccagacca 
atacacaata
   107881 aaagacgcaa tgacaaaagc gagcggcccg agaacagtaa atccttttac 
atagaatgga
   107941 cgttcaagct caggagcatt acggcgtaaa gcacccactg tgacaggagc 
aagggcataa
   108001 cttaaaacta acgctgctga aactacggaa attaatttat cccaagatgg 
aaacggcatg
   108061 gtccaaaata ctgaaagtgc aaacgttaac cataatgcat aacgaggaat 
acctgatttt



   108121 ggatctacac gcgtaaaaat acggaagaat gtattactgt ttgaccatgc 
ataaatgaca
   108181 cgtggagttg cagccatata gatattgccg cagccagacg gagaaataat 
ggcatctgaa
   108241 acaactaaga gtgctaacca tcccaaacct aataacatgg caatgtcacg 
gtaaggtaat
   108301 gggaacttgt cactaagtcc tgaccagcca tttgctaaca tatcggtagg 
tactgcacct
   108361 aagaaagcaa cttgaagcac tacataaata atcgttgcca aaacgacaga 
taagatgagt
   108421 gcaaaaggaa tcgtaaattg aggacgtttt acttcacttg ctaccgaaat 
aatcggcgtt
   108481 aaacccaaat acgcaaaaat aataccgcca gcagatacgg caccttgtac 
gccgtgagcg
   108541 cccattggag caaactcggt cattgaaaag tttgcaggtt taaaatggta 
tagaagtgcg
   108601 accatcacta aaaccggaac agcaaatttc aatgcactaa tcaggttgtt 
ggcaattgca
   108661 aaggtcttta cgctgtaata gtttaatgca aaaaatacgc ataaaagtgc 
aaactgaaac
   108721 agccatccaa tggtagttgg agaccgaaca ccatcatgta cggcggtaag 
agaagggaac
   108781 catgctgctg catattcacg agcagcgacg acttcaattg caattaaact 
tgaaaaggca
   108841 atgacggtca cagaacccaa taaatatcct tgtaatgggc catgtgaaaa 
tacgggataa
   108901 cggataatac cgcctgctcg gggtaaggct gcgcctaact cacaataaat 
aattcccaga
   108961 attaaaacgg caaagccccc aataatccat gacaatatac ccgcagggcc 
ggcttgagag
   109021 gccacatgac ttgctgaaaa taaccatcct gaaccgaaaa tggcgcctaa 
gccaatgaat
   109081 gtaagatcca ttagagataa ctgtttttta aactgacttg tcattacgtt 
ttccttaacg
   109141 acagaactat tgttctttca tatatcgtat acgatatatg gttattggta 
aataggggga
   109201 tttttattct atttatgggc aatgaatgat ttaaatacta tgtaaatgtt 
tgtttttaat
   109261 tgattttaaa tagtttaaat ttcaagtaaa taaattgaaa accaaatatt 
ttttataaaa
   109321 aattggcaaa ggtttgtgat tttatttgct caaaagaaca attcttcaat 
attggttgag
   109381 tcatttacca tttaaattaa tggaaaattc aattttttaa aaaggctata 
ttagcaattg
   109441 attgtgttgt ttttaggcaa tgaaccattt attttcagtg ctttatagat 
ggcttaatga
   109501 taattttaga gctatccgaa aggacacaat aatgacgaac atacgaataa 
taatgaatcg
   109561 aaggtaggac cacgtgttta ttagtgtatt tgatcttttt aaaattggca 
tcggcccatc
   109621 tagctcccat acagttggac ccatgcgagc ggcatacagt tttgtggaag 
atttattgaa
   109681 gcaagacgat ttacaagcca cggttagagt tcaggtgaag ttatacggtt 
cgctgtcggc



   109741 aaccggtgtc ggtcatgcga cagataaggc tgttctgtta ggtttaatgg 
gttttgaccc
   109801 tgaacatatt gatacccaag taagcacaag cctgattgaa gatgttcttg 
aaaataaagc
   109861 aatccaactt aatcagcaaa agactatttc ttttgactat aagcatgatg 
tacttttttt
   109921 agatgaatct ttgccttatc accccaacgc aatggaactg attgcgtata 
acggggcaca
   109981 agaagttttg tatgcagaaa cttactattc gattggtggt ggctttattg 
tcagtgaaag
   110041 acaattaaca tacacccaaa ctgaaaccaa cgacgttaaa gttccatatc 
catttcacag
   110101 tgcggctgaa cttttaagct tatgtagaac tcatcattta tcagtgagtg 
aattaatgct
   110161 tgaaaacgag aaaagctggc ggagtgaaac tgagattcgc agcaagatta 
tggaaatctg
   110221 gaaagtgatg cagcaatgta ttcacaatgg attaattaat gaaggaatat 
taccgggcgg
   110281 tttaaacgta aaacgtcggg ctaaaaaaat tcacgataag ttattaaata 
agaaaaactc
   110341 aaacctgatt gtgacgacct ttcatgcgat ggaatgggtc aatttatttg 
ccttagcggt
   110401 aaatgaagaa aatgctgctg gcggtcgagt agtgacggca cctacaaatg 
gtgcagcagg
   110461 aattattccg gcggttttat attactacgt gactttttct aaagactttt 
ccgaagataa
   110521 agtagttcgc ttttttctaa gtgcggcagc cgtcggtatt ttatgtaaac 
tcaatgcttc
   110581 tatttctggt gcagaagtag ggtgtcaggg cgaagtcggt tcggcatgtg 
caatggcttc
   110641 ggcgggttta gccgagattt taggagcatc gcctgaacag gtggaacatg 
cggctgaaat
   110701 tgggcttgaa cataatttag gtttaacgtg tgacccgatt ggtggtttgg 
ttcaggtgcc
   110761 ttgtattgag cgaaatgcaa ttgcagccgt aaaagccatt aatgcagccc 
aaatggcact
   110821 tcatgatgac gatgaacact ttgtcacact agataaagtc attcagacta 
tgaaggaaac
   110881 aggtaaagat atgtctgaga aatataaaga gacttcaaaa ggtggtctcg 
ctgttaacgc
   110941 cattgagtgt taaaaaaatg agatggggac gaggtgaccc catctcattt 
taaacattaa
   111001 gcctcgcgag caactaaagt taaaatgtcg taagttgcga caagttcacc 
gcgttggttt
   111061 ttgactttaa tatcccatac cacaacgcca tgtgcaggct gagacgggtc 
tttttgtggt
   111121 ttaggtgttt tttgtttaca ggtgagttca acttggattg agtcaccaat 
tttaaccggt
   111181 tcaacaaaac gtaagttgtc cataccataa ttggcaatca cagggccttg 
tgctgcatcg
   111241 acaaatagac ctgctgcggc agacacaatg aaatatccat gtgcaacgcg 
ttcaccaaag
   111301 aaagactcgg ccgctgcgat tttgtcggta tgtgcataga agtagtcacc 
gcttaaacac



   111361 gcgaaattaa caatatctgc ttcggtgact gtacgacgcg ctgttaatag 
gcgttcacca
   111421 atcactaact catcaaaaga ctttttaaat ggatgtacac ggtcctcatt 
aacttttgag
   111481 ccagcagtcc atgagtgagt aatttgcgtc aggctatttg gagagccttg 
aattgcagtg
   111541 cgctgcatat aatgtttaac cgcgcgaata ccacctaact cttcaccgcc 
acctgcacgg
   111601 ccagggccgc cgtgtactaa atgtggaagt ggtgaaccat gtcctgtact 
ttcttttgct
   111661 gactctgcat cgagtacatg cacacgacca tgccaaggcg caattttttg 
aataatctgc
   111721 tcaatattct catcgttatt tttaacgaca gaagccacta ggctaccttc 
accacgtgaa
   111781 acaaggtcag ctagttcttc aatgttttga tatggcatga gtgtacatac 
cggaccgaaa
   111841 gcttccgtgg tatgaacatt cgtcgcttgt aaaggctgtt cgcacaccaa 
taaagttgga
   111901 gcgaaaaaag cacctttttc aggatggtct gcattaaatg taaaactatc 
gttaccacca
   111961 aaaacaattt ttgcgtcttt gctgagttca gcaacttttt ctgcaacgtc 
atgtttttgt
   112021 ttaatgctcg ctaaagcccc catggtggtt tcttcttttt gagggtcgcc 
caccacaact
   112081 ttagcaagtt tggcagtcag cttctcttgt acagtcgcta acaaattttc 
aggaacaaat
   112141 gcacgacgaa tggcagtaca tttttggcct gcttttgtgg tcatttcacg 
gaagacttca
   112201 cgcacaaata aatcgacagt ttcttcattt gcctcagggc ttaaaattgc 
actgtttacc
   112261 gagtcggctt ccatgctaaa tggaatcgaa tatttattga ggtgagggtg 
gttacgtagt
   112321 ttttggcctg tgtaggcaga acctgtaaaa gtcacgcagt cttgtggacc 
taactgttct
   112381 aacaggtcat aagtctgacc gcaaatgagt tgtagtgagc ctttgggtaa 
gacatgtgtt
   112441 tcttcaatgg cttttacaac tgcttgagtt aattgagcac catcggttgc 
tggtttcaca
   112501 atacatggca cgcctgcaag tagcgtcggt gcaatctttt caagcattcc 
ccaaattgga
   112561 aagttaaaag cattaatgtg aacggcaaca cctgctttag gacttaaaat 
gtgtttagcg
   112621 ccgaaagtcc catttttaga taattgaatc cagctatctt cagtaataat 
tttttcatca
   112681 ttgagttcac ggcgaaccag acttgaataa gcaaataatg tctggatccc 
gccttcaata
   112741 tcaatccacg catctttacg agttgcgcct gtcgcataag caagtttgta 
gaagtcttcc
   112801 ttacgttcaa gtaaatgttg ggcaatttgt tttaacgcat tggcacgttg 
gtgaaacgtc
   112861 caggtagcca gttctgaacc attctgtttg gcatactgaa caacacgttt 
catatctatg
   112921 ccatgactac ttacggcata aatcgattca cctgtaatgg catgataaac 
ggtacgtaat



   112981 tcttcgtcag acgaatgcca tgttccatag acataagaag caagatgagg 
cagttgatgc
   113041 tcagactgct gaaaatctgt gtcagttgag gttccttcta ggtgtgcttg 
ttcaagcatg
   113101 accaaactcc ttttttattt gatacatcaa ttataaaaat tgcaaaaata 
tgattcataa
   113161 tttcagatta atttgtataa aagtcaactt tattttgatt tttaaaagta 
aaaaagtttt
   113221 ttacatttaa cttaatttta taaatttcaa tagtttgaat tgttttgctg 
ttgtagatta
   113281 aatttgatac caaaaaatta gttgactttg ttttttgtgt atcgaaaaat 
agatttaagg
   113341 gtgataccta cagggaatga aagaatggaa aacaattacc agaaatttga 
acaaaatatt
   113401 gccaatgaaa ttacgatcga ggctaaggat caaatgcctg atgcctaccg 
caaaacattg
   113461 attcgtcaaa tcgggcaaca tggccattct gaaattgtag gtatgttgcc 
tgaaggaaac
   113521 tggattactc gtgcaccaac tttaaaacgt aaagcggttt tgctcgcgaa 
agtacaagat
   113581 gaagcgggtc atggtttata tctgtatagc gcggcagaaa ccttaggtgc 
tgaccgtgat
   113641 gacatgatgg aaaagttgat taatgggaaa atgaaatact catcaatctt 
taactatcca
   113701 actttgactt gggcagatgt cgctgcaatt ggttggcttg tcgatggggc 
agccattgtg
   113761 aaccaagttg cgctttgccg tacttcatat gggccatatg cacgtgcgat 
ggtacgtatt
   113821 tgtaaagaag aaagtttcca ccaacgtcaa ggttttgaag ccatgatggc 
tttggcaaac
   113881 ggtacaccgg aacaaaaaca gatggcacaa gatgcagtga accgtttctg 
gtggcctgca
   113941 ctgatgatgt ttggtccaag tgatgagcat tctccaaaca gtgcacaaag 
catggcgtgg
   114001 aaaatcaaac gctttagtaa cgatgaatta cgtcaaaagt ttgtcgataa 
caccgtacca
   114061 caagtgttgc aacttggctt ggaagtaccg gacccagatt taaagttcaa 
tgaagaaaca
   114121 ggccactatg agtttggcga gattgactgg cacgaattta atgaagtgat 
tgccggacgt
   114181 ggaccatgta atcacgagcg tatcgaagca cgccgtaaag catgggaaaa 
cggcaaatgg
   114241 gttcgtgatg cagcagtagt ctacgcgaaa aaacagcagc ttgaagcgaa 
caaagtggct
   114301 taacaagatt tatggaaaaa tttgaggaaa tcaaaatgga agataaaaat 
aactggtcgc
   114361 tctacgaagt atttgtacgt agtaaacaag gcttaagcca ccgtcatgta 
ggcagcttaa
   114421 gagcacctga tgatgaaatt gcactgcaac atgctcgtga tgtttacacg 
cgccgtaatg
   114481 aaggaattag catttgggta gttcgttcag aactgattaa gtcatcacag 
ccagatgaaa
   114541 aagctgaatt tttcgatcct tctttagaca aggtttatcg tcatccgact 
ttttaccata



   114601 tcccagatgg cattgagcac atgtaagggg aatggcaaat gaatcattca 
gttttatcta
   114661 aattcttatt acatattggc gacagccaac tggttttatc tcagcgtttg 
gctgaatggt
   114721 gcgggcatgc acctgagctt gaaattgata ttgccttagc caatatcggc 
ttggacttgt
   114781 taggtcaagc aagaaacttt ctaactttgg ctggtcaata tgatgaagct 
aagcgtgatg
   114841 aagaccaact tgcgtatttc cgtacagaac gtgagttttt aaacctattg 
ttgtgtgaac
   114901 aacccaatgg tgactttgca caaacgatag tacgccagtg gttgatggac 
cattaccatc
   114961 ttcatttatt tacggcttta gcgcaaagct cacttcccga attaagtgcc 
cttgctgtga
   115021 aatctttaaa agaagtgaag tatcacatcc gcttttcgac aagctggatg 
gaacgtttaa
   115081 gtttaagcac agatgaagcg catcaacgtg tgcaagacgg tttaaataat 
ttatggcgct
   115141 ttaccgctga attatttgaa ctgagtgcag acgagcaagc actagttgca 
gaaggcgtga
   115201 ttccagattt ttcaaatgaa aaagaacaat ggaaccaaac cattgcagat 
gagcttaagc
   115261 gttttgaatt aaatgttgct gtgaacggtg cttatcgccg tggtgcgaaa 
caaggattgc
   115321 ataccgagca tttaggttat ttgttggctg aaatgcaatg tattcaaaga 
acttatccgg
   115381 gaatgacctg gtaagacaag gaggtgagcc atgcaaatga ttcgtcattg 
catcgaccaa
   115441 tgttgggatg ttctacaaac ggtaagtgac cctgaaattc cggttttatc 
ggttgtcgat
   115501 ttgggcatga ttcgcggtgt agagattaac gatcaacaag aaattattgt 
tcgtctaact
   115561 ccaacatata gcggttgccc ggcaacagat atgctcaaag cacaaattgt 
tgaggcattt
   115621 accgcagaag ctttgacacc ggtcaaagtc atggtcgatt tatcagaagc 
atggaccacg
   115681 gactggatgt ctgaagcagg gaaaaagaaa ctgcaagttt atggcattgc 
accacctgaa
   115741 gggttggcgc atcagtgtgg aactcacgtt catttaaatg atggtgtcga 
gtgcccacgt
   115801 tgcaaaagcc gacatacccg actgttaaca gagtttagtt ctactgcctg 
taaagcactt
   115861 tataaatgtc aggactgtct tgagcctttt gattacttca aatgtattta 
agtctttaga
   115921 taaggaaatc agccatgagc caatttgtac cattaaaagt aaaaagtatt 
acaccccaaa
   115981 ccgatcaggc aatttgtatt gcatttgatg ttgtacctga acaacaagaa 
caatttcaat
   116041 ttcaaccggg gcaacattta accattcgcc atttaactga agcgggtgaa 
atccgccgtt
   116101 gttattcaat ttgtagctat gcgggcaaag aagatatcag tattgcggtt 
aaaaaaattg
   116161 atcagggtca attttcaaac tgggcaaatg accatttaaa agtgggcgat 
gtgcttgaag



   116221 tcatgccacc acaaggtgtg ttttttcaaa aagcagccaa gatgggcgga 
caaaactatt
   116281 taggtgttgc tgcgggcagt ggtatcacgc caattttatc aattattaaa 
caagttttat
   116341 ttgaacaacc tgaagctaac tttactttgc tctatggtaa tcgctcatgg 
aaacaaacca
   116401 tgtttgccga gcaaattatg gatttgaaag atcagtttaa agaacgcttt 
caactcatca
   116461 atattttttc tcgtgagttc aacgatagtg aactaatgaa cggtcgtatt 
gatgcagaaa
   116521 agcttaagca actttttgat tttgaagtgc ttgaaacaaa tttcgaccat 
gtttttgcct
   116581 gcggcccgga cgaaatgatg aatgccgtag aaaatacttt accgaacttt 
ggtattgcca
   116641 aagagcgcat tcacaccgaa cgtttccata cgggacaagc gcgtaaacgt 
agtgttgaag
   116701 cggatgcaaa ccgtaaagaa gaaaaagtaa acatcatttt agatggccgt 
gaactgattg
   116761 tttctgtagc tcaggacgac gaaagtattc ttgatgcggc tttacgtgcg 
ggtgccgact
   116821 taccgtatgc atgtaaaggt ggggtgtgtg cgacctgtcg ctgtaaggta 
ctttcaggcg
   116881 aagtcgacat gttccttaac tatagtcttg aagaagatga agttgaaaag 
ggctatgtgc
   116941 tgagctgtca gaccttacca aaaggctcaa atgttcgctt gagttttgat 
gaatagaggc
   117001 tgtcatgcaa gagttgatca aagccagtac agctgctgac ggtgttttgt 
tattaaccct
   117061 aaaccgtccg gaaaaaagaa atgctttaaa caatgcaaca ttgcagtgtt 
tgtgcgagtt
   117121 gctcgaagaa gctgaacata atgctcaagt caaagcagtg gttttaacgg 
gtaacgctca
   117181 atgttttgcg gctggagcag atcttagtga gttggctgca atggatgccg 
tgtctttgca
   117241 actcgatatt cgcccgaagc tttggcaaaa aattgatgcg tttagtaagc 
cactcattag
   117301 cgcggtcaat ggctatgcct taggcgctgg gttcgagttg gttttgcatt 
cagatatggt
   117361 gatttgcggt gaaaatgccc gattctcttt acctgaaatt ggccttggta 
tgttgccggg
   117421 tgcaggcgga acacagcgtt tagcacgctt ggttgggcaa caacttacca 
tgcgctgggc
   117481 catgacaggt gaaatgattt cggcaaaaca ggcggagcaa catggcattt 
gcagtcaagt
   117541 ggttccgacc gaattaaccg ttgaatatgc ggttcagctt gcagccaaaa 
ttgcgaaaca
   117601 agcgccttta gcgattcgtg tgattaaaca atcaattaaa agtattcatg 
aaacaacgtt
   117661 aagtcaggga ctcaagtttg aacgtcaaaa ctttgtctgg ctggcggcta 
caaaagatcg
   117721 aaacgaaggg attaatgctt tctttgagaa aagaaagcca gtgtttagag 
gtgagtgatg
   117781 gactatcaaa atattattgc tgaagaaaaa aatggtgttg gctacctgac 
atttaaccgc



   117841 ccaaaagcac tgaatagctt taacgttgat atgcaccgtg aagtggctga 
ggttttaaac
   117901 cagtggacca aaaatccgga tgttcgttgt gttgtgatta gtggtgaagg 
ccgtggcttc
   117961 tgtgcagggc aagacttagg cgaccgtgta gttgacccaa acgctgaagc 
tccagattta
   118021 ggatattcca ttgaaactta ctataacccg ctcattaaaa cgattgtaaa 
tatgccaaag
   118081 cctgtgattt gcgcggtaaa tggtgtagca gcaggtgcag gggcaaatat 
tgcactggca
   118141 tgtgatttgg tgattgcagc taaatcggca aacttcgtac aagcattttg 
tcgcttaggt
   118201 ttggttccag actctgcggg tacatggttt ttaccacgtg ccgtaggcca 
tgcacgtgcg
   118261 atgggattgg ctttgttagg tgacaagtta ccggcagaaa ccgcaaaaga 
atggggcatg
   118321 atttgggatg tggttgaaga caccgagctt aaaacaaaag tgactgaact 
cgctgaacgt
   118381 ttagcgaaac agcctacatt tggtctatct ctcattaaaa aagccattca 
tcaatcaagc
   118441 aataacactt ttgatgagca aatgctgtta gaacgagatt tacaacgcat 
tgcaggccgt
   118501 tccgaagatt atcgtgaagg tgtacaagcc tttatgaata aacgtgaacc 
aaattttaaa
   118561 gggcgctaag tatgacagat ttagacttat ctcgtgcccg aattgccgtt 
attggttctg
   118621 gcactatggg catcggcatt gctcagttag ccattgttaa tgggcactcg 
actgttttat
   118681 atgatctaga cgctcaaaaa gcgcaacaag ccactcaagg cttagggcag 
acatttaaaa
   118741 agctggttga aaagagcaag ctcacacaac agcaagctga tgaagcttta 
gcgcgtttaa
   118801 ctgtggtgaa tcaagttgaa gcactgcgtg atgctgactt ggttattgaa 
gcggtcgttg
   118861 agaaaaaaga agttaaacaa tctttattta aacagctcgc tgaaatttgt 
agtgcgcaaa
   118921 ctatttttgc aagtaacaca tcttcaattt cagtgactgc aatttcggcg 
ggcattgctc
   118981 accctgagcg cgtagtgggt ttacactttt ttaaccctgc gccagtcatg 
aaactggttg
   119041 aaattgtaca aggcttaaaa acaccaaata gcttatgttt ggctttaaaa 
aacttaatgt
   119101 tggactggaa aaaaattccg gtactcacca agtcgactcc gggttttatt 
gttaaccgaa
   119161 ttgcacgtcc gttttatgca gaaggcttta gagcactgca agaacaagtc 
accagctatg
   119221 accagctaga ttatgcctta aagcaatgtg gcggttttgc gatggggccg 
tgtgaactca
   119281 ccgacctcat tgggcaagat gttaactttt cggtgacgca aagcgtttat 
caagagtttt
   119341 tttatgagcc acgctaccgc ccaagcctca ttcaaaaaga attggtcgat 
gcaggagctt
   119401 ggggccgtaa gtcaaaacag ggtttctata gttataacga aaaaaatcag 
tatgaggcat



   119461 ttcagcctca agctgtggtt gccaaaccag ttgatgccca tattcagcta 
aaagggactt
   119521 ggtctcagct acctgcgttt ttaacccgtt taggtttaaa aagcggatct 
gcaagtgatg
   119581 acaatatcct tcaaattgat gatatcgact tgcgtttaag ccaaggtgag 
tcagccaata
   119641 ttcattacct aagccgtaaa gtggttttaa tggattggca ccatgatttt 
gagcacgcag
   119701 aggctttagt actcagtcat aacgagcttt gtgaaacaaa tgatctggct 
aaagttgagg
   119761 cttactttgc acagtttggt atgagcgtga tgtggattaa agaccatccg 
gcactgttaa
   119821 ccttacgtac catcgcttta ctcattaatg aagcctgcga agcaagttta 
catggagttg
   119881 cgagtctgga agatattgat aatgccatga aatatggagt gaattatcct 
aaaggccctt
   119941 accagtggtt gacacaaatg ggtggcgctt atgtgctcca aaccttaaat 
aacttatatg
   120001 cactgtatgg agaggaaaaa tatcgcgcga gtatctatct caagcaatat 
gtagcaaaaa
   120061 ctcaaaacat tgctactcaa tattcacgtg atatgaccga atttgcataa 
tcaggagtca
   120121 acatggaaga cgttttaatt tgcgatttta ttcgtacccc aattggacga 
tatgcaggtg
   120181 ccctaagtgc tgtacgtgca gatgatttag ctgcattgcc catcaaatat 
ttaaaagata
   120241 aacacccgaa cctaccgtgg aatacggtag acgaagtgtt tttaggatgt 
gccaaccaag
   120301 caggtgaaga caaccgtaac gttgcacgta tggcaacact cttggcaggc 
ttacctgata
   120361 cagtgccagc catgaccgtc aatcgtttgt gtgcttcggg tttagatgcg 
gtaggtcttg
   120421 cagcacgctc aattaaagct ggtgaagcac aatttgtgtt ggcaggtggt 
gttgagtcaa
   120481 tgagccgtgc gccatttgta caggctaaac cgaccgaagc ctttagccgt 
acacctgaaa
   120541 tttatgacac caccattggc tggcgttttg taaataagca acttaaagcg 
caatacggca
   120601 ccgacagcat gcctgaaact gctgaaaatg tagctgaaaa atatcagatt 
agtcgtgaag
   120661 accaagatgc gtttgcattg cgtagtcaac aaaaaaccgc tgcggcacaa 
caaaacggtt
   120721 tctttaacga tgagatattg cctgtcgaga ttgtagaccg taagaaaaac 
gtagttgtgg
   120781 tgaaccgtga tgaacatccg cgcgaaacaa cacttgaagc actcgctaaa 
ctaaaagcac
   120841 catttaaaaa agaaggtgga tcagtgactg ccggaaatgc ctctggtgta 
aatgacggtg
   120901 ctgcgtgtgt gttaattacc aaccgtgaat ttgcagatac acatggttta 
aaacctttag
   120961 cacgcgtgat aggcattgca agtgcaggag ttgaacccaa atatatgggt 
ataggtcctg
   121021 ttccggctgt gcagaaaatt ttaaagcaaa caggtttaac gctagatcag 
atggatgtga



   121081 ttgagctgaa tgaagcattc gcagcccaat ctttggcttg tatgcgtgaa 
cttggtctaa
   121141 aagatgacga tgaacgcgtg aacccaaatg gcggtgcgat tgcactcgga 
catccgctcg
   121201 gtatgagtgg tacacgcttg gtgattacgg caacacgtga gctaaaaaaa 
cgaggtggac
   121261 gctatgcact ttgcacgatg tgtgtaggtg ttggacaagg cgttgcactg 
attttggaaa
   121321 acttaaatta attcagacgg tttttaaaat tacataatga ggagagaggc 
gatggacagc
   121381 cttacaacgg ataatgttga acaattaaca cttgcagagc ttcgagagct 
gcaaactaaa
   121441 cggttaaaac aaaccctgac ttttgtatat gaaaatagtc cggtctataa 
gaaaaagttc
   121501 gatgaagcag gtgtacatcc tgatgacttc gtaactttag acgatctggc 
gaagtttcca
   121561 tttaccacca aacaggattt aagagacaac tatccgtttg ggatgtttgc 
cgtgccgcaa
   121621 gagcaaattg tgcgtttaca tgcatcatcg ggtacaacgg gtaaaccgac 
tgtggtgggt
   121681 tatacccaaa aagatattaa tacttggtcg gacattgttg cgcgttgctt 
acgcatggca
   121741 ggattaaccg cgaaagatat ggttcaggtg gcttatggct atggactatt 
tacaggtggt
   121801 ctaggtgcac attatggtgc cgagcgctta ggtgcaacgg ttattccaat 
gtctggcggg
   121861 caaactgaaa agcaagttca gcttattcaa gactttaaac cgactgcaat 
tatggttacg
   121921 ccatcgtatt gcgtgagtat tattgaaaag cttgaacagc aatttggtac 
tgcacgtaat
   121981 acctctttaa aagtcgggat ttttggtgcc gagccgtgga ccaacgaact 
gcgccgtgaa
   122041 attgaagaac gccttaatat taaagcactc gatatttatg gcttgtctga 
ggtgatgggg
   122101 ccgggcgttg cgatgcagtg tttaggtgag ggcgaaggac taaccatttg 
ggaagatcat
   122161 ttctacccag aaattattaa ccctgaaaca ggtgaagtct gtaaagatgg 
cgaacttggc
   122221 gagctagtct ttacaaccat taccaaagaa ggcttaccga ttattcgtta 
ccgtactcgt
   122281 gatttgaccc gcttactacc gggtgaaaat ctggcgatgc gtaagatgga 
taaaattgtg
   122341 ggtcgtagtg acgacatgct gattattcgc ggcgtgaacg ttttcccgac 
ccaaattgaa
   122401 gagcaaattt tgcaagttcc gcatttagtt ccaaattatg aaattttggt 
gactaaaaaa
   122461 ggccatatgg atactttgca tattcgtaca gagatgtgtc ataactgtac 
tatacaggcc
   122521 aatcaacttg ctcaggagtt gatgaaacgc attaaaacca tgattgggat 
tagcgttact
   122581 gtagaagttg tgacagaagc gaccttacct cgttcggaag gtaaggcaaa 
gcgggtaatc
   122641 gatatgcgtc agattgctta acatcaagat cattcagggt atagaatcta 
taccctgaaa



   122701 ctaaacgcca agacatgagt atgagtgcaa aaatacagca aataattgat 
tctgttgtaa
   122761 agaatgaaac cttaagtgga acttcgctta tttcgacaat ttttggagat 
tcagtacttc
   122821 atcggggtgg aaacattagt ctcgcaagct tgattcagtt attagagcta 
tttggtttta
   122881 atgaccgcgc tgtaagaacc tctgtttttc gtttagttaa aaatgattgg 
ttatgttcag
   122941 acaaaattgg cagaaccagt ttttatcgaa ttaccgattc aagccgttcg 
acctatttgc
   123001 aagccgagca acgtatttat aacgatcaga tgaaagagtg ggaccattat 
tgggatctta
   123061 ttctgatgtc tagcctcgat actgaaaata aagcgttgct aaagaaagaa 
ctcgaatggt
   123121 taggatttgc caatatttcg acaaacttaa tggcttatcc gggttgtaac 
cgtattgaac
   123181 tgcaacgctt gttggttgac ttaaatatga gtgagcaagt ggtggtgttt 
aaagccgaaa
   123241 cattgcagct ctttaataat tcggtcgata ccattggtcg tatgctcaga 
accaactggc
   123301 caatcgatga attacgccaa agatatctac agtttctcga tatttttaga 
gaaattggcg
   123361 tgttgctgat gcaggaaaac gaacaactcg aaccagttca ggcctttcaa 
attcgaactt
   123421 tgctgattca ctattatcga agaattttgt tgaaagaccc tgcattaccg 
cttgagttgt
   123481 tgccaactga ctggcctgcg attagtgcac gaactttatc aatgaatatt 
tataaaaaag
   123541 tatttgaacc tgccgatgaa tacttcttgt ctgttgccgc aacagcagaa 
ggaccaatgc
   123601 caaatgccac agcacattat tggcgccgtt tcggaggttt ggtggcaaca 
aatgagaggt
   123661 taaatcatgc cttgttatag tattgacggt gttattccgg tggttagccc 
agacgctttt
   123721 gtacatccaa ccgctgtttt aattggtgat gtgattattg aagcgggcgt 
atatgtaggg
   123781 ccatttgcct cattgcgtgc cgattttggt cgtatccata ttaaccaaaa 
tgccaatata
   123841 caagatagct gcaccgtaca tggctttccg caaagcgtga ctttagttga 
ggaaatgggg
   123901 cacatcgggc atggggcaat tttgcatggc tgccgcattg gtaaaaatgt 
tttggtcggc
   123961 atgaacagcg taattttgga ctatgccgaa attggtgaaa acactattat 
tggtgcaaat
   124021 agtctagtca aaaccaaaga tattattccg gcaaatgtat tggcaatggg 
tagtcctgcc
   124081 aaggttgcac gtgatttatc agaacaagaa aaaaagtgga aaaccagagg 
cacgcaagaa
   124141 tacatggagc ttgcacagcg ctgcttaaac tcaatgcaag aagttcagcc 
tttaagctca
   124201 gagtcagatg accgtctgac ctataaggac tttagttctt caaactatca 
gattaaacaa
   124261 gatagtgttt aacggctttt aatcagtcga tttcaataca catgagttca 
taacacttaa



   124321 ggaatactcg cacgagtagg gagacgtttg tgcaaaaaat ggaaaatact 
gcggttgatc
   124381 aattcgccga gttattgggt gtgcaagtgc tgcatcgcag ttttgatgaa 
gcgcgttgca
   124441 agcttaatgt aaaagacgaa cacatgaatg cattgggcgg cgtgcatggt 
ggtgtcatat
   124501 tttctttagc cgatattgct tttgcgatgg cttgtaatgc aggagatgcg 
ccatatactg
   124561 gcctacaggc ggatattcgc tatatgagtg gtgcgaaaga taaggtgtta 
tttgcaacgg
   124621 caaccaaggt cggcagtagt aaaaaattcg cgcattatga agttgtgata 
acagacggtt
   124681 taaataatag agtcgcttta tttacatcta catgttacag acttgctccg 
tgataggtgg
   124741 ttatttgatg gttagagatt taaagataac tagccagtac aaaaccaacg 
ttcgaagttt
   124801 ccatctttat cataaatttt gtgagctaat gcataagggc actgtattaa 
gaagtaccat
   124861 cctatatagt ttaaactcat gcctttgatt ctcataatta ggtaaaataa 
attataatcg
   124921 ataaattaat tacactaatt gcatacttat gaataaacca ttaatcctct 
ttaatttagt
   124981 aagaaatctt aaaaaatatc ataatcaacc agatgttagg ccatatgaat 
gttttagggc
   125041 ggttttagat cttcctaggg attctgatat caaaaaacat ttagtctatc 
tgtctcaaat
   125101 ggcctatgat gtagctagtc atttagaagc agataatcca ttacttaatg 
ataggacatg
   125161 ggtcactaaa ttggttaacg tattgaccca tccatttgag caagtaggtc 
aatttaatgc
   125221 taaattaaat gatctttacc caatcgtaga gatttcttta gcatctcatg 
ttagagcgtg
   125281 ggatcatatt tcaagtatta ataaagcttt aaccgatgat gaaatcacaa 
acttgaaaga
   125341 aaatactcgt cagttattgg atgaagttat caaattggat agtgtagatg 
caaaagtaaa
   125401 agtttatcta atcgatcagc ttaaaaaagt tttaaatgtt ctggataact 
accaaattta
   125461 tgggcatgaa aaattaatag atatcttaga aaaatcaatt ggtcatgtaa 
ttgttgataa
   125521 aaattatgaa aaatttatgt gtgattctag ccaaagtgaa aattggaaaa 
aatatttaac
   125581 agatcttagt actgttatta cactttcctc tggtgtaatg ccattattac 
aatctttaca
   125641 aggttattta ccctagacta tatattctta ttaagaattt ttaattcttt 
tagtttagtg
   125701 ttgcatctta cgttatttta ttgatgtctg tctgattatc ttaaatagcc 
actaaattct
   125761 aggaatacct atgccagtca tcttcaaaaa cagtctttct aggctgtttt 
tatttactcc
   125821 tttataattt tcattatatt aaatagattc tttttgcttt atctaacatt 
gactaataaa
   125881 ataataaaac tagaaaatgc taaaagaaat ttttaaatgc ttaataaatt 
aaagaagtta



   125941 ataggacttg tcggcttaac atcactttct acagtaagtt gcgctcaaca 
agatcaagaa
   126001 gctatctggc aaaatgtgta taacactaga actcaatatt atgaagaaaa 
tataggtaaa
   126061 ttaccggatg atattctaaa aatagctcac atggctggtg tttggcctgg 
tggtggttta
   126121 tatgtaattc cagctgataa aattggcaaa gatattactg tttattctac 
gtttggactt
   126181 acaaactctg atatgccagc tcaagcaact gtttcagatg taaaagttga 
gaaagataat
   126241 ttagggcgag ttgtttcaag ttcagcaaat gtaaaatcaa aaacacaaac 
cgtggctctc
   126301 tctggtgcag caggttatgg atatgaatta atattaatga ctaaagataa 
aaatgctgaa
   126361 tggccactgt ggtttttaca atgggcagta caagctgaat tgttaaatga 
tgcaggcttt
   126421 ctcaaaagag ttgaaaagta taatggattg actgtagaag ccatatcagt 
tggagaaaat
   126481 gagaatgaca aaattaatgt cttaatcacc aaagcccaaa aacctctacc 
tcttggtaca
   126541 caacttccaa atgggaaaat ggagtttcta gtcgcaatag ttattatgga 
tgaagaaatg
   126601 aaatggtcta tgaaaaatgg acgaaatgaa ttagctagta agctcatgga 
agcaggggtt
   126661 ggtcaactca gtgatcgaaa tagaccatct gtcataggta attaattttt 
atatttagcc
   126721 actttatgtg acataacctc atatgtccaa ataaaagcag cttctcatca 
gtatgctgct
   126781 tttattttat ctagttccct cgacttaaat catcttttta actttattgt 
gcttatgttt
   126841 tatagaacat tgaattatat ttaatagcta aatttactta tattttatta 
tttttttaat
   126901 ttaagggttc agagtggctt ttgtatctgt aaaagaagta gctgataaag 
cgcagcattt
   126961 tagtgtccac gaacaaatga ttatagggat taattattgt ttaggattaa 
atggacatga
   127021 acaagacatt aatgaggggc gagcatggtt gtggatagca gctacatatt 
atcggtcttt
   127081 tattgctcag tataattggg ctttaacatg gacaagtaag ccttgttata 
aagttgaaaa
   127141 agatatttct ttagaagaat tacaaatgtt ggcaaatgaa aataatttgg 
cagcgattta
   127201 catgctaggt gttcatttta gagaacctga tcctatgtta gctattgaat 
actatcaaaa
   127261 ggcggtaaaa gaaaattttt atccagcaat aaataattta gctgatatat 
atgaaaacgg
   127321 ctctggtgtt gaacagaaca ttaataaagc tgttgaactt tataacattg 
ctgctgaaca
   127381 aggtattgct gctgctgagt ggagtttagg attgctttat ttcaatggag 
atcttgtgga
   127441 tcaaaacatt ccattagctc aatattggtt acaaaaagca gaagcaaatg 
gatggtttcc
   127501 agcgcaggat cttttgattt ctatcgatga aaattatcaa aaaatttaag 
tctataaatt



   127561 cagattattt tatccttggg tatttcgcct agtacctgtt aagttgaaag 
gaaaacttat
   127621 caggtactaa acttataacc aaaatgatta aggcatacgt taattccatt 
aagtgagtag
   127681 tcagtacaac ctttatgaat gcacttattt tctgaaaagc cttcatgagt 
taaaacaacc
   127741 aagaattgct taatactgtt tattcgattt tggcttaatg tttggttcac 
atttgaaagt
   127801 ttaattccaa aaataggtgt tgttggtata tctggataac actcgaaata 
ccatgcttgc
   127861 tcacactcag agcagacata ataaaactca ctataattaa attttggacg 
agtttcttcg
   127921 catggagctt cttcaatgat gtagtgagaa aacctatttt tcatttcgta 
gttattgctg
   127981 aaaatatttg aaaagctgtc agggcataca aaaaattcac cgacattttg 
acattcacac
   128041 atagattttg ttctttaacg ttttgctgga atttacgata aagcttatat 
gaaatgcaca
   128101 tgtagatgga aatgaattga gttgattgtc ttgggctgtt taaaatattt 
tttataattc
   128161 caagaggata atttggaaaa tttaatttta attcttttac tatctatcaa 
tttattattt
   128221 aaaatagtaa aaatgaaaga ataaaatatt tttaatatct aaggatttaa 
atgttaagtt
   128281 ttcctatccc tctagtctgt aatattgata gtgctaatgg aactttagaa 
aaaagtttaa
   128341 ctttagtttc accttttacg tgtattttag gtcccaatgg cgctggaaag 
acacatttat
   128401 tacgtagtct aagaagtctt tttgctaatt cccatgagtt taatcagctt 
ggcaaaacta
   128461 gattgatttc agcgggaaga atgggggttt cggaacagta tcgttctgat 
gcactaggac
   128521 attattctgg tgatcattat aattttgaat cagataattt cggtgctgtt 
agtgatggag
   128581 ttcgacgcca tcatatgcag tctattaatg gtgatattca tacattatca 
attcggcatg
   128641 atattagaat taaagtccaa gaacgattga gaaagctatt taaacgagat 
attgagatag
   128701 ttccagatgg tggagtatta aaagtatatt tttcaaaact tgatggatct 
aaaaaatata
   128761 cctcaagtag agaggcttct ggtttaatgc acttagttgg aattttatca 
gcgctatatg
   128821 atgatgaggt aaaatttcta cttatagatg aacctgaagt atctttacat 
cctcaattac
   128881 aatcatttct tcttggagag atgttagatg tatctattaa taaacgtaat 
aagatagtta
   128941 ttatagcaac acattcacca agtatgatta acattcaaag tgttaatgac 
ttattttcat
   129001 tggttttctg tgatgatttg gatcaacctc ttaaacaatt aacaaatgaa 
atgggtgaac
   129061 tacaaggtag gaatattaaa tctctagttt ccagactagg acaagaacat 
aagatgacat
   129121 tcttttgtaa aagaccactt ttagttgaag ggccatctga tgttgtaatt 
tgtaatgctc



   129181 tagctgctaa acttcaaatg tatttagagg ctagtgggtg ccaattttta 
cctgtgattg
   129241 gaaaagatca attacctatt gtatataaat tgttagttgc tatgggcaaa 
gaacctttaa
   129301 ttttagcaga tgctgattca atcgtagata ctacagattt tttaaataaa 
atttttaatg
   129361 cgaacccaag tgttttagat atcattgtta cagaaatagg agtcgatcca 
tttgatttag
   129421 tgagaaaagt agatcaagag ctaattcaat taatcaataa cgaatgggat 
gcaatttcaa
   129481 gttttgcaat gaaacaatcc tattggattt tggggcataa agatgatgaa 
aataaggcta
   129541 agaagagagc ttgttttact ttattgttta atttaaggga ttcagagttc 
gaagaaattc
   129601 cgaattttga aaattggagt aaattaaaaa caagatatat tactttgcta 
agagtattag
   129661 aaaaaatagg agtatttgta ttaagaaaag gggccataga atcctactat 
ccagaagaat
   129721 ataaagtgac taatactgat aaaatagagg tcgcttttaa tcaaattgat 
aatatacata
   129781 gtggtgactt atcttctatt aatgaaagtt atgcagatat aatacgcttt 
ttagaaatgg
   129841 cttctgctta tattaaaatt agtgagatag aagctgttag acaaatatta 
ctgtctgctt
   129901 tggcgccttg tattgatggt gttaaaaatg aaaataatat gtttgatcta 
aatacaattg
   129961 caagaaataa tattggagaa aaagctaatt tatttaatat cgaaaaaaat 
gaagataata
   130021 ttgtagttag tttgaattct aaaatattaa atattccagg atttccatta 
acaattcata
   130081 aggattgtaa cttaaattcc actttattag aaaaattgat ggagtaagta 
gatttattta
   130141 actttattct ccaaaacact ttctattaaa tagctatcgt aaaaaacagc 
ctcccaaggc
   130201 tgttttttat ttcttcactt aacaataact ccttcattat ttagccttac 
ttttctaatg
   130261 atttaattta aaacaaatgg cattttgtgt gcttgactgc aatagggttg 
ggcactattc
   130321 tttgcctgct ggccacattg ccagccggtc gtcgcggacc gattttttcg 
accacatcag
   130381 gattatttct tctgaggaat agtcttatgt gtaaactccc agtctcctcc 
cgtagcggta
   130441 ggacgggaga gggacacctt cgggtgtgct ggagtcgaaa ccagtccgcg 
aaccctttct
   130501 cgttctgcca ccataatttc tattcatgtc ggcagaactc ccaataaaaa 
ggagttggct
   130561 ttgcacatcc attatttctt ggctctcaat gccaaaagct ataacgacac 
agcttaaaaa
   130621 ttaaagcagt ttgaacaacc caaggttttc aggcttaaag tcatttttac 
ttaaaactca
   130681 gcaataacaa actcgagatg tgccaagcac agtctttacg gctttgctgt 
gccttttttt
   130741 ctcccaaaaa gggcacaggc ttttttatct ctacatacaa caaaaatttt 
tataacggta



   130801 aaactatgcc aaatttagtt ctcccaacac gtaccctata cgttgtaaat 
aaagcaattg
   130861 atctgtttca ccaccgtggt tttcacctta ttggggtcga cagaatagtg 
aaagaatcag
   130921 aaattacgaa agcgactttt tataattact ttcaatcaaa agagcggctt 
attgaaattt
   130981 gccttatggt gcaaaaagaa aagctccaag agcaagtagt cgcaatggtc 
gagtatgact
   131041 taagtaccct tgccatcgat aaacttaaaa agctttatta tttacatacc 
gatttagaag
   131101 ggccgtatta cttattattt aaagctattt ttgagattaa aaatagttat 
cccatcgcct
   131161 atcagactgc aatgcgctat agaacatggc tcaaaaatga aatttatagc 
cagcttagag
   131221 tgctaaacgc agatgcttct tttaccgatg ccaagctatt tgtatatatg 
gtggagggca
   131281 caatcattca gcttttaagc tcagatgggg cactcgagcg ggaaaagatg 
ttggattatt
   131341 ttttaaactc ttttgttaga aattttagtc catgtatgtt tactcatgtc 
gatgctagca
   131401 agtgttagcc tgttcttcta tgagggttta tatgtaaaag ctagacgagt 
tgttttgaag
   131461 gggggagaga aataataaat aaagccccct taaaaaattg cttgtgtaca 
aaagaatata
   131521 aaaacagcaa gtaacactta ctcaagtgtc attttaaact gattggtatt 
tatacaatat
   131581 agttatcaga tcacaaggat atgaactaat gaaatttcta aaatttttaa 
cttttagcac
   131641 gattcttacc ttatccgcac atagctatgc gacagtgggt ggtgaacaaa 
aaattgaagt
   131701 attgggctat cagcaaaaag agaagaaact ttatgtatta agacattatg 
aagatggccg
   131761 aggacgccta ccacaactat attattatct attaaatagt aaatcgcctg 
ataaactgat
   131821 tgaagttaaa tctctctata tcaatccaaa aacacataag attgattatg 
atcaagatag
   131881 tacagcgttt aataaggcac ttaataaaat taaaaggaat ttaaccccct 
tagtcgtaag
   131941 taatagtaag actgtaaaaa ttcaaacgtt aaaaactcat cagaatcagg 
tattgtcttg
   132001 gtttgatcct tcaggaaaga tcacgcaata taaaacagaa tatgttgtaa 
aatcgccatc
   132061 tttacaaagt aagacccatg ttgcggttca ttacagcaaa gcaataaaaa 
tttcccaaaa
   132121 ttatagtgtg cctaaacaaa ataagaggtt ggttgtcgtt aaatatttgg 
gggttccaga
   132181 agaaactggt tacgatattg aagaccctgt tttactacta cctataaaaa 
aataagctta
   132241 agcgaaaatt atttttatgt tagtagaatt ttttattttt tagcaaaata 
attctgagtt
   132301 tcattgagaa aatgaagata tagtttttag tgttttatta tttaagttag 
aaattttcct
   132361 ttctattaag ttttagtttc tgaaatttct ctaaattttc ttgggctata 
accaaatgtt



   132421 tgaataaaag atctggtaaa agcagctggt gaagaataac caactaaatc 
agcaatttgt
   132481 gaaatacttt tattcgtttc cattaaatat tgttttgcta acttcattcg 
ccaatgtttg
   132541 agataattaa ttggggtagt acctaccaat tgtataaaat tttttgaaaa 
ctttgattta
   132601 gattgattag tttctttggc aagaatttct acggtccact ctttagtagg 
attagaatgc
   132661 attaagaata atgccttgct aatagtagga ctctgcaaag ctgaaatcca 
acttttatgg
   132721 ttaagtgttt ctttgtttag ccagaatctt attgaccaca ctaacagcaa 
atcgataaca
   132781 cttgaaagca taacctgact acctaaagaa ggttgatcaa gttctaattt 
tattgcagct
   132841 actgtcattg ggatccattc agcaacttta ccatcttggt gagaaggaac 
gactatatat
   132901 ttaggcaatc cttcagcgat tgtttgtcca tatacaccgt ttaattgaaa 
aacacatgta
   132961 ataacaactg gttctgcagc tttatcttct ataatttcga tagaatgctt 
aaatcttgaa
   133021 ggaataacga taacatcccc gtcgtttacg atctcattta ttttttgttc 
atcactttta
   133081 attttaaaac tacttccttg aaatatatga atatacgaat aatcactatc 
cagaaaaaca
   133141 atatttttat ttttataatt ttcgacttga taaatttgtc ctgatatttt 
tgcattcttg
   133201 taaatatcaa aaaaaatatc agttaattta tttacatctt gctcattttc 
catctcacta
   133261 catctcatcg aaaaaaatgt ttctgcaaaa aaatatgctg ttttggtaat 
tgtggaaagt
   133321 ggttttataa caaataatca ttttagaaga ttttatagtt tgatatttga 
tcaagttatc
   133381 gaaactttat ggataaatat ttttaattta atttatgaaa ttcaacgtca 
tagcaaaaga
   133441 taggagaaaa caatgagtaa taaaccaaca attatattag tacatggctt 
ttggggaggt
   133501 gcagcccact ggagtaaagt tattattgaa ctttcccata gaggttttac 
ctcattacaa
   133561 gcagttgaat tgccattaac ctcactagct gatgatgtcg aacggacaaa 
gaaaatgata
   133621 gctcaggttg atggtgacgt aatattagtt gggcactctt atggaggtgc 
ggttattact
   133681 gaagcgggta atcttccaaa tgtagttggc ctcgtctata ttgcagcgtt 
tgctcctgat
   133741 acaaatgaga gtccagggga gattacacaa aagcatctac ctgtagctgc 
tcctaattta
   133801 tcaccagata gtgatggtta cctttggctt aaagcagata aatttcatga 
aagtttctgt
   133861 caagatttaa cagaagatga aggtctagtt atgggagtaa cacaaaaagc 
tccgttagca
   133921 agcacctttg gcgacaccat tacctcacca gcttggaaaa ctaaaccttc 
gtggtatcaa
   133981 atttctactc aggatcgaat gattagtcct gaaaatcaag aatttatgtc 
atctagatta



   134041 aatgctaaaa atgttatttc tttagatgcg agccatgctt cattagcttc 
caagccagtt
   134101 gaagttgcgg atttaataga tgaagctgtt tctttcttta gttcataaag 
ttatttaatt
   134161 taaatctaca aaaattaaga agttaagaaa ataataattt ttttaacttc 
tttttttcta
   134221 agtataattt catcctactt atatggattg ttgcgaaaat taatgaggag 
agccttactt
   134281 gtttataaca tatttatatt tgattttaac ttggtaagtt taagcttttt 
ataatatttt
   134341 atttatccga atcataggcg agaaatataa aatttttata attctatata 
tttattatag
   134401 cgttatgagt ttcaagttat aagatgggtc atctgtagtg catatagaaa 
atattattcg
   134461 taaattggat ttggtcacct taacgatttt ccagtctgtt tgtgatgaaa 
aatctctgag
   134521 caaggccgct gaaaaaaata tgattgcgct gtctgccgca agtaagcgtt 
tgactgattt
   134581 agaacatttg attggtacca aactgtttat tcgtgatggt aagggcatgc 
aaattacacc
   134641 tgctggtgaa agcctgcttt atcattgcag aaccatctta gactcggttt 
ataaagcttc
   134701 ggttgagtta gaagaataca aaataggtat taaaggtttt gtacgattac 
aggcaaattt
   134761 atcaacgatc attcagtttt tacccgaaag tctacatcct tttattgttg 
aaaaccctca
   134821 aattaaaatt gagcttgaag agcgcccaag tatagaaatt attcaaaatg 
taagtaataa
   134881 aattgccgac ttaggcatct gtattgccga gaatttatca gaagatctgg 
attattatca
   134941 ttatcgtagc gatcggctgg tcgcggtcat acaaaaccag caatatttaa 
gtgaacagaa
   135001 aatcatttcc tttgaagatg cattagatta cgactttatt ggtttacata 
ctcaaagtgc
   135061 gattaaccgg attttgcagc aaaagtctga agcgttagga aagcagctca 
aactcagaat
   135121 attggtgaca agtttcgatg ctgtttgccg tatggtacag gcgggtatgg 
gaattggaat
   135181 tttgccacat aaggtttttg aaatctttgg taaaccatta ggactggcaa 
gtgtagagtt
   135241 aaccgatgat tgggcaaaaa gggacttata tcttgtgtcc aagcgtgatg 
agtttttaaa
   135301 tccagtaact ttgcttttaa aacaatattt tatgcatcca cataaagaaa 
ttatacctaa
   135361 atgattttta taggtttcgc aaaacacgaa gacttgttga tcttttaaga 
attgtattac
   135421 tgctcattgc gccataaatt taattctatc ggaagtagat ataatatgga 
ttgttatgag
   135481 tctagccctt gagaaaataa aagtcctaga aataggaacg ctaattgcag 
ctccttttgc
   135541 aacacgcatt cttgctgagt tcggtgctga agtcataaaa attgaaccta 
ttggcaaagg
   135601 cgatccactt cgtaaatggc gtaagttaca tcacggaaca tctttgtggt 
ggtatttaca



   135661 gtcacgtaat aagaaatctt tagcgcttaa tctcaagtca ccagaagcaa 
ttgctttaat
   135721 caaaaagatg attgtcgata ccgacattct ggtcgaaaac atgcgtcccg 
gtgcgcttga
   135781 aaaattaggc ctagattggg aaaccctaaa atcaattaat cctaaactga 
cttttgttcg
   135841 catatctggt tatggtcaat ctggccctta taaagacaag ccgggctttg 
gtgcaattgg
   135901 tgaggcaatg ggtggaattc gttatacaac gggttctcaa gattctgcgc 
ctgcacgagt
   135961 tggcgtgagt ttgggtgact cacttgcttc attacatgcg gtgattggcg 
ctttaatgtc
   136021 gattgtgaat attaaaacca ataatggtaa cggacagatt gttgacgtgt 
cactcgcaga
   136081 gagtgtcttc aatattatgg aaagtgttgt cccggaatac gacttgcatg 
gttttattcg
   136141 ggagcgttct ggaggttcat taccgggtat tgcaccttca aatacctatc 
gaaccaaaga
   136201 caatgctttt gtggtgattg caggaaacag tgacccaatt tttaaacgct 
taatgcatgt
   136261 aattggtcgt gaagatttgg caaatcgacc tgagtttgaa cacaacgatg 
ggcgtgcgca
   136321 gcaaagtgat ttgctcgatg ctgcaattga atcatggagt cgacagcatt 
caattgatga
   136381 agtcttacaa cagcttgaac aagctgaggt tccatcgggg cgaatttatt 
ctgtagccga
   136441 tatggtcaat gatccgcact ttaatgcacg tgatatgttg ctttcaaccg 
agttgcctga
   136501 tggtcaggtg gtaaaaatgc cgggtattgt tccgaagctt tccgaaacac 
cggggcaggt
   136561 caaatggcgt ggtcctgagc tgggtgagca taccgaatct gttttaaaac 
aatacggata
   136621 tcaagctgaa gaaattgaaa gcctacgtgt atcgggagta gtgcaatgac 
agcattttcc
   136681 gacttacttg ttgtacaaga agtttctcca cgagatggtt tgcaaattga 
gccaacttgg
   136741 gtacctaccg ataagaaaat tgatttgatt aatcaattgt cgacaatggg 
tttctctcga
   136801 attgaagcag gctcttttgt ctcgccaaaa gcgattccaa atttgagaga 
tggtgaggag
   136861 gtttttactg gaattacacg ccataaagat attatttatg ttgggctaat 
tccaaattta
   136921 aaaggcgcgc ttcgggcagt ggaagccaat gcaaatgagt tgaatcttgt 
cctctctgct
   136981 agccaaaccc acaaccttgc caatatgcgt atgactaaag ctcaatcatt 
tacaggattt
   137041 accgaaattg tggagcagct acagggtaaa acacagttta atggaactgt 
tgcgacaacg
   137101 tttggctgtc catttgaagg taagattagt gaaagggaag tgtttagcct 
agttgagcac
   137161 tatctaaaac tgggtattca taacattaca ctggcagata ccactggcat 
ggcgaaccca
   137221 gtgcaagtga aaagaattgt ctctcgcgtt ttatcgttaa tttcgcctga 
gcagttaacc



   137281 ctacattttc ataatacacg tggattggga ttaactaatg ttcttgcagc 
ttatgcggtt
   137341 ggagcaagac ggtttgatgc tgcattgggt ggtttaggtg ggtgcccgtt 
tgcaccaggg
   137401 gcttctggaa atatctgtac tgaagatttg gtcaatatgt gtgaggaaat 
tggaataccc
   137461 accacgattg atttagatgc tcttattcaa ctttcgagaa ccttaccagc 
tcttttagga
   137521 catgacacgc caagccagct tgctaaggcg gggagaaata cagacttgca 
tcctataccg
   137581 gattatatca aatcacttaa ttaagatacg tcactcaaga tagttggaaa 
tgagacgata
   137641 tttgtatcgt catcggtcaa ctcgtcttta aaaacttgat aggacgcgtc 
ttgaggctca
   137701 ttttcaggag aaaataaatg agtttaacgc aaagcatgga attatcggct 
gaagcaattg
   137761 ccgaaaagca attaataaaa aaagtagcat ggaaaatcat gccattaatt 
atggtgtgtt
   137821 acttatttgc tttttttgat cgtatcaaca ttagtttcgc caagtttcag 
ttacaagctg
   137881 atttatctct aagcaataca gcttatggcc ttggtgccag tttgtttgta 
attgggtatg
   137941 taatatttga agtacccagt aatttattgc tacataaatt tggtgcgaga 
aaatggattg
   138001 cacgcatcat gatttcttgg ggtgttgcaa cggccttaat ggtatttgtg 
accacagagt
   138061 ggcaatttta tgtattacgt ttcttgattg gtgcaatgga ggctggcttt 
gctccgggtg
   138121 tgctgtatta catgacgctt tggtttcctc aaagctatcg tggccgaatt 
atttcattat
   138181 ttttccttgc ttctgctttt tcaggcatct ttggaggacc aatttcaggg 
gtgttattgt
   138241 catcacttga tggtgtgatg aacatgcgtg gctggcattg gttattttta 
gtcggtggcg
   138301 tgccttgcgt tttactgggt ctttgtgttc ttacttattt aaaagatcat 
attgatgatg
   138361 cgcaatggct atcatcctca gaaaaagttc acttaaaacg tttggttgaa 
cctaaacaac
   138421 cagaaaaggc ttctcattca ttatgggctg ccattaaaac cccgggatta 
ttaattttag
   138481 gtgctatcta ttttctgatt cagattgcat cttatggttt aaatttctgg 
gggcctcagt
   138541 taataaaaag ctcaggcatt gatgataccc aaatgattgg ttttcttagt 
gccattccat
   138601 acctcatggg agcaattaca atggtaattg ttggacgttt agcagataaa 
tctggggagc
   138661 gtttaaaatt tactgctggt ttactctctt taggtgctat tggtttcttt 
acagcaggtt
   138721 tctttgatgc gaaccccgtt gttgtagtca tttcgcttgc tttattaggg 
gcaggtattg
   138781 ttgctgcaat tccttctttc tggaatttac cacctaaagt cttggtcgga 
gctggggcgg
   138841 gggctgcggg tggtacagcg ctcattaata cattagggca agtaggggga 
attgttagtc



   138901 ctattatggt tggccatatt aaagacataa caggtagtac aacgcctgcg 
ctgtatatta
   138961 ttgcaagctt atgtgttgtg tgtattgcac tactaatatg ggctacgcca 
aaacggttaa
   139021 aagagaaagg ttaaacgatt cactcatgct caaagccagt tggttggctg 
gagcatgagt
   139081 gcagttaata tgaaaatgat ctaatagtta aaaaataaaa tttatagcca 
acttataaaa
   139141 ctaaaagcca atgcgacttt tcaaaatgtg ggaactttta cttttttcgt 
tcccatgctt
   139201 tatttatctc cattcaaatg ttaataaact taataataac ctcacggtac 
gtaacttata
   139261 tggtccacaa acaaatatta tattaaggtt tatcactatt ggatccagaa 
atttcgggat
   139321 tttatttact tagctaatca tgaacataat tccatcaata taagtaatac 
tctttttata
   139381 ggatcaaact tttctttata aatgcagcta tataatttac acaggatgaa 
gaatgaataa
   139441 tttgaatttt aaaactctaa agaagtactg gctgcgattc gtgggtattg 
ctgtaatcgc
   139501 aggcgcttta gtattggcat ttgcttggac cgctggtcta tttggacatc 
gaacaacatc
   139561 caaaactttt ttgggtgaca cattaaaaaa ctttgatccc ggatatcgac 
gtgcacacgg
   139621 taaaggtatt tgttttaatg gcacttacca tagtaatggt gcggcagcag 
cactctctaa
   139681 agccactgta tttgccaagt ctgatatacc ggcaattggc cgattttcta 
ttggaagcgg
   139741 taacccgcat gcggcagata attctaccgc aacagtgagt atggctttat 
tactttctcc
   139801 agccgatcat tcgcagtggc gcatgaaatt aaacaacttt ccttatttcc 
cgactcgaaa
   139861 tgctgaaggt tttttggcgc agcaaaaagc atttaaaccg gttccgtcta 
ctggtaaacc
   139921 tgatccagtc cttgttgagg catttttaaa agaatatccc gaagcgcgta 
agtctattga
   139981 gcaaaaggcc aagatgccat taactggtag tttcagcggt gcagaatttt 
atgtcgtaaa
   140041 tgcctttata ttgcgggcag ccaatggaca agaacagcca gtccgttggt 
ctatgcgtcc
   140101 tcattcaaaa tttattagtc tgaccaaaga acaacgtgat caagctgatc 
atgatttctt
   140161 atttaaagac atcaaaaaac gtttggctga agggccgctc tattgggact 
tagttttgca
   140221 acttgccgag ccaggagacc cggtgaatga cccatctcag ccttggccaa 
aagaccgtaa
   140281 agaagttata gccggaacat tagaagtcaa aaatgtaact gatcaggtaa 
atggcgcttg
   140341 tcgtgatatt aactttgacc caactttggt gccaccggga attgagttat 
cagatgaccc
   140401 agtactcgca gcacgagcgg ctatctattc acagtcttac aatgctcgat 
tacgtgaaat
   140461 tggatttggc aaagcaacgg atgccgtggg caaataggag agatgaacaa 
tgcaaaataa



   140521 atctaacgat actgctccac gtcattttaa tatgactgct cgaatactac 
attggcttat
   140581 ggcggcagca attctggcta tgctatttat tggggtagga atgaccacct 
caatgacttg
   140641 gcgtccgtgg ttaatcgata ttcaccgtcc tttaggaatc gcaatcttac 
tattggtcat
   140701 cataagatta ataaatcgac tctgttatcc aattccacct ttgccgccgt 
ctgtaccacg
   140761 ctggcaagcg tttcttgctc atgcatcaca ttggctactt tatattttga 
tgtttagttt
   140821 gccattgctc ggatgggcaa cgctatcggc aggtaattgg cctgtcactt 
tatttccggg
   140881 ttgggatctt ccacctatag cacccactaa ctctacgctt tacgcttggt 
tccgtacatt
   140941 acatggaatt ttggcttggc tattatttgc tgtcgtgatt ggtcatctgt 
ctgctgcatt
   141001 attacatgcg tggatttatc gcgatggcgt attttcgagt atggctttgg 
ggtcttcttc
   141061 taaaaaagaa gaagctgatt agtttgcttg aaagttttcg attgaacgat 
gagttaatgg
   141121 tgaggttttt atagggttta tttaaaacat ataaataagc tcgctgatgt 
aacaacttaa
   141181 aatagaattg atttctcaag ttgagaaatc aattcagcta tttagatccc 
ttcaacaaaa
   141241 ctcaccatga catcacagca gccttggcgt ttacttttgg caagctgata 
ttcaggtgaa
   141301 aaataacatt cacgtgcagt ttccatatct ggaaactcaa tcaccacgtg 
gcgttcaaac
   141361 tcttgtcctt ctaagacttc agaggcaccg ccacgcgcaa gaaacttggc 
gccgtacttt
   141421 tgaaaagctt gcggagcagt ggccatatat tgtttatatt gttccatatc 
atgaatggtg
   141481 acatgagcaa tccagtacgc agacatatcg tatttcccta taacttattc 
aataaaggtc
   141541 tatttacctt ttcctaaaat ttgtgatttc acgcatctaa aatatttttt 
gcgacagcag
   141601 cagcttcagc aatatgttca gcaacagctt gttttgcctt ttcagggtct 
ttgtgaagat
   141661 agatggcctc acacatattt ttaatacgtt gataacctga aatttcacgc 
tttgttgatt
   141721 tcatggtcat ggcacgaaga cggctaattc gaccgtttaa acgttgaacc 
acttcccaag
   141781 caatatggtg attggctgta gtaaaaatag tttcataaag ccgggtagag 
gtcgcaataa
   141841 tgagattgat gtcatcggcg gcaaatgcag ctttaagatc ttctaataga 
agttttaatt
   141901 tttcagcagt tttttcatct agatttttag tgcagtcgac cacagcactt 
tgctctaaca
   141961 aaagacgaat ttcataaatt tgtgaagcga tgtcccagtt aagtagcgaa 
acgatagggc
   142021 ctttatttgg caaaatctcg actaaacctt ctgcttccaa ataacgaatc 
acttcgcgaa
   142081 ctacagaacg gcttacgcca agttcttcac ataaggttct ttcaaccaat 
ctttttcctg



   142141 aagggaaata gcccgtaata atggcattac gcactttatc taaacacagc 
tctcgtaaag
   142201 ttacgggcgg gttttcaatt ttaagattca tagataatta aattttcctg 
ttttttaaca
   142261 tgttgagttt cattacatgt ttttcaataa aaattagcat agcaaactct 
tgcttttttt
   142321 tcagtatgta ttatggtata ccataatacg aatgacaaga taatttactt 
gcaaggaaga
   142381 gcaatggaac tcatacgtaa aactgtgctt catgtagaaa ccacttatgt 
agatggcggc
   142441 aaagaagcag ccaagccttt aaaaatggtg gcagcagcag cggtcattaa 
aaacccgtgg
   142501 gcagggcaag gttatgtaga aaacctaaca ccggaaattc gtcgcattgc 
gccgatctta
   142561 agtgagcact taaccaagct tattcttgat gaagtcggtt cgggcgaggc 
tgttgaagct
   142621 tttggtaaaa gtgcagtggt gggcttaaat ggtgaacttg agcatgcatc 
agctttaatt
   142681 cacaccttac attttggtaa tacttaccgt agcgctgtcg gtgcgaaatc 
ttatttggca
   142741 tttaacaata cccgtggccc agcaaatgcg ccgattttaa ttccaatgat 
ggataaaaat
   142801 gacgaaggcc gccgttctca ttacttaaca ttgcaatttg caattccaga 
tgcacctgct
   142861 gccgacgaac tggttgttgt gattggtgca gcaacaggtg gtcggccaca 
tcatcgtatt
   142921 ggtgatcgtt ataaagattt ggaagagtta ggtcatgatg tcaaaaaccc 
tgcagctgtc
   142981 aaataaccgt attgctcact attttgagca aggcgaagga gagcctctgg 
ttctgatcca
   143041 tggagtggga atgcaagctg cggcatggta tccacaaatt gaatattttt 
ctaaacatta
   143101 tcatgtgatt tcagtagata tgccgggaca tggtcaaagc accaaattac 
cggcagacgc
   143161 aaaattacaa gattttgttg aatggaccat cgaatttatt acagccttaa 
aattaggccc
   143221 ggtaaattta gcagggcatt caatgggctc gctaattacc acaggcgtca 
gtgttacccg
   143281 tcctgattta gttaaacgga tggctgtact caatggtgtg tataaacgga 
caccacaggc
   143341 gcgtcatgca gtcatccaaa gagctgaaga gttaaaaaca ggccgtattg 
atgttgagac
   143401 tccgctacag cgctggtttg gcgaaagtga agtcgagcgt atagctgctg 
ccaaagtaaa
   143461 aacttggctc gaaaatgtcg acttgtctgg ttataccact gcgtattctg 
cgtttgcaca
   143521 aggcgatgaa acctatgcag atgactggtc aaagatcact tgtcctgctt 
tggtgttgac
   143581 cggtacggat gatccgaatt caactgcaga aatggcatta cagatggcaa 
aacaggcaaa
   143641 gcatggcact gcaattgtca ttgaaaatga acgtcacatg gtgaacttaa 
ctgcacctga
   143701 caaagtgaat aatgcaatgc aagcgtggtt ggaaaccagc gtttaatttg 
ctacacattg



   143761 ctgaaggaat ataacaatga gtgaaatgga tacgattaat aaaatgcgtg 
aacttcgtga
   143821 tgctttcggg tcatttatga caggcgttac ggtggtcaca acctgtaaag 
aagatggaac
   143881 gccacttggc tttacagcga actcttttgc ttcggtgtct ttggacccag 
ctttacttct
   143941 cgtgagtatt gccaagacat caagcaatta tcataacttt gcaaatacca 
ctcatttcgc
   144001 aatcaatatt ttggcagaag agcaaaagga tgtttcaaat acctttgctc 
gtccaagcga
   144061 agatcgtttt gcaaatattt catggtcaaa aagcgcttgc cagaacccgc 
tgatcgatca
   144121 tgtcagtgca tggtttgact gtacaaccta ccaagttgtc gatgcaggtg 
accatgccat
   144181 tttaattggt aaagttgaag attttgcttc gacaggtttt gctggtcttg 
gttattatcg
   144241 tggcggatat ttcactccgg ccaaactttc tgccgaggtc atctctggtc 
ctaaagtggt
   144301 gatgagtgcc attatcggac atgaaaatac cattttactc gaagaaactg 
ccgatcataa
   144361 atggactatt ccccatgtca tggtagataa agacggtgcc gataaagcgc 
ttgagaaaat
   144421 ctttgcacaa taccagccag atgcttctgc caacttcatt tactctgtat 
atgaaaacgt
   144481 tgaaaaccag cagcaatata tttcattttt atgcaacaca cccgtagctc 
aagccaccaa
   144541 aggtcagttt gtcgatttaa atgatcttga gaaacttgag tttgtagaca 
gtgctttaga
   144601 aagtatgctg atgcgctatc gcaaagaaaa ccatttgaaa acttatggtg 
tttattacgg
   144661 aaatcagaca acaggtacag ttcgtcaaat cgttaaagag gaagtttaat 
catgcgtttt
   144721 tcattatttg tgcatatgga acgtgtttct gatcagcaaa cccagaagca 
gctttatgat
   144781 gaaatgattg agctttgtca aattgcagac cgtggcggta tgcatgcggt 
ttggacaggc
   144841 gaacaccatg ccatgaactt taccattgca ccgaacccat ttttaaatct 
ggtcgattta
   144901 gcgaataaaa ccaaaaatgt tcgtttaggt acaggtacgg tggtagcgcc 
attctggcat
   144961 ccgattaaac ttgcaggtga agctgcaatg accgacatta ttaccaatgg 
ccgtttagat
   145021 attggtattg ctcgtggtgc ttattcgttt gaatatgaac gtatggttcc 
gggcatggat
   145081 gcatggagtg caggccagcg tttacgtgaa atgattcccg caattaaaaa 
cctttggaaa
   145141 ggcgattatg agcataacgg tgaattttgg cagtttccaa aaaccacctc 
agcacctaaa
   145201 ccgcttcaac aaccgcatcc accaatttgg gttgctgccc gtgatccaaa 
tagccacgaa
   145261 tttgctgtgc aaaatggctg taatgtacag gtaacgccgt tacatttagg 
tgatgaagaa
   145321 gttgaaaaac tcatgggaca tttcaatgca gcttgtgaaa agttcagtga 
tgtaccgcgt



   145381 ccggaaatta tgttgctccg ccatacctat gtggcagata gtgaagaaga 
tgctcaactg
   145441 gcagcagatg aaatcaatac cttctataac tacttcggcg cttggtttaa 
aaatgagcgt
   145501 gaaattaaac aaggtttaat tgcaccttta agccctgaag aaattgctgc 
acatcctttt
   145561 tatacacctg aggcgatgcg caaaaataac gtgattgggc aagcccaaga 
agtcattgat
   145621 cgcttaaaag cctatgaagc gatgggctat aacgaatatt ctttctggat 
tgatacaggc
   145681 atgagctttg aacgtaaaaa agcctcatta gaacgtatga tcaatgaagt 
tatgccggca
   145741 tttgcataga ggcgaatatc atgacagcag actttcagct ttatattaat 
ggtcagtttg
   145801 aatctggtgc agcgacgttt gaaagtatta atcctgcaac aggtgaagtt 
tgggcacaca
   145861 tgccggaagc tcgaaccgat gaagtcaacc gagcagttca agcggcatct 
caggcattaa
   145921 aagcaccgga gtgggcaggt ttaacggcct cccagcgcgg taaattgctc 
tataaattgg
   145981 ctgatttaat tgaaaaagct gcaccgcaac ttgctcaaat tgaaaccagt 
gacacgggca
   146041 aaattattcg tgaaacatcg agccagattg cctatgtcgc tgaatattat 
cgctactatg
   146101 caggtattgc cgacaaatta gagggcagtt ttctaccaat tgataaggca 
gacatgcaag
   146161 catggattgt tcgtgaacca gtaggtgtgg ttgctgcaat tgttccttgg 
aacagtcagt
   146221 tatttctatc ggcagtgaag gtagggcctg ctttagcggc aggttgtacc 
gtcgtgttaa
   146281 aagcttctga agacggccct ggaccattgt tagcctttgc caaattagtc 
catgaagcgg
   146341 gtttcccggc aggagtggtc aatgtgatta ccggtttcgg gcctgaatgt 
ggcgccgtgt
   146401 tgagtagtca tcctgatgtt acccatgttg cgtttacagg tggtccggaa 
acggcacggc
   146461 acattgtgcg taactcggct gaaaatcttg caaaagtttc actcgaatta 
ggtggcaaat
   146521 caccatttat tgtatttgct gatgcagata ttcaaagtgc ggtaaacgct 
caggtcgctg
   146581 ctatttttgc tgcaacaggg cagagttgtg tagcaggttc acgcttactg 
gttgaagaaa
   146641 gcattaaaga tgaatttgtt cagcgtttgg ttgagcgtgt acaaaccata 
aaaattggtt
   146701 tacctcatga aatggcaacc gagtttggac cgctttgtac cttacgccaa 
cgccaaaaaa
   146761 ttgagcaagt cgttgcaagt tcaatccagc aaggggcaaa acttcttact 
ggcgggaaaa
   146821 gccttgagcg agcagggtat tactatccac cgaccatttt agattgtacc 
gatgcacctc
   146881 aagcagattg cattaccaca gaactatttg gtccggtgtt atcggtagat 
agtttcaaag
   146941 atgaagcgga agctgtgcaa aaagccaata gcacgcctta cgggctggcg 
gcaggcgttt



   147001 ttaccaccaa tttaagccgt gctcaccgta tgaccaaagt cattgggtcg 
ggaattgttt
   147061 ggttaaatac ttaccgcgcg gtttctccac ttgcgccttt tggtggacat 
gggctttcgg
   147121 gacatgggcg ggaaggtggc gcaaatgctg ttttagatta caccaccacc 
aaaacagttt
   147181 ggttacgtac ctcagatgag ccaattgatg acccatttgt catgagataa 
atcatgactt
   147241 gaggcatgaa aatatatcgg gattttaatt tcaaggatga aaaaatgaat 
cagtcaaacc
   147301 cagcaatcgc ctaaagcttt aaatagttga aaacgtaaaa ctagatgtat 
cgatgcttaa
   147361 tcaagtattg attggactgg ctttaccttt ttcttggcta aaacaacaca 
aacagagata
   147421 tgagctgttt gtaaaaggaa ataaaaagat gaagccgagt catattgaaa 
tgactttggc
   147481 tgggcagatt ttttgatgtt gaggaaatga attcctcaaa gagagattaa 
ggatatgagc
   147541 caaaacgaaa atagcaataa tgctttcgcc atcgaaagtc attccattga 
ttatgttgct
   147601 ccctctgaac gtaatgggaa agttcgcgat ctattcacat tatggttttg 
taccaatatt
   147661 gcaccgctcg ccgtcattac gggtgcaatg tcaattttaa cctttaacct 
caatattgta
   147721 agtgcattgc ttgcgatctg ctgcggacat ttttttggtg cagcgattct 
tgctttaact
   147781 tctgcacaag gcccgcaggt cggcattcct caaatgattc agagccgtgc 
gcagttcggg
   147841 cgttatgggg cattgctggt tgtactgttt accaccctca tttatttagg 
ttttttcatc
   147901 tctaacatta ttttgtcagg caaaaccctt cataccgttg ttcctgctat 
tcctgtgccg
   147961 actgcgaccg tgattggtgc gattgcagca accacaatag gcgtgatcgg 
ttaccacttt
   148021 attcataagt tcaataaaat tggaacttgg tttatgggtg gttcgttgct 
cattggcctc
   148081 atgattatgg tgccgcatat taatgcagat gtacttgcta aaggctcttt 
caatatgaaa
   148141 ggctggtttg ccatgtttgg tttgtgtgcg gtatggcaaa ttagtttttc 
accttatacc
   148201 tcagattatt cacgatattt accgaagtcg attggtattt ataagccatt 
tatctttacc
   148261 tatttaggcg catcgttagg aactattttt gcgatggcat ttgggacgat 
tgcagtcagt
   148321 attggctcaa cggcagatgc tatggaagcg gtaaagtcag gcactgggct 
gttcggttat
   148381 gttcttatga ttttgttctt atgcaatatc attggtcata atgccatgaa 
cctctacggt
   148441 gctgttcttt cctgtattac ctctattcag acttttgcag ggcagtggat 
gccaagccga
   148501 aatatccgag tcgtgttatc aatcattgta ttagttctag cgactttaac 
ggcgctttgg
   148561 gcatcaagta actttattag tttcttcttg aatgtgattt ttgccttgtt 
atttattttg



   148621 gtgccatggg tgtctattaa tttactagat ttctatgtcg tgaataaaaa 
gtcttatgac
   148681 attcaatcga tctttgcgcg tgatggtggt atttacggca aatttaatgc 
aaaagcgctt
   148741 acggcttatt tcattgggat tgcggtacaa attccgttct taaaaaatgc 
gtttttcaca
   148801 ggtgcactgg ccgatgtaat tccggatgcg gatatttcat gggttattgg 
attggtggtg
   148861 agtctggtgg tgtattacgt ctttaatcta ggaaagatta aatgttctgc 
acctgcatta
   148921 aacgcaaaat tacctcaata agcattgtag tgaaaggaat ccgacaatga 
aaaaaagcta
   148981 tttacaagtg gctctaagca cagcattaat ggctgtaatc tatccgagtt 
acgcaggtat
   149041 aagttttgga aacaccgatg atgaatacgg caagctcacc gtatccggct 
atgttcgcgc
   149101 taactatcaa gataaacact atggagagtc tggttctgat caaaaaattc 
gttttgatgc
   149161 tgcgcagtta aaactggact acgagcgtgg accgttattt ggtcatgcgg 
aatatcgttg
   149221 ttatcaatat gaccgtctat gtgatttttc tacgttgatt gatggttatg 
tagggtacaa
   149281 attaaataaa acagatcaag tggtggcagg tgttcagccg attccatttg 
gaccgggacg
   149341 tttttgggga aatagcctat atggaagtat gagcacaacc gcaggtttag 
aagatgttca
   149401 taatcttggt ttgaattatc attttgaatt gccgacagca accaagtttg 
atgtggggta
   149461 ttttgcggta gatggtggaa actacacagg ctctacccaa gattcaggtc 
gctacactgc
   149521 aaactatgtg agttcagacg atccgaataa aaccgatttg caagaaaaga 
acatgtgggt
   149581 aggccgagtg tctcaagata taaatcttgg aattaatggt ttaaccacac 
agctcggtgg
   149641 ctcctattgg acatctgata ttgaaaataa aactgcttca agtgatgggc 
gccgtcatgc
   149701 atgggcactt tttggtaaag ccaattatgg caattttaat gtgaccctta 
caggcggtaa
   149761 aaatgatgta actaatcagg atcagcttaa tcctaatcag tcactcatgg 
ggtcctacga
   149821 caccgaatat tatgtagcta acaaaggaac attctatact gcagatgttg 
ggtattcttt
   149881 caaaaatgtt aagcaaatcg gaaacattac gccgtacttt atgtacagtc 
attacgataa
   149941 agatcaggac agtatgaaag attcgattcg taatattatt ggtgtgtcta 
ttgaccataa
   150001 acagctatct ttggtggctg aatacatcat gagtaaaaat gacccattca 
ttggtgggac
   150061 tcaagattca ttggcaaaag gggatgataa ccagtggaat aagttgctta 
acttaacgct
   150121 gttttattat ttctaaagac atttaaacat tcgggcatac cgaaaatttt 
ttttaaatta
   150181 atttttggta tgccataata caaagttgat ggtgagctat ttaatttatg 
tatcgctcca



   150241 ctatcaatgc agaagatctc aacaggataa tgatcatgca gcttaatgaa 
ctcgctttat
   150301 ttcgtcagca agcttttatt gctggaaagt ggtgcgatgc agaccatcaa 
caaacatcca
   150361 aaattttaaa tccggcgaca ttagagatta ttggtactgt cccaaatatg 
ggcaaggctg
   150421 aagccgagcg tgccattgaa gctgccaaag atgcttggcc gttatggaaa 
aataaaacag
   150481 caaaagatcg atcaattatt ttaaaaaaat ggttcgattt aattatttca 
aatgcagatg
   150541 aattggcttt tattttaacg agtgagcaag gaaagccttt agccgaagcc 
aaaggtgaaa
   150601 ttttatatgc tgccagtttt attgaatggt ttgccgaaga agcaaaacga 
gtgtatggag
   150661 atattattcc aagcccatat ccagatgctc gtattgttgt aaataaacag 
cctattggcg
   150721 tcgttgcagc tattacgccg tggaattttc ccgctgccat gattacgcgt 
aaggttgctc
   150781 cagccttggc ggcaggttgt ccttgtattg taaaaccagc accagaaaca 
ccttttactg
   150841 ctttggcctt agtggactta gctctgcaag cgggtgtgcc tgctgaaatt 
tttagtgtga
   150901 ttacaggtga tgcagttcat attggtgatg cgatttttga aagtgatgtc 
gtacgcaagt
   150961 ttacttttac cggttcaaca ccagttggca aaatgctgct tgagcgttca 
gcaaaaacct
   151021 taaaaaaagt ttccttagag ttaggtggca atgcgccgtt cattgtattt 
gatgatgccg
   151081 atttagatgc agcaattgag ggagcactca ttgccaaatt tagaaatgca 
gggcaaacct
   151141 gtgtatgtgt caatcgattt ttagtgcagg cgggcattta tgaaaaattt 
attgctgcca
   151201 taagccaaaa aatccaaaac tttaatattg gtaatggatt agaagctggg 
catgacattg
   151261 ggccattaat taatgccaat gcggtgaaaa aagttgaagc tcatattcaa 
gatgcattag
   151321 ataaaaatgg tcgtcttgtg attggtggta aaaggcatac tgcgggtgaa 
ttattttttg
   151381 aaccgacact aattgcagat gttaccgctg atatggatgt tgcaacccaa 
gaaacgtttg
   151441 gtccgctagc agctgtattt aaatttgaaa ctgagcaaca agcagttgaa 
atggcaaatg
   151501 caactgaatt tggtttagcc gcatattgtt ataccaaaga tttaggccgt 
gcttggcgaa
   151561 tgagtgaaca gcttgagtat ggcatggtcg gaattaataa aggccttatt 
tcaaatgaag
   151621 ttgcgccttt tggtggcatt aaacagtctg gtttggggcg tgaaggttct 
aaatacggta
   151681 ttgaagatta tctggaaatt aaatacacct tgtttggagg attgaatata 
tgagtaatga
   151741 aaaatttgaa aagggtttag caatccgtaa acaagttctt ggtgaagaat 
atgtaaataa
   151801 ttcaatcaac aatgccgatg aatttaacct tcctcttcaa gaattagtca 
ctgaatattg



   151861 ctggggagct gtttgggggc gtgaagaatt aagtaagcct gagcgcagtt 
taattaattt
   151921 ggcaatgatc tcagctttaa atcgtccgca tgaattaaaa ctacatgtta 
aaggtgcact
   151981 tcgaaatggt gtacctaaag agaaaattcg tgaagtgctt ttgcaggttg 
caatttactg
   152041 tggcgtgcct gctgctgtag atagttttcg aattgctaaa gaggcaatta 
aagagtttga
   152101 atctgagcaa taaacgttgg ctttgaatat taaaaaagcc ttgttcaagt 
ggacgaggcc
   152161 ttttttattt taagcttgtt tgttcagttc agggggtaaa tgctgcgcca 
aataatcaat
   152221 tgcaaggcgg gtttttagtg gcataaaagg caatgtaggc cataccaaat 
gaatcggaaa
   152281 agcagtgctc gacatggtgt ctaacacttg taccagctta ccgtcctgta 
attcattttg
   152341 aatgagccag tcgggtagcc aagcgatacc agctccagca agcgctgcat 
ttttaatggc
   152401 ttgtaagtca tttaaaagaa gttttgcttt gggcttaata aagaaaggct 
cgtcattttc
   152461 cttttgaagt cgccattttt gcatttgacc aaaatgcgga tcggcaatag 
tagcgtgctg
   152521 gtctaagtct tcaatatgtt ctacgggacc agctttattt aaatagtcag 
gtgaggcaca
   152581 aagtagcatt cgatgctcac caatcggttt ggcaacgagc tgagtggtgt 
caggcaatgc
   152641 cccgattctt atacataaat caaaaccttc ttcgatcaag tctacatttc 
ggtcattaaa
   152701 tgaaatttct aactgtaagt ccgcatgttg atgagcaaat ttaaccatga 
gcggggcagc
   152761 aaagagttgt ccaaaaagta caggcacaga tattcttaat cgacctgttg 
cgttaatttt
   152821 cctttggtct aataaagctg ctgcattttg tatttcactt aatgctcgac 
ggctatgttc
   152881 ataaaacaaa gtaccttcgt cagtcatgct gagtgaacgt gttgttcttt 
taaatagaac
   152941 cacaccaagc tgttcttcaa gccgagcaat atttttactt atggctgagc 
gagttaaatg
   153001 caattgctcg gcagctttta caaaacttcc agcttcaacc accgtcacaa 
atatagaaat
   153061 tgcacttagc tcatgttgca tgattgttgc ctaaaaggaa ccaatgataa 
gaaataatat
   153121 caccactgtt gaatttattg tggagttaat atggcttcat caaaaacgtg 
gagatggtca
   153181 tggctaaaat attggtatta aaatccagca ttatgggtga gggttcacaa 
accaatcgcc
   153241 taattgatgt catgcttgaa tatcgaaaag accaaggttt gcaagatgac 
attaccatac
   153301 gcaatttagc tgaaatgaat ctgcctgtat tagatctaga aatttttcag 
gcgcttcgtg
   153361 gggctgaaaa tgtaaatcaa gacattcaac gaatcgttgc tttgtcggac 
gaattaattg
   153421 ctgaattaaa aagcgctgat ttattgatca ttggcgcacc catgtacaac 
ttaaatgtcc



   153481 cgactcaact taaaaactgg tttgatttgg tggcacgagt aagacaaaca 
ttccgctata
   153541 ccgaaactta tcctcaaggt ttggttgaag gggtaaaagc ggtggtggta 
agtagtcggg
   153601 gtggtattca tgtcggccaa gaaactgagg cagtcacgcc ttatctcaaa 
gcagtgttag
   153661 ggctaatggg cattcatgac gtcgatttta tatatgcaga aggcttagac 
atgcaggcct
   153721 atcgcagcaa tgctttagat ttggcaagcc aacaagtcaa aaaattcgct 
atttaaaatt
   153781 atgagttgaa actcttgtac ctctaattga tgacaagagt ttctaagtct 
atttaaatta
   153841 catttctaag ttcatttgcc gtgttacgca gcaatggcaa aatttgctga 
accaaataat
   153901 cttcttgtat gcggttggtt tgagacatgc agttaagtgc tgctatggct 
tgaccttggg
   153961 cgttaaatac gggtacggca atcgcaatta caccaagttc atgttcttct 
ttagaaagac
   154021 aataatccga taacgaaata cccttaagca cttcaaaaaa ctttgactca 
tctactatgg
   154081 taaaaggcgt taagcgtttt aaaccgtaat tttttaccca cgtatgttgc 
gcttcttcag
   154141 gtagtgctgc tagcaatact ttacccgtgg aagtggcatg ggcagggaga 
cggtttccta
   154201 aatgcatacc ataagggcta acgcgcaaat tatcttgctg tggtaaataa 
ctacgggcaa
   154261 tcggcaccac ttcgttatcg tctaacacca caatcgaaaa agtcagagat 
gtctgggcac
   154321 acaaaagatt taaaaatgat tgagcaactt taggcaggtg ggcagagctt 
agataagaac
   154381 tcgaaaagcg cagtacgcga tgagtgagcc aaaagtaatg ttcatcggtt 
tctaaatagc
   154441 ctaagtattt taaagttttt aggtaacgcc ttgccgctgt acgactaata 
cctgttcgtt
   154501 ctgccacttg agtgacatta agccgttgcc gatctgttcc aaaagcttcc 
aataaagcca
   154561 agccttttgc taatcctgca atgtagtcat cttgacgaat tttctcatgc 
gagttcgggt
   154621 gctctagaaa agcatcgaga gaaggcatcc tttcattcct gttattttgg 
ttgtttctgt
   154681 ccgctattcg gacaaactaa atgataaacg gttattttcg tcttggatac 
atagtgaaca
   154741 aaacttaaag ccagtaattt aaaagtcagg atgaaacaag gatgaagtta 
tggatatttt
   154801 aaagacacag gttgcaatta ttggttctgg accagcaggg ttattgcttg 
ggcaacttct
   154861 atataaagct ggaattgatc atattattgt tgagcaacgt agtgctgaat 
atgtggcttc
   154921 acggattcgc gcaggaattt tagagcaagt ttcggtcgat ttacttaaac 
aagcaggcgt
   154981 tgaccaaaac ttaaaagaaa aaggattacc acattcgggc atcgaaatct 
taaccaatgg
   155041 tgaaaagcat cgggttgatt tggcagcact tacaggtggt aaacaagtga 
ctgtatatgg



   155101 ccagaccgaa gtcaccaaag atttaatgac tgcgcgtgaa gcagcacagc 
tcacttcata
   155161 ttatgaagct caaaatgtac aagtaaaaga tttctacact gcaccgaaag 
ttgagtttga
   155221 gtaccaaggt aaagcttttc aaattcagtg tgactttata gcagggtgtg 
atggttacca
   155281 cggtgtctgc cgtgccagtg tcccagaaga caaaattaaa acctttgaaa 
aagtttatcc
   155341 gtttggctgg ttaggggtgt tggccgatgt tccacctgta gcggatgaac 
tcatttacgt
   155401 acagtcagaa cgtggatttg ctttatgtag tatgcgttca gaaacgcgta 
gccgttatta
   155461 tttacaagtg cctttaacag atcatgtaga agactggtca gatgaaaagt 
tctgggatga
   155521 gctaaaaaac cgtctagacc ctgaaagccg tgaaaagtta gtgacaggac 
cttctattga
   155581 aaaaagtatc gcgccgttac gtagctttgt gaccgaacca atgcgtttcg 
gaaaactatt
   155641 tttagcaggt gatgctgcgc atattgttcc accgactgga gcaaaaggct 
taaatctcgc
   155701 tgcctctgat attgcttatt tatcaagcgc actcattgaa tattatgccg 
aaggttccga
   155761 acaagggata aatgaatact ctgaaaaatg cctacaacgc gtatggaaag 
cagagcgttt
   155821 ttcttggtgg atgactcatt tattgcatcg ttttgaaact gaaagtgagt 
ttgatcataa
   155881 gattaaacaa gccgagttaa gttatgtgct tggctcgatt gcaggtaaaa 
ccacattggc
   155941 tgaaaactat gtcggtttgc cttatgaaat taagcaaatt gatagtttta 
agcacgcaag
   156001 ctaaagacta agtaaaaata aaaagggcat gaaaatgctc tttttttata 
gaaaaattta
   156061 agtaggccgt actagcttaa gagattgttt tgcttaaaag atcagcatta 
ataaaagctt
   156121 ttgtcatatt ttttcagtat attgctatta atttctttat ttataaattc 
taagtttgta
   156181 tggaacagga ccaagcacgc atacctaaat atattcctat tcgcgatgca 
attgcccatg
   156241 atattgaatc tggcgtatta gaagcccacg caaaactccc ttcggaaaga 
gtgctttctg
   156301 aacaatttca aaccactcgc gtggctgcac gtgaagcttt actggctttg 
gaaactgatg
   156361 gcctgattta tcgactagac cgccgtggtt ggtatgttcg ttctcctcgt 
attatttatc
   156421 acccgcaatc gacaaaaaac tttaatcagt ttgtgattga acaaggctat 
gaaccttcta
   156481 cagaagtgat ttcgagtgaa ctgactcagg ccacttcttg ggatgccaag 
catttaaaag
   156541 ttgaaaaagg gcatccaatt tattcagttt ggcgacgtcg ttgtattaat 
ggtcgccctg
   156601 ttttggttga gcatttacgg gtaaatgccg agctttttcc cgagttttta 
actcatgatc
   156661 tcaagcaatc cattacttta ctgatggcaa atcaatataa ctgccatatc 
accagagctg



   156721 atattaatct gtatccaaca gctttatcgg aacagcaggt caaagcactg 
catgtgaatg
   156781 ttggcgcgct tggtttatat atttgtcgta gcaacagaaa tgaagaaggt 
gtgattaccg
   156841 atgttgacca agaatattgg ctacatgatg ttttagattt acatttcgaa 
gcgcgagcat
   156901 aaaaatgcaa tctggtttaa accagattaa ttaaactgtc atataaagct 
gttgaaatac
   156961 catcatcaaa taattgcatt cgatggtttg cagatgaaac agtatgttca 
acagacaatt
   157021 aaactcggta ctgcatcagt tttaggtgtg gtagtcacta ttcaaatggg 
atgttcatca
   157081 gcaacatcaa aacaatcaga agaaattaca gtctatacgg cagtggaagc 
cgaccaactt
   157141 aaacaatacc aagaagaatt gcataaagcc tatcctgaac tcaaagtaaa 
atgggtacgt
   157201 gattcaactg gtgtaatcac tgctaaactt ttggcagagc agaaaaaccc 
acaagcggat
   157261 gtggtttttg gtgtggcttt aactagctta ctggtcatgg aaaaaaaaga 
catgctcgag
   157321 cctttcaaac ctgaaggtgt gcaaaattta aaaccagaat ttgtaagcca 
aaaaactgta
   157381 ccgacttgga cgagtatgga tgcatgggaa tctgcaattt gtgtcaataa 
agtcgaatta
   157441 gaaaaacgta agttaccgat tccaaaaact tggaaagatt taaccaaccc 
gatttataaa
   157501 aacttgattg tgatgccaaa cccagcttcg agtggcacag gctatttaga 
tgtcacggct
   157561 tggatgcaga tttggggcga aaagcaggca tgggactata tgcaggcttt 
agataaaaac
   157621 atttcacaat atccgcactc tggctcaaaa ccttgcaaga tggctgcaca 
aggcgaaatc
   157681 ccaattggag tttctttcgg ttatccggca tttaaattaa aagcagaggg 
tgcaccttta
   157741 gaagtggttt atccaactga aggtttaggc tgggaaatgg aagcctcagc 
aattgtgaaa
   157801 ggaaccaaaa aattaagcag cgcacagaaa tttataaatt ggtcggtaag 
caaagcggca
   157861 aacgaagcct atgcccataa cttttcaatg gtggcctata aaggcattga 
aaataccact
   157921 atggacttcc cgaaaaatct ttctcaaagg ctcgtaaaaa atgattttta 
ttgggcagcc
   157981 gagcagcgtg aacgtatttt ggctgaatgg tcaaagcgtt ttgaaaagtg 
atcttttgga
   158041 taaaggcctc attatgcaaa ttccttcgtc gttgcaatca tcgctgcttg 
gacaaaacca
   158101 aaagggtgag ttagcagggc atttattgtc gacattaacg acctataaat 
atcctgaaca
   158161 tagcccttcg gttttagaag tggtggatat ccaaaaaaag ttccaacact 
ttcaggtcct
   158221 aacgcatatt aatttagacc tgaaagctgg ggagttcgtg agctttttag 
ggccttcagg
   158281 atgtggtaaa accacactgc tacgcataat tgcgggtcta gaaaaacctg 
attatggaaa



   158341 ggttataaaa aagggcacag acattacctt gttgagtgct gaaaagcgtc 
actgcggcat
   158401 tgtgtttcag aactatgcgt tatttccaaa cttaaacgtt gaagaaaata 
ttgcgtttgg
   158461 cttagacaaa aaaaagtggg ataaggcaca gcgtagccaa agggttcagc 
agttattaga
   158521 actgattgaa ttacccgata ttgctaaaaa atatccaaat caattgtcag 
gcgggcagca
   158581 gcaacgtgtt gcgctggctc gggcaattgc accgaatcct gatattttac 
tgctcgatga
   158641 accgctttct gcacttgatg ctcaggtacg tctaaaccta agacagaaga 
tccgttcgat
   158701 tcaatcgcag cttaatttgc caactattat ggtcacacac gaccaagaag 
aagcattaag
   158761 catttctgat cgtgttgtgg taatgaatca tggcgttatt gaacaaattg 
atacgccgca
   158821 taatatttat tacaagccac aaacccaatt cgttgcaaag tttattggca 
ccatgaactt
   158881 tttggcagcc acttgttcgg ttgttaatca gctcgaggtt ttaggtttta 
ttcctctaaa
   158941 tttggaacag caaaaactta aagcagggca aagctacagc attggtttta 
gacccgaagc
   159001 cgtcgagttg gttgatgatt ttggtagtga taaagagtca ttgtatttgc 
cagttaaagt
   159061 attaagcact gaatttttgg gcgccaagcg tcgtttgttt tgcgctattc 
atatcgatgg
   159121 aattgagcag gcaaaacacc tgttgcaaat tgaaattgaa aataccaagt 
tcaaatcttt
   159181 gcaagaactc atgtttataa aagtgcctaa tcagctcatt catgtctttg 
acgaacaagg
   159241 gtacgcacta tgttaaatga agctgcttca gcggttttaa aaacacagcc 
gcgtcgaaaa
   159301 actgcatatt cattaagatc aaatattgct ttggctatgg tcgcaatcgc 
tttgacttta
   159361 gcgattattg cacctttaat gatgctgttt gaaaatgcat tttttgatga 
aaatcaaaat
   159421 tttgttggcc ttgaaaattt ttataactat tttgcaagtc cagctttact 
cagctctgta
   159481 tttaactcgg tgtgggttgc ttgtgctgcc actgtcatta cagtgttgct 
tgccagtatt
   159541 tatgcttttg cacttaccaa cgtcaatatg aaaggcaaag gcttctttaa 
agtggtcgct
   159601 tttttaccca ttttagcgcc gtcactttta ccgtctttgg cattggttta 
tttatttggt
   159661 aagcaaggtg tgtttaaacc tttgctgggc gatatacaaa tttatggtcc 
aatcggtatt
   159721 ttaatcagct actgcttttg gctatttcca gcaattttga tgttgatgat 
ggtgtctttt
   159781 cgcagtgtcg atcagcgttt aattgaggca tctttgtcac tgggtaaaaa 
tatctggaag
   159841 acgcattacc atgtcacact accagcaatt cggtatggac tcatcagcgc 
aagtctggtg
   159901 gcttttattt atgtgctgac cgatttcgga attccgaaag tcattggcgg 
ttcatttaac



   159961 atgatggcgc ttgatgtcta taagcagatt attgggcagc aaaatatgag 
catgggtgcg
   160021 gtgatttcca tcttgttatt gctaccagca gtgtttgtat ttattttcga 
tcgaatacaa
   160081 agcaagcggc atgcacggtt tcaagccttt caggctaaac cttatgtttc 
agcatcgaat
   160141 aaaaaacttg aagttgttct gagcatattt tgtggattag tttcaggtgc 
gattttactg
   160201 attatcttta cggctgtgct cgcatctttt attcagtctt ggccttatga 
tttgtctttg
   160261 accttagcac attacagttt tgaatatgtc gatggtggcg gttgggtagc 
gtactttaac
   160321 tcggttcgca tggcactctt tagtacggtt tttggaacgg cactcatttt 
tatggtggca
   160381 ctattaaccg aacgttttaa ggcacatcca ctcattaaaa actatgtgca 
agctttggtt
   160441 ttattacctc ttgccgtacc ggggctggtt ctaggtattg cttatatttt 
gttttttaac
   160501 cagcaaagta acccgttaaa tgtgctgtat ggaactatga ccattttggt 
gatttcaacc
   160561 attgtgcatt attacactgt gccacatctc actttaacca atgcgattaa 
acagattccg
   160621 ctacagctcg atcaggcggc ggaaactcta ggaacatcga agtggaaaac 
cttttggaaa
   160681 gtgtatttgc caatgtgttt tccagcgcta tgcgatgtat cggtctatgt 
ttttgttaat
   160741 gcgatgacca ctgtgtcggc tgccattttc ctttattcac cagacactag 
tttagctgcg
   160801 gtggccgttt taaatatgga tgatgcggga gacacggttg ccgctgttgc 
tatgagcatt
   160861 ctcattttaa ccacttcatg tgttgtaaaa ctcattcatt ggttatttac 
cagaaaaatt
   160921 atggcaagaa gtcagcaatg gcgtgaaagc gctcactaag ttttagctaa 
acacaatttt
   160981 tatttaaccg actgaaacga aatgctttgt tcaacaaggc aagggtttat 
tcatcctaaa
   161041 tttcgcaaat tggaagtctt atgaataatg cacagtttga tttaattgtt 
gtcggagccg
   161101 gtattttagg tttgtccgct gcaatacagg cacaagaaca aggcttgaaa 
gtttgcatct
   161161 tcgagaaaaa tgccaagcct gtgggcgcaa ctcgccgtaa tttcggcatg 
gtcggaacat
   161221 cgaccttaac ccatccagag caacagtggc gaaagtacgc gcttgaaacg 
cgttcttttt
   161281 atcagcgtat tcaaactgaa accgatattt cgtttgctca acgccaaggt 
gtctatctgg
   161341 caaacacggc acttgaatgg caggttttaa atgagtttgc cgagcgtgca 
aataattacc
   161401 aaattccagt tcatttgttt agccatgagg aattggtcac ccaattttct 
tatttaaatc
   161461 cttcgcagca gtttcaaggc ggtttggttt ttgaagaaga ttattcggtc 
gaaccgcatg
   161521 tggttgggca gcgactattg gcatatgccg aaagaaaagg cgtaaagatt 
tataccaatg



   161581 cttgtgtcgt tcaaacccaa tatcaacatg aaatttgtca ggttcgcttt 
gcaagtggcg
   161641 aggcatatcg ggcaaataaa gttttgatct gccacggtga aatcatcgat 
gttttatatc
   161701 cggatctctt acaaagcttg aatctgaaac gctgtggctt acaaatggcc 
ctgactcaac
   161761 ggtttcacca aaaattaaat gcttctcttt attcaggctt atctatttca 
cgttatccgg
   161821 cttttgaaat ttgcccaagt catgccgagc tggttaaagc gtcacaacag 
ggtttcatta
   161881 aagaattcgg tattcatatt ctgattaaac aaaacgaatt tggcgaactg 
atcgtaggcg
   161941 atagtcatga atatcattcg attaatgaag cgcctcagtt cgagcagcgt 
gaagagatta
   162001 atgaatttat ccaagcttac tgccatgaaa aactagggct gaatttacct 
ccaattcaaa
   162061 aacgttggaa tggttattac ctgacccatg aacatgagtt ggcctgtgtc 
actgaagctg
   162121 aaaaaaatat ctttctggtg agtgcgattg ctggcaaagg catgactaca 
ggggctggct
   162181 ttatgaaaga aatattagaa caaaatattt actagtttgt catctggttt 
aaaccagatt
   162241 gatgtatatt gaaatgaacg cgaaagaaat gagtaacatt atgaacatgc 
aaccccaact
   162301 cgatatggat ttagagaaca agtatttgct tcttactcca ggaccattat 
caacatcggc
   162361 aacagtacgc cgtgcaatgc aaaaagactg gtgtacttgg gaccaagaat 
acaactcact
   162421 ggtacaagat atccgctctc gtctagtcaa cttggcgacc agtcaacctg 
aaaaatatac
   162481 ggctgtgtta atgcaaggca gtggaagttt tgctgtggag tctgtacttg 
gttcagctat
   162541 tccgcgtgat ggcaaaatct tgatcattaa taacggcgca tatggtgcac 
gtatggtgca
   162601 aatggcgcgt tgcttaaata ttgaagttgt agagctgaac tatttagaaa 
ctcaaacacc
   162661 agatttacaa gagattgagc gcgttttaga agataaaacc attagccatg 
ttgcttgtgt
   162721 gcactgtgaa accaccactg gtattttaaa tccgattcaa gacattggcc 
gtttagttaa
   162781 agcagcagga aaaatctgga ttgtggatgc catgagttca tttggtggag 
tacctatgga
   162841 tatggctgag cttgaaattg attttctaat ttcaagtgca aataaatgta 
ttcaaggtgt
   162901 tccgggcttt ggctttattt tggcaaagcg tgattgccta gaagcatgta 
aaggcttggc
   162961 acgttcggtc agtctcgatt tgtatgacca gtggaatacg atggagcagc 
ataacggtaa
   163021 atggcgtttt acctcgccaa cccatgtggt acgtgcattt tatcaagcat 
tacttgagct
   163081 tgagacagaa ggcggtgttg ctgcacgtta tcaacgttat ttacaaaacc 
aacaaacctt
   163141 atctaaaggt atgcaacaac ttggctttga attggtgctc ggtgaagagt 
gcccacaatc



   163201 acccatcatt accacttttc tttacccaac agccgagaaa tttagctttc 
agtcattcta
   163261 tgaaacgcta aaaaaatcag gctatgtaat ttatccgggc aaagtcacag 
atctcaactg
   163321 cttccgtata ggcaatattg gcgaagttta tattcaagat attgaagggc 
ttcttgctgc
   163381 aattgcgagc tactgcgaaa accacctaaa ccaagctgta acagcataat 
ttttattaaa
   163441 ttaaggggat acatcatgac aaccaacaac acacaaattc aggctgtggt 
ttttgactgg
   163501 gctggtacaa cagtagattt tggctcacgc gcaccaattt tagcttttat 
ggctttattt
   163561 aaagacaata aagttgaaat tacggttgaa gaagcgcgtg ccccaatggg 
gttagaaaaa
   163621 cgtgaccata ttgcagctgt tttaaaaatg ccgcgtgtag cagcggcatg 
gcaggaagta
   163681 tacgggcagg cggcaactga agcagatatt gaccgtttat ataaagactt 
tattccgtac
   163741 cagttaaatt ctattccgaa atgttctgct ttaattccgg gtgcattgga 
aacgtttgaa
   163801 aatattaaaa agcgtggtgc aaaaattggt agtaatacgg gctatgcatc 
catgatgatt
   163861 ggtcgtttgg ttaaagatgc tgccgatcag ggctaccgtc cagactgtat 
cgttactgcc
   163921 agtgacgtga aatatggccg tccatatcct gaaatgttat ggaagaactt 
aattcaactc
   163981 gacgtatcgg acatcaaaac tgttgtaaaa gtagatgata ccgtggtggg 
tatcgatgaa
   164041 ggtttaaatg ctggatgctg gaccgtcgga cttgcgatta gtggcaatga 
agtcggttta
   164101 agctatgaag agtggagtgc attatcggcc gatgaacaga ttgttctaaa 
agataaggca
   164161 taccaaaaaa tgaatgcgtc gggcgctcac tatgtgattg atagtgtcgc 
tgatttgcca
   164221 aatgtactcg atgatattga acgccgtttg gggcagggtg aacgacctta 
aagatagttt
   164281 aggccaatat atttttaagc ttagctccct tgggagctaa gcttacctaa 
aaaattaaaa
   164341 tgaagagtaa taaactctat atatgtggaa ataaggagta actttgagga 
gtaaactcct
   164401 tatttcctgc taaccatcta aaacacatgt ttagatcgtt agaccatcaa 
ttctataggc
   164461 ataggaccta taggattttt tgtgatggat cttttacgac ttttgagggt 
cgtatatttt
   164521 ttctttaatg aatagggctg gtatcacacc acaaatgagg taggcagcgc 
ccatgacgac
   164581 aaagcctaac ccaattgagc cgccagaggc taagaaacca atcgttgcag 
gggctaatgc
   164641 agcgcctaaa cgtccgacgt tataagcacc accaatggct gtaccgcgaa 
tggctgtcgc
   164701 aaagctttcg gtcatgtagg ttgcatttac gccatacggg atgccgtaga 
ggaaaccaaa
   164761 ggtcaccagt aaatatagaa tgttgcttgg cgagttataa aagacaatca 
gaggtaagaa



   164821 aatagcagtg ccgattgcac caaaggcata agtaaaacga cgtcctaatt 
tatcggccat
   164881 catgcccgca agaactttac ctaaaatcat agcggtatat gtacctacca 
tataggcggt
   164941 catttcctta aacttcatac cgagttcact ttctagatat gacggcatcc 
agttatttac
   165001 gccataatag ccaaactgta agaagccagc tgttaaagcc cataagataa 
acatattacg
   165061 gtttcgttta tcttggaaaa taagcttaaa tgccgaggtt ttcgatgcgt 
tttgagccat
   165121 gactggttgt tgtagtcgag acttttgcca tgcttctggt tctggtacaa 
gcacatgcat
   165181 gagaacagca ataatgaccg gaataatcgc aacataaaac aacatgcgcc 
agccatgatc
   165241 aggaataatc cagcctgcaa gcaaggtcgc aacaatatag ccgacggtcc 
agccagcttg
   165301 taaggttcca agtactgtgg tgcgataacg ggttgggaca tattcggcca 
tgagggtatt
   165361 acaggcaata taaagtgaac ccaaacccag tgatgcaaaa aatcttaaaa 
taccaaactg
   165421 aagaaagctt tgagtgaaac ctaagccaca ggtgaggagt gagaaagtta 
aaatagaaat
   165481 aacaacaatg cgcacacgac caaatttatc gcacgcccat cccccaaaaa 
ttccaccaac
   165541 agccatacct gctaatgtaa aactgccaag catacctgct tgtactgaac 
ttaatccaaa
   165601 atctgcctta atactattta agctataaga cagcagcatc aaatctgcac 
catctaccaa
   165661 tagtgctaga aatgcaaaaa taaatgctat tttccacgta tgaggctgta 
tacgagaaag
   165721 accttctttg taatttgtag ccataatcca ttacctacat ttgattgaaa 
gcacttcaag
   165781 tcgttttaaa gtgcttaaaa tttgattaag acgcagcgcg aatcatgttt 
cgggcaataa
   165841 tcacttgttg aatttgagtg gtcccttcat aaagacggaa caaacgaaca 
tctcgataaa
   165901 aacgttcaat ggcatattca ctgatatagc ccgcaccgcc gtgaatttgt 
acgcagcgat
   165961 cagcaacgcg gccacacatt tcggttgcaa acatttttgc gcaagatgct 
tccgtgctaa
   166021 cgttttgccc tgcatcgcgt aggcgtgcag cgtctaagac catacatttg 
gcggcataaa
   166081 tctcggcttt cgagtcagca agcatggctt gaatgagttg gaattcggca 
atcggttgtc
   166141 caaattgctt gcgttcgatg gcgtaattta aagaatcgtc tagcattcgt 
gttgctgcgc
   166201 cgacactcaa ggcagcaata tgcaaacggc ctttatcgag tactttcatg 
gccgttttaa
   166261 aaccaacacc ttcaacacca ccaatgagtg ccgaagcagg gatgcggcaa 
ttttcaaaaa
   166321 taacgtcaca ggtatgggca cctttttgtc ccattttttt atcgcgtttg 
ccaagagaaa
   166381 tgcctggagt ttggctatca acaataaagg cagaaatgcc gccagcacct 
ttaatgtcaa



   166441 agtttgtgcg tgccatgact gtaaatacac cagcatgagg tgcattggta 
ataaagcgtt
   166501 tagtgccgtt taacacataa aaatcgccat cttttactgc actggttttt 
aaagatgccg
   166561 catcagaacc tgcgtccggt tcggttaagc aaaaagagct gatcacttca 
ccacgtgcta
   166621 aacgtggcaa gaaaaatgat ttttgtgctt cggtcccatc aataatcagg 
ccacttgaac
   166681 caataccatt attggttcca atcagagagc gaaaagcagg agaggtacga 
cctaattcaa
   166741 aagccacata gacttcttct tccatcgtca ggccaagacc ttcgtattct 
tctggaatgg
   166801 ttaaaccaaa taaaccgagc gctttcattt gctcaacgat atcttgagga 
atttcatccg
   166861 tttcagcgac ttcattctca tgaggaatta atacaccttc aacaaattgt 
cgaatcatat
   166921 caacaagttg atctaaggtt tcctgatctc gaatcatagt ctcgtccttt 
tactacatgc
   166981 agaaaacatc aatgtgatgt tcgtaaaatc accaatattt gaagtgatag 
taatcaaagg
   167041 acgaacgcaa aacaatatat tttgaaaatt aatttcgcaa tgcgatactc 
tgttgttgat
   167101 ttatatttgg ctaatttgtt gatttattta agctatattt tcttgtaaaa 
aatcattatt
   167161 tttagtggaa aattaaagtt tgatttttca aaagaggtgt gtatattaaa 
aatatatatc
   167221 gctatgcgaa attttaaatg gataagtttt cctataggaa ataagtcaca 
aaatatagtg
   167281 ggataaagat gggtgcttta aatggaattc gggtgcttga cttaagtcgg 
gtattggctg
   167341 ggccttggtg tgggcagatt cttgccgatt taggcgcaga agtaatcaag 
attgaacggc
   167401 cgaaagttgg tgacgatacc cgttcttggg gaccaccttg gatgaaagat 
gactcaggcc
   167461 aagatactca agaagccgct tattatcagt caaccaaccg caataaacta 
tcggttgcca
   167521 tcgacattgc caatcctgat ggccaagaat tgattaaagc gcttattcaa 
gataccgatg
   167581 tcgtgattga aaactacaaa gcgggttctt taaagaagta cggtttggat 
tacgagtctt
   167641 tatctgcgat taaccctaaa ctggtgtatt gctcgattac tggttttggt 
caaactggcc
   167701 caagagcaga agagcccggt tatgacttta ttattcaggg catgggcgga 
ctcatgtcag
   167761 ttacaggtga gcgtgatgat ttgccgggtg gtggtccaca aaaagtaggc 
gttgcatttt
   167821 ctgacttagc cacgggactt tattctacga ttgccataca ggctgcttta 
ctcaaccgcc
   167881 atgtgacggg tttaggccaa tatattgata tggctttgct tgatgttcaa 
attgccacaa
   167941 tggcaaatca gggaatgaat tatttgtcat caggaaatat ccctaagcgt 
tatggcaatg
   168001 cacacgctaa tattgtgcct tatcaagtgt tcaaagcttc tgaccgtgat 
tttattattg



   168061 catgtggaaa tgacactcag tttattcaac tctgtcgaag tattggttta 
cccgatttac
   168121 caaatgatgt acgttttgcc cgaaatgcag accgaattaa gcatcgcgat 
gaaattatcg
   168181 gaattttaca aactcacttt ttaacaaaaa cagcagatga atgggtagat 
gcaatttatg
   168241 ctgctaaagt tcccgtaggt gtaatcaata acttggaaca agcttttcaa 
gaaccgcaag
   168301 tgattgcccg tgaaatgtta gtcgagatga accatcctca acgtgaaaaa 
ctgaaggtaa
   168361 ttgggtcacc aatcaaactt tctagaacgc cagttgagta caaaacagca 
cctccgctgt
   168421 tgggtgagca tacgcaggcc gttttggggc gaatagtttc ttcagaaaaa 
ctagcagagc
   168481 ttaaagaaaa gggcgtaatt gggtaggtgg cttagaagcg gaagattaaa 
attatattta
   168541 aaatcagaaa ataaaatatt taatctttcg ctttaataag ttaaatgaag 
ttatctttaa
   168601 aatgcagact aggatgtttg ctcttttgct atttatagaa aaaatagatt 
ataattttcg
   168661 cagtgcgaaa caaaatatgg attggtatga caatgaatga tgcagttgat 
gcagaacaga
   168721 cagaaaaatt attagcgcct ttaaggcatg aattattaca tccgattgaa 
gacatgcagg
   168781 atgaaaatga tcgtcaattt attactgcat tagcacgtgg tttagagcta 
ttacgttgtt
   168841 ttacgcctaa acatcagcat ttgggcaatc aagagcttgc tcagatgaca 
ggtttgccaa
   168901 aaccaaccat tactcgcctc acacatacct tgtcgcgttt gggttatatc 
aaacaagtac
   168961 ctaactcaag caaatttcag ctttcagttg gagttcttgc gtttggttat 
tcgatgctgt
   169021 ctaacgtatc gattcgctct attgctcatc catatatgaa aaatttggca 
gactatgctg
   169081 gcgctgctgt agccatggca acacgtgatc gactgaacat gatttatctt 
gatgtggtgc
   169141 aaggcaaagg caatatgacc atgcgccgtc aagttggaac ctatttaccg 
attcatttaa
   169201 gttcgatggg acgtgcgtgt ttagctgcaa tgcctgaaga tgaaagagag 
ttcttactta
   169261 atgccattcg taacaagcac aaagaagact ggatcaaaat taaccgtgat 
ttagacaaag
   169321 cctttaaaga ttaccaagat tttggatact gtttttctat tggcgaatgg 
cataaagatg
   169381 tcaattcggt tgcggttcca ctcattcatg aacaacatgg tttattggtg 
tttaactgtg
   169441 gtggtccaag ctttattatg aaccgtgaaa aactcgaaga agatattgca 
ccacgtcttt
   169501 tacatatggt gaataatatt cgtaccgaga ttagctaaac ctatttgatc 
catttataag
   169561 agccagcttt gtttttttca aggctggctt tttattgggt aagctttagg 
ctgtttgctt
   169621 atgaaagttc ggtttccgtt tttctttgaa agcacttaat gcttctttaa 
actcggaacc



   169681 ttgtaaacaa tgcgagaaaa tagtcgactc atggtcaata cgattgagta 
gatcatcaat
   169741 tggcatatct cttagtaact ttttactgag ctgtaaggct tggcttggtt 
tgtgagcaag
   169801 tttaattgcc acatcttcaa ccacttgatc cagctcattg gcttcaaata 
tttcatttac
   169861 cagaccataa ttttttgctt gttccaccga aaacttttca ccgagtaaaa 
taatttccga
   169921 agctcgagca aagcccaata atcttggcaa gatgtaactt gaacccgctt 
caggtacaag
   169981 ccctaaattc acaaagggga actgaaaaat agagttttgg cttgcatata 
caaggtcgca
   170041 atgtagaagc atagtgctgc caatgccaat tgccacacca tttactttag 
caataatcgg
   170101 ttttggaaaa gttgctaagc tttttaagaa aacaatcgaa gcgggtggtt 
ctgaagtggt
   170161 ggtatctcgt ttttcaaatg cgtttacatc attgccgctg gtaaatgcgg 
agtcttcacc
   170221 agtaagcaca accacatgaa tgtcttgatt ggttgcagct tgatctaatg 
cctgacttaa
   170281 agctgcatac atttcataat taattgcatt ctttttagtg gcattactca 
tggtgagcgt
   170341 tagtatattt ctatcaaaat acttatgaat tgtgcctgtt ttaagctcgc 
tttgggtttt
   170401 gttgttctgc tgcatcgttc attcctttaa ataattttcc gtctaaaatt 
taaactgatg
   170461 ctatcgaaaa ataattccgt tatcaattat tttgttttat attgtggtat 
aaaattttgt
   170521 attgtgaaat ttttaactta aattacttta aatactgata ggatttatgt 
gtaaataagc
   170581 atctagccct gctagggaaa taagaggctg gctatagaac agtgagtgga 
aagaatatga
   170641 agaccaaaat tacagaacta tttgaaattg agcatccaat tattcaaggc 
ggtatgcatt
   170701 atgttggttt tgcagagctt gctgctgcgg tttcgaacgc gggcgggtta 
ggtattatca
   170761 ctggcctgac tcagcgtaca cctgaaaatc tggcaaaaga aattgcacgt 
tgccgagaaa
   170821 tgaccgataa accttttggg gtaaatttaa cctttttacc taccgtaaat 
actcctgatt
   170881 atccgggttt tgtagaggca attattaaag gtggcgtaaa gattgtagaa 
acagcagggc
   170941 gtaatcctga acaggtgatg ccatatttaa aggctgctgg tattaaagta 
attcacaaat
   171001 gtacttcggt tcgacatagc ttaaaagctc agcaaattgg atgtgatgcg 
gtttctgtag
   171061 atggttttga gtgtggtggg catcctggtg aagatgacgt gccaaatatg 
attttattgc
   171121 ccttagcagc cgatgcatta gacatcccgt ttgttgcctc aggtggtatg 
gcagatgggc
   171181 gctcactcgc ggctgcttta gcgatgggag ctgatggaat taatatgggc 
acgcgtttta
   171241 ttgcgactca ggaagctccc gtacatgaaa atgtgaaaca ggcgatttta 
aatgcaaccg



   171301 aacgagatac gcgtttaatt atgcgtgctt tgcgaaatac tgaacgtgtc 
atgaataatg
   171361 cggccgtaga aaaaatcgtg gcaaaagaaa aagcactcgg cgataacatt 
aaatttgaag
   171421 atattattga agaagttgca ggggtttatc caaaagtcat gattaatggt 
gatgttaatg
   171481 caggtgcatg gtcatgcggt ttagtcgcaa gcttaatcca tgatattccg 
acatgcgatg
   171541 aactggttag ccggattgtc aaagaggcag aagatattat tcgtggtcgg 
ttattagggg
   171601 ttctataacg aactattgcc tactttatat aagatcagca caagctttaa 
ttgtgctgat
   171661 tttttgcatc aagcacacaa taataaagac atagcacggc aaaaattaag 
cctaaaatac
   171721 agacacctgt ccatccgaag tgtttccaag cataacttcc tgccgttgtg 
cctaaagcgc
   171781 cgccagcaaa gtaacctgtc atataaatgg cattaaaccg cgaacgtagt 
tcttgattaa
   171841 gtttaaatac aatactttga ttggtgacat gtaccgcaga aagagaagcg 
tagagaataa
   171901 gtaaggctat aatataaaaa gcaaaatggt agggtaaaag tgaaaaaaga 
atccaactta
   171961 caataagccc aatgccgcaa taaattgaaa ttttatggat atagccttgg 
tcaataaatt
   172021 tacctgaaaa attggcaacg aacgttccta acacgccaac aaaactgaaa 
agcccaatgg
   172081 taaagtcact aaaaaaataa ggtgctggag ccagaagcaa cgacatggtg 
gtaaaggtta
   172141 aacttacaca agcaaatgta aaaccaccaa tataagttct ggttcttaac 
cgccaatttt
   172201 gaataaaaat ctgcggtaaa gagcgaatag tttttacata gttttcagat 
ttggttgatg
   172261 gaaataaccc gatattacga tgcaaaataa aggcaataac aagtaataga 
aaaccactga
   172321 ccagataaat aatattccaa gcgaaaagcg tagacatcag tccagaaagg 
gagcgggcga
   172381 gtaaaacccc catcatcagt ccactcagta aaaagcctac aacacggccg 
ctttgttgaa
   172441 ttggaaccag acttgcagca agtggtaaca aaagttgagc tgcgctggaa 
aataaaccag
   172501 taatgatagt gccaagcagt aaaagataaa tattgtgcga aaaaccgcta 
ataattaatc
   172561 cacttgaagc caataacata aagataaata gcagtttgcg cttttctatt 
atgtccccta
   172621 atggcattaa aaagagtaag ccacatgcgt aggtgatttg ggctagagtt 
ggcacccacg
   172681 ctgtagttgt ttcagttaaa tttagactta cactaattga gtgaataagt 
ggctgactaa
   172741 aataatttcc acctgtacaa atgcctgcgg caattgccat taaaataatg 
gttggggtat
   172801 agagtgcgtt tttcatcatg cctatagtca taatgaaagt ggaactttaa 
tcaacacaac
   172861 catgactctt ttaagtacgg ttattagtgc gtttcattca aggcatcttg 
aatattgtgc



   172921 accatgtgga ttaaacgtgg tccaatttca ccttcaagtt tttccggatt 
taaatgaaaa
   172981 cttggcgcac cacagttaaa aacataaaga ccatgtttag aactaactaa 
aggtacagcc
   173041 actgagttca cttctttatg ccactcacct aacgacaaac aatatccata 
atcttgataa
   173101 tcacggaaag ctcgttctaa tgagcgtttt atggctggcc agttttctgg 
attcttttgt
   173161 ttcaacgcat caagtagaaa attgcgctca cgttcaggag tcgcagccaa 
gcatgctcgt
   173221 cccattgaac tactatggat tggcaaagta gaaccaattg gacggcgcat 
attcaatgca
   173281 gtttcaattt gcacaacatc gatatacacc atatttaagc ggtcacgcgt 
tgccatcgcc
   173341 acaggcgctt gaacatactg actcatctct tccatatatt gatgagcaat 
attacgaatc
   173401 gagatgttag ataaagctgc atatcctaaa gataagacac caatatctag 
tgtgtatttg
   173461 gtcgagttag gcaattgttt taaataacct aatgaaacaa gggtattggt 
aatacgtgca
   173521 atggtcggtt taggtaaacc tgtcattttt gctaattctt ggttgccaag 
cacctgatta
   173581 tttgcagaaa agcatcttaa aagttctaaa ccgcgcgcta aagaagcaat 
aaattgcggg
   173641 ttattttccc gatgtatatg cgaaatagga tctaaacgta tctcatcaaa 
atttattggt
   173701 ttttcagttt ccgtgttttg agacattcga tcctcaaata taattaaagc 
aatagttttg
   173761 ccattatatt tcgctctgca aaataaatcc attcatcact gcgctgttgt 
gatgaatgga
   173821 tatcgggttc aatggttatg aaacgttttc aatcaccatc gcaagacctt 
gacctacacc
   173881 aatacatagg ctcaccacgg catatttctt cttacggcga attaactcgc 
gcgctactgt
   173941 taacgcaaga cgagcgcctg aagcaccaag tggatgacca acagcaatcg 
caccaccgtt
   174001 cgggttcaca cgtggatcat taaaatcaac atttaaacct tttaaacaag 
ataaaacttg
   174061 tgaagcaaag gcttcattaa tttcaataat gtccatgtca tctaaagtaa 
gaccagcacg
   174121 cgcaacagct tttttaatgg cttcgatcgg acctgcaccc ataatgcgtg 
gttcaatacc
   174181 agccgccgca gcagacaaga tttttgccat tggttttagg ccatattttt 
gacccgctgc
   174241 ttctgaacca atcaagagtg ctgctgcacc atcattaata cctgaggcat 
tacccgcagt
   174301 gaccacgcca ccttcaaaga gcggttttaa ctttgtaagt gcttcaacag 
ttgaacttgg
   174361 gcgagggtgt tcatcttcag aaacgagttt aggtggcaat tttttgcctt 
ggaaaacctc
   174421 aattggcgta atttcattgg caaagaaacc ttcttctttg gctttttgat 
atttggcttg
   174481 tgattgagct gcaaataaat cagcttgctc acggctaatc ccaaactcgg 
ctgcaacgtt



   174541 atcgcccgtt tcaggcattg aatgaccgcc gtactgcgca ataatttttt 
tattgggaaa
   174601 gcgagaacca atggtggtgt cataaatttt tgcatcacgg ctataagcac 
tttctgcttt
   174661 acccatcaca aagggtgcac gtgacatact ttctacacca cctgcaatat 
acagttcgcc
   174721 ttcaccacaa gtaatggcac gtgctgagtc aatcacggca cctaaaccac 
tagcacatag
   174781 gcggtttacc gtctggcccg gtacagtgac aggtaaacct gcaagtaata 
atgcatttcg
   174841 tgccacatta cgactatctt cacccgcttg attagtgtcg cctaaaataa 
catcttcaat
   174901 atccgcgccc ggtacaccag ttttttcaag tagtttttga atgaccgttg 
ctgctaaatc
   174961 atcaggacga attgaggcaa gttcacccgc atgacggcca aatggactac 
gcaaaccatc
   175021 atagatatat gcatttaaca ttgagaaatt ccttttcaag actcgtgagt 
aaaagtaaga
   175081 ggtaaatgaa gtgcgacacg acgctgtaac cacgggctag ggcggtaacg 
cgggtcatgc
   175141 gtaagtgctg ttatacggtt cagaataagt aagatttttt cactgccgac 
ttgatcgccc
   175201 cattcaattg gaccaaatgg gtagcctaag ccaagacgta ctgcagcatt 
aatgtcatct
   175261 accgttgcaa tattttgctg ggcaatatcg caacctaaat taatgaccat 
tgctaaaacg
   175321 cgctgcgcaa caaagccaat actttcagca atcatgctga ccatatttcc 
atctagattg
   175381 aaaatagagt gagaggcttg tcggtattca ggtttggtaa tgagtgaagg 
cattaaggta
   175441 cggtgctttg caatgccata aagcatgtct atagcaacag catgttctgg 
attaacccca
   175501 aggcgagtag ccgcttgagt ggtatcttca ccgtaacaag caagtaaaca 
taagctatct
   175561 gtttgtggtt cagaattggt gtctagggta atattttgct gagttaaata 
atcttcgagc
   175621 tgtttcttat catctaaaaa atcggcagcg atccaaactt ttggatattt 
tgctaaacgc
   175681 tctacaaact tcgcaggttg ttcacctgtt tttgaaccag tttcatagtt 
ataaaaaccc
   175741 tgattaactt tacgtccaag ttgtttagca tctagcattt gtttggtgag 
cgggtttggt
   175801 ttgtagcggg cttcttcata gtactgatga taaatcgact ccataactgg 
atgcgaaaca
   175861 tcaaggcctg ttaaatcgag taattcaaaa ggacccattc taaatcctac 
gccgtcacgt
   175921 aaaattcgat caatttcact gatatcacag acattctcat ttaaaatttt 
gagcgcttcg
   175981 gtgccataag ctcggcccgc gtgattaata ataaatccag gggtgtcctt 
cgctacaaca
   176041 gggcgatgac caaatgcacg agacagatcg tttaaagcat caataataag 
tgggtctgtt
   176101 tttaaaccac gaatgacttc gaccactttc ataagtggaa ctgggttaaa 
aaagtgataa



   176161 cccacaacac gctcaggctt tttgcaattt gcagcaatgg ctgtaataga 
aagagaagaa
   176221 gtgtttgagg ctaaaatagt attatccgaa acaatatctt caagctgctg 
catcaagctt
   176281 tgtttgatat caagacgttc aacaattgct tctacaatga ggtcgcaatt 
ttttaaatct
   176341 tcaatttgat gagcaacaat taaatggtta tttgccgctg ctgcttgctc 
agatgtaatc
   176401 ttatttttgt cgactaactt ttgaaatgta gcagccagtt tttctttagc 
ctgttctgct
   176461 gcacctgctt tggcatcata taaataagtg gtatgacctg actgtgcagc 
aatttgagca
   176521 ataccactgc ccataacacc tacaccaatc acagccatgc ttttaatatc 
ataagtcatg
   176581 tcgatcatcc tgattattga tctatatttg aaattaaacg gaaaaatagg 
gttgggtgat
   176641 ttagcttaag cattgtttat caccatcaat tggtaagatt tgtcctgaaa 
ttgagcgacc
   176701 actgtctgac gctaaaaata ggcataaatc tgcaatatgc tttggattga 
caaaatattt
   176761 gagcgactga tttttcagtg cattttgagt cacttcttca agtgaggtct 
gcgctacatc
   176821 ggcacgggcc tgtaatacgc gttgaacccg atcaccatcg actgcacccg 
gaagaatagc
   176881 gttaactcga atattatctg caccgagttc catagaaagc gttttggtaa 
aaccaatcag
   176941 tccccatttt gaagtggaat aggccaatcg atatggatag cctaagcgtc 
cggcaataga
   177001 tgacatattt ataatcacgc ctgcctgtgc ttgctttaaa tagggaatgg 
ctaactgggt
   177061 aattaaaaaa gtgctattca ggtttaaatt aatcaccgtg ttccaatctt 
caaaacttag
   177121 ctcatctgct gcaacggttg ggccggagat gcctgtgtta ttgactaaaa 
tatcaatacc
   177181 gccaagtttc tgaatggctt gactaaacat cagtttaatt tgctcatgat 
cagccaaatc
   177241 acaggtatat atatgtagct ttggataatc ttgttgaaat tgttctaggc 
ttttagcatt
   177301 aatatcacaa acaaaaactt catcctgatt gtttaaaaat acctcggcaa 
tgcatcgtcc
   177361 aatccctgaa ccacctgcac taatcaatac ttttctggcc attttcattc 
ctttgttatt
   177421 atggttttaa attatttacc ttgatacgac ggcttgcgct tttcgataaa 
agcttgaacg
   177481 ccttcatttt tatcttcggt cgaaaacagt aactggaatg cttttcgttc 
tagagttaag
   177541 cctgcattta atggaacatc ctcgctcatc aacgcaactt ctttaatttg 
ttgcagggca
   177601 atcggcggca tttttgcgag gctttgtgcc atttgaattg cagttggaat 
agtttggtca
   177661 tcttctgtga cttgtgaaac aagaccaatc aaataagctt cttcggcttt 
gaccatggcg
   177721 cccgtcataa tcatgcgcat ggcatggaat ttacccacag cacggaataa 
acgttgtgta



   177781 ccgccagcac caggcattaa accaacttta atttccggct ggccaaaggt 
tgcgccttta
   177841 cctgcaataa taatgtcagc atgcattgca agttcgcagc caccccctaa 
tgcataacca
   177901 tttacggcag caatcacggg tttagggcac tgggcaatcg cattccaata 
acgttctgta
   177961 tgacgcaata acatttctgt ggaagttgcg gttgccattt cttttagatc 
tgcacctgca
   178021 gcaaagactt cttcaccgcc tgtgagcaca accgcattga tctcatcgtt 
aaaacttaac
   178081 tcggtaaaag cttgtgcgag ttgtttacga acttcaccgt ttaaagcatt 
ttttgcttct
   178141 gggcggttaa ttttaacaac cgctattttt tgaatagaaa agtcgacttc 
tacgaaatta
   178201 ttccctgttg acacactcat ttttgaattc cttgtttcgc atatcaaaac 
tatattcctt
   178261 ttatgatgct tattttggaa tttatttcaa gtcttatttc ttttaagagc 
gtagttgtta
   178321 tcttttaaaa gatctaagtt attgatatta cgtagtggtc taattttaaa 
tttcgttaaa
   178381 cgaaattaat tttcaaaaaa gcttgaaatt tgtatttttg ttctcgtact 
atgaaacaca
   178441 tccgcagtaa acaagattta aaatatggta tccagattag ctggagatgg 
ctgatgggta
   178501 cgatggaaat acataaaaag ggagatcaca gatgatccgt gatgaaggga 
tgttggagca
   178561 gttactttca acaattcgag attttgtaaa aaatgaattg atccctcgtg 
aaaacgaagt
   178621 ggtagagaaa gacaaaattc cggatgacat tgtgcagcaa atgcgtgagc 
ttggtttgtt
   178681 tggtcttaca attcccgaag aatatggtgg cttaggtatc actatggaag 
aggaagtcag
   178741 agttgcattt gaacttgggc aaacttcacc ggcttttcgc tctttaattg 
gcaccaataa
   178801 cgggattggc tcaagtgcaa ttttgattga tggcacagaa gagcaaaagc 
agaaatattt
   178861 accgcgttat gcaagtggcg aaattattgg ttcattttgt ttaaccgagc 
ctgaatctgg
   178921 ttctgatgct gcctctttaa aaaccagtgc tgtaaaagac ggcgattttt 
atgtattaaa
   178981 cggcaccaaa cgttttatta ccaatgcacc ccatgctgca acttttaccg 
taatggctcg
   179041 aacgaatcct gaaattaaag ggtcgggtgg catttcagct tttttagtcg 
aggccaatac
   179101 accgggcatt acattaggca aaattgacca aaaaatgggg caaaagggtt 
cacatacctg
   179161 tgatgtgatt tttgaaaatt gccgtgtacc tgcttctgca ctcattggtg 
gcgtagaagg
   179221 tgtcggtttt aaaacggcca tgaaagtgct tgataaaggg cgtttgcaca 
ttggtgccta
   179281 tagcgtgggt gttgccgaac gcatgttaaa cgacgcattg cactatgcga 
ttgagcgtaa
   179341 gcagtttggt cagcctattg cgaactttca gcttattcaa gccatgcttg 
ccgactcaaa



   179401 agccgagatt tatgcagcta aatgtatggt cctagatgca gctcgccgcc 
gtgacaatgg
   179461 tgaaaacatt agtacggaag catcttgcgc aaaaatgttt gcgaccgaaa 
tgtgtggtcg
   179521 tgttgctgac cgctgtgtac agattcacgg tggtgcgggc tatatcagtg 
aatatgccat
   179581 cgagcgtttt tatcgagatg tgcgtttgtt ccgtttatat gaaggaacca 
cgcaaattca
   179641 acaacttatt attgccaaaa acatgattag ggaagctaca gcctaataaa 
aaatcaaatg
   179701 ccatgaggca tgggatgcct catgttcctt ctgaggatat ggacatgaca 
acaaagactg
   179761 ttacagagaa tatgagtagc actgaagcta ttcaaacacc aaaaaagatt 
tggattacag
   179821 cttttatatt cgcttttttt acacttttat gtgacggggc cgatttaggt 
tttttggcat
   179881 taagcctcac tagtcttaaa gcagagtttc atttaactgg tgtgcaagcc 
ggaacattag
   179941 gaagcttgac actatttggt tcggccgtgg gtggtcttat tggtggttgg 
gcttgcgacc
   180001 gttttggtcg ggttcgcatt attgttttct ttattgcttt ttcttcgata 
ttaacctgcg
   180061 cactcggctt tacacattct tatatgcaat ttgcagtttt aagaacaata 
ggcgccatgg
   180121 gcttaggtgc actttatatt gcctgtaaca ttcttatgtc tgaaatggtg 
ccaaccaaac
   180181 accgttctac cgttttagca acgctgatga caggttatac actaggttct 
ttattagcga
   180241 cattactagc aggtcatatt attcctgaac atggctggcg ttttctatac 
tggattgcaa
   180301 ttacgcctgt ggttttgtca gttttgatgc atttttgtgt acctgaacct 
gagtcatgga
   180361 aaaaagctcg tcaattaaaa gcgctagatg tcgctcaaag taaccaacct 
aaaaaacgtc
   180421 aaaatccata tcttgagatt ttaagagata aaaaacacgg caccatgttt 
attctttgga
   180481 ttattagtac tggggcattg cagtttggtt attacggcgt aagtaactgg 
ttacctgctt
   180541 atttagagtc tgatcttggc atcaagttta aagaaatggc catgtatatg 
gtcggtacat
   180601 tcctaattat gatgtttgcc aaagtaatcg cagggatcgt tgccgataaa 
ttaggacgcc
   180661 gcgctgtatt cgcttttgga accattggta cagccttatt tattccggtc 
attgtctact
   180721 taaatacacc aaccaacatt ttatggatga tgctgttctt cggtttcctt 
tacggtatac
   180781 cttacgcaat taatgccacc tatatgacag aaagcttccc gacttctatt 
cgaggctcgg
   180841 cagtgggcgg tgcttataac attggcaaag tactttcaat tttctctcca 
ttaacaattg
   180901 gttatctatc gcaaaacggt tctattggtt tagggctctt ggtgatggct 
gcagcttatt
   180961 ttatctgcgg tgtaattcca ttgttattta ttaaagaccg actatttaac 
ccgcaaaagg



   181021 cagagtgaca gatcaatctg tcaccttaaa ttaaggatga aaagggacaa 
gtgagatgat
   181081 aaataaaatc accagtgaca tcgaaccgat tttaaaagct attcctgatg 
gggcaaccat
   181141 catgacaggc gggtttggtg tgacggggca acctgctgaa ttaattgaag 
ccttaatcga
   181201 tttaggaaaa aaagaactca ccattgtaaa taacaatgca gcttctggtg 
atcgtggttt
   181261 aacaaatctg attattgctg gctgtgtcaa aaaaatgatt tgttcttttc 
cgaaatctgc
   181321 tggatcaacc gtttttcaag acttatatag agcgggaaaa attgagttag 
aactggttcc
   181381 acaaggtaat ttggcttgtc gtattcaggc cgcaggtgct ggtctcgggg 
ctatttttac
   181441 tccgactggt tatggcacta aagttgccga gggtaaagag acccgaacca 
ttaacggtaa
   181501 aaactatgtg cttgaatacc cacttgaagc tgattttgca ctgatttatg 
ccgataaagc
   181561 tgaccgctgg ggcaatttaa cttaccgcaa agcggcccgc aattttggcc 
caattatggc
   181621 aaaagccgcc aagaccacga ttgttcaagt gaatgacacc gtagagctag 
gaacgcttga
   181681 ccctgagtgc attattacac cgggaatttt tgtacagcac gttgtaaaag 
taggagatat
   181741 ctaatgtcag ttcaaaagcg ttctcgtgaa gatattgcca agctcattgc 
caatgacatt
   181801 ccggaaggtt cttatgtcaa tttagggatt ggcttaccga ccaacgttgc 
taaatttttg
   181861 ccaaaagaca aagaaatctt tttacattcg gaaaatggag ttttggcttt 
tggtccacca
   181921 ccacaaccgg gtgaggaaga tcaagatttg gttaatgctg gaaaagaact 
tgttactttg
   181981 ttagacggtg gatgctttat gcatcatggc gactcatttg acattatgcg 
tggcggtcat
   182041 ctggacattt gtgtgattgg tgcattccaa gttgcggtaa atggagactt 
ggcaaactgg
   182101 cataccggta aggcagatga tgtgccggca gttggcggtg ctatggattt 
ggcagttggt
   182161 gcaaaaacga tttatgtcta tatggagcat gtcactaaaa aaggtgagcc 
caaaattgta
   182221 aaagaactga gctatccaat aacgggtgag cagtgtgtaa accgtattta 
taccgattta
   182281 tgcattattg aactcaaaga ccaaaaagct tacgtcaagg aaatggtaga 
cggcttaact
   182341 tttgatgaat tacaggcagt cactgactgt gaattaatcg atgcacgtgt 
agcctaaata
   182401 cacacggaaa aacgcttctt taaggattaa aagatgaaaa aattaatttt 
agctgcagct
   182461 tgtgctgcgg cttcagggac tatttttgca aattcttcag atacgacaga 
acaaagaatt
   182521 aatttgctag aaactgagct gcaaaaatta aaagcagaac ttgctgctca 
gaaacaaact
   182581 caaaataatt tacaggtcaa acaggttaag atcgaagaga acattgaaaa 
aactaaagca



   182641 acggtaacag aaaagccagt tgctccttca tgggtcactt ggacggataa 
tgttaaggtt
   182701 tacggtattg cccgtattga tgcagcggtc gattttaaat catcgcctga 
ttcgggtggt
   182761 agaacgacca gcagcctgta ccgaacacct tttgaaagtg aaaaacgttc 
aaaccatgca
   182821 cgctctgatg ccatgattaa tgcaagccga ttaggcgttt attttaatag 
cccaaataaa
   182881 gcggttacag ggaatatcga ggccgatttc tttgatagtt ctaacatggg 
aacgggggat
   182941 ggtaaattcc gcatccgtca tgcatttttt acctataaag actggacctt 
tggtcaaaca
   183001 tggtcactca tgtctaacat ggaaacccgt acagaagctg ttgattacac 
ccaatttgtg
   183061 ggaacctctt atacgcgtac tcctcaaatt cgctatgact ggaaaattga 
tgccaataat
   183121 gatttaaaag tagctttgga atatacaggt tcgagagtat cggcatttcc 
aactttaacg
   183181 ggtcgctata cctttaaaca aggtccttta acggcacttg ctcaaggctt 
tattaatgaa
   183241 aagtctacag atgtcgcaac tgccacggtg aagaaagtaa gttggggtgc 
tggaggcggc
   183301 ttaaaatatc aactcacgcc acaacaatca gtacaagcaa attatcaata 
tattgtcggt
   183361 gatcaaaaat ttatgccgta taccacccaa agtgggttgg caaattcaac 
aagtttaaat
   183421 gccgcgggtg atttctcatt aaacgaagac aaaacagatt tggttatgaa 
taagttgaat
   183481 agcatcaata ttggttattc atataaattt aatgagcaat ggcgtgcaaa 
cttatcggct
   183541 tcaatgtttg attatgacga cgacacggca tatgccaaac tcaacccaga 
tgctaataaa
   183601 cgcttaacgg actacgcagc taacgtcttt tattcaccga ttgagcaaat 
ggatattggg
   183661 atggaatatc accaaggcaa acgagaagtg tttgacggca gaaccgctga 
tgtatcacgt
   183721 gtaaactttg tttcgatgta taaattttaa aatagggcgt agttaaaaat 
ggaaaaaata
   183781 gttgagccca atgcagaaaa tatactgtca aaaagcttta tttttatcat 
ggcaatgaca
   183841 tgtggaattt gtgcgggttc aaactattat aaccagccct taatctattc 
gattgctgaa
   183901 gcattaaaag ttaatgccga ccaagttgct ttaactattg tgattagcca 
actgtcatat
   183961 gcagttggcc tttttatatt ggttccctta ggcgactttt ttgaaaagcg 
tagttatatt
   184021 tgcttgctca tgtgttgtac ggggcttgca caagtaggac tatccttaag 
tcaaaccttg
   184081 ccagctttat atggctttac ctttttagcc acattctttt cgattgcgac 
tcaagttttg
   184141 gttccttttg ccgcaggttt agccagcccg aaaaaaagcc ctcaagttgt 
aggcactctc
   184201 atgagtggtt tgttcttggg aatattattg gcacgctcta ttgcaggctt 
actttctaca



   184261 gtttggtctt ggcatgcggt ttatttaatt agcggaattg tcattttggt 
gtttgcttgg
   184321 gtaatgtggg taaagttacc agttgcgcgt aagtctcacc aacttaatat 
tctacagatt
   184381 tatggttcac tattttcatt agctgttcat cagcctcatt tactacgccg 
tggtttggca
   184441 gggggaattg gctttggtat tttggctctt atttttacta ccatgacttt 
tattttggcg
   184501 aatgagcctt atcactttaa cgatttccag attggtttat ttggaatagt 
gggcttggcc
   184561 ggtgtatttg cgaccccatg ggcaggtaag aaaattgcag caggtcttga 
aaataaaatt
   184621 gcagtgattt gcatggggtt attaatgagt gcatggatac ccctattttt 
tgcgcagcag
   184681 tctctggttg cctacgctgt tggtgtgatt atggcgtact tcggtttatc 
agcatttcat
   184741 gtgcttaacc aaaatttggt ctatcgaatt tcggccgagg cacgctcccg 
tattaattca
   184801 atttatatga ccttatattt tggcggagcc gccttaggtt cttttattgc 
ggtgtatgct
   184861 tggaaacatt ggggatggga agcatgtgca gccttaggtt tagcgatggc 
aatgttaagt
   184921 ttcgtgattg atcgcttaga tttttatgaa atgaacaaga tagcaaagca 
agaaaaagct
   184981 ccataaatag gagcttagat attttattat ttgcgaataa tcattaaggt 
tgccgaagca
   185041 aaagcataca ctttgccgtt ctcatctacg attttacctt gggtactaat 
aatattgcgg
   185101 cccgcattga tcaactcggc cgtcgcatag taagacgtat caacctgcat 
ggggcggatc
   185161 atttttacat ttaaatcaat ggttccatag ccgacaccat gttcaagtaa 
agtgtgagct
   185221 gcactgccag ttgctgtatc taaagctgtg gcgcaaaagc cgccgtgtac 
accaccttga
   185281 atatttctat gttctttgcg gggagtaact ttataagttg ctttaccttc 
agaaacttca
   185341 acgagttcca ttggtatagt gtgagccata ggtgatggag aaacttcacc 
attttttaaa
   185401 gcggttaaaa attcaagacc tgtgtatttc gggctttcca taaatcgtcc 
ttgcatgatt
   185461 aagcaatcta atcaccatac tataaattga ttttttacgg aataaaattt 
tgcaatacaa
   185521 aatataaatt tattctagtt aaacaagact aattaatttt tatcttatat 
ttttttttga
   185581 aaacatatat ttatatttta tctctatggc taagttagaa taattttatt 
aaactagtga
   185641 aaatatattt tgctataaga aattttttga tattttggtg agattgaaac 
aataaaaagt
   185701 ccattttaag gaaaaacgat atctgcccat gacataggca gtgaagtgaa 
aggaaaaaac
   185761 tatgccttta tacaaagctc cattacgtga tatgcaattt gtactgcatg 
aaatgcttca
   185821 aacagaacaa aactatcaag gtttaagaaa atatcaggaa agcgtaaatc 
gagaattaat



   185881 tgatcaatat ttagaagcag cagcagattt ttgtgaaaat gagttggcac 
cgattaacca
   185941 aaatggtgat caggaaggct gtcatttaaa tcaaggcgta gtcacaaccc 
cgaaagggtt
   186001 taaagaagcc taccaaaaat atgccgagct tggttttact tcattaacag 
ccgatccgga
   186061 atatggtggg cagggcttgc cgacattgct gcggattgcg atttctgaaa 
tgttatgtgg
   186121 ttctaattgg gcttgggcaa tgtatccggg attgtcacat ggcgcaatga 
gaacgattga
   186181 gcatcatggg accgagcaac aaaaacaaaa gtttttgact aaactcatta 
gcggtgtttg
   186241 gaccggaacg atgtgtttaa ccgaatcaca tgcaggctca gaccttgggt 
taattagaac
   186301 gaaagcagaa ccaaatccgg acggtagcta ctccattaca ggtgaaaaga 
tttttatctc
   186361 ggcgggtgag catgatcttt ctgaaaatat tattcatatt gttttagccc 
gtttgcctca
   186421 cgcacctgca gggaccaaag gtatttcttt atttattgtg cctaaattta 
atgtgagtga
   186481 cgacggtcag gtgctggacc gtaataaagt cgtctgtagc gcgattgaac 
ataaaatggg
   186541 gattcatggc aatgccacct gtgtactgaa ttttgatggc gcaaaaggtt 
acttaattgg
   186601 ccctgaaaat cgcgggctca atagtatgtt tacctttatg aataccgcac 
gtattggaac
   186661 ggcagtacaa gggcttgctg cttctgaaat ttcatttcaa ggctcattaa 
gttatgccaa
   186721 agagcgcctc gctatgcgtt cgttatccgg tcctaaatat cctgacaaaa 
atgccgatcc
   186781 aattattgtg catcccgctg tacgttcaat gttaatgaca caaaaagctt 
tttccgaagg
   186841 tggtcgtgcg ctggcttatt ttctggctca gcatgtcgat attgtcgaaa 
gctcaaacga
   186901 tcaggaacag caaaaacact ccgacgaatt actggctttt ttaacgccaa 
ttgctaaggc
   186961 ctttttaaca gagtcgggta atgagtctgc aaagcatggc gttcaagtat 
ttggcggcca
   187021 cggctttatt gttgagcatg gtatggagca aattgtacgt gatgcacgta 
tctcaacctt
   187081 gtatgaagga acaacagaga ttcagtctct agatctgctg gcacgtaaag 
tcctcaagtc
   187141 ggaaggcaaa cttttaaaga acatgactga tttaattgag cagtttatta 
gccagcacca
   187201 attcaatgaa gtgctgaaac cttatctaga aaaattagct gagcttaagc 
agcaatggct
   187261 gtcactgacc aaatcgattg cagagaaagc caagcacaac cctgaagaaa 
taggagccgc
   187321 ttcagtagat tatctttatt tttccagtta cgttgtgttc gcgtatttgt 
gggctcgaat
   187381 ggcacaagtt gcccatgaaa aattagaatc gggtacacaa gaggaagatt 
tttataaagc
   187441 aaaattaacg acagctaagt ttttctatca aaagcttttg catcgtacac 
agagtcatgc



   187501 tgcttctatt gagtctggag ctgaatctgt gatggagctc gatcaagatg 
cttttgcttt
   187561 ttagtgaatg gtaagttcta gaatcgctgg gtgaaattga catgcgaaat 
tttacctagt
   187621 gattaaattt gtaattttag actcattagt ttttggtagg aaaaaccagt 
tgagccaaag
   187681 aaatagaggg ttaacataag cattaaaacg tgaattttca tcaaatattg 
aagttgtata
   187741 aggactaagg aaagaaaatc atgaatgctt attatcaatt actgaataga 
acaattggtc
   187801 ctcaaggtga agtgattgct cattattgct caactgttca tgcacaaggt 
gcttggaacc
   187861 ctcatgaaca gcatatggcg cctgcaagtg gtgtcatcgc agtagagtta 
gaacagtttt
   187921 caccgcgaca agatatgcga attggccgaa ttagttttga tatttttgga 
ttaattgcat
   187981 ttggtgaatt tacgattaag acccatgtca ttcgtgccgg taaaacgatt 
gaattgattg
   188041 aagcagaact acaagcacaa ggtaaaactt gtattgtggc tagagcgtgg 
cgcatgtgca
   188101 ctcaagacag ttccgagatt gcggggcttg aagatcaacc aattcatcat 
cccgatacct
   188161 ttactgagtg gtcgggcatg aaaagatggc cgggtggttt tatccagaca 
ttagtcacta
   188221 aaactaatga tcagcatcgc gcgggcaaag gcattgtttg gctaaacaat 
gacaaagaaa
   188281 tggttgaagg gcagccgacc acagattttg cgcatttaat tggcatggta 
gatgcggcaa
   188341 acggcattgt cccaagacaa gaaggagaat ttacttgggg cttcccaaat 
cttgatttac
   188401 aaatccacat gcaccgttat ccgcaaggga aatggctagg tttggaaacc 
gttcagcaat
   188461 atggttcgga tggcattggt ttaaccagtg cagttttaca tgatgtgtat 
ggtccatttg
   188521 gacgaagcga gcagattttg actttacgta aaatgactaa ataaattttt 
gagccaataa
   188581 aaagtcatcc ctaaggatga cttttttatt ttgagattta atttttagtt 
acggactttt
   188641 agtagtgttg gggtaagttc atcccaacgt tgttttgcag cgtccattgc 
tttcattttg
   188701 atatgtccat aaccgcggac ttctgccggt agttttgcaa tttgttcagc 
aactgccaag
   188761 ttatgattgt ctggtgcttc aacaagtgct tcaacaaatg cgatgtaacg 
gtcacgccaa
   188821 gcttgttcgt gttgacgttc ttcttgacgt gcaaatgggt caaggaaagt 
ttcacgaagc
   188881 cattgtaaac gagcaagcat catcattggg aagcgcatcc agtaaccaaa 
cgcacgttta
   188941 cggacatttt tcaggccacc aagtaatgct ggcggagcaa gatgatacgt 
taaacgtaag
   189001 cctttaccga attgggtttc gatcgattct ttgaagcttt tacctgttag 
tagacgtgca
   189061 acttcatatt catctttata agccataact ctataaagct gagttgcaat 
cgtacctgtt



   189121 aactcttctg gtaacttttt agctgccaat tctacaagtg tgcggtattt 
agctgcataa
   189181 gcttcattcc agtagtctgt tagacgagca gaacggtctt caacaagttc 
agccaaagtt
   189241 tgcggagttt tagtttttgg cattgctgca agtaaacgag cagctaaagt 
cgggtcactt
   189301 gcaagatgac aacccacgcg gaaagcttcg atgttctttt caacagccgt 
accatttagg
   189361 cgaattgctt tttcaatgct ttcacgtaat agcggaatgc gaccagattg 
ccatgccata
   189421 ccgagtaata actggttggt ataaattgaa tcacctaaga gtagtgtggc 
aatgcgagcc
   189481 gctggtagag aaaccagttg accttgacga acacgaccac gaagacgatc 
aattaaatcg
   189541 gtaataggcg cataccagtc acgagattta ataaactcag aagtaggagt 
gctgtcttca
   189601 ttcacaatga ctagagcatc ttcttttaag cgcgaaaggg ctgcaccact 
accagcaact
   189661 accgcatctg caccaatgag taattcacat tgacctgctg gaattttggt 
cgaagaaatt
   189721 tgctcatcac ttgctgcaag ttgtacgtat gaataaaccg taccaccttt 
ttgcgcaaga
   189781 cctgccatat ccataacacg tgttgctttg ccttctaggt gagctgccat 
accaagaagt
   189841 gcaccgatag tcacaacacc cgtaccacca ataccaccga ccataatgcg 
acttggaaca
   189901 tcatataact gaggaataat tggggacgtt ggccatcctg cgctaatacc 
ttcaaattta
   189961 gcaggacgtt tcatatcacg tgtatgaaca gtcacaaagc ttgggcagaa 
cccttcagca
   190021 caagtgaagt ccttattaca actactttgg ttaatttgac gtttagtgcc 
taaagctgtt
   190081 tctactggct caatagataa acagtttgat tttttagaac agtcgccaca 
gccttcgcaa
   190141 atatcggtat taatgaataa acgttcagct gggtcagggt aagcatcgcg 
tttacggcga
   190201 cggcgttttt cactggcaca ggtttgtaca taaattaaag cagttacacc 
tgaaatttca
   190261 cgtagctcac gttgaactgc gtcaagttca ttacggtggc gaatttctac 
acctggtgca
   190321 ataccgtctt cttcatttaa cagtttgatt tcatcagtca caatgacttg 
ttttttaata
   190381 ccttcggcat cgagctgacg agttaattgt gcaacgctca aatgaccatc 
tacatgctga
   190441 ccgcctgtca tagcgactgc gtcgttgtaa aggattttgt aggtgatatt 
ggtttttgcg
   190501 gcgatagatt gacgaattgc caagtaacct gagtggaagt aagtcccatc 
accaaggtta
   190561 gcaaaaatgt gtttttcatt ggtaaaaggt gatgcaccga cccagcttac 
accttcacca
   190621 cccatttgag agaatgtttc ggtaccgcgg tcaagcgaaa cagcaatata 
gtgacaacca
   190681 ataccaccta atgcacggct accttcagga acgactgttg atgagttatg 
tgggcaacca



   190741 ctgcagaaat aaggtttacg ttcagcaagg tcaataacac gttttgattc 
ttgctctgct
   190801 tttagtagta agtcgattct gctttgaatt tgtactttta agctttctgg 
aatatctagt
   190861 tttaagaagc gagcagccag catttttgca atcggttcag gctggtactc 
atagtgacca
   190921 atgagtggtg cttcttcaat agaggtactc cattcacctt tgccgtcagt 
tgctttacca
   190981 atgacacgag gacgttggtc atcaggaagt gagtaaagct catctttaat 
ttgtgtttca
   191041 agaattggac gtttttcttc aataacgatc aactcttcta aacctttggc 
aaattcacga
   191101 ataccttgtg gttctaaagg ccaaatcaga ccaacttgat aaacacgtag 
cccaagctgt
   191161 tgggctgttt catcttcaat tcctaaaata cgtagggctt caatggtatc 
taaataacct
   191221 ttaccacttg cagcaatacc aatacgggca ttttcacaag gccatgttac 
ggtattgatt
   191281 ttattcgcac gggcataggc caaaacagca ggtaagcgat atttataaag 
acgttcttct
   191341 tgttggatgc catgatctgg ccaacgaatg ttaacgccac cctctgggaa 
attaacatct
   191401 tctggtataa caggagtgac acggtctaag tcgacatgaa ctgaagcgga 
agtttctaca
   191461 atttcactga ctagcttcat tgaagtccaa agaccagaaa aacgtgaaac 
tgcgatggcg
   191521 tgaacaccaa agtctaaaat ttgttgaacg gatgttgggt agaaaattgg 
aataccgcaa
   191581 ccaatcatga catgttcaga ctggtgggga actgtagaag atttgcatga 
gtggtcatca
   191641 ccaaataaag caacaacacc accacgttca gaggtaccag ctaagttagc 
atggcggagt
   191701 acatcgcctg aacggtcaac acccgggcct ttaccatacc accatgaaga 
cactccatca
   191761 tatttgcctt gacctgaaag atttgcttgt tgtgtacccc agattgcggt 
agcagccaag
   191821 tcttcgttta caccaggttg aaatacgaca ttatgggatt tgagtaaccc 
ttcaacttgc
   191881 caaaggaaat tatcatagtt accaataggg gagccacgat aaccagaaat 
aaaaccagca
   191941 gtatgataac cattgatcgc gtcacggcga gtttgggcaa gaggcaaccg 
aacaagtgcc
   192001 tgaatgccgg tcataaatgc tgtaccgtta tcacttacat atttatcttc 
aagtgacaca
   192061 tcctttgttg caataatatt tggagtgact tttgtagcta tattcattta 
tatctcctta
   192121 gaatttttag tagctcggac tactttcttt tttcaacatc cagttgaata 
tttggagcaa
   192181 gtgacatacg aaataaaaaa gatcggttcc tcttcttaaa aaagaattag 
tgccaatgta
   192241 tgtacattta gtcattgtgg ttgatctaaa ctggtgcaac aatccgtaat 
ttaggaaaag
   192301 atatttacgt tatgcgcaaa aatctcgatg gtggactttt gcatgcaatg 
catgcattcc



   192361 tgaaagtgat tgatagcggg agtttcacag cagcagctga gcagatggat 
ctgaccacag
   192421 cacaggtttc acgtcttatc agcgagctag aaacacgctt aggtacaaaa 
ttaatacaac
   192481 gctcaacgcg ccagcaggca ctgaccgata ttggtgcgac ttatgcagag 
cgttgtcggc
   192541 aagttatttc aatggtggat gaagcagagg cagaagtcac cggaacggca 
tctaaaccca
   192601 aaggtcgttt acgtgtatta agtatgggaa gctttgggca tcattatgtt 
ttccctgtca
   192661 tggccgagtt ttgtaagcat tatcccgaat taaccgtgga atatacgacc 
tcacaatacg
   192721 ttccagactt gttggcaaaa ggggtggatg tcagtcttta tctcactgaa 
tcattaacag
   192781 attctcgttt tgtggcacgt agaattggca ctattttttc tgttttatgt 
gcttcacctg
   192841 cgtatctaga aaaacatggt gttcctaagt ctccagaaga cttaaaaaat 
catgcctgtt
   192901 tacgcttggt aaacccgtct attacaccag attggcattt gttaaatgcc 
aatggtgagt
   192961 cttatcaaat cgacattggg gggcaactca ttgcagataa ccctgagtta 
ttactagatg
   193021 tggtacaaca agatatgggt gtcgcgttat tgccaatgtt ttcggcttta 
gacgcggttc
   193081 aaaatggaag attatgtcat atcttgccag agtggcgttc gcccgatatc 
ggagtttata
   193141 ccttattgcc ttcacgccat tttattgatg ccaaaacacg cgcatggttg 
gattgggtag
   193201 aagaatatat ttctccaaga attgaaatgg atgcatctta tttttataaa 
taatgagata
   193261 aattttttaa ggattacaat tgaaaaaggg tgaagaataa tacggattag 
aataaaaata
   193321 gggtagaaaa tgcttctttt taaagaggca tttaatacag agatgaacga 
taaattttaa
   193381 aaaaattgca tgagggattg aatcccaatt cctgaacaga atgagataaa 
gatgagatag
   193441 gatgatctgg tacttggcct aatattcagc tttataccag atgctgagct 
attttaattt
   193501 atgactatgc acacttagtt tgccaatacg catttgcata attcgacaag 
ctttttcggt
   193561 ttaatacatt gctaatattt tggctggctt gcatcaattt ttctaaatta 
atgccagttt
   193621 caaaacccat gtgtgacagc aaataaaaca aatcttcggt tgatacattg 
ccagaggcgc
   193681 ctttggcata agggcaacct ccaagtcctg caagagacga atcaaaaaca 
cgaatacctt
   193741 gctgtaaaga ctgataaata ttggcaattg ccatgccata ggtgttgtgg 
aaatgcccag
   193801 ctaatacctt gctatcgagt tcagcaaggc aggcttgcca taccttttga 
acgcgatctg
   193861 gtgttgcggt gccaatggtt tcacctaaag acacttcata gcagcccatg 
tcatagagtc
   193921 gtttaaccac tttcaccact tgctcaggtg caattgcgcc ttcataagga 
caatcgacaa



   193981 tacaagagac atagccgcgt acacggatgt tatgtgcttt tgctgcgttc 
aggacatcgc
   194041 taaacttttc aaagctttcg tcgattgaac agttgatatt tttacgggta 
aaactttcag
   194101 aagctgcggt aaacaccgca acctctttgc atcctaccgc ttgagcagtt 
tcaaaacctt
   194161 taatatttgg agtaagcagg ctaaattgca catcggttgt ttggggtaat 
aacttaaata
   194221 gctcgtcact ttgggccatt tgcggtaccc attttgccga aacgcatgaa 
ccgacttcaa
   194281 ttgattttag gcctgcactg attagatcgt taatgaagtt taagcgttgt 
tcgacagtta
   194341 aagcctgctt ttcattttgg aggccgtctc tgggaccgac ctccacgatt 
ttgacaaact
   194401 cactcatgca acttcctcct gtgcaggctg aaattccaca agctcatcgc 
cagctttgac
   194461 ctgatcaccg acttggaaat aggaatctac aatcacgcca tctttagggg 
cacggatggt
   194521 atattccatt ttcatggctt caagcgtcat taaaatatcg tctttcttca 
cgctatgatt
   194581 tgcactgact agcacttgag tgaccacacc cggcattggg gcttttaagt 
gaccttcatc
   194641 ggcttggcta tctgcttgat taaagtcttg gcggatataa gcaaacttat 
agctttgacc
   194701 attttggaac aaggtaatgc cttgctgact ttggttaaaa ggtagctttt 
gctgagtctc
   194761 accaatttga acagaggcag tatgtgcatc aagcaattga cctgaaattg 
ggtagctttg
   194821 accgttatat tctgcggtga agccatcttc atttgaggca aatttaattt 
gaatattttg
   194881 gtttaaataa ttcagtttaa tgctgtgctg ataagcaata tttaaacgcc 
aaagtggctg
   194941 agcttgccaa agctgttttt ggcttgagct gttgttattc agtttgctta 
aaaactcaat
   195001 aaatgccgct gctaccacca gttccggttt aatttcttca ggactaaaca 
agaagttttg
   195061 ttcacgttga atcaggttgg tatcaagctt ggcttgttta aaagactcac 
tgcgtacaat
   195121 tttttcaaga aaggcaatgt tgttacctaa gccatccaca tggaattggc 
ttaaagcatt
   195181 ttgcatttga ataagtgcag cttcacgatt tttaccccat acaatcagtt 
tggcaatcat
   195241 tgggtcgtaa taggttgtga tttcatcgcc ttcaacaata ccgctgtcta 
cacgcacata
   195301 ttggttttgc gttgggtaat gcaaatagtc aattttaccg attgcaggta 
aaaagccttt
   195361 ttcaggttct tcggcgtaaa tacgtgcttc aagcgcatgg ccgtgaattt 
ttaattcgtt
   195421 ttgtagttta ggtaaaggtt caccataagc cacacgaagt tgccactcga 
ccaagtcttc
   195481 acctgtaatc atttcggtga cagggtgttc gacttgtaaa cgggtattca 
tttccatgaa
   195541 atacgccgtt ccatcttgtt ctacaataaa ctcaactgta ccagcaccga 
cataatttac



   195601 cgcacgtgca gcatcaattg cagcttggcg cattgcatcg agcttctcgc 
ttggcatttg
   195661 tggagcaggg gcttcttcta acactttttg gtgacggcgt tgtaccgaac 
aatcacgttc
   195721 aaacaaatgt acatagttgc catgtgtatc gccaaacact tgcacttcaa 
tatggcgcgg
   195781 ttgaatcaca taacgctcaa tcaagacatc atcattacca aagctggatt 
tggcttcacg
   195841 tttacaagag gctaaggcat gcagaaaatc ttcactgcgt tcaaccagac 
tcatgccttt
   195901 accaccgccg cccgcactgg ctttaattaa aacaggatag ccaattcggt 
ctgcctgttg
   195961 ttttaaaaag tcggcatctt ggttggttcc gtgataaccc ggtgttaaag 
gaacacctgc
   196021 tttttccatt aaagctttcg aggtcgcttt taagcccatc gctaaaatgg 
catccactgg
   196081 cgggccaata aagcaaatgt tgtgttgttg gcaagcgagt gcgaactggt 
cgttttcaga
   196141 aaggaagcca tagcccggat gaaccgcttg gctgcctgta tcaatcgctg 
cttgtataat
   196201 acggtcaacc tgtaaataac tttgtgttgc aggggactga ccaatataaa 
ccgcttcatc
   196261 tgcaagtttg acgtgttgtg catttgcgtc tgcatctgag taaacggcaa 
ccgttctaat
   196321 acctaatttt ttagctgtac gaattacgcg gcaggcaatc tcgccacggt 
tcgcaattaa
   196381 aatcttttca aacatgatga tcgtccttaa ttgttgttat tcgagttaga 
aacccaagca
   196441 ggctgttgtt tatttaaaaa ggcacttaga ccttcttttg cctcactgcc 
ttgacgaact
   196501 tgagcaatat gatgtgctgt ctgttgcagc aagtcattgc tcatggtctg 
gttgctcacc
   196561 atttgaatga gttgttttga ggccgcttgg gcatgcgggc caccgagtaa 
tagagcatca
   196621 ataatttctt gaactttttt atctaagtct tcagcatctg ctacttcgtg 
tgctaaacca
   196681 atttgtttgg cttcacgtgc tgaaatccgc tcggcagtta aaaagtaacg 
agaggcttgt
   196741 cttgcaccaa tcgcacgaat cacataggga ctaatggtag atggagcaag 
tcctaaacga
   196801 acctcagaag ttgcaaactt ggcatcagtg ctggcaatgc aaatatcaca 
tgccgatgct
   196861 aagcccatac cgccgccaaa ggcaatgcca tgcacgcgag caatagtcgg 
ttgtttaagt
   196921 gttgcaagtg catcaagcat ttgcgcaagt tttaatgcat ctgcttcatt 
ttctgctgaa
   196981 gatgcttgac ctgcctgttt catccagttg aggtcggcac ctgccgaaaa 
gcttttaccg
   197041 cgaccagcta aaaccacaac acgaatgtca tcacgagtat taatttgctt 
aaagcaagta
   197101 tgcaattctt caatgactgt cgtattaaaa gcattgtgca attcagggcg 
gttcagccaa
   197161 acataggcaa cctgaccttg ttgttcgagt tgtaaaaatt gatagctcat 
atacacctct



   197221 tacatgcgga acacgccaaa tttggttggc tggattggag cattcatggc 
cgcagccaaa
   197281 cttaaaccaa gtacctgacg agtttgcgct gggtcaatga caccgtcgtc 
ccaaaggcgg
   197341 gcagaagcat agtatggatg gccttggcgc tcgtattgtt cacgaattgg 
ttgtttaaat
   197401 tcgtcttctt cttgcgctga ccactcggca cctttttgct caatttgatc 
acgttttaaa
   197461 gttgagagta cgcttgctgc ttgttcgccg cccatcactg aaatacgaga 
gttcggccat
   197521 gtccataaaa agcgtggtga ataagcgcgg ccacacatac cgtagttacc 
tgcaccaaat
   197581 gaaccaccaa taatcagcgt gagttttggt acatttgcag tggcaactgc 
catcaccagt
   197641 ttagcgccgt gtttggcaat cccttcattt tcatactggc gaccaaccat 
aaagccagtg
   197701 atgttttgta taaataacaa tggaatattg cgctgtgtgc acagttcaat 
aaagtgcgcg
   197761 cctttttgag cagactcgga aaataaaatt ccgttattgg caataatccc 
gactggcatg
   197821 ccgtagagag aagcgaaacc cgttacaagt gttgagccaa agcgggcttt 
aaactcgtca
   197881 aagcgagagc cgtctacaat acgtgcaatg acttcacgca catcgaaagg 
tttacgcgca
   197941 tcacttggca ccacgccata gagttctgat gcatcaaata atggttcatc 
aatttgctta
   198001 tttaactcat ttggcttttt atttaagtta gcaacaatgt ttcgtgcaat 
cgcaatggca
   198061 tgttcatcat tttcagctaa gtggtcagct acacctgaaa gacgtgtgtg 
tacatcgcca
   198121 ccgcctaaat cttcactgct taccacttcg ccagttgcag cttttaccag 
aggaggacca
   198181 cctaagaaaa tcgtaccttg attacgtaca ataatggttt catcagacat 
cgctggtaca
   198241 tacgcaccac ctgcggtaca gctacccatt accacggcaa tttgggcaat 
acctaggctc
   198301 gacatgcgtg cctgattata gaaaatacgc ccaaagtgat cacggtctgg 
gaaaacttca
   198361 tcttgcattg gtaaataggc accgcctgaa tctactaaat aaatacaagg 
caagtgattt
   198421 tgttcagcaa tttcttgtgc gcgtaaatgc tttttaaccg taagtgggta 
atacgttcca
   198481 cctttaaccg ttgcatcgtt tgcaacgatc atgcaagtga tgccgttgac 
ctgaccaata
   198541 cccgcaatca cacccgcagc aggaacatca tcttcataaa cgttgtacgc 
tgccagttga
   198601 ccaatttcta aaaatgccgt gccgacatca atcagttgat caatacgttc 
acggggtaaa
   198661 agcttacctc gagccaaatg tttttgacgg gcattttcac caccgcctaa 
agcaatacgc
   198721 tgggcaactt gtttgagatc tgtgaccaat gtttgcatgg cttgctggtt 
tgttttgaag
   198781 tcttcacttc gaacattaat cttgctttgt aattggttca taagatgcgt 
ccttatttat



   198841 aattattatt tggtttcatt gaagagttcg cggccaatca acatacggcg 
aatttcagaa
   198901 gttcccgcac caatttcata aagttttgca tcacgccata aacggccagc 
agggaattca
   198961 ttgatataac cgttgccacc taaagtttga attgcttcac ccgccatcca 
tgttgctttt
   199021 tcggcagcat ataaaatggc acttgcagca tctttacgta ggctgcggtc 
atggtcagct
   199081 ttgtcacagg cagcaccaac cgcataaacg agagctttac atgccaacca 
agttgaatac
   199141 atatcggcaa gtttgccttg cataagctgg aattcaccta aagcctgacc 
aaactgttca
   199201 cgttgatgta agtatgggat taccacatct aaacaagcat ccataatgcc 
taaaggtccg
   199261 gcacttaaaa ctgctcgttc atagtccaaa ccactcatga gtactttaac 
cccgttaccc
   199321 acaccaccaa gtacgttttc agcagggact tctacattgt caaagaatag 
ggggtaagtg
   199381 ttagagccgc gcataccgag tttgtctaag tggttgccgt gactaaagcc 
tttcatgtct
   199441 ttttcaatca agaatgcggt catgcctttc gggccagctt gtggatcagt 
tttagcgtaa
   199501 acgaccagta catctgcatc accgccgtta gtaatccaca tttttgaacc 
gtttaaaaca
   199561 aagtgatcac ctttttgctc tgcgcgtaat ttcatgctga cgacatcgga 
accggcattc
   199621 ggctcagaca tggcaagggc accaacgtat tcaccggaaa ttaattttgg 
taaatacttt
   199681 tgtttctgct gctcgttacc gttacggtta atctggttta cacataaatt 
agaatgagca
   199741 ccataagaaa gaccaatggc tgccgaagca cgggaaattt cttgcatggc 
aataatatga
   199801 gctaaataac ccatattggc accgccatat tcttcagaaa ccgtcatacc 
taaaaggccc
   199861 atatctccga attttttcca gagatgtgca gggaatttgt tgtcttgatc 
aacttgttgg
   199921 gcaattggtg caatttcctt tgcacaaaat gcggctaccg aatcttgaag 
cgcaattaaa
   199981 gtttcatcta gaccgaaatt caagctgcgt aggttcatga tattttcatc 
ctattggtta
   200041 tatttgttgt ccataaaata ttttgtgggt atttgataat taccatacaa 
tgattttttg
   200101 aaaaagtgaa tacagattca taaaatgatt tacaattcat tttatttgtt 
agagaataaa
   200161 ttatgagcta taaacgatca tctttaatgc aagagcggat ggaacaaaat 
cgaaaatcga
   200221 ttttgagttc agccagaaaa ataatttcag agggagggtt caaagacgca 
caaatacaaa
   200281 caattgcaga gcaagcgggt gtatcaagtg gtctggttta tcgctacttc 
gataataaaa
   200341 gccaagtgct aatagaagtt ttgtctgatg ccattaatac agaactattg 
gtgattgaat
   200401 cgattaccga aagtgactta tcggcaaagc agaaattaca caaggcggtg 
gcaacctttg



   200461 taaaacgggc actcaatagt cctcagcttg catattcact catgtttgaa 
cctgtcgatt
   200521 caacggttga acatgagcgt tttcgtgtga agcaattgat taaacaaagt 
attaaaaaaa
   200581 tacttgcgga tggaaatgca agtggtgagt ttgtcttgga tgatttaaac 
acagcagcac
   200641 tttgtgtagt cggtgctatg acttatgtgg tggttgaacc cctagaccca 
gctcaaaata
   200701 caaagtttga tcatgcgcat aaagactatt tttcaaaaca gattgctgac 
ttttgtgtgg
   200761 atgctgtgca gaaaaaatag ggcatataaa ggataaaaca acacaaaata 
agtagtgtgg
   200821 aaaagtagtt gcagtaacaa caattagatc aggtaagaag agaattacaa 
agaatcaagg
   200881 agaatgattc aatgcaacaa gaacggttaa gctacgcctc gggaccaagt 
acacaaccct
   200941 tattgggtat gaccattggt gaacaatttg atcaggcctg tcagcaatat 
gctgaaaagg
   201001 aagcgattgt cagttttcat caaaacagac gattaaccta taaagcttta 
caggatgaag
   201061 taaacgcttt tgcttgtagc ctattaaaat tgggattaaa aaaaggagac 
cgattagcga
   201121 tttggtcacc taactgtgtg gaatggacca tcacgcagtt tgcagctttt 
aaagcaggga
   201181 ttattttagt caatctaaat acagcttata aaagtcatga gcttgaatat 
gtgttgaata
   201241 aggtctcatg caaaggattg attattgctt ctcaatttaa aacgacggat 
tatcaagaat
   201301 tactcacaaa aattgctcct gagttaacca cctgtacaga taaagtgctc 
agttcagagc
   201361 gactgccaca tttaaaattt gtcattaaaa ttgatgacca acaacatacc 
ggtatttatc
   201421 gttttagtga tttactaacc acaccaactt ctgaacagct agaacaatta 
aaacaattag
   201481 ccagacagct ccagtttgat gaaactatta atatccaatt tacctcaggt 
acaacaggta
   201541 acccgaaagg gaccatgtta acccatcata atattttaaa taatggttat 
tttgtcggtg
   201601 aaggcattcg tttaactcct caagataaag tctgtatttc tgtgccattg 
ttccattgtt
   201661 ttggcatggt gatggggaat ctggcgtgtg tgacgcatgg ggcaaccatg 
gtctatccat
   201721 ctgctgtatt taatcctttg gaaactttaa aagcgattca tcaagaacgt 
tgtacggcag
   201781 cttatggcgt accaaccatg tttattgcaa ccttagagca tgaacagttt 
aatgattttg
   201841 atctgtcgag cttaagaaca ggcattatgg caggtagtcc ttgtccacgt 
gaaattatgc
   201901 aacgtgttat agaccgaatg catatgtctg aaatcaccat ttgttatggc 
atgaccgaaa
   201961 cctcgccagt gagtgtacaa agctcggtaa acgattcgat tgataagcga 
gtaagcacag
   202021 ttgggcatgt ccatccacat gttgaaatta aaattgtcga tttagaaggg 
caaattgttc



   202081 cgcaagggac tttgggtgag ctatgcgtcc gtggttattc agtgatggct 
ggttattggg
   202141 gtgaagagga aaagacccgt gaagtgattg atgcggctgg ctggatgcat 
acgggtgaca
   202201 ttgccgagat ggatcaagac ggttttatta aaattaaagg ccgtattaaa 
gatgtcgtga
   202261 ttcgtggtgg ggaaaacctc tttccaaaag agattgaaga ctttttatat 
actcatccag
   202321 acgtaagcga tgtacaggtg attggcttgc cagatgcgaa atatggtgag 
gaactttgtg
   202381 catgcattat tctgcatgag catcaccaag tcgatgaaga cagcatccgc 
caattttgca
   202441 aagaacacat ttcacacaac aaagtgccgc gttatgtccg attctttaat 
gagtttccaa
   202501 tgactgcttc tggcaaagcc caaaagttta aattgcagga aattatgcga 
gctgaactta
   202561 atttaacggg aaatgtcttt gactaaataa gtcaaaagct cggtcaaagt 
gcaacaaagg
   202621 aaaatcgaaa tacggtttaa atagaggaca cgcaaaatgg caaaagactt 
taatagccct
   202681 aaagtagtcg aaggatatga tgtgcatatt cgtaaattaa ttccgggcta 
tgaagtgatc
   202741 caccaacagg tggatgccat tttgcagtcg gtgttgccac cagatgctca 
tatcttaatt
   202801 gtgggctgtg gtacgggtta cgaactcgaa tatttactta aaagacatcc 
aaactggcaa
   202861 ttcacagcgg ttgatccatc tttaaccatg ctgcaaaaag ctcaggagca 
ggtggagatt
   202921 ttaggtaaat ctacccaagt cacttttgtt cacggtgaaa cttcagcttt 
acctctcgag
   202981 agttgctttg atgctgcact ttctattctc gtggctcatt ttattgcaga 
tgacataaaa
   203041 ccagccttct ttaaggatat ttatgatcgc ttaaaagaaa aggcgccttt 
acttacctat
   203101 gacctcatga cttgtgtaaa tccacaacag cttcaagcat tacgttattt 
gtgtttggct
   203161 caagggttaa cagaagaaca atgtcaaaaa atgttggagc gtatggcgga 
ggactttttt
   203221 agtttaacga ctgaaggata tataaagctt ttggaaaaga caggctttga 
aagcgtacag
   203281 ccatatacgc aaattttgac ttatcaaggg tttattgcaa aaaaataata 
ctattgggga
   203341 atataaataa gggtttaaaa ctgaatattc tcaatgtgga agagaatata 
aaaaatggaa
   203401 aattaaaaag ttgcttttgc tgcactaggg agggtggatc taaaaaatat 
aagggaacgt
   203461 ctttcttgtg aaagaaaggc aaattttcaa ggatctattt tagataggta 
cataacaaaa
   203521 aggatgtcga gacttttaag actacttaaa aggtctaaag gaaaatttca 
tgatgaaaat
   203581 tttaaataca acggttcaaa aaagcttgtt ggcagtttct gtgactctgc 
ttatgtcttc
   203641 tgcttttgca ggccaagtaa accctgaaat agagcaactt cgccaagaaa 
taaaagaact



   203701 acgagctatg ctacaaacta atatggaggc tcaaaaatct ttagctcaaa 
aaagagtaga
   203761 acaagctgct cctgtagtta ctcaagctcc acaacctata cagcaaacat 
taactaaatc
   203821 tggtgcagaa tttaacttat acggttatat acgagcagat gcttcttatc 
aaattaaggg
   203881 tgcatctacg atgtataaca atattagtgg cgttcctctt gaaaatacgc 
cagaagaatc
   203941 tgcacagaaa gaccagttgc acagtacggt ttatgtgacc cgcttcggat 
tgaattttaa
   204001 aacacctacc gccattggtg atgtgggcgg aaagttagaa atggactttt 
ttggggcggc
   204061 tacacgtgat cagtttcgga tacgtcatgc ctatttaact tttgataaat 
ggcttattgg
   204121 ccaaacatgg tcgacattta ttgcccctga atattaccca gaaacaattg 
atgcgggtac
   204181 atttgtaggt agtgcattat taagatcgtc gcttgttcgc tatagcgata 
acttaacggc
   204241 aaatacaagt tttgcagtat cagttgaaga cccgaaatat actgctgcaa 
cagatccaga
   204301 taataaaatg cgtttacctg ctttagtcgg acgtttaaat cataaatttg 
cccatggttc
   204361 gatgctttca ggccgtagtt ttgttgcaga aaaaagaact aaccatgata 
gtgagtgggc
   204421 gtggggtgta ggcttgggcg gtaaatatca aattacccct gatacattac 
ttaaagccga
   204481 ttattaccat gtcaaaggtg atggacgttt cttgctatgg agtaacagtg 
gttatgcaat
   204541 agacgatcaa aacaatatac atagcaatga atttgacacg gtttctttgg 
gtatcactca
   204601 tcaatttaca ccgcaaattc gctcgacttt aggctatggc tatatgaagg 
ctaaaaatga
   204661 taaccgtttt gccgaattac agcgtacgag taccacccaa aacaaacagc 
tttggcaagg
   204721 ttgggtgaat gcactttata acccatataa gccgattact ttgggtatcg 
aatatgttta
   204781 tggggaacgt gaaacattcg ataatcgtaa cgggattgat aaccgcttca 
acatgatagc
   204841 aagttatgat ttttaaataa gtagccccat catgtgaaga tttcatctga 
tgggggaatc
   204901 attaattttt aataatttga tctaaatcta ccaattctgc catatgctga 
ttgccgcgat
   204961 cattaggatg taaatgatct ccagaatcat aaattggatt taatcgattg 
ggatgttttg
   205021 gatcttttaa gccttcatca agatcaagca caccatcaaa ggtatggcta 
gttcttatcc
   205081 agtggttaat gcgctgacgt aattgatctt tgttgggttg ataataatta 
tctaaagagg
   205141 tattaggcaa agcaccagag aacggaagta aggttgcacc aatcacctga 
atattatgtt
   205201 tatgggcctc acttacaaca cgtcgataac cttgagtgag cgcctcaaaa 
tagggtattt
   205261 gctgtttagg tgcaaaagct gtaccgggcc atgaaatgtc attgatacca 
accaaaacaa



   205321 ttaaagtttt aacgcctgaa tattgaaata tctcactgtt taaacgtttt 
aaaacgctat
   205381 cacccatacc atcggtaagt aatcgatttc ctgaaatacc actattaatc 
actgctactt
   205441 ggtgtgctga taaacgcttc gctaaaaaat cggtccatct tgtatttgca 
tctaaggttg
   205501 cagtcgcccc atcggtaatt gagtctccaa caactgcaac tacatgagcc 
ttttgtttgg
   205561 gttttacctc tattgcagac agtaataacc gtgccgtcgt tgttttggca 
tcggttggcg
   205621 tagtgaaatt tgttgtctga tttccactaa tcagccaact ggtttgtttg 
gcatcccaat
   205681 gaaatgtttt aaacattgta ggcttttgaa taaagctatt caccactaat 
tgagcatgat
   205741 cgggtacagg caactgaatt ggatcactta tgagttgttt gccaggtaaa 
attcttgctt
   205801 taagttgacc agaaaaataa acgggatagg tactcttaga ttttagagtt 
actgcattcg
   205861 ctaaaccaat cgttgtttga tcgatataaa gtggctgttt accatattga 
ttggtaaaaa
   205921 cgagccgaac agcttcaccg cccaaactaa ttttgctcat ttgtctaata 
gtctgattag
   205981 atacttgctc tggaatgagt gttggaaaaa cgaagtcttt attccagact 
ttttgagggc
   206041 tcgcagacca agtggtaatc cattggctgt tttctgcatc agcttgtgca 
aagctcgtaa
   206101 ataaaaccaa agaaaatagg gtagcttgat aaagtttcat ctcaagaact 
ctttaaaacg
   206161 aattaaaggt atgttgaaac aaattgatgc cttgttatag cggtctaagc 
ggaataagat
   206221 ctgtgaatac aattcataaa taaatttcgc tatgtcttat tttgatatca 
atcgttctgg
   206281 cgagttggca atttttatac gggtggtcga gcttggaagt ttttcagcgg 
tagcaagagc
   206341 gtgtaacatg acgccttctg ccgtaagcaa gttaatttct cgtttagaaa 
aaagactggg
   206401 tgtcaggtta ctcaatcgtt caacacgtca gtttcagctt accaatgaag 
gatgccagtt
   206461 ttatgagcta ggcattcaaa tactcaatga cttagacgaa ctggaacaag 
cggttactgc
   206521 aaatcatata ccgaaagggc gaattagaat ccataccagt ttttcatatt 
ggacacactt
   206581 tttattgcca tgcattagtt tgtttaatca acgttacccg gaaattgaat 
tagaagctca
   206641 tttgagtgat gaagtaatta atttggttga acaaagaatt gatgttgcga 
ttcgaacagg
   206701 acctttgaaa agctccaatt tggtggcccg ctcgcttggc agtacttata 
aacagtatgt
   206761 ttgctcacct gtatatattg aaaagtacgg tcgccccgaa catccagatg 
aactacatga
   206821 acatcagctt ttagatgtaa gttatcaacg ccagaacaaa acctggttat 
ttaaaaaagc
   206881 aactcaggaa atcagcctta ccccctctaa agttttaaaa gtaaaccatg 
gcgaagcaat



   206941 tttacagttg gcactggcag gtgctggcat tgctcaacta aatgaattcc 
agattcgaaa
   207001 tgctttacag caaaaacaac tcgtcaaaat tcttgaagat tggaatattc 
atgcttctga
   207061 agaatttcat gctgtctgga ttggccatga taagtatgtt cctaatcgcg 
tacgtacatt
   207121 cttggatttt ttggtagagc atgcctctat aaattagttt agtgtttgct 
cgcactcaat
   207181 tggcactgct gcattgtttg attcatggtt tctacaaagt tcatttttgc 
atcaatattt
   207241 tgcaaactta attttggtaa actttctaca aattgaggtg aataatgctg 
ctctaaagaa
   207301 ttataaatac aattacacgc tgaaaggtca tgtccggccc atacacaacg 
cgtattaaat
   207361 tcatttttac tcattggcct gcaccccatc aaatttaaaa cacctattgt 
cagaaggctc
   207421 accaaaacaa aacgatagag aaaaaacatt cttgttactc ttcatgggtt 
gttgttatcg
   207481 ttaagtgatg ttgatagaag ttttaatctt tatgtgattt tgaatacata 
aaacttctgc
   207541 cccaatcttg tatgtcaaga tgggtacaca aaaagattaa gtaaaaattt 
ttcgaactct
   207601 atagtagcta gttcttttaa acagaggatg agaaagaact ctaagaaatg 
actgcttgag
   207661 taaaagaggt tgaatgtaag taggtttaat aaaagaattt aaaaaatata 
gaataatagt
   207721 catgagtgac tccttggtta aaagaagtta tgcccactca ttgctcatta 
ttatggtggc
   207781 gaaacgaaag agggttagca gactgatacc taagaaacca gcacacccaa 
gggtgtccca
   207841 ctcccgttcc tccatcaaag gtacgagggg cgtcacacca aaaaacgtgt 
ttttagtgca
   207901 cttaggtaga cggtctgcta aaaccgactg acaaaattgg tcagcgcgag 
catcataagc
   207961 tgagcattgg ggtgggtcaa ttgcaaaaat aaaagattga tttatataac 
ttgatataaa
   208021 tatttcactg tttttattta gaaaatagaa aaattaaaaa atataatatg 
agtataaata
   208081 atttgaatat aagtcacact attatttttt aatcttatat atcaaatatt 
tattaattgt
   208141 ttatttgtat agtatatcaa tatctctaat taggtgtgtt gtttggctaa 
actatttaat
   208201 aattcgaatt ttataacatg accagagtct cctaaacatt gcttgccaaa 
aaataaccaa
   208261 aatatcaatt gcaagaaata taattttatt aatcataatt tttggttttt 
acaaaagctt
   208321 gcataatcta caaaagttaa gagaaccact gcggtaggcc aacataagat 
aatgttattc
   208381 ataaacctac attttaatat ttataaaggt gatttaaatg gtaagaatct 
tttgtgcagt
   208441 aagtatggtg ttggcaattg ctatgggtat gagtgcttgc caagatcgta 
attcaagaaa
   208501 tgacggcatg catgaagcaa gtgatccagc tacatctcat gacatgaata 
aaaactcgta



   208561 atagattagc ttctttcaaa agcctacttt attagtaggc ttttttaatc 
gttattttat
   208621 ataaaaaata taatttaata ataatgaaat atataaaaat ataaaattaa 
tcaagtattt
   208681 attttatttt tacaatttgg agaatttgtt gttaccgttt tgttgcaatc 
ttaagttacc
   208741 gtttcaaaaa gttaataaaa caaacacaat agcttactta tattcatcca 
aaattcattt
   208801 tagtaagagc gaactataaa aggtaaggat atgccccaat atttaaaaat 
agctgagaaa
   208861 atatatcaaa atgttaaaga aaaaaaaggc tttacggatg atccgatgga 
agatcttaat
   208921 aatttgatga ttgaactcag acaagaaata aaggggacaa aattaaagct 
tttatataat
   208981 tatattgatt ttgccgaaat actcattaaa cctttgcaag agtcaaaaat 
taaattggat
   209041 ttaagtctta tttctaaaag taaaaatact caggagtttg tcctttggct 
tgctggtttt
   209101 attgagcgaa ttaccacagg tggacaagaa aaattacctc caattcgagc 
taaaattact
   209161 ttacccgcct atgcctatga agaaacttac ccttcgcaga aaaagcctgt 
aaataatggg
   209221 gaagaaataa ttgaatattt taagaaaaat caaagttaat tttgatgaaa 
ggcctgacct
   209281 gattatctag tcaggcttta tttttgataa gaccgctatg atgagtaata 
tttaaggtag
   209341 tacgtatgtt tgtatatttt acagatggaa cttgcattaa tgattctgag 
atttatggcg
   209401 taaaagccaa gtatgagcaa aataagtatg tagtggaagt cactattaaa 
ccgacacatg
   209461 tactcgctac aacaccgagt gtacaattta aaaaagaagt ttttgatgat 
ccaaatttag
   209521 caaatcaata tcttagtcat aattttaata tgccaccatt tttttaatgc 
tcataatgtt
   209581 acgacaataa aaaagcctat ttcccagggc caataggaaa taagcttata 
gctatggacc
   209641 ttttgaggat gttacatatc atcccatgca tctttaatcg cttgtttagc 
gtgttcccat
   209701 tttaggcggg actcagcttt tagttcttcc catttttgct gcaagctgcc 
ttccatatct
   209761 tcaaactgag ttccttcttt agattcagaa cgagctcgat gaccaagttc 
ataagctgca
   209821 gagaaatcac gatcataatc tagatctggt gtagttaatt gcgcttcttg 
ataataaggt
   209881 cgagtaagat agctttcgcg ccagcgagag tcagaatagt tatgatcgcc 
agctaccaat
   209941 tgagcatgat ctgtattttg atctgtcatc agaattccct catattttat 
tgaattttat
   210001 gcttatattt tgatttagga aggtgaggtc accttcctaa atgatcgacc 
gcatcaaaga
   210061 acaactacaa acgattaacg ttgttggttg ttatttgagt tttgttggcc 
agaatctttt
   210121 tggttagatc cttgttgttg gccgcggtta tcattttgct gttgttgctg 
gttattttgt



   210181 tgctgttgat cgttttgctg ttggttaccg tgttgctgtt gattacggtt 
gtcattttgc
   210241 tgttgttgtt gctgctgatt attgcgttga tttgcttgat tattagtagt 
gctcattttt
   210301 aatacctcat atcaattatg acgatgtgtt ttatctgaga gcttcagata 
gggttattaa
   210361 aacatgtaga ttttaaatgt gtagggtagg ggtgttaccc tatatttaac 
tgtaaactta
   210421 aaatttataa attttaaata acttgctgat ttttaatgta tataatttta 
tgtcataaac
   210481 attattaata tgaacattta aaaaattaca tttcagcaca taatatttaa 
gaaagataat
   210541 aaatatttct aaatgtatat ttgttaactt ttatataaaa ttaacgcctt 
ttgtcttcta
   210601 atataataag ttttatatct tgagtaacat agtaaatcaa ctttcttagt 
tttaaaaagg
   210661 caggccccct taaaacacgt ctaaaattat aaaaattatt tttataatat 
attgagtaaa
   210721 agaaagtacc tacaggtttt tctggtgttt cagagccgcc ttttttcaaa 
agacctgtgc
   210781 aggcaacata caggtcagca tgtaaaagtt ctttaccttt attaatcatt 
tcaacagtta
   210841 cttgcattga ttctgcagta tatttttcaa taagctcttc tgaaatatgt 
aaggtatttt
   210901 cctttacgcg aaggtcgtaa ctcacaaggc ttccaatcag aatatcgcct 
gaataaggac
   210961 ttaaagagaa acgataagca aggtagcccg cagaggcact ttcaaaaaat 
gcaattttaa
   211021 ttttttcctt tgctaataat tcgcaacatt tattgaacat tttaaatctc 
cctacaattg
   211081 tttttaaaat gttataaaac tatttaattg tttgctttgt tattttttta 
atgtttataa
   211141 ttttgatggt gaagttaatg taaaattgga ttaagatttg caaattttat 
ataaaaacag
   211201 cagcttaaat aatactaaaa gtttaaatgt aattttgcgt tattttatat 
gtctatgaat
   211261 tttttagatt tattgtattt accttgtttt ttaataacgc aaaataacaa 
acttaaaact
   211321 cgattatagt tagggtgacg tatggtaatt gatatctcac aaacggagaa 
tgaaaatgcc
   211381 tgttgtagtg aaaaaacgat tattagactt attacaagat aatcaacaaa 
attattatga
   211441 attgtttgtt tttttccttg atcctgatgt ttctagcttt gagaaagaga 
aaaaggctag
   211501 agattttctt gctaaagaga tagataaact agagatgaag gaaatagatt 
ttccttcgga
   211561 tatcaatttg attaaggcat ggtgtgaaaa cgataataaa aaaaattgtc 
aggaatttca
   211621 ggcgtattta aatcgtagac aatctggtca agatagagag tattttaaga 
acgtcgctca
   211681 ggcatttgag tttttaataa aggtgtctcc aaccaaaaaa gtagacggtg 
catggctata
   211741 tagctcagtg cattattgga atgatcctat ttttcatgaa ttaattatta 
cttatctcga



   211801 agagcttggg ttaggtgagc caaaagcaaa ccatgtctgt atctatgatg 
accttttacg
   211861 cagtctaggg ctagacagtt tcgatctgct tttagaagac gagtattatc 
atcaagcagt
   211921 tgtgcagctt gctctgggtt atgcgcctcc tgagtttatt cccgagattg 
tgggttttaa
   211981 tttaggctat gagcagttac cactgcatct tttaatttcc aattatgagc 
ttgctgaatt
   212041 aggtattgat tctaaatact ttaatcttca tatcactatc gacaatattg 
acaatggtca
   212101 tgcctataaa gccattaaag ttattgaaga tatttataat aaatatagag 
ataaagaact
   212161 attcttgacc aagctaaaac atggttttgc ccttaataat catggggtat 
cctcttcaaa
   212221 cattataaaa aatttaaata ctgaagactt tgtccataga attttcaaaa 
gaaaggcgct
   212281 tgtcggtcag ttaattcata acgaaaccag acagtttggg tgcaagacca 
ttaatcaatg
   212341 gttatccaat cccgatgaca ttgcaggttt aatcactcat ttaactgatc 
acaaatggat
   212401 taagtttaat accgaccctg aacagagcgt attctggcga atgattaatg 
aagaaaatgg
   212461 aaaaatgttt ggggtgttta accctgtaga gcgccaaatt attcatgact 
ggattgctgg
   212521 tagtgatcat tcttctagct tcttggcata cagcagagaa ctaaagaata 
gccagcgtat
   212581 tcaggactat ttatttagtt atatctcgga tggcgaactt gatgcactac 
aagagcgcgt
   212641 ccaacaatca aatgaccttg ccataaaaat ttgtaaactt actccgtttc 
ttgccccaga
   212701 ttctcatcat aaaagtattg gtctttggag tactcgtaaa tacgtagaac 
tcctttttcc
   212761 ttatttaggt acgtttaaaa actagtttta taaacgtttt ctacttcaac 
cccaagttta
   212821 actttcaaaa acataggtaa tggacatgaa cgacaatact aaatcaacca 
ataaaacaag
   212881 tgaaatggct ggtgccgatg cagcaaataa taaagccaat actacccaga 
aaactgaaca
   212941 gttagacaca gttagagatg atgcaactaa tgaagcttta accacaaatc 
agggggttaa
   213001 aatagcggat aaccaaaata gcttaagagc gggtattcgt ggctcgactt 
tattggaaga
   213061 tttcatttta agagaaaaaa tcacccactt tgaccatgag cgtatacctg 
agcgtattgt
   213121 gcatgcgcgt ggtgtagggg cacatggtta ttttcaggca tatgaaggaa 
acgaacgttt
   213181 aaccaaagct ggattcttga cagacccaac tattcagacg cctatttttg 
tacgtttttc
   213241 aacagtccaa gggcctcgtg gttcagccga tactgtccgt gatattcgcg 
gttttgccat
   213301 taagttttat acccaagaag gtaacttcga cttggtagga aataacgcac 
ctgtcttttt
   213361 tgtgcaagac gggattaaat ttccagactt tgtacatgcg gtaaaacctg 
aaccggacac



   213421 agagatccca acaggtgcaa ctgcgcatga tactttctgg gattttgtat 
ctttagtgcc
   213481 cgagtcagca catgctgtaa tttgggcgat gtcagaccgt gcgattcctc 
gtaacttacg
   213541 ttcgatccaa ggttttggtg tgcatacgtt ccgtttaatt aatgctgaag 
gtaaatcaca
   213601 ttttgtgaaa tttcactgga caccaaaaca aggtttgagt gcgctggtat 
gggatgaagc
   213661 tcaaaaactt gcgggtaaag atccggattt ccaccgtcgt gatctttatg 
aagcaattga
   213721 gcaaggtttt tatccagaat gggaactcgg tgtgcagatt gtcgaagaag 
aagatgaaat
   213781 gaactttgac ttcgatttgc tggacccaac aaaaattatt cctgaagaat 
tagtacctgt
   213841 tacgccaatt ggtcgattcg ttttaaatag aaatgtagac aacttctttg 
ctgaaacaga
   213901 gcaggtagct ttctgtccgg gtcatgtagt acctggtatt gattttacag 
atgacccact
   213961 tttacaagcc cgtctatttt catacacaga tacccagtta agccgtttag 
gcggaccaaa
   214021 cttccaccaa attccgatta acaaacctgt gtgtccattc cataacaatc 
aacgtgatgg
   214081 tattcatcag cataccattc ataaaggaca ggctgcatat caaccaaact 
caattgatgg
   214141 aaattggcca gtagaaacac cgccagcggc atcaaatggt ggttttgaaa 
gttatcctga
   214201 aaaaattagt ggacataaac ttcgtcaaag aagtgagacg ttctctgatt 
atttctctca
   214261 accgcgacta tattacaaaa gccttgcacc gcatgaacaa aaacatgtgg 
tcgatgccta
   214321 tacttttgaa ttaagtaaag ttcaaagaaa gcatattcgt gagcgtcaag 
ttcaacaaat
   214381 tttggctaat atcgacttag atttggcacg ccaagtaggg gcaaatttag 
gtattgaagt
   214441 gcctgactta accctaaact ataagaaaac agcagttgaa aaatctgcca 
agttatcttt
   214501 tttagctttc ccacctgaag atattcaagg tagaaaagtt gccgtactta 
tccataacat
   214561 ggtgaagtct gacgcattag aagctattaa aaactgggca attaaagaag 
gcgtaatcct
   214621 tcacttacta gcgccgagct tggctccagt caaagatcat aaagataacg 
ttattgtggc
   214681 tgatggcatg caaatgtctg agccttcaat tgcctatgat gcggtaatta 
ttccggatgg
   214741 cgataaccta aatacggtta tgcaagacgg ggtagctcgc cattacttac 
tcgaagctta
   214801 taagcactta aagccaatcg tatttttagg taataaatct gatttgcttg 
aaccattagg
   214861 tttagtggcg gatgaaggaa ctttaattga agatgagttc cagcatgttg 
cggaaaaatt
   214921 taagaacctg attaaagcac accgtgtttg gtcacgagaa caaatagccg 
cacatgtacc
   214981 ggcttaaata aaaaaagccc tgaaagttta aacgctttca gggctttttc 
taacttatgt



   215041 tattagccat taacaatttg accgccattt acatgaataa cctgacctgt 
aatataactt
   215101 gcatcatctg aggcaaggaa aagataagca ggtgcgactt cacttggctg 
acccattcta
   215161 cccattgggg tatctttacc aaacttttcg acagtttcag catcgaaact 
acttggaata
   215221 aggggagtcc agattgggcc tggtgcaaca ccatttacac gaataccttt 
tttctgcttc
   215281 attaaattgt tcgatagact acgagtaaaa gaggtaattg cacctttagt 
acttgcatag
   215341 tcaatcaact catcatgacc ttggtaactg gtaatactgg tggtgttaat 
aatgctatcg
   215401 ccttcctcca tataaggaat ggcttctttg gttaaataaa acatggcaaa 
aatatttgtt
   215461 ttaaatgttt tttctaattg ttcattacta atactttcaa tttctttttg 
ttgatattgc
   215521 acacccgcat tatttactaa aatattaatt ttaccaaaat gctgtagaac 
cttatcaata
   215581 ttttgttttg caaggtctgg atcggaaata tcacctttta ataaaagaca 
ttgttgtcct
   215641 tccttttcaa taagctgttt agtaatttcg gcatcttggt cttcttcaag 
gtacagtaca
   215701 gcaatatcgg caccttcacg ggcaaatagt acggcaactg aacggcctat 
accgctatca
   215761 ccaccgctaa tgacggcaac tttgcctttt agtttttcac tgcctttatg 
agatgcttta
   215821 ataatttctg gttcaggatg cattttctcc tgatcacctg gttgatgagg 
ttgaacttgt
   215881 gcaggaactt ctgatggata ctgattcgtt gtattttcca tgtctagact 
acctctattt
   215941 aattttcagt ccctctatat tggttaatct gcacgtgaat atgagtaaat 
agtctttttt
   216001 aaaaagttgt ctttgttatt ttatatataa ggatgtaaaa aaatataaca 
tatcaagtta
   216061 ggttagataa tatctaataa cttaaccttg tttttatcaa tcatactttc 
aacaattgat
   216121 cgattacctg tatcatttag ccaattttct ataggtatat aattagataa 
atctaaaatt
   216181 tcttttatta ctgtttccgc ttcgactata ttttttaagt catctttatt 
tttactgttt
   216241 ttaacaactg tattatctag taattttttt atatcttccg tttcaatatt 
ttttgattta
   216301 ataatataca agtctctctg aaaaggatgg cttgcgtgag gcgggtctaa 
tctatagctc
   216361 cattcttggt tataatcttg ccaagaattt tttatttgaa tattactgag 
taagatttca
   216421 ggtacagaaa tatgaatata ttgtagcgtt gagtgtgtat gaataggttg 
catcattctt
   216481 ttctcacaaa tattatatat taattttaaa tcttgatttt aatcactcaa 
gtaaagtttt
   216541 tatgcaaaag taatagttta tgttattgtt tttaaataat tttaattata 
ttttaggttt
   216601 gtttcttcaa tagtgaagat gtttttgttt tttattgatt tgtacgttat 
gaaagtttgt



   216661 gttatttagc ctgaattttt aaatgcattt gtaaaaatat attgttatgt 
aggtttgagt
   216721 aataataagt atggtgagta tttaaaaagt aaaattagct aataattgat 
aaatatttta
   216781 actaagaaaa tcttcattta aataatgatg ttagagtttt tatttgaaat 
ttaaattata
   216841 tacatttaaa aagattgaaa catagcatgg gtataaaaat attttaaatc 
tcttatctta
   216901 aatttatccg ttcaataaaa gcggtagcga cttataattt taatatagga 
agatataact
   216961 atggctaata ctagatatga agatgataac aatagttcag gtacttcaaa 
tcgtggattt
   217021 gcaagtatgg atcctgaaag agtcagagaa atagccagta aaggtgggcg 
agctgcacat
   217081 gccagtggca atgcgcatga atttacttca gaagaagctc gtgaagctgg 
ccgtgctgca
   217141 catgccagtg gtaacgcaca tgaatttacc tcagaagagg ctcgtgaagc 
tggtgcttta
   217201 agtcataaaa acgatgatcg taatggtcgt ggtcgcagcc gttatgatga 
cgacgaagat
   217261 gatgaccgcg gccgttcaag cggtcgaggc cgtggccgca gtcgttatga 
tgatgacgac
   217321 gaagatgatg atcgcggtcg ctcaggcggt cgaggccgtg gccgcagtcg 
tgatgacgac
   217381 gatgaagatg atgatcgcgg tcgctcaggc ggtcgaggcc gtggtcgcag 
tcgtgatgac
   217441 gacgatgaag atgatgatcg cggtcgttcg ggcggtcgag gccgtggtcg 
cagtcgtgat
   217501 gacgacgatg aagatgatga tcgcggtcgt tcgggcggtc gaggtcgtgg 
tcgcagccgc
   217561 cgtgatgatg acgatgaaga tgatgatcgc ggtcgctcag gtggccgagg 
tcgtggtcgc
   217621 agccgttatg atgacgacga tgaagatgat gatcgcggtc gttcgggcgg 
tcgaggtcgt
   217681 ggtcgcagcc gtcgtgacga tgacgacgaa gatgatgatc gtggccgttc 
aggtggccga
   217741 ggccgtggtc gcagccgtta tgatgacgac gaagatgatg atcgtggccg 
ttcaggtggc
   217801 cgaggccgtg gtcgcagccg tcgtgacgat gacgacgaag atgatgatcg 
tggccgttca
   217861 ggtggccgag gccgtggtcg cagtcgttat gatgacgacg atgaagatga 
tgaccgtggc
   217921 cgttcaggtg gccgaggccg tggtcgcagc cgtcgtgatg atgatgacga 
agatgatgat
   217981 cgcggtcgtt caggtggtcg aggccgtggc cgcagtcgtt atgatgatga 
cgatgaagat
   218041 gaagatcgtg gtcgttcagg tggccgaggc cgtggtcgca gccgtcgtga 
tgacgatgac
   218101 gacgatgatg accgccgtgg ccgttcagat ggtcgtggcc agaactctcg 
taatcaaaaa
   218161 cgcgatgctt atggacgctt tacgtcttaa gcaaacagtt tttgagaata 
aaggaggcat
   218221 tatgcctcct ttatttttat tattttaaac ttatgaatgg gtaaggggat 
gtaagccttt



   218281 tacaatatct gtgaattctg agccatttaa ccaaaatgat ttctttaaaa 
atagtgtcgt
   218341 cataatactt tcggctgctt cactttccgg attttcacag aaaattccat 
agctttcgcc
   218401 taataccgca tcattttcaa taagacggat atagtaagca tgttgttcat 
ctgcataacc
   218461 taaaactgca tcacgttgat ttttcatttc gcatgtctcc ataccaaaaa 
ctgaatctaa
   218521 ctcatattta agtgttcaga atttcattga taaaaatcaa aacagtcagt 
aataaggact
   218581 atttcacaat aggttttgat tctcttcaac ttaccatttc cgttttaaca 
tccctgttaa
   218641 aagcaaaatg gattaaaatc tgatcatgaa atttattgtt atgcaaaaaa 
aatatttcgt
   218701 caacttgaaa atgtaacttt ttcaagttac attgtctgtg taggatttga 
acggtgaaat
   218761 ggaggcgata tgccaaagaa gaaagaattc gagcatggcg gtgcacggga 
aaacgccggc
   218821 cgtaaagcac agttcaatga acccactaaa gtgattcgtg ttcctgaatc 
tcaagtcaac
   218881 tttatcaaaa attggttgct gaataatgtc aaaaccgata accagacaga 
tttcacttca
   218941 aaactaaaga tacagcaggt ccatccgaac aacgataaaa tttaccatat 
tcctttggcg
   219001 acagaacgtg ttgctgcggg tttcccatca ccagcgcaag acgatattga 
gcaagcactc
   219061 gatttaaatg aatatttaat tagaaatgaa aatgccacct ttattgtcaa 
agccaattcg
   219121 ttgtctatgt tagatgccgg aattgatatt gatgatccgc ttattgtgga 
ccgtagtatt
   219181 cctgctaaat cgggcgatat tgtgattgca cttatcgaca atgatttcac 
tgttaagcgc
   219241 ttaatgattg atacccaatt tcagccccct aaagtgtggc taaaagcaga 
aaaccctgat
   219301 tatcaaaata tttatattga agaggggcaa gaactggtga tttggggagt 
cgtgacctat
   219361 aacctcaaac gaatgagata aatttttctt atatttatta tttaagttac 
cgacccgaaa
   219421 agtgagtcag taactttttc ctaaatgact tttaaatttg tccaatcaat 
aaacatgttg
   219481 cgataacaac catcaaaccg cccgaaaaac ggcccactaa ctgtgctgct 
tgtggtctgg
   219541 ttttcaaaat agcctctgaa ccataaccca ccattaagta aataatcgcg 
cagctaatca
   219601 tgtgcacaac accgaaggca agaatctgtg tagttacgga ccatgaagca 
gtcgtgtcaa
   219661 taaattgagg aagcagggct aaaaagagca aaaaaacttt cgggtttaat 
ccactcacgt
   219721 aaacgccttt ggttgcccaa cttaaccatg actgagcctt ttcagaatca 
gactcgttcg
   219781 gagttggagg ggtgagtaat aaatttattc ccatccataa taaataagca 
gaacccgcaa
   219841 cagtaaggat catcagagca gttgggttat ttgctacaag cataccaaca 
ccagccgcta



   219901 ccaataaaat cgtaataaag tgcccaaata gcatacctgc aacagcgggt 
acgacgactt
   219961 tacccttaat acctgcggaa atggcgtagg cccagtctgc ccctggcgta 
ataataaaaa
   220021 gaatggagac actccaaaat gcaataaaaa tgttaaaagc catatgctta 
tctcggcaaa
   220081 ctattttcca aaggtttcgc ccgtggttta gaaaaaatcc ctatttattc 
gagcttgttg
   220141 aaaataatat gctcatgtat ttagaatgtg cttttaaatg tttgctcata 
tcacatacat
   220201 ttggggtaaa tttttctaaa tggatcgcat agataaaaag attcttgctg 
aattgcaatt
   220261 aaatggccga ttatctatca ctgagttggc agaaaaagtt ggtttgagca 
tttcaccttg
   220321 tcatagacga gtgaaggctt tagaagagtc gggagctatc aaaggctatc 
gggcagagct
   220381 cgacccaaac ttagtcggtt ttgagttttc agcaattgtt tttattacgc 
ttaaagaagg
   220441 cgataaacag gcggttgaga agtttgaaaa tgccgtgatt gagattccgc 
aaattattca
   220501 ggcgcagcgt ttgtttggtg aacctgacta tttactccat gttgtcgcta 
aagatttacc
   220561 ggcttttcag cgtttatatg acgaaaaatt atctgctatt ccaagtgtgc 
aacggctcat
   220621 ctcaaccatt gtgatgaaag atgtggtgcc tgagcgttta tttccgattg 
gctaaatcat
   220681 cagatgtaaa aaagaagctt taaagcttct ttttttaatt ggtaaagggg 
gctaagcatc
   220741 gagtgtttta cacaaagaac aaattgtacc gttatgtttg tgagagaaca 
taatatctgg
   220801 acgctcatag ccttgctcac atacgcggca gtgataaaca gttgctactg 
gtgtaccttc
   220861 agcatcgtaa cgtggttctt taacgccgtc atcgtgtgac ttgatgtagt 
attttccttt
   220921 ggttagtagg cccatgattg gtgttaatac aaaggcaagt acaagcgcaa 
taattggaga
   220981 gtaaggcgct aggaaactac ccagtaagcc gaagaatgct gcaattgata 
agcctgctga
   221041 tacaaggaac gcaaccatac caacagggtt tacgttgtag agcatgtcac 
ggcggtattc
   221101 cggttctttt ggtgaaagtt ttaaaacata tttgttgatc gaaatatctg 
ttgcaaccac
   221161 caccacccaa gcaatcgcaa agtttgaata gaatcctaag attttaccca 
ataccgcaaa
   221221 catgttgcct tccatcaaag caagcgcaat tgccaagttt acgatcacaa 
agacaatacg
   221281 ccccggataa tgtttgctaa tacgagtgta ggcacttgtc catgcaaggg 
aaccagagta
   221341 agcattggtc acattaattt taatttgaga aataaccact aaaataaccg 
cgagtgttaa
   221401 agcagcccaa cccggaagca tgtcatgaaa cgctgcatta aactgttgaa 
caggttcagt
   221461 gctgtttacg cccggtattt tagtaagtaa atagaaacct aaaaatgccc 
caataatttg



   221521 tttgatcgct cctaaaatta cccagcctgg acccgctgaa ataaccgcgg 
cccaccatgc
   221581 tttgctattt tcttttgttt ttgcaggcat gaagcgtagg tagtcaattt 
gctcaccgat
   221641 ttgcatgatt aaagataagc atatacccgc accaagcata atcgctgcca 
tatctgcagg
   221701 tgcaaaacct tcatgacctg taaacgttgc aaactggcta accaaggtag 
gttcttggta
   221761 aatcagatag gccacaggac caatcattag aacgagccaa agtggggtag 
tccagacttg
   221821 taatttactt aaggctttca tgccataaat gacgagtgga atgaccataa 
tggttgagat
   221881 gagataacca gcccatagcg gaatgcctaa accgagtaat aacccttgcg 
ccatgattga
   221941 accttcaagg gcaaagaaaa taaaggtgaa actggcgaaa atgatactgg 
ttaggaccga
   222001 accgatataa ccaaaacctg caccgcgggt aatcaagtca aggtcgatgt 
tatagcgcgc
   222061 tgcgtagtag gctaaaggaa tgccggttaa gaagataata attgctgcaa 
ataaaatgga
   222121 gaaaacagca ttggttgttc cgtaagacat accaatactg gcgccaatag 
aaaagtcagc
   222181 aagataggca ataccaccaa gtgcagtaat agcaacaact ttgggactcc 
agcgccgaaa
   222241 gctgtgtgga gcataacgta aagtataatc ttctaaggtt tcattcactg 
ctttttgtga
   222301 atctgtacct tgcacagtgt ccagatttgg atgttcagat acactcataa 
catcaatctc
   222361 ccaatcattt tcggtcaatc aacacaaata ttgatcattg ctttttgatg 
gttttgagtg
   222421 tgtgattttt gggaaaaatt gaaaatacgt tattttgcgt atatgtgcgt 
attagaaaaa
   222481 atcgccatga taaatgactt ttggcataag gattgctggg tttaatgcag 
ccatatgcca
   222541 aacatgagtg ttatgccaga ttcttcacgc ccccaacaag cgccacaacg 
tgtgatcaaa
   222601 acacgccgtg aatataatat ttgggtggca gatgaaagta ttgaagatta 
tgcgcttcga
   222661 tatgcaccga cctcagtccg taagtggtca ccttggacgg tgactaatac 
tgcaatttcg
   222721 acagtcagct ttttggctat ggaagcaatt ggggcaacca tgctttggca 
gtatggcttt
   222781 agcaatgcag tatgggcagc aattgtcgta tgtaccatca tatttttaac 
cagttggccg
   222841 attagttatt acgccgcaaa atataatgta gacgtcgatt tgcttactcg 
tggtgcaggt
   222901 ttcggctaca ttggctcgac cattacgtct ctgatttatg ccagctttac 
ctttattctg
   222961 cttgcgtttg aagccgccat tatggcgatg gcacttgagc ttgccttagg 
cattccgcaa
   223021 gttattggtt acttaatttc tgccttagtg attttgcctt tagtggtcaa 
aggcattggt
   223081 tttattaata aagttcagac catcactcag ccaatctggc tcttattgct 
gttattacca



   223141 tggttttttg tactttggaa acagccacaa attttaagta atagcttgca 
ttttgttgga
   223201 gcggtttcaa actcgaccga ttttaatctg tattactttg gtgcggcgtg 
cactcttatt
   223261 ttttcatttg tgatccaaat tggtgagcaa gccgactatt tacgtttttt 
accgcaaaaa
   223321 gaaaagaaca gaaccgcatg gcgttttgcc gtttttttag gtggcccatc 
ttggattatt
   223381 tttggatttc taaaagtttt aatgggcatg ctgctgatgg tgttggcttt 
tcagctgttt
   223441 attcctgtct ctgaactaga caatccgact tatttgtatt gggtcgccta 
ccaacagttt
   223501 attccaaacc ctcagcttgc tttaatcctg actttagcac tggtttgctt 
ggcgcaaatt
   223561 aaaattaata tgaccaacgc ttatgctggc tcattggcat ggtcaaactt 
ttttgcccgc
   223621 ttgactcata gccatccggg gcggattgtc tggcttcttt ttaacgtttt 
tattgccatt
   223681 gttttgatgg aaatgggaat tagccatgcg gttgaacgta ttttgggact 
atatagcaat
   223741 atcgctttgg catggattgg tgccgtcgtt gccgatttaa ttatctgtaa 
gcctttaggt
   223801 ctaagtccga aaggaattga atttcgtcgt gcttatttat acgacattaa 
ccctgtaggt
   223861 gtgggtgctt tactgattgc ttcagtgcta tcgatgctga gttatttggg 
ctttttggga
   223921 ctcatggcga aaggcttagc gagtttcatt gctttaggaa gtgctgtgtt 
atgtgttcct
   223981 gtcattgctt acttaaccaa aggcaaatat tacattgcac gccagcctga 
aaaaattcaa
   224041 gcgacttcgg ttgcaaattg tgttgtgtgt gaacgggact atgaacttgc 
cgatttggcg
   224101 ggttgcccag cctataacgg tacgatttgt tctctatgct gttcacttga 
agcccgctgt
   224161 cacgatttat gtaaacccga tgcgcgttgg tcggtacaac tcaaaaaagc 
catttggcac
   224221 tatttaccag aacgttgggc tagccgttta aacagcaggg tcagtttgta 
tttattgctg
   224281 actttagggc tgtctattgt tctggcagtg agtttaagtc tggtttatat 
ccaagaaaaa
   224341 acctatttag aaaccattaa tgcggcagcc gttccgcagt tatttacgct 
gtttgtaaaa
   224401 atctacacca ttttatttct attgatgagt gttgctgcgt ggtggttagt 
gttaaacgat
   224461 gaaagtcgtc gtaatgctga aattgagaca catcaacaaa cagcattatt 
gattgatgaa
   224521 attgctgccc atgaagccac ttcaaaagac ttacaagatg ccagaacagc 
agcagaacgg
   224581 gccaatgatg caaaaagccg ttatgtcatt ggcattagcc acgaactacg 
gacacctcta
   224641 aatagtattt tgggttatag ccaattactt caaaaacaag agcaactctc 
tgaacaagga
   224701 aaaatggcgc tcggtgtgat tagccgcagt ggtcaacatc tgacttcact 
gattgacggt



   224761 ttactagatt tagcacgaat cgaaacaggt aaaatttctt taaatgtagt 
ggatgtccat
   224821 ttcccgaatt ttattgaaca gattattcaa atgtttcagc cacagtttga 
acagaagaat
   224881 ttacagtttg tttatgaaat tggagagaac ttaccgcact atgttcgtac 
cgacaaaaaa
   224941 cgcttagagc aagtgctcat caatttgctg ggcaatgctt taaagtttac 
aacgagcggc
   225001 acaattactt tgaaagtcga gtaccgtttc caaacggctt attttgaaat 
tagagatacg
   225061 ggctgtggta ttgccgaggc agatttagag cgaatcttta atccgtttga 
acggggcagc
   225121 aatgtagtgc aaggcggatt taccggaaca gggctcggac ttccaattgt 
aaaattattg
   225181 attgatttac ttggtggcca gctatctgtg actagtcagc tcaatcaggg 
ttcacaattt
   225241 aagattaagt tttacttacc ttcaaaagaa gtagttcatc caatttctaa 
tgtttattcc
   225301 aaccagatca cgggttatca aggcgagcga aaacgaattt tggttgtcga 
taatgaagcg
   225361 gtggaccgag gtttagttgc taattttctc aaaccattag ggtttataat 
tgaagaagcc
   225421 gagtcaggca ttgactgttt aagacgagta cctattttcc aacctaatct 
gattttgatg
   225481 gatttaaata tgcctttgat gggcgggtgg gaaacagcac gattattacg 
tcagaataat
   225541 attaccaatg tgccgatctt aattatttca gcgaatgcag gcgagcgcga 
agtcaatcca
   225601 caagatgcag tcttaagtga agactttatg ttaaaaccaa tcgacctcaa 
tttgttgctc
   225661 agtaaaattg gggacaagtt aggtttgata tggatcgatt ccaaatcaga 
tgtaaacctt
   225721 gaaaataatg aagttcaagc attggatgta aaagtgttta agcaagagca 
agctactgtt
   225781 catacgccaa tccagcaacc agaaaataat gatttgctcg atttgctcga 
tttgccgcaa
   225841 agcttgcaac aattaaatga tttgattggg cagggttaca ttcgaggaat 
tcaacagact
   225901 ttaacgcaat gtcgtcaaaa ttttccagag cataatgagt tatgggaaca 
gcttgaacag
   225961 gctattcaaa agtttgattt aaaacacgcc caacggttaa ttcaggataa 
gcaatgagta
   226021 cgcaacatgt ttcttttcag caagcttcgc caaatgagca ggctgttatt 
ctgattgtgg
   226081 atgatgtgcc ggaaaatctg ggcttgctac atgaaagtct ggatcaggca 
ggttatcgcg
   226141 tgcttgtcac aactgatggg ttgagtgcta ttgaaattgc ccaccgatgc 
ttaccagata
   226201 tgattttgct tgatggcaat atgccacata tggatggttt tgaaagttgc 
atacagctta
   226261 aagcaagtcc aattacgcag tttattcccg tcatttttat gacaggcttg 
tctgaaacag
   226321 agcatattgt gcgtggtttt caggtcggag gggtggacta tgtaaccaag 
ccactgaata



   226381 ttgaagaagt attagcaaga gtaaaaacac atttggcaca tgccaaacta 
ttgcaacaac
   226441 aaaaacaggt gattgatgca acggaaacag ccattcttgc gctagatgtt 
cacggtaaaa
   226501 ttgtttggaa aactcaaaag gctagtgatc tactaaatca atatttacct 
gaattagaag
   226561 gttttgaagc aggcttaaaa gcttggtttt cagacttaga gcatgaaaaa 
gaccccaaaa
   226621 aattaaccag ctgttcttat tcaacaccat ctcagcaatt acagctttta 
ttacttacac
   226681 cgtgggagac cgagccaagt gtggcaaaaa attatctcat ccagatcaag 
acatctacac
   226741 ctgccttgga aatgaatgat attttgaaat attgcccaca gttgactcaa 
cgtgaggcag
   226801 aagtcatgca ctggttgttg ttagggaaaa ccaataagga tattgcagaa 
attttggagc
   226861 tgagtccacg gacggtgaat aagcatctag agcatgtttt tgaaaaactt 
tgtgttgaaa
   226921 accgaactgc tgcggtggcg catattaata gcttggtgca agagtttcac 
taatttaagt
   226981 gaagattgta tttaaaaagc atacagactc aatgctaaaa ataggctatt 
tttttacagt
   227041 taaatttgtt cttatagata aagatatata aagtcatttt taaataaata 
cgatttgtaa
   227101 tatgaggaat tcattgtgaa tattcaacaa aaagatgata caaaacacgg 
cagctttagc
   227161 ttacttgatg gtgaaaccgt tgcaggcgaa atgacttata catgggcagg 
cgaaagcatg
   227221 ctaattattg atgccacaga tgtaaacgaa aattatcgtg gacaaggcgt 
aggtcgccaa
   227281 ttacttgatg ctttggtggc ttttgttcgt gaaaaagacg taaaagtaat 
tccgctttgc
   227341 ccatatgcta aatcggtttt tgataaagac ccaagtattg gtgatgtact 
tagaaaataa
   227401 gcaatagctt aaaaatcatt taataaaaat cgggccttgg tgtccgattt 
ttattggctt
   227461 tattatttat ctttgtttta gtgaatatgt tttaagcagt tgtattcaac 
tgatttgaag
   227521 gttttcgatt gccaaatcga atttatcaaa cttatagaaa agcttatcta 
ataaaaatag
   227581 ttttagacca attgggaaaa aaataaactt gttacacaaa tatttaatgg 
ctgacgaaag
   227641 ctaaatattt ataacgtttt aatattattt gttggaattt tccttgaact 
ggcagtatat
   227701 ccatagtgtg ttgccgcaat ttttctctgc aactttgacc acgctgaaaa 
tttcaattat
   227761 cagcattatt ttggcgatta ttgtagggct aatttgcagc attttaatca 
catatcgcgt
   227821 gcgggtgcta aatagaattg cccagttcta tattgagtta tctcgaaata 
cccctttatt
   227881 aattcaactg ttctttttgt attacggttt gccaaagctc ggtatcaaaa 
tcgatggttt
   227941 cacttgcggt gtgatcggat tgactttttt aggcggaagc tatatggccg 
aagcattccg



   228001 agcaggtttg cagtcggtgg ccaaagggca gattgactca gcaaaaagta 
ttggtctaca
   228061 accgactcaa atttttagat atgtcatttt ccctcaagcg cttgccattt 
caattccggc
   228121 aataggggca aattgcctat ttctaattaa agaaagttct gtggtgagtg 
ccattgctgt
   228181 cgttgagctg ctttttgtca ccaaagactt aattggcatg gactataaaa 
ctacggaagc
   228241 tttgttttta ctcatcatgg cttatctgat tattttattg cccgtgtcta 
ttttaaccag
   228301 ttatctggag cacaaaagtc ggaaggtgag ccatggaact tgattatcta 
tttcaagcga
   228361 gtcacctcga acgtttaatg tggggacttt gggcaacggc aaaaattgct 
tttatttcgg
   228421 tgtttttttc tgcaattttt ggcacagttt tcggcgtcat tatgacttct 
aaaaacatag
   228481 tcgttaaatc gctgtgccgc ctgtatctag aagccattcg aatcattcca 
attttagttt
   228541 tgctgttcgt gttttatttc ggctttgcga catggtttaa ctggcagttt 
tcagcaatgt
   228601 gggtgtgtgt tgttgtgttt gttttatggg gtacggcaga aatgggcgat 
ttggttcgtg
   228661 cagccattac ttcaattgat cagcatcaac gcgattcggc ctatgctctt 
ggactaactc
   228721 atgttcaagc tttgatctat gtcatttttc cgcaaagtct aaaacgagta 
acaccaggcg
   228781 cgattaattt gtttactcga atggtgaaaa ccagctcttt ggcagtcctg 
attggtgtgg
   228841 ttgaggtcat taaagttggc cagcaaatta ttgaaaattc gctgttgacc 
gtgccgagcg
   228901 cttctctttg gatttatggc tttattttta ttttgtattt tctgatttgc 
tatcccttat
   228961 ctcgtttggc agcacattta gaaaaggtct gggggtaatt atgcctttgt 
tatcgataca
   229021 acaattacag aaatcatttg cacaaagtca tattttacag ggcattgatc 
tggatgtaga
   229081 acaaggagag gtggttgtta ttttaggccc atcgggctgc ggtaaaagta 
ccttattgcg
   229141 ctgtattaac ggcttagaac cgattcaggg tggcgagatt cgtttaactg 
gctcaggtgt
   229201 gctcggtaaa gatatggact ggactaatgc tcgtcaaaaa attggcatgg 
tttttcagaa
   229261 ctatgagcta tttgggcata tgaacgtcat tgacaacatt ttgcttggac 
cactcaaagt
   229321 acaaaaacgc catcgcgatg aagcagaaca agtagcagat gagttgctaa 
agcgagtggg
   229381 attgtttgag cggaaacttg attatccacg acaactttct ggtggacaaa 
aacagcgtat
   229441 agccattgtc cgttcactgg tcatgcaacc tcaagtgatt ttacttgatg 
aaattaccgc
   229501 tgcgcttgat ccggaaatgg ttagggaagt gctcgatgta gtactgaaat 
tggcgaatga
   229561 aggaatgacc atgttgattg tgacacatga gatgtccttt gcacgcaagg 
ttgccgaccg



   229621 cattattttt atggataagg gcaagattat tgaacaggct tcaccagaag 
aattttttga
   229681 acagccgaaa acagaacgag cgaaagcttt cttaaatatt ttgtcgtact 
aaatttttat
   229741 tatttgaatc atgaggaagt gaatgtttaa acgtaattca ataaaaatat 
taagcagttt
   229801 tgctgttgct ggggttttat taactgcatg tagtaaaaca ccatcaactg 
aacaggcaag
   229861 taatgctcaa gaagaccatt ctttagaaca agtcaaaaaa aatggagttc 
tacgcgttgc
   229921 tgtttttgct gatgatccgc cgtttggtta tgtagatagt gcggggaata 
atcagggctt
   229981 tgatgtggct ctagcaaaac gggtgactaa agatttgctt ggtgatgaaa 
agaaagttga
   230041 gtttattgtg actgaagctt caaatcgggt ggagttttta aaatcaaatc 
gtgccgatgt
   230101 ggtgttcgcg acgtttacag taacgcctga acgtaaggaa gttgtagatt 
ttgccgagcc
   230161 ttatttaaaa ggtgcttttg gtattgtttc gcctaaagcc aaaccgatta 
ctgacattgc
   230221 ccaattagaa ggtaagacct taatcgtaaa taaaggcaca agttcagata 
cctactttac
   230281 caagcattat ccaaaagtaa atttactcaa gtttgaaaga aactcggatg 
ctttcaaagc
   230341 tttaaccgac ggtcgtggtg acgcgatttc acaagatagt acctatgctt 
tggcatgggc
   230401 cgcgaagaac ccaagttatg tggcaggtat tcaatctatt ggtgatcaag 
agtttattgc
   230461 accagcagtt aaaaagggca atacccaatt gttgaattgg ctcaatactg 
aaattaagca
   230521 actaagaaca agcggtgaaa ttaagaaaat ttatgatgaa accttgaagc 
caatttacgg
   230581 tgactcggtc aatccgaatg tgtttttaga tgtaggccaa taattttcga 
tatcgctaga
   230641 gcagtgtctg aaagtaggcg ctgctatttt taaataagat ttttacaaga 
acgatagggt
   230701 gaaataatga caacattaac atttcaaaac gtgaaacata ttttagctgc 
ctctttactg
   230761 agtttaggtt tggttgcatg tgacaaagga actcaatcta ctgaaaaaac 
ggccgatacc
   230821 acacaaacta cgtcaagtat tgaacagatc aaaaagaatg gtgtggtacg 
aattggcgta
   230881 tttagcgata aaccgccgtt tggatattta gatgctcaag gtaaaaacca 
aggctttgat
   230941 gtagagattg ccaagcatgt tgctaaagat ctgctgggtg atgaaaacaa 
agttgagttt
   231001 gttttaactg aagcggctaa ccgtgtcgaa tatttaaaag ccaataaagt 
agatattatt
   231061 tttgcaaact ttactgttac cccagaacgt aaagaggtgg tcgattttgc 
taagccttac
   231121 ctaaaagtgg cgctcggtgt ggtttctcct aaaagccatc caattaccga 
tgtggctcaa
   231181 cttaaagata aaaccttgct ggtaaacaaa ggtacaacgg ctgattcatt 
cttcaccaag



   231241 actcatcctg agattaaact acaaaagtat gagcaaaaca ctgaaacttt 
tgatgcttta
   231301 aaagatggtc gtggtgctgc gcttgcacat gataacttgc tggttttagc 
ttgggccaaa
   231361 gaaaatccaa attacactgt tggcattact aatttaggtg agcaggactt 
aattgcacca
   231421 gcagtgaaaa aaggcgataa agagttactg gactggttga accaagactt 
agagaaactg
   231481 gcaaaagaag gtgtgattca tcaggcttat gaaaaaacct taaaaccagt 
ctatggcgat
   231541 acgattaatc caaaagacct attggttgag taatcgtgct aataacctct 
aaagatcagg
   231601 actctagata gtatttactc gagctaagat tcatctacag cctgcccata 
atttataaag
   231661 ataatgtttt tgcaatattt tttatagatg taaacagtgg tcaggttctg 
tagatgagaa
   231721 agttttttgg ttactttttt caaaaaaagt aacagaatta gctgattgct 
ttagagatta
   231781 aaggtaggat tccatcgtgc taattctttg actttatatt actttaaatt 
aaataaagtc
   231841 ggctctgctg ctaatttatc tgccaaatat tgaatcaaca cactcaattt 
aggcggaaca
   231901 tgccgtgtcg gtgggtatag taaccacagc ccaccactgt aataggtttt 
aaaatcccag
   231961 tctggtaaaa cctgaactaa ggtgccttgt tgtagagcat ggcgtgcaac 
gaagtacggc
   232021 aagctcgcaa tacctaaatg ctgtaatgca gcactcaaac gcacacccgt 
atgatttgca
   232081 gcataacgac cacgcacggc aacacttatc gatttatttc cttgttgaaa 
tttccacttt
   232141 gagtcactgg cttgttcacc caagtaaatg cattcatgct gctttaaatc 
atgaggatgg
   232201 ttcggtgtgc catgcttgga caaatactca ggtgtggcac aaaccaagtg 
atcaatatca
   232261 atcagctttc gacccataag gccacccggt ggttgctctg taattcgaag 
cgctaaatcg
   232321 acgccatcat caatgagatc tacatagcga tcttctaaaa gcatttgaat 
atcaattttt
   232381 ggataacgtc ctaaaaattc gggtaaatgc ggatgaatca taaaatgtcc 
cacagctttc
   232441 ggaacactca tacgaataat accttcgggt tcgacatgaa attggcccga 
actttccatg
   232501 actgcttgtg cagcattcac catatctaag caacgttgat agacctgttg 
tccgctttca
   232561 cttaagcgaa gtttccgcgt agttcgatag agtaagcggg tgcctaaagc 
acgttctaat
   232621 cgagcaatcg cgcggctcac agcagaaggt gttgtaccaa gctggcgtgc 
agtttcagaa
   232681 aagctttccg actcgacaac cttaacgaaa gtcgccattt catttaacag 
aaccagactt
   232741 tgatttgtgc tcatgaggca aaagttattt ggattttgac tggattatcg 
cgtctaaaaa
   232801 atcgcaatac aatcttttaa gtgattttca ggaaactaaa ttgttatgtg 
gcagttgtat



   232861 gggcatgagt ttttaacgct agctcttatt cactttatgg cggtgatttt 
accgggacca
   232921 gattttgtga ttacggtaag acaaagtgta cgttatggtt atttgattgg 
atgtctgact
   232981 gcaattggta ttggtgtcgg aatttcagta catgtgtttt atacacttgt 
tggtattggc
   233041 tttttgattc agcaaagcga atggctcatg tcactgatca gaacagcggg 
ggcagcttac
   233101 ttagtgtatt taggatggca gtgtttacgt agccagccga ataccactat 
tgatattaat
   233161 ggccaagcag acagtgatac gtcgagttta tttaaagctt ttacaatggg 
ttttctcact
   233221 aatgcattga accccaaagc caccatcttt tttctggcaa tttttacgac 
ggttgtaagt
   233281 acgaccacac caatgaaagt tcaggttttt tatgggatat ggatgtgtat 
ggttaacgct
   233341 atttggttta tggtggtgag tgtactgttt gcacagccta tcgtacgtaa 
aagatttttg
   233401 gagtttgggg tttattttga gagggtgatg ggagtgttgt tgattgggat 
tgcattgaga
   233461 ttgatttggg gattgtttaa ttaagttgga tatctattga tatttcctca 
gattaaagtt
   233521 atctgcaagt ttttagacta gcacaacgga gtctatactt gcatttgcta 
gtgctaaatt
   233581 tcatccacag cctgccataa tttataaaga taatgtattt gcaatatttt 
ttgaaaaata
   233641 aaaacagaga acaggttctg tggatgagaa agtttttggt tactttttta 
aaaaagtaat
   233701 ggaattagct actttctttg gatttgaaaa cggtaagact ccgccgtgtt 
aagcacttta
   233761 aattttttag attattaatg acttttagct cgagccgaag gctaacttag 
aaatcgaatt
   233821 taaaataata agattccgcc gtgataacta ctttgactta ttacatctat 
atatgacttt
   233881 agagctaaag tagcttcaat aaagaatcca taaaaaagac cgctcaaaag 
cagtcttttc
   233941 tacaaataga tttaattgct acgcctatta cgtgtcagtt gatgtaacac 
cgacaccaat
   234001 aaatcaattt cttccgtcgt attataaaaa gccaaagacg gacgcacggt 
ctgttctaca
   234061 ccaaaacgac gtaaaattgg ctgtgcacag tggtgcccaa aacgtacagc 
aataccatgt
   234121 tgatttaaag ctttaccgac ttgttcagtt gaatagcctt gtaaagtaaa 
ggacatcaca
   234181 ctggctttgt gatgcgccgt tccgatcagg cgtaaaccag acacactact 
cagcgcattt
   234241 tgaccatatt cgagtagatc atgttcatag cgagcaatgt tatgaatgcc 
tagactttct
   234301 acatattcaa gggcagcacc taaaccaaca gcatcggcaa tgtttccagt 
tccagcttca
   234361 aacttgtttg gtgcaggttg gtaaactacc tgttcgaagg tcacatcctg 
aatcatgtta
   234421 ccgccgcctt cccaaacagg catgctttct agcaactctg gttttgcata 
gaccgcacca



   234481 atgcccgtcg gcccaaacac tttatgtcca gagaacacaa aaaagtctgc 
atcgagagct
   234541 tgtacattgg tagggatgtg cgaaacagat tgagcaccgt caactaaaac 
gcgtacacct
   234601 ttggcatggg caattttaat gacttcagca acaggtgtga ctgtacctaa 
agcattcgaa
   234661 acttgagtaa tcgacaacag tttagtacgt tcattaatca gttttggtaa 
ctcttctaaa
   234721 ataatctggc ccgtgtcatc cacaggaatg actcgtaatt tcgctccagt 
ttttttagtg
   234781 agttgatacc aaggcacaat attggcatgg tgttctaagt gagaaacaat 
aatttcatca
   234841 ccttcgccaa tattttgctc accccatgtt tttgcaatca ggttaatccc 
ttcggttgtt
   234901 cctcgaacaa agataatttc tttagaagag ggtgcaccaa taaatcgggc 
aactacattt
   234961 cttgcatgct cataggcgtc ggttgcacga gccgctaact catgggcagc 
acggtgaatg
   235021 tttgagtttt catgctgata aaaataagca atccggtcaa tcacgcgctg 
cggtttttgt
   235081 gtggtcgctg cattatcaaa ccagaccaaa ggtcgaccgt tgacgcgttc 
ctgtaaaatt
   235141 gggaaatcac gacgtatggc atatacatcg agtggttgag cactactagc 
tacaaaagtg
   235201 ggttgtgatg gttgatagtg actataactt tgtccacttt gaggcaagtc 
taaaaaataa
   235261 aatgcagagc ttgtcgaact ttgggtaggt gtgttcgttg caaaacgatc 
ttccgtcagt
   235321 aatgacttga gctggtcacc atgtggcaac tgaaaagact gtgcaaccga 
ataattatct
   235381 tcaacccctt taacagatgg ttctattgca ttcggagcag agaaatcatt 
taaaaaataa
   235441 taaggtgatt cacctgtacc agtgggcaag cttggttcaa tgcgtggcac 
attgggttca
   235501 ctatgagcag cttctggcaa atgtggttca aatggtgggc gtggcaaatt 
agctccaccc
   235561 accacaggcg cagacgctac aattcgacgt tcagggtagt ctggcaaatt 
tggaatatgc
   235621 tcaggatatt ccggattgag acttttctga aaggcgatat tgggcgcacg 
accactgagt
   235681 gcagaaaatg gttcacccgg ttgcggtggg tgaggtggcg ctccgacagg 
taagtccaag
   235741 ttaaggcccg atgaagaagt cgaactgctt gagcttggca ctgctgaaaa 
aaactcatta
   235801 gcaagtcgag caatggtgga ctcatcgggg aagttggctg gtgggttagc 
accagtcact
   235861 tcaggccccg ttgaactacc ttgcagatta cttgtagtta actgggtagt 
catgatattt
   235921 gtccacctcc acatcatcta acactgctaa agcatcgtct gttaatactg 
caagtgagca
   235981 gtataacgag atcagatatg acgcaattgc gttacggtta atgcccataa 
aacgtactga
   236041 aagccccggt gattgttcac cagcaagacc tggttggaac aaaccaacaa 
tcccttgacg



   236101 cttttcacca acacgaagca gcaagatttt agttttgcta tcttctacag 
gaattttatt
   236161 tgatggaata agtggaattc cgcgccatgt aatgaactgc gaaccaaata 
agctaaccgt
   236221 tggaggcggt acaccacggc gtgtacattc acggccaaat gctgcaatcg 
catcagggtg
   236281 tgctaagaaa aatcccggtt ctttccagac tttacgtagc aaatcatcaa 
gatcatcagg
   236341 agtaggtggg ccatttaaag tcgaaatacg ttggtcatct gtcacacttg 
ccagtaaacc
   236401 gtattccggg ttattgataa gctcactttc ttgacgttct ttaatggttt 
caatggttaa
   236461 gcgaagctgt tctttaattt ggtcatgtgg gctgctgtaa aggtcggcaa 
cgcgtgtatg
   236521 tacatctaaa acagtagata caccatttaa aaagtattcg cgtggctctg 
ggtcataatc
   236581 aacaaaagtt tgaggtaaag ttgcttcatc acgttgtgtg caagccacct 
gaatatcatc
   236641 ggtattattg acacggttta ggcgataaat acctgcttca acaggaatcc 
attgaagtaa
   236701 gtgagtcagc cagcggggag taattgtaga aagctgggga gctgtcttgg 
ttgcattggc
   236761 cagttgacgg gccgcatggt ccccaagtgc aagttgggct ttgtctgtat 
ttttcgccat
   236821 gaatcatttt tccttattac attggctttt tgaaaataaa aattctagga 
tgcatataaa
   236881 ctagaattag ttctggtttt aaaattaaaa tcgcgttata aattttttaa 
atactgagct
   236941 tattaatgag ttatctattt tctaaataaa aatatattta aactagaaat 
aagcatttta
   237001 ttaatctgca cgttctttgt ttatttatct ccttatctat ttatttcaca 
tctatagttt
   237061 ttaaccggca atatgatttt tttgataaga ctcattcggt gactgtaaaa 
tctggctacc
   237121 tgcagcaaca ctatgggtta gccaaacatt ccccccaata attgaccctc 
ggccaatggt
   237181 aatacgacct aaaatagtgg cacctgcata gatcacgaca tcatcttcaa 
caatcggatg
   237241 gcgtatataa tcttttttca aaccaccatc atcattggtt tcaaagcgtt 
ttgctccaag
   237301 ggtcacggcc tgataaatac gaacgcgttc cccaatcaca caagtctcgc 
caatcaccac
   237361 acccgtacca tgatcaatga aaaatccttt accgatttgc gcacccggat 
gaatatcaat
   237421 acctgttgca gagtgagcca actccgaaat aatgcgagac aataaaggca 
cttgagcata
   237481 gagctgatgg gcaattcggt gatagataat cgcaaatatg cccggatagc 
agagtaatac
   237541 ttcatctaca ctatgtgctg ccggatcacc ttcataagcc gctcgcacat 
cgccgtctaa
   237601 aaggcgccgt atagagggca aagtgttggc aaaatcctgc acaatagttt 
gagcaagttc
   237661 ttgtggctgc tgcactgggt ttgaatgact caaatgtcgt ttcgcttcat 
aatttaaagc



   237721 cagttgtact tgagcatgta aagctgttag tacccgattt aaagtatagg 
caatataaga
   237781 atcttcagtt tcctgacgta agtcggcagg gcctaaacgc attggaaata 
aaatcccgca
   237841 caggtcatct aaaatggcct ttaaagcttc tttagatgga agttcacggc 
ctccaaattc
   237901 ttttgttctg tgctgttgct gacgccagtc atgccttgct tgttgtaaat 
cttgtacaac
   237961 cgcattaatg ttccattgag tcacaagctt tccttgattc actgaaaatt 
gattgaagta
   238021 ttagtcttgt tgccaaggaa gttggtggat gcgccagcca tttttctgat 
tacgctgttg
   238081 ctgatcattt agatcacctt cgaaaccttc aagaacgtta taaatatgct 
caaaacctgc
   238141 attaaatgcg gcctcggcag cttgtgctga acggttgcca ctacgacata 
acaaaagaat
   238201 ggttttatct ttgccaactt ttgattcgag ttcttttaaa aagcgtggat 
tacggttaaa
   238261 cgatgtgcct gttgcccaag caacatgaac actttcaggg acataaccta 
caaatttacg
   238321 ttcttcattg gtgcgcacat caactaaaac agcttctcct tgttgtacga 
gttgccatgc
   238381 gtcaacaggt gataaactgc cactaaaatt taattcgtgt tcttgtgcat 
attgctgtgc
   238441 tttagaaaga atttcttcgg ctgaaaagga tgtatttgaa ccatttgaga 
taaaactttg
   238501 tggagtttca gtatttaatt tagcgttcat tgaatatatc cttatctttg 
attcagattg
   238561 ttaaggttca atttacgcgg ttttaaatat aagcaaaaat aaggaatatc 
tatttatata
   238621 tattattttg ataaataaga gcggtgaata ttttatataa attagtatta 
gttaatttta
   238681 taaagttatt aaaataaaat agatttaaga aattttatta tttagtaaaa 
aaccgtacag
   238741 attaaaataa tccgcacggt ttttaaaatt aagcaaatcc accatttaca 
cgaatgactt
   238801 gagaatttac ccagccccca tctggaccgg ccagcatggc aattacgcca 
gcaatttcgt
   238861 caggtgtccc gattcgttcc agtggagcaa gttttgcaat agctgccact 
tgctcttcag
   238921 tttttccatt gtaaaaaagg tcagtgcctg tcgggccggg cgcaacagca 
tttacagtaa
   238981 tattccgtcc gcgtaactca tttgctaaca catgtaccaa accttcaaca 
cctgcttttg
   239041 aagcaatata aggaccataa gctggaaaag atttggcaat tacactggtt 
gaaagcgcaa
   239101 taatccggcc accatctggc accgtttcgg ccgcatgcgc taatattaaa 
aacgcgccac
   239161 gtaaattggt atgaatcact ttatcgaaat ctggcaggct ttcaggtgta 
atttttgcca
   239221 taggcataat accagcacta tgaaccacaa cgtctaattg cccgttaatc 
gctttagctt
   239281 cttgaaacaa acggctcacc tcatgttcat ttgcaacatc cgcctgaata 
gctgaggctt



   239341 gaccaccttg ctcaataata tgttctacag tggcttgggc atgcacttta 
ttgccagcat
   239401 agttaacaat cacataaaaa ccatcttgag ctaaacgttc tgcaatagca 
cggccaatac
   239461 cacgtgatgc gccagtaacc agagctgttt ttattgaaat attcattttt 
agattgcctg
   239521 tttgagtaag tatggcttat tttaataata tataaatatg ggataaatca 
tcagaattgg
   239581 ataagataat tccatataaa ttaataatag gtagggttaa aagcgagcac 
tatggataaa
   239641 tttgatacct tgcaactttt tacccgcatc gtagagctgg gtagttttag 
tcaggcagcc
   239701 gatcagctaa atatcccacg tgctacagca agtaatgcca ttaaggagtt 
agagagtaat
   239761 ttacagtgcc gtttactaga gcggacgact cggcatgtaa ggccatccct 
agatggacag
   239821 gcattttatg agcgttgtac acaaagatta tcggaactcg atgatgccga 
atcatcttta
   239881 cgcaatgtaa ttgctcagcc ccgtggttta ttacgtgtcg atttatcagg 
cgcacatgca
   239941 actaaaattg ttttacccaa tatagatcaa tttcacgagt tataccccga 
cattgaactg
   240001 gtaatcagta cgggggatcg cttggttgat ctgatcaggg aaggcataga 
ctgcgtagtg
   240061 agggcggggc gtttagatga ttccacttta attgccagac atttggtcga 
tatgccacaa
   240121 gtcatttgtg caagtcctga ctatttaaat aaacatggaa cgccagagca 
accagaagat
   240181 ttgttatcac attattgtgt taatttcttc tcgacatcag gcgggcgaaa 
ttatccattt
   240241 gaattaatgg tgaatggtaa aaaacaagat tattttttga aaagctggat 
cgcggtaaat
   240301 gacgctgaaa actatgtatt atctgcctta caaggggctg gcttaattca 
agtaccgcac
   240361 taccatgtgg caaatgaatt aaaaaatgag cgactggttg aggttttatc 
tgaatgggaa
   240421 agcccgaaga tgtcagtttc tgcactatat ccgcagcatc ggcagctctc 
gccgcgcgta
   240481 cgagtttttg tcgcttggct gagtgagtta tacacgggct attttgccaa 
ctttgaatac
   240541 ccgcaaaaat gaaatatctt gcgggtaagt caaaaactaa atgatatttt 
taagactgat
   240601 tctgcaattt atcttgagtc ttggtctcaa aatcactcgc atcatggcgt 
tcatgcaact
   240661 gcgtagctaa atcaccaaaa gtacgattga gcatacggcc acgttgtacc 
gcagggcgcg
   240721 ctaaaatcgc atctgcccaa cgttgaacat ttttatattg atcgacacct 
aaaaactccg
   240781 cgccgttata cacccagttt ttaacaagac cgccatacca agggaacgct 
gcaatatcag
   240841 cgatgctata ttcagaacca gccaaatatt cgttttttgc cagatgctga 
tctaatacat
   240901 caagtaagcg ttttgtttcc attgcaaagc ggttaatcgc atattcaatt 
ttaacagggg



   240961 cataagcata aaaatgtcca aaaccaccac ctaagtaagg tgcactgccc 
atttgccaga
   241021 ataaccaatt gaggcattca gtacgtgcag caatatcagt cggaataaac 
gctttaaact
   241081 tttcagccaa gtaaagcaaa attgagccag attcaaatac tcttaatggc 
gggttttggc
   241141 tatggtcaac caatgctgga attttagagt tgggattaat ttctacaaag 
ccactgccaa
   241201 attgctgtcc ttctccgatt ttaatcagcc aagcatcata ttcagcatct 
ttatgtccta
   241261 acgctaaaag ctcttcaagc aaaatagtaa ctttttgacc attaggcgtt 
gctaaagagt
   241321 agagttggag cggatgtttt cctactggaa gtgtatgctc gtaacgcgca 
cctgaggtag
   241381 gttggtttaa atcggttttt tctccagtcc attgccaaac ttgtggagga 
atatagtttg
   241441 aatcactcat tttttatctc atgtttggtg taaatataag gatttattta 
tgtcgcaagg
   241501 caagccattt ttgtacggtc ggacgttgcc attgctgtaa tgcataattt 
tttaggcgct
   241561 ctggtacagc atcaccattt tgaataagac gttgcaacat cagggcaagt 
tcagcatcca
   241621 caatactcca tgaaccaaaa agaaattcgg catcagacgc aagaagtttt 
tctgcaacaa
   241681 agaaaaactt ctcggctgct tttttgcctt cttctgaaag tggagtggac 
ttgggctgaa
   241741 taaaaataac atcggttgga cgctcagttc ttagtgccac caagtctgat 
ctgagccatg
   241801 cttgaatttg tcttgctctt gcgcgagctt gaatatcttt tggataaata 
gctgtgtctg
   241861 gataaagctc ttcaagatat tccaaaatgg cggaggattc tgataaggca 
aaatcgttat
   241921 gctcaagtac aggcacttta gctgttaatg acttttctac aaaagatatt 
tcaaactggc
   241981 cttgctggcc taagtcgatg gttgctattt caaatggaat ttgtttttcg 
tgtagtccta
   242041 caaaaactgt aaatgcatag ggacttagaa attgtgaatc tgtatacagc 
ttaaaatgct
   242101 cgttattcat tgttattgtc cgtgtgataa acagatgggt ctagtctaag 
tgagctaagc
   242161 caagattggg tagctttttt gtggaaaagc tttatcggtt tttgaactaa 
gctatttcgg
   242221 tggtcaatgt tagggtttaa tgtgctgaaa atgttgacgg acaatgctaa 
gccaagcttg
   242281 tactgctggt gagacaggaa gattcttttt ccaagccatg actaagtgcc 
actgaatatt
   242341 tggtttttcg agtggcactg ctgcaaataa agtcgggtca agcatgtcgg 
tataatattg
   242401 agggagaagc gcaattccca tacgttgtaa caccatgtct gccaagagat 
gccattggct
   242461 ggtccggcaa gcaatggtgg ggtagaaacc atgctgctta catgcatcga 
gaataatact
   242521 gtttaaagag aaattttcag gaaacattaa aaacgattga tgttgtagct 
cttctagatt



   242581 tattttttta cgtgttgccc aagtcgcatc ccgacgtaaa agtaccatta 
aagggtagtt
   242641 acataactcg atgctattaa aagtttgcgt atcaaaaggc tgcaataaaa 
cgccaacgtc
   242701 taactcattg ttaagcaaag cttgttcaat accgcgtgaa cccacttcca 
taaaagccaa
   242761 ttcaatatct ggccattgac gatgaaagtc aaatagggca gtcgttagga 
gctgcgaacc
   242821 taaaggtgga acgccaagtt ttaaagtacc tgtttttaat tgttgatagt 
tttctatttc
   242881 aagaaagatg ttttgctctg cttgaagaag ctcgaccgca tgttgataaa 
tacgctctcc
   242941 aatttcagtt aattcaattt gtctttttcg tccatgatcg ggtttaacca 
aaagctgtac
   243001 ctgaagctgc tcttcgagtt gttgtaatat tttactaatg gtgggctgag 
tcagatataa
   243061 ctcttcagca gtacgggtaa aacttttagt tttaaccaga gtaacaaagc 
actgtaatga
   243121 ttttagagaa agcataataa agaatagatt attccatttt ggaataatat 
taacatgaat
   243181 aattcatatt tagcaggttt aaccaagcta gcataatagt gtagttaacc 
atttaatttc
   243241 gaaaaatgag tactgaatct gcttctggaa caccctcaca accatcactg 
ttcgtgttag
   243301 ttaaacaaat tctcattttg gctggatttt ggtggatcgg atatctctta 
caccaaaaac
   243361 tcggtgtgcc tgtctcggca ggtattttag gtatgttttt attgctttta 
tgcctgttct
   243421 ttaaaattat caaaatggat caggtggcaa tgggagcaac tgtggtttta 
ggtgagctat
   243481 tactgttttt tgtgcctgta gtcgttgccg ttgtccagta taaaaccttg 
tttatgaccg
   243541 aaggatggca aatcgtctta agtattgcgg ttggaaccat tttagtcatg 
ttaagcactt
   243601 cactgactat tcattattac aatcgtttga aggcttactt acaggctaga 
aaacgtcttc
   243661 aacataagca tatctaaaga gcataatgac atgaatatct ggtcaattct 
ttgtctcatc
   243721 tggactttgg tcgcttatgt tgtggcaaag cgaatctatc aaaaacatcc 
aaaactttgg
   243781 ttatcacccg caattagtgt gcctgtactt accatcattt tgatgacgat 
ttttggaatt
   243841 tcataccaaa cttattcaga agatacccag tggattgtta atttattagg 
accagcaacg
   243901 gttgcgtttg ctgtaccgat ttatcgttat cgggaaacga tacgtaaaaa 
ccttggggtc
   243961 ctttcgattg cgattattgt ggggatgagt gtaggtgtga tgactgccta 
taaaatggcg
   244021 cagtggttcc actttagccc tgaagtcacc aatagtttga tggcccgttc 
tatttcaaca
   244081 ccatttgcca tgattttagc ggaagatatt cacggttcgg cagcattggt 
ttctctattt
   244141 actgttatta ccggtttggt cggtatgatt tgtggcgatg caattttggc 
aattactaaa



   244201 atccgttcta atgtggcaaa tggtgccgcc ttgggtaacg cagcgcatgg 
ttttggtaca
   244261 gtcagagcac agcaaagaaa tagtgaagaa ggggtgattg ccagtttaac 
catggttatt
   244321 gctggtattt taatggtgct gattggacca tttgcgattc atctatggtt 
gctgttgtaa
   244381 ggtttaccta cattgatttg gcgtgctgtt gaataatctt tgataatttt 
ttgatagctt
   244441 gttgcattag ttcgggttca aaatcgccta agccgacaat taaacccgaa 
cgtcgccgct
   244501 cttttgaaaa tgtcggtgaa attgctttga tggcaatacc tgcatcgact 
gccgagcttg
   244561 caacgtcaat atcattaata tgttgagcaa gccataacac catatgcatg 
ccttgatcgc
   244621 ccggttgtaa ccaagccagt tcttgaggta tgtatttttc aatcaagcca 
ataatgtatt
   244681 ctcgaacttc tgcatagaca tttcgagtac gtcgaatatg ccgttctaaa 
taaccctctt
   244741 gaataaaagc agccaaaacg tgttggtcgg cagcaggcgg gtgtctatca 
attaatactc
   244801 taagcccaca aaaaggagct accagttctg taggcaacac tgcatagcca 
agcctaagcg
   244861 atggaaataa gactttgctg aaagtcccaa gataaatcac ttggtcaggt 
gccatgcctt
   244921 gtaaagatgg gaagggctga ccgttgtaac gaagttcact gtcataatca 
tcttcaatga
   244981 tccatgcatt ttgctgtttt gcccaagcta ataatgccgt gcgtcttgct 
agactcatcg
   245041 gcatgccaag tggatattgg tgagagggtg ttacaaaagc agcacgcgca 
tgtttagaaa
   245101 gtttaattcc ggtttcaacc tgaatgcctt cttcatcaac aggaacacgc 
accattcgaa
   245161 tgttttgtac agtatgctca aaaatggctg ttgtaccgcg ataagcagga 
tcttcaaccc
   245221 aaacttcatc tttcgcctca aataaaattt ggctgcaaat ataaagtgat 
tgttgaatgc
   245281 cgggcgtaat cacaatttgt tcaggttcgc agtggacaga acgtgaccgt 
cgtacatagt
   245341 ctgctatagc aattcttagt gataatacac cttgaggttc accatatcct 
gaaggaacac
   245401 ctgcaccccg tgatctatat ttattaccaa atttacgcca gatatcactt 
ggttgagtac
   245461 gaccgacggg gacagatact gcaaaaggaa catggggaag tggcttaaat 
tcatcaagca
   245521 ctttggcata agaacgtgcc gatttggtca aagatatcga gttaggttta 
ttttcttttg
   245581 atgagtgttg tattacagat gttttaatca aagcatgaga cacataagtg 
ccagttcgtg
   245641 gttgagagtc aaacacacct tcagctaaaa gctgatcata agcttcaata 
atggttccgc
   245701 gagcgacacc tagggttaaa gctagttcac gagaagaagg caatggatcg 
ccgggttgta
   245761 aatcaccact ttgtacagct tcacgtaaag cttgagtcag ttgagcactt 
atctttcctt



   245821 tgcttttatc aatctttgca atagacggaa gttccacaac ttttgccatt 
cttgccataa
   245881 ttctggtcta cttaaaaaaa tacaaagtgg ttctttttaa taaaccacat 
aaaccagaaa
   245941 atttacaaca caaaatataa atagccctga tatttacagc gaggttttta 
gccatgtata
   246001 tccctgatga ttttgcagaa aaccgtttgg atgtattgca ttctcttatt 
gcagactatc
   246061 catttggggt gctttttacg catggaagta atggcttaga tgcaaatcat 
cttccattcg
   246121 agttgcaaac aaatgaaggg aaatttggca tgctacatgc ccatgtgtca 
cgaaataatt
   246181 ctgtttggca ggacattaaa aatggagatg aggtattggt cgtttttcaa 
gcaggcgatg
   246241 cgtatatttc accaaactgg tacccatcca aacatgaaca gcacagacaa 
gtacctacat
   246301 ggaactatag ggttgtgcat gcttatggca aagtgacgat tcgagatgac 
gaacgttacg
   246361 ttcgcggtgt tgtggctcgt ttaacccgta ctcatgaagc atctcaacct 
gaaccatgga
   246421 aaatgtccga tgcaccaaag gattatcttg aaccgatgtt aaaagccatt 
gtaggtattg
   246481 agattgaaat taccaagctg caaggaaaat caaaacttgg gcaaaacaaa 
gaacgccgag
   246541 acattttagg cgcggcagat ggcctatcga aatctggtca tcaaactata 
gcgaatgcca
   246601 tgtacagtgt ggctgagtta aataaataat tttgaaaata taaaagctta 
atatcaattg
   246661 aggagataaa gatgtctttg actacacctg ttgaattagt gggtgagcac 
gttattttaa
   246721 agccgctaga tgtaactcaa gctgaagcgc tcaaagaggc cgtttgcgat 
ggggagctct
   246781 ataatctttg gtatacccgt gtgccaagac ctgaacagat gactgctgaa 
attgaaagac
   246841 gtcttgattt gcaaaaatcc ggctctatgt tgccttttta tattgaagac 
cgaaaaacgg
   246901 gacgagcgct gggcatgaca acactcatgc atattgaaga agcgcatcgc 
cgtgtagaaa
   246961 ttggttcgac atggtaccga aagtctgcac agcgtacgcc tgtaaatact 
gaatgtaaaa
   247021 aactattgct aactcatgca tttgagactt taaactgtat tgcggttgag 
ttacgcacat
   247081 cttcattaaa tgttcaaagc caagccgcga ttgtacgctt gggtgcaaag 
ctcgatggtg
   247141 tgctaagaag tcatcaaatt gtgaaagatg atattttgcg ggacactcat 
gtttacagta
   247201 ttttaaaaca tgagtggcct gcggtccgtc aaaatctaga atggctattg 
agcaaaccgc
   247261 gttaaaaaga atttaaacaa actgcttttc tcttttttgg cttagccaga 
agagagaagc
   247321 tgcggcaatc accaaccatg gtattaacgc tatattcatt gctttccagc 
cgaataaatc
   247381 cagtaaagca cctgcactaa acgaacaaat caaaccgaca acaaaaacgg 
tcatatcgtt



   247441 aatggcttgg gccttggctt tttcagccac agaataagtt cctgtgagta 
aagaagtact
   247501 gccaataaat aaaaagttcc atcccacacc caataaaatt aaagatattg 
caaaagatgt
   247561 gaactgaata cctgagagag caaatccgat atagcaagca aataataaaa 
gacctgcaaa
   247621 catgatttta agcacaccaa agcgagcaat taagtttcca gtaaagaatg 
agggtaaaaa
   247681 cataccaagt acatgtagtt gaatgactgt cgtaattgac ccaagttcat 
ggtgtgaatg
   247741 ccgcatagca attggtgttg cggtcatacc taaaatcata atgccataac 
ctgtgacggc
   247801 accaaacaga gcaactaaat aggtcggttg aaagacaatc tgttgccatg 
gacgaccagc
   247861 agtaaagttg gatttctgct caactgtatc ggcaatatgt aggttagata 
aaatgcccat
   247921 tgccacaagt gagatgatac taataattaa aaatgaaccg atatattcta 
aatgctggaa
   247981 taaaggtccg ccgaagcgtg ctaaagttgg gccaatcagt gctgcaacaa 
ttccacctgc
   248041 cattacccaa gaaatagcgc gtgagcggaa cgcatcattt gccacttcac 
tggcagcaaa
   248101 acggtaaaac tgagcaaagg attgataggc cccgacacat agcgtaccca 
aagccagaag
   248161 catgagtgag ctataaaaaa tacccattgc tgcgataatg ccaccgagca 
cacctaaaaa
   248221 agcgccaaat agaaaaccgt tacgtcgtcc tacacgtgcc atgagcattg 
atgcagggaa
   248281 catcattaaa gccgtaccca aaaacataga ggcgataggc agcgttgcaa 
gtgttggggt
   248341 atttgcaata tttgccccag ccaagccacc aatggtcatg accatgacag 
aaacggtttg
   248401 gaaaagtgat tgggaactcg ccaaaattaa tacttggcgg tgcatggtat 
tttgaagcat
   248461 aaagagcctt taattatatt ccgcaatggc tgaggctaga tgtccggttt 
ttacataaat
   248521 agaagcgcca gacaaaccag cttgaaaatg tacatgtgtt ttcggtggta 
ggcgtatcca
   248581 tgtgccagtt tcataagcca cttctttatc gaccaattga cctcgggtaa 
tcaaaatttc
   248641 gattccaccc tcggcatctt caataaaaag ttgctgcggc ttgagttttt 
ctaaataggt
   248701 gtgttcataa cttgcgtcaa ccaatgtgaa aattaaacgc gaatctattt 
cttgccattg
   248761 tgctgggtca ttggtattga tccgtaaagc ttgagtttct gacgtaggaa 
tttgcataag
   248821 tttgacaaaa atcaatgtac cttcttcact cgatggttgg tgtactgact 
gatggggact
   248881 ccgtaaatac catccagcag ggtagtgctg attttgattt tcagtaaata 
cgcctgaaag
   248941 tacgaggatt tcttcaccat gatgatgtcg atgttcaggg aaggttgtat 
ggggcgcata
   249001 tttcaccaaa ctggttgcac gagctatttc atcgccaata cgatcgagca 
tgacacgatc



   249061 aacttcccca cggggagatt tcacccagtg atagtcttca ggtttgataa 
tcacagcctg
   249121 tgaaaaatcg gcatggatca acatgaatac tctcctccta aaggcaattc 
tctttattca
   249181 ataacaaaat aaataaagtg agtgagcaag cctactcaag atgtaaaaat 
ttaatcgtta
   249241 tgaatagatt acagagcatt ttagaaataa agacttataa gtacaaatga 
gataatctac
   249301 ttacccaata aagaaaaact ttagcgctat gaattcacca gtttatctca 
atgcacttcg
   249361 tgcttttgaa gccagtgcac gacacaaaag tttttctgct gcagcaaaag 
agttgaatgt
   249421 gacacctgct gcggtggggc aattggtacg tacacttgaa gattggttag 
gctttccgtt
   249481 gtttcatcgg caaactaacg gtaaaaatcg actggtcgct actgaactgg 
ctgaatcggt
   249541 tttaccggat attcgggcgg gttttgataa gctcactttg gctttggaga 
aattaaaaca
   249601 agattctcta tcaggtatgc ttaatattgc ggtcagtcca gcatttgccg 
aaaaatggct
   249661 attaccaaga attgatcatt ttcaaaaaca atatccagat attgatattc 
gtttagacat
   249721 taacttgaaa accgtagatt ttttagaaca aaaagtcgat gtgggtgtca 
gatatggtca
   249781 aggacaatgg caaggtttag aagccgttaa acttatggat gaagaggttt 
atcccgtatg
   249841 ttcgcccgca tttttaaatg aacattcatt tctcttaacc ccaaatgatc 
tgaaaaatat
   249901 cactttaatt catgatcttt ctatggaaaa acatcaacaa tttccggggt 
ggcaatcttg
   249961 gctaaaaagt gtaggtttga atgacatcaa tattagccgt ggtatgcaaa 
tcaacagttc
   250021 atctgcagtt ttacaggctg caatggaagg acatggtgtt gcattagcgc 
gtagtgttat
   250081 ggtgcaaaaa gatatacaaa ccgggcgttt gatacgatta tttcctcaaa 
ttcacttctc
   250141 atcgcccttt tcttattatt tggtgtaccg accacaatac gcaaatttac 
ccaaagtcaa
   250201 aatctgtcta gattggtttt ttgaagaaat tcatcgaata taaaattaat 
cattaacctg
   250261 aagttaataa ctaacgaagt aagttgattg atcgaaattc cataaagcgt 
ttttatagat
   250321 tcagaacaaa actgcgatct ataggtaagt acatggaagg atcagttcag 
aataaagaac
   250381 gattatggac aaagcggcgt catgccaaac aattaaaact agagatggca 
aaccaatata
   250441 ccgatggtgt ggtgattcca cctcaagaca ttattaaagt tttagaaact 
ttaattacac
   250501 cgggtgacaa ggttgtactc gaaggaaata accaaaagca ggcagatttc 
ctttcgcgtt
   250561 ctttggcaca aaccaatcca gatgttttgt atgatttaca tatgatcatg 
ccaagcgtgg
   250621 gacgttcgga acatcttgat ctgtttgaaa aaggcattgc gcgtaagctc 
gatttttctt



   250681 ttgctggccc acaaagtttg cgtattagtc agttaattga agatggttta 
ctagagattg
   250741 gtgcgattca tacctatatc gaactatatt cacgtttggt agtcgacctc 
attccaaatg
   250801 tggtgctctc agcgggtttt atggcagacc gtcaaggcaa tatctataca 
ggcccaagta
   250861 ctgaagactc tccggcgctt attgaacctg cggcttttag tgacggtatt 
gtgattgttc
   250921 aggtcaatga gctggtcgat gacgtttcag atttaccacg tgtcgatatt 
cctgcttctt
   250981 gggtggatta tgtggtggtc gcagatcagc cattttatat cgaaccgtta 
tttactcgtg
   251041 acccgaaaca tatcaagcca gtgcatgtgc ttatggccat gatggcaatt 
cgcggaattt
   251101 atgaaaagca taatgtgcaa tcgttaaacc atggtattgg ttttaacact 
gcggcaattg
   251161 aactgatttt accgacctat ggtgagtctt taggtttaaa aggaaaaatt 
tgccgaaact
   251221 ggacactaaa tccgcatcca accttaattc cagcgattga aacaggttgg 
gttgaaagcg
   251281 tgcattgctt tggtaccgaa ctcggtatgg aaaaatatgt tgcagctcgt 
cccgacgttt
   251341 tctttacagg tcgtgatggc gctttacgtt ccaaccgcat gatgtgtcag 
ctcgcaggtc
   251401 agtacgccgt tgacttgttt attggcgcaa ctttgcaagt tgatggaatg 
gggcattctt
   251461 caactgtcac caaagggcgt ttagctggtt ttggtggagc gccaaacatg 
gggcatgatc
   251521 cgcgtggacg tcgtcatgat acgccagcat ggttagatat gcgtttgcaa 
ggtgccaatg
   251581 aaaccgaaac ttatttggca cgtggtaaaa agttagttgt acaaatggtg 
gaaaccttcc
   251641 aagagggcgg caagccaact tttgtagaac gtctcgatgc gattgatgtg 
gctaaaaccg
   251701 caggtttgcc tttagccccg atcatgattt atggcgatga tgtgacccat 
ttactgactg
   251761 aagaaggcat tgcttatcta tataaagcaa gcagccaaga agagcgccaa 
gccatgattg
   251821 ctgcggtggc aggtgtgacc agtattggtt taactcaaga cccaaaaaca 
acagcacgtt
   251881 taagaagtga aggtctggtg gtattccctg aagatttagg tattcgccgt 
accgatgcca
   251941 cacgtgaact tttagcggcg aaaaatattg ccgacttggt gacatggtca 
gatggtttat
   252001 atcaaccacc tgcaaaattc aggagttggt aatgatggca caagttcaat 
atcaaacgct
   252061 cagcgatagt cagcttttgg cagatatggc agtcgaagcg ttaattgatg 
aagttaatct
   252121 gacaccgaaa ccagctttgg tcgatcgccg tggcagtggt gcacacaatg 
acctgacttt
   252181 ggagttaatg gagcgctctg cgaaaagttt agggcctatg tttgatgcga 
tggcacaagc
   252241 tgcaaagcat catggaaaag tttgtctggc cttacgcgaa gacattggag 
aaattggtcg



   252301 ccaaggtgaa aagactatga tgttggcgac agatggtgta aacacacatc 
gcggtgcaat
   252361 ttgggcatta gggttaatgg taacggcagc agcattagca cgcaataatc 
aacaatattt
   252421 atcagctgtt gagctatgcc agttagcagg tcagattgct cagcttgaag 
atcgttttat
   252481 tccagagcag gcattgagtc atggtcagca agtccaaaag aaattaggga 
tctttggtgc
   252541 caaagaacag gcacaacaag gttttccaac catcgtaaat tttgggttaa 
agcaacttta
   252601 tcaaagtcgt agtaaaccca tgaaagaaga gttcgcacgc ttagatgcct 
tacttgccat
   252661 gatgactgac ctgaccgata cctgtgtgct ttatcgctct ggcacatctg 
gtttaaagcg
   252721 tatgcaacaa ggtgctcagc aaatactgga tttgggcggt agttcaagct 
tagaaggtcg
   252781 acgtgctttg catcttttag agattgacct gcttcggatg aaggcgtctg 
ctggtggtgc
   252841 cgcagactta ttagcagcaa cactatttat agatcgtgtt gagcagacat 
ctgtcaaaaa
   252901 ataaagaagg attttgatta tggaaacact tcattttgaa tttgtggcga 
cagagccacc
   252961 tgtaaaaaaa gcgttggtag gatgtgttgg ctcgggcgat ttagaaattt 
tgatggaacc
   253021 tggtgaaaag ggaaaagcct ctattcatgt cgttacctct gtagatggca 
gtgcagcacg
   253081 ttggcacaat ctttttgaac ggatttttac tgctcaaata ccgccagcgg 
tcaatattga
   253141 tattcatgac tttggtgcaa ctcccggtgt cgttcgctta cgtctggaac 
aagcattgga
   253201 ggagattgct catgactgat atcgagagct tgttaaataa acaagatttt 
attgagctga
   253261 gtgcaagaga gcgtgctaaa gcattattag atgaagggac ttttcgagag 
ttactcgacc
   253321 catttgcccg tgttatgtcg ccttggctcg ttaaacagaa tattgtgccg 
caagccgatg
   253381 atggcgtggt gattgcaaaa ggatctattc aagaacgccc agtggtttta 
atttctattg
   253441 aaggcttatt tcaaggtggc agtttaggtg aggtgggcgg tgccaaaatt 
gcgggtgcct
   253501 tagaacttgc ggttgaagac aatctaaaag gcattccaac agctgcaatt 
ttattgttgg
   253561 aaacaggtgg cgttcgctta caagaagcaa atctgggttt ggctgcaatt 
gctgaaattc
   253621 aggctgcaat tgtgaactta cggcagtatc aacccgtaat tgctgtggtc 
gcaggcagtg
   253681 tagggtgctt cggcggtatg tcaattgcag ctggactatg tagctatatt 
gtaatgacac
   253741 aagaaggacg tttaggtcta aatggcccac aagtgataga acaagaagct 
ggtgtacaag
   253801 aatataacgc taaagatcgt ccatttatat ggagtattac gggtggtaat 
cagcgcttca
   253861 ctagtggttt ggcagatgct tatgtagacg atgatcgcca gaaaattcgt 
cagcaagtca



   253921 tcgcttattt aactcaaggc gtacctcatc agcatcgtag ttcaaattac 
tcattctatt
   253981 tagaaaagct acaacaagtt gatactgctg agcagattac cccagcacaa 
gttcaagctt
   254041 tgtatcaagg agagcaagca tgaatatcgc cgttgataca ttaaaagcat 
ctactcgtgg
   254101 tgcacattgg tttaaagcac ttacgcaggg ttttaagaca gttgaaggtt 
ttccagcttc
   254161 gatttgggtg gctgatggtc agattgatca gcaagtggtg cgcgtgatta 
ccgttgtgca
   254221 agataccaat aatctgttcc cacgggcaaa acaaggagaa gttggattat 
tagaaggctg
   254281 gagtttggca aaagtagtcg atgatgtgat ccaagccgat gcacaggctg 
aaactaaacg
   254341 cgctatttta tgtctggttg atgttccaag tcaggcctat gggcgtcgtg 
aagaattatt
   254401 aggcattcat caagctttag cgggtgcagt agatagctat gctagagcca 
gattggcagg
   254461 tcatccaatt gtgagtttat tggttggtaa gtcgatgtct ggtgctttct 
tggcgcatgg
   254521 ataccaagcc aatcgtatta ttgccttaaa agattcaggt gttatggtgc 
atgcaatggg
   254581 taaggaatct gctgcacgcg ttaccttacg gtcggttgat gagttagagc 
aattggcctc
   254641 aagcattcca ccaatggctt atgacattga aagttatgcc acgcttggtt 
tgttatctga
   254701 actgttatct gttgaaaacc ctgaacaacc gacaaacgat gatcttttgt 
tagcgaaaca
   254761 ggcaattgct caaacgttta aagaaattaa tgctgagcaa tcgagaggac 
tggaacaaag
   254821 actgcatggc caaaaccgtc aaatgtctaa aaaggtccgt gaattattgc 
gtgagcaatg
   254881 gttatgaaac ttaagctcga agcccatgat ttgttgtggg gtatgacggt 
cgattgcttg
   254941 gctgatgatg ctccgcattg ggtgagagag gtattgcaac gtggtgatcc 
tgttgtggtt
   255001 cgacgggcaa ttactcctgt agatcaggtg gctgtgggtg taagaggaca 
acttcgctat
   255061 caacgatatg cagctcaaat gccaagatct ttaattagca gacagcttaa 
gccagaagcg
   255121 ctgactcgcg tagatacgca acagtttgag cacttggcag aacgtttaca 
gagcatttcc
   255181 agcattatga aaaacttttc agaatgttgg ggatatacag gaagtttcgg 
ctttgaacta
   255241 gcaacgggaa ttgaaacagt aaccgagcaa agtgacatag atttgttgat 
tcgagctgaa
   255301 cagccttttg ccaaaaagca ggcggttgag ctactcgaaa attttcagca 
agcagggctg
   255361 aatgtggata tacagcttca acttcaacaa ggcggtttgg cattaaaaga 
atgggcaagg
   255421 aatagcagaa aagttctatt aaaacgtcct gatggtgctg ttttattaga 
aaacccatgg
   255481 aattagggaa tagatatcat ggcttcaatt tgggtatatc cgggacaagg 
tgtgcaacga



   255541 agcaatatgc tgcacgactt acctcaaaac gctctggtta aagaatacct 
tgagcgtgca
   255601 tcggatgcac tcaaagcaga tgttttgatg ctagatagtc cggctgcatt 
gcagtcgaca
   255661 cgtgcagtac agctttgttt actgatttca ggtgtggtga gttcagcttt 
attaacagcg
   255721 gaaaacttaa cacctgatta tgtagcgggt ctatcaattg gcgcatggtc 
ggctgcggtt
   255781 gtagcagaag ttttagccta tgaagatgct gttcgtttgg ttgcctatcg 
aggtgaactc
   255841 atgcaaaacg cctatccaac tggctatggt atgacggccc tgattggtac 
agaccgtgca
   255901 gctgttgaaa catgggtcaa acaaatttat gaaataacgc cagaggtgtt 
tgtcgcaaat
   255961 attaatgcac ataaccagat tgttatttca ggaagctttg aagccatgac 
tcaagttgct
   256021 gttttggcaa agcaacaagg cgtggtggca aaaaaattag atatatcggt 
gccatcgcac
   256081 tgtgaattat taagtcagca agcaaagcaa cttgcagcgt ctatggaggg 
agtgacttta
   256141 aagcagccta aaatacgtta tttaagtggt acaacggctc gtacgcttag 
caggccagaa
   256201 cagattggtg atgacttggc ttttaatatg agtcgaactg tagattggga 
aaataccatc
   256261 caagctgcat gggagcgagg tgtgaggtta cagatcgaag ctttgccggg 
aacggtgctt
   256321 actacacttg cacgtcgaac atttaaagaa ggaactgtat tgtcatttca 
gggaacacgt
   256381 ttagacagca ttcagatggc aatgcaaaaa gaacaggcaa atagtttttc 
tttttgagtc
   256441 agattttaca aaagcataaa tgatccaagg atatgaggga ttgtcatgat 
tatatatgga
   256501 gttggtttac tcgcactttg caccttggtt ggtgtaattg ctggtgatct 
attaggcgtt
   256561 ttattgggtg taaagtccaa tgttggtggc gtgggtatcg ccatgatttt 
actcatttgt
   256621 atacggttat ggatggaaaa acgtggaatg atgacagttg aaactgaaaa 
aggagtttca
   256681 ttctggggca ccatgtatat cccggttgtt gttgctatgg cagcccaaca 
aaatgtagtg
   256741 gcagcattat ctagtggcca tatggcactc tttgcggctg tagtctcagt 
tgcagtttgt
   256801 acgctcacta ttgctggtct aagccgatat aacaaagcca gccctttacc 
taaagaagag
   256861 gacacagcct taaaccgaat cggaggtaaa gttcatggtt gaattattat 
taaaagactt
   256921 aacacattta ggtttaatta cagcttttgc tttaattgcc ttaattatgt 
ggctgtcgac
   256981 caagctctct aaatatttaa ctaatggacg tgtgcatgct tcagcaattg 
cgattgtaat
   257041 tggtttgatt ttggcatggt ttggcggaaa aatgacaggt ggtgaaaaag 
gcttgaccga
   257101 ccttgcactt tttacaggtg taggactcat gggcggtgca atgcttcgtg 
actttactat



   257161 tgtagctaca gcatttgaag tacaagcgac tgaggccaaa aaagctggat 
ttattggtgc
   257221 cttctcttta tttctcggga ccattttgcc atttattgtc ggttgtatgt 
ttgcgtggat
   257281 ttttggctat cgcgatgcgg taagtattac cacaattggc gcaggtgcag 
tgacttacat
   257341 tgttgggcct gttacgggtg cggccattgg tgcgagttct gaggtcatgg 
cgttatcaat
   257401 tgcaacgggc ttggtgaaag caatctgtgt aatggtctca acaccactca 
ctgcgaaatt
   257461 tatgggatta gacaatccac gttctgcgat gatttttggt ggtttggcag 
gaacggtaag
   257521 tggtgtgtca gctggtttag ctgctacaga ccgccgttta gtgccttacg 
gtgcacttac
   257581 agcaactttt cacacgggcc ttggctgttt aatgggtcca actattctgt 
tctttgcggt
   257641 taaagctttg gtgggttaat acgtatttta taatcaggca aaagagctgt 
tgttattcgc
   257701 agcagcttct atcttttaaa gttagatgca aacatacgac attcagcaat 
cagagcaagt
   257761 aagtttgggt cgcgttcttt actttttaaa aagaccagac caatttcttg 
ttgcatgtgg
   257821 tattgctgtt ttaagggaat aagttttacc gaactttcat aaaccgcaga 
aatacgacca
   257881 ggtaatagtg cgaaacctac acctgagcta accatactaa ttaaggtaaa 
aatatcattg
   257941 acctgcaaag caactttagg tgaaaaaccg gcttttttaa aaatgatgtc 
gctgtcgtta
   258001 tgagttgcaa aacccttggt taaagttaaa aaagtttctt cttttaaaag 
gcttaaatca
   258061 atatctttaa actcagcata ttttgaatct ttattgactg ccagaaagat 
atcgtctgaa
   258121 aacatcggca aaatttcaaa gtcatcatct tgagtggttt catttaaagc 
tacaatgatt
   258181 gcatccagct cagttgcttt gagctttttc accaaatcct gatttgaact 
gagtaataat
   258241 tgaatatcaa gctcactacg tctgagttta agaccactaa tcacatttgg 
aattgtgttt
   258301 accgtcaaag aataaagaga ccctaaatgt aaaaccttgg ctgcaaaacc 
agcggcttct
   258361 ctggttttat ttacggtaat aaaaatgtct tgtacgattt tttgcgcccg 
ttcttcaaat
   258421 acataagcac tttttaaagg aatgaggtta cggccttcat ttttaaaaag 
agggcaacgt
   258481 aaagcgcttt ctaaagagtg tagtgcttta tgaacactga cattactcag 
ttgcatttct
   258541 gccgcggttt tagataagtt gccacagcgc ataaaggcca aaaaaatctg 
tattttttta
   258601 agagtcagtt cttcatctat ttccatatta acatccagat attcttaccc 
ttaaaatcgc
   258661 gctttaagat gaaactatca taaattaaat actttaaaat tgtgcttagg 
tcgaagcatc
   258721 actttacagg cttgctttga ccctttgttg aatagttttg atgacttgat 
ctaaagcagc



   258781 ttgaattttt tcgttccact caaaagaaca attgattctt aaataatgtt 
gctgtgcggg
   258841 taaaacacta aagagtgggc ttggcgcaac accaatatct tgttggatga 
gttcttcata
   258901 aatttgcatg ctatcgagtt tatgaggcaa tttaacccat agaaaataac 
cgcttgggta
   258961 ataataaatt tcgcaggtcg cgggcagatg ttgcttcaaa tagtggtaaa 
agtgcttttt
   259021 ataacgttca agtgaaagtc taagtgtgcg caaatgcttt tcataatgat 
gatgagacaa
   259081 gaactcaacc aaggcatttt ggataagtgc attcactgaa atagtactca 
tgagctgcaa
   259141 gtgttggata tggtccgaaa atttacccgc atagacccaa cctacccgaa 
aacctgcccc
   259201 taaagtttta gaaaatgaag agcagtgcag taccagattt tgttggtcaa 
agtacttcat
   259261 cgaaagtggt ttttgcccgc cataataaag ctcttcatag acatcatctt 
caattaagta
   259321 aatttggtgt tcatgaagca gtttggcaat tttatattta atctcatcac 
tgaccgtaaa
   259381 cccgatcggg ttgtggctat ttaacatgag ccaacatact ttaattggat 
atgtatgaat
   259441 aacctgttca aaagcctcta ggtcaaaacc atgttgtgga tgttcgggaa 
tggtaatgac
   259501 cttaagccct aaacgttcag cagcctgcca agcaccgtaa aacacggttt 
gttgcaatag
   259561 aatatagtca cccggtttgg ctactgcttg taaagaaaga ttgagtgcat 
ctaatcctcc
   259621 ggatgtaatg acaatgtcat ctggatcggt ctgtatacct tgcatacaat 
agcgctgagc
   259681 aatcagtttt cttaacgcta aattaccggg aggtaggctt gctgtctggt 
catagctttg
   259741 tctttgccgt gcaagttgcc ccataatttg aataagtttg ggagcagcta 
aaagttgact
   259801 atcaggaaaa gctgaaccaa aaggcacaac agactcatgt tgaatcgatt 
taagatattt
   259861 aaaaactaaa gaattaattt caattttaga attaagtgaa acgaccgaat 
attgttccag
   259921 tggttttagt gcaatttgct cggcaacaaa atagccagac ttttcctttg 
aatagatcag
   259981 accttgtgat tcaagctcct gataagcatt catcacagtc attaaactaa 
aaccagaacg
   260041 ttggacctga tctcttaatg aaggtaattt ctcatgtgca tttaaagtgc 
cgctttcaat
   260101 aagttggcga atgctatggg cgagttgttc tgatttatac atgtatgggc 
tgcacgaaat
   260161 aacaaaataa aagatgcact gaaccaataa taaatgccgc ttgcagaatc 
tacaaacggc
   260221 atttgtttat aaggatgggt ttactttaag taaggggcag cataaatcaa 
tatcacttta
   260281 aacaaacccg caatcacagc taatgctaaa aaaccaccaa gccataacag 
aataaaccat
   260341 tgggtttgac tgagtttaac tgacgacttt ttcataacac ccccgtacct 
taatgataac



   260401 cttcatcacc tacacgaact ttgtcacgga atacccagta agacacaatg 
gtgtaagtaa
   260461 taatgattgg aatcaaaata agcgcaccca ctaaagcaaa catttggctg 
gaatgaggcg
   260521 ctgccgcttg ccaaatcgta actgatggtg gaatgatatt tggccacaaa 
ctaatcacaa
   260581 aaccagtaaa ggcaaggaag accaatgcca aggtatatat aaatggtttg 
tggtcttgct
   260641 gttttttaca tgccgataaa atcaggccaa caaatagtaa gaccaaaata 
ggcactggac
   260701 taaaataaaa cagatttggt aaagagaacc agcgatctgc aatttcgggg 
tgtgttaacg
   260761 gcgtatataa actgacggca ccaaagataa tgagcagcgc aataattaac 
tttggcatca
   260821 gctcatacat acgttgctgc aagccttttt cagtttttaa aatgagccaa 
ccacagccta
   260881 aagtggcata catggcaact acaccaatac ctgtgaaaat ggagaatgca 
gtaagccagt
   260941 caaaagggcc accggcaaaa ataccgtttt cggttttaat accttgaata 
taggccccta
   261001 aaataatccc ttggaggaag ctcgttaaaa ccgaacccca aataaaagct 
aagtcccaaa
   261061 ggtgtttggt ccgatgagct ttaaaacgga attcaaaagc aaccccacgg 
aaaattaagg
   261121 caattaccat gaaaattata ggcaggtaga gcgcagataa aaccgttgaa 
tagacgagcg
   261181 ggaaggcggc atacaggcca gcacccccaa gtaccatcca ggtttcatta 
ccatcccaga
   261241 caggagcgac ggtattcatc atcacgtcac gttcttggct attcttaatg 
aatgggaaca
   261301 taatcccgat tcctaagtca aagccatcca tgaccacgta aattaaaaca 
cctaaaccga
   261361 taataccgac ccatattaaa gaaagatcaa tcatgacggt tctccccaga 
gttttgtttg
   261421 ctgtcaatat tttcatcaac tgcactaagt ggacgcatcg gtgttttaaa 
gtgtcctacg
   261481 ccgcctgctt ccatatttgg cgtgtcgata aatacagggc ctttattaat 
gagttttaag
   261541 gtgtagtaaa ttccactacc aaaaacgatt gtatacacca ccacaaaaat 
aaagagactt
   261601 agacccacct gatctgctga aacagtatgc gataaaccat ctttggtccg 
cataatgcca
   261661 tagaccaccc aaggttgacg gcctacttcg gtagtaatcc acccagccag 
cattgccaca
   261721 taacctgcag gtcccatcac tacagcaaat ttatgaaacc atgatgtttc 
atagagtttt
   261781 cctcttttac gtaaccaaag agcaatgagt gataaggtga ccataaggac 
gccaagaccc
   261841 accatgacac ggaaactcca gaaaataatg gtcgagtttg gacggtcttc 
aggtgcgaat
   261901 tcttttaagc cagtcacttg cccatctaaa ctgtgagtca aaattaaact 
acccaaatat
   261961 ggaacgccca cttcaaagtg atttcgttct tctttcatat ccggaatggc 
aaataacagt



   262021 agcggcatag gctcgttatg attggtttcc cagtgacctt ccattgcagc 
aagtttggca
   262081 ggctgatgct cacgagtatt taaaccgtgg ttatcgccga tcaccacttg 
taaacaagaa
   262141 gtcacaagca ccatccataa acccatcgag aacgattttt ttaccaagtc 
atcacgacgg
   262201 ccttttacca agtgccaagc agatgttccc actaccaata aagatgaaac 
caagaaggca
   262261 gcagcaccca tatgtgcaaa gcggtaaggg aaggacgggt tgaagacaat 
agctagccag
   262321 tcttttggca caataatgcc attttcgatg gcaaaacctt gcggcgtttg 
catccagcta
   262381 ttggaagata gaatccagaa catggaaata catgttccga tggcaaccat 
aagcgttgca
   262441 aagaaatggg ctctaggacc aacacggccc caaccaaaca gcatgattcc 
taagaaaccc
   262501 gcttctaaga agaaggcact caagacttca taggtaagta aaggaccagt 
aatacttcct
   262561 gctactcgtg aaaactcact ccagttggta ccaaactggt aactcatcac 
gacaccggaa
   262621 acaactccca taccaaacgc aacggcaaag atcttaatcc agtatttaaa 
tagatcttta
   262681 tagatagggt tttgcgttct taaccatttc cattctaaaa ctgccaaaaa 
acaggcaagt
   262741 ccaatagagg tggccggaaa aataatatgg aaggatactg taaaagcaaa 
ttgtattcgt
   262801 gctaattcta aagcggttag accgaggctc ataaactttc cccctgtgaa 
ctagctgatg
   262861 atgattaaat gatttaaata cttaatttca ggcaaaaaag tactttggca 
attaagctta
   262921 cttctgtgat aaatgttctt agcaagtaaa gtgccaacag ggtaaagcaa 
cataattgct
   262981 tgatatttca agagaataga acgattgatt gttctcaatc tgttaacaaa 
gtttaggctt
   263041 gatgttgcat ttgtaaaaat acatgttgca ttgaaacatt gatgaaatat 
ctggcgatat
   263101 gcaatagatc gtttcatgaa aactacctac cttaagaagt tttcttaatc 
atgcactcac
   263161 tgtatttgta tatgtagata cagaaatttt ttataaaact ataacagtta 
aaccgtgttt
   263221 tgatagcgtg ctatagtttt ttttcaatca tctgtagcta tatatccagt 
cctctaaagt
   263281 tcaaaataaa aatgaacagg atttaccgcc aacctaaatc aactttcaag 
acataatgtg
   263341 aacgctgttt tagattttat ataagtacat gatagtgttc ttcttttttg 
ttccattgtt
   263401 gttttgtgta gggcctggtt gttgcgtgtt tcttaaagac ctaagtgtaa 
gtgtagcgct
   263461 tctaaaatag cttggatgtt aaaaaatgtt tatcacttct caactgaaca 
ttattcataa
   263521 aattattaaa aatcagtcta tttccacctt ggtaatagat cagttggaac 
agatttatgt
   263581 gaaccttgaa gcaaccttac ttagagcgaa agtactcagg gatttttcta 
aaactcaaac



   263641 cgtgtattta attcagtctc acattgagcc acagcaaagc agtttggctt 
atctattctc
   263701 gccatttatt tttgcgaact taaacaaagc agccatttat acaacaccgg 
cgactccacc
   263761 tgtgctaact atccttaata aatactatca agctgacaag aaggtcgtat 
ttaaggtaga
   263821 cgaagtttta gaaagcctaa aaatatatct agatttagaa ttaatagaga 
tgggagaagc
   263881 tgaatttatt tatttaaatt taattaaagc attatgtcga agtgatatct 
ctacagtttt
   263941 tttaattacc catttagagc ttgatttaga agcgttaaag caacttgaac 
agttcttaaa
   264001 aataaaaatt cattgggtaa aagtcgtaaa agatgagggt ctaaaagact 
tggatcagtt
   264061 ggatatgcgt aaattattat ttaaaaataa agatgaagtg tatgttcaat 
tatgcgctct
   264121 gtttgctcaa atgaatgcag cactggtcgg cctatgcgat acctttactg 
tcaatcaaat
   264181 gacacactta attgatgaca tgttttactc agagcatatt ttcgaaaaac 
tttctgtcta
   264241 ttcagaatat atgcaaacct tattgcaaag tcagcatagt cttcacaaaa 
aacaaattgc
   264301 ttagcaatgc catgcttttg attggtgtta tatcaagatt gaatactgtt 
ataaaaaaat
   264361 aatcgttttc atgtgaaata aatattttat ggtaaaagca aagcaatatt 
ggttttactt
   264421 acatgacaaa tttaaatttt gagcatcatc tcggttcatt aactcacgct 
gcactgagtc
   264481 aggcttcaat catttcgcgg gtatggggtg aaggaccttc tgaacggtat 
gatgaattgg
   264541 caagtaactt cagaccgact tttgcccgta ttaaagaagg ggctttaatc 
cgtgagcagc
   264601 agcatatttt gccgtatgag caacttcagt ggctcaaaga tattggtttt 
acacggttac
   264661 gacttcctaa agctcatggt ggttttgatg caactattcc tgaactattt 
gcattgctca
   264721 ttgaacttgc agaggccgac tcaaacttac cgcaagcttt gcgtgtgcat 
tttggtttta
   264781 ctgaagatgt cttggtgagt aaagataagg cattccagca gcgttggatt 
aatcgaattg
   264841 caaatggcga aacagtgggt agtgcatggt ctgaaggcgg gaaagagtca 
atcgatcagt
   264901 ttgaaactca cttatatcga gacagtgacg gaaaaattcg cgttaaaggt 
aaaaaatact
   264961 acaccacagg gagcctatat gcagactggg tggatgttgg ggtaacagat 
ttaaaaggag
   265021 agtctggctc agttgttgtt cgccgtgaag atgaaggcgt tgaaattgtc 
gatgactgga
   265081 atggttttgg tcagcagctt actgcaagtg gtacggcata tttccacgat 
gtattggtcg
   265141 atgaagctga aattttacct gacgatgacc gttttaaata ttcggcggct 
tactatcaac
   265201 tggtccaact ggcaatcatt acaggtctag ggcgtgctgc aacctatgat 
gtttctcaag



   265261 ctgttgcgaa acgtacccga aactacacgc atgcaaatgc ccaatttgta 
aaacaggatc
   265321 cgcaaatttt acaagtagta ggacaaattc gtggcgcggc ttatagtgca 
ggagcgattg
   265381 ttgaaaaagt tgcacaaagc ttacaacgtg cttacttggc tgcatttaaa 
aataatgagc
   265441 agcttgaaga agagcaaaat gcacttgccg agcttgaaag tgcacagtct 
caaacggtca
   265501 ttaccgatct aattttaaat gcttctacga ttttatttga cgctttaggt 
gcttctgcaa
   265561 ctgacaaaga tttaggccta gatcgatact ggcgtaacgt acgaacttta 
gcttcacata
   265621 acccgagagt atttaaaaat cgaattattg gtgattttag tgtaaacggc 
acattaccac
   265681 cttatcaatg gcgtattggt gaagtttcta aacaataaat tatagtttta 
gatgttaagc
   265741 tgctattttt agcggcttaa cgttatttat attttttaaa ataaattata 
aaaaaactat
   265801 tagaataaaa tcatattttg tttggggtat atattataaa gaaaatataa 
aaattgcttt
   265861 agtataaaat taaataaaat gctggttgat attttatgac taagagaatt 
agttttaacg
   265921 cttttgaaat gaattgtata gcccatcaat ctcctggatt atggcgacat 
cctcaagatc
   265981 gatctgttga atataaagat ttagaatatt ggacggattt agcccaaatt 
cttgagcgtg
   266041 gtttttttga cggtattttt attgcagatg tgcttggtat ttatgacgtt 
tatcatcaaa
   266101 gtgctgaaca tgccttaaca ggagcggtgc aagttccagt caatgatcct 
ttgcagattg
   266161 tgccagcgat ggccgcagtc acaaagcact tgggttttgg tgtcacgact 
tctatttcct
   266221 ttgaacatcc ttatcctttt gctagacgta ttagcacgct agaccattta 
accaaagggc
   266281 gagttggttg gaatatcgtg acttcttatt tggaaagcgg ttcgaaaaac 
ttgggcctaa
   266341 aaactcaggt taaccatgac aatcgttatg atattgctga tgagtactta 
gaagtccttt
   266401 acaaactttg ggaagggtct tgggaagaag gttcggtact gcgcgatcgt 
gaaagcggta
   266461 tttttgctga ccataaaaaa gtgcatccaa ttcagcatga gggtaaatac 
ttcactgtac
   266521 cgggcatcca tatttgtgaa ccatcaccac agcgaacgcc agtactttac 
caagcaggcg
   266581 catcttcacg cgggcagaag tttgccagtc aaaatgctga gtgtgtattt 
attgcggcgc
   266641 cgtctaaaat tgccactaaa aaagtggtac agggtattcg tcaaaaattg 
gttcaagaag
   266701 gccgcgaccc gtactcagtt aaaatttatg cacttttgtc gattgtcact 
gatgaaaccg
   266761 atgcaaaagc acaggctaag tttaaagaat atcaaagcta tggaagctac 
gatggggcat
   266821 taacattgct gtctggctgg tctggtgtcg atttttcaca atatcaaccg 
accgataaag



   266881 ttgaatatat tcaaaccaat gccattcaat ctttattaga ttcttatgta 
aatgcagacc
   266941 cagaacgtgt ttggaccatt gaagaaattg caaattggaa tagtttaggt 
ggtaatggac
   267001 ctgttcttgt aggttcggca gaaaccgttt cggatgctct agagcaatgg 
gttgaagata
   267061 ccgatgtcga tggctttaac cttgcctata ttttggcgca tcaaaccttt 
gccgatgtgg
   267121 tcgaatttat tgttccagag ttgcaaaaac gaggggtata tcaaacctca 
tatgcacaag
   267181 gaacattaag agaaaaacta tttggtgctg ggccatattt gcctgaaaat 
caccgaggtg
   267241 caaaatatcg taatctaaaa gagttaaaac ttgctgaggc gagttgatat 
tttgcaaaga
   267301 ctttaaataa atagctggtt aatgccagct tttatttttt atttttatat 
cgattttatt
   267361 gctgagttaa taatgaaaag ataattctat aatttagatt aaaacatcag 
attaatttgt
   267421 ttttgtatgg tgtgaataat tattattttg ttcctgtgat taaaatacag 
gaattattaa
   267481 gtgagcacac aagaactcga tcataaccat cgttatgaaa ttaaatctcc 
cgatgatgtt
   267541 tcacaattaa tttccaaatt tgcagggaag ggtaaatcga ataaagttat 
ttggttggca
   267601 ctgattggcg tatttattga tgcctatgat ctaacaacgc tctctttcgg 
tattgaacaa
   267661 gttatctcag aattttcttt aagccctgtg atgactggtg tggtggcttc 
agcaattgtc
   267721 tgcggaacca ttgtgggtaa cctgattggt ggttggctga cagataaaat 
tggccgttat
   267781 cgggtcttca tgactgacat ggtgctgttt gtcattgcgg caattgtcgc 
aggctttgca
   267841 ccaaatgttt gggttttgat tttagccaga tttattatgg gaattagtgt 
tggtattgat
   267901 ttgcctgtgg caatgtcata cttatctgag ttttccaaat ttaacggtag 
tagcaataag
   267961 gcagcgcgtt tagccgcatg gtgcccaatg tggtatgccg cttcttcggt 
gtgttttggc
   268021 ctagttctgg cgctttattt tcttttaccc cctgagcata gcaactggtt 
atggagagca
   268081 tctttaattt ttggagcagt gccagcgtta ctcattattt ttattcgcgg 
taaatattta
   268141 actgagtcac caatctggct tgcaaaccaa ggcgatttaa aaggcgcagc 
taaagttcta
   268201 caagaatcct atgcaattca tgcagttgct acagttgaaa aagtagaaag 
aactgctgaa
   268261 aagaaaaagc gcgaggggtt tgcggtttta tttaataaaa cctatttgcc 
aagaactatt
   268321 gtggcaattg tgattcacat ttcggtggca tttcagtaca cgaccattgc 
cttcttttta
   268381 ccttctattt taacgcgatt ctttcataca gatgtcttga cgaccattac 
caccacactt
   268441 gggcttaatt tattgtttgc atttacaggc gggctgttag gcgtatttgt 
tgctagtaga



   268501 tttaaatctc gtcatgtatt gcttacaggc tttttactcc agtttattgc 
cctgattgct
   268561 ttggcattca ttggtgaacc cggtaatagc tttttactct ataccgcaat 
tggcatgctc
   268621 ggtttgtggc tttttgctga aggttttggg ccaggtgcac aaatgatggt 
ttatccaact
   268681 atggcttatc cagcttcgat tcgtggcgta ggtgttggct ttaaccgtgc 
agtaacgggc
   268741 gttgctcaag caattgcttt gtttgtttta ccgatctgga tggcgggata 
taaaactgat
   268801 gtttacctga ttatttctat ctttgcattt attcctttaa ttgtaattgg 
actgctgatt
   268861 aagtttgagc ctaccgccca agatgtcgat gttatcgatg aagataaagt 
agaacttcct
   268921 ctcaataatt caccagtaat cgattagagt aaaaataaat atctaaataa 
aaacaaaggc
   268981 caacatctgt tggcctttat tttaagaatt agaagtaata agcaaaaatt 
acaaatgctt
   269041 ttttattcca tttatcattg cttccaccag ccgcaaggcc ttcgctatcg 
cctaaatatg
   269101 gatcatgttt acccatcagc aactcggctt gtactgtcaa tttttgatag 
ttaaaggcaa
   269161 tgccgggaat aaaacgggtg gagtctttaa agccatcttg ctcttttcga 
taagaactat
   269221 agttcaagta cggacgaaca gaggtaattg ggccaaactg ctgaggaaat 
aaatagctca
   269281 gttcggctga ataaatctga ccttttgttg ccgagttaaa tgaataatcg 
aaaccgccca
   269341 aggtcagatg atctttatat tgggtgtcgg cattatcaat gtcttgataa 
ccagccaaaa
   269401 gctgtaaatt ccattggttg taattggtat tgctaaaaac cgaataaact 
tggcgatcgc
   269461 catcttgccc tgaacgctta ttttcaatgg tggaatacca tgcggaggcg 
ccaagttgag
   269521 tagagaaatt ttcttggcct aagatattct taaaggtatg agctccgcga 
acaacaattg
   269581 agttcttttc tttggtatta gtgccttgcg gtacagagtc atctgcattg 
acagggttga
   269641 tactaaaacg actcgagtct ttgcttttac ctctataggt gccaccatct 
gtaggataaa
   269701 aggcgagttg tgcttcattg attccatcat tgaaatcata ttttacccca 
aggttgtgta
   269761 catcttccca accagcacta ttggcaatgc ctaaataata agtatttccc 
caaaagcggc
   269821 ccaagccaaa aggaactggg tttaagccag caataatttt actgttgtca 
ttaattttat
   269881 aacctaacca cgcattggta agccaattgg catctcctaa atgcccgtaa 
tattcataaa
   269941 cccgataatc taggcggcca atccatttcg gggagttgta atctagccat 
aagaccgcgt
   270001 cattaaaaga aaatttactg gtagtgggat cagagtcaaa atcataaata 
tatttagccc
   270061 gaacagtacc acttacttta agttcacctt cttcaacatt gccaaaggta 
agcgctgcat



   270121 gacttgagag gctgaatgta agcaaagacg ttgtaattaa tgtttttgtc 
aaaatttgag
   270181 aatgcttaaa caaaagaatt tttctcctct taaaaaataa aaagtaaatt 
tgcgtcatgt
   270241 ataaaccaga aaaagatttg tccaaatctc aatatttgca gaagttttaa 
gataaaaaga
   270301 taataaaaat ctgagcgtta taaaaaatct cgaaaattaa ttagatgcaa 
aactctgggt
   270361 atagagacaa aaataaaaat gatgaaatat gagtaggata aaataattaa 
aagggggatg
   270421 tcagggactt ctgatcatat gatttgggaa tatcgttttt aattattgat 
atataagtaa
   270481 tttaatttta ccactaatct gtaagtttac ttgaaatttg ctttttacca 
aaagataaaa
   270541 acttatgaag aaaagttatt tataaaaacc agataagcaa ctcatatttt 
tttatttttc
   270601 attataaggc cagctgcata ccatgagctt atattattga aagatcatga 
aattatgagc
   270661 acgaagacca aaccgttgat tatcacggca attgttatag tcgcaattat 
tgcatttatc
   270721 gtatggcaaa ataaaaaaga caataataca agtgcttcag ttcgtgacaa 
caaacctgtt
   270781 gtgattgctt atcaaactgg ggttgaccca agcaaagttg cacaggcgaa 
tggagactat
   270841 gaaaaacata gtcaacgtac tattcaatgg aaaaaatttg atgcgggttc 
agatgttgtc
   270901 aatgcacttg cttcaggtga tgtggtactt ggtaatattg gttcaagccc 
acttgctgcc
   270961 gcggcaagcc gtaatttacc gattgaagta ttcttaatta cttcaaaact 
tggtgcatct
   271021 gaagcactcg tggtgagtaa taaatcaggc attaaaactc ctcaagattt 
aattggcaaa
   271081 accattgctg taccgtttgt ttcgacaacc cattacagcc ttttgtctgc 
acttaaacat
   271141 tggaacattc cagaagacaa agtaaaaatt attaacttgc gtccacctga 
aatttcagct
   271201 gcttgggaac gtggtgatat tgatgctgcc tatgtgtggg aacctgtttt 
aagtaaagcc
   271261 aaagcatctg gtacggtttt aactgactca aaacaagtcg gtgaatgggg 
tgctccaact
   271321 tatgacttat gggttgtacg taaagacttt gcagagaaaa atcctgactt 
tttgaaagct
   271381 tttgtccaaa ccacacttga gcaactcgaa aaatataacc aagacccagc 
cgcttacgtt
   271441 aaagatgccg ataacgtgca aaaaattgcg cagctcacag gttctgatgc 
aaaagatatc
   271501 ccgcttttat taagtggaaa tatttacctt gaccacgctc agcaaaaaca 
aacattagat
   271561 ggtgaatttg cgcaaaatat ttttgataca gcgaaattct taaaaggtca 
gggcaaagtc
   271621 gatcaactta aagccgatta taaaggcaat gtgaattctt catttttgca 
gccttaagga
   271681 gttgtcatga gtgtacttga agccaaacat attcatctga cttttcctaa 
acagcaaaag



   271741 ccagttttac aagacattaa cctaaccatt gaagaaagtt ctttaaccgt 
gattttaggt
   271801 gagtcgggtt gtggcaaaac aactttgctt aatatcttgg cagggtttca 
aaagccgagt
   271861 tctggtgatg tgcttgtaaa tcatgaagtc gtaactggac cagatgtaac 
tcgtgctgtt
   271921 gtatttcaag atcacgcctt acttccttgg ttgaatgttg cagataatgt 
tggcttcgct
   271981 ttgcagttaa aaggtttaaa gcgtgcagag attgagaaac aagtgagtgc 
aattttaaaa
   272041 attgtgggtt taagtcacgt tgaaaaagcc aatatctggg aactttccgg 
tggtatgaaa
   272101 caacgtgttg gtattgccag agctttgatc agccacgcgc cgtttatttt 
attagatgaa
   272161 ccttttgctg cattggatgc ttttactcgt gaaaacatgc agcagttagt 
gctcgattta
   272221 tggattcaac aaaataaaag cttctttttg attactcatg acattgaaga 
agcgttattg
   272281 ctcagcaatc agttagttct gatgacggcg catccaggca aaattgtaga 
aactctacac
   272341 ctcgattttg cccaacggta ccgtcagggc gagtctattc gctcaattaa 
atcggattct
   272401 caatttattc agctcagaga acagctattt gaaagtttaa gggcacaaaa 
acaaagcggt
   272461 aaggaggcgt tacctacatg aacactaaag ataacgtcta tgaatatgac 
aaagcagagc
   272521 ttaaacctga gttaaatgtg caaacagaaa atgcttcatt tctatcgtca 
ttttttgaga
   272581 agcatcgtac tttggcggtc agtataatca gtgtgggaag tgtagttgca 
ctctggttcc
   272641 tcattactgc tttgcatgtt gtacctgaac tgtttttacc gagtccacag 
gcagtctggc
   272701 aaaaatttat atcggtcagc caagaaggct ttatgaaagc aactttgtgg 
caacatttgg
   272761 cagccagcat ttctcgtgta tttttagctt tgattgctgc cgtggtgatt 
ggtgttccgc
   272821 tgggtttgtg gatggggctg aacaaatggg ttcgtgctgt tctagatcct 
ttggttgaat
   272881 tattacgtcc aattccaccg ttagcttatt tgccgttact tgttatttgg 
ttcggtattg
   272941 gtgaaaccac aaaagtactt ttgattttct tctcgatttt ggcgcctgtc 
attattagta
   273001 gtgcgcatgg tgtgttaagc catcagctaa atcgtgaacg tgcggcattg 
tcattaggag
   273061 caagccagtc acaagtcttt tggtatgtca ttttaccaac ggctttgcct 
catattatta
   273121 ccggtattcg tattggtctt ggggtgggct ggtcaacatt agttgcagct 
gagttggttg
   273181 cagcggaccg tggtattggt tttatagtgc aatcggcagc acagttctta 
attaccgata
   273241 cggtgattct gggcattatt gtgattgcga ttgtcgcagt tagttttgag 
ctgtttttac
   273301 gttggttaca aaaacagttt tctccttggt atggtcagca gttgtagtaa 
agaagatgaa



   273361 tacagtagta gcaaacttaa atatagaagt gatcaagcct accattggcg 
caattattca
   273421 cgatattgat ttgaatgcgt taaatgaaca gacaacgcaa caaatccagc 
aggctttgct
   273481 tgatcatcag gtcatttttt ttcgaaagca acaattagca ccacaagcac 
aagcagactt
   273541 ggcacgtagt tttggcacat tgcatgtgca cccgatttat ccttcaattg 
aagatgtacc
   273601 tgaggtgatg gtgctcgata gctggaaaca agatttgcgt gacaatgaac 
tttggcatac
   273661 agatgtgact tttagtaaaa ctccaccttt aggttgtgtg ttgcaagcta 
ttaaaattcc
   273721 acctgtaggt ggtgacacgt tgtggtcgag caacacagca gcttttaaag 
gacttccgct
   273781 tgagttacag cgaaaactac gtggcttaac tgcaacccac gatattcgta 
agtcttttcc
   273841 gcttgagcgt tttgcccata acgaagaaga acgtgaaaag cttttgcaaa 
cctttaagcg
   273901 taacccacca gtggttcacc cagtggtgcg tactcatccg gttacaggtg 
agcctttgtt
   273961 gttcgtaagt gagggtttta ccacacacat taatgagtta cccgaacaag 
aaagtgagca
   274021 attacttaat ttcttgtttg aacatgcgac ccaagagcaa tttcatttac 
gctggaaatg
   274081 gcaagacggt gacgtcgcga tttgggataa ccgttgcaca caacataaag 
cattatttga
   274141 ttacggagat gctcatcgca tcatgcaccg cgcaactatt aatggcgatg 
tgccatttta
   274201 taaagaagaa caacaaccag agttagcaga ggcttaattc ctttaattat 
tctttatttc
   274261 aattccaact ctgagttttg agctggaatt gaaatattaa ctctttagcg 
tactccaaaa
   274321 cctgacaata tgcctgtgta gttctttaca ggaggtgagg cccaatcacc 
aactttgctt
   274381 gtttttaaat ttaactgaac taacatttca gcttgtttaa ctgctgctgc 
aacgccgtca
   274441 ataacaatca cttccaattc gttttgtagt tttaggcata aatcactcat 
acctgcacag
   274501 cctaaaacaa ttgcatcgct tttatcttct gcgagtgctt ttttgcactc 
atctcgtatt
   274561 gttcgataag catctgagtc aggaagctcc aactcttcaa ctgcaatgtc 
acaagctcga
   274621 acatttttgc aaaatggcgt agccccgtag cgatgagcca gatgccaact 
catattcact
   274681 gtgcgttgta aggtcgtgac cacactaaaa ccagtactga cataacttgc 
agttcgcata
   274741 gctgcttcgg caatcccaat cacaggtgct gacgtcattt cacgggcggc 
ataaagcgca
   274801 ggatcaccaa aacaggcaat aacataagca tctacatcta gaagttcacc 
ttggcgaatt
   274861 tcctctagca cacctacggc acttagggct tcatcataat aactttcaat 
tgttgcaggg
   274921 cccatttgag gactcacagc aataatttga gtatcagaat ttgcgactat 
ctttgctgat



   274981 gcagcaattt tgtcagtcat gccttgggtg gtattaggat taataatttt 
aattttcatt
   275041 gtatttttac cttaatcatt gccgatttag catgggcaag cggttggtta 
agaaatcggt
   275101 aaatgacaaa accgaatccc atcccaataa accatgtgaa attagccagc 
ccagacagtt
   275161 gtggtaaaag tacgcagaga ataggaatta atgaagctgg aattaacgca 
taaaaggcag
   275221 agtggttata accatttttg taccaatacg agccttgagt atctaaagta 
tataaatcat
   275281 ctaccacgat tttttgtttt ttaacaagat aaaaatctgc tagcaataca 
ccaaaaagtg
   275341 gaccgataaa tgcacctaaa atatcaatgg tgtaatggat cacttgaggg 
ttattgaaca
   275401 aattccatgg ggtaatgaaa attgaaccta ctgctgcaat cattccaccc 
atacgccagc
   275461 taattttgct tggtgaaaca ttagaaaaat caaaggcagg tgaaacaaag 
ttagcaacaa
   275521 tattaattcc gatagtggca atcattaagg tcaaactacc taaaatgact 
acaaatgtgt
   275581 tatccagttt tccaaccatc tcgacagggt ctgtaatgag cttgccgtac 
actggaagtg
   275641 ttgctgcaat acacaccaca gtaagtaaag aaaagcctaa gaagttaatt 
ggtaagccaa
   275701 gaaagttgcc cattttaatc gcgttaaagc ttttgccata acgagagaag 
tcgccaaaat
   275761 tcagcatcgg tcctgaaaaa tatgagacaa caagcgcaat agcaccaatc 
atgactggta
   275821 caactgcaaa accgtcgtat tgaaccccac ttaaatttaa atcaatattc 
tgccagccag
   275881 ctttccagat gagccagact gccatggcaa acattacaac gtagacagcc 
ggacctgccc
   275941 agtcaataaa cttacgaatg ctgtccatac cagaccaaaa aacaatcgct 
tgtagtaacc
   276001 aaagcagcat gaagccaacc catcctaaat aggaaagccc aagaaagccg 
taagttgaaa
   276061 catcagcata ggctgaccag tctggaaaga actttaaaat gaccaataaa 
aaggcactgg
   276121 aggccaaata tgtttgaatg ccataccatg cgacagcaat aagaccacgg 
ataacggcag
   276181 gaatatttgc accaagcaca ccgaaagtgg cacgacaaat cacaggatag 
ggcgtgcctg
   276241 tttgttggct agacttggca attagatttg taaaaaactg aactatggca 
atgccgatga
   276301 gtaaagatag aagtacctgc cagctattga gcccgagtgc aaaaaggctt 
ccagccatga
   276361 cataaccgcc gacgctatga acatccgaca tccagaaggc aaaaatatta 
taagcgcccc
   276421 aagtttgctt ttttaaagga gctaagtctt gatttgttag ttttgcatca 
taagaaggtt
   276481 taattatcgc ttcggtatta ttcatcttga acactcactt ccctatgttg 
ggcgggcacg
   276541 ttcttcagca gcttgaaata ctgactaaaa gaatgaagtt aaaattgtgc 
acaatgttat



   276601 atttagattg tgcacaattt attgagcaaa agttatgcca aacttgagat 
ggagtattga
   276661 tgagtgattt cgcttgatac aatttgggaa tataaagaga gagatttata 
aactgagacg
   276721 tgcctaattt ttataaaaag caaataaatt taggtatata agtgggtatt 
tataaattta
   276781 atattgaatt gttcagctca gcatagatag tgtgaaaatg agagaaatat 
ttccaaacgc
   276841 ttaagttaaa cttacactat tcaaaataga tgaagttcta aaaagaggag 
acattaataa
   276901 aaatggagaa atcaatgtca tcgaatgcac caaaaaaagc cgtagaaatg 
agcaatgatg
   276961 aaattgatga ccatatatat aacgcaattg tagatgctat tttaaatcga 
caactcgctc
   277021 cgggcgcacg tttagttgaa gcacctttat gtgaagcatt tggtgtaacg 
cgaggagtgt
   277081 taagacgtgt tttcgtcaaa cttgcacatg ataaggtcat cgaaattcag 
cccaatcgtg
   277141 gggcactcat cgcaaaacat agtgcaaatg aaacaaaaga agtctttgaa 
gcacgcagca
   277201 tgcttgaaat cgccactgta aaaaaactag cacaaaagtc tcatcaccta 
gattttagtg
   277261 agcttcggac tttagtagaa caagagtcgg atgagcgttt agctggaaat 
tgggccgaat
   277321 ggattaagct atcaggtcaa tttcacctaa aacttgtcga agctaatcaa 
aattcgatca
   277381 tgaccagtta tttgcagaca cttattgcga ggacttcgtt attaattggc 
ttatatgaaa
   277441 ttccaaaaca taataattgt tcggcagatg aacaccgtgc aattttagat 
gccattgaac
   277501 aaggcgatga aaaacgagca acgcaattga tggaagaaca tttagaacac 
tacgcaacca
   277561 catttattga agaaaacagt acagtatctg ccgagcaaaa tttattaaat 
ttatttaaaa
   277621 ataagagaat tgaaacacct caaactaatt aaaaatctgg gccaattcct 
gtggaaaagg
   277681 cccagattgg ttattttatg ggaatgattt gatgtgttaa aaaatcaata 
aatagtttta
   277741 ctttcttcga taaaatctta cgatttggcc atgtgacata taagtgaagt 
ggctgactgg
   277801 tataatcttc caaacatttc tgtaacttac cttctttgta ataaggctct 
gcaataaact
   277861 ctggaagaaa aacaataccg tgatctttta aacacatatc caataatagt 
tcaccattat
   277921 tacacgtcat cacagggaaa caattaaaag acacttcttt ctgatctttt 
tgaaaaatca
   277981 attttttatg tcggctatct tgatagtaaa ttagaaactt atgttcttta 
agttcttcta
   278041 aagaagtagg taatccatgt tgattgaaat attcaggtgt tgcatataaa 
taacgttgat
   278101 aggtatttaa aattttacta tttgccaaac ttggcgcaga tccatctaag 
cgtatggtca
   278161 gatcaaattt gtgttgattc acatctaata gctgatctgt cataaataaa 
tcaattttaa



   278221 tactgggata tttctcaata aagtctgaaa tgatatgttg aaggaaaatg 
ttgctaaaag
   278281 acatgggcgt attgagcttg agttcgcctt caggatattg ctggttatag 
ctaatctcgt
   278341 aagttgccca ttcaaattca ctcaatataa ccttgcaatg ttggtaaaat 
ttttccccac
   278401 aactggtcag attcatttgt ctggttgttc gatttaatag cgttgttttt 
aaatcatttt
   278461 cgagatagca aacacgtttg gctaccaaat cacgagaaat atcgagtgct 
ctagctgcgc
   278521 tactaaaatt cccatgttct acgacactta caaaagtgga aatacagtct 
aatcgatcca
   278581 tggataacta aaaattaaaa aatatatatc catgattaaa ctataaaaat 
taaaaagcaa
   278641 tcattgattt gattgtatcc atacaggata cagattcgag ctgttttgct 
gtctatgttt
   278701 ttacattttt atctgttttg ataataacca gtaggcaatt ttaaaagcct 
tatataatga
   278761 ataatggagt ttagacgtga ataaatcact tttagaacaa ctatcaccaa 
ccaattgtca
   278821 ggttattttt attgatcatc agccgcaaat ggcttttggg gtacagtcaa 
tagatcgcca
   278881 agtattaaag aataatactg tagggttagc aaaagcagct aaaacattca 
atattcctgt
   278941 cacgattacg acagttgaaa ctgaaagctt ctctggtcat acctatccag 
aacttttaga
   279001 cgtatttcca gatgctccat tactagaacg tacttcaatg aactcatggg 
atgatcaaaa
   279061 agtacgtgat tcgcttgcaa aaaataatcg taaaaaagtg attgtttctg 
gtttgtggac
   279121 tgaagtgtgc aacaacacct ttgctttcgg tgccatgctt gaaggcgatt 
atgagattta
   279181 tatggtcgca gatgcttcag gcggtacatc gaaagaagca catgactacg 
ccatgcaacg
   279241 catgattcag gcaggtgttg ttccggtaac ttggcaacaa gtattactcg 
aatggcagcg
   279301 tgattgggca caccgtgata catacgatgc agttatggcg attgtacgtg 
agcattctgg
   279361 tgcttatggt atgggtgtgg actatgccta tacgatggtc cataaggcac 
ctgagcgtac
   279421 aacatcaaaa catgaagtac ttgcaccagt tcctgcaaaa taaaacagta 
ctgatttagg
   279481 taaaggtatg tctagtattc aatatttaag tgatattaat acagatatat 
ctttattttt
   279541 ttagaacgat aattcacaag aatggagttc agaatgaccg acataaacct 
catacttaaa
   279601 aacggtaaaa tcacaacact agatcctcag aaccccgaag tacaagcaat 
agcgattgca
   279661 gatggtaaag tcgtccgcac gggtacaact gatgaggtta tgaaactcgc 
aactccaaca
   279721 agtaaagttg tagacttaaa tggtcgtcgc gttataccgg gtctaaatga 
cagtcatttg
   279781 catattattc gtggtggcct caattacaat atggaactgc gctgggaagg 
tgtgccatcc



   279841 gttgccgatg cgttacgctt actcaaagaa caagcagata atacgccagc 
tccacagtgg
   279901 gttcgtgtcg taggcggttg gactgaattc cagtttgctg aaaagcgttt 
accgacttta
   279961 gaagaaatta ataaagctgc gccagatact ccagtattcg ttttacatct 
atacgctagt
   280021 gccatgttga accgagctgc ccttgatgta ttaggcttta acaaagacac 
accagacccg
   280081 ctgggtggca agattgtacg aaatgaaaaa ggtgagccaa caggtctctt 
gctcgcaacg
   280141 ccatcggcta tgattttata ttcgacctta gggaaagcac caaaattgcc 
agttgaagat
   280201 caagtcaatt caactcgtca tttcatgcgt gaattaaacc gattaggtat 
tacttcagca
   280261 attgatgcag gtggtggagg tcaaaactac cctgaagatt atgatgtgat 
taagcaatta
   280321 catgatcaaa atcaaatgac tgtgcgaatt gcttataacc tatttgctca 
aaaggcaggc
   280381 caagagcttg atgattatcg tcgctggaca gaaatgacat ttccgggtga 
tggtgatgaa
   280441 ttatttagaa tgaatggagc aggtgagaac ctgacttggt cagcgggtga 
ctttgaagat
   280501 ttctatgagc cacgtccgga tttaccagaa aaaatggaag gtgaactcga 
agctattgta
   280561 gagcatttgg ctgaaaagaa atggccattc cgtattcatg caacttatga 
tgaaagtatt
   280621 agtcggttac tcaatgtatt tgagcgcgtc aattcaaaac agccatttgc 
gacacgattt
   280681 attattgacc atgccgaaac tgtatctgag cgtaatatcg aacgtattgg 
tgcgttgggt
   280741 ggtggtatcg cgattcagca tcgtatggca tatcaaggtg agattttcgt 
aaaacgctat
   280801 ggtgccgaag ctgcccaagc aacgccaccc gttaagaaaa tgttagaact 
cggtgttcct
   280861 gtgggtgcgg gaacggatgc gactcgtgtg gcctcttata acccttgggt 
gtgtttgtat
   280921 tggctgacta caggtaagac agttggtggg ttacctttgt atgatgaaaa 
aaatctatta
   280981 gatcgtcaaa ccgccctcaa actctggacg aaaggttcgg cttggttctc 
aggtgaaaaa
   281041 gatattaagg gttcactcac agcaggtgaa cttgctgact tggttgtgct 
gtcagatgac
   281101 tactttaaag ttgaagcaga agatatccag tggattgagt ctgtactcac 
tgttttaggt
   281161 ggaaaagtgg tgtacgcagg ggcagagttt aagcaagacg atccgccgtt 
accgccagca
   281221 tctccaacat ggtcgccagt aaaacgcttc ggtggtcagt ggcgcttatc 
tgaaaatcgt
   281281 aatgcacctt cgaatcaatc attacagtca caaagtgcat tgtgtgaatg 
tgctagcagt
   281341 tgtggcatgc atggacacag ccacgcttgg atgcttgacg tgcctgtaaa 
tgataaggac
   281401 aaaaaatctt tctggggcgc acttgggtgc tcgtgttttg cattttaaat 
aaaccagtat



   281461 aggacctgcc tcattaaata gtttgtttcc ttaaggtatg tacgatgaaa 
atgtacttgt
   281521 tatctttggc tgtaggggtg cttgttggtg tcttatatta tgttttaaat 
gttaagtcac
   281581 cagctccacc tcttgttgca ttagtcggtt tattaggcat ggtaatagga 
gagcaattgc
   281641 ttccttttat caaatcttat ttttaatccg tttcattcaa aaaaagctaa 
acggtgccat
   281701 gccatttagc tttttatatt aataagtatc ttcaattact ttatacgacg 
gccttgctca
   281761 tcaataatga tttcaccatc ttcttttgca aaatagccta agttttgtga 
atctaaaatg
   281821 tccagtacaa tctcagaagg gcggcaaagt cgcgtgcctt ttggtgtaac 
cacaaatggg
   281881 cgattaatta aaattggata ttgcaccata aaatcaatta actgttcatc 
ggtccaatgg
   281941 tcttgttcta actctaaatc tttatagggt tcaacatttt tacgaattgc 
ttcacgtaca
   282001 gttaggttcg aatccttaat gagttggatt agttcatctt tacttggtgg 
tgtttgcaaa
   282061 tattcaataa cgataggttc aattcctgca tgacgaataa gcgccaatgt 
attgcgtgag
   282121 gttccgcaag cagggttatg gtaaatcttc actagctcag tcatggtaaa 
tttattgtca
   282181 aattaagata ttgcatttat atatggatat ccgtatattt gcaataacga 
atatattgtg
   282241 ttgaagatat gatcaaccaa gtcgatttct ttaaatgtct atctgaccaa 
actcggttaa
   282301 atattcttaa attagttcta aataaacaaa atatttgtgt ttgtgagcta 
acagaacagc
   282361 ttgagttgag ccaaccgaaa atctccagac acttggcctt attaagaact 
catggcgtat
   282421 tactggatga aagaaaaggc cagtgggtct attacagctt aaatcctgat 
ttacctgtct
   282481 gggctttaga tattctaaag gtgatagaaa atgatgagag tgggacaaga 
ataaaacaac
   282541 aagatcagcc tttcatcacg acaacgtgtt gtgattaatc ttcctaaatt 
ttgtcttaga
   282601 aaatgcagaa ttatttagca taagtgtatg agccacttgt gtattgaacg 
caattaattt
   282661 cttcttcgag tagaacatga ccaaacaagg gctttccttt ttagatcgaa 
atctaacgct
   282721 atggattttt atagcaatgg ctttaggttt agcgattgga gttttttttc 
ctcaggcatc
   282781 tgtgtcttta aatgagttaa gtgtagataa cgttaatatt ccaatcgcaa 
tcggtttgat
   282841 tttaatgatg tatccgccat tggcaaaagt ggactatgcg gctttaccag 
aagtatttaa
   282901 ggataagaaa accttaactt tatctttggt acaaaactgg attattgctc 
cagttttaat
   282961 gtttatcctt gcgattgttt ttttgcatag ctatccggat tatatgacgg 
gccttatttt
   283021 gataggctta gcacgttgta ttgcaatggt attggtctgg aatggcttag 
cttgtggtga



   283081 caaccaatat gttgcagctt tggtcgcctt taacagtatt tttcagattt 
tattttttag
   283141 tacctatgca tggttgttct taactttctt gccgccatat tttggtgtgg 
caggacaagt
   283201 gattgatgtc aatttctgga ccatcacaca tgctgttttg gtgtacttag 
gtattccatt
   283261 cttaatgggg ttcttgacgc gtttgatttt agtcaagtcg aaagggttgg 
aatggtatca
   283321 aactaaattt ttaccaaaga tcagcccgat tagtttaatt gctttacttt 
ttaccattgt
   283381 ggcgatgttt agtttaaaag gtggcgatgt ggtgagctta cctttagatg 
tattacgtat
   283441 tgcgattcca ctcacgattt actttgtcgt aatgttcttt attagtttct 
ttatgagtaa
   283501 acgtatgggg aataattacc cacgtaccac tgctatttca tttaccgcgg 
caggtaataa
   283561 ctttgagttg gctttagctg tagctattgc aacttttggt ttagcatcac 
ctgtagcatt
   283621 taccacagtg atcgggccat tggttgaagt accagtgttg atctcactgg 
tttcggtttc
   283681 gctttggtta aagaaaaagt attactctta aaatcgtaaa atttatttaa 
actatttttt
   283741 gctaaaaatg actttaacaa agtgccttta tataggcact ttttattgcc 
tagcttttac
   283801 acttaggtca ttgttggtaa tagtttttgc atgagttcaa tgaagtttga 
cactttagct
   283861 gagttttcat tttctcgtgt aattaagtaa ataggcgcat ttagttttat 
cgaatcatca
   283921 aactcgcgat agacgatttc atggtcccaa aagttatgca ttgaagcggg 
cacaatacta
   283981 attccaatac cggcagccac taaattgagg gtcgcagtag ggcgtggcgc 
ttcttgaata
   284041 atacgcggac taaaacctgc ctgatagcag ctatataaaa tattgtcata 
taagccttgc
   284101 cctgaagagc gacggtataa aacaaaattt tcctctgaca agttacttaa 
actaattttt
   284161 ttcttctgtg taagtggatg gccgataggt aaggccacca ccattggctc 
gtctaatata
   284221 tgaagatgct ttaaaccaat atctcggcta atcggcgctc ttaaaaaagc 
aatatcaagt
   284281 ttttctgaaa ttaaccagtc cagttgcttt tgactgcctg cttcttcaag 
tttggtttgc
   284341 acagcagggt acatttctcg atatgaacgt aatacgagtg aaatgagcgg 
atgcaaacct
   284401 gcggaacttg taaagccaat attgagttgt ccggttttac cttggctaac 
atcttggacc
   284461 aattggggaa tatggcgggc atgttctaat aaaagttgtg cttctttaaa 
taatgctaaa
   284521 cccgcttccg tcggttcaat cccgcgcggt tgacgaataa gtaactgtgt 
accgagttct
   284581 tgttcaagtt ttttaagtaa acgcgttaaa ggtggctgtt gaataaacaa 
acggtttgcc
   284641 gcgtgagtaa tatttctttc ttcaaccact actacaaagg catgaagctt 
atataaatcg



   284701 agcataggaa tacctttagg gtatggttaa tgaaaataaa agcatttgta 
gatatatcat
   284761 aaaagtatca ttctatcttg gtcagataaa gtgaaaagta acgaaaatga 
accatgttga
   284821 gattgccgtg cagaaggata ccgttcctac ttgcacagag ttatttttag 
gttttttaac
   284881 attaggttta attggatttg gtggtgtgct gcctttagcc cgtaaagtta 
ttgtagagca
   284941 aaggcattgg ttaagccctg aaaaattcac tgagttactt ggtctgtgtc 
aatttttacc
   285001 gggcggcaat attattaatt tatcggttgc gattggcatg gagtttcgcg 
gtgtccgtgg
   285061 agcagtgagc tcactcattg gtttaatctt cgcacctacc gtaattgttg 
tacttttaca
   285121 ttatgtctat gagcagttcc aagacaactt aatggttaaa cacctttttg 
aaggtttagg
   285181 agcagcagca gcagggcttc tggttgccac aggtctgaaa atgcttaagc 
ctttgttacg
   285241 taatccatta gcaatctgtc ttgtggtagc ggcaattgtc agcattgcct 
ttctaaaaat
   285301 tcctttactt ttgactatgc tgattttact tgcgttttat tcagccatca 
tttggagacg
   285361 tgtgtaatgg gtgccgtact acttacttta gcaatcattt ttactcagtt 
gtctcttatt
   285421 gcatttggtg gtgggaatac gattttgccc gaaatgcaac gccaagtagt 
cgatatccat
   285481 cactggatga cggcgcaaga atttagtgct ctgtttgcca tggcacaagc 
tgcacctggt
   285541 ccaaatatga tgattgtacc tttggtaggg tggcatgtag cagggttgtc 
tggtctattg
   285601 gtgacgtcta ctgctaaatt tttaccgtca tctcttatta ctgtatttgt 
gatgagaggc
   285661 tggtcaaaat tcaaagataa gaaatggcgc cgtgttttac agcttgcttt 
acaacctgtc
   285721 actgtgggga ctgtgcttgc cagtgcatgg attatttctg aagcagcggc 
aataaatact
   285781 ttacttatca ttatggtagt cattgcaact ttattatctt taattaaaaa 
agttcatcca
   285841 ttgcatgttt tgattgctgg ggctgtattt ggtgtggtct tactctagtt 
taaccagttt
   285901 gccgacctgc gctgggatga gttcaggttg gctttttttg attgaagaaa 
taataaaatc
   285961 taaaaaaccg atcaaatata taaaaacata ctgttttacc tattcattgt 
tttaacgtac
   286021 tatgcatcta ttgaaagaat ttggatgcat tggagtaaaa aacagatgtt 
agatcaaaac
   286081 attaaaactc aattaaaagc ttacct
//
LOCUS       NODE_5_length_264193_cov_105.782149264193 bp   DNA linear
17-DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species



  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..264193
                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
     gene            complement(172..495)
                     /locus_tag="DSM_01791"
     CDS             complement(172..495)
                     /locus_tag="DSM_01791"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSQQLLIIVGIALLALGTYSIRFAGFHLGAKFSFSEKYQVLLSN
                     
GATVLLCAIAVTTTFFEGQHFAGFARIFGVGLALFLVWKKAPLLLVICLAAAGTALVR
                     LLGIE"
     gene            complement(492..1187)
                     /locus_tag="DSM_01792"
     CDS             complement(492..1187)
                     /locus_tag="DSM_01792"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MENRSLYHAMTTYALIRKLSKDTTRSIFFVCLATSIVGMSLGSL
                     
AASYGLALWIPLCLSIFVLAGTAEFIFIGFLAVGGSPIAAAIAGLLVNLRHLPFGIAV
                     
NELIRGKFSQYFGSHIMNDESVLFGMAQPDFETKKAAYWLCGIGIMLSWPLGVTAGYF
                     
IGSAIPDPKTFGLDAIFPAILIALTFSALKNKVTRKAAFAGSTLALITTPFLAAGLPI
                     LISLFGLIWGRKK"
     gene            1256..1804
                     /gene="sutR_2"
                     /locus_tag="DSM_01793"
     CDS             1256..1804
                     /gene="sutR_2"
                     /locus_tag="DSM_01793"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77626"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator SutR"
                     
/translation="MSQPIEIIAKGLTRERQRAGLSLAEVARRAGVAKSTLSQLEAGQ
                     
GNPSIETLWALCVALNIPFARLMEEPSNQVQVIRCGDGPTVSSEIANYKAILLATCPP



                     
HARRDVYLLIVEPGEDRLSEPHPVGSVEHIIVVEGRALVGLIDEAVELGVGDYICYPA
                     DQKHIFRALETGTKALLISEQN"
     gene            2110..3552
                     /gene="gabP_1"
                     /locus_tag="DSM_01794"
     CDS             2110..3552
                     /gene="gabP_1"
                     /locus_tag="DSM_01794"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P25527"
                     /codon_start=1
                     /transl_table=11
                     /product="GABA permease"
                     
/translation="MAAHQNGSEANHSQSLKHGLKSRHLTMISIAGVIGGSLFVGSGS
                     
IIYNTGPVVFLTYALGGLLVWFIMRMLGEMAVLNPDSGSFSTYADRAIGRWAGFSIGW
                     
LYWCTLAMLMGWEAYVAGKILNNWFPFIPIWVYMTVVIVALVVVNLQNVKNYGEFEFW
                     
FALIKVIAIVVFLVIGSLAIMHLWPWGNPAASGISNLTSQGFMPNGGSSVITALLGVM
                     
FAYIGAEIVTVAAAESANPSKEIRKASNSVVWRIILFYVGSMFVAVCLIPHNNELLKD
                     
STWGTYSVTLSALGIPGARHIVNFVVLTSVCSCFNSALYTCSRMLFSLSKRGDAPKSF
                     
GSVNSKSSPWVGVIVSCFFSVIAVILTATESMNVYDFFMLTTGAATLYVYLTIAYSQL
                     
RMRKKLEAEGVKIDFKMWMFPYLTYVVIFAIIGAILTMLIEGTYFKEVIYTTALFGII
                     VFFGLLSEKLGWGKERRATHLTHSHEEKLV"
     gene            complement(3613..5157)
                     /gene="gabR_2"
                     /locus_tag="DSM_01795"
     CDS             complement(3613..5157)
                     /gene="gabR_2"
                     /locus_tag="DSM_01795"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P94426"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulatory 
protein
                     GabR"
                     
/translation="MATDESHFLTVGESQLRSLLGDHLLQRLQQDTEGKLHQRLFRCL
                     
RGAIIDGVIQPKTRLPASRDLASEIHVSRNTVLSAYEQLQAEGYLEARTGHGTWVAEK
                     
LPESFLNTQNKKKVVSSPNVQSSYALSQRGSNLLGYAAASPHQWGAFVPGAPDVTEFP
                     
HHIFSRIQARLSREPDINRLIYSNAGGCIELRSALADYLRVARSVQCDADQIIITEGI
                     
HQAIDLVSRALSDMGDKVWIEDPAYWGMRNTLRINGLDIQPMPVDAEGIIPEENPAVP



                     
PKLIFVTPSHQYPLGSHLSLDRRRQLIQIARQHNSWIVEDDYDSEFRFSGQPYPSLQG
                     
LENNAPVLYMGTFSKTIYPSLRIGYLVVPKPLFSSLRIVAAELYRGGHLLEQKALAEF
                     
IREGHYEAHIRRMRLLYGKRRDYLVSLIQRYLGPEFIHEYDEAAGLHLVLKLPNSCDD
                     
VAIAATALERGVKVRPLSQYYMQSHAHAERGLLMGFACVNEKDMVMAFGVLLQCLREA
                     DVPTLN"
     gene            5268..6560
                     /gene="puuE"
                     /locus_tag="DSM_01796"
     CDS             5268..6560
                     /gene="puuE"
                     /locus_tag="DSM_01796"
                     /EC_number="2.6.1.19"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P50457"
                     /codon_start=1
                     /transl_table=11
                     /product="4-aminobutyrate aminotransferase PuuE"
                     
/translation="MDTQHSALNARKQQATPRGVGVMCQWYAEKAENATIWDKEGNQF
                     
IDFAGGIAVLNTGHRHPKVIAAVTEQLTKFTHTAYQVTPYESYVALAERINERAPIAG
                     
PAKAAFFTTGAEAVENAVKIARCYTGRHGIITFGNGFHGRSFMTMAMTGKTAPYKRDF
                     
GVMPAGVFHARYPVPAKGISVDAAIESVEDIFSEDIAPHDVAAIVLEPVQGEGGFNVV
                     
PAEFLKRLRAICDKHGILLVADEVQSGFARTGKLFAMNHYETKADLITMAKSLGGGFP
                     
ISGVVGRAEVMDAPNPGGLGGTYAGSPIAVAAAHAVIDAIEEENLCDRANELGAELVA
                     
TLKDIQQATGDVVTDIRALGSMVAVELETAEQAKVVQNYAMENGLLLLTCGKYGNVIR
                     FLYPLTIPAEQFRQGLDILKQGFATLKAGSAKAMEQSA"
     gene            6557..8005
                     /gene="gabD_1"
                     /locus_tag="DSM_01797"
     CDS             6557..8005
                     /gene="gabD_1"
                     /locus_tag="DSM_01797"
                     /EC_number="1.2.1.79"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P25526"
                     /codon_start=1
                     /transl_table=11
                     /product="Succinate-semialdehyde dehydrogenase 
[NADP(+)]
                     GabD"
                     
/translation="MIQNNLQYLLKHPDISLEAPASNDYIEVNDAATGETLAWVKTYD
                     
RAGVEAAINRSAKAQAAWKKQTALARADVLLAWYNLMLEHKENLAQILTAEQGKPLAE



                     
ARGEIGYAASFIRWFAEQARRIDGEVLTPTLPNQRLLVIKQAIGVTAAITPWNFPAAM
                     
ITRKAGPAIAAGCSMLVKPAEQTPLTAYALEVLALQAGLPADVLINISGDAVEVGKTL
                     
CESDIVRKLSFTGSTQVGRILMQQCAPTIKKLSLELGGNAPVVVFDDANLEQAVQGIM
                     
ASKYRNSGQTCVCANRIYVQDGIYDALAERLVEAVSKLKVGDGRQEGSTQGPLIDEDA
                     
IAKVQSHIADATEKGATVRIGGQRSALGGTFFEPTVLTGVTQDMKVSKEETFGPLAPL
                     
FRFKTEDEAVAMANDTEFGLAAYLFTQSTARQWRVGEALEYGMVGINTGAISNEVAPF
                     GGVKQSGLGREGSKFGIEEYVEMKYLCVDLSE"
     gene            complement(8110..9084)
                     /gene="dmlR_9"
                     /locus_tag="DSM_01798"
     CDS             complement(8110..9084)
                     /gene="dmlR_9"
                     /locus_tag="DSM_01798"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76250"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator DmlR"
                     
/translation="MLKHSNLEFKWVERTLISSFDDFYYFYLVVKHGGFSAASEAENI
                     
SKSKLSRRIIDLENKFNVSLIQRTTRHFKVTDLGQEFYEECCKVIAQVECAENVLLKQ
                     
KSEPQGLVKVSCPPLMMHFQIRKILNQFLKTYPKVEISLELTSRRVDILHDDIDLAIR
                     
TNFEPNEDSNLIVRDVIKTDHCLVASPELLQDRTIKHYSELQDFPSISLGTQKQNYIW
                     
HLCNIRNGESVDVPYQPRIKSNDLAGVYYAVMDGLGIADLPFLTVESEIRKGTLVHIL
                     PDWKSNIGMLQLVYVSRKGQRLVVEKLIETLIDELRRLPESHEGYLPT"
     gene            complement(9105..9731)
                     /gene="ycaC_2"
                     /locus_tag="DSM_01799"
     CDS             complement(9105..9731)
                     /gene="ycaC_2"
                     /locus_tag="DSM_01799"
                     /EC_number="4.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P21367"
                     /codon_start=1
                     /transl_table=11
                     /product="putative hydrolase YcaC"
                     
/translation="MAQDYVRLDKDNAAVLLVDHQAGLLSLVRDIDPDKFKNNVLAVA
                     
NAAKYFNLPTILTTSFETGPNGPLVPELKEIHPDAPFIPRPGQINAWDNEDFVKAVKA
                     
TGKKQLIIAGVVTEVCVAFPALSALAEGFEVFVITDASGTFNELTRDAAWDRMSKAGA
                     QLMTWFGMACELHRDWRNDIEGLGTLFSNHIPDYRNLISSYNHNTSQK"
     gene            10009..10881



                     /gene="yhhW_2"
                     /locus_tag="DSM_01800"
     CDS             10009..10881
                     /gene="yhhW_2"
                     /locus_tag="DSM_01800"
                     /EC_number="1.13.11.24"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P46852"
                     /codon_start=1
                     /transl_table=11
                     /product="Quercetin 2,3-dioxygenase"
                     
/translation="MKKFLGAYQNNHMHWVGDGFPVYNLFSYDRLGQTLSPFLLLDYA
                     
APYNFSPTTEQQGVGSHPHRGFETVTIAYQGEVTHKDSSGGGGTIKTGDVQWMTAGAG
                     
VLHEEFHSPEFAEHGGLFEMVQLWVNLPSHSKMTPGKYQAIEAKDIPDIALDEHGSHL
                     
RVIAGEYADAKGAASTFSPLNVWDGKLVKGQKHTLYVPEGHTTLVVVLEGAVVVNDTN
                     
RLEGKTVAILSREGVEFSLNAEEDTKFLVLTGQPLNEPIEGYGPFVMNTKAEIMEAIN
                     DFNRGKFGSIMQEG"
     gene            11282..12619
                     /locus_tag="DSM_01801"
     CDS             11282..12619
                     /locus_tag="DSM_01801"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIIKKILEKWDIILDIAIIGSGMAGLAAARILKDAGHTITIFEA
                     
LPGRGMDSHSIEFDGGIIDAPLRVMNPHLWKNTLSLAAHLGIKTFPVRTYMSCSWLFE
                     
DRTETWLTTSRSRIGNFPIINNRKGIQQYGWRLVKGMLQLKTAIHQFFKSKNQDITLA
                     
EFINQNDIEEVFWHGVVMPVLYTICTCNPKTIGDWPAKNLLEFLRHLTDGDMLLRMKG
                     
GTPAFVDSLIKGIDIHSGSAIKKVELQGEKVLVENEKGDQGTFDRVIVATPTSKLEEF
                     
LNPEQFAEDMNLLKQFRFEQGDLVIHTDATVMPPRRKDWSVLSYMMDRKFTRQQFTVW
                     
MNAVEPSLVGKNPVFQTWRPVVDIDPKKVISKVTLTRAVVDSQTIALNKELQQRHLEP
                     
NRKVFYCGSWSCDGLPILESAVTSAMHIAEILGAPLPFVGLKPKVEVAPELGY"
     gene            12597..13451
                     /gene="eryG"
                     /locus_tag="DSM_01802"
     CDS             12597..13451
                     /gene="eryG"
                     /locus_tag="DSM_01802"
                     /EC_number="2.1.1.254"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A4F7P5"



                     /codon_start=1
                     /transl_table=11
                     /product="Erythromycin 3''-O-methyltransferase"
                     
/translation="MPLNSVTKIVKAKVRAALSRFIPHKYAIDASSLGDSEELAWTNL
                     
GFWKNTQTYREACRQLADHLAQAVNLNSKDHLLDLGCGQGASLLHWLQHYHPKSLSAV
                     
ELQASCVNKIQKFIPEISQIFCGSFLNLKQFEFKQRFDVVLCIDAAYHSHLNSLLDSV
                     
TPILNSKGRLGFHYLMRADSCHNMTMLQEQKHRYLLKAADVTWDALLTEEILRTTLEQ
                     
QGFTDIKIEDLSEQVLLGFSQYIQNQQAQSHNRGLANFKIQMTAKLCQQLYQNGYVRY
                     IQITAIKK"
     gene            13460..13882
                     /locus_tag="DSM_01803"
     CDS             13460..13882
                     /locus_tag="DSM_01803"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSVKYQGSCLCGAVSYQSDAEPRYSFNCHCRDCQKATGSAYAPI
                     
AFFHQSELKISGELKYFETLGSSGRPIKRAFCPTCGSQLFGLPELVPEMISIRAGTLD
                     DPSLYHPKAEVFVSQTYAWDMLNPNLKHFEKMIEKSKK"
     gene            complement(13886..14056)
                     /locus_tag="DSM_01804"
     CDS             complement(13886..14056)
                     /locus_tag="DSM_01804"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSNLPSNLFQPLVIILACLIILVSKMPQLKFRKTILFLALGSLT
                     LICALAIFGFFN"
     gene            complement(14525..14600)
                     /locus_tag="DSM_01805"
     tRNA            complement(14525..14600)
                     /locus_tag="DSM_01805"
                     /product="tRNA-Thr"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Thr(tgt)"
     gene            complement(14725..15969)
                     /gene="ynfM"
                     /locus_tag="DSM_01806"
     CDS             complement(14725..15969)
                     /gene="ynfM"
                     /locus_tag="DSM_01806"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P43531"
                     /codon_start=1
                     /transl_table=11



                     /product="Inner membrane transport protein YnfM"
                     
/translation="MNSSSTPSTLNTEATSVLSREWIHKGTKAYKHAGFALFLVGFAS
                     
FSLIYCVQPLLPAFSQSFQISPASSSLALSLTTAFLAISIVLSSAFSQAIGRRGVIFT
                     
SMLCAAILNIVSMFTPNWHSLLIARALEGLLLGGVPAVTMAWIAEEIAPEHLGKTMGL
                     
YIAGTAFGGMMGRVGMGILVEYFSWRTALGLLGAICFICSIAFLKLLPVSRNFVQKKG
                     
LNLGFHIQMWRAHLSNTKLLRLFAIGFLLTSVFVTLFNYATFRLSGAPYSLSQTQISL
                     
IFLSYSFGMVSSSLAGSLADRFGKKTMMMSGFALMILGSLMTLLSSLFGIIIGIAFIT
                     
TGFFITHSLTSSSVGAESKQAKAHASSLYLLFYYMGSSIVGSAGGWFWLHGGWSAIVG
                     LTVFLSLIGIFLAIYTSHAKAH"
     gene            16108..17028
                     /gene="hcaR_3"
                     /locus_tag="DSM_01807"
     CDS             16108..17028
                     /gene="hcaR_3"
                     /locus_tag="DSM_01807"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q47141"
                     /codon_start=1
                     /transl_table=11
                     /product="Hca operon transcriptional activator HcaR"
                     
/translation="MELRHIRYFLAVAEEKNFTKAAQRLNMSQPPLSMQIRDLEEELG
                     
ADLFIRSPHGVELTEAGLAFLNAIQPVQQRVEDAANLVKQVANGEVGQLRLGFTGTSM
                     
LNPLIPKCVRYFQQQYPKVNLKLEEANTLLLIDLLLEDRLDVAIIRSPRNMPDSLILQ
                     
ELLAEPLIAALPSESFNLDDVSQEIDLTALRELDFIVSPPSVSAGLFDAIKQACHERG
                     
FEPKIGQNAPQIVSILSLVSANLGVSLVPESTKQLQIQGVAYRSLKAPVPTVGLGLAY
                     KKHAPSQMAINFASVVQVACHHANEINEIS"
     gene            complement(17025..17912)
                     /locus_tag="DSM_01808"
     CDS             complement(17025..17912)
                     /locus_tag="DSM_01808"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNNLIIGTLFALCAAALNASIGVISKLLMHSGLNPQDIAFLKTI
                     
IAFFFLSVFLFKVPVSQKIAFISSTPSKLSVFAQIAICAFLGIFSLFFFETIAYNHGA
                     
AAHVVVVLMASAAISALFFGRFILKESIYIHSLIGTLLAVAGISIISWKGENSLLMLI
                     
NASIAGTGYGLFSVLVKKFKLNGGLFLTKYLLLFGSVYLAVPFLINLHSITFNSDIIL



                     
GLIGLAVLPTILGFFCTTKALSYMSAAKVQVTELSEPIFAALMAWVFIHEQPTLSFLY
                     GAIFIISGIFLMNRAPKSN"
     gene            18141..18884
                     /locus_tag="DSM_01809"
     CDS             18141..18884
                     /locus_tag="DSM_01809"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIKSIITGCAVLTLSALTVTHAEFSYEQELQQGCNKVKQYASLG
                     
KKFYDQKQYKKALENFQNQASWTAFCKANADETTVKFTDRDIEVANNNVGLACAKLGQ
                     
PLWARAWFMLDEKSKSSQFNLKQLPAPKASNDLSGEYVRYSGFGEWDHITVSRKQGQY
                     
TIGYSGVYMGLRSLIYGPNMGEFGTTMPTNAKQTIYKDQDCRIQLDFRTNAKLGNYIQ
                     VKQSEGESGCGFGHNVYADGTYLKVESGK"
     gene            18909..19301
                     /locus_tag="DSM_01810"
     CDS             18909..19301
                     /locus_tag="DSM_01810"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKNIFAPLLLFSTAIFSAHIYAEPTSTCKEVKFQKADQAWSGHY
                     
YLHGVMEVGSELLLQPDGKFQWMLAVGALDQYAEGTWWKNGDCIGLKPEAKFKKDLSI
                     FPESLTISDKSLDAIWEGGRQQGTYSKD"
     gene            complement(19347..20348)
                     /gene="iolS"
                     /locus_tag="DSM_01811"
     CDS             complement(19347..20348)
                     /gene="iolS"
                     /locus_tag="DSM_01811"
                     /EC_number="1.1.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P46336"
                     /codon_start=1
                     /transl_table=11
                     /product="Aldo-keto reductase IolS"
                     
/translation="MKYRTLGQTGEKVSALGLGCMGMSFAYGASDDTQSIATLEKALD
                     
FGINFWDTADMYGNGANEVLLSKVLEKHRDKVFLATKFGFRYKEDNLNPQNSLESYID
                     
GSPEWIKVAVENSLRRLNTDVIDLYYAHRIDPNVPVEDTIGAMADLVKQGKVRYLGLS
                     
EASAETIRKAHAIHPIAAVQHEYSLLTREFEQTHLQTIRELGISLVPYSPLSRGLITN
                     
TLDVNNLDENDFRRQLPRYQGDNWKNNQSLAQAFSEFAQSKNATAAQLALAWILAQGD



                     
DIIPIPGTRKIERLVENAGAVDLHLTAADLAEIDAIIARYPNMGARYNAQQLAAVNH"
     gene            complement(20460..21362)
                     /gene="adaA"
                     /locus_tag="DSM_01812"
     CDS             complement(20460..21362)
                     /gene="adaA"
                     /locus_tag="DSM_01812"
                     /EC_number="2.1.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P19219"
                     /codon_start=1
                     /transl_table=11
                     /product="Bifunctional transcriptional activator/DNA
                     repair enzyme AdaA"
                     
/translation="METIHDFYRRFSLTRDSDYSVPSTSFGHFNVFQRDACSFLTPYS
                     
RRDYYKISLVLGTGELHYANRWIRVDRPALLFSNPMVPYAWEINSPEQAGWFCLFTEE
                     
FVNQESRQSFLKDSPLFKVDGDPLYFLNDPQVEEISFIFKKMMNEINSDYIHKYNVLR
                     
NYLHLIVHEAMKMQPTQQFEKHSNASVRICHLFFELLERQFPIDSPHFQLKLKTANDF
                     
AYGLSVHVNHLNRAVKEATGKTTSEHISSRITQEAKALLQHTSWNISEIAYSLGFEYS
                     AYFTNFFKKNTGFSPKKFREDCVA"
     gene            22125..22676
                     /locus_tag="DSM_01813"
     CDS             22125..22676
                     /locus_tag="DSM_01813"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKNLEASFRALRVLHTAKNLFNQYGFHKVGVDRIIADSQIPKAT
                     
FYNYFHSKERLIQMSLTFQTDALKEEVFSTIYSYRELMVFDKLKRIFFLHADSDGLYR
                     
LPFKAIFEIEKHYPSAYKVVIDYRNWLIQEIHKLLLTVKPAATVEDAHMFLFVVDGAM
                     VQLLGSNQTDEREYLIDYFLSRV"
     gene            complement(22794..23534)
                     /locus_tag="DSM_01814"
     CDS             complement(22794..23534)
                     /locus_tag="DSM_01814"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MGSDDIAKKRIAANRERRNLQKTNRKIRNVGNRTLIPNILILTE
                     
GYSEDIYFKELIRILSLNTVKSRKSISTDCNGILGEAESEALKSNETDNELNYIFCIF
                     
DLDTVKNRTHLDYLARMNSNFTRIIPIYSFPCIEIWFLLHFECTTRPFNSQGKKSIGE



                     
VIKDYFQSTYAPDYTETNKNVIESLVPDYERAIYNSIRLCNQQSKVNSINPITNMHAL
                     ITLLKNISERSQNYVYEDVYQSFIQENI"
     gene            complement(23549..24787)
                     /locus_tag="DSM_01815"
     CDS             complement(23549..24787)
                     /locus_tag="DSM_01815"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIIDFSIENFLSFKEQQTLSFVAEPPYDIHPEHLLDTPEKDLKL
                     
LKTIVIYGANASGKSNFLSAIHFLKQLILNSAENKPDEKFDLIPFLLDKELKNSATSF
                     
DINFFCNEIRYNYSLVLDKSQVFHEHLNYYPKKYKKNIFSRDLNNLGEYEYSIGTDLK
                     
PKRIYEDTALKTLPNVLFLSKMVQENSQFLKPIYDWFSNTLSEQFSLEDTAKSIHSDE
                     
NFKKRFLKFLENQDIDIVDINVDKGSLAEQIIKNNNFTPEVQEKILEDLKNRYYYDIK
                     
TYHRNSDNELEPFDLELESQGTRKLFALSSLLLNNYKKFEKTFYVDELSSALHPLLVK
                     
NFLKEFNHTTFNQLICVTHDTHLINQECLRKDQIYFVEKDKSQVSSLYSLLEFNPRND
                     RENWELRYLSGRYGATPFFG"
     gene            complement(25171..25389)
                     /locus_tag="DSM_01816"
     CDS             complement(25171..25389)
                     /locus_tag="DSM_01816"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRNELREIFVKGCDDKIEKKGDNVGLSFYAFFKNKNDNPELLME
                     AAHWWIMEHKLDHFEKAVKIKELVLMES"
     gene            complement(25417..25752)
                     /gene="hxlR_2"
                     /locus_tag="DSM_01817"
     CDS             complement(25417..25752)
                     /gene="hxlR_2"
                     /locus_tag="DSM_01817"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P42406"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional activator HxlR"
                     
/translation="MTDCLPSNTPLEETGFGYTLSLINGKYKMIIMYWLYGKTVMRFN
                     
ELQRCIGNISFRTLSNTLKELERDELIIRKEYPQIPPKVEYRLSERGQSLIPLLDMMC
                     QWGEQNKPS"
     gene            25869..26426
                     /gene="ywrO_2"



                     /locus_tag="DSM_01818"
     CDS             25869..26426
                     /gene="ywrO_2"
                     /locus_tag="DSM_01818"
                     /EC_number="1.6.99.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P80871"
                     /codon_start=1
                     /transl_table=11
                     /product="General stress protein 14"
                     
/translation="MKKTLVIVAHPHIDQSVINKRWVEELEKYPDQFTVHQIYQAYPD
                     
GVIDVAKEQALVEEHENLVFQFPVYWFNCPPLLKQWLDEVLAYGWAYGSTGDKLKNKK
                     
FMLAVSAGAQEKVYSEQGEYKLSLEQIFSSFELTALYVGAVYQPLYAFYGLDTNPSPD
                     DAIPTHQEIDNSAVQYVQKLLALSE"
     gene            26600..27556
                     /locus_tag="DSM_01819"
     CDS             26600..27556
                     /locus_tag="DSM_01819"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFSSDLTDYVIRQLGRTKNKRYEAYVVSRIIHLLNDFTLKFVTQ
                     
QFVRLSNKKIALTDLYFPQLGIHIEVDEGHHFLRNSKMEYSLNQIDEPLYSISQTESD
                     
AMREEDIISITGHKIFRVNVFKNQEGQPQNLESIHQQIDKIIEEIKTAKNKLIEASTF
                     
KEWNIETEYNPQTYIDLGRISLADNVVLKTTKDVCNCFGYNYKNYQRGGALHPYEKDT
                     
LIWFPRLYENKDWINTISPDGLTITEKSTDETITLKKLEEWKNGPQKRIVFARVKDNL
                     SSRAMYRFMGLYEFQKADLKDGAVWKRVKCEVQTYSPKETKC"
     gene            27550..28008
                     /locus_tag="DSM_01820"
     CDS             27550..28008
                     /locus_tag="DSM_01820"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLKPRIFITIGFLLAGLILFAVLEAYEKKTNVEKEQASRVAISF
                     
FNSLSNGDSATAYKYVWSGENLNIRNAEIPQIYKDSKVLEVLKVRYDSAKNRPDYYQQ
                     FYKMISLTIKIKTVHADLAGNPAGTYIVFVTVVKKDPKSNWLVTELGSGG"
     gene            28090..28431
                     /locus_tag="DSM_01821"
     CDS             28090..28431
                     /locus_tag="DSM_01821"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1



                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNIAPFPFQITNWEEIEVTEYSGETGKAYWKTQFFGEETNKIRV
                     
RLVEYSSNYLADHWCEKGHILFCLEGELESRLKDGRTFTLTSGMSYQVGDNSEPHQSY
                     SLNGAKLLIVD"
     gene            complement(28495..28584)
                     /locus_tag="DSM_01822"
     tRNA            complement(28495..28584)
                     /locus_tag="DSM_01822"
                     /product="tRNA-Ser"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Ser(gga)"
     gene            28703..30580
                     /gene="kup"
                     /locus_tag="DSM_01823"
     CDS             28703..30580
                     /gene="kup"
                     /locus_tag="DSM_01823"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_01522"
                     /codon_start=1
                     /transl_table=11
                     /product="Low affinity potassium transport system 
protein
                     kup"
                     
/translation="MQNTAKKATLPATALAALGVVFGDIGTSPLYALKESFHAAHGLG
                     
IQPANVLGILSIIFWCLMLIISIKYVAIVMRADNNGEGGIMALLALNLRKAKIADNKK
                     
IYMIAIGFIGASLFFGDGIITPAISVLSAVEGLSIATDVFDPFIMPIAIAIIVTLFLV
                     
QKHGTAFVGKFFGPITLVWFLSLGILGIHSVIQTPVVLGMFSPHWAIQFIYHHPIMTF
                     
FVMGAVVLTVTGGEALYADMGHFGPVPIRLAWFFVVLPCLVLNYAGQGALLLRDPAAI
                     
ENPFYLLVPQWALYPMIIMATMATVIASQAVISGVFSLARQAIQLGYLPRLSIKHTSE
                     
SEEGQIYVPFLNWLLLIAIIILILIFKTSSNLASAYGLAVTLTMLCDTILVAVFIYSA
                     
WKWSLPKVLLLIIPFFILESVLVGATSLKILSGGWVPLLIGAIAVTILMTWKRGRELT
                     
FAKLEHDTLSLDLFVKSIGNSVHWVPGDAVFMTGTPNVVPHAMLHNIKHNKVLHQRNI
                     
LVTVVIEDVPFVAPEERITTETLAEHFFRIKIFYGFKDEMNVPKALMQAYEQLGLEYD
                     
LMHISFFISRDRIVHSVGDGMSPWREKLFISMQRNTSPVSDFYQIPTNRVVELGSQIE
                     I"
     gene            complement(30636..31079)
                     /locus_tag="DSM_01824"
     CDS             complement(30636..31079)
                     /locus_tag="DSM_01824"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIHSKIIGIGVITGLCSMAALAEPAVQPGDTLESLSKVKVTTTV
                     
NGQPGSISDLVNSGQVQQVSAAPTSAAPTGAPIPADVPPAPPAGGEMAPPAAPTDAVP
                     PAPNQAAPAPQDPNTPPPAANPNQSADPMAKDGALPADAPMPQAQ"
     gene            31311..32414
                     /gene="nucA"
                     /locus_tag="DSM_01825"
     CDS             31311..32414
                     /gene="nucA"
                     /locus_tag="DSM_01825"
                     /EC_number="3.1.30.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P38446"
                     /codon_start=1
                     /transl_table=11
                     /product="Nuclease"
                     
/translation="MDSGIDRNMASKKRSKGTNSFSLSEHFGKIILACIAAGSFAIAF
                     
GSEKISQWFSPLSTNSTCLNQFYREVPPALNKESLKKDSYPLCFNGFNVLYSGISKTP
                     
LWSAEHLDAERLSVKIKREDNFHEETRVPQRHRALLSDYRGSGYDRGHMAPNGDMPNK
                     
ESQSDSFSLSNMVPQAPKNNQEVWRKLEEATRAIVTKQKQDVYVVTGPVFEGKRLKTI
                     
GQGVIVPTAVYKAVYMPKTGAIGAYYAPNNNSQQVKVVSVCYIEEKLGINLFPQLTEQ
                     
QKRNVYRLPLTASQVKPNQKLDYLHWDGESQCEQDLSAEQIQALQDQFKKQKTGSSEP
                     MEAKVPSIDEETRNAIVKQLVEALVNYFLQIMK"
     gene            32511..33110
                     /gene="leuE_4"
                     /locus_tag="DSM_01826"
     CDS             32511..33110
                     /gene="leuE_4"
                     /locus_tag="DSM_01826"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76249"
                     /codon_start=1
                     /transl_table=11
                     /product="Leucine efflux protein"
                     
/translation="MFASMFLFSFAMSITPGPVNTVILSTSLNHGLKRSLPYILGATI
                     
GFTLLLIFMAFGLQSVLTQFPVVLKILAVCGTLFVCYIGIKIILSAANISISSAHVEH
                     
MLIPNFKDGFLLQWLNPKAWLACVSGITMFTSIENPQSLPIFIIIYFFTCYACLFFWG
                     LCGDKFSVVLNQGNRLKYFNILMGAFLILSALLILIDFF"
     gene            33156..33398
                     /locus_tag="DSM_01827"
     CDS             33156..33398
                     /locus_tag="DSM_01827"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFKPFEKGTESSSIEDLTLENDVDCVSIYGNLQITKDKVGLEQA
                     KALQSFLNDIVAALEKEELPEKIERPAEQEVNNPFL"
     gene            complement(33577..34266)
                     /gene="aqpZ2"
                     /locus_tag="DSM_01828"
     CDS             complement(33577..34266)
                     /gene="aqpZ2"
                     /locus_tag="DSM_01828"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8UJW4"
                     /codon_start=1
                     /transl_table=11
                     /product="Aquaporin Z 2"
                     
/translation="MNKYFAEFLGTFWLVFGGCGSAVLAAAFPELGIGFAGVALAFGL
                     
TVLTGAYALGHISGGHFNPAVSVGLWVGGRFDVKDLIPYIVAQVVGATAAAFVLYIIA
                     
QGQAGFSGVGGFATNGFGDLSPNKFGLGSAFIIEVVLTAFFLIIILGATDRRAPAGFA
                     
PIAIGLGLTLIHLISIPVTNTSVNPARSTGVAFFAETAALSQLWLFWVAPILGAVIGA
                     IIYKVVAGDKD"
     gene            complement(34399..35403)
                     /gene="virS_2"
                     /locus_tag="DSM_01829"
     CDS             complement(34399..35403)
                     /gene="virS_2"
                     /locus_tag="DSM_01829"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WMJ3"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator VirS"
                     
/translation="MPQLKNYTGSVYGGLGHLLKAYCEANELTIPEQLEQIQNLERFD
                     
YVVWRDLLEVIYKLDPKPGLGLEIAKYVQPKHLGIIAYLALSCDNLGEALIRYHDFHR
                     
LIYDGSPLVVELQGRYGSIRWEAPELHPTQLTDEIAIALVIQFLRLFMSHEDVQLHEV
                     
RFLNVAPKNIRVYEQYFQCPVRFSQPRTELLIPITEIHKPLSSADHTLQQLLVQQAQA
                     
LLEQLPNSTQLDQRLQHSILTGLQKNQYQIEYIAAQLGLSVRQLQRHLQQQSTTFQER
                     
VQQVRFMLATEYLKDPHLSLQEIALLLCYSEQSAFQRAFKHWTKQTPQQWRDQFLNKE
                     "
     gene            35512..36150
                     /locus_tag="DSM_01830"
     CDS             35512..36150
                     /locus_tag="DSM_01830"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLKGFIAGIAVANAFEWVAHKYILHGVHRAGQPRYSPVPRSMES
                     
HWAHHREVRKQQFHDDCYVEGVGNWRTKNELISLAVVATVSSAIFYPFSKGMALAAWY
                     
SAGNYYYIHRRAHLEPDWAKRKIPWHYDHHMNSNQDANWCVTKPWFDYVMGTRVVSSA
                     
DLKEQNPLGIRLPTALARPLSQAVEKIFPAKWVEKKEQPKLVSDVNAIEGAA"
     gene            complement(36192..36950)
                     /gene="hisF"
                     /locus_tag="DSM_01831"
     CDS             complement(36192..36950)
                     /gene="hisF"
                     /locus_tag="DSM_01831"
                     /EC_number="4.1.3.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q7SIB9"
                     /codon_start=1
                     /transl_table=11
                     /product="Imidazole glycerol phosphate synthase 
subunit
                     HisF"
                     
/translation="MLAKRIIPCLDVDNGRVVKGVQFLDIRDAGDPVEVARRYNEQGA
                     
DEITFLDITATHHGRDTTYRTVERMAETVFVPLTVGGGVRKVEDIRALLNAGADKVSI
                     
NSAAVFNPEFVQEASQHFGAQCIVVAIDAKKTGDNKWEIFTHGGRKPTGIDAIEWAVK
                     
MADYGAGELLITSMDADGTKAGYDIALMRAINDRVTIPTIASGGVGNLQHLADGILQG
                     GADAVLAASIFHFGQYTIPEAKQYLAEQGIEMRL"
     gene            37063..38013
                     /gene="thrB"
                     /locus_tag="DSM_01832"
     CDS             37063..38013
                     /gene="thrB"
                     /locus_tag="DSM_01832"
                     /EC_number="2.7.1.39"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8UHA8"
                     /codon_start=1
                     /transl_table=11
                     /product="Homoserine kinase"
                     
/translation="MSVYTPLSLDEVRTFAAPYGLEVLELNPIQGGIQNTNYFLVDVN
                     
RKQYVLTVFEELDAQGAGELIPVLEQLGTHDVPVAVPLKHSGQAVHFIAGKPAQIAPR
                     
LMGHHPMQTTVAQVAAIADAQAKLHVALQDFPLEREYRRDHQYWTGVAEQLKPNMTQD
                     
DQTLLEQVYQAFNAKTAQYSNRPTGFIHSDLFRDNTLFEGEQLQGILDFYELNQDELL



                     
FDIAITINDFCTEYPAAHLNSDKVDAYLEAYQKIRALTSDELECLDVFLAMAACRFWS
                     MRLQVAKKNKEEGRTGDDILQKDPQEMRAMMQDRLSHVKA"
     gene            38026..38655
                     /locus_tag="DSM_01833"
     CDS             38026..38655
                     /locus_tag="DSM_01833"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRDQGRLVEWFDEKGYGFIQPDDAEKERVFLHIKDFARPGPRPI
                     
IGCALEYLVILDERGRFRAQQVTYLKASQTRKASKPAKTQSSFQASPWSAMQMGIVFY
                     
FVLMCIMSFIHILPAYTLLFVLMMNVLSYWLYSQDKEAAQLGNRRVPEQTLHIVSFLG
                     GWPAAWWAQQKLRHKTQKQPFRKIYFCTIFFHLLLILWLISPLNVLRGS"
     gene            38692..39087
                     /locus_tag="DSM_01834"
     CDS             38692..39087
                     /locus_tag="DSM_01834"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNSSIDQDPNRTLTLILYVLYIVAIFTGGLLAIIALIINYVKRS
                     
DVQGSIFASHFTWQIRTFWWYLAWNIIAFLPFIFLFFTGENTDLFAGVAISSTVFCVG
                     VIAAAWIWIVYRAIRGLIALNDNRPMYQP"
     gene            complement(39120..40022)
                     /locus_tag="DSM_01835"
     CDS             complement(39120..40022)
                     /locus_tag="DSM_01835"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSPTYLSSSKVPQLALILITVIWGGTFLTVQYALNFSSPMFFVG
                     
CRFAVAALTLLLISLKSMKGVTLKDLGAGSVIGLVIAAGYGTQTIGLQTIPSSESAFL
                     
TALYVPLVPILMWLIFRKTPHIMTWVGAALAFTGLVLLTGNGFKQISLSFGQLLTVLG
                     
AIAIALEIIFISYFAGKVNLRRVTIIQLGVASLLSFAIMPIVGEHTIPAFSWPLVLIA
                     
VALGLASALIQFVMNWAQRVVDPSRAAIIYAGEPVWAGIIGRIAGERLPVIALFGGAL
                     VVLGVLVSELKIKLPIKKNKRVRE"
     gene            40121..40672
                     /gene="sutR_3"
                     /locus_tag="DSM_01836"
     CDS             40121..40672
                     /gene="sutR_3"



                     /locus_tag="DSM_01836"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77626"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator SutR"
                     
/translation="MSQSSSVLQHVGTNIRSLRDEHSLSQQDLADRAGVSRRTIAALE
                     
TGQVNISLAKLDAIAAVLGVDFRTIVSAPEHKEHALVNALAWQGEKEESKATFLASVP
                     
SRSQIELWTWSLAVGESYVAEADAEGWQELIYVLEGELTIQFTDSSRTIAAGSSFIFA
                     SSVTYTYINSGSQVLKFIRNVVY"
     gene            complement(40741..41472)
                     /gene="hisA"
                     /locus_tag="DSM_01837"
     CDS             complement(40741..41472)
                     /gene="hisA"
                     /locus_tag="DSM_01837"
                     /EC_number="5.3.1.16"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A1R562"
                     /codon_start=1
                     /transl_table=11
                     /product="1-(5-phosphoribosyl)-5-[(5-
                     phosphoribosylamino)methylideneamino]
                     imidazole-4-carboxamide isomerase"
                     
/translation="MLIIPAIDLKDGKCVRLKQGRMEDDTVFSDDPVATAQHWVNEGA
                     
RRLHLVDLNGAFAGTPIHKPVVEAIAKAQPELPIQIGGGIRSLETIEHYLEAGVTFVI
                     
IGTKAVQEPEFVEEACKRFAGHIIVGIDAMNGMVATDGWANVTDVKATDLAKRFADAG
                     
VSSIVYTDIARDGMMQGVNVEQTVNLAQYSGLPVIASGGVTNLDDVRNLKGQPGILGA
                     ITGRAIYEGTLNLREAQLLLDENRL"
     gene            complement(41567..42208)
                     /gene="rnd_2"
                     /locus_tag="DSM_01838"
     CDS             complement(41567..42208)
                     /gene="rnd_2"
                     /locus_tag="DSM_01838"
                     /EC_number="3.1.13.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_01899"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribonuclease D"
                     
/translation="MSEASALLDKTSIQQLPPFENLNYQNIVVIENSEQCKTIEEELR
                     
AATFLGFDSESKPTFQVGEVSTGPHLIQLATEHKAYLFHVNSSTLKFLQPILSNPKQI
                     
KVGFGLKNDKHIFHKKGIELESCVDLAKGFSHFGFKQQMGLQKAVALLLGQYLAKSKK



                     
VGTSNWARKPLTSQQISYAAADAYAALLVFLELKKRKVLPIHISEKIQTALQG"
     gene            complement(42295..42843)
                     /gene="yhaI_1"
                     /locus_tag="DSM_01839"
     CDS             complement(42295..42843)
                     /gene="yhaI_1"
                     /locus_tag="DSM_01839"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P64592"
                     /codon_start=1
                     /transl_table=11
                     /product="Inner membrane protein YhaI"
                     
/translation="MNSPFENQPLQQDSPFKANGRFGRLSYAAWTFLFTLVLVTAILL
                     
IMFTFGFTNPEGAPDFSTPGLICIAILYIVGIYINFVFTIRRLHDRNNTGWLSLLMLV
                     
PVVNIGLAIYLFCAKGTEGPNDYGPKRPTPSWERVLGWIYIVLIPLALIFGVIAVIMA
                     PTYEGYVEKSESIVIGSPSQSE"
     gene            complement(42997..43614)
                     /gene="hisH"
                     /locus_tag="DSM_01840"
     CDS             complement(42997..43614)
                     /gene="hisH"
                     /locus_tag="DSM_01840"
                     /EC_number="2.4.2.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9KSX0"
                     /codon_start=1
                     /transl_table=11
                     /product="Imidazole glycerol phosphate synthase 
subunit
                     HisH"
                     
/translation="MTRIALLDYGMGNLHSAAKALEYVGATVDVTNDPKLIAQADKIV
                     
FPGVGAMRDCMQGMREAGIDEVVRKAAFNKPVLAICVGMQALLQSSEENGGVDALGIF
                     
DGVVKHFPQMEGLKVPHMGWNQVHQMDPSHPMWNNIEQDARFYFVHSYYVEPKDENLV
                     AATCEYGVNFCTAIHKDNLFATQFHPEKSHTAGLQLLKNFVEWNI"
     gene            complement(43614..44207)
                     /gene="hisB"
                     /locus_tag="DSM_01841"
     CDS             complement(43614..44207)
                     /gene="hisB"
                     /locus_tag="DSM_01841"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:D2QPE6"
                     /codon_start=1
                     /transl_table=11
                     /product="Histidine biosynthesis bifunctional 
protein
                     HisB"



                     
/translation="MTQRISEVVRNTNETKIRVRLNLDGTGQGTLNTGVPFLDHMIDQ
                     
IKRHGLFDIDIHCDGDLEIDDHHTVEDCGITLGQAFAQALGDKKGLRRYGHFYAPLDE
                     
ALSRVVVDLSGRPGLFMDIPFTRARIGTFDVDLFSEFFQGFVNHALMTLHIDNLKGKN
                     SHHQIESVFKALARALRMACEIDPRAENTIASTKGSL"
     gene            44310..44693
                     /gene="panM"
                     /locus_tag="DSM_01842"
     CDS             44310..44693
                     /gene="panM"
                     /locus_tag="DSM_01842"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_02018"
                     /codon_start=1
                     /transl_table=11
                     /product="PanD maturation factor"
                     
/translation="MPITVHAYSSLDNSEIRDQLERLYDTSPEFGDGHDAIEQLEQDL
                     
QQYTTLYTAEFNTKIIGAIWCSGQGESKVLEYIVVHPANRGRGVAERLVEEACRIEEA
                     KGVKIFEPGCGAIHRCLAHIGKLHS"
     gene            44799..44874
                     /locus_tag="DSM_01843"
     tRNA            44799..44874
                     /locus_tag="DSM_01843"
                     /product="tRNA-Phe"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Phe(gaa)"
     gene            45001..45076
                     /locus_tag="DSM_01844"
     tRNA            45001..45076
                     /locus_tag="DSM_01844"
                     /product="tRNA-Phe"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Phe(gaa)"
     gene            complement(45248..45679)
                     /gene="ypeA"
                     /locus_tag="DSM_01845"
     CDS             complement(45248..45679)
                     /gene="ypeA"
                     /locus_tag="DSM_01845"
                     /EC_number="2.3.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P63422"
                     /codon_start=1
                     /transl_table=11
                     /product="Acetyltransferase YpeA"
                     
/translation="MFIIRQFTNADLDDVVNLWESCGLTRPWNNPETDIFRKVSQQDD
                     
LFLVAIKDEQLIGTLMGGYDGHRGWINYLAVHPHQQRLGIATALVQQLEKRLMARGCP
                     KLQLLVRKDNLNVLNFYEQLGYDEVEAVCLGKRLISDNPHD"
     gene            complement(45810..47324)



                     /gene="cat1"
                     /locus_tag="DSM_01846"
     CDS             complement(45810..47324)
                     /gene="cat1"
                     /locus_tag="DSM_01846"
                     /EC_number="2.8.3.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P38946"
                     /codon_start=1
                     /transl_table=11
                     /product="Succinyl-CoA:coenzyme A transferase"
                     
/translation="MSLSRIRLASLHDKVISAEQAAQFIENGMTVGMSGFTRAGEAKA
                     
VPQALVELAKKNPLKITLITGASLGNDLDKQLTEAGVLSRRMPFQVDNTLRRAINNGE
                     
VMFIDQHLSETVEQMRNQQLKRPDVAVIEAIAITEDGGIIPTTSVGNSASFAIFAEKV
                     
IVEINTSLSESFEGLHDIYIPTYRPTRTPIPLTKVDERIGTTAIQIDPSRIVGIVFND
                     
THDSPSTVTPPDDETQGIANHLIAFFEKEVAEGRLPKNLGPLQAGIGSIANAVLTGLK
                     
DSNFEDLIMYSEVLQDCTFELIDAGKMKFASGSSITLSAKCGEKVFGNIEAYKDKLVL
                     
RPQEISNHPELVRRLGIIGINTALEFDIYGNVNSTHVCGTKMMNGIGGSGDFARNAHL
                     
AIFVTKSIAKGGDISSIVPMVSHVDHSEHDVDILVTEQGLADLRGLAPRERARAIIDN
                     
CVHPLYRDALNDYFDRACAKGGHTPHLLREALSWHANFEETGQMLQPTPVAKSA"
     gene            complement(47516..48973)
                     /gene="envZ"
                     /locus_tag="DSM_01847"
     CDS             complement(47516..48973)
                     /gene="envZ"
                     /locus_tag="DSM_01847"
                     /EC_number="2.7.13.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AEJ4"
                     /codon_start=1
                     /transl_table=11
                     /product="Osmolarity sensor protein EnvZ"
                     
/translation="MSLEPIPPQTFTDYVAYSERKRTRWERFLDKIKPRSAAMRTTIL
                     
VLLVVLFSLFMSLWFFWRTLYLPEIQQHARYLAVELELVNNPNIRIFHRDSEVDVDTW
                     
LRNRVGIEYVTNPKEYPSVRDKIIAEFFTNQVEQKLANEIGAKDVTVYFQFKPSPRIW
                     
IQTPEMHGNWVREPLKTYANYSPELLVGWVVGVPLVSAIIILILVRQMNRPLRRLQNA
                     
ANEYSKSGTAPYLDTNHGPLEIRQVNQAFNRMVYTLEQTERERRIMLAGISHDLRTPL
                     
TRIRLTAEMLPDEFLREGLVYDVDDMDAILNQFISYMRDGSDEELKDTNINILLQELV
                     
VQFKPLDIRFNMQDVPIIPARSLSLKRLIANLINNAKRYGAEPIELSAKVENEHILIT



                     
VADHGEGIPEDQIEELMQPFVRGNSARTIQGSGLGLAIVKRIVDIHQGEIQIHNREQG
                     GLEVIISLPIPKPAPEENTTHNPLEKIKQTLSERF"
     gene            complement(48991..49755)
                     /gene="ompR"
                     /locus_tag="DSM_01848"
     CDS             complement(48991..49755)
                     /gene="ompR"
                     /locus_tag="DSM_01848"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AA16"
                     /codon_start=1
                     /transl_table=11
                     /product="Transcriptional regulatory protein OmpR"
                     
/translation="MSLVVPAEHPETVHNETDRVERILVVDDDVRLRTLLQRFLEDKG
                     
FVVKTAHDASQMDRLLQRELFSLIVLDFMLPVEDGLSICRRLRQSNIDTPIIMLTARG
                     
SDSDRIAGLEAGADDYLPKPFNPNELLARIRAVLRRQVREVPGAPSQQVEVVSFGPWS
                     
LDLSTRTLTREGQIVTLTTGEFAVLKALVQHPREPLTRDKLMNLARGREWGAMERSID
                     VQVSRLRRLIEDNPARARYIQTVWGVGYVFVPDGAE"
     gene            50411..52759
                     /gene="yhgF"
                     /locus_tag="DSM_01849"
     CDS             50411..52759
                     /gene="yhgF"
                     /locus_tag="DSM_01849"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P46837"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein YhgF"
                     
/translation="MTDLVQQLASELAVRPNQVEAAIRLIDEGASVPFIARYRKEVTQ
                     
GLDDTQLRQLDTRLAYLRDLYERREKVIQSLQEQNKLNDDLLARVNAAETKNALEEIY
                     
APYRPKRTSKSFKAKEAGLGPIAEKIISEQIDPTEALAGFSHEDYPDVESQLDAIQHI
                     
LIDDWAQNIPLTTELKATFAKTAVLKSTVASEEKKEVGKKFRDYFEFSEGLNKLPSHR
                     
LLAMLRGRQENVLGLKVDGEDDAPLARIETEYNLDQVQPQTRQDFLKQTAKLFWLGKV
                     
RPQIEHSLLTEKRLAAEAEAMQVFAENLRHLLLSAPAGSRTTLGVDPGIRTGVKLAVV
                     
SEAGDVLAHSTIYPFAPKEDKEGSIAELARLCREYNVELIAIGNGTASRETEAVVAEM
                     
MAANTDLKLTRVTVSEAGASVYSASELAAAELPELDVSIRGAVSIARRLQDPLAELVK
                     
IDPKSIGVGQYQHDVNQTGLAKTLDAVVEDCVNAVGVDVNTASPAILAYIAGLNKAIA
                     
QQIVEYRKEHGRFDTRQALKNVPRLGERTFEQAAGFLRIQNGSEPLDASAVHPESYGL



                     
VEKIVAAKATTVKDIIGNTEIIRQVKAEEFVDDKFGLPTIQDVLAELEKPGRDPRPEF
                     
RTAKFREDITEVAQLTEGMQLEGVVTNVTNFGAFVDIGVHQDGLVHISELANEFVSDP
                     
HKVVKPGQIVQVRVMQVDVERNRVNLSMRAEGAAPVKAQRPPRREQNNEQRSERKPQG
                     KRPQPRKDQVERPQRNKQEKPQEQKIGGFGALLLQAGIKGSK"
     gene            53063..55252
                     /gene="bicA_2"
                     /locus_tag="DSM_01850"
     CDS             53063..55252
                     /gene="bicA_2"
                     /locus_tag="DSM_01850"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q14SY0"
                     /codon_start=1
                     /transl_table=11
                     /product="Bicarbonate transporter BicA"
                     
/translation="MPALELKNRFHVNDLLSGVVVFLVALPLCLGIALASGAPIISGI
                     
IAGIVGGIIVGLLSGSHISVSGPAAGLTAVILVQLDQLGGNYAAFLLCIVFAGILQIL
                     
FGVFKLGFFANFIPNNVILGLLAAIGAILIVTQLPYLFGLTDFSWKEVWTATPDTFIQ
                     
KFDAGAALIGLLSLFLILAWDSSPLKKLALPSALIAVVLAAVFNFVLISIGSSWAVQS
                     
NNLIQLPNILQAPEEVLVFPDFSYLAEPLIYTGAITLAIVASLETLLNLEAADKLDPQ
                     
KRSSPPNRELWAQGAGNIVSGLIGGMPVTSVIVRSSVNANTGARSKCSTIIHGVLLLL
                     
AILFFVPLMNMIPLSALAAILIVTGFKLTHPKLFKQLYQKGWRQFLPFIITLVAILLT
                     
DLLTGILVGLFTSSAFILYGNFNKGVRVYKEKHLHGIVTRIELPSQVTFLNRSALISA
                     
LEHVHKDQQLIIDATQCDSIDPDIYQVIQDYQNETAVKRQVDLKLIGFKQHYEEVDDA
                     
VLDIYISTRDLQRKLSPQQVITLLKEGNERFVKNERLQRDIYRQIRVTADEGQHPIAA
                     
VLGCMDSRAPTEMIFDVGIGDLFSLRIAGNIAGQKVLGSLEFACQAKGSKVILVLGHT
                     
DCGAVTSACQLRLQQKQISDVKEMPHIQYVLGPLMHSVESVYDIMQPRELNKTFVNQV
                     TAMNVHYNIQYIINNSTVLKDLLDRGEIAIVGAIYDVKTGHVEFLDA"
     gene            complement(55320..56210)
                     /gene="acr1"
                     /locus_tag="DSM_01851"
     CDS             complement(55320..56210)
                     /gene="acr1"
                     /locus_tag="DSM_01851"
                     /EC_number="1.2.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q6F7B8"
                     /codon_start=1
                     /transl_table=11
                     /product="Fatty acyl-CoA reductase"



                     
/translation="MNKKLEALFQEKVQGKVILVTGASSGIGLTISNKLADAGAHVLL
                     
VARTQETLEEVKADIESRGGQASIFPCDLNDMEMIDQVSKEILASVDHIDILINNAGR
                     
SIRRAVHESYDRFHDFERTMQLNYFGAVRLVLNILPHMIQRKDGQIINISSIGVLANA
                     
TRFSAYVASKAALDAFSRCLSAEVHAHKIAITSIYMPLVRTPMIAPTKIYKYVPTLSP
                     
EQAADLIAYAIVKRPKRIATNLGRLASMTYSVAPGINNMFMSIGFRLFPSSDAAKGKK
                     AEKLNWVQKAYARIFPGEHW"
     gene            complement(56484..57761)
                     /gene="mgl"
                     /locus_tag="DSM_01852"
     CDS             complement(56484..57761)
                     /gene="mgl"
                     /locus_tag="DSM_01852"
                     /EC_number="4.4.1.11"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8L0X4"
                     /codon_start=1
                     /transl_table=11
                     /product="L-methionine gamma-lyase"
                     
/translation="MTYKDETLAIHAGYTPEATTKAVAVPIYQTTSYAFDNTQHGADL
                     
FDLKVQGNIYTRIMNPTTAVLEQRLAALEGGIGALALASGMAAITYAIQTITEAGDNI
                     
ASVSTLYGGTYNLFAHTLPKQGIEVRFFDYQKPESLRNLIDDKTKLVFVESIGNPLGN
                     
IIDLEEISKIAHEYGVPVVVDNTVATPALLKPFQYGADIVIHSLTKYIGGHGNSIGGA
                     
IIDSGKFPWGKYPERFKVLNTPDPSYHGVNYVEALGEAAYIARARVVPLRNTGAAISP
                     
LSVFLILQGLETLNLRMERHTENAQRIAEYLQNHPKVKWVNYAGLKDHPQHQLAQKYV
                     
KGKPSAILSFGVQDGREGGTRFIDALQLFTRLVNIGDAKSLACHPATTTHRQLNEQEL
                     KAAGVSEDMVRLSIGIEHVDDLIADLEQALSSV"
     gene            58059..59720
                     /gene="ettA"
                     /locus_tag="DSM_01853"
     CDS             58059..59720
                     /gene="ettA"
                     /locus_tag="DSM_01853"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45127"
                     /codon_start=1
                     /transl_table=11
                     /product="Energy-dependent translational throttle 
protein
                     EttA"
                     
/translation="MAQYIYTMNRVSKMVPPKREILKDISLSFFPGAKIGVLGLNGAG
                     
KSTLLRIMAGVDKDFSGEARAQPGIKIGYLEQEPPLDPTKDVRGNVEDGVREALDALE



                     
RLDQVFAEYADPDADFDALAKEQEKLESIIHAWDAHNLNNQLEIAADALNLPAWDADV
                     
TKLSGGERRRVALCRLLLSKPDMLLLDEPTNHLDAESVSWLERFLKDFPGTIVAITHD
                     
RYFLDNVAEWILELDRGHGIPYQGNYTSWLEQKNARLEQEQKQEESFAKALKKELEWV
                     
RQNAKGQQKKNKARMERFEELNSREFQQRNETSEIYIPPGPRLGNKVVEVENISKSFG
                     
DRLLYENLSFTVPPAAIVGIVGPNGAGKTTLFRMMTGEQKPDTGTVTLGDSVKVAYVG
                     
QIRDTLDDNKTVWEEVSGGLDILKVGDYEIASRAYIGRFNFKGQDQQKRVGELSGGER
                     
NRLQLAKILQQGANVILLDEPSNDLDVETLRALEDAILVFPGTVMVVSHDRWFLDRIA
                     THILSFEDEQPEFYTGNYTEFEAYRRAKLGDDAQPHRKKYKKISG"
     gene            complement(59763..60143)
                     /gene="ybeT"
                     /locus_tag="DSM_01854"
     CDS             complement(59763..60143)
                     /gene="ybeT"
                     /locus_tag="DSM_01854"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77296"
                     /codon_start=1
                     /transl_table=11
                     /product="Sel1-repeat-containing protein YbeT"
                     
/translation="MNMKTIKHGLNHLFAFENLPADMHSQAEEEIEQGLRFEELAIQD
                     
HERMQNWLDITQNDRNAMWCYLRAALRGNADASFKLGIGYLNGQFGLDKNYTEAEKWL
                     NKAASQGHPDAERCLQEAFSKLAF"
     gene            complement(60485..61177)
                     /locus_tag="DSM_01855"
     CDS             complement(60485..61177)
                     /locus_tag="DSM_01855"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MYKTLTTCLLVTCLGLSGCATSILSTALPNETTEVQTTILKTDQ
                     
IIALGQAVKNQQEQGVVFIGQDFNYLMTEGSSEFLNIIKNIPVNQRTLIIPSPLLLEM
                     
DDPTHFHGELKFQYNIPTSNLSDQQKENLKNLGFKNHFMVMENQTQLLYPYAIIRFKG
                     
QIYQTSPTLKVQQTIPTPYPIALQQKDEITKKHPFKRVTRMALYPLAMAFDIVTVAPS
                     LILSDLRGDFTK"
     gene            61347..61724
                     /locus_tag="DSM_01856"
     CDS             61347..61724
                     /locus_tag="DSM_01856"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11



                     /product="hypothetical protein"
                     
/translation="MSVLFCLLIFQSLWNIAAAFCAHENQEKALHHFGHHAALNVYQT
                     
SSHTHVEHTETLDAAHKAPLNLQDHHDHLPTCFHVVMTEVAKQAQTPVLHVHELSQIY
                     HWSNSYQSPHLSALKPPPVLTPL"
     gene            61779..63194
                     /gene="czcC"
                     /locus_tag="DSM_01857"
     CDS             61779..63194
                     /gene="czcC"
                     /locus_tag="DSM_01857"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P13509"
                     /codon_start=1
                     /transl_table=11
                     /product="Cobalt-zinc-cadmium resistance protein 
CzcC"
                     
/translation="MSSIFSNRVNHPDLLGCNVKITLKKVVTISSLSIVMLLAGQMAN
                     
AASDIQQGSYTQKAAFSFEQALARAQSYQTQQGVWQAQQQMAEAQLKQSRLWANPSLS
                     
IEQTGLQSDQEKELAIGISQPLDIFGQRKAAQHLAKVEMSKVDLAEQRYKAELELIVK
                     
YFWSQVALLELEKSLIGEQLAVSQENLSASEKRYQAGSIAQVDVDRVRMSHLENQRLY
                     
QQVDLKLQVAKQQLANLWGGDSNQIQLSQSSNQLWVLAADVESGQDRQNNLLERSFQL
                     
DALAQQATIQQLKAKARPQPAVTLGVNNTRSPEQRTENQIRLGVEIPLNLFNRQQYGI
                     
KIAQAKQELSQRQQSFYRQQNQVDIETLMSELKGLHIQFKQLNDQQVPLAVQVQQKTL
                     
QGFRLGKFAVTDVQQATMQLQDVRLRKVELLKQAWQNSIEIQSLRLGLEPEQIMAKDA
                     LMQLNQRAWQQAQAFPTQAGE"
     gene            63197..64414
                     /gene="czcB"
                     /locus_tag="DSM_01858"
     CDS             63197..64414
                     /gene="czcB"
                     /locus_tag="DSM_01858"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P13510"
                     /codon_start=1
                     /transl_table=11
                     /product="Cobalt-zinc-cadmium resistance protein 
CzcB"
                     
/translation="MSANLKKNSQWLWVGVIAAITAILIGLLVLNSKNKSNSSEPSEG
                     
HGHAEEEGEEHHDEGEKPLLLTAQQMQEQNLKIEQAELGEVPQLQTYPGKLVVNTDRQ
                     
AHVSPSFSGRVEAVYVELGQQVKKGQALANLLVPDLVDQQANLQIAQSNLELARQDYE
                     
RERSLWSQGISAKQDYQRAYNAYQQAQIQVKAARSRLSAFGAGSGSAGRYTLTAPIAG



                     
IVSNKDIVVGENVQLADQLFIINQLDRLWLEFILPSNANINVQPNQEIEFKSLQTGNT
                     
FSAQVQSLTTEADAQTGRLQVRAKVLANSSELRPNLMVNVELNAGSTQKVTRVKAQAV
                     
QQVEGKDVIFTPKMVKTGFEFEPVTVQLGQRSKDGQWVEVVKGINPSQRYVAEGSFLL
                     KSELEKGEAEHGH"
     gene            64404..67562
                     /gene="czcA_1"
                     /locus_tag="DSM_01859"
     CDS             64404..67562
                     /gene="czcA_1"
                     /locus_tag="DSM_01859"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P13511"
                     /codon_start=1
                     /transl_table=11
                     /product="Cobalt-zinc-cadmium resistance protein 
CzcA"
                     
/translation="MDINKPELPKPEGLFDRVIQFAIQNAIWVMLFVLAWIGVGIWSY
                     
QKLPIDAVPDITNTQVQINTQANGYTALEVEQRITYPIENAMAGIPNLEQTRSISRYG
                     
LSQVTIIFKDGTDIYWARQLINQRLQEADGQLPESVDPIMSPVSTGLGEIYQWVVKAK
                     
SGAKKADGTAYTAMDLREIQDWIVRPQLQRVKGVAEINSIGGYNKTYIVSPDLKRLQQ
                     
LQISINEFQTALQENNENRGAGFIEENGEQLTVRVPGMLSSVEDIQNITVSTKNGLPI
                     
RVVDVANVSIGHDLRTGAATYNGEETVLGIAMMMMGENSRTVAQAVDAKIKEIQSTLP
                     
KGVEIETVYDRTSLVNKAIATVQKNLVEGAILVIVILFIFLGNFRAALITACVIPLSM
                     
LFTLTGMAEQNISANLMSLGALDFGIIVDGAVVIVENCIRRLAEAQHALHRPLTRSER
                     
FKEVFLAAKQARRPLIFGQMIILVVYLPIFALSGVEAKMFHPMAMTVVMALLGAMILS
                     
VTFVPAAVALFVTGEVKEKETRWMQLLKQKYRDVLDQAYQLKIVVVSFALSILVLTGV
                     
LATQMGSEFAPQLSEGDFALQQMRSPSTGLEQSLRMQENTEKLILKNFPEVKAVFART
                     
GTAEVATDVMPPNISDAVILLKPHDQWPNPKETLAELRSRMEAFLATLPGNNSEFSQP
                     
IELRFNELISGIRSDIGVKIFGDDMQVLNEQAQALAQKVQKISGATAVKVEQTSGLPV
                     
LSVEINRPLAAQYGLSAKAIQDIVAASVGGQNVGQILQGDRRFDFEIRLEDQQRTIQN
                     
LAQLPIQLPNGGLIQLQDVAKVERTSGLNQVGRENGKRRVIITANVEGRDLGSFVQEL
                     
RTTLAKEQLPAGYWLEYGGQFENLASAAARMKIVVPLALAMIFILLMAVFHNVKESLL
                     
VFSGVPFALSGGLIALWLRDIPLSMSAGVGFIALSGVAVLNGLVMLSFIKELREKFDI
                     
QIATWNGAILRLRPVLMTACVASLGFIPMALATGTGAEVQRPLATVVIGGIISSTILT



                     LVLLPVIYRWMNEDKTKSVEHS"
     gene            67695..68651
                     /gene="czcD_1"
                     /locus_tag="DSM_01860"
     CDS             67695..68651
                     /gene="czcD_1"
                     /locus_tag="DSM_01860"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P13512"
                     /codon_start=1
                     /transl_table=11
                     /product="Metal cation efflux system protein CzcD"
                     
/translation="MGGHHGHDHSHAVVTEGNAKKLTIALALTTTFLIVEVIAGLITQ
                     
SLALLSDAAHMFTDAAALAIALVAIQISKRPADNKRTFGYQRFEILAALFNALMLFVV
                     
AIYILYEAYIRFSQPPEIQSVGMLIVATIGLVINLISMKILMSSANNSLNVKGAYLEV
                     
LSDALGSVGVIIGAIIIYFTNWYWIDTLIAVLIGFWVLPRTWVLLKQSINILLEGVPE
                     
EVDIEKLRADLLALNGVESIHQLKVWAITSKNIHLTVHLFAPEADRTKLYQDAVEMLS
                     HEHGIGEVTLQIEDDAEINCQHIAQHASHEHNDNDKTHSHQH"
     gene            complement(68670..69008)
                     /locus_tag="DSM_01861"
     CDS             complement(68670..69008)
                     /locus_tag="DSM_01861"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQYRCPQCQSVKIMPVSQGVNSAKPVVPKSLVILVPAIFVLLLL
                     
VVISIFMWIFGNGAGSSLQIATVVAFVVTVGAGFMFWRDLPDFKLSMQAFMQSQKHWK
                     CRDCNHEWEI"
     gene            69282..70229
                     /locus_tag="DSM_01862"
     CDS             69282..70229
                     /locus_tag="DSM_01862"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MGQEDDNKSKPTTTSTVSGNPDPIKLSFSRRLLHKTLQHAQDAV
                     
GFASDTTRNLAEVADAALDALDQVTSHTKRGVVGMTNLAAGTVRDMVSETSETARQVA
                     
LIMARTFLGKSTLNLYLPEMLLNSQIRKRIDRSEIDDIKVQCGNDRFQIEIDGHYHRF
                     
LYRLSLDFRVLECRIGQEKFLRLRQMDESLDVQIRHGGTLSNWAVRRIGRVGFEVINM
                     
LPIPSLINHLIRDIPGIQRDGHRMWFIDLEQAGFIDFINNRSWMVEKLLNLTDFSILP
                     GLNILRESRELVQQLVDQFEIKGLRVQSGRLEVQVGIAN"



     gene            complement(70322..70397)
                     /locus_tag="DSM_01863"
     tRNA            complement(70322..70397)
                     /locus_tag="DSM_01863"
                     /product="tRNA-Glu"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Glu(ttc)"
     gene            complement(70426..70501)
                     /locus_tag="DSM_01864"
     tRNA            complement(70426..70501)
                     /locus_tag="DSM_01864"
                     /product="tRNA-Glu"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Glu(ttc)"
     gene            complement(70636..71520)
                     /locus_tag="DSM_01865"
     CDS             complement(70636..71520)
                     /locus_tag="DSM_01865"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKIIFIHGMNQQNYTAHRLKEHWLKVFKLGLKQLHCRVNLRDLH
                     
IHMPFYGDLMTKYQLSNQLDLNTLLPKTFNFHLPIHLHHQPSTPKEHTPFIPHLPLSP
                     
DQPAQSLSERLYLTSQLVKDRVLKEMVVLLNNFPKLHESLIQQFLIETYMYLSNPDFM
                     
YEVHQRILKQMHDDEDCIVVAHSLGSVIAYHLLSDPSYQFSVQRFITLASPLSFRVIQ
                     
SKLPTPIERPKCLKGDWYNFYSKDDFLTAFPLSEAPFNFTPPIINQEIFTFANQPHEI
                     VGYLQHHAVVKTIIEPFQ"
     gene            complement(71639..73057)
                     /gene="rocC_1"
                     /locus_tag="DSM_01866"
     CDS             complement(71639..73057)
                     /gene="rocC_1"
                     /locus_tag="DSM_01866"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39636"
                     /codon_start=1
                     /transl_table=11
                     /product="Amino-acid permease RocC"
                     
/translation="MQPSDKQLDAQHQNSTAPLKRAMSTRHLVMLSLGGAIGTGLFLG
                     
SGEVISQTGPIGAIIAYILGGAIAYMVMLCLGELAVHMPVSGSFGAYARKYISPSTGY
                     
MISWMYWLTWTATLGTEFTAAALLMQEWFPQISMWIWTLIFAVTIFGLNISSTRVFAE
                     
SEFWLALVKVITVIAFIVLGLLAIFGLIPFHGAQTAPLFSNLTAQGWFPHGFLPIFTT
                     
MLIVNFAFSGTELIGVAAGETKDPAQNVPKAINAAIWRLLIFFVGTIIVISALLPFQL



                     
AGLGGDNVSNSPFVTVFNYIGIPYADDIIRFVIITALLSAANSGLYAASRMMWSLSEQ
                     
KLLPGVFATLSKSGTPIVALVVTMFGAIPGLLSEQFAPETIFKNLLGVAAFTMVIVWM
                     
SICLSQFNFRRQWYRSGHSVSDLKYAAPLFPIVPILGFLFCFITCLSMAADPEMRAGF
                     IGCLIFTALCYLSYFIFYRNKA"
     gene            complement(73189..73264)
                     /locus_tag="DSM_01867"
     tRNA            complement(73189..73264)
                     /locus_tag="DSM_01867"
                     /product="tRNA-Glu"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Glu(ttc)"
     gene            complement(73290..73365)
                     /locus_tag="DSM_01868"
     tRNA            complement(73290..73365)
                     /locus_tag="DSM_01868"
                     /product="tRNA-Ala"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Ala(ggc)"
     gene            complement(73423..74931)
                     /gene="gltX"
                     /locus_tag="DSM_01869"
     CDS             complement(73423..74931)
                     /gene="gltX"
                     /locus_tag="DSM_01869"
                     /EC_number="6.1.1.17"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9XCL6"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutamate--tRNA ligase"
                     
/translation="MKVRTRIAPSPTGFPHVGTAYIALFNMCFAKQHGGEFILRIEDT
                     
DQLRSTPESEKMILDSLRWLGLNWSEGPDVGGPHAPYRQSERMGIYKQYALELVEKGH
                     
AFYCFATAEELDQMRAEQQARGETPKYDGRGLKLSQEEVARRLEAGEPHVIRMKVPEE
                     
GVCKFNDLLRGEVEIPWAQVDMQVLLKTDGLPTYHLANVVDDHLMEITHVLRGEEWLP
                     
SAPKHQLLYQYFGWEMPTLCHMPLLRNPDKSKLSKRKNPTSINYYRDIGVLPEALLNY
                     
LGRMGWSMPDEREVFTLQDMMDNFDIQRVSLGGPIFDVEKLNWLNGQWIKGLTPGQLL
                     
DRLLTWKSDRSTLEDIAAAIQPRINLLSEAVNWAGFYFNHMPQITAEMFESKKLTQEQ
                     
VRQSLQFAIWRLESQFTWNNDTVSQTLMDLANQMGIKLRDFMPTFFIAIAGSTSSTPV
                     
MQSMVTLGPDLTFARLRHALEIVGAPSKKEVKNWEKLNESLKLPKNEATSEA"
     gene            complement(75049..75348)
                     /locus_tag="DSM_01870"
     CDS             complement(75049..75348)
                     /locus_tag="DSM_01870"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKIHYGKALSLGLVLSFASQLSTAAVLKDTPSKSLSDKQSSLIE
                     
KALDQQKRNTIVLPSTDDELKVLNTIRVTPTQNFLAAQHERFSRFVQAIFQPHTS"
     gene            75745..76746
                     /gene="sbp_2"
                     /locus_tag="DSM_01871"
     CDS             75745..76746
                     /gene="sbp_2"
                     /locus_tag="DSM_01871"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AG78"
                     /codon_start=1
                     /transl_table=11
                     /product="Sulfate-binding protein"
                     
/translation="MKRIARIAVATYMGLAVSAVQAATTFLNVSYDPTREFYQEYNQA
                     
FGKFWKQRTGQDVDFKQSHGGSGKQARAVATGLEADVVTLALANDIDEIVKAGFIQPN
                     
WQKEFPNNSAPYTSTVVFLVRKGNPKNIRDWNDLTKPGVEIITPNPKTGGAPRWIYLS
                     
AWGYALKQPGGNDAKAKELVKKLYHNVKVLDSGARGSLTTFAERGIGDVLLSWENEAL
                     
LATKGLDKDKYEIVYPSISILAEPSVAIVDKTVDKDGNRTLAKGYLNFLYSPLGQELA
                     
AKHYFRPRNPQVAAKYAAQFPKIKLFTINDVFGGWAKAQKTHFTNGAIFDQIYDGKQ"
     gene            76969..77892
                     /gene="rsmH"
                     /locus_tag="DSM_01872"
     CDS             76969..77892
                     /gene="rsmH"
                     /locus_tag="DSM_01872"
                     /EC_number="2.1.1.199"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45057"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribosomal RNA small subunit 
methyltransferase H"
                     
/translation="MSHISVLLFETVESLLADRTTGVYIDATFGRGGHTRLLLSKLDE
                     
NARVYAFDKDPQALEVAAALAQEDPRFTIIHASFADIKEKMQEIGVQSVDGIMADLGV
                     
SSPQLDQAERGFSFMQDGPLDMRMDNSKGLTAAEWLLEVEEEDLANIIYQYGEERYSR
                     
RIARAIKQAGKLDTTAQLAEIVKTAHPKWEKHKHPATRTFQAIRIAINKELDDIEVFL
                     
PQAVDLLKPKGRLSVISFHSLEDRLIKQFIQKESTLAEDSGWGMPQQQVDTRRLKKIS
                     RVRASEEEVKANPRSRSAWLRVAERLEQKGA"



     gene            77892..78224
                     /gene="ftsL"
                     /locus_tag="DSM_01873"
     CDS             77892..78224
                     /gene="ftsL"
                     /locus_tag="DSM_01873"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_00910"
                     /codon_start=1
                     /transl_table=11
                     /product="Cell division protein FtsL"
                     
/translation="MKSSDEIETTENKVVKKVVVYAVMVALVFISAMMVVFQVFEYRH
                     
DYRELSSYMRERDDLNAEWGRLLIEQQTFGATAQIGTRAVTQLRMFSPPAAETVVISL
                     PMTSEQNK"
     gene            78236..80068
                     /gene="ftsI"
                     /locus_tag="DSM_01874"
     CDS             78236..80068
                     /gene="ftsI"
                     /locus_tag="DSM_01874"
                     /EC_number="3.4.16.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:G3XD46"
                     /codon_start=1
                     /transl_table=11
                     /product="Peptidoglycan D,D-transpeptidase FtsI"
                     
/translation="MVDKRTKQTRKKQQSISEKPSLAFDMWRFYLLWAVVLLCFVVLI
                     
ARAFYVQVINKDFLQNKANANILRTERIEAMRGVISDRHGVPLAISSPIMKIVIDPRD
                     
YFETKHLYDQITAELKQDPNNRKLKRQLPDKNLNLDELADVVGVDRADLKKQMNARPR
                     
SRYLVLKKEVPPQQADLIMKGNFQGVYAEKTYKRYYPQPQPNAQIIGLTNSEGQGIEG
                     
LEMQLNKQLSGVDGEQKIIRDKRGNRLKVSEVIREGEPGENITLSIDSRLQYIMYREL
                     
TAAGVANNARSATAIAVDVKTGEILAMTSWPSYNPNDKNGLSNKDAMRNRGAIDMFEP
                     
GSTMKPFTISAALETGQYTPNTIVNTSPGSMRLGWHTIRDTHNYGALTVSGVIIKSSN
                     
VGSAKIALSLPKETLPSFFNRVGFGKRSAVRFPGESSGLVLPVNKLNSSQIGTMAYGY
                     
GLNATILQLAQGYAMLANHGVKMPLSLHKLDQPPKGEQVLNPKIADQVLLMLEQVTMP
                     
GGTAKQANIPGYRVGGKTGTAHKLRADGKGYSNNEYRALFAGVAPISDPRLAVIVVVE
                     NPQGRYYGGLVAAPVFARIMQESLRLMNVPLDKPLNTPENPIRR"
     gene            80072..81571
                     /gene="murE"
                     /locus_tag="DSM_01875"
     CDS             80072..81571
                     /gene="murE"
                     /locus_tag="DSM_01875"



                     /EC_number="6.3.2.13"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q819Q0"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-N-acetylmuramoyl-L-alanyl-D-glutamate-
-2,
                     6-diaminopimelate ligase"
                     
/translation="MTVSFQEIHPIEIDAQWPRQPFYGFSLDSRKVETGQIFIALTSY
                     
SQPEKTRTFAEAALANGALAVISETELGVANEWVCPDVRQRMGEWQKRYLQQADVVKP
                     
LRIIAVTGTNGKTTISRLIAELISSQQQRCAVMGTTGNGILPNLTPSTHTTLDALQLQ
                     
NALHDYAKQGATFASLEASSHGLEQGRLNGCDIEIAVYSNLSRDHLDYHGTLEAYAEA
                     
KARLFQFNSLKVAVINLDDAHADLMIKSAQNNPAQPKILTYSLTQNTADYYITDLSYS
                     
LAGATFHLVSQQGSFAVESPLLGHFNVENLIAALIAAEQAGFDLQALVNFVPKLIGAP
                     
GRMQVIRDDERLFVVDYAHTPDALIQVLKTLKRHVSNQLWAVFGCGGDRDRGKRPLMT
                     
QAALDGANPVILTSDNPRTEDPEQIFADMKQGIDFSGHRMHEIHDRREAIKFVAEQAQ
                     AGDIVVIAGKGHENYQEINGVRHWFDDVVEVRSAIDAQHHTVDAAYPAQ"
     gene            81580..82980
                     /gene="murF"
                     /locus_tag="DSM_01876"
     CDS             81580..82980
                     /gene="murF"
                     /locus_tag="DSM_01876"
                     /EC_number="6.3.2.10"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P11880"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-N-acetylmuramoyl-tripeptide--D-alanyl-
D-
                     alanine ligase"
                     
/translation="MHTSTTSTVPLEPWTAQQLQQATQGYWHKDQIPQTEIKRILTDS
                     
RHAESGDAFLALKGERFDAHNFVAQVAANGCQVAIVERPIDAEIAQLVVADTRLALGQ
                     
LGAYRREQNAQLKVIALTGSSGKTTTKEMLGSILSRLAPTLITRGNLNNDLGVPMMLL
                     
ELRKEHQYAVMELGANHQGEIDYTSKIVQPHVAGILNIGTAHLGEFGGRDGICRAKSE
                     
IYHHILPQGVAIIPQQDDFTAEIREAAKSHQIMSFGAGGDVFATEIELLPQSANFQLH
                     
TPQGSSFVRLPFAGEHNVQNATAAVAFALALGVSLEDIVKGLEQAQGAKGRLNFIQKA
                     
PHLFIDDTYNANPTSMRAAAQVLLQQNGIKVMVMGDIGELGDSSWQEHHDLGRDLAEL
                     
PLDHIVAVGQFASAALEGAGLHSTKLKAFQTQAEALPFLINLIQTHQPQSMSFLFKGS



                     RFTHMETLMADLMEKL"
     gene            82981..84099
                     /gene="mraY"
                     /locus_tag="DSM_01877"
     CDS             82981..84099
                     /gene="mraY"
                     /locus_tag="DSM_01877"
                     /EC_number="2.7.8.13"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A6W3"
                     /codon_start=1
                     /transl_table=11
                     /product="Phospho-N-acetylmuramoyl-pentapeptide-
                     transferase"
                     
/translation="MLLWLFEQLAGYHSSFQVVRYLTLRSLLSVLTSLTIGLVLGPIM
                     
IRKLQALKYGQAVSSFAPENHAKKMGTPTMGGILILLSIGISTLLWADLSNPYVWIVL
                     
GVMVVFGAVGWADDWIKIRYKDNAGLPARKKFFWTSVASLGAGIALYLIATQQSNAEY
                     
TANMLDLLIPFFKNLSIPLSIVPLGLAFIVFTYLVINGASNAVNLTDGLDGLAIMPVV
                     
MVATGLGVFAYLSGDIRFANYLHIPYVKYTSELVVICSAMIGAGLAFLWYNAHPAQVF
                     
MGDVGALALGAMLGTIAVMVRQEIVFAIMGGVFVMEAVSVFLQIGSLRMRNKRVFLMA
                     PLHHHYEKQGWKETQVVIRFWIITIMLVVLGLMTLKLR"
     gene            84160..84492
                     /locus_tag="DSM_01878"
     CDS             84160..84492
                     /locus_tag="DSM_01878"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTKVAGLDQLSVINQKVVGEGEVLPQVVLKDGSQVQTGTVATML
                     
HNIELYNAGQRGQIEEELKIAIPTLVKVGLFDLFEVDEWIKGTNAGRTFVGMHAKAYL
                     QQKEQENN"
     gene            84495..85319
                     /gene="rlmA"
                     /locus_tag="DSM_01879"
     CDS             84495..85319
                     /gene="rlmA"
                     /locus_tag="DSM_01879"
                     /EC_number="2.1.1.187"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P36999"
                     /codon_start=1
                     /transl_table=11
                     /product="23S rRNA (guanine(745)-N(1))-
methyltransferase"
                     
/translation="MTTQNLMCPVCRQRLELVSKTWRCEQGHSYDIAKQGYVNLHVVQ



                     
HKHSKNPGDTPESVDARRAFLQGGYYQPLQQAVVHLLKQLKAKTVLDIGCGEGYYTSA
                     
MQQVVEQCIGVDIAKNAVQRAAKLNDKVTWVVGTGATLPVIDQSMDVCTSLFSPIPQT
                     
EILRVLKDDGYLIVVTPATDHLYAMREALFEQVNPHTPQKFVEQLQDLFELKEQQVID
                     
APLVLDQQALKNLIAMTPYAYKASPERRMQLEQKAHLQVTASFQIYLFQKRNKKAI"
     gene            complement(85337..87892)
                     /gene="mrcA"
                     /locus_tag="DSM_01880"
     CDS             complement(85337..87892)
                     /gene="mrcA"
                     /locus_tag="DSM_01880"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q07806"
                     /codon_start=1
                     /transl_table=11
                     /product="Penicillin-binding protein 1A"
                     
/translation="MKKLSSLGFVRPIFLIIIIILVSLPMGFYGMYLYIAPTLPEMSS
                     
LKKAPLLKPLQVYTADNQLIAEYGGKLSIPVEYKQIPPNFIHAFLAAEDSSFFEHSGI
                     
SFKGLGRALSESVTGSDVQTGGSTITMQVAKNYYLSPERTLKRKLTEIFLARKIEQNL
                     
SKEDILSLYVNKIFLGKNAYGIAAAAKIYYNKSINELSIAQMAMIAGLPKAPSKYNPV
                     
VNPERALERRNWILGRMLQLGYISQAEYQKAVAEPINLNMPNRDLNNIHPYAGEMVRS
                     
ELVKHFGEQAIDSGYKVYTTINAKRQAIAEKAVQDGLEAYDRRHGWRGAEAHDKPLSE
                     
FRAYANTYPAQVTKVNSSSFEALMQDGSTVTVQWSGMSWARPYRNANSVGAAPSRASQ
                     
IVKVKDIVRLRPNEAKTAWSLVQVPKVQGQLIAINPNDGSIEAIVGGYNFYQSKFNRA
                     
LQGWRQPGSTIKPFLYALALERGMTPYSMVNDSPITIGKWTPKNSDGRYLGMIPLRRA
                     
LYLSRNTVSVRLLQTVGIERTRQLFMDFGLQEDQIPRNYTIALGTPQVLPIQMATGYA
                     
TFANGGYRVQPHFIQRIEDAYGKVIYEAKPEYACIPCINAPETTDDAQVTTPDDQVIE
                     
VTNKELEQKEKTTKQLNLKQTDKNNSQYRQAQRILKSSSAYDMANILRDVIEHGTGRA
                     
ALKIGRSDLGGKTGTTNDAKDAWFAGFNGKLVTVTWVGFDQPTTLGRREYGGIAALPI
                     
WINFMGQALQGTPAAWVRLEKDAQAPISRDKQEVTTEVGDKKTYRAAPPLARPLYRPA
                     
PPQPKTTNNDFDDLPGEEIVIPSKTTPPAMKPSQGAAPKREKDELENLINQIE"
     gene            88053..89111
                     /gene="ftsA_1"
                     /locus_tag="DSM_01881"
     CDS             88053..89111
                     /gene="ftsA_1"
                     /locus_tag="DSM_01881"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_02033"
                     /codon_start=1
                     /transl_table=11
                     /product="Cell division protein FtsA"
                     
/translation="MLRLYRKPNKGLMGVDISSTSVKLLELSVKNGKYWVESYALMPL
                     
PENSVVEKNILNPEAVAEALERAMNLANPQTTHAAIAVPTSTVIHKTIEMDADMSDDE
                     
REVQIRVDAEQYIPFPLDEVSLDFEVLPDRLANPNRVNVLLVATRTENVETRVEVLEL
                     
ADLNPKLADVESYAVERAFSVFADSLPMGANTIGILDIGHIMTTLSVMQNGKIIYTRE
                     
QVFGGKQLTLEIQSRYGLSLEEASRAKKDRSLPDDYEIEVLDPFLDAVVQQAARSLQF
                     
FFSSSQFNEIDHILLAGGNANIPGLAKLLQQKLGYRVTIANPFLQMGFSPQVDVQKIE
                     NDASSLMVACGLALRSFD"
     gene            89111..89230
                     /locus_tag="DSM_01882"
     CDS             89111..89230
                     /locus_tag="DSM_01882"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MATINLLPWREELREQRKKQFITLCFGVVVLGITTVFGG"
     gene            89282..89752
                     /locus_tag="DSM_01883"
     CDS             89282..89752
                     /locus_tag="DSM_01883"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSTNQNLDQQLKTLNGLQEQRDAIIERMKLIQGLQSQRPVVVRL
                     
VDELVRVTPSAMYLTKFSRTGDKFTIEGKAESPNTVAELLRNLEASPWYRNAFMNSFL
                     
ANEEKKDKAASSLLPRVEDHYGSFVVTVDLGEMGVTTTDDSAKPSAGESVGAAK"
     gene            89749..90489
                     /locus_tag="DSM_01884"
     CDS             89749..90489
                     /locus_tag="DSM_01884"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSQDELQELSLEQLSAKKKKFNLDKFLQQFNTLDMNNYGSWPIS
                     
VKITCWIFIFFAVLALGYFIVIQPKLQAIDNAQAQESNLLNEFREKDSKLRNLQQYQV



                     
QLQEMQANFNQQLEQLPKETEIPSLVEDINLTGVNSGLKFKNIRLEDEVKQEIFIEQP
                     
IAIEATGDYHAFGAFVSSIAALPRIVTMHDFTVDVSPAKDNKSDIPVLNYSIKAKTYR
                     YVGATDTSEQTGKAPAASASTNTTVQPK"
     gene            90500..91027
                     /locus_tag="DSM_01885"
     CDS             90500..91027
                     /locus_tag="DSM_01885"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKIKQITLYVLACAVLVGCDSRIDAVNQEMANIRNQPPLPIEPA
                     
PIFTPVPQFNYAAHQLKSPFMPSSLAAELKIMAGKRVYPNFSRAPQPLESYALEALNM
                     
KGSMRNNRGQILALIQTPDQQIERVQVGNYMGMNQGRITHISPTQIDLVEIVPDGREG
                     YVERPRTLVLIGPAP"
     gene            91090..93255
                     /gene="pilQ"
                     /locus_tag="DSM_01886"
     CDS             91090..93255
                     /gene="pilQ"
                     /locus_tag="DSM_01886"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9JVW4"
                     /codon_start=1
                     /transl_table=11
                     /product="Type IV pilus biogenesis and competence 
protein
                     PilQ"
                     
/translation="MNHVFRQFSMGAVAIAIMQAASAQVSMTNIVPMQIAGQGTEIRV
                     
MFNGLPPQPQAYQLENPSRLILDFDKAQQGLKQSKISVATNEASSVDVTSDDQRSRLT
                     
VNLKDAGAFTTRVEGNTFILKINSAQTSNNPLPVVSAQPQGVSNIGFQRGSQGEGLVV
                     
VDLLGSNTPVDVQQQGSKVVIRTIGTKIPTHLARRLNVNDFATPVSSIDAYNDKGVGV
                     
ITIQSSGSYEYMAYQAENKLTISLKRPQDKNVTSLYKTPNYSGNKLSLDFQDIEVRRV
                     
LQLLADFTGINMVAADSVQGNITLRLKDVPWDQALDIILKTKNLDKRRNGNVIWIAPV
                     
AELIKAEEEEAKAVAQSVKLAPLQTEYIQLKYAKAGDIMGLITQGSNNSNGLQHTSGG
                     
GTSTSTNLNTGVDSLGNNVGSLLSPRGTITQDDRTNTLIINDTAQSIDQIRKMIDLLD
                     
VQVKQVMVEARIVRASTSFTKELGVKWGILSQGITNNNNLLVGGSETTLWNLREPKKD
                     
ETTGGYKYTIERPDNLNVDLGVSNPAGSIAFGLISMSDFMLDLELSALQADGYGEVIS
                     
TPKVMTADKQTAKVATGQQVPYQSTTNSAAGSTATTSFKDALLSLNVTPSITPDGKIQ



                     
MKLDISKDSVAGAAPNGELILNKNNINTNVLVDNGETVILGGVFEQTTMNSQTKVPFF
                     GDIPVVGRLFRKDVKSDDKQELLIFVTPRIVNDTLARNH"
     gene            93267..93836
                     /gene="aroK"
                     /locus_tag="DSM_01887"
     CDS             93267..93836
                     /gene="aroK"
                     /locus_tag="DSM_01887"
                     /EC_number="2.7.1.71"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A6D7"
                     /codon_start=1
                     /transl_table=11
                     /product="Shikimate kinase 1"
                     
/translation="MKAIEIGGALPSKAFETLPNIYLVGPMGAGKTTVGRHLAELLGR
                     
EFLDSDHEIERKTGATIPWIFEKEGEVGFRTRETVVLNELTSRKALVLATGGGAITQA
                     
PNREFLKQRGIVVYLYTPVELQLQRTYRDKNRPLLQVENPEQKLRDLLKIRDPLYREV
                     AHYTIETNQGAARDLAQKILQLILSNKLK"
     gene            93865..94947
                     /gene="aroB"
                     /locus_tag="DSM_01888"
     CDS             93865..94947
                     /gene="aroB"
                     /locus_tag="DSM_01888"
                     /EC_number="4.2.3.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9KNV2"
                     /codon_start=1
                     /transl_table=11
                     /product="3-dehydroquinate synthase"
                     
/translation="MQTLHVELGERRYPIFIGSQLDPKQLLEPYIHGQQVMIVSNVTV
                     
APLYLSHYQEALKSLGKTVATCILPDGEKYKDIQHLNLIFDALLEAGFNRDCTVLALG
                     
GGVIGDMAGFASACFQRGVYFVQVPTTLLSQVDSSVGGKTGINHPLGKNMLGAFQQPQ
                     
VVLADMAQLNTLPERELSAGLAEVIKYALLGDEDFLVWLEENMDGLVARDADLLAEAV
                     
YRSCAHKARIVANDEKEQGERALLNLGHTFGHAIESYLGYGTWLHGEAVATGMVMAAD
                     
LSQRLGWISNEDVARTKKIIQRANLPISCPQIPLDDFLGYMAHDKKVLNGQLRLVLLK
                     QLGQAVITKDFDVELMKQAILANQHG"
     gene            94963..95838
                     /locus_tag="DSM_01889"
     CDS             94963..95838
                     /locus_tag="DSM_01889"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MTVSRTLWQNVQQYIWLVGGIVCLFLAFIFWVITDNKKLVEVEK
                     
SADSDAPVQIQPEKVATTPNLGALADEVRPLDLTTRTVASGEHEPEFRGTKFINENKK
                     
QWTLELFRASDEDIIKNFLKSRTDRNKFIYFRLSGEQQAEQYVLAYGTFKRSEDAVQQ
                     
LTQINLQLPDSVKPQPQQFSSYAPLVNDLGADEMKGGNNQLYEVRLRPAALPRIDESL
                     
LMSAPASGTLNTQPKPANTNSATKTTIVRRDAAGNVVDVQQSNSNIDQPNKPAQTRVS
                     ENQPKNATNEGTRGN"
     gene            96293..100774
                     /gene="gltB"
                     /locus_tag="DSM_01890"
     CDS             96293..100774
                     /gene="gltB"
                     /locus_tag="DSM_01890"
                     /EC_number="1.4.1.13"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:E1V8I1"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutamate synthase [NADPH] large chain"
                     
/translation="MHMPSPNTVAPAQGLYQPDEFKDNCGFGLIAHMKGESSHHLVET
                     
AIHSLSCMTHRGGIAADGKTGDGCGLLLAMPKQFFRDEAKKLSDITLSEIFAVGTVFL
                     
NIDPALAQHSKNILTKEIESEGLRVLAWRIVPTNNDALGEIALQSLPAFEQVIVNCPM
                     
GVTEVEFNRKLFLARRRAEQQLQNDPLFYVTTLCSTVISYKGLMMPAAIAEFYTDLAD
                     
ERLKSHIVVFHQRFSTNTLPRWPLAQPFRYLAHNGEINTITANRNWALARTPKFENPL
                     
LPGLTELNPIVNRTGSDSSSLDNMLEILVGGGMDLFRALRMLVPPAWQNVETLDADLR
                     
AFYEFNSKHMEAWDGPAGLVIQDGRHAICMLDRNGLRPARWVITKNDYITLASEIGVW
                     
GYEPEDVVSKGRVGPGQILVVDTLTGKVLDTKDVSNHLKNMRPYREWLRDHAIRLNAN
                     
PELEEQLVDKGLTGDALKAAQKMFMVTFEERDQLLRPIAESGQEAVGSMGDDTPMAVL
                     
SRQVRHVTDYFRQQFAQVTNPPIDPLRESIVMSLETCLGREQNVFEQGPEHADRIIIS
                     
SPVLSNSKMQQIRSIERAGYEAVDIDLNYAETEGLQAAITRICEESAQAVRDGKTLIV
                     
LTDKNIRQGYLPANAALATGAVHHHLIKTGLRTDANIMVETGFARDPHQFAVLLGFGA
                     
TAIYPYLAYDVINDLIAKGELLGDPIHAQANFRKGIEKGLLKVLSKMGISTVASYRGG
                     
QLFEAVGLSSEVVDQCFLGVPSRIQGATFVDLENDQKKLAATAWSNRKPIDQGGLLKF
                     
VFGKEYHAFNPDVINSLHKAVRSGKYEDFKEYAELVNNRPIATIRDLFKLKTTNPIPV
                     
EQVESVEAILPRFDSAGMSLGALSPEAHEAIAIAMNTIGGRSNSGEGGEDPARYGTIR



                     
NSKIKQIASGRFGVTPAYLTSAEVLQIKVAQGAKPGEGGQLPGGKVNGLIARLRYSVP
                     
GVTLISPPPHHDIYSIEDLSQLIFDLKQVNPKAMVSVKLVSEPGVGTIAAGVAKAYAD
                     
FITISGYDGGTAASPLSSIHHAGSPWELGLSEAHQALRVNDLRGKVRVQTDGGLKTGL
                     
DVIKAAILGAESFGFGSTPMIALGCKYLRICHLNNCATGVATQQDHLRQEHYIGEPQM
                     
LINFFHFIAEETREWLAALGVASLKDLIGRVDLLEVLPGETEKHAHLDLSALLTSHPA
                     
AEGKAQYCEVEGNAPFDKGVLAERMVEEMLPAIESSAGGQFNFNVVNCDRSIGARVSG
                     
EIARRYGNLGMEAHPVVMNLTGTAGQSLGVWNAGGLHIRLEGDANDYVGKGMAGGRIS
                     
IFPPKGSPFQTQNTAIIGNTCLYGATGGKLFAAGTAGERFAVRNSGAFAVIEGAGDHC
                     
CEYMTGGVVTVLGKVGHNFGAGMTGGFAYVLDLDNDFVDYYNHELIDLTRISTESMED
                     
HKEFLLRIIDEHIKETGSAWAYKIRNEFDFYSRKFWLVKPKAANLQSLLKTTQADPQ"
     gene            100844..102265
                     /gene="gltD"
                     /locus_tag="DSM_01891"
     CDS             100844..102265
                     /gene="gltD"
                     /locus_tag="DSM_01891"
                     /EC_number="1.4.1.13"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:E1V8I0"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutamate synthase [NADPH] small chain"
                     
/translation="MAERLNNDFQFLDVPRQDPEKKDITVRKAEFVEIYKPFTSETVT
                     
NQTHRCLGCGNPYCEWKCPVHNYIPNWLKLIAEGQIFQAAELCHQTNTLPEVCGRVCP
                     
QDRLCEGACTLNDGFGAVTIGNAEKYINDTAFALGWRPDMSHVKWTGKKVAIIGAGPA
                     
GLGCADILARGGVKPVVFDKRPEIGGLLTFGIPEFKMEKDVMKRRREIFTGMGIEFRL
                     
NTEIGKDVTIDELLAEYDAVFMGMGTYTYMKGGFPGEDLDGVYDALDFLISNVNRCQG
                     
WEKDPSEYISMDGKKVIVLGGGDTAMDCNRTSLRQGAHDVTCAYRRDESNMPGSAREV
                     
KNAYEEGVKFLFNRQPIEIVGENGKVTGVKVVTTQMGEPDSRGRRSPEPIPGSEEILP
                     
ADAVLLAFGFRPSPADWFGNVNINLDGSGRVVAPEQQEFKFQTSNPKIFAGGDMVRGS
                     DLVVTAIWEGRQAAEGILDYLGV"
     gene            102441..103328
                     /locus_tag="DSM_01892"
     CDS             102441..103328
                     /locus_tag="DSM_01892"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1



                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNIAGMTAEKSYLNRRKALGITVRRLEFNPQAIKRYYFANSPLM
                     
SHFLTALSSTFPVGEQFFVNSVRNVRDKVSDPQLQAQIAAFIGQEAMHSKAHGEFNEA
                     
WRRDDYNLDRFQNWLNERDKYLRTIPPKLQLALTCAFEHFTALLGGYILQHPELLKTL
                     
DQDALKLWVWHAIEEIEHRSVAFDVYQHVYGDDRIRRLLMRSVTTGFASLAFYGTTRL
                     
FWQDKWKSLPKMGGNIFGVYLLVKMLIQLTPEYFAYYKKDFHPSQKDYGHMVDYWKSY
                     LADEYQMTSFQEEKNPRPS"
     gene            103459..104049
                     /gene="lemA_1"
                     /locus_tag="DSM_01893"
     CDS             103459..104049
                     /gene="lemA_1"
                     /locus_tag="DSM_01893"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A8AVK0"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein LemA"
                     
/translation="MKTFKQLAIATTLASTLLFSGCGYNTLQVKDEAVTAAWSEVQNQ
                     
YQRRADLVPNLVNVVKGYAKHEEQVLTEVTQARANVAGLKVDKEVLEDPALLEKYQQA
                     
QSQLTGALSRLIAVSENYPDLKANTQFQELQVQLEGTENRIAVARNRYITTVQDYNAY
                     VRQFPQAVTAKVIGMHPKANFSAEASAQQAPKVSFD"
     gene            104074..105156
                     /locus_tag="DSM_01894"
     CDS             104074..105156
                     /locus_tag="DSM_01894"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRNTLLLQSKQIKVFISTLILLCCGVLFQNTAWSESNIATATDE
                     
ADAVVAGKIIQKQQAQAAASKLEGQAASGPAPQVQVANDMADGESIRGLPTLNQPVID
                     
QANILSEAEKQQLDQKILSLYQQGKAQIGIVIVPTTGQEDIFDYALRVGEKWQLGSSK
                     
RDNGLLIAVAVNDRRMQILTGYGLEGVLPDIVASRIIRNQITPYFKQAQYAQGLSAGI
                     
DEIGRILNLDPEVAQQAAQDLKERQHQAAEEQQAKQTTLTMALFILVAGIVGSFIVGR
                     
PLSASTAGVAAAVAGFVNGAGVVMSLLLGFGIFFLLITSIAQLILQAILSGAGGGGRG
                     GGFGGGGGGYGGGGGRFGGGGASGSW"
     gene            105150..105710
                     /locus_tag="DSM_01895"
     CDS             105150..105710



                     /locus_tag="DSM_01895"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVTTSETTQIITQPKIEESVEPSLKRWFKHFCYLPASSRYFSKQ
                     
DKQVIAEAVQQAEHGHVGEIQVVIEGHIPCSQAYRQNTRLRAQQLFAELGVWDTELNS
                     
GVLLYLNLCERTVEIIFDRGIRNATTEQIWQQICKSIVEQLQQKQYQKAVVTGVQQIG
                     EVMARFYDENMPDQLNELGNAPIIIN"
     gene            106053..106481
                     /gene="tfpA"
                     /locus_tag="DSM_01896"
     CDS             106053..106481
                     /gene="tfpA"
                     /locus_tag="DSM_01896"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P09829"
                     /codon_start=1
                     /transl_table=11
                     /product="Fimbrial protein"
                     
/translation="MNAQKGFTLIELMIVVAIIGILAAIAIPAYQNYIAKSQASEAFT
                     
LADGLKTTINTNLQAGTCFAGGATAATAADQVAGKYGDAEIGGTAPNCTITYTFKSSG
                     VSTKLTSKQIVMNVSETGILTKNSSTNAPAELLPQSFTAS"
     gene            106537..107847
                     /locus_tag="DSM_01897"
     CDS             106537..107847
                     /locus_tag="DSM_01897"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLKKIILFLLVAIYLITAILGYQTGWSIFQYDELRLLQFPLALY
                     
ALLILIFAKKLKFSIYSQITFFIIAGLILTQQINWEIFEFQELWSVIALLFIFSALTY
                     
ELRNIKNIEHGIALIVVTAIIPCLFILISIFNFIIHQQWFDWQFNSGTIRIYDSVIVP
                     
LFFFLIYLKNKKYPYISYSYPIAIFFFALAWFFDGARSALLAVMTGLLVLFIYSKENR
                     
KLILQSCIYIFLAFFVYKITIFLAEKSTMTVIRAGTSLRAEMWKFVFEQWKQHPFTGV
                     
GGGYLSKIQYAYGRHIHNLYLRLIFEWGIIGLIFCIWMLTQLIGLFKDKTVSLILKVG
                     
VIAVLVDAMFSGSMVYPASQIACVLFIAFTFSHRELTSSSQYSFRSTKILIALWGVLF
                     LYITIMYLGQDLNCWNCGSYGGRMAPNFWFYGGAEHLVPTSKIP"
     gene            107954..109582
                     /locus_tag="DSM_01898"
     CDS             107954..109582
                     /locus_tag="DSM_01898"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQVFFLFLAAILLGFAWLSPFHYNPWVMFSSEMSTFAAGLSVLA
                     
ALFYQNIKIPRAQLLLLPFILIPVVQWAFGLVFDFSTALLSSLYLLGFWFMVVAGYNL
                     
SLDQQKRDQIFTGFSLLLIIVSIATSFIAICQWLNIESHFVHMLHLIGNRPYGNFGQP
                     
NNMATFLIMGLLGCLFLYEKNKATVWLLFPSALLILFTITLSQSRTSWVVFPFLLIYW
                     
IVKLFGKQKRFGFMQGFLWCAGFFVIAGVILPFATSLIEAWSSAEVTQASSLVERASS
                     
GYLRFNIWTQMLLAVQQHPWLGYGWHQTSVAQMSAYALFPTTEWTTSAHNILLDLIIW
                     
NGIPIGIVIIAYFACWFVWLNQQAKETISIIAIMMVCTVLIHAMLEFPQRYAYFLLTC
                     
GFLLGIIQAQTPVLKGIVLNKQVLRLIWGISVILLVAIWRDYNVYVTNSNLLFKNKQP
                     
NAEILGSNQIFILTQFEQRLKWIEMKPETTLSDADLAVWGNFVKNKATPYNLRKYAQL
                     LAYNGKVEQAEQQIFILQHLYRQQITLAELLKNK"
     gene            complement(109625..110089)
                     /gene="bfr_1"
                     /locus_tag="DSM_01899"
     CDS             complement(109625..110089)
                     /gene="bfr_1"
                     /locus_tag="DSM_01899"
                     /EC_number="1.16.3.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P22759"
                     /codon_start=1
                     /transl_table=11
                     /product="Bacterioferritin"
                     
/translation="MKGNRDLINQLNQVLYHHLTAINQYFLHSRMFNDWGIEQLGSAE
                     
YKESIRQMKHADKIIERILFLEGLPNLQHLGKLYIGQHTEEVLQCDIRKVKENIEAIQ
                     
KAVALAETEQDYVTRDLVQEILEKEEEYWDWLDTQIDLIGSVGIENYIQSQM"
     gene            complement(110334..110528)
                     /gene="bfd"
                     /locus_tag="DSM_01900"
     CDS             complement(110334..110528)
                     /gene="bfd"
                     /locus_tag="DSM_01900"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AE56"
                     /codon_start=1
                     /transl_table=11
                     /product="Bacterioferritin-associated ferredoxin"
                     
/translation="MYVCLCRGITDQDIKDAIENGAESYREIRDLLDLGTCCGRCAPE
                     ARAIISEELAEIAARISVAA"



     gene            complement(110738..111121)
                     /gene="yabJ"
                     /locus_tag="DSM_01901"
     CDS             complement(110738..111121)
                     /gene="yabJ"
                     /locus_tag="DSM_01901"
                     /EC_number="3.5.99.10"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37552"
                     /codon_start=1
                     /transl_table=11
                     /product="2-iminobutanoate/2-iminopropanoate 
deaminase"
                     
/translation="MSRQVIHTENAPAAIGTYSQAILVGNTLYLSGQIGLDPYSMELV
                     
DGIEAQIRRVFDNLKAVCEAAGGTLADIAKLNIFLTDLSNFQLVNQIMGEYFAQPYPA
                     RAALGVASLPKGALVEMDGIVIINQ"
     gene            complement(111242..113347)
                     /gene="spoT"
                     /locus_tag="DSM_01902"
     CDS             complement(111242..113347)
                     /gene="spoT"
                     /locus_tag="DSM_01902"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AG24"
                     /codon_start=1
                     /transl_table=11
                     /product="Bifunctional (p)ppGpp synthase/hydrolase 
SpoT"
                     
/translation="MPGEEVSQAKQQLKLIIDPYLSVSEVEKVLAACDFGDLAHTGIT
                     
RKSGEPYILHPIAVSCILANMRLDPETLMAALLHDVIEDTQYTKDDIIERFGQTVAEL
                     
VDGVTKLSQSSDKEYNKAASFRKILQATLQDPRVIIIKLADRYHNMTTLGALRPDKRA
                     
RIAQETFDIFVPMARLVGMNEMADNLENLCYQNLDLDMFDNVQNALLQTKPERCKYQS
                     
IWEQNLAELLHNYHIQGRIKKKNNNIELLRHFVKNEMDLQELTHSHAFEIVLQSIADC
                     
DRLVAALKENFQVIQYQDHIRRPLPGGNQSLMIKLKGEKTTLSLTIQTELMRKAARFG
                     
VVLGENAPQTCRSAIQASMQNLNTLIDGECAKTTFNDLLDYLHQEKIWVYTPHGQLHE
                     
LPQGATVVDFAYSASLFLGNHAVGAKVDGEIKPLSTPLVSGQVIEIITDVLATPNPDW
                     
LSFINTQKARRALQHVLKDQDIEEQRLVGAQALSRALKLFNRSINDLSDADWLDLLQW
                     
RHIDNKDALFEQIAVGDLLPQLVANHLFANDKHPRAENSDRLIQGTEGIDVKYAHCCN
                     
PILGDPIQGHLTRRGLIVHRIRCHNLLHEQHLHPENIMPLQWKADDVDDVRFTAYLAI
                     
YMAMNDEQVSDLIYQCRKNNAGVEMVHSNEQRTFVNIVVNNRKHIAKVIRDLRMHYGF
                     PRIERLDAPAPQMEISKVS"



     gene            complement(113556..113834)
                     /gene="rpoZ"
                     /locus_tag="DSM_01903"
     CDS             complement(113556..113834)
                     /gene="rpoZ"
                     /locus_tag="DSM_01903"
                     /EC_number="2.7.7.6"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q02E25"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-directed RNA polymerase subunit omega"
                     
/translation="MARVTVEDCLDHVDNRFELVLVASKRARQLARQGMEPTVEWDND
                     KPTVVALREIAVGHVTKEILKQREQDYQTSSLDLALSTNSLNLEGFSF"
     gene            complement(113907..114536)
                     /gene="gmk"
                     /locus_tag="DSM_01904"
     CDS             complement(113907..114536)
                     /gene="gmk"
                     /locus_tag="DSM_01904"
                     /EC_number="2.7.4.8"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P60546"
                     /codon_start=1
                     /transl_table=11
                     /product="Guanylate kinase"
                     
/translation="MSGLLFVVSAASGTGKTSLVKALLDRVSNLHVSVSHTTRGQRPG
                     
ELDGVHYHFTTKDEFLDQVNQGGFIEYAEVFGNYYGTSQATVKQQLAQGHDVLLEIDW
                     
QGAEQVRKLFPESKQIFILPPTQFDLRQRLSNRGTDSVEVIEHRLSCAVEDMQHYVNF
                     DYIIINDDFNKALHELEAVITANRLVLSQQAKRHQNLIQDLITPQPKQE"
     gene            114659..115609
                     /gene="ispH"
                     /locus_tag="DSM_01905"
     CDS             114659..115609
                     /gene="ispH"
                     /locus_tag="DSM_01905"
                     /EC_number="1.17.7.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P62623"
                     /codon_start=1
                     /transl_table=11
                     /product="4-hydroxy-3-methylbut-2-enyl diphosphate
                     reductase"
                     
/translation="MEIVLANPRGFCAGVDRAIAIVNRALECFNPPIYVRHEVVHNKF
                     
VVDDLRQRGAVFVDELDQVPDDSIVIFSAHGVSKAVQQEAERRGLKVFDATCPLVTKV
                     
HIEVTKYAREGTEAILIGHEGHPEVEGTMGQYDKLKGGDIYLVEDEADVAALEVRHPE
                     
KLAFVTQTTLSIDDTAKVIDALRAKFPNIQGPRKDDICYATQNRQDAVRDLAEKCDVV



                     
LVVGSPNSSNSNRLRELAERMGKAAYLVDNADQLEQSWFNDTCKIGVTAGASAPEILI
                     KQVIQRLQDWGAQAPKELEGREENITFSLPKELRIHVTQA"
     gene            115779..116252
                     /locus_tag="DSM_01906"
     CDS             115779..116252
                     /locus_tag="DSM_01906"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRGIIPQEGFTLVELMVTIAVMAIIALMAAPSMSNLLESKRLDA
                     
NQRDLINTLSEAKSQAILGRQNVSVNLNSTASNTPTSLNWKTASNNTLELKNIAADGT
                     
QSSLTTTTLAFNANGVVANITQDTLLSICNSRINKKKVIILTKLGTLVFKAEETC"
     gene            116252..116806
                     /locus_tag="DSM_01907"
     CDS             116252..116806
                     /locus_tag="DSM_01907"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MHHYKQKAQAGVGLLEVLVALILLAIGVLGYVALQLRAMDASSE
                     
ALSKSQAILVMRGLAENIRTNSTQASQYPTFVRSYSNYTSDTPAPTSCFNSLCTASQL
                     
AQFDAYQAARNANQLGMRITMSNCPGVTNTMVQQRQCLFVFWGKTAPVITTNGTNTSV
                     DVSSCMSNNGVYVNNSTCLMMEAY"
     gene            116807..117808
                     /locus_tag="DSM_01908"
     CDS             116807..117808
                     /locus_tag="DSM_01908"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MAQSFISNKEQGFTLIELIVALALGLILVAAATQLFIGGLLSSR
                     
LQKANAEIQDSGIFGLEYMARDIRLLNYGNVVNPQLTDTTPWGGIVLTGSTATNANNI
                     
NFIPKVDTNTYIPEALLSRGAGDTVSTVNNHWKGLSNIQNSSNAEVQSDQLTIQFIAP
                     
TNMTNCEGVNVLAGDLIVQRYFLRVDNNGSSQQDYALACDANTPAVSATAQPDIVNGL
                     
GDAGQIILPRIDHFHVLLGAKNAAGNFAYYTIPQYRVAAQAARDASPAVAAPRILSIQ
                     
ISVLARSTNNAQNKAIDPNQFFLMLDQNVHAADNRTRFLRRVYSVTIALRNAMGETI"
     gene            117805..118623
                     /locus_tag="DSM_01909"
     CDS             117805..118623



                     /locus_tag="DSM_01909"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTHLNYKNIKGRSKETGATLIVVLIILLIVISVGVLAIRVAIVS
                     
LKVATNSQVGQLNFQSSDTPLELIVQMNPTTLTNITNVIGAALKAHESNPGAEYNFCY
                     
KPTSTSVSFAQTRGASLLRAGSANNAVVEDGGVAGFCDLTSDYGSNRQAVVTQVAVSI
                     
PTDAMPDIPGSNLPRDINLSEGTQLPKSMLSTQRIRVITTAFLPAYASTSLETLQSDC
                     
LSTSSAKISDNFDSALTDKQTLADCLANHNVPFSTQVQEFNYTNKLTEITAPGS"
     gene            118623..122489
                     /gene="pilY1_1"
                     /locus_tag="DSM_01910"
     CDS             118623..122489
                     /gene="pilY1_1"
                     /locus_tag="DSM_01910"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q87B49"
                     /codon_start=1
                     /transl_table=11
                     /product="Type IV pilus biogenesis factor PilY1"
                     
/translation="MGNIMKLKLKNFKPNNLWYAVYSSSMIFTWLMTSSVVQASDLQI
                     
YASPTAGKKTIVMMLDTSGSMTNNSYGENRLAMLKNGMNAFLASNNPVLNDTRVGLGN
                     
FSANGDSRSGQILVAAAPLGDASTLNTVGSQRYKLKQAVANLTAGGSTPSAHAYAEAA
                     
AYLMGTTTYSETNYAIRKDSYIKRVRRSDNRTEYSYCTNYRDSQIDTANLWQPCRSNS
                     
YWSSWSTNNPGVDNATAYDTSSDWTYYYTYYYTTFNYAVANADSGIPKSKSNDTASNP
                     
NIVVDRNATNSNAVYQSPLPAVANRQSCDGQGIYFLSDGEPNNTTNTRSASVMSTALG
                     
STFGADFNCSGGLSNTTADSGWACMGEFAKRLFDKTKNPAGVSIQTAFVGFGSDFSSL
                     
SSSDVKNACRLSSRTQSDRKGDDACSPNQSTNAVAAPGYGNGGFFPTQSSQGVTDSVI
                     
AFINNLDKVPLEPLTTGAISVPYDALNPKNLQEYGYLRAFEPNPANTYLTWRGNLKKY
                     
HVVLSGANAGAFEANSGGLVYNASGAFRTGTKDYWNSSTYTDGGKVFLGGSYANVPLP
                     
IAGQPETRDAEGNITKYYYAVQSKIRNLFTDVSAVAADGSLTKISTSGTNLLKIPAAP
                     
PEGTNPFDTVANTASYVLGKFDPSTGQNILKAFPISLKLKILNYLGYSTDINATTLPS
                     
SLVTSNEPYLSMGGSIHSLPVQLTYNGTLDDNGNLTSAREQSILYGTMEGGLHIVDAS
                     
SGIEQMVFVPADILNDSVASKALVVGQSDASAPAHGMDGAWVSDPAYNITTVGSGSSA



                     
VSKVTAKQMNIYGGMRMGGSSYYGLDVLSPTSPKLLFRIGADQTDYSRMGQSWSKPVL
                     
ANIRYNGSIRRVLIVGGGYDQCYEKPNITLTDACFTNGKAKGNAVYIIDAKTGQRLWW
                     
TSDTGSNTDNANMKHSIVSRISTLDRDADGLVDHLYFGDLGGQIFRVDLNNNQTKTNS
                     
TYSSFGVRVVRLANLATNDSTYDGTNDYTGGNAPRFYEPPTVTIHDYGIHTFITVGIA
                     
SGDRSTPLDVYPLTGREGMTPASALSGRPVNNVYGIIDKDFVKKNLMSLTDNQLETKD
                     
ITRTGLRKNPQILRTGETRVAQIFFPTTGVGKGGWYRSLSSTSDGTEKANNSFRIKGG
                     
LKAFEEPMAITGNLIIPVYDPQGTGIVAADPCLPRVVGETDRQTYCLPFGACLNPDGT
                     
INSNKENPSGFQTKTGSNCPAGVSECNTNVIGAGIRNITFVPKRDEPPVTNSCGKLQL
                     SGNENGTGEWQCTSHLLPVRWYERYR"
     gene            122502..122984
                     /gene="xcpT_2"
                     /locus_tag="DSM_01911"
     CDS             122502..122984
                     /gene="xcpT_2"
                     /locus_tag="DSM_01911"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q00514"
                     /codon_start=1
                     /transl_table=11
                     /product="Type II secretion system protein G"
                     
/translation="MNKYSILRFNQGVTLIELMVVIVIVAIFASIAIPSYQSYSRRAT
                     
ASAAKSEILKLAEQLEQHKSRNFTYRGFTTTSITLPRGGYTIQITDDTTTGNLLTNAA
                     
ANGQTWVIKATTTDSRNFNFIAKNSGLRCQSLTATAVDNDCGGTVTCNVCETNSENWQ
                     "
     gene            122981..123406
                     /gene="fimA"
                     /locus_tag="DSM_01912"
     CDS             122981..123406
                     /gene="fimA"
                     /locus_tag="DSM_01912"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P17823"
                     /codon_start=1
                     /transl_table=11
                     /product="Fimbrial protein"
                     
/translation="MKNGFTLIEIMIVVAIIAILAAIATPSYLQYLRKGHRTAVQSEM
                     
MNIAQTLESEKVVHNRYSSNATIQSIYGSNVSPLQGKALYTLAFTTLNDSTWVLTATP
                     IANTSQAGDGIICLNDQGQKFWAKGATDCALSASSSWTE"
     gene            123553..123804
                     /gene="rpsP"
                     /locus_tag="DSM_01913"
     CDS             123553..123804



                     /gene="rpsP"
                     /locus_tag="DSM_01913"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7T3"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S16"
                     
/translation="MVVIRLARGGAKKRPFYQIVVTDSRNARDGRFIERIGFFNPTAQ
                     GQAEKLRLDADRFAHWVSQGAQPSERVASLAAQAKKATA"
     gene            123824..124372
                     /gene="rimM"
                     /locus_tag="DSM_01914"
     CDS             123824..124372
                     /gene="rimM"
                     /locus_tag="DSM_01914"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q6F7I0"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribosome maturation factor RimM"
                     
/translation="MTPTQNVPEDRIQIGQLRSAYGLNGWLWVYSNTEPMSNMFDYLP
                     
WYIETKAGWQIVDVKRWKPHGKGLVVALKGVSDRTGAESLVGANIWIAKSQLPKADVD
                     
EYYWSDLKGLTVLGLDDDEQEVNLGQIHELFETGANDVMVVRATPDSIDSEERMIPWH
                     KDVVQRVDLEAGRIYVNWGVDY"
     gene            124418..125158
                     /gene="trmD"
                     /locus_tag="DSM_01915"
     CDS             124418..125158
                     /gene="trmD"
                     /locus_tag="DSM_01915"
                     /EC_number="2.1.1.228"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P43912"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA (guanine-N(1)-)-methyltransferase"
                     
/translation="MFFAVITLFPEMFEAITAYGISGRAAKRDIVQVTCINPRDFAEG
                     
NYRRVDERPFGGGPGMVMMAEPLAKAINHAKQLASQAGCVHVPVVYMSPQGKTLNEQA
                     
VQQFVDYDGLIVLCGRYEGVDERLIQHYVDQEWSIGDYVLSGGELPAMVLLDSIIRRL
                     
PNVMSDEQSAIQDSFVDGLLDCPQYTKPDQFEGLDVPEILKSGHHANIEKWRFLQRYQ
                     RTLERRPELIEQVTLTKQQKKWLSDEQG"
     gene            125367..125735
                     /gene="rplS"
                     /locus_tag="DSM_01916"
     CDS             125367..125735
                     /gene="rplS"
                     /locus_tag="DSM_01916"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9K0K5"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L19"
                     
/translation="MSGKHPLVQAIENSQLKTDLPEFAPGDTVVVQVKVKEGDRERLQ
                     
AFEGVVIAKKNRGLNSAFTVRKISSGVGVERVFQTHSPVVAKIEVKRRGDVRRAKLYY
                     LRDLSGKAARIREKLPARKA"
     gene            complement(125788..126762)
                     /gene="lip"
                     /locus_tag="DSM_01917"
     CDS             complement(125788..126762)
                     /gene="lip"
                     /locus_tag="DSM_01917"
                     /EC_number="3.1.1.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P26876"
                     /codon_start=1
                     /transl_table=11
                     /product="Triacylglycerol lipase"
                     
/translation="MKRNLIFFCAAILSGLSVSATHATNAEQVKSSFVYSTYAQTKYP
                     
LVFNHGMAGFNRVGTDTLGLDYWYQILPDLARNGGNVWATRVSPFNSTEVRGEQLAQQ
                     
VEEIIAITGKPKVNLIGHSHGGPTIRYVAGIMPEKVASLTTIGAPHKGSPMADVILNV
                     
EGTPLSGLATLVNWFSAAITWAGGLDPNSYPHDSLAGAHSLSTQGSAQFNSQFPMGVP
                     
TTSCGEGAYQEKGIYMYSFSGNKALTNPLDPFDIALTGSSLVVDPFGDNDGLVSRCSA
                     KFGKTIRDDYNWNHLDEVNQVMGIRSIFAADPVSVYRQHANRLKLQGL"
     gene            complement(126844..127875)
                     /gene="lifO"
                     /locus_tag="DSM_01918"
     CDS             complement(126844..127875)
                     /gene="lifO"
                     /locus_tag="DSM_01918"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q05490"
                     /codon_start=1
                     /transl_table=11
                     /product="Lipase chaperone"
                     
/translation="MQRMQKKIWWCVLGFFILSLIACVYWLSPDSENTSPQPNQDEAR
                     
LVATSQSTLNSPLNENTYLSKSQQDTQVNCQLKIDSSQHLVVNSQTRDCFEYFITQYG
                     
ESNLQQVKTHFEKFIQDQYLEPARSQIIDLWTRYLKYREQLAQIQPPQSKQQDQNYFQ
                     
KIFSSIQDIRKRFFSASEIEGLFSTEDIYQNYTLDRMKILEDSSLSEIEKAKKLKERF
                     
EQLPEDWQENLQELSKLDDLHTLTKQIKARNGSAEELRQMRTALVGAEATQRLETLDI



                     
QRNAWQQRVTGYLNQRDEVLHSNMSDSAKKQAIQQLRQQQFSSSQEQLRLRTFETVHD
                     QGGELPFNY"
     gene            128029..128934
                     /gene="truB"
                     /locus_tag="DSM_01919"
     CDS             128029..128934
                     /gene="truB"
                     /locus_tag="DSM_01919"
                     /EC_number="5.4.99.25"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P60340"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA pseudouridine synthase B"
                     
/translation="MTTKNQKISRRHISGVFLLNKPLGLSSNAALQKVRWLYRAQKAG
                     
HTGALDPLATGLLPICLGEATKFSHYLLDSTKRYQTTVRLGQTTTTGDVEGDILQERP
                     
IPVLSKELIEQTLEKFRGDIQQVPPMYSALKKEGKPLYELARKGIEIEREARPVTIYA
                     
LELIEFTENSITLDVTCSKGTYIRVLGEDIGEALGCGGHLTMLHRIQTGHFELIPSYT
                     
IEYLESLTEEQREASLLPVYAPIDHFLKIQVPEGREKYFCNGLESNIDHSAEAEVLVF
                     SGERCLGLAEITDKKRLVPKRILNL"
     gene            128954..129730
                     /gene="yfcA"
                     /locus_tag="DSM_01920"
     CDS             128954..129730
                     /gene="yfcA"
                     /locus_tag="DSM_01920"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AD30"
                     /codon_start=1
                     /transl_table=11
                     /product="putative membrane transporter protein 
YfcA"
                     
/translation="MGMEWDVILSLIFFAFTAGAIDAAVGGGGLIQIPGIMSTFPNMS
                     
TATVIGTNKVSSIFGTASAAYTFAKKVKLQWKLLAVIAICALISSFAGAACLSLIPQS
                     
VLRPFVFVMLIVIAIYTLVKKNFGQVHTEQKITTKMLVLAGIGSLAIGFYDGIFGPGT
                     
GSFFIFFFIRFLQVDFLHASALSKIGNFMTNLAALSFLIPTGHAILHIGLMMAAANVL
                     GSIVGVRTALKYGSGFVRIIFLILVSILICRLGYQMFVTG"
     gene            129941..130384
                     /locus_tag="DSM_01921"
     CDS             129941..130384
                     /locus_tag="DSM_01921"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8YS92"
                     /codon_start=1
                     /transl_table=11



                     /product="DNA nickase"
                     
/translation="MNIFEALRESHENQRNLSEQLIQTHGLTEERKELFDALKNELYA
                     
HSVAEDRYLYIPLMFDDVGLDITRHALSEHHEMDELVEQLEKTDMSSPSWLATAKQLS
                     EKVHHHLKEEEHKFFQQAGKILKDSEKETLGNKYLKEYKKYKKQQ"
     gene            complement(130392..131252)
                     /gene="rhtA_2"
                     /locus_tag="DSM_01922"
     CDS             complement(130392..131252)
                     /gene="rhtA_2"
                     /locus_tag="DSM_01922"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AA67"
                     /codon_start=1
                     /transl_table=11
                     /product="Threonine/homoserine exporter RhtA"
                     
/translation="MQNLPIIAVLYMILSMVSYQISASFAKQLIAALDPLTVTILRLC
                     
FAAVIVAVMFRSWKIWSRLPYLKWRDLLMYCASLGLMNILFYTSLGKLPQGIAVGLEF
                     
IGPLGLALVSIKQKSEYIWVAFAMLGIALMVPWQDPTQHHFSYVGAACALGAGLCWAF
                     
YIYFGQKVVTQNIGMHALTIGITVSAIALLPIGIWYNGPALLDTQYWGKALLIAVLAT
                     
AIPYALDLMALKQLNKLTYGTLTSLAPALAALTGFLLLHEEISMLQWVALACVMLASI
                     GVTLRSKTAS"
     gene            complement(131344..132228)
                     /gene="rhtA_3"
                     /locus_tag="DSM_01923"
     CDS             complement(131344..132228)
                     /gene="rhtA_3"
                     /locus_tag="DSM_01923"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AA67"
                     /codon_start=1
                     /transl_table=11
                     /product="Threonine/homoserine exporter RhtA"
                     
/translation="MSSPSQKSQLHALGFLILAMLSVQSSASLAKVLFQNFPVLTVSA
                     
MRLCIGAFILAFIFQIWKINFSQVRWKAILSYGFALAGMNALFYLSLERLPIGIAVAF
                     
EFIGPLSVALYHAKQKYDFVWVTFAIIGLILLFPFNQAHSLDWIGVLFAMSAGACWAL
                     
YIIAGQKPSGISGNHTVCLGMTVGACILLPITFFSGSIGQVIELPYFFYFIGLAVLAS
                     
ALPFSLEMLALRNLTPLSFGTLMSLEPAVAALSGFIFLGEYLLWNQWLALATIITASV
                     GCTITTQRARQQREKTVS"
     gene            complement(132327..133559)
                     /gene="serA"
                     /locus_tag="DSM_01924"
     CDS             complement(132327..133559)
                     /gene="serA"



                     /locus_tag="DSM_01924"
                     /EC_number="1.1.1.95"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A9T0"
                     /codon_start=1
                     /transl_table=11
                     /product="D-3-phosphoglycerate dehydrogenase"
                     
/translation="MSQHLSLPKDKIRFLLLEGVHQNAVDTLNAAGYTNIDYRKTALE
                     
GEALKEAIKDAHFIGIRSRTQLTEEVFEAANKLIAVGCFCIGTNQVDLKAAMARGIPV
                     
FNAPYSNTRSVAELVLAETILLLRRVPEKSAACHRGGWDKSAVGSFETRGKTLGIVGY
                     
GSIGSQLSVLAESMGMHVIYYDAVTKLPMGNARQVGSLDELLATADVVTLHVPDVPST
                     
RNFFTKEQFAKMKEGAIFLNAARGTCVVIEDLADAIKSGHLAGAAVDVFPKEPKANGE
                     
EFQSPLRGLDNVILTPHVGGSTMEAQANIGLEVAEKFVAYSDKGMTLSAVNFPEIALP
                     
LTAGQHRLLHIHKNVPGVLSKINNLFAEQGINISGQSLMTKGDIGYLVMDVDASASQE
                     ALDMLHEVEGTIRVRVLF"
     gene            133939..135348
                     /locus_tag="DSM_01925"
     CDS             133939..135348
                     /locus_tag="DSM_01925"
                     /EC_number="1.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WIT1"
                     /codon_start=1
                     /transl_table=11
                     /product="putative FAD-linked oxidoreductase"
                     
/translation="MNAPVALTPELLTQLTAIVGENRIKTDADSLENWGKDHTKHFNP
                     
NPSVIVFPSTTEQVQEVVKLANQFNIAITPSGGRTGLSAGAVATNGEIVISMDKMNQI
                     
LEFFPADRMVRVQAGVVTEQLQNYAEEQGMYYPVDFASAGSSQIGGNIGTNAGGIKVI
                     
KYGMTRNWVLGLTVVTGKGDILRLNKGMIKNATGYALQHLFIGGEGTLGLVTEAEIKL
                     
ERQPQNLQVLVLGVPDFDAVMPVLHAFQKDIDLTAFEFFGELAMQKVLDRGHVQRPFE
                     
TQCPFYVLLEFEAPYEPIIDKAMEIFEHCMEQGWVLDGVMSQSLDQVESLWRLREDIS
                     
ESIAPFIPYKNDISVLITHVPAFIREIDAIVQENYPDFEICWFGHIGDGNLHLNILKP
                     
ENLTKDEFFAKCQVVNKYVFDTVKKYDGSISAEHGVGMTKKPYLEYSRSAEEIEYMKA
                     LKKVFDPKGIMNPGKLFDL"
     gene            135444..135812
                     /locus_tag="DSM_01926"
     CDS             135444..135812
                     /locus_tag="DSM_01926"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1



                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQRLFLISALCAGLMTGCATTSKLIPFVGSETPMQQVLKTQPEI
                     
VKEHNNTSVQQVFNRVESPTVSRITVIQTGLMDDSVSAIRTEYLFKLVDEKWQLQNKQ
                     KSYQCARGKGSKGFQMQLCS"
     gene            complement(135857..136171)
                     /gene="ygiN"
                     /locus_tag="DSM_01927"
     CDS             complement(135857..136171)
                     /gene="ygiN"
                     /locus_tag="DSM_01927"
                     /EC_number="1.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ADU2"
                     /codon_start=1
                     /transl_table=11
                     /product="putative quinol monooxygenase YgiN"
                     
/translation="MLTIIAEIRTQSGGQHRQNVLNAFQKIIPTVLAEDGCHGYEPLV
                     
DHISNASFQNKDPDIIVMLEKWESVAHLEAHLATPHMQAHHEAVKDDVVDVKIKILES
                     GV"
     gene            complement(136185..136772)
                     /gene="mdaB"
                     /locus_tag="DSM_01928"
     CDS             complement(136185..136772)
                     /gene="mdaB"
                     /locus_tag="DSM_01928"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AEY7"
                     /codon_start=1
                     /transl_table=11
                     /product="Modulator of drug activity B"
                     
/translation="MSNILVINGAKQFAHSNGELNDTLTTLATNHLTELGHEVKVTRA
                     
DSDYNAEAEVEKYLWADVVIYQMPGWWMGAPWTVKKYIDDVFTTGHGSLYANDGRSRS
                     
DTSKKYGSGGLIHDKKYMLSLTWNAPMEAFDDADQFFHGVGVDGVYLPFHKANQFLGM
                     STLPTFIVNDVIKMPDVDSYVEAYKAHLNTLFAAA"
     gene            137008..137373
                     /locus_tag="DSM_01929"
     CDS             137008..137373
                     /locus_tag="DSM_01929"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKIGLLMMYNLLILSACTPNTNPPTPQANSPIQAVLLDQPNLL
                     
NNASNLSISQQMNALEDPSNAQVTILQTEPSEDAVSKTRTEYLLKKDQTVWKIVNKKQ
                     SYQCTKGEETADFQVNPCP"



     gene            137743..138972
                     /gene="mdfA"
                     /locus_tag="DSM_01930"
     CDS             137743..138972
                     /gene="mdfA"
                     /locus_tag="DSM_01930"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AEY8"
                     /codon_start=1
                     /transl_table=11
                     /product="Multidrug transporter MdfA"
                     
/translation="MKNIQTTALNRTTLMFPLALVLFEFAVYIGNDLIQPAMLAITED
                     
FGVSATWAPSSMSFYLLGGASVAWLLGPLSDRLGRKKVLLSGVLFFALCCFLILLTRQ
                     
IEHFLTLRFLQGIGLSVISAVGYAAIQENFAERDAIKVMALMANISLLAPLLGPVLGA
                     
FLIDYVSWHWGFVAIALLALLSWVGLKKQMPSHKVSVTKQPFSYLFDDFKKVFSNRQF
                     
LGLTLALPLVGMPLMLWIALSPIILVDELKLTSVQYGLAQFPVFLGLIVGNIVLIKII
                     
DRLALGKTVLIGLPIMLTGTLILILGVVWQAYLIPCLLIGMTLICFGEGISFSVLYRF
                     
ALMSSEVSKGTVAAAVSMLLMTSFFAMIELVRYLYTQFHLWAFVLSAFAFIALWFTQP
                     RLALKREMQERVAQDLH"
     gene            complement(139009..141159)
                     /gene="yccS_1"
                     /locus_tag="DSM_01931"
     CDS             complement(139009..141159)
                     /gene="yccS_1"
                     /locus_tag="DSM_01931"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75870"
                     /codon_start=1
                     /transl_table=11
                     /product="Inner membrane protein YccS"
                     
/translation="MNNLTQLFNRFKANSILIYCLQILIVLTGTTLGLLWLGHNELIV
                     
PVTLGAIAAALTDFDDRLSLRLRNLLYVCLLFFTVSTILGFLAPYKFLFILYLSISSA
                     
CFILLGALGQRYATISFGTILLSIYSMFGLGEYAHWYQQPTYFVYGALWYGLTSILFF
                     
ILKPTLPLQDKLSQIFEEISALLQAKARLFDPDNKENVEQLLFELSLQNTQVAQSLNQ
                     
IRSSLLTRLKASRVSNKSIYWLNLYFFARDIHEQATSNYLHYEHIQQNFSRSDLIFRF
                     
QKNLRLQAQACHDLAQCILHNQQYQSSQESQIGLNHLESSLKDWIQQHPQNFEVKNLK
                     
LIFNNLKGMHEQFEQLQYAQPFNETLSQNKQEHLNLLDDDIQGFSDLVLKIRQQLTPQ
                     
SALFRHAVRIAVVFAAGYAISLLPFAQHGYWILLTSLFVCQITYFATKSRLKLRTIGT
                     
LLGVLLGIPILYFVPSIEGQLILTIICGVSFFYLRQKKYALATLMATLMVLLIFNLKG



                     
AGYSIILPRLIDTLLGCFIAWLAVNFIWPDWNFRNIPNNIKKSSQATFDYFNVIVEQY
                     
QHGKNQDIEYRRIRRAAHNAQIELSNMISSLSAEPNPNPELIHYAFRYLVYSHSQLSY
                     
VAALGSQRQKIDDQQVLQLLLDCQQILKQSLFEQALVNFNFLEQTLKQIQSLITHEHF
                     SENYTLVLKQMSLLLETLPELLSLKGKLLEHEIK"
     gene            complement(141352..141927)
                     /gene="sodC"
                     /locus_tag="DSM_01932"
     CDS             complement(141352..141927)
                     /gene="sodC"
                     /locus_tag="DSM_01932"
                     /EC_number="1.15.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AGD1"
                     /codon_start=1
                     /transl_table=11
                     /product="Superoxide dismutase [Cu-Zn]"
                     
/translation="MPVFNKIGAVCALTALLTVGCSTVSKTVSDTAHALTTMHTKKVV
                     
DVNEVTANGIGKKIGTISFQDSDKGLIITPALADLPSGTRGFHIHENPSCAPAVKDGK
                     
PGAALAAGSHYNPNQAPHHGTPTTGHLGDLPALVVDNTGVATTAVIAPRLKLADIQGR
                     AIMIHAGGDNYSDSPLPLGGGGARIACGVIK"
     gene            complement(142043..143161)
                     /gene="ydiK"
                     /locus_tag="DSM_01933"
     CDS             complement(142043..143161)
                     /gene="ydiK"
                     /locus_tag="DSM_01933"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFS7"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative transport protein YdiK"
                     
/translation="MHPYAPTLQRVLLFGLFFILIFLGFNILKYFIVPVLWAAIIAYM
                     
TWPIYLRIQHFFGENRNNLNATVMISLVILIVGVPFTCAIFILQHEGRNLYFDLQRQV
                     
FSGHLSVPDFIRNLPFIGKEISRTLNEINTDPNSTIQNIAAWVQSHLSYGRVLLNEIS
                     
KNIVKLCFAILSLFFFYRDGHTILTQVSKALEMVIGPRIHHYLDTISETTRAVVYGVG
                     
LTAIAQAVLAGLSYFVAGVPNPMVLTIATFLLALIPFGTPVSYLGVGLWLFSQGQTME
                     
AIGVILWGVLIVSSSDNVIRPLVISGATQIPFLLIMFGVLGGIASFGLVGLFIGPVIL
                     AVLLAIWREWLHETIDPEPMPKTTMIYDSDDDLPPSKN"
     gene            complement(143284..143880)
                     /locus_tag="DSM_01934"
     CDS             complement(143284..143880)
                     /locus_tag="DSM_01934"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTAITLATALAQKGYKVALADSDNQKSSLQWLKQRPDNVAVIQS
                     
LDWRQEKSIGDAPKNLDYLIIDAPGALSGDHAEQLVSEAHAIITPLQPSFFDIDSTRR
                     
FLKHLQDIKRIRKGKVQILLLANRVKPNSASSKDIQQFFEKIEHEPIAWIAERSAYGS
                     LAMQGLSVFDKPQKNFIAIQSQWQPLLNKLIEDKSEWF"
     gene            144087..144554
                     /locus_tag="DSM_01935"
     CDS             144087..144554
                     /locus_tag="DSM_01935"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSVWLAMLIGAGIGIIITTLILSNTRNGRIKAEYEQYIAELELE
                     
HQQALAQAQKRSVNTSRAVLKGKMAEQFAPVLPEFQYLPSDAKFMGDPVDYIIFDGYT
                     
DFRDGDGTADDIQIILLDVKSGGARLTKGQQAIAQAIKEGKVRFETLRIDFED"
     gene            144694..145257
                     /locus_tag="DSM_01936"
     CDS             144694..145257
                     /locus_tag="DSM_01936"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKQRLMIALLATLGMGSAFASTSSEYNIANGLLPVEKDQSISV
                     
LQPFQGNFRILGSKIYHNDEQAKFSPIDYAVSWGLFAQPEIARHISVKQYDRYLNWKI
                     
AKLPVPAEQAMQMVSNMHIIPANPEIAQQIKQVKRGDLVYLKGDLVEIKDKDLVWKSS
                     LTPTDTGDGACELFRVQSIHWVEKQNI"
     gene            complement(145307..145840)
                     /locus_tag="DSM_01937"
     CDS             complement(145307..145840)
                     /locus_tag="DSM_01937"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLKKTPHIILMSLLSSSLLLTACKKADEPAKTEQSHTSSSTDQV
                     
LEKLNERPVKKFPATADDAHDIALLEDYDRRFTEMSDEMENELAKMHEAGTLTAEFEQ
                     
KRTLDNVRSALTMLKDLDLKTEQGRYIQGLLYQYWENQEKNFSDKQASKDEQVKQLAD
                     YLQAQNQLKYWKASQQH"
     gene            complement(145856..146650)



                     /locus_tag="DSM_01938"
     CDS             complement(145856..146650)
                     /locus_tag="DSM_01938"
                     /EC_number="2.1.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WK01"
                     /codon_start=1
                     /transl_table=11
                     /product="putative methyltransferase"
                     
/translation="MTQSLHPAAQKGFSSAAELYQQVRPNYPVEIVSWLQDRLQIHEN
                     
STVIDLGSGTGKFLPYLKQTHANIIAVEPIGEMLQQLQQAYPDIKTIQAFSHNIPVND
                     
QQIDAVICAQSFHWFDNIETLTEIHRVLKPQGHLGLVWNQRDEGTDWVKALADFLLPL
                     
EGDTPRYHSERWKKVFEEQDLFTFDNLNTFSQSQHGTVEQVVSKRLLSTSFIAAMTEK
                     DQLQLKAQFEKIVYDFTGLGPQDQIVFPYITYAYHFQKSTSSNHRE"
     gene            146778..148055
                     /locus_tag="DSM_01939"
     CDS             146778..148055
                     /locus_tag="DSM_01939"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDKQIIFEDEHIRAIFLQGDSNTLVLSFGDLITRASGLSINAEK
                     
SLIKYQYSVIGVMPKQKSWFPKASMVELAKVILPIIQRFKNIVGYGGSMGGYAAIKYS
                     
NLLNMNRIIAFVPQYSIDPEQVEDRRYAEFFDAVANKDMQIQLQDVDASREYIIVYDP
                     
YFSIDREHYLKIKEILPSLHTIHLPFTGHEALSVLASSSLLHDFIEHEFDETYFYQQV
                     
RKIKKQSKFYYRNVLANVLTYHDSMLLKILRQNDFQLDERYLDNALKQAVSRSLIKTK
                     
QATEQDFQKLGIKIQYSQQAENPKKGFKNQFNAILVFNLINLKLETYAVDVVLANPSY
                     
LIPIVAEHTGVVQIELNNELYLLGMNDRKIIKLFKQGDALTSDMSPFVIKQYSDFFAL
                     SYKQLNLNCDEQGVCDYVESSIQPSQQFVLTSY"
     gene            148469..149902
                     /gene="rocC_2"
                     /locus_tag="DSM_01940"
     CDS             148469..149902
                     /gene="rocC_2"
                     /locus_tag="DSM_01940"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39636"
                     /codon_start=1
                     /transl_table=11
                     /product="Amino-acid permease RocC"
                     
/translation="MQSLNYRNNDASQHGSSAPLKRAMSTRHLVMISLGGAIGTGLFL



                     
GSGDVISQAGPIGAIISYFLGGLIAYTVMLCLGELAVHVPESGSFGEYARRYIGPGTG
                     
YMITWLYWLTWTATLGTEFTAAALLVQEWFPSTSVWAWTLFFGALVFFLNVSSTRLFA
                     
ESEFWLALVKVITIICFIGLGLLAIFGFIPYQGHETAPLFSNLTAHGWFPNGLFPIFA
                     
TMLIVNFAFSGTELIGVAAGEAENPAKTVPKAINAAIWRLLIFFVGTIVVISSLLPYH
                     
LAGLSANDVSSSPFVTVFNYIGIPYAEDIIRFVIITALLSAANSGLFAASRMMWSLSA
                     
KNQLPKIFAKLTPSGTPIIAIIVTMFGAIPGLLSEQFAPETIFKNLLGVAAFTMVVVW
                     
IAICISQFNFRRQWYKSGKTVKDLRFAAPLFPLTPIVGGLFCIVTCISMVFDPSMQVG
                     FICCIIFILLCYVSYFIFYRKKDIAQN"
     gene            150938..152209
                     /gene="gdhA_1"
                     /locus_tag="DSM_01941"
     CDS             150938..152209
                     /gene="gdhA_1"
                     /locus_tag="DSM_01941"
                     /EC_number="1.4.1.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P96110"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutamate dehydrogenase"
                     
/translation="MSDLSYVNEHSDAWQTYLAQIDRVAPYLEHLADYIDTLKRPKRA
                     
LIVDVPIVMDDGSIQHFEGYRVQHNLSRGPGKGGVRYHPNVDLNEVMALSAWMTIKTA
                     
VLNLPFGGAKGGIRVDPRKLSNRELERLTRRYTTEIGHIIGPQKDIPAPDVGTNANIM
                     
GWMMDTYSTSQGHTVTGVVTGKPVHLGGSLGRVKATGRGVFVTGREVAAKINLPIEGA
                     
KVAVQGFGNVGSEAAFLFVESKAKITHVQDHTGTIFNADGIDLVALRDHVNANQGVGG
                     
FAGAQAIADEDFWTAEVDIIIPAALEGQITVERAEKLKAKLILEGANGPTYPKAEDVL
                     
VERGIVVVPDVVCNAGGVTVSYFEWVQDMASYFWSEEEINERLDKLMVQAMDDVWNTA
                     NKNACTLRTAAYILACERILKARKERGIFPG"
     gene            152354..153568
                     /gene="astC_1"
                     /locus_tag="DSM_01942"
     CDS             152354..153568
                     /gene="astC_1"
                     /locus_tag="DSM_01942"
                     /EC_number="2.6.1.81"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77581"
                     /codon_start=1
                     /transl_table=11
                     /product="Succinylornithine transaminase"



                     
/translation="MEQPISVTRSNFNDWMVPVFAPANFIPVRGEGSRIWDQENKEYI
                     
DFAGGIAVNALGHAHPVAVNALTEQAKKLWHVGNGYTNEPVLRLAKQLTENTFADKVF
                     
FCNSGAEANEAALKLARKVGLDSGVAGKSGIVAFNNAFHGRTLFTVSAGGQPKYSQDF
                     
APLPNGISHVAYNDLEAAKAVINEQTCAVIVEPVQGEGGVIPADIEFLKGLRELCDQF
                     
GALLIFDEVQTGVGRTGALYAYMNYGVIPDVLTTAKALGGGFPVGAMLTTDKFAPHFS
                     
VGTHGTTYGGNPLASAVAGAVFEFINTPEVLEGVKHRHQYFLDALNTLNAEYQVFDEI
                     
RGQGLLIGCVLKAEYAGKAKDITTWAGEEGLLALIAGPNVVRFTPSLIIPEQDIDEGI
                     ARLKRALAKLAK"
     gene            153587..154618
                     /gene="astA_1"
                     /locus_tag="DSM_01943"
     CDS             153587..154618
                     /gene="astA_1"
                     /locus_tag="DSM_01943"
                     /EC_number="2.3.1.109"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AE37"
                     /codon_start=1
                     /transl_table=11
                     /product="Arginine N-succinyltransferase"
                     
/translation="MMIVRHAEFRDLEDIYKLAGKSGVGLTSLPQNMDTLSARISRTR
                     
NTLNGNVHKSEQGYLFVLEDTEAQRVIGVSAIEVAVGLIEPWYNFHVGTQVHASKALN
                     
VYKSLPTLFLSNDRTGSSELCTLFLDPERRENQNGKFLSKIRFMFIAAFKQYFEKKLI
                     
AEMRGYSDENGCSPFWDAIGHHFFNMDFSTADYLSGIGQKVFIAELMPRFPVYVDLLP
                     
KDAQEVIGKMHPHTLPAYHVLESEGLRYQGYVDIFDAGPTIEANIDELRAVKESQLLN
                     
VKITNEATVGKTQYLVANDNYHDYRAMLLKLDLVDNTLNLTHEQAEKLGVQEGHAVRV
                     LSLNPMEVS"
     gene            154618..156087
                     /gene="astD"
                     /locus_tag="DSM_01944"
     CDS             154618..156087
                     /gene="astD"
                     /locus_tag="DSM_01944"
                     /EC_number="1.2.1.71"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76217"
                     /codon_start=1
                     /transl_table=11
                     /product="N-succinylglutamate 5-semialdehyde
                     dehydrogenase"
                     
/translation="MSNSLFINGVWLQGSGTTFVKTNPVDNQTVWSGAEATASDVEKA



                     
CQAARTAFPAWARLPFAERVAIVEKFAVLLEENKKPLAEVISQETSKPFWETLTEVQS
                     
MIGKVAISIRAYHQRTGESSTEMADGVASLRHRPHGVLAVFGPYNFPGHLPNGHIVPA
                     
LLAGNTVVFKPSELTPWTAEETVKLWQQAGLPNGVMNLVQGGRTTGEALAASHEIDGL
                     
LFTGSANTGYHLHKQMAGAPEKILALEMGGNNALIIDEIENMDAVVNLTIQSAFVSAG
                     
QRCTCARRILVKNGAQGDAFIQRFVEVAKNLKVGRWNDEQQPFMGGVISSAAATNMMN
                     
AQQKLLELGARSLLPMTRPQEDSSLLTPGIIDVTGVAGIPDEEYFGPLTTIQRYDSFD
                     
EALKIANATRFGLSVGLVSPKRELFDDLLIEARAGIVNWNKPLTGASSAAPFGGVGAS
                     GNHRASAFYAADYCAWPMASLESESLTLPEKLSPGIVLP"
     gene            156105..157448
                     /gene="astB"
                     /locus_tag="DSM_01945"
     CDS             156105..157448
                     /gene="astB"
                     /locus_tag="DSM_01945"
                     /EC_number="3.5.3.23"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76216"
                     /codon_start=1
                     /transl_table=11
                     /product="N-succinylarginine dihydrolase"
                     
/translation="MKGYEVNFDGLVGPTHHYAGLSFGNEASTKNRNNLSNPKLAAKQ
                     
GLLKMKALADMGMKQGVLAPHERPHVPMLRRLGFTGDDISVVAQAMRYSPELLSSLSS
                     
ASPMWTANAATVSPSADSQDERVHFTAANLNNKFHRSIEAETTSQVLQAIFKNERHFV
                     
HHEALPQVALFGDEGAANHNRLGGDYAKRGVQVFVYGQQHLNNGLPGPKRYPARQTRE
                     
ASEAIARLHRLDEAHTVFVQQNPDVIDQGVFHNDVIAVSNQQVLFHHQHAFLNQDQAF
                     
AEIRQKMASIGEDFISIEVPENRVTVDDAVATYLFNSQILTRPDGGMTIVVPEESRQN
                     
AAVWSYLNDMIQMGTPIDAIQVYDLRESMRNGGGPACLRLRVALNETELNAVNPKVLM
                     
NDQLFMTLNQWVDKHYRDRLAQEDLADPHLLMESRMALDELTKILGLGSVYPFQK"
     gene            157461..158435
                     /gene="astE"
                     /locus_tag="DSM_01946"
     CDS             157461..158435
                     /gene="astE"
                     /locus_tag="DSM_01946"
                     /EC_number="3.5.1.96"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8ZPU8"
                     /codon_start=1
                     /transl_table=11
                     /product="Succinylglutamate desuccinylase"



                     
/translation="MQDFLALTLQGEQPATREGKQANFSWRWLGEGLLECTPHAQYDK
                     
AVVLSAGVHGNETAPIELLSHLCTDLFAGRLKLAVRLLLVLGNPYAMRQGKRYVHDDV
                     
NRMFCGGYKNLPVTEESKRAEVLEQTVATFFQESSSQAKRYHYDLHTAIRASLLPTFA
                     
LFPYQTHGYDADLTASLEAADLDALVYHNAIGKTFTHFTSENFKAASATLELGKALPF
                     
GQNDLSQFASIDEVIRNVVSEQALPVRNKPKIRVFQVSDSLIKKDEEFHLNLSAEAPN
                     FSTFTKGEIIATQPSGNYVVEQDQVWILFPNPNVKIGLRAGLVLTETI"
     gene            complement(158497..159258)
                     /locus_tag="DSM_01947"
     CDS             complement(158497..159258)
                     /locus_tag="DSM_01947"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKMMKTAIVTASVLASASIFAQSAGVNAGASAQVNVQPGGLVSG
                     
VANTVKNTAHTVGNTAKHAGHVAADTTVKATKKTTGKVTELSSKAATGTKHVASEAVT
                     
GTKHFATEAATGTKNLATKAATGTKNLAVEAKADTKAHLDAVKTKVAEKQADQKEFTA
                     
EKQADAQARVDAVKARVAQNQAEQKEFVADTKADAQAKLNAAQPAHGVNAQTGVNVGV
                     NVAGINANANVNAGAQATTQKGEKKSFIKGLFGTN"
     gene            159848..160159
                     /locus_tag="DSM_01948"
     CDS             159848..160159
                     /locus_tag="DSM_01948"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MMKIIASLLVIVGLIAVVLYFKPTSGASDVFNSALHETNSPQPD
                     
TSSSLSKLKEPTQPKNVSLNSNHSQSVSADTVPFYDTKSDPSIQPIDPEKDPANEIKA
                     K"
     gene            160195..161550
                     /gene="aprE"
                     /locus_tag="DSM_01949"
     CDS             160195..161550
                     /gene="aprE"
                     /locus_tag="DSM_01949"
                     /EC_number="3.4.21.62"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P04189"
                     /codon_start=1
                     /transl_table=11
                     /product="Subtilisin E"
                     
/translation="MQSKTLFLLGLCTIFSTTASALPLDSKGAKQRLTQAAKQKVFQG



                     
KIDLDALVSNDSNDLIVEYNIPSSSVPSGLERRSYIATNKKNLQTRFNRAGGVQVLRD
                     
YNNLPLAFYRISNREALVSLLNDPNVKAVYPNRINRTTTTESLPLINQPQANTNGFTG
                     
EGSSVAVLDTGVNYLHSDFGCTAVNTPSSTCRVVYSFDSAPDDGTLDDDGHGSNVSAI
                     
VSKVATKTKIIGIDVFRKVRSQGKWVSTAYDSDILAGINWAVNNAQTYNIKAVNLSLG
                     
VPGVKYTSECSDSSYGTAFANARAAGVVPVVASGNDAFPDGISSPACVAGAVRVGAVY
                     
DSNIGGVSWGNPVKCSDPTTAADKVACFSNGGSLVTLLAPGAMITAGGYTMGGTSQAT
                     
PHVAGAIALLRANSVSPTESIDQTISRLKATGKPITDSRTGLVFPRIDLLAATNGLTV
                     N"
     gene            complement(161650..162081)
                     /locus_tag="DSM_01950"
     CDS             complement(161650..162081)
                     /locus_tag="DSM_01950"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNSQKLLFSTLCCLALTACATTAPLSSYPQAQVLEQDTNIEAYP
                     
TTTGNVAKLIKHDKQACMIEFTGYLGGGQVTEHWIFNNKGLISAQSFTEQYPDSSGIL
                     SQATNSTTKSSTTFNIQDPEIQNNFKKLQSNFSKDNLAKCD"
     gene            complement(162176..162595)
                     /locus_tag="DSM_01951"
     CDS             complement(162176..162595)
                     /locus_tag="DSM_01951"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKAIKILCITSSILVSSSLFAETPQPQQVNEATSKTMPYGDNPS
                     
LGRVLLYKTGKGIQNLGDSIQGASEKTSNKISEKWKDTKEFTAEKAEVVQQKADTAKV
                     FTEQKIEQAKQNITSSRNGENIPIEQGELSKSSTTAN"
     gene            complement(162744..163610)
                     /gene="gltR_3"
                     /locus_tag="DSM_01952"
     CDS             complement(162744..163610)
                     /gene="gltR_3"
                     /locus_tag="DSM_01952"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P94501"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator GltR"
                     
/translation="MDITQLKMFQTVVECGTMAKASLQLHCVPSNITTRIKQLEEELG



                     
APLFYREGKALKLTPSGEIFLDYCHKILALCDEAKRSIHPDAPPSGPLKIGAIESSAT
                     
TRLPNLLAKYHQRYPEVSIQIITGTWKQLLVDISQHKLDGAIVAGNIEFPMLNKLSIY
                     
QEDMVLIASHSLGEIRCQEDLIGKEIFMWTEGCPYRAALEEWLKLKNISLPITSITSY
                     
ATIIGCVSAGSGVALVPKSIYEQYKNLAHIQSYKFEYLAFMQNHFFWHKNVSNHKARD
                     MFIELIKSEFCL"
     gene            163719..164618
                     /gene="yhbE"
                     /locus_tag="DSM_01953"
     CDS             163719..164618
                     /gene="yhbE"
                     /locus_tag="DSM_01953"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AA73"
                     /codon_start=1
                     /transl_table=11
                     /product="putative inner membrane transporter YhbE"
                     
/translation="MAISLAAETQPPAFKLYLCIAVTVFCWGYSPIGVHSALHSYTPQ
                     
HIALLRFLIASVFLLLLVMKKGIQLLKWKDVPALAVLGFFSVTLHHLLINTGQQYVTA
                     
VASSILSQSIPLFTFIISALVFKEHIRFKQWLCILLGLCGAVLVVSGDHGFGMPSPYS
                     
LLIVLAAIAWGIYFNLYKKFALNYDALSMMCYIIWFGTLPLLFYSAHLPSEILHATWQ
                     
ANMSVVLLGVFPSAMAYVLWGYVLKNMPLTIASNFLYCSPIVAMSLAVLFLNEKPSMM
                     VLLGGVIIVGSLVWMNWGRKKGV"
     gene            complement(164641..165603)
                     /locus_tag="DSM_01954"
     CDS             complement(164641..165603)
                     /locus_tag="DSM_01954"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSKLSQTQKVAEFLKTYPNKKFNAREIAESIIQKYPEDYDQKRK
                     
NNRFESEADFLQQIVREISSGAKTNILKISPHIHLQDQPRPRQFWFDPHTIYEANHNI
                     
NSDISESLLDSLEPEINLPIIKSGNLSEHDLYPILTEFLKSELNLYCLRIDEKRSKNS
                     
RGQNGNQWLHPDIVAMQPLDRHWNEPVKSCVKHGSGQNVRLWSFEVKKELNSTNIRSS
                     
FFQAVSNSSWANEGYLVATSISTSDVEDELRMLSALHGIGVILLTPENPTESEILLPA
                     RRRTEVDWQSINRIVNENADFKNFIELVSIYYQTGRIRTQDWNH"
     gene            complement(165682..167751)
                     /gene="glyS"
                     /locus_tag="DSM_01955"
     CDS             complement(165682..167751)
                     /gene="glyS"



                     /locus_tag="DSM_01955"
                     /EC_number="6.1.1.14"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P00961"
                     /codon_start=1
                     /transl_table=11
                     /product="Glycine--tRNA ligase beta subunit"
                     
/translation="MSKHTVLFELGCEELPPKSLKTLRDALQAETVKGLNEAGLDFAS
                     
VEAYAAPRRLALKIVDVDAAQADTQKRFDGPAVQAAYDAEGKPTKALEGFMRGQGITV
                     
DQLSTFQAGKVEKVCYLKDVKGQSLDALLPQILQTALDNLPIAKRMRSAASRTEFVRP
                     
VKWVVLLKDDQVIEATIQDHKAGNVTYGHRFHAPEAVTLAHANDYLAALEKAYVVANF
                     
EKRQATIQEQVKKLADEVNATAIVPADLLDEVTSLVEWPVALRATFEERYLAVPQEAL
                     
ITTMQDNQKYFCLINAEGKLQPYFITVSNIESKDPTQIIEGNEKVVRPRLSDAEFFFL
                     
QDQKQPLASRKEKLANMVFQAQLGTLWDKSTRIAKLAVALSSITGANPADAEKAALLA
                     
KCDLTSELVGEFPELQGIAGTYYARIEGENTEVSEALGEQYLPKFAGDVLPKTKTGTT
                     
IALADRLDTLVGIFGIGQAPTGSKDPFALRRSAIGILRLIIENELDVTIEELVNLALQ
                     
GYGDIVKDHDKTRADAVAFLEGRYRAKYEDQGVAVDVLQAVQALAPKSPLDFDKRVNA
                     
VNHFRTLPEAAALAAANKRVANILAKEAAPEGSVVEANLVEDAEKALFAELQAVTPVV
                     
EPLLAAKDYTAALSKLAALRAPIDAFFDGVMVMADDADLKANRLRLLAQLRNLFTAVA
                     DVSVLQG"
     gene            complement(167751..168728)
                     /gene="glyQ"
                     /locus_tag="DSM_01956"
     CDS             complement(167751..168728)
                     /gene="glyQ"
                     /locus_tag="DSM_01956"
                     /EC_number="6.1.1.14"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P00960"
                     /codon_start=1
                     /transl_table=11
                     /product="Glycine--tRNA ligase alpha subunit"
                     
/translation="MSRAISHIDTFQGLILALQNYWAEQGCVVLQPYDMEMGAGTFHT
                     
ATFLRALGPETWNAAYVQPSRRPKDGRYGENPNRLQHYYQFQVVLKPNPDNIQQLYLD
                     
SLKAIGIDTLTHDIRFVEDNWESPTLGAWGLGWEVWLNGMEVTQFTYFQQVGGVECYP
                     
VTGEITYGLERLAMYLQGVDSVYDLVWTKGQFGTVTYGDVFHQNEVEQSTYNFEYAPV
                     
DKLFELFDFYESEANRLMEAKLPLPAYEQVVKASHTFNLLDARGAISVTERQRYILRV
                     RTLARAIAQSYVQARAELGFPMAEPHLRDEVLAQLKAQAESEAAKAEKN"



     gene            169098..170282
                     /gene="tetA"
                     /locus_tag="DSM_01957"
     CDS             169098..170282
                     /gene="tetA"
                     /locus_tag="DSM_01957"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P02981"
                     /codon_start=1
                     /transl_table=11
                     /product="Tetracycline resistance protein, class C"
                     
/translation="MNRSLFIIFATIALDAIGIGLIFPILPLLLQDMTHSTHIAVYMG
                     
ILASLYAAMQFIFSPLLGALSDRWGRRPVLLISLAGSAVNYLFLTFSHSLILLLVGRI
                     
IAGITSANMAVASAYIVDVSQENNRAKYFGLINAMFGAGFIIGPVLGGFLSEYGLRLP
                     
FFAAAILTGLNLLFAYFVLPESRKETLENKQLSTLNPFKIFAGISSIRGVLPLVTTFF
                     
IFSAIGEVYGVCWALWGHDTFQWSGFWVGLSLGAFGLCQMLVQIFIPSHASRLLGNRN
                     
AVLAGIACSCLALAVMAFAQNGWMIFAIMPIFALGSMGTPSLQALASQKVSAEHQGQF
                     
QGVIASTVSMASMIAPMFFSTLYFQFQEKWPGAIWLSVILIYLITLPIILYSTRPVVQ
                     QR"
     gene            170441..171718
                     /locus_tag="DSM_01958"
     CDS             170441..171718
                     /locus_tag="DSM_01958"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSRLICLIAFGKKLQILADAAKYDVSCSSSGSDRKNKNKGLGDA
                     
SHSGICHSYTEDGRCVSLLKILFSNVCIFDCAYCVSRRSNDVQRAAFTVQEVVDLTIN
                     
FYRRNYIEGLFLSSGIFKSADHTMERMLQVVKKLRLEENFNGYIHLKTIPGASPELIH
                     
EAGLYADRMSINLEMPTEIGLKTFAPEKSHQEVQKDLGLVRDRLIQLKDERQIIKHVP
                     
KYVPAGQTTQMVVGAHQESDQDVLFMADKHYKEFKLKRVYFSGYIPINNENNYLPAVG
                     
SAPPLLRENRLYQSDWLMRFYGFEVNEIVNEKHPNLELDVDPKLSWALRHPEQFPVDL
                     
NRADYQMILRVPGIGVKSAKKIVQARRFGKIHIDLLKKLGVAYQRAKFFIRCEDSPKF
                     QKELSSSFIRQQILMQGSSKYVQQLSPQLSLGF"
     gene            171721..172518
                     /locus_tag="DSM_01959"
     CDS             171721..172518
                     /locus_tag="DSM_01959"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1



                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFNEEVAYYFDGSMVGLLSCVFRAFQFKELQVRLCLNDAAQHGL
                     
FADKIEVSNNEQHAERVWSALQKKLSSSSLRQFYFASLSESLDAYQHLFNYCIYVFSS
                     
HSSVEKDYSHPSVLAIAQWTKKVGREKHRMEAFIRFKKTKDELFLSLVRPDFNVLPLI
                     
QPHFKRRYQDQRWLIYDEQRKFGLYYDLREIHEVSLEASDVDRNLKNGMSQSFQLELD
                     EQEVLYDQLWKDYFKSVNITERQNIKLHVQYLPKRYWRYLNEKLIEY"
     gene            172651..173751
                     /gene="hrp1"
                     /locus_tag="DSM_01960"
     CDS             172651..173751
                     /gene="hrp1"
                     /locus_tag="DSM_01960"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WJA2"
                     /codon_start=1
                     /transl_table=11
                     /product="Hypoxic response protein 1"
                     
/translation="MSVIQPEWLQILKPNFKVLPLKERLLCGVGALCGLAISSLISWY
                     
VLGGINAWYIAPMGASSVLLFAVPTSPLAQPWNVIVGNTLAGIIGVACAQWIPDLTTA
                     
FSVAVGFAIFLMMTTDSLHPPSGAVAITAVLGGAAIHKLGFYFVFYPVLLNSLLLLGF
                     
AVFFNRLIGRHYPVTAHLNERSKDPTPTQKVSIQPKDIEYALEHHTELLDISQYDLEK
                     
IILEAQEHANERMVNQYTCQDIMSRDVIKLHENDDIHQALDKFKQENLMSLPVVNADN
                     
HLVGTLALYEVVEWFKGATDPRNSWQHYVRQIMSRRVVTVLPTQPIQDLVPYFVEKSF
                     NYIPVVEERKLIGIISRADMIAALQQQLNRKL"
     gene            complement(173821..174075)
                     /locus_tag="DSM_01961"
     CDS             complement(173821..174075)
                     /locus_tag="DSM_01961"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MANSGLYRSNRQSMIAGVMGGIAERFGWNANLLRIIFVLVSIMS
                     AAFPGILVYLVLWLVIPKKQPEQVQGYQQPVRTVREEQIH"
     gene            174320..174976
                     /locus_tag="DSM_01962"
     CDS             174320..174976
                     /locus_tag="DSM_01962"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MMYMSLKWSGLLIKHLGVAAILCMGLSACDVNHADSKDHSAVAT
                     
TSRHEDSLIKSTTKVKTLDDAAGRTFLPEGVPDQTSKLSEADQQYAGRYHTRISCEDN
                     
FADCETGEAEYILNLLPDGTAYWNVVHFGRVGSKDGSKSAVINQLCPSLKWKVEPAAH
                     
ELTIQCPLSDVNFYFDIDAKQRLVVNLEKLFYSDFGKNREFLEQNYFVPTKAYVLDKE
                     "
     gene            complement(175048..176871)
                     /gene="dmdC_3"
                     /locus_tag="DSM_01963"
     CDS             complement(175048..176871)
                     /gene="dmdC_3"
                     /locus_tag="DSM_01963"
                     /EC_number="1.3.8.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q5LLW7"
                     /codon_start=1
                     /transl_table=11
                     /product="3-methylmercaptopropionyl-CoA 
dehydrogenase"
                     
/translation="MPAYKAPLHDIRFLMNEVLDYPAHYKTLSNGESADPDTVDMILE
                     
GAADYCENVLSPLNQSGDEEGCHFDNGEVKTPKGFKEAYDQFVMGGWQGLSYPEEFGG
                     
QGLPMSLNLIKSEMMGTANWSFTMYPGLSSGCMNTILQFGTDEQKQTYMPKLVEGTWS
                     
GTMCLTEPQCGTDLGQVKTKAEPQADGTYKISGTKIFISAGEHDLTENIIHIVLARLP
                     
DAPAGTRGISLFIVPKFIPTADGGVGERNTVSCGSIEHKMGIRASATAVLNFDNATGY
                     
LIGEVNKGLHAMFTFMNTARIGTAVQGIAHAELSFQGALPYAKERMSMRALSGKKDPD
                     
KVADAIIHHADVRRMLLTQKAIAEGGRSMIYYAAQLADKMTDALTRGDQAAFEDYDDK
                     
LGFYTPILKGFLTELGLEAANHGMQVYGGHGYIKEWGMEQIVRDARISTLYEGTTGVQ
                     
ALDLIGRKVLLSSKGKVVREYTAEILKFCAAHARNKYLRRFAWDLTKLCAQWNTLTVR
                     
IMLAARKDRDIVSSASVDFLMFSGYVMMAYFWAQQAVVASEKLEAGNGQETPEFYKAK
                     IKVADFYFDRLLPRAQGHAESMVTTSRTLTSLPAEHFSFDY"
     gene            177130..179433
                     /locus_tag="DSM_01964"
     CDS             177130..179433
                     /locus_tag="DSM_01964"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MHLKYLSLCLFSLGLTACAQHGVRPQVASASLEQKAIQSVNAMY
                     
EYPSYDYRGNFKITVDPSQIKQNVKAENTAKLDAELQKKVDQYLREQKVALSKAQKQT



                     
LYAAIANEQGDLGLTSSARSEKINTVLFNLLNDLQFSYDGSIHYRQKMGSFNLTARYE
                     
KPTLLVQAKLPMVLDLENYKFYINYFGLMPYLVNKDNQNNLAYVDFSKYKAFFKNVDQ
                     
KKFIEYLKASSAVSYRLAEPQNLQRVSLTEADRKAGAVERIRLKTTVEQLLLEVDLFG
                     
QVNEKYLQKSVLGLDEEKLAETLAAEIAASDAKKGTAGKEEQKVSSDDAAAVSQQLYS
                     
LVNAHLGNTSTSEDEEVEPASSEEASDVAVAETEQTSENEEVVALTEDQCIELKSLKK
                     
PVALGDINYCQIYGIDVLDQSDTSIQKAQIKSRQDALKQTFEAYNQNQFINDEAFKAL
                     
WLKHKDEIEQALPKQRNPITIDVALDDKGRAVNMDYDVDYTPAEFKHRFNIKADMQIL
                     
NYGKATSIDQQQLKQAKSVAEASKGSMLENFIKGFSEKLGQSDVSEHPVGTHSDVQDL
                     
DANLAVLADKTYDATHAYDKTYKAVFIAKLTAEKPSYIKYYSVQQLQEIAEVYAYWFS
                     
DEDTYNPQGKALERITALQKKHHLEQDDQFDHELGRAVDHIVLTTIQGKTGCEAWQKL
                     
QKQYKQPAQLFSKQYQLEFEKQNGVSAEEKHLLSETADILGNVYVAARKKQLSEKTIQ
                     NLKPEHNEFIDYEIFREVYKQMVAARK"
     gene            complement(179480..180268)
                     /gene="aroE"
                     /locus_tag="DSM_01965"
     CDS             complement(179480..180268)
                     /gene="aroE"
                     /locus_tag="DSM_01965"
                     /EC_number="1.1.1.25"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P15770"
                     /codon_start=1
                     /transl_table=11
                     /product="Shikimate dehydrogenase (NADP(+))"
                     
/translation="MTKQFAVIGNPIEQSRSPELHHAFAEKTGVDLNYQKRLAPLDGF
                     
ESSMRSFFAEGGSGMNVTVPFKEQAFALCDVLTDRAQIAKAVNTLWMENGKLHGDNTD
                     
GQGLVAAIQALEWNLENTTILILGAGGATRGVIYPLVQAGAQKIVIANRTLARAEQLV
                     
DDLKTAVPQAQLQAISLNDLEGDFDIVINATSASLSGDALQLPEKLKFKYAYEMAYGK
                     PSSFLDQAKQRNVPYAEGFGMLVGQAIEAFSIWNNVRPQLKDFL"
     gene            complement(180442..181392)
                     /gene="hemF"
                     /locus_tag="DSM_01966"
     CDS             complement(180442..181392)
                     /gene="hemF"
                     /locus_tag="DSM_01966"
                     /EC_number="1.3.3.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P36553"
                     /codon_start=1
                     /transl_table=11



                     /product="Oxygen-dependent coproporphyrinogen-III 
oxidase"
                     
/translation="MQHPTSTDIQRVREFLLDLQARICAGLEQQEKAGGGTAEFIIDD
                     
WERPEGGGGRSRVLQNGTVIEKGGVMFSHINISKLPASATERHPQIAGAKAQALGVSL
                     
VIHPKNPNIPTSHANVRLFVAEREGQDPIWWFGGGFDLTPFYPDDQDVLNWHQAAYDL
                     
CKPFGDNVYAEHKKWCDDYFYLKHRDEQRGVGGLFFDDLNCWDFETCFKYIQAVGNGY
                     
LNAILPIFEKHREQPYTEAQREFQLYRRGRYVEYNLVYDRGTLFGLQTGGRIESILVS
                     LPNLAAWSYRPEWDEDSPEKRLTDYYLKPRDWLGLEEKVA"
     gene            complement(181520..182122)
                     /gene="ribA"
                     /locus_tag="DSM_01967"
     CDS             complement(181520..182122)
                     /gene="ribA"
                     /locus_tag="DSM_01967"
                     /EC_number="3.5.4.25"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7I7"
                     /codon_start=1
                     /transl_table=11
                     /product="GTP cyclohydrolase-2"
                     
/translation="MPIEFIATSKLPTAFGEFNISVFQDPATGEEHVALSKGLENPPT
                     
GPVLVRVHSECLTGDAFASLKCDCGPQLQATQKLINEAGQGVILYLRQEGRGIGLTNK
                     
IRAYALQDQGHDTVDANLLLNLPADARRYDMCSIMLDHLKVKEVKLITNNPLKIQALK
                     DQGINVVDRVPLTVGRNPFNEQYLKTKRERMDHLYQKDDF"
     gene            182426..184330
                     /gene="dxs_1"
                     /locus_tag="DSM_01968"
     CDS             182426..184330
                     /gene="dxs_1"
                     /locus_tag="DSM_01968"
                     /EC_number="2.2.1.7"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9KGU7"
                     /codon_start=1
                     /transl_table=11
                     /product="1-deoxy-D-xylulose-5-phosphate synthase"
                     
/translation="MLYTEIPTQRPVTPLLDAIDHPQQLRQLEHSQLLQVADELRQYI
                     
LYAAGQSGGHFGANLGVVELTVALHYCFNTPNDRLVWDVGHQAYPHKILTGRREQITT
                     
IRAKNGLAAFPAREESVFDTFGVGHSSTAISAGLGMSLARRYQKDPCEVVCIVGDGAM
                     
TAGMAFEAMNDAVAHDADLIVVLNDNDMSISCSTGGFAKHLAAIWEKGHLVNVNEHGE
                     
AYIQPHPKWTYNSRLHQSATDAADNLFKAIGFDYFGPFDGHDVTQLVQVFNALKKRKG



                     
PRLVHVYTKKGKGFAPAEADPITYHAIGKINAASGGKTPPKYSDVFGEWLCDEAAQDE
                     
RLLAITPAMCEGSGMVKFAKQFPQRFFDVAIAEQHAVTLAAGMACEGLKPVVAIYSTF
                     
LQRGYDQLIHDVALQNLDVTFGIDRAGLVGEDGPTHAGAYDYAYMRTVPNMVIMAPKD
                     
ENECRQMLHTAYAYNGPAAVRYPRGAGVGVEIQKEMTVLELGKAEIVAEIKANSDEQI
                     
TVLAFGSRVMVALEAAEQFAQKHEVSVCVVNMRFVKPLDEQMIRDLAEHTHLFVTVEE
                     
HAIMGGAGSAVNEFMAQEQIVKPIINLGLPDSFLHQATHNQMLQDCGLDAKGILNSIE
                     RAWLKVNQVV"
     gene            184402..185283
                     /gene="suhB"
                     /locus_tag="DSM_01969"
     CDS             184402..185283
                     /gene="suhB"
                     /locus_tag="DSM_01969"
                     /EC_number="3.1.3.25"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ADG4"
                     /codon_start=1
                     /transl_table=11
                     /product="Inositol-1-monophosphatase"
                     
/translation="MHYSLSKSSNLYCSGCSMEPMVVMAARAAQTVGQELLKAHQNRH
                     
KLDLQVEEKGIDGPVTRVDRYLEQLTIDTLRKSYKNHSFLGEEFGLQEGKGHDADWCW
                     
VIDPLDGTQNFINGFPHFCISIAVQHKGVTQHGVIYDPVRDELFSASRGRGAVMNQRR
                     
IRVNVKDSLENTFLAVGHPYRAKRAGEIVSYAEQHFASLLAVTQAGAQIRRGGSAALD
                     
LAYVAAGRFDGFFELGLKPWDIAAGELIIKEAGGVVVDARGGNDSLENGQVIACSLKM
                     LKPLMQTVVPAWDKAAK"
     gene            185693..187540
                     /gene="deaD"
                     /locus_tag="DSM_01970"
     CDS             185693..187540
                     /gene="deaD"
                     /locus_tag="DSM_01970"
                     /EC_number="3.6.4.13"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A9P6"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent RNA helicase DeaD"
                     
/translation="MSKTFAEFSLHETLQQALEGLGFTNPTPVQEQSIPAALEGKDLL
                     
VSSQTGSGKTAAFLLPTLHNLAGQDTFVPFKERMKAVTQPSILVLCPTRELAQQVSQD
                     
AIAFVRHMKGVRIAAIMGGMPFGKQIQQLKGAQVVVATPGRLLDLVNRRQLKLDKVDA



                     
LIVDEADRMLDLGFSEDLEAISDLAANRGQTLMFSATFADRIIRLAERMMNEPERIAI
                     
ETGHSTNTDITQTLHWTDGFEHKKKLLTHWLADETLDQAVVFASTQEDTDMLAEELAE
                     
AGHSVVALHGAMPQTVRNRRLRSIREGRAKILVATDVAARGLDVPTISHVINFGLPMK
                     
HEDYVHRIGRTGRAGRTGQAITLATYRERGKIRALEDYLEARLNVSEIEGLEPSPPPA
                     
RPRREGGRGGNGGRDGRRGGGFGGGRRFEGEGNFKRREGGRDDRPRRSFDDKPRGERP
                     
AFGGEDRPRREFNSDRPRREGGFEDRPKRSFGGEDRPRREFNSDRPRREGGFEDRPKR
                     
SFGGEDRPRREFNSDRPRREGGFNDKPRFDSNDDNRGNRVDYKPRRENGFGDRPQRSF
                     GGEDRPRREGGFGDRPKRSFGGEDRPRRAVREEHFNQESRGERRRKFDR"
     gene            187944..188762
                     /gene="mlaF"
                     /locus_tag="DSM_01971"
     CDS             187944..188762
                     /gene="mlaF"
                     /locus_tag="DSM_01971"
                     /EC_number="3.6.3.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45031"
                     /codon_start=1
                     /transl_table=11
                     /product="putative phospholipid import ATP-binding 
protein
                     MlaF"
                     
/translation="MNNKTPLSTQSLIEVKNLSFNRGERVIYDNISLNIRRGQITAIM
                     
GPSGTGKTTLLRLIGGQLVPDHGEVLLDGKDIAQMSRQELFAARARMGMLFQSGALFT
                     
DMSVYENVAFPIRAHTKLSENLIAELVALKLESVGLRGTEQLMPTELSGGMNRRVALA
                     
RAIALDPDLIMYDEPFAGQDPIVMGVLTRLIRSLREALDLTTIIVSHDVAETLSIADY
                     
IYVVAEGRIQGEGTPEQLKAHASPFVKQFLTGSVEGPVEYQFSHQAYLDNEVRP"
     gene            188759..189538
                     /gene="mlaE"
                     /locus_tag="DSM_01972"
     CDS             188759..189538
                     /gene="mlaE"
                     /locus_tag="DSM_01972"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P64606"
                     /codon_start=1
                     /transl_table=11
                     /product="putative phospholipid ABC transporter 
permease
                     protein MlaE"
                     
/translation="MNTIAWLGRLVIERIRGIGAAAHMLLQIIFSFPTKGGFGRFVYQ



                     
MHRVGVMSLLIIAVSGLFIGAVLGLQMYSILVTFGAESMLGTAISLTLLRELASVVAA
                     
LLFAGRAGSALTAEIGSMKQSEQLASMEMIGVDPLKQIVSPRLWAGIVSLPMLTVIFA
                     
AIGIIGGKMVGVDFLGADEGSFWSGMQNTVRFGHDIFNGTIIKSIVFALICTWVAVYQ
                     GYACDPTPEGIATAMTRTVVYSSLCVLGFDFVLTAVMFGGI"
     gene            189538..190218
                     /gene="mlaD"
                     /locus_tag="DSM_01973"
     CDS             189538..190218
                     /gene="mlaD"
                     /locus_tag="DSM_01973"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P64604"
                     /codon_start=1
                     /transl_table=11
                     /product="putative phospholipid ABC transporter-
binding
                     protein MlaD"
                     
/translation="MKSRTSELAVGIFVIIFGIALFFLAMKVSGLVGTNLSDGYTMKA
                     
QFDNVNGLKPRAKVTMSGVTIGRVDSITLDPVTRLATVTFDLDGKLTSFNAEQLKEVQ
                     
KNALDELRYSSDYTQATPAQQKTMEQQLISNMNSITSIDEDAYIMVATNGLLGEKYLK
                     
IVPGGGLNYLKRGDTISNTQGTMDLEDLISKFITGGGAGKVAAGSSSAEEKAPASTDS
                     SAQPSFVE"
     gene            190245..190886
                     /gene="mlaC"
                     /locus_tag="DSM_01974"
     CDS             190245..190886
                     /gene="mlaC"
                     /locus_tag="DSM_01974"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ADV7"
                     /codon_start=1
                     /transl_table=11
                     /product="putative phospholipid-binding protein 
MlaC"
                     
/translation="MNTLFKQTLTASILSTMIAGTAFAAPSEAPPDFIKRVADGLISR
                     
LKADHAKLQNNPALVKTIVRQNLDPYVDSQAFTRIVMGTYATNQYSTAAQRAQFETNF
                     
RNTLIENYGSAFAKYTNQTYTMRPYKATAGKNPVVTLDFNHNGEKIPVSFQLADKGSQ
                     
WKIRNINVSGIDLGLQFRNQFAATVKRNGGDLNKAIATFQPDADAAVNQNKQK"
     gene            190898..191185
                     /locus_tag="DSM_01975"
     CDS             190898..191185
                     /locus_tag="DSM_01975"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1



                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVQYLNQELVVSGKIDFENAEQQYQAGLAIIKKQTSFPLIVDLK
                     QLEHGNTLALAVLVQWLRQTPQKSGLHFKNVPEKMLKIIQACHLQEDLHLV"
     gene            complement(191255..192268)
                     /gene="corA_2"
                     /locus_tag="DSM_01976"
     CDS             complement(191255..192268)
                     /gene="corA_2"
                     /locus_tag="DSM_01976"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABI4"
                     /codon_start=1
                     /transl_table=11
                     /product="Magnesium transport protein CorA"
                     
/translation="MLEAFYATERGSLEDATINGGFDLHPELVWLDLIAPSQEEQQWV
                     
LDAYNQNLPTLKSLEDISSSARFYRDDDGILHISTYFLTKNKNYQVDGDAEDSSHMLA
                     
MVQTVAFILHKDRLFTLRGEKLVAFRAFRARARRNDYEMDYKDPTWILLGLLEAKLDE
                     
LADILEDIHKDLEKYSTEVLNNHQREQILDLDDMITRLAQQEDMLGKAQLCLIDLRRV
                     
LTFLSRPRALGSHIYDADIRELSEDVRSLVEHDAFLFQKVRFLLDTTSGFINTEQNDT
                     
IRRFSILPSMLAPPMLIASIYGMNTDVLPFAHGTTSFIIVLLIIIGFFIGPIIYFRWK
                     KWI"
     gene            192426..193007
                     /gene="yvdD_1"
                     /locus_tag="DSM_01977"
     CDS             192426..193007
                     /gene="yvdD_1"
                     /locus_tag="DSM_01977"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O06986"
                     /codon_start=1
                     /transl_table=11
                     /product="LOG family protein YvdD"
                     
/translation="MNSICIFCGSSLGSNPIFQQIAQLTGEAIAKQGKTLVYGGGRSG
                     
LMGVVADSALQAGGQVIGVIPRALVDRELAHPGLTKLYVVENMHERKTKMADLSDGFI
                     
ALPGGAGTLEEIFEQWTWAQLGIHQKPCAFLNVAGFYEDLLKMIQGTVDNGFSQARFV
                     DKLIASDKIEDILQQFEQYQAPAPKWTNADVQP"
     gene            193022..193423
                     /gene="mutT_1"
                     /locus_tag="DSM_01978"
     CDS             193022..193423
                     /gene="mutT_1"
                     /locus_tag="DSM_01978"
                     /EC_number="3.6.1.55"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:P08337"
                     /codon_start=1
                     /transl_table=11
                     /product="8-oxo-dGTP diphosphatase"
                     
/translation="MKTITVAAAVILNEQNELLLVRKRNTQAFMQVGGKLEPNEAPEA
                     
AIQREILEEIGSPCVIEQFIGRFETAAANEPDHTLISHLYLVRLKQSPQIAAEIAEMK
                     WVKFNDSETKLAPLTKEIVIPWCQQNLSITL"
     gene            complement(193426..194061)
                     /gene="pyrE_1"
                     /locus_tag="DSM_01979"
     CDS             complement(193426..194061)
                     /gene="pyrE_1"
                     /locus_tag="DSM_01979"
                     /EC_number="2.4.2.10"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_01208"
                     /codon_start=1
                     /transl_table=11
                     /product="Orotate phosphoribosyltransferase"
                     
/translation="MFKFLNPQYLFQLLSPCLLCEIGTREKYSLCKECWEQLPWLKQT
                     
IQRNDQSVLVACHYAYPINRIIQQFKYEQKLHYQTLLAEVLHQLKFPKVQAIVPMPIS
                     
KQRLTERGFNQSLLLANLLSKQLKIPVWQPVQRLNEHSQKGLSRLERFENIEQQFVAL
                     TQEKRRYRRVLIIDDVITTGSSIHALSQALKQLGCTSIHASCLAAASSTSY"
     gene            complement(194054..196099)
                     /gene="recG"
                     /locus_tag="DSM_01980"
     CDS             complement(194054..196099)
                     /gene="recG"
                     /locus_tag="DSM_01980"
                     /EC_number="3.6.4.12"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P24230"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent DNA helicase RecG"
                     
/translation="MTSVHQLQGVGSASAALLEKLNIFTTDDLLFHLPRDYEDRSTII
                     
PMNQLVVGRSYLLEGEVKSVDFPLGKRKSMAALIQDEFGKVTLRFYHIYKNLTDKIKP
                     
GNRLRIFGEVRVGARGLELYHPEIQLINEHTPLPKTQLTAIYPSTDGLTQAKLREYVK
                     
QALKHHSDALPELLPKQYTNGYALKEALHYIHEPPVDANMIQLAQGSHPAQQRLIFEE
                     
LVAHQISLLTRRAYIRQIASPAFPSSKVLAKKLLEALPFQMTNAQKRVSKEILNDLKQ
                     
HQPMLRLVQGDVGAGKTLVAAVAACHALEADWQVALMAPTEILAEQHYLNFKRWFEPL
                     
GITVAWLSGKQKGKARAHAEQQIKEGHAELIVGTHALFQDNVEFAKLGLVIIDEQHRF



                     
GVDQRLALRNKGAEQLTPHQLVMTATPIPRTLAMSAYGDLDTSIIDELPPGRTPIQTV
                     
TIPLDRREEVLQRIASNCREGKQAYWVCTLVEQSETLDAQAAEATYQEMKERFPELNI
                     
GLVHGKMKADEKQAVMQAFKNNELQLLIATTVIEVGVDVPNASIMVIENAERLGLSQL
                     
HQLRGRVGRGAKASFCVLLYKPPLSQNGQERLSILRESNDGFVIAEKDLELRGPGELL
                     
GTKQTGDMGFRVARLERDDHLLSQAHYVAQQVLKDYPEQADALLKRWLPEAPRYAYV"
     gene            196120..196935
                     /locus_tag="DSM_01981"
     CDS             196120..196935
                     /locus_tag="DSM_01981"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MHILFIGYGKTSQRVAKQLFEKGHQITTISRSEKTDPYGTHLVQ
                     
DIFTLDLSEIAPVDVVYILLSPDDSTVEGYQHTYVDSIEPIRQALKSHPVKRLIVVSS
                     
TRVYGENSGEAIDDHSEIHPNDAQGHILHNMELLWQKYFPSQCVIVRPTGIYGASIDR
                     
LKRMAEHTQTYPNIHYSNRIHIDDLARFLAFLADFEKPHKSYLVANNAPVPLHEVLLW
                     
FQSQLDLPLLTLDSAHVSGKKIYAKHLFETGFQLEHPICFNDYLLCLNAHGTN"
     gene            197015..198001
                     /locus_tag="DSM_01982"
     CDS             197015..198001
                     /locus_tag="DSM_01982"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKFCLAFFLSVTSVTSWAGDQVWCAYDPAGTQGDITRRLNDIR
                     
LYAQQYQVKFKVVSYQKEQQAIQAFDEGKCSGLAASNFNTYQYNHFMGSTSGIGLIPN
                     
NRTARNLLQLLNHPTIEKRLINKDYEAVGMIPVGTANMVMKTKKISKVAQLRGQRIGV
                     
LANNPPQQALVRSVGAQPVYVDLSNAIAQFQQNKIDIMPAPVYGLLPYNLQKDFGPDT
                     
QVINFPLAYFGVNIIIKPQAYPANFGRKIRAWFVQNSQLLTNRAIQWENHLPAYYWVD
                     
VSFYEKQSYDIMVAKIRNQYVRSGYYDAYFVELMKRLRCIDDPRYFECPMSR"
     gene            complement(198045..200615)
                     /gene="plsB"
                     /locus_tag="DSM_01983"
     CDS             complement(198045..200615)
                     /gene="plsB"
                     /locus_tag="DSM_01983"
                     /EC_number="2.3.1.15"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7A7"
                     /codon_start=1
                     /transl_table=11
                     /product="Glycerol-3-phosphate acyltransferase"
                     
/translation="MSKSGFGQMYRRLSSKLLDLVVTPHVLGEVPTEPVSTTETEAKT
                     
ERQKVVCYVLQNHSRSNALVVDGETRRLNLKPALDPLVIGTHQEKASVLFLQHNDENN
                     
LLNPPPHAFPPRLIKLIEVLQANPELDIELVPVTVLWGRSPDKEDSWFKLLFSDTWAT
                     
PSTVKQLVNIGLHGRQSYLEFHEPQSLRDLVEYAQKHYPNLSPATYIVSTLNDYLDRQ
                     
REVVLGPDLSDRRNVMQSVLKSRDVQEAIRRESIRGKISMLEAERRAIGYVNEIVSDY
                     
SHSAVRFADLALTRLWTQLYDGVEVHNFSTVRELAKDYEIVYTPCHRSHIDYLLLSYV
                     
IYKRGLMVPYIAAGDNLNLPFVGQLLRGGGAFFIRRSFRGNGLYTSVFKEYLYSILSR
                     
NTPLEYFIEGGRSRTGRLLPPKTGMLAMTVHSHLRGRAKPIVFVPTYIGYERLMEGST
                     
YVGEMQGKPKEAESIFGILKTLRKIERIFGKVHVNFGEPVFLDDLLKQHNAENVYIEK
                     
NDDPVPPAVSEAVNSSANAILENINRAVVINPVSLLSIILLATPKHTLDEEICIKQLE
                     
AYRNLASNFPYDQRTEVTPLSGKEIIAYGLKLKLIKRVQHALGDIIAIEDNQAVLLTY
                     
FRNNILHAFVLPSLIASLVEHNGKISRADLSNVIYTLYPFLKAELFLKWKSSELKEQI
                     
EQYADALVQSNLIQQDDEGNLISSAPNTEEHNQLVVLATPVKQSLERYYMTLALITQR
                     
GSGNISAKQVEELSHLLGQRLSVLYEFNSPEFFDKALFQSFIKVLTQQNYIRTNDQGQ
                     
IEFDDNFRQMAAGAQLVLDEVTLQMLQHITTFTDEELKEALEAMASQQAKRRLKRKKA
                     "
     gene            200891..201763
                     /gene="tesB"
                     /locus_tag="DSM_01984"
     CDS             200891..201763
                     /gene="tesB"
                     /locus_tag="DSM_01984"
                     /EC_number="3.1.2.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AGG2"
                     /codon_start=1
                     /transl_table=11
                     /product="Acyl-CoA thioesterase 2"
                     
/translation="MNALTQELVELLTLEKLEENIYRGISRNLVGKRVFGGQVLGQAL
                     
RAASYTTDRPAHSLHAYFLYGGDINAPIIYEVDRLRDGKSFVSRQVRAIQHGRVIFSA
                     
MVSFANPEEGLNYQHPEPDYPAPEALKSESELKEGILNFVPENVRASFMRERHVEIRP



                     
IDPVNPFQPQPEAPFNAHYIRTHDRIPKQLDDISLHQAIVAFYSDFTLMTTALRPHGL
                     
SYISPSLQCASIDHAIYFHRPLRADEWMLYDMEATVSAASRGLNFGRMWQNGQLVCST
                     VQEGLMRLREIETQ"
     gene            201816..203135
                     /gene="gltP_2"
                     /locus_tag="DSM_01985"
     CDS             201816..203135
                     /gene="gltP_2"
                     /locus_tag="DSM_01985"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P21345"
                     /codon_start=1
                     /transl_table=11
                     /product="Proton/glutamate-aspartate symporter"
                     
/translation="MTKNCSNEKQAHVIFTKGLPTEKNNVDMNLNTQILIAAILGLAF
                     
GFLLTMYPDTAFVKHSLYGLGILSSVFIGLLKMLLVPLIFSSIVVGVSNLQAGGQLGP
                     
VWKITFLCCITTTTLALILGISCAHLFEVGRGVDISIFQASMQSYQTPDSLNPATFFT
                     
NFIQNTLINPFKAFSDGNVLAVVVFALFVGVALVHGGERFKSIRVLSHQFFEMMMMLV
                     
GWVMKLAPLGIFALLAKLMATEDISVLSRLAEFAAVVTGTTIFHGAVVLPLLLWIFGR
                     
MSPWAFFKGTRTALITAFATSSSSATMPLSMKCAQENLGVRPQTAGFVIPLGTQLNMD
                     
GTALYEAAAALFVANLVGLDLNLTQQIVVCLTAMIASLGAPGIPSAGMVTMIMVLQSV
                     GLPAEAIAILLPIDRLLDTVRTVVNVQGDMMISVVVDRYTKDKDISI"
     gene            complement(203178..204125)
                     /locus_tag="DSM_01986"
     CDS             complement(203178..204125)
                     /locus_tag="DSM_01986"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKLLSFLKNKALGSSIDYKILPRKVKFDWKDTPVDWIPNQPFAS
                     
YFINEINNILPAGEFWFCRLYNKVLPRITDEKLKQDVQAFIRQEAMHANAHTSANKEY
                     
LSARNIDIQRNLDIMNYLFSTALADKPFDKEVPQFLQEQWDLFRLGVIATVEHMTCVL
                     
GKYALYNKRWEELGADPEMVDLVKWHGSEEIEHRTVAFDLYRHLGGGYIPRYYLSLAV
                     
IVLVLGLWVDGAAHIMKQDPRFADAAKSRFFPAWVALEWYKISRKDNQVLPNPIWLIA
                     QQIDYLMPWYDPVKEGSTEDAVSYLSQSPAAKRAELQAA"
     gene            complement(204252..205028)
                     /gene="engB"
                     /locus_tag="DSM_01987"
     CDS             complement(204252..205028)
                     /gene="engB"



                     /locus_tag="DSM_01987"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A6P7"
                     /codon_start=1
                     /transl_table=11
                     /product="putative GTP-binding protein EngB"
                     
/translation="MRRSEKSKDTKARLAPKQKISYEKKPDPAITAYAVQSLNWLRQA
                     
EFLMSAPKLALCVEDSGYEIAFAGRSNAGKSSAINALTNQKQLARASKKPGRTQMINF
                     
FSLGNPDQRLVDLPGYGYAAVPEDMKRVWQKELENYLIHRKSLQGLVLLMDIRHPLQH
                     
FDMMMLEWAYSRHLFVHILLTKADKLNRGPANKVLLEVKQQLKKMKLDFSIQLFSSLN
                     KLGLEELASVMAGRLHFTLEQQPEFDVDAIPEASDEDAEE"
     gene            complement(205137..205574)
                     /gene="nsrR"
                     /locus_tag="DSM_01988"
     CDS             complement(205137..205574)
                     /gene="nsrR"
                     /locus_tag="DSM_01988"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9L132"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional repressor NsrR"
                     
/translation="MQLNKFTDYALRILMYVARPSDTPYTIAEIAQDLYVSQNHLVKV
                     
VHFMGKQEWIITIRGKGGGIRLNPKALDLKLGTIVRILQGDHQIVECNTPPCVLRSHC
                     GLKGILDQALESFYQSLDQYTLGEVLQQPKSASDHSPIAFLQI"
     gene            complement(205660..206424)
                     /gene="hmp"
                     /locus_tag="DSM_01989"
     CDS             complement(205660..206424)
                     /gene="hmp"
                     /locus_tag="DSM_01989"
                     /EC_number="1.14.12.17"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39662"
                     /codon_start=1
                     /transl_table=11
                     /product="Flavohemoprotein"
                     
/translation="MTPQQIELVKSTVPVLREHGVTLTTYFYKRMLNNNPELKNVFNL
                     
DDQTSLRQPRALAAAVLAYAENIENPTVLAKAVERITTKHVSLDIQPDQYAIVGDNLL
                     
HSISEVLNVPFESELIEAWKQAYLQLADILIGVEKQKYEQLESLKGGWAGWRSFEITQ
                     
IDPLESGKRFTLKATDHEDVLTSPANAFISVKVQVPNQQLEQPKAFKFTEAQEDNTYH
                     FDVQPEEDHTEFSVSNILLEHYRVGDQVQVSAPLTL"
     gene            complement(206570..208117)
                     /locus_tag="DSM_01990"
     CDS             complement(206570..208117)



                     /locus_tag="DSM_01990"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MGTPIVIAKNINDTSKEIVLLSQFANRHGLIAGATGTGKTVTLK
                     
VLAESFSRIGVPVFLADAKGDVSSLAKAGEASDKFNERLKLLQIDSVPFAANPVVFWD
                     
LFGQQGHPIRTTISEIGPILLARILNLNDTQEGVLSAVFRIADDQGLLLVDFKDLKAM
                     
ITFVSEHAAEFKAEYGNLSPASLGAIQRNLLALADQGGEQFFGEPALNILDFIQTDAN
                     
GHGYINILAADKLMNTPKLYATFLLWMLSELFEQLPEVGDMDKPKLVFFFDEAHLLFD
                     
NASQALQEKIEQVVRLIRSKGVGIYFITQNPLDLPESVLGQLGNRVQHALRAFTPKDQ
                     
KAVKTAADTFRSNPDFKVDEAITELGVGEALISCLDEQGTPQIVERGWVMPPYSSFTP
                     
ITPEERQTLISQSIIAGVYEQAVDRDSAYEMLQNKVAEREQQKQDAELAKQQAKEQET
                     
LAKQQAKEQERLAREQQKEEERAARERAKLTQDIVGTFAKSAARSLGGSTGQKLVRGL
                     LGSLFGK"
     gene            complement(208161..209351)
                     /gene="metC"
                     /locus_tag="DSM_01991"
     CDS             complement(208161..209351)
                     /gene="metC"
                     /locus_tag="DSM_01991"
                     /EC_number="4.4.1.8"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q07703"
                     /codon_start=1
                     /transl_table=11
                     /product="Cystathionine beta-lyase"
                     
/translation="MKKHNNFQTQLIHAPRKAPQFIETVQPPLFRASTIIFKSTSHLF
                     
DRHWTDPYDYSYGTHGTPTTFTLGDNIAQIEGGLYCLLAPSGLSAINLVNSAVLATGD
                     
EVWVPDNIYGPNLEHLNYLKDQYGINVQVYNPIDVSSFQPSDKTKLLWLEAAGSVTLE
                     
FPDLKALVKKAKAHGVLTALDNTWGAGLAFNAFDFSDEHLSVDLTIHALTKYPSGGGD
                     
ILMGSVVTRDEKLHHRLFRMHAILGISVSGDDTAQIQRSLAHMSLRYEQQSNNAKTLL
                     
TWLKEQPQFAQVLHPSDKAAPGHQYWQEICSTGRSAGLVSVVFKSDYDISAVRRFCDA
                     
LKLFKLGFSWGGPVSLVMLYDLKMMRKLENTHLQQGLLVRFCIGLEDPQDLIQDIENA
                     LKQM"
     gene            209519..210247
                     /gene="guaA_2"
                     /locus_tag="DSM_01992"
     CDS             209519..210247



                     /gene="guaA_2"
                     /locus_tag="DSM_01992"
                     /EC_number="6.3.5.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q5SI28"
                     /codon_start=1
                     /transl_table=11
                     /product="GMP synthase [glutamine-hydrolyzing]"
                     
/translation="MKSHLRVHYFQHIAGEGFGSCYSFLKAHHATITATEFFALPVDL
                     
PLEIEALPHIEDVDLLLIMGGTMSVNDEANYPWLKIEKRWIRRYLAAGKPAIGLCLGG
                     
QLIANALGAAVSRNRYQELGWSTVQRVPNLPKESFLLPEKINVMQWHSETFEIPKGAI
                     
HLAENSVCRNQMYQIGSNVLGFQFHPEMTPKVLNLLLENEQELSIFKGEYVQSLDELH
                     HCDIQKFEQGNQLLNRAIEFVVNQ"
     gene            210499..210810
                     /gene="rpsJ"
                     /locus_tag="DSM_01993"
     CDS             210499..210810
                     /gene="rpsJ"
                     /locus_tag="DSM_01993"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7R5"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S10"
                     
/translation="MSNQRIRIRLKSFDHRLIDQSAQEIVETAKRTGAQVCGPIPMPT
                     
RIERFNVLTSPHVNKDARDQYEIRTYKRLIDIVQPTDKTVDALMKLDLAAGVDVQIAL
                     G"
     gene            210868..211506
                     /gene="rplC"
                     /locus_tag="DSM_01994"
     CDS             210868..211506
                     /gene="rplC"
                     /locus_tag="DSM_01994"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P60438"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L3"
                     
/translation="MAIGLVGRKCGMTRIFTDAGVSVPVTVIEVDPNRITQIKTLETD
                     
GYQAVQVTTGERRESRVTNAQKGHFAKAGVAAGRLVKEFRVTEAELEGREVGGTIGVD
                     
LFTVGQIVDVTGQSKGKGFQGGVKRWNFRTQDATHGNSVSHRVLGSTGQNQTPGRVFK
                     
GKKMAGHLGDERVTVQGLEIVSVDTERSVLVVKGAIPGATGGDVIVRPTIKA"
     gene            211518..212120
                     /gene="rplD"
                     /locus_tag="DSM_01995"



     CDS             211518..212120
                     /gene="rplD"
                     /locus_tag="DSM_01995"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P60723"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L4"
                     
/translation="MNLKTVSGSAVELSEVAFGREFNEALVHQVVTAYLAGGRQGTRA
                     
HKSRADVSGGGKKPFRQKGTGRARAGSIRSPIWVGGGKTFAARPQDWSQKVNRKMYRG
                     
AMQCILAELVRQDRLVLVEEFAVAAPKTKELLAKLNDLNAARALIVTDAVDENLYLAA
                     RNLPHVDVVDATAIDPVSLIAFDKVVMSVAAAKKIEVELG"
     gene            212117..212437
                     /gene="rplW"
                     /locus_tag="DSM_01996"
     CDS             212117..212437
                     /gene="rplW"
                     /locus_tag="DSM_01996"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9K1I6"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L23"
                     
/translation="MNNERIYQVLKGPVFSEKAQVLGDTAGVQVFKVDINATKLEIKK
                     
AVEKLFGVEVVKVNTTITKGKTKRFGRTLGRRSDVKKAYVTLKAGQDVEMADLGDTAE
                     SAAE"
     gene            212449..213273
                     /gene="rplB"
                     /locus_tag="DSM_01997"
     CDS             212449..213273
                     /gene="rplB"
                     /locus_tag="DSM_01997"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P60422"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L2"
                     
/translation="MPIQKCKPTSPGRRFVEKVVHDHLHKGAPYAPLVEAKKRTGGRN
                     
NNGHITTRHVGGGHKQHYRIVDFKRNKDGVPAVVERIEYDPSRTAHIALLKYADGERR
                     
YIIAPKGLRAGDKVQSGNDAPIRPGNCLPLRNMPIGSTLHNVELKIGKGAQLARSAGA
                     
SVQLLGRDGSYAIIRLRSGEMRKVHVECRAVIGEVSNQENNLRSLGKAGAARWRGVRP
                     
TVRGMAMNPIDHPHGGGEGRNKGIQPVSPWGQKAKGYKTRTNKRTTKMIIRDRRVK"
     gene            213287..213562
                     /gene="rpsS"
                     /locus_tag="DSM_01998"



     CDS             213287..213562
                     /gene="rpsS"
                     /locus_tag="DSM_01998"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7U3"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S19"
                     
/translation="MPRSLKKGPFVDAHLFAKVEAAVASNSRKPIKTWSRRSMILPDF
                     VGLTISVHNGRNHVPVIVTEHMVGHKLGEFAPTRTYRGHGVDKKSKR"
     gene            213574..213903
                     /gene="rplV"
                     /locus_tag="DSM_01999"
     CDS             213574..213903
                     /gene="rplV"
                     /locus_tag="DSM_01999"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P61175"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L22"
                     
/translation="MEVTAKLRGAAISAQKARLVADLIRGKSVAHALNILNFSNKKAA
                     
VLVKKALESAIANAEHNNSLDVDDLKVSTIYVDEGMSLKRIMPRAKGRADRITKRTCH
                     ITVKVGV"
     gene            213905..214657
                     /gene="rpsC"
                     /locus_tag="DSM_02000"
     CDS             213905..214657
                     /gene="rpsC"
                     /locus_tag="DSM_02000"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7V3"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S3"
                     
/translation="MGQKVHPIGIRLGVVKRHNANWYANPKQYAEYLLKDLQVREFLT
                     
KKLKNAMVSNILIERPSGAAKVTISTARPGIVIGKKGEDIEKLQRELTNIMGVPAQVS
                     
INEIDRPDLDARLVAEAIASQLEKRVMFRRAMKRAVQNTMRAGAKGIKVEVSGRLGGA
                     
EIARTEWYREGRVPLHTLRADIDYATMRAETTYGTIGVKVWIFRGEILGGMKQVMNPA
                     PAEERPAKRGRGRGEGQERRGRRGDRAADKGE"
     gene            214661..215074
                     /gene="rplP"
                     /locus_tag="DSM_02001"
     CDS             214661..215074
                     /gene="rplP"
                     /locus_tag="DSM_02001"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ADY7"



                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L16"
                     
/translation="MLQPKRTKFRKVHKGRNTGLAHRGSTVSFGSIAIKATERGRMTA
                     
RQIEAARRTISRRIKRGGKIFIRVFPDKPITEKPLEVRMGNGKGNVEYWVCEIKPGKI
                     LYEIEGVNEDLAREAFALAAAKLPFKTTIVTRTVM"
     gene            215074..215271
                     /gene="rpmC"
                     /locus_tag="DSM_02002"
     CDS             215074..215271
                     /gene="rpmC"
                     /locus_tag="DSM_02002"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HWE3"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L29"
                     
/translation="MKTKDLREKSVEELKALLDEQQLNQFRLRMAKATGQLGKSHEVQ
                     VARKTIARIKTLLTEKQGNGQ"
     gene            215268..215525
                     /gene="rpsQ"
                     /locus_tag="DSM_02003"
     CDS             215268..215525
                     /gene="rpsQ"
                     /locus_tag="DSM_02003"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AG63"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S17"
                     
/translation="MSEKTVRTLTGKVVSDKMDKSIVVLIERRVQHPLYGKSIRRSTK
                     LHAHDENNVAKIGDVVTIKESRPISKTKAWTLVEVVEAAAE"
     gene            215618..215986
                     /gene="rplN"
                     /locus_tag="DSM_02004"
     CDS             215618..215986
                     /gene="rplN"
                     /locus_tag="DSM_02004"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ADY3"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L14"
                     
/translation="MIQTETMLDVADNSGARRVQCIKVLGGSHRRYASVGDIIKVTVK
                     
EAIPRARVKKGDVMNAVVVRTKFGIRRPDGSVIRFDDNAAVILNNNKAPIATRIFGPV
                     TRELRTEQFMKIISLAPEVL"
     gene            215996..216313
                     /gene="rplX"
                     /locus_tag="DSM_02005"



     CDS             215996..216313
                     /gene="rplX"
                     /locus_tag="DSM_02005"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P60624"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L24"
                     
/translation="MAKIKKGDQVIVIAGKEKGKQGTVLSVSEDRVKVEGLNLVKKHQ
                     
KPNRVTGAEGGIVTQEASLHISNVAILNATTQKADRVGYQVIDGVKTRVYKSTGESVA
                     VAK"
     gene            216329..216865
                     /gene="rplE"
                     /locus_tag="DSM_02006"
     CDS             216329..216865
                     /gene="rplE"
                     /locus_tag="DSM_02006"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P62399"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L5"
                     
/translation="MARLKARYNDELKAKLQEELSIKNVMEIPRITKITLNMGVGAAA
                     
TDKKLLDGAVADMQLIAGQKPVVTLARKSIAGFKIRDGWPIGCKVTLRGDQMYEFLDR
                     
LISIAIPRIRDFRGFSAKSFDGRGNYSMGLKEQIVFPEIDFDKIDRIRGMDITITTTA
                     RTDDEGRALMRAFGFPFK"
     gene            216875..217180
                     /gene="rpsN"
                     /locus_tag="DSM_02007"
     CDS             216875..217180
                     /gene="rpsN"
                     /locus_tag="DSM_02007"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AG59"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S14"
                     
/translation="MAKKGMINRELKREKTVAKYAAKRAELKATIANVNASDEERFEA
                     
MLKLQALPRNASPVRLRNRCGLTGRPHGYFRKFGLSRNKLRDTVMQGDVPGVVKASW"
     gene            217192..217587
                     /gene="rpsH"
                     /locus_tag="DSM_02008"
     CDS             217192..217587
                     /gene="rpsH"
                     /locus_tag="DSM_02008"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7W7"
                     /codon_start=1



                     /transl_table=11
                     /product="30S ribosomal protein S8"
                     
/translation="MSMQDTVADMLTRVRNAQMAKKQTVSMPSSKLKVAIANVLQQEG
                     
YISNVEVAQEETKSTLTITLKYFEGKPVIEMVKRVSRPGLRQYRGKDKLPSVKQGLGI
                     AIVSTSKGIMTDRAARAAGIGGEVIAFVS"
     gene            217601..218134
                     /gene="rplF"
                     /locus_tag="DSM_02009"
     CDS             217601..218134
                     /gene="rplF"
                     /locus_tag="DSM_02009"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AG55"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L6"
                     
/translation="MSRVAKAPVTVPNGVTVTQNGRQVEVKGSKGTLSFNLHALVELK
                     
QEEGKLQLAPAKESKDAWMQAGTARAVLNNLVKGVSEGFERKLQLVGVGYKAAVKGTV
                     
VNLNLGYSHPIDYALPEGVTAETPTATEIILKSANKQLLGQVAAEIRAYRSPEPYKGK
                     GVRYSDEVILRKEAKKK"
     gene            218149..218499
                     /gene="rplR"
                     /locus_tag="DSM_02010"
     CDS             218149..218499
                     /gene="rplR"
                     /locus_tag="DSM_02010"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0C018"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L18"
                     
/translation="MNEKKQSRLRRAKSTRLHIRALGATRLCVNRTPRHIYAQVISAD
                     
GGKVLAQASTLDASLRSGTTGNIEAATKVGALIAERAKAAGVTKVAFDRSGFKYHGRI
                     KALADAAREGGLEF"
     gene            218502..218999
                     /gene="rpsE"
                     /locus_tag="DSM_02011"
     CDS             218502..218999
                     /gene="rpsE"
                     /locus_tag="DSM_02011"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7W1"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S5"
                     
/translation="MAKVEQNEGLVEKLVAVDRVAKVVKGGRIFSFTALTVVGDGNGR



                     
VGFGRGKAREVPAAISKALEAARRNMITVDLAGTTLQHPVNARHGASRVYMQPASEGT
                     
GVIAGGAMRAVLEAAGVHNVLAKCYGSTNAANVVNATFKGLRDMTSPEKVAAKRGKSV
                     EEIQG"
     gene            219006..219182
                     /gene="rpmD"
                     /locus_tag="DSM_02012"
     CDS             219006..219182
                     /gene="rpmD"
                     /locus_tag="DSM_02012"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HWF3"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L30"
                     
/translation="MKTIKVTQTKSSSHRLKNHKLCLQGLGLRRIGHTVEVQDTPSNR
                     GMINKVYYMVSVEE"
     gene            219186..219626
                     /gene="rplO"
                     /locus_tag="DSM_02013"
     CDS             219186..219626
                     /gene="rplO"
                     /locus_tag="DSM_02013"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P02413"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L15"
                     
/translation="MTLRLNELAPAEGAKREHRRLGRGIGSGVGKTGGRGIKGQKSRK
                     
SGGVRPGFEGGQTAIYRRLPKFGFTSQIALKTAEVRLSELSKVEGDIVSLETLKAANV
                     VRRDQIRARIVLSGEITRAFTVQGVALTKGAKAAIEAAGGKVEE"
     gene            219639..220991
                     /gene="secY"
                     /locus_tag="DSM_02014"
     CDS             219639..220991
                     /gene="secY"
                     /locus_tag="DSM_02014"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AGA2"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein translocase subunit SecY"
                     
/translation="MSPSSSGHVNMMKGQPFHVKYREIIRRMSFLIGALLVFRLGAHI
                     
PVPGINNAALENLFHANQGTILGLFNMFSGGALERMSILALGIMPYISASIIVQLMST
                     
VIPSLEALKKEGEQGKRKINQYTRQGTLLLAVVQAVGMCAGLIGQGITLSSGLAFYIP
                     
AVTSLVAGTMFLMWLGEQITERGIGNGISMIIFAGIVAGLPKLIMQSVSSVDNGQTSL



                     
IGLVIFGLLSLGVLAAIVFIEKAQRRIPVNYAQKQQGRRIFTAQQTHLPLKINMAGVI
                     
PAIFASSLLLFPASLGQWVGSADPNAGLIKRSLQDLALVLSPGQPLYLVLFGALIIFF
                     
CYFYTALVFSPKEVSENLKRSGAYVPGIRPGEQTARYLDHILNRLTFIGAIYITVICL
                     
MPMILQSSFGIPFYLGGTSLLIVVVVVMDFMAQLQAHLTSHQYDNQTLMRKTTAHPKG
                     "
     gene            221012..221128
                     /gene="rpmJ"
                     /locus_tag="DSM_02015"
     CDS             221012..221128
                     /gene="rpmJ"
                     /locus_tag="DSM_02015"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7Q6"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L36"
                     
/translation="MKVQASVKKICGSCKVIRRNGVIRVICSAEPRHKQRQG"
     gene            221236..221592
                     /gene="rpsM"
                     /locus_tag="DSM_02016"
     CDS             221236..221592
                     /gene="rpsM"
                     /locus_tag="DSM_02016"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7S9"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S13"
                     
/translation="MARIAGVNIPDNKHAVISLTYIFGIGRHTAKNILAAVGITETTK
                     
IRELDDAQLDAIRAEVAKVPTEGDLRREISMNIKRLMDLGCYRGLRHRRSLPVRGQRT
                     KTNARTRKGPRKPIKK"
     gene            221612..221998
                     /gene="rpsK"
                     /locus_tag="DSM_02017"
     CDS             221612..221998
                     /gene="rpsK"
                     /locus_tag="DSM_02017"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7R9"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S11"
                     
/translation="MAKDTRTRKKVTRTVSEGVAHIHASFNNTIVTITDRQGNALAWA
                     
TSGGQGFRGSRKSTPFAAQVAAEVAGKAALDYGLKNLDVLVKGPGPGRESAVRALGAV
                     GYKINSITDVTPIPHNGCRPPKKRRV"
     gene            222011..222637



                     /gene="rpsD"
                     /locus_tag="DSM_02018"
     CDS             222011..222637
                     /gene="rpsD"
                     /locus_tag="DSM_02018"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7V8"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S4"
                     
/translation="MARYIGPKCKLSRREGTDLQLKSGVKPFDVKTKKANKAPGQHGQ
                     
ARGGKQSEYSLQLREKQKVRRIYGVLERQFSNYYKEAARVKGATGENLLKLLESRLDN
                     
VVYRMGFGSTRAEARQLVSHRSITLNGRRVNIASIQVKAGDVIAVHEGAKQQLRIKNA
                     IELAAQRGIPAWIEVDHSKLEGTFKAAPDRSDLPAEINESLIVELYSK"
     gene            222655..223662
                     /gene="rpoA"
                     /locus_tag="DSM_02019"
     CDS             222655..223662
                     /gene="rpoA"
                     /locus_tag="DSM_02019"
                     /EC_number="2.7.7.6"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A7ZSI4"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-directed RNA polymerase subunit alpha"
                     
/translation="MTRTANEFLTPQAIKVEAVSGTSAKVILEPLERGFGHTLGNALR
                     
RILLSSLPGAAVVEVEIEGVEHEYSTLEGLQQDIVELLLNLKGLSIKLFDQNEAYLTL
                     
EKQGPGDITAADLRLPHNVEVVNPEHLIGTLSATGSLKMRLKVSQGRGYETSDSRFPE
                     
GETRPVGRLQLDASYSPIKRVSYTVENARVEQRTDLDKLVIDLETNGTVDPEEAIRKA
                     
ATILQQQIAIFVDLQKDQTPVAQEPREEVDPILLRPVDDLELTVRSANCLKAENIYYI
                     
GDLVQRTEVELLKTPNLGKKSLTEIKDVLASKGLQLGMRLENWPPASLRMDDRFAYRS
                     R"
     gene            223681..224058
                     /gene="rplQ"
                     /locus_tag="DSM_02020"
     CDS             223681..224058
                     /gene="rplQ"
                     /locus_tag="DSM_02020"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AG44"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L17"
                     
/translation="MRHRNSGVKLGRTSSHRKAMFQNLANSLFEHELIKTTLPKAKEL



                     
RRVAEPLITLAKNDTVANRRLAFARTRNAATVGKLFTVLGPRYKERNGGYLRVLKAGF
                     RAGDAAPMAYVELVDREVNTSAE"
     gene            224240..225730
                     /gene="mymA"
                     /locus_tag="DSM_02021"
     CDS             224240..225730
                     /gene="mymA"
                     /locus_tag="DSM_02021"
                     /EC_number="1.14.13.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WNF7"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative FAD-containing monooxygenase 
MymA"
                     
/translation="MEKQVDVLIIGAGISGIGVAAHLSKNSPQRQFEILERRESFGGT
                     
WDLFRYPGIRSDSDMSTFGFNFKPWRKANVLADGASIKGYLGEVIDEFKLKEKIHFGH
                     
RVLSANYDSASKKWHVIVEDNKKKQQTWVANFVVGCTGYYNYDQGYAPAFPNQEAFKG
                     
QLIHPQHWPENLDYKGKKVVIIGSGATAITLVPAMSKGGAGHVTMLQRSPTYIASVPS
                     
IDFIYEKTRRFMSEEAAYKFTRARNIGMQRAIYALSQKHPKTVRRLLLKAIEMQLKGK
                     
VDMKHFTPSYNPWDQRLCVVPDGDLFKILREGKASVETDQIEKFTETGIQLKSGKHLD
                     
ADIIVSATGLQVQIMGGVQATIDGEPVKSSEHMLYNGVMLSDVPNMAMIIGYVNASWT
                     
LKVDIAADYICRLLNYMDKNNYDEVIPSGDKSVMEEDTVMGSLSSGYISRAADVIPKQ
                     GKQAPWQVTNNYLEDRKSLKNAKFDDGVLRFHKHSEVSTRKPKLVS"
     gene            complement(225780..226952)
                     /gene="mmgC_5"
                     /locus_tag="DSM_02022"
     CDS             complement(225780..226952)
                     /gene="mmgC_5"
                     /locus_tag="DSM_02022"
                     /EC_number="1.3.99.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45857"
                     /codon_start=1
                     /transl_table=11
                     /product="Acyl-CoA dehydrogenase"
                     
/translation="MQSGAIRPIPNMLPRHLFNEEHEAFRETVRKFYEKEVVPNIEKY
                     
EKQQHVDRDLWNKAGALGLLCTTMPEQYGGSGVDRLYSMILIEEQAYAMDSSTGFSLH
                     
SDIVANYINNFGNEEQKQKWLPKMATGETVTAIAMTEPGTGSDLQAVRTTAVLDGDEY
                     
VINGSKIFITNGYLCDMAIVVCKTGNSDKGSANLSLIIVEANRAGFTKGKPLNKIGMK
                     
GQDTCELFFDNVRVPKVNLLGMEGMGFIMLMKELAWERMLVAIICQAGAEAAFAHTVQ



                     
YTKDRKAFGKPIGAFQNTRFKLAELRTEIDFCRTYLDRCMELQLDEKLSVEAAAAAKY
                     
KISDMFSKVVDECLQLHGGYGYMMEYPIARAYIDHRANRIYAGTNEIMKELISRTL"
     gene            227140..227397
                     /gene="sdhE"
                     /locus_tag="DSM_02023"
     CDS             227140..227397
                     /gene="sdhE"
                     /locus_tag="DSM_02023"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P64559"
                     /codon_start=1
                     /transl_table=11
                     /product="FAD assembly factor SdhE"
                     
/translation="MSEEMTLEERKVIYRARRGLKEIDVYFDPYVKNYYLKADPAEKA
                     LFAELVEQEDPDLLDWFMEVSEPPRTELRDFIYKLKHYVHG"
     gene            227503..227793
                     /locus_tag="DSM_02024"
     CDS             227503..227793
                     /locus_tag="DSM_02024"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPLLWWLVVISLLFISFIFFLKRPQLAQIAYLDKKLWSLAYHSQ
                     
NTISRVKILKIIDYQIFIVIYFEGHKTLTSIIWFDQMSLAEWKKLKTLEKLY"
     gene            228229..228330
                     /locus_tag="DSM_02025"
     CDS             228229..228330
                     /locus_tag="DSM_02025"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /translation="MEISMWMFLLIAVIMAVVVGRAGTLLKDYLEQQ"
     gene            228563..229645
                     /locus_tag="DSM_02026"
     CDS             228563..229645
                     /locus_tag="DSM_02026"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSKVQKICQGLAVSFLAASVLSGCSYVVKSGANVALGFEKHVVP
                     
PILAMQDAEMVCNTGSALTPAIMSTKGMGADPTRVAVLMYAASGVCAENQALEQELRY
                     
LRASKAGQVTEAQDARIAQKRWAAIAAERQYAGYKLFADRWESKYKYHLGDSCPTMRS
                     
DIDQTVYLLGMISGLQAVTNDINSGGSVNVPKDIAAIVERGMVCLDNQKFWGAPNATR



                     
AVIWTLLPGANEGKPDPYETLKQSVQIGEQKGVRLSHALYAVAAQASGDDAKIRDALK
                     
TYAASQADDKPVNPNFKLIDSMAGLIVRGISDRYWTEHTGVRTGDDGMSHFWDEKNEG
                     SAELDELFDGGAASEAPADTKTAPAQ"
     gene            229724..230290
                     /locus_tag="DSM_02027"
     CDS             229724..230290
                     /locus_tag="DSM_02027"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKDHVLNKKVLLVAGCISVSACLQVFPDYFIYWRESLLGEFWRL
                     
WTAHWVHVGWIHFLLNMMAFACLPFIFPHTKVWHILSLLFLLPPFISLVFYFYLPNID
                     
AYAGLSGVLHGLYTAVALVYLQYRKERNFAFLVLGLIVAKLIWENTFGQTGTAQLIGS
                     PVLTEAHLYGAIGGAIFGGCYWLIQRFK"
     gene            230478..232673
                     /locus_tag="DSM_02028"
     CDS             230478..232673
                     /locus_tag="DSM_02028"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQEYQEKRSGLGLLGYIWNEWISTFIILILLLMTLIIGTGEMIH
                     
GQLLRIGERLYGDPATGMQYSFLRAEPEKPTCDRHPNIDAQVKEQMKANASDDFASFF
                     
GAASESDVRASLLAAQQQCEEKYQAYDKTIKYIEANPGVRTYRAIETGFFGIFKFGTE
                     
NRAILLVFMVLISAITASLKYHHIGLRNPATKIDYKVYSLFMLIGNALLSFSVISQYR
                     
SVINSGVTPTYETVTIYWIWMILFVVLTLISLYQLFVSPPPKREGGNIGLALLSVPLY
                     
AYMALITGIVFTFFMDYPMGQGIYLGLLVEFSGIFLNLALFIWAGMLLTQTRVMDLFL
                     
NVLRPWNLAPETLTWLILIAAAVPTAYTGASGIFVIAAGAIIYKEVWNAGARRQYALA
                     
VSAMSGSLGVVVRPCLLVVLIAMLDSRHVTSDELFGHGIYVFWLTAFIFLGVSLLLAE
                     
EKFRVNSPKVALPGMARAFVPVIPYILITVVVLAFYKYALDTGMNEFTAPVILPLVLI
                     
AMILYDKMVMPKEAPALNIHEAIVREHEKKSPFLQTHDPHSSQFRLGFGGALRFATSE
                     
TVGHIGALIILMALSASVGGLIERSEVVELLPTHLGSIYISLACIALLLAIIGMCTDP
                     
FGAVILVAATIAPVAYENGIHPIHFWMIVLVAFEFGYVTPPVALNHLLTRLSVGDDEV
                     NAADAEAKEKYTSFYYRYERWLLPIIVLFSSLVLVTYAPLILKLFGWYK"
     gene            complement(232821..233252)
                     /locus_tag="DSM_02029"



     CDS             complement(232821..233252)
                     /locus_tag="DSM_02029"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPLQRKQNSKLLWILIGGLSILVVLFFAAQWFFKKTASSAPMVD
                     
PQPASVPAPEKTTKPSESSEPVVQTQTANSQQLVNEDVLKQPIPAQESLAKEEVSKLN
                     DIHRQLQDQEATLKAQHTDADQLIKLKEEQVKLLEAQVKQQ"
     gene            complement(233264..233473)
                     /locus_tag="DSM_02030"
     CDS             complement(233264..233473)
                     /locus_tag="DSM_02030"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKRFIAGAKCPKCEAIDRIVMLTTAEDEWIECIECGYSENRPT
                     HIDEPETPAIPDEIGVIQFKPRRSD"
     gene            complement(233514..235568)
                     /gene="prlC_2"
                     /locus_tag="DSM_02031"
     CDS             complement(233514..235568)
                     /gene="prlC_2"
                     /locus_tag="DSM_02031"
                     /EC_number="3.4.24.70"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P27237"
                     /codon_start=1
                     /transl_table=11
                     /product="Oligopeptidase A"
                     
/translation="MWLLAMTLQQATLPTPRFDQITLDNLKQDIQQAIQAGQEFLNTL
                     
TAAPSETDQQLAVLEQIDALENNLSESWGVLSHLNAVMNNAETREVYQSLLPTLSEYY
                     
TQLGQHTALYQTYQLIHDGQSYSKLSPAQQSAIRLALRDFKLSGVALEGEEKKRYAEI
                     
SARLSQLSSDFSNHVLDATQAYFKPLTEDQLKGLPESNVELLKQYGKQRELDQAVATL
                     
DFPAYFAIMTYADDRALREELYKAYVTRASDQSEQTEFDNSKIMEEILSLRQEMAKLL
                     
GFNNYAEYSLASKMAPDVKTVHDFLVDLAEHARTPALQEVAELQAIAKQDGIDELKPW
                     
DTTYYSEKLKQQQFNLSQEALKPYFPAPKVIQGLFQIVQRLYGINIVEREAPVWHPDA
                     
RYFELEDQGEVVGGFFFDLYARIGKRGGAWMSGFRSRMQTVHGLQKPICYMVCNFTPP
                     
VGNQPALLTHDEVITLFHEFGHGLHHMLTEVDNISVAGTHGVAWDAVELPSQFMEFWS
                     
WDKESLDVLSEHIESKQTLPQELLDALLSARFFQSGMQTLRQLEFALFDLTIHTKTPA



                     
LNSEQIQQTLNDIRKQYAVVPTVDYNRFQHSFSHIFAGGYAAGYYSYKWAEVLASDAF
                     
DRFENEGIFNTQTGKEFRQAILAVGGKDTALEAFVNFRGREPKIDALLRHQGWTNDNK
                     TA"
     gene            complement(235702..238134)
                     /gene="rnr"
                     /locus_tag="DSM_02032"
     CDS             complement(235702..238134)
                     /gene="rnr"
                     /locus_tag="DSM_02032"
                     /EC_number="3.1.13.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P21499"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribonuclease R"
                     
/translation="MKPNDMTKNWVDPEAKAEAERYDNPIPSRTLILDTLEQLQTPQS
                     
HAELVDHFHIQDQKSIEALSHRLSAMVRDGQLMKDGFKFQLVADQPTYEATVYINSKG
                     
LGTAHIDGQDDLLLPERELRLVFNGDRVRVRQTSVDRKGKPWGFITEVIQHRVKQLIG
                     
KLSVHEGEYFIQPNNPNQHQPIPLEKELVEHAKANVGDMLRVAIDTYPTREEFATAHI
                     
IQSMADKADTEIIIPQTILEFGLPYEFPDEVIKEAESFKEPAEQDREGRVDLRDLALV
                     
TIDGEDARDFDDAVYAEKRPGGGYRVVVAIADVSHYVRLDSALNEEAEERGTSVYFPH
                     
FVLPMLPEALSNGLCSLNPHVDRLCMVCDLKLSRTGRVTGYEFYPAVMHSKARLTYTQ
                     
VGQYFEGATDAIPKDRNIHKSLNTLFQLYQILKNLRVDRHAMEFETIETYMTFDELGG
                     
IKEILPRTRNDAHKLIEECMLLANVAAAEYALEHDIPMLYRVHEAPEFSRIQKVKDFV
                     
KLLGLPFPDQPTQADYQKVIEATKDRIDAPSIHAVLLRSMMQAYYGAKNAGHYGLAYE
                     
AYTHFTSPIRRYPDLLLHRAIKAHLKQKPYPLSGAALDDAGEHFSQTERRADEASRSV
                     
TTWLKCHYMQQHLGDEFIGIVSAVTEFGLFVTLKDLYVDGMIHISQLGDDFFIYDQAS
                     
QNLIGQNRGQVFGLGDEVKIQVAGVNLEERKIDFQLIKQVTHAGRVVRSRAPRTTKTS
                     
TQATEEVFGKPSVSTDGEKPVRKKKEKGKPSSYSKKSGKKTSTKAEAKPEKVKKKAKP
                     KKKKSNAKSKAD"
     gene            238381..238471
                     /locus_tag="DSM_02033"
     tRNA            238381..238471
                     /locus_tag="DSM_02033"
                     /product="tRNA-Ser"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Ser(gct)"
     gene            238482..238558
                     /locus_tag="DSM_02034"



     tRNA            238482..238558
                     /locus_tag="DSM_02034"
                     /product="tRNA-Arg"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Arg(acg)"
     gene            238598..238674
                     /locus_tag="DSM_02035"
     tRNA            238598..238674
                     /locus_tag="DSM_02035"
                     /product="tRNA-Arg"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Arg(acg)"
     gene            238782..239375
                     /locus_tag="DSM_02036"
     CDS             238782..239375
                     /locus_tag="DSM_02036"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNLALFDFDGTITHNDTFSLFLKFSLSKKTQILGGIRLAPYIAG
                     
YKLGWVTDKTIRTKLCQVGYIGYDAASLICKGQEFVKKVIPSCIRENALERILWHKQQ
                     
GDQVVVVSASLSVYLESWCKSLDLDVICNQLEIDNGILTGYFIDGDCGYLEKVNRIKN
                     KYDLTQYTIIYAYGDTPNDYAMLELAHRKYYKWQEIN"
     gene            complement(239435..241858)
                     /locus_tag="DSM_02037"
     CDS             complement(239435..241858)
                     /locus_tag="DSM_02037"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFLLKNLVSSISKVTQDLGNIVSITPVVNTGSSVNVNVSDINIA
                     
NVSTTGLLSNVISTVTDTVSHTTTDLVSNVVGTVTGTVGSTSPIDTVTNIIGGVTGGV
                     
TGNPLEVVTDIIGGVTGGVVGGTSPISPVIDVVQGGIDILQGVESLKTEIINTGIETV
                     
ADAVIGVLPQAEHPVSEIADLGTLTFETSRDTVNGALEVVSDLVGGDIQDATESATGI
                     
LDTLITNGTTATGIVTGVVGSVTDVIGGVTGGVDGNPLEVITDIIGGVTGGVDGNPLE
                     
VITDIIGGVTGGVGGDNPLGVVTDIIGGVTGGIIGGGTSPISPVIDVVQGGIDILQGV
                     
ESLKTEIINTGIDTVADTIIGVLPQAEHPVSEIADLGTLTFETSRDTVNGALEVVSDL
                     
VGGDIQGATENATGILGTLIQNGSTATGIVTDILGGVTGTIGGVTGGIGGDNPLGVVT
                     
DIIGGVTGGIGGDNPLGVVTDIIGGVTGGIGGDNPLGVVTDIIGGVTGGIGGDNPLGV
                     
VTDIIGGVTGGIGGDNPLGVVTDIIGGVTGGIIGGGTSPISPVIDVVQGGIDILQGVE



                     
SLKTEIINTGIDTVADTIIGVLPQAEHPVSEIADLGTLTFETSRDTVNGALEVVSDLV
                     
GGDIQGATEAATGILDTLITNGTTATGLVTEIIGGVTGTIGGVTGGDSPLGLVTDLLG
                     
GLTGSVGGDSPLGVVTDLLGGLTGSVGGDSPLGVVTDLLGGLTGGVTGGTDNPIGIVT
                     
DIVGSLTGGVTGEGSLDVISNLLGGLTGGSLLGGVTSTVSSVTNTTHTIVPTSLLTDN
                     FLENSFNTV"
     gene            242450..242526
                     /locus_tag="DSM_02038"
     tRNA            242450..242526
                     /locus_tag="DSM_02038"
                     /product="tRNA-Arg"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Arg(acg)"
     gene            complement(242648..243340)
                     /locus_tag="DSM_02039"
     CDS             complement(242648..243340)
                     /locus_tag="DSM_02039"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSFFAKLFGFKQKTTAQEDVALKAAQELEPSNETSFIELIKNRR
                     
SIYAIGNNLSQSNDEIEKLIQEAIRHSPSAFNSQSSRAVILFGQSHHKFWNTVLEVLK
                     
TIIPAEAVSGTEQKIQSFAAGAGTVLFYEDQSVIKSLQEQFELYADNFPIWSEHSTAI
                     
AQFAVWNVLAEQNIGASLQHYNPIIDEKINTSFNIPAEWKLRAQLVFGSIEGAAGEKA
                     FIDDESRFKTFG"
     gene            243565..244062
                     /locus_tag="DSM_02040"
     CDS             243565..244062
                     /locus_tag="DSM_02040"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTEQKSALSLRYYLNLEESQDGFGLVTFGKKQFTRFLTPVISIA
                     
IIIWGLYLGFSGVGRYYVALGVFFLVMQGLMRYWLLPMMFKRQFVRYQFGKSEQGIDL
                     
YQDYFELYAAGRKQAVQYSEVQTFAKGKLTYMLELKNKTVIIVPKRAFAQASDQTIFE
                     NTFKK"
     gene            244102..244743
                     /gene="ycgM"
                     /locus_tag="DSM_02041"
     CDS             244102..244743
                     /gene="ycgM"
                     /locus_tag="DSM_02041"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:P76004"
                     /codon_start=1
                     /transl_table=11
                     /product="putative protein YcgM"
                     
/translation="MKTRPSKIVCVGRSYADHVKELNNAMPGRPVLFIKPPSSLIGLD
                     
EGISWNPAWGSCHFECEFVLRIDQPLKGETDPQKVLQAIGAVTLGLDLTLRDLQNELK
                     
DKGQPWERAKAFDGSCVLADWVDVSEITNWEETRFTFHINDELRQDGNTALLMFNIAY
                     
LLVDINQVFSLEPGDVIMTGTPAGVGPLNAGDQLKMTLKGATQDFVWETFVKA"
     gene            complement(244820..245614)
                     /gene="nimR_2"
                     /locus_tag="DSM_02042"
     CDS             complement(244820..245614)
                     /gene="nimR_2"
                     /locus_tag="DSM_02042"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76241"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator NimR"
                     
/translation="MKKSAQRVQDFQEIPAHNAIPDLLWFRVRNAPAETVYPQHAHAW
                     
GEFIYAFSGVLEVNIDQINYLTPPPYGIWLPPYTKHSGINRNEVTHATLYVHESLCQK
                     
LPQKAGILLTSPLVPALLDHLRQNPQNETQVEYIRLLQVLLDQLMQAELVGSYLPTTD
                     
HPALAKILNDLHQCPADNSTLQELAERINMTERTLARYSQKELGMSLHEWRQRLKVMK
                     AMTMLNQGKTIESIAFDLGYASASAFIYMFKRWMGFTPDQFRKLYQ"
     gene            245720..246634
                     /gene="yijE_2"
                     /locus_tag="DSM_02043"
     CDS             245720..246634
                     /gene="yijE_2"
                     /locus_tag="DSM_02043"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABT8"
                     /codon_start=1
                     /transl_table=11
                     /product="putative cystine transporter YijE"
                     
/translation="MEERKNLDTRASALMVLLCMVLGLQQVVLKIAAPDISPIMQIAL
                     
RSGLSAVLVLPLLWRDHSIHLFSYKQCKAGALIALFFSLEFYFVTQALKFTSTSHTVV
                     
LLYTAPIFVALGLHWKFPTERLNRAQWGGIALAFMGIILTFYPTSTATNAPALAQVLL
                     
GDLYALMAGLAWALSTIIVRLSPLAQAPATQTLFYQLFGCFVLLLLIAFLTNQTTIHF
                     
TTLAILSLSFQTLIVSFASLLLWFWLLRNYLASRLGIFSFLTPLFGVLFSILLLEEKL
                     EIKFIFGSILVLSGIVIMSLKQGKANSS"
     gene            complement(246655..247902)



                     /locus_tag="DSM_02044"
     CDS             complement(246655..247902)
                     /locus_tag="DSM_02044"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A8K8"
                     /note="UPF0761 membrane protein YihY"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLERFLKKLPFYNKTWFQFILFVIKRFEADRCREQAGSLTYTTL
                     
FAVVPMLTVFLVIISSIKALEPARQQLQHLIYSNFLPKSTIAFDKALNAFTEKSSNLT
                     
VIGVLFLFVTTVLMLTSIETVFNRIWRVKETRSGIVGFMRYWTIISLGPIILGSAFVI
                     
SSTVASMNLLSNNFTGYQLDGAFLLWLISFVLTILGFFILYWTIPNRTVPLYAAAIAA
                     
CLSAALFETLKNLFSFVMSNFTSYEIIYGAFAAVPIFLLWVFLSWNIVLLGVEVSFAL
                     
TAFHSGKEQKRHPVLMLLDILELFYKKQKLGESVSDKEALEILGRGEVGRWPAYVLLL
                     
EEQNLVKRTDKDEYVLVRNLSQVDFWSFFTALPYPLPLRQDVSNVHDDDEWMEKIGPA
                     LVESNDYLAAKLSIPLSTIFEEK"
     gene            248190..248783
                     /locus_tag="DSM_02045"
     CDS             248190..248783
                     /locus_tag="DSM_02045"
                     /EC_number="1.6.5.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9I509"
                     /codon_start=1
                     /transl_table=11
                     /product="NAD(P)H dehydrogenase (quinone)"
                     
/translation="MQPYILVLYYSKYGSTKEMAHLIANGVESAGMNVKIRTVPNIAT
                     
VVTEAEPSIPEEGDIYCTLEELANCAGLALGSPTRFGNMASEMKYFWDQTTSLWLNGA
                     
LHNKPACVFTSSGSMHGGQESTLLTMLPPLFHHGMMILGLPNSIPALSNTKTGGTPYG
                     ASHVSGPRHDQNLSQDEKNLCEAQGKRLGEIVKKLHS"
     gene            complement(248836..249411)
                     /gene="xpt"
                     /locus_tag="DSM_02046"
     CDS             complement(248836..249411)
                     /gene="xpt"
                     /locus_tag="DSM_02046"
                     /EC_number="2.4.2.22"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P42085"
                     /codon_start=1
                     /transl_table=11
                     /product="Xanthine phosphoribosyltransferase"
                     
/translation="MHALEQKILTEGIVLSDQVLKVDAFLNHQIDPVLMQQIGKEFAT



                     
RFKDAGITKIITIEASGIAPAIMAGLELGVPVIFARKYQSLTLKDDLYRAKVFSFTKQ
                     
TESTIAISNKHINSNDKALVIDDFLANGQAALGLIDLIHQANAEVVGVGIVIEKSFQP
                     GRDLLLEKGYRVESLARVQSLADGTVTFVKE"
     gene            complement(249484..250197)
                     /locus_tag="DSM_02047"
     CDS             complement(249484..250197)
                     /locus_tag="DSM_02047"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MATKFLKSFSIATGISTTLLIASFSSHALAMSPFQANYQFTYNN
                     
KGMGSATRALSQQGNNWTYQFTAKAGGIASASETSKFSFANGKIGSQSFSRTSKILIH
                     
NNTMSINFNPGNKTISTKKDDKARSFAWQAGVLDELNAELQIREDLKNGSLKSSYPLA
                     
DAKEVENRRFVKQGNEKIKTSYGTFDTVKVVLQHKKPERSTIFWLAPKLDYLPVKVSH
                     IDGKTSYGLLLTSYTGKTN"
     gene            complement(250355..251026)
                     /locus_tag="DSM_02048"
     CDS             complement(250355..251026)
                     /locus_tag="DSM_02048"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQTLFSSLVKRLHKVYRKAEAFIEEERDFTLSQTFLNATLERYV
                     
TNNVEFLDDLHADLYHDWLRLYATMHVKGLETTLSVDLKLIQMEFNKEQQLIVFEQIS
                     
NTQIVEAKYKNFWQKIAVKAAIFYYHKILKKDPLGMILERFDVAQEKDDLIFLDLNRW
                     
FAKKASIIETLGKVHINYARVREAELVVFGNVNLAALLFRDQDDDSEDELEDTEITPI
                     QQKDV"
     gene            251257..252141
                     /locus_tag="DSM_02049"
     CDS             251257..252141
                     /locus_tag="DSM_02049"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLKKRSLSIEPFYYWWQDRVFIAAIILAILLHIFVLLIHFAMPA
                     
PSEQSTKEIAISIRPTEDVIKHADFLAQADQQGSGAFREAHRMSSNSPAPMPSDASTG
                     
EAQLETLEKVQQQRELKFEEKVLMTVLSWQKQAEESQRKKALEQLQSQFQAKAAMVAS
                     
LEAQYLQRQQDFSRQQKIKTVDGIQAKKDASAAYLDKFREKVELYGNRYYPEEAKQQQ



                     
LKGEVRLMVILNAQGGIRAIRLLESSGHPVLDEAAKASVRRGAPFGRFDANMKDISEL
                     RIIRTWRFDPAEAEFEVH"
     gene            complement(252231..252707)
                     /gene="ybeY"
                     /locus_tag="DSM_02050"
     CDS             complement(252231..252707)
                     /gene="ybeY"
                     /locus_tag="DSM_02050"
                     /EC_number="3.1.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P71335"
                     /codon_start=1
                     /transl_table=11
                     /product="Endoribonuclease YbeY"
                     
/translation="MKISLSLQQDFQSPELELKRAQLKKIIETTLRHVGYKEDCEIGI
                     
ACVDLEESHQLNLQYREKDKPTNVLSFPSDIPEEVLPMLDALPLGDLVICIPVVLQEA
                     
LEQKKTAQNHFAHLLVHGVLHLLGYDHETSDEDAEEMEGLEIEILAKLNIANPYQE"
     gene            complement(252717..253805)
                     /gene="ybeZ"
                     /locus_tag="DSM_02051"
     CDS             complement(252717..253805)
                     /gene="ybeZ"
                     /locus_tag="DSM_02051"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A9K3"
                     /codon_start=1
                     /transl_table=11
                     /product="PhoH-like protein"
                     
/translation="MTAAIRRTVTFPEISMERLKSILGAYNGHLKQIEQRLDVKITHR
                     
GDVFYIDGEIDAVGRAEALLQRLYEETEASQQISADLLHLLIQSSQTERNFELVGEEM
                     
DEHDAPMDVYFQTRKGRINPRGANQKRYVQRILQSDISFGVGPAGTGKTYLAVAAAVD
                     
MLERNEIQRILLVRPAVEAGEKLGFLPGDLTQKIDPYLRPLYDALYEMLGFEKVAKLI
                     
ERQVIEVAPLAYMRGRTLNHSFVILDEAQNTTPEQMKMFLTRLGFGSRAVITGDITQV
                     
DLPRGQQSGLAHALRVLENIKEIHITRFHSRDVVRHQLVQKIVEAYEGWDGEQQRLNA
                     EARAERKARQEALIAENDTAADLQHQDA"
     gene            complement(253843..255294)
                     /gene="miaB"
                     /locus_tag="DSM_02052"
     CDS             complement(253843..255294)
                     /gene="miaB"
                     /locus_tag="DSM_02052"
                     /EC_number="2.8.4.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9RCI2"
                     /codon_start=1



                     /transl_table=11
                     /product="tRNA-2-methylthio-N(6)-
dimethylallyladenosine
                     synthase"
                     
/translation="MTVQTFIPNGAKAASENTVTQPTHTTDVSIKKLYIETQGCQMNE
                     
YDSHRMADLLGDSHGYMLTNNPNEADILLMNTCSIREKAQEKVFSELGRWRKLKEQNP
                     
DLVIGVGGCVASQEGDNIQKRAPYVDMIFGPQTLHRLPQMLDQHHAQVEKPKKEKIKL
                     
VDISFPDIEKFDFLPEPRVEGFKAFVSIMEGCSKYCSFCVVPYTRGEEVSRPLDDVLA
                     
EIAGLAEKGVREISLLGQNVNGYRGETFEGGICTFPELLRLVAEIPGIGRLRYTTSHP
                     
LEFSDELIQCYEDLPQMVSHLHLPVQSGSNDVLKAMKRNHTIDVYIDKIAKLRKIRPD
                     
MHLSSDFIIGFPGETDENFAETLQFIKDLDFDHSYSFVYSKRPGTPASDLPDTTPEHV
                     
KKERLAQVQQVIKQSSIEKTDAMLGKIERVLIEKVSDQDPNILVGTADNTRLVTFVGD
                     ASWVGRFAEIEITEIKTLNLVYGELLNLEPDVA"
     gene            255541..257526
                     /gene="slt_2"
                     /locus_tag="DSM_02053"
     CDS             255541..257526
                     /gene="slt_2"
                     /locus_tag="DSM_02053"
                     /EC_number="4.2.2.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AGC3"
                     /codon_start=1
                     /transl_table=11
                     /product="Soluble lytic murein transglycosylase"
                     
/translation="MRPGKKSSSNKSRVMKNKYAHRSWLGAVCLLGCSLSYAAEEQFN
                     
DALNAANSGNTALLDQYQLAMQNDVLGYYPEYWKLNTNLGFQSPTSIVSFAQRYPQSA
                     
MAEKLAADYVEEKVKQADFASAQPILPYVSNPDQAENCALAQVRAKSGDALVFAEYKD
                     
VWLATESQPESCIGLGRMMLSSPLMSTQDKQQRLWVQLRAGLSGQALATAQTLGLNLS
                     
LAQLNQIQANPLNYLWSAPKTNDVDYAYLIFALGRLANNDLGNAFANVQRVAQGTPES
                     
VQKYLYRTVAYIGGTTVMKNNFNREVLQYFDASYGYPLSPEEAEIYARQAIRFSAWES
                     
LIRAIDSMSVSQKQEDRWQYWLARATEQRGDSNSKNTAQRIYKKLAESGDDYHNLLAK
                     
DRLGVRYNHQPYNDEPTASDLRRLDQNIHFNRAFTLRRINANPTYTNREWNWAVRQAY
                     
LQHDDGLLLAAAKRAHDMGWYDRAIYAADRTTNKHNDTYRYVTPHKTNVVSHSYNAGI
                     
DPAWAYGLMRQESRFVTSARSHVGAGGLMQIMPDTAKLIARQMGETYNPAALSEMNTN
                     
IRYGTFYLSMIQGQLSNNPVLATAGYNAGPNRARRWQPDYQPIEADQYTETIPLLETR



                     DYVKHVMTNATHYGVILGQGAQSLIQRMKVIPTRSSP"
     gene            257584..258246
                     /locus_tag="DSM_02054"
     CDS             257584..258246
                     /locus_tag="DSM_02054"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKYRDLGLQSISQLAWWIICASVGLLSSVLHAEPVNVQGYVMHV
                     
QMTPAVCALDPSKQKQRKCLEGYSLTITGLMPETTRTDCSTQSSATLSPLQAKVVARV
                     
MPDNNARVQLWRSVGGCVPMNASQYFRTIINFAERLKIPANLTSSTNVEMQQSTLRQQ
                     
FTKLNPSLPQNGIRFTCQLSRSDVVLTEVKVCYTVNGQYKQCSNHVVSNCPSEITIKG
                     SY"
     gene            258458..259444
                     /gene="mdh"
                     /locus_tag="DSM_02055"
     CDS             258458..259444
                     /gene="mdh"
                     /locus_tag="DSM_02055"
                     /EC_number="1.1.1.37"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9ZF99"
                     /codon_start=1
                     /transl_table=11
                     /product="Malate dehydrogenase"
                     
/translation="MKQPVRVAVTGAAGQIGYSLLFRIASGEMLGKDQPVILQLLEVP
                     
VEKAQQALKGVMMELDDCAFPLLAGMIGTDDPKVAFKDADYALLVGSRPRGPGMERAD
                     
LLKVNGEIFIGQGQALNEVASRDVKVLVVGNPANTNAYIAMKSAPDLPAKNFTAMLRL
                     
DHNRALTQVAQKAGVAVADIEKLTVWGNHSPTMYADYRFATANGESLKDKINDPAWNK
                     
DVFLPTVGKRGAAIIEARGLSSAASAANAAIDHMRDWALGTNGKWVTMGVPSDGSYGI
                     
PEGVMFGFPVTTENGEYKIVQGLEIDEFSRERINFTLNELEEERAAIADMVK"
     gene            259607..259852
                     /locus_tag="DSM_02056"
     CDS             259607..259852
                     /locus_tag="DSM_02056"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFEQQPTLQLLFEQLGLDSDDANIENFIRTHQLPAEQKLHEASF
                     WSQGQSDFLKSHWEKDDEWIVVIDELNEQLHEDSVKK"
     gene            complement(259899..260426)
                     /locus_tag="DSM_02057"



     CDS             complement(259899..260426)
                     /locus_tag="DSM_02057"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSIETKAIVSRIGETDQLYLTENTPELALERAELRMQLVTLSRV
                     
RQEQIHFLQEAIVLLEQARMEYEEMPMSLYLNLSLHLAKAYMLYFELNKEKRFALIAQ
                     
QILKPLAHHQHGDIYFFLAYASAAQQESALTRHWLTKYLSTAQCDLELLHEHPIFNPV
                     RHEPWYKNLIKLRTH"
     gene            complement(260494..261099)
                     /locus_tag="DSM_02058"
     CDS             complement(260494..261099)
                     /locus_tag="DSM_02058"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MHSQPLPDCWNLDQILDDLNAHGFAIVNQAYSAEYHTQVAKECS
                     
HHFDEFREAGIQNGVVSTIRSDHILWINESLPVAEQHVETLTSFCQHLNQAFFLGIKE
                     
VEAHFACYNPGEFYALHRDNPQQKNDRIMSTVYYLHPQWQDEWGGQLRLQDKNDIWHI
                     ITPEPNRLVIFQSNLLHEVLVSKQQRLSITAWLRSGNSIWV"
     gene            261217..262074
                     /gene="rlmJ"
                     /locus_tag="DSM_02059"
     CDS             261217..262074
                     /gene="rlmJ"
                     /locus_tag="DSM_02059"
                     /EC_number="2.1.1.266"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37634"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribosomal RNA large subunit 
methyltransferase J"
                     
/translation="MNYRHHFHAGNFADVMKHVLLLQLLNRLNAKDKPYRYIDTHGGA
                     
GKYDLSQAPAQKSGEFLTGIHRLVQLSDMEKRQAPEAIQQYLKLVEELRAQEGKGSYP
                     
GSPWFALQGMREIDKATIFEMQRDVFQQLRHNIHDKRAGLHERDAYEGLLAVIPPKEK
                     
RGLVMIDPPYELERKDFPQLVELLQSAYKKWPTGVFAVWYPIKDRAMIERFEKKMFKT
                     
GIRRQLICEICVWPDDTPVGLNGCGLLVINPPWQFSEQADQALQWLFPHLRMQETGGH
                     AAVRWLVGE"
     gene            262116..262949
                     /locus_tag="DSM_02060"
     CDS             262116..262949



                     /locus_tag="DSM_02060"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTNAPKPEQDLTHNEHSFDGITFEVVEEEDNPEGQKVKRRGIYL
                     
WPNLITTAALLSGFYSIIASMNGEFAQAIYAIFLAALFDGLDGRVARAIGAQSAFGEQ
                     
YDSLSDLLAFGVAPAMLMYSWSLHDLGRIGLACCFVYTACAAFRLARFNVQIGVVDKR
                     
YFIGIASPLAAIIIISLVWVARDYPFIFDLRDIAIQTINAVIMVVVGLLMISNIKYYS
                     
FKQMDRKRVPFVVMLPVVLIFAAITYNIPMGILIVSIIYALSGFVTTLLAKKNNETIK
                     T"
     gene            262968..264035
                     /locus_tag="DSM_02061"
     CDS             262968..264035
                     /locus_tag="DSM_02061"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPKLISEKNQLQQLSLNSNGGVVYQPARGFFKVVYQGLILPNLP
                     
APLRYFNYISLIGQPRIPLCYNANDIVTSAVDTATVLVSNSLHSVGHLKTYSIRRQCQ
                     
LNPSRYQFDKTDLIEWQIPRVQLRRIDSEMSCDLIVQTPSDISNSSALQWGISDYWSI
                     
LCHCEGEILYKGQKYEVNGLGRFKHARALHLPFLSLCFYTCQIINLNETTQVTLSQIR
                     
NQWNIILFSRLDIQELGKQPVTFTEDVNFHIHRVYPKVETPHGREMYLPREFSWQCKK
                     
NGKVIFELYGESRGDYKFGLAAGYIGSFRYQLSWNDQCLQGEGGYCEYIDCRPLRWQE
                     KNQNEKMLDKLLLLQPCLYKK"
ORIGIN      
        1 agctattctg tatatgaaat acttaaaaat gttaaatata aagaaattaa 
tttaacagac
       61 tatttaacat atttatttaa tttattgtaa tttaaatatt tatttttttt 
tagtatgtat
      121 atccgtttta atcaaagttt caaaaaaggc gagtttatct cgcctttttt 
attattcaat
      181 tccaagtaaa cgtaccagtg ctgtgccagc cgccgccaga caaatcacca 
ataaaagcgg
      241 ggcttttttc caaaccaaga aaagtgccaa acccacccca aatatacgtg 
cgaaacctgc
      301 gaaatgttgg ccttcaaaaa atgtagtggt cacagcaatg gcacagagca 
aaacggttgc
      361 gccgtttgag agtaaaactt ggtatttttc agaaaatgaa aacttggcac 
ctaagtggaa
      421 accagcaaaa cggatactgt acgtacccag tgcgagtaga gctatcccta 
caataatcag



      481 taactgttga ctcatttttt tctaccccat atcaagccaa aaagtgaaat 
cagaatcgga
      541 agtcctgcgg ctaaaaaggg tgtggttatc aacgctaaag ttgatccggc 
aaatgcagct
      601 tttcgagtca ccttattctt taaagcagaa aaagtaagag caattaaaat 
agctgggaaa
      661 atcgcatcta agccaaatgt tttagggtct ggaatagcac tcccaataaa 
ataaccagca
      721 gtgacgccga gtggccaact gagcatgatg cctataccac atagccagta 
agcagccttt
      781 ttggtttcga aatcaggctg tgccatacca aacaaaacgc tttcatcgtt 
catgatatga
      841 gacccaaaat attgagagaa tttgcctcga atcagttcat tgaccgcaat 
gccaaaaggt
      901 agatgtctta aattgacgag tagtcctgca attgcagccg caatcgggct 
accacctacc
      961 gccaagaatc caataaaaat aaattcagca gttcccgcga gcacaaatat 
ggacaggcaa
     1021 agtgggatcc agagtgctaa gccataactt gcggcgagtg aacctaagga 
cataccaacg
     1081 atactcgttg ctaggcacac aaagaaaatc gagcgagtag tatctttact 
aagttttcta
     1141 ataagagcgt atgtagtcat ggcatgatat agcgaacgat tttccattat 
aatgaataag
     1201 tctgattgtt ttgtcaaaac gaacgatcgt tttttttata gaacggatag 
aatgaatgtc
     1261 tcagccaatc gaaattattg ccaaaggttt aacgcgtgaa cgccaaagag 
cagggctttc
     1321 attggcagag gttgcgcgcc gtgcaggtgt tgccaaatct acactttctc 
aattagaggc
     1381 agggcaaggt aatccaagta ttgaaacctt atgggcactt tgtgtggcac 
tcaatattcc
     1441 atttgcacgt ctgatggaag aaccgagcaa tcaagtgcaa gtcattcgct 
gtggcgatgg
     1501 gccaacggtg agttcggaga ttgccaatta caaagcaatt ttgttggcga 
cctgtccacc
     1561 ccatgcgcgc cgagatgtgt atttattgat tgttgaaccg ggcgaagatc 
gactttcaga
     1621 accacatcca gttggttcgg tagaacatat tattgtagtg gaagggcgag 
ctttagtggg
     1681 tttaattgat gaagcggttg agctgggtgt tggagactat atttgttatc 
cagccgatca
     1741 aaaacatata tttagagctt tggaaacagg cacaaaggcg ttattaattt 
ctgagcaaaa
     1801 ctaaagaaat tcaatctgat taaaataaaa acaaaaagcc atttaccagc 
atcttctata
     1861 aaaagggcca attttgcgta taaattttgc aattggctct ctcttttatt 
acaaaaatgg
     1921 ctctcgtttc ttgagtgccg aaacgacaaa ttaaagccat tggaagtatg 
catacggaag
     1981 cgccggataa gctcagtgaa ttttctgttt taggaattgg gcagaacggc 
taaattttta
     2041 ggggatattt tttggcttcg gaggatttcc gagactagcc gatatcctcc 
atatattaag



     2101 gaaaatgata tggcagctca tcaaaatggt tctgaagcca atcactccca 
aagtttaaaa
     2161 catggactta aatcacgcca cttaaccatg atctcgattg caggggttat 
tggtggctct
     2221 ctctttgttg gctcaggcag tattatctac aacaccggcc ctgtagtttt 
tctaacttat
     2281 gctttaggtg gcctcctagt ttggttcatc atgcgtatgt taggcgagat 
ggccgtttta
     2341 aatcccgaca gtggctcttt ttcaacttat gcagaccgtg cgattggtcg 
ttgggcaggg
     2401 ttttcaattg gttggttgta ctggtgtacg ctggcgatgc tcatgggctg 
ggaagcttat
     2461 gtagcaggaa aaattttaaa caactggttc ccgtttattc cgatctgggt 
ttatatgacc
     2521 gtcgtcattg ttgcactggt tgttgtcaat ttacaaaacg tcaagaacta 
tggtgaattc
     2581 gagttctggt ttgcgctcat caaagtcatc gcgattgttg ttttccttgt 
gattggtagt
     2641 ttagccatta tgcatttgtg gccttggggc aatccagctg catctggtat 
aagtaactta
     2701 acctctcaag gctttatgcc aaatggcggt tcgtcagtga ttaccgcctt 
gcttggggtg
     2761 atgttcgcct atattggcgc tgaaattgtt accgtagcag cagcagagtc 
tgcaaatcca
     2821 tctaaagaaa ttcgtaaggc atcaaactcg gtggtttggc gtattatttt 
attctacgtt
     2881 ggttcaatgt tcgttgctgt atgtcttatt cctcacaaca atgaactttt 
aaaagattcg
     2941 acttggggta cttatagtgt aactctgtct gcacttggta ttccgggtgc 
gcgccatatc
     3001 gtaaattttg tagttctaac atcggtatgt agttgcttta actcagcgct 
ttacacgtgt
     3061 tcacggatgc tattctcgtt gtctaaacgt ggtgatgcac caaaaagttt 
tggttctgta
     3121 aacagtaaaa gcagtccttg ggtgggtgtg attgtgtcat gcttcttctc 
tgtaattgcg
     3181 gtaattttaa ctgcaacaga gagtatgaat gtttatgact tcttcatgct 
aacaacaggt
     3241 gcagcaacac tatatgtgta cctgaccatt gcttattctc agcttcgtat 
gcgtaaaaaa
     3301 ttagaagctg aaggtgtgaa aattgacttt aaaatgtgga tgtttcctta 
cctaacctat
     3361 gtggtgatct ttgcaattat tggtgcaatt cttaccatgt tgattgaagg 
cacctatttt
     3421 aaagaagtga tttacaccac agcattgttc ggcattattg tgttcttcgg 
attgttgtct
     3481 gaaaagctag gttggggtaa agagcgtcgt gcaacccatt taactcatag 
ccatgaagaa
     3541 aagttagttt aaatttttaa accaaaagag cctcacaatg aggctctttt 
ttattttgct
     3601 cagataaaaa gatcaattca gtgtgggtac atctgcttca cgtaagcact 
ggagcaagac
     3661 accaaaagcc atcaccatgt ctttttcatt tacacaggca aaacccatca 
gtaaaccacg



     3721 ctctgcatgt gcatgcgact gcatgtagta ctgagacagt ggacgaactt 
taacaccacg
     3781 ttcaagtgca gtcgccgcaa tcgcgacatc atcgcaagag tttggcagtt 
ttaaaaccag
     3841 atgtaatcct gccgcttcgt catattcatg aataaattcg gggccaagat 
agcgttgaat
     3901 taagctcacc aagtaatcgc ggcgtttacc atagagcagt cgcatacggc 
gaatatgcgc
     3961 ttcataatgg ccttcacgaa taaattcagc gagggctttt tgctcaagca 
agtgcccacc
     4021 acgataaagt tcggccgcaa caatacgtag cgatgaaaat aacggcttag 
ggacgaccaa
     4081 atagccaatt cttaaagatg gataaatagt tttactaaac gtgcccatat 
ataaaacagg
     4141 tgcgttattt tctaagcctt gcaaagatgg ataaggctgg cccgagaaac 
ggaactcact
     4201 gtcatagtca tcttctacaa tccagctatt gtgctgacgt gcaatctgaa 
tcaattgtct
     4261 gcgacgatca aggcttaaat gtgagccaag cggatattga tgtgatggtg 
tgacaaaaat
     4321 gagtttaggc ggtactgccg gattttcttc aggaataatg ccttcagcat 
cgacaggcat
     4381 gggctgaata tcgaggccat taatacgtaa cgtattacgc attccccaat 
aagcgggatc
     4441 ttcaatccag actttatctc ccatatcact cagtgcgcgt gagactaaat 
caatggcttg
     4501 gtgaatgcct tcggtaataa taatctggtc cgcatcgcac tggactgaac 
gcgcaacacg
     4561 taggtaatct gccaacgcac ttcggagctc tatgcatcca cctgcgttgc 
tataaatcag
     4621 gcggttaata tccggttcgc ggcttaagcg tgcttgaata cgactaaaaa 
tatgatgtgg
     4681 aaactcggta acatcgggtg ctcccggaac aaaggctccc cattgatgtg 
gcgaggctgc
     4741 ggcatagccc aataagtttg agccacgctg tgagagggcg taagaacttt 
gaacatttgg
     4801 gctagaaact acttttttct tgttttgtgt atttaaaaaa ctctctggta 
acttttcggc
     4861 aacccatgtg ccatgtcctg tccgtgcttc taaatagcct tcggcctgta 
gttgttcgta
     4921 ggcactaaga acggtatttc tcgaaacatg aatttcactg gctaaatcgc 
gtgatgcagg
     4981 tagacgagtc ttcggctgga tcactccatc aataatggca ccacgcaggc 
aacggaaaag
     5041 gcgttgatgt agtttccctt cagtgtcctg ttggagtcgt tgcagcaaat 
gatctccaag
     5101 taaactacgc aattggctct ctcctacagt taaaaagtgg ctctcgtcag 
ttgccatcag
     5161 acgagcgaaa ttacatgcat aggcagtcgt tgtaaagcac cctgaaaatt 
aagcacagga
     5221 tgcaaaaacc aaagctgcaa ctgatgatga aaatatgagg gaatcaaatg 
gatactcaac
     5281 attctgcact taacgcacgt aaacagcaag caactccacg tggtgtaggc 
gtgatgtgtc



     5341 agtggtatgc ggaaaaagct gaaaatgcca cgatttggga caaggaaggc 
aaccaattta
     5401 tcgatttcgc tggtggtatt gcagttttaa atacaggcca tcgccaccct 
aaagtcattg
     5461 cagcggtgac tgaacaactt actaaattta ctcacactgc ttatcaagtt 
acgccatatg
     5521 aaagctatgt ggctttagct gaacgtatta atgaacgcgc gccaattgct 
ggtcctgcga
     5581 aggcagcttt tttcacaaca ggtgcagaag cagttgaaaa tgcagtgaag 
attgctcgtt
     5641 gttacacagg tcgtcacggt attatcacgt ttggtaacgg tttccacggc 
cgttcattta
     5701 tgaccatggc aatgacaggt aaaacagcac cttacaaacg tgatttcggt 
gtaatgccag
     5761 cgggtgtgtt ccacgcacgt tatccagtac ctgcaaaagg tatttcagta 
gatgcggcaa
     5821 ttgaaagcgt tgaagatatt ttcagtgaag atattgcgcc acatgacgta 
gcagcaattg
     5881 tacttgagcc agtacaaggt gaaggtggtt tcaatgtggt gccagccgag 
ttcttaaaac
     5941 gtttacgcgc aatttgtgac aagcacggta ttttacttgt cgctgatgaa 
gttcaatctg
     6001 gttttgctcg tactggtaag ttatttgcaa tgaatcatta tgaaactaaa 
gcagacctca
     6061 tcacgatggc gaaaagcttg ggcggcggtt tccctatttc aggtgttgtg 
ggccgtgcag
     6121 aagtgatgga tgcaccaaac ccaggtggac taggtggtac ttacgcaggt 
agtccgattg
     6181 cggttgctgc tgcgcatgcg gttattgatg cgatcgaaga agaaaacttg 
tgtgaccgtg
     6241 caaatgaatt aggtgcagag ttagtcgcta cccttaaaga tattcaacaa 
gcaacaggcg
     6301 acgtcgtaac tgatattcgt gcattgggtt caatggttgc agtagagctt 
gaaacagctg
     6361 aacaagcaaa agttgtacaa aactatgcaa tggaaaacgg gttgttactt 
cttacttgtg
     6421 gtaaatacgg taatgtaatt cgtttcttat atccattaac cattcctgct 
gagcagttcc
     6481 gtcaaggtct tgatatcttg aaacaaggtt ttgcaacact caaagcaggt 
agtgcaaaag
     6541 caatggagca atctgcatga ttcaaaataa tttgcagtat ttattaaaac 
atcctgatat
     6601 ttcattagaa gcacctgcat caaatgacta tatcgaggtg aatgatgctg 
ctacgggtga
     6661 aactttggca tgggtaaaaa cctatgaccg tgcaggggtt gaagccgcaa 
ttaaccgttc
     6721 ggcaaaagcg caagctgctt ggaaaaagca aactgccttg gcgcgtgctg 
atgtgttatt
     6781 ggcatggtac aacctcatgc tagagcacaa agaaaatctg gcacagattt 
taacagctga
     6841 gcaaggtaaa ccattggcag aagcacgtgg tgaaattggt tatgcagcat 
catttattcg
     6901 ctggtttgcc gagcaagcgc gtcgtattga tggtgaagtc ttaacaccta 
ccttgccaaa



     6961 ccaacgtctg ctcgtgatta aacaagcgat tggtgttaca gctgcaatta 
cgccgtggaa
     7021 cttcccggct gccatgatta cgcgtaaagc aggtccagcc attgctgcgg 
gttgttcaat
     7081 gttggttaaa ccggcagaac aaacgccgtt aaccgcttat gcgcttgaag 
tattggcgtt
     7141 acaggcaggc ttaccagcag atgttttgat taacattagt ggtgatgcag 
ttgaagtggg
     7201 taaaacccta tgcgaaagcg atattgttcg taagttaagc tttactggtt 
caacgcaagt
     7261 tggccgtatc ttgatgcaac aatgtgcgcc aaccattaag aaactttcac 
ttgaacttgg
     7321 tggtaatgca ccagttgtag tatttgacga tgccaatctt gaacaagcag 
ttcagggcat
     7381 catggcaagt aaatatcgta acagcggtca aacctgtgtg tgtgctaacc 
gtatttatgt
     7441 tcaagacggt atttatgatg cattggcaga gcgtttggtt gaagctgtgt 
ctaagcttaa
     7501 agttggcgat ggccgtcaag aaggttcaac tcaggggcct ttaattgatg 
aagatgcgat
     7561 tgctaaagtg cagtctcata ttgctgatgc tactgagaaa ggtgcaactg 
ttcgtattgg
     7621 tggtcaacgc tcggcacttg gcggtacatt ctttgaacca actgtattaa 
ctggcgtaac
     7681 gcaagacatg aaagtatcta aagaagaaac ttttggtcca cttgccccat 
tgttccgctt
     7741 taaaactgaa gatgaagcag tggcaatggc gaacgatacc gagttcggtt 
tagctgctta
     7801 tttgtttact caaagcacag ctcgtcaatg gcgagtaggt gaggcacttg 
agtacggtat
     7861 ggtcggcatt aacacgggcg cgatttcaaa cgaagttgct ccgtttggtg 
gcgtaaaaca
     7921 gtcaggtcta ggtcgagaag gttcaaaatt cggcatcgaa gaatatgtcg 
aaatgaaata
     7981 cctctgcgta gacttatctg agtaagggat aaagcgagtt cgctttgttc 
tgaacgaaaa
     8041 catgcagtta tactgcatgt gatgtttcac aaaaaaaccg gtcatgccca 
ttcatgaccg
     8101 gttttttatt taagtcggca aatatccttc atggctttcg ggtaaacgac 
gaagctcatc
     8161 aatgagggtt tcaatgagtt tttcgaccac aaggcgttgg ccttttcggg 
acacataaac
     8221 cagttgtagc atgccaatat tcgacttcca gtcaggaagt atatggacca 
gtgttccttt
     8281 acgaatttcc gattcaacgg ttaaaaaagg aaggtcggca atacctaaac 
cgtccattac
     8341 ggcatagtaa acacctgcca agtcattact tttaattcgt ggttgataag 
gcacatcaac
     8401 cgattcacca ttacgtatat tgcataaatg ccaaatataa ttttgctttt 
gtgtgcctaa
     8461 gctaatactt ggaaagtcct gtaattcgga ataatgctta atggtgcgat 
cttgcagtaa
     8521 ttcaggcgaa gccaccagac aatgatcggt tttaatcaca tcacgaacaa 
ttaaatttga



     8581 atcttcattc ggttcaaaat tggttcgaat cgcaaggtcg atgtcatcat 
gcaagatatc
     8641 tactcgacgg ctcgttagct caagagatat ttcaacttta gggtaggttt 
ttaaaaactg
     8701 atttaaaatt tttctaattt gaaaatgcat cattaaaggc gggcagctta 
cttttaccaa
     8761 accttgaggc tcactttttt gctttaataa cacgttctct gcacattcaa 
cttgagcaat
     8821 gactttgcag cattcctcgt aaaattcttg acctaaatcg gtcactttaa 
aatggcgggt
     8881 tgttctttga atcaggctga cattaaattt attttcaagg tcaataatgc 
gtcggctgag
     8941 cttggattta ctaatatttt cggcctcact ggccgcacta aagccgccgt 
gtttcacgac
     9001 caaatagaaa taataaaaat catcaaaaga gcttatcaat gtccgttcaa 
cccatttaaa
     9061 ttcaagatta gaatgcttaa gcattctaat cttggcagta gaacttattt 
ttggctagtg
     9121 ttgtgattgt aacttgaaat caggttacgg tagtcaggga tatgatttga 
gaacaatgta
     9181 cccaaacctt caatatcatt acgccagtca cggtgtaatt cacacgccat 
accgaaccaa
     9241 gtcatcagct gagcacctgc tttagacata cggtcccaag ctgcatcacg 
tgttaattcg
     9301 ttgaaagtac cagaagcatc agtaatcacg aatacttcaa agccttctgc 
caaagcagat
     9361 agtgcaggga atgctacaca cacttcagtt acaacacctg caataatcag 
ttgtttttta
     9421 ccggttgctt taaccgcttt tacgaaatct tcattgtccc acgcattgat 
ttggcctgga
     9481 cgtggaataa aaggtgcatc tgggtgaatt tcttttaact caggaactaa 
aggaccgttt
     9541 ggaccagttt caaaactggt tgttaaaatt gttggaagat tgaagtattt 
tgctgcattt
     9601 gcaacagcaa gtacgttgtt tttaaattta tccggatcga tatctcgaac 
taaagaaagt
     9661 aaacctgctt gatggtcaac taaaagaacc gcagcattat ccttgtctaa 
gcgtacataa
     9721 tcttgagcca ttttttatgt cctcatgtta tcaaattgaa taatcaaaaa 
ttattgagta
     9781 gggcatcagt gcctaaaatc atgctagatg agtttgttgt cgtaattaag 
tctaaaaaat
     9841 aggattaaga attttaaaaa taggacgatc tcttcaacaa aacatcaaaa 
tttatgattg
     9901 tctcataaat gcaataatgt gttgctaatc ctgatctata aactgcaatt 
attgaggcgt
     9961 aaaatcaatc tcagttcaag aaaatcctac atatatagga gagatcagat 
gaagaaattt
    10021 cttggtgcat atcaaaataa ccacatgcat tgggttggtg atggtttccc 
tgtatataac
    10081 ctgttctctt atgaccgttt aggccaaacc ctaagcccat ttttgttact 
ggattatgca
    10141 gcgccatata acttctcacc aaccactgaa caacaaggtg taggttcaca 
tcctcaccgt



    10201 ggcttcgaaa cagttactat tgcctatcaa ggtgaagtga ctcataaaga 
ctcaagtggt
    10261 ggtggcggaa ctattaaaac cggtgacgtg caatggatga ctgcgggtgc 
aggggtgtta
    10321 catgaagagt tccattctcc tgaatttgca gagcatggcg gtctttttga 
aatggtgcaa
    10381 ttgtgggtaa atttaccttc gcattcaaaa atgacccctg gaaaatatca 
agccattgaa
    10441 gctaaagata ttccggacat tgcactagac gagcacggta gtcatttgcg 
tgtgatcgca
    10501 ggtgaatatg cagatgcaaa aggtgcagca agtacattta gtccattaaa 
tgtatgggac
    10561 ggtaaattgg taaaaggcca aaaacatacc ctgtatgtac ctgaagggca 
tactaccctt
    10621 gttgttgtgc tagagggtgc ggttgtggtc aatgatacaa accgtcttga 
aggcaaaact
    10681 gttgcgattt tatctcgtga gggcgttgag tttagcttaa atgctgaaga 
agacactaaa
    10741 ttcttggtgt tgactggcca accattgaat gagccaatcg aaggttatgg 
tccatttgtc
    10801 atgaatacca aagccgagat tatggaagcg attaacgatt ttaatcgtgg 
aaaattcggt
    10861 tcaatcatgc aagaaggata aattgctaag ctgtgcttaa tgatctttaa 
aagcaaagta
    10921 ataaaaagcc cgctatcaag tgtgaatagc gggctttttc gctgtaaagt 
ttctgttttt
    10981 atgatggata tcattattgt gtcggcattg ttttgtgtga tttagttctc 
attattatgc
    11041 caccatgata ccgcaaaaaa tgatacttgt aaaacgaatg atataaatac 
agttaaatta
    11101 tcttatttta tttaaaagaa tttttttaaa tttttaaaaa atatagattt 
ttatacagtc
    11161 atcctctttt gtaaaatttt atgaaaaact tttgggctta tcttttaaaa 
tttttctata
    11221 taaattgatg caaaaaataa aaatctggta gtttttaata cggtgttttt 
ttagggtatg
    11281 agtgataatc aaaaaaattc tcgaaaaatg ggacatcatt ttggatatcg 
caattattgg
    11341 cagtggaatg gcaggacttg cagcagcaag aattctgaaa gatgcaggac 
atacaatcac
    11401 gatatttgaa gcacttcctg gccggggaat ggacagtcat agcattgagt 
tcgatggtgg
    11461 gattattgat gcaccattgc gtgttatgaa cccgcatcta tggaaaaata 
cactcagcct
    11521 tgctgcacac ttaggcatta aaacctttcc ggttcgtacc tatatgtctt 
gtagctggtt
    11581 atttgaagat cgtactgaaa catggttaac cacatctcgt agccgtattg 
gtaatttccc
    11641 aattatcaat aaccgtaaag gtatccagca atatggctgg cgtctggtaa 
aagggatgct
    11701 gcaattaaaa actgcgattc accagttctt taaatctaaa aatcaagata 
ttactctcgc
    11761 tgaatttatt aatcagaacg atattgaaga agtattctgg catggtgtag 
ttatgccggt



    11821 gctttatacg atttgtacat gtaacccaaa aacaattggt gattggcctg 
cgaaaaacct
    11881 tcttgagttt ttgcgtcatt taactgatgg tgacatgttg ttgcgtatga 
aaggcggtac
    11941 acctgcattt gtagacagct taattaaagg cattgatatc catagcggtt 
cggcaattaa
    12001 aaaagttgag ctacaaggtg aaaaagtact ggtcgaaaat gaaaaaggtg 
accaaggtac
    12061 atttgaccgc gttattgtgg cgacaccgac atctaaactt gaagagttct 
taaaccctga
    12121 acagtttgca gaagatatga atctacttaa acagttccgc tttgaacaag 
gcgacttggt
    12181 tattcataca gatgcaacag taatgccacc acgccgtaaa gactggtcag 
tgctgagcta
    12241 tatgatggac cgtaagttta ctcgtcagca gtttacagtt tggatgaatg 
ccgttgagcc
    12301 atcactagta ggtaaaaatc ctgtattcca aacttggcgt ccagtagttg 
atattgaccc
    12361 taaaaaagtc atttcaaaag tgaccttaac gcgtgcagtt gtagactcgc 
aaactattgc
    12421 tttaaacaaa gagctacaac aacgtcactt agaaccaaac cgtaaagtat 
tctactgtgg
    12481 ttcatggtca tgtgatggtt tgccaatttt agagtcagca gtgacttctg 
cgatgcatat
    12541 tgctgaaatt ttaggtgcac ctttaccatt cgtgggatta aagcctaagg 
tcgaagttgc
    12601 ccctgaactc ggttactaaa attgtgaaag caaaagttcg agcagctctt 
tctcgattta
    12661 tccctcataa atatgcaatt gatgcatcaa gtttggggga tagtgaagag 
cttgcttgga
    12721 caaacttggg tttttggaaa aatacccaaa cctaccgtga agcttgtcgc 
caattggctg
    12781 atcatttggc acaagctgtc aatttaaatt caaaagatca tctcttagat 
ttaggttgtg
    12841 ggcagggtgc aagtttattg cactggttac agcactatca ccccaaaagc 
ctcagtgctg
    12901 ttgaactaca agcctcatgt gttaataaaa ttcaaaaatt tattcctgaa 
ataagtcaga
    12961 ttttctgtgg ttcattttta aatttaaaac aatttgaatt taaacaacgc 
ttcgatgtgg
    13021 tgctctgtat cgatgcggct tatcacagtc atttaaattc attgctggat 
tcggttactc
    13081 ccattttaaa ttcaaaagga cgattaggtt ttcattactt gatgcgtgcc 
gactcatgtc
    13141 acaacatgac catgctacaa gaacaaaagc atcgttactt acttaaagca 
gccgatgtca
    13201 cttgggatgc cttactcacg gaagagatac tgagaactac cttggaacaa 
caaggtttta
    13261 cagatattaa aatcgaagat ttatcagaac aggtattatt aggtttttca 
cagtatattc
    13321 aaaatcaaca agcacaaagc cataaccgag ggttggcaaa ttttaaaatc 
caaatgactg
    13381 caaagttatg ccaacaactc tatcaaaatg ggtatgtacg ttatattcaa 
ataacagcaa



    13441 taaaaaaata gggtgagcca tgtcagttaa atatcaagga tcatgtttat 
gtggagctgt
    13501 gagctatcaa agtgatgcag agccacgtta tagttttaat tgccattgtc 
gagattgcca
    13561 aaaggcaaca ggttcggcct atgcgccaat cgcttttttt catcaatctg 
aattgaaaat
    13621 aagtggcgaa cttaaatatt ttgagacttt aggttcatct ggtcgcccca 
ttaaaagagc
    13681 tttttgcccg acttgtggtt ctcaactttt tggcttacct gaacttgttc 
ctgaaatgat
    13741 ttcaatacgc gcaggtactt tggatgaccc aagtctctat catcctaaag 
cggaggtttt
    13801 tgtgagccag acctatgctt gggacatgct gaatccaaac cttaaacact 
ttgaaaaaat
    13861 gatagagaag agcaagaaat aaggcttaat taaagaagcc aaatattgcc 
aaagcacaga
    13921 ttaaagtaag actgccaaga gctaaaaata atatggtttt tctaaatttt 
agctgaggca
    13981 ttttacttac aaggataata aggcatgcaa gtatgatcac taaaggttga 
aaaagatttg
    14041 atggtagatt agacatgtcg ttccttgttg tttttaaatt tattttagaa 
ataaagtaat
    14101 aaactcatta tatctttttc ttatttaatt gaagaacaga acttctttat 
aaattcatat
    14161 tttttatttc aatgatgggt aaatcaagtt ttaaatttaa aagaactatg 
tacgcttttt
    14221 cctacatcca ttcaggaaat tatcgtcttt ctatgatctc acgaattgcc 
tatgatgaac
    14281 tcatcaggaa caggaagttc caaaacgtaa aacaacaata ataagtttaa 
gcaccaggac
    14341 gtgaggtatt acaggatgta tgcctagtaa cgaaatacga aaaaagccca 
acaggatgtt
    14401 gggctttttt catttcttat taacgaattt ctttaccacc taaggcggca 
cagtcaaaag
    14461 gtctattcca aaacctacag acaacaaaaa accccataaa tcaaatattc 
atgaggttta
    14521 atgatggtgc cggcacacgg attcgaactg tggacctact gattacaagt 
cagttgctct
    14581 accaactgag ctatgccggc gatgtggagt gaattttaca gtttcttaaa 
aaaaatacaa
    14641 gccaaaaaat gagcatttaa attttttctt atgattttta aatgctcatt 
gagtttagcc
    14701 taaaaaagtt aaggttttac tacattaatg cgctttggca tgtgatgtat 
aaatcgctaa
    14761 aaatattcca attaaagaca agaacacggt taaaccgaca atcgcactcc 
agccaccgtg
    14821 taaccagaac caaccgcccg ccgagccgac aatacttgaa cccatatagt 
aaaacagtaa
    14881 gtacagcgaa ctagcatgag ctttcgcttg tttactttcg gcacccacag 
aactactcgt
    14941 aagtgagtgg gtaatgaaga agcctgtggt aataaatgcg atgccaataa 
taataccgaa
    15001 aagagagctg agcagggtca tgagactacc caagatcata agcgcaaagc 
cactcatcat



    15061 catggttttc ttgccgaagc gatcggctaa gctacctgcc aacgatgaag 
acaccatacc
    15121 aaagctatac gacaagaaaa taaggctaat ttgtgtctga ctgagtgaat 
aaggtgcgcc
    15181 gcttaagcgg aaggtcgcat agttaaataa ggtgacaaaa acactggtaa 
gcaagaaacc
    15241 aatcgcaaaa aggcgtaata atttagtatt gcttaaatga gcacgccaca 
tttgtatgtg
    15301 aaagcctaaa ttcagccctt ttttctgcac aaaattacgc gatacgggaa 
gtaattttaa
    15361 aaatgcaatt gagcaaataa aacagattgc tccaagtagg cctaaggcgg 
tgcgccatga
    15421 aaaatattca accaaaatac ccataccgac acggcccatc atgccaccaa 
aggctgtccc
    15481 tgcaatatat aaacccatgg ttttaccgag gtgttcaggt gcaatttctt 
cggcaatcca
    15541 agccatagtc actgcgggta cgccaccaag cagtaaacct tctaacgcac 
gcgctatgag
    15601 taaactgtgc cagttcggtg taaacatcga gacaatattt aaaattgctg 
cacacagcat
    15661 tgatgtaaaa atcacaccgc gacggccaat cgcttgtgaa aaggcactcg 
atagcacaat
    15721 tgaaatcgct aaaaatgcag tggttaaaga cagtgctaaa gagctactcg 
cagggctaat
    15781 ctggaagctt tggctaaatg caggcaacag cggctgtaca cagtaaatca 
gtgagaagct
    15841 agcaaagcca accagaaata aagcaaatcc tgcatgttta taggctttag 
tccctttgtg
    15901 aatccactca cgggaaagaa cagacgttgc ctcagtgttt aaggtactgg 
gtgtagatga
    15961 agagttcata tcatgaccat gacagaaaaa agagcagtgc ctaaaggcat 
gctgaatcga
    16021 gaaaattcga taaattaaaa ttagcaattt agaaggtatt tttctaatat 
atttaataat
    16081 gggacacgat atgttttata tataacaatg gaactcaggc atatacgcta 
ctttttggca
    16141 gtagcagaag aaaaaaactt taccaaagct gcgcagcgct taaacatgag 
tcagccgcct
    16201 ttaagcatgc aaatacgaga cttagaagaa gaactcggtg cagatttatt 
tattcgttcg
    16261 cctcatgggg tggagctgac cgaagctggg cttgcctttt taaatgcaat 
tcagccagta
    16321 cagcagcgtg tagaagatgc agcaaacctt gttaaacaag tggcaaatgg 
cgaagtgggt
    16381 caattacggt taggctttac aggtacttca atgttgaacc ctttaattcc 
taaatgcgtt
    16441 cgctatttcc agcagcaata cccgaaagta aatttaaagc ttgaagaagc 
caatacctta
    16501 ctactcatcg atttattact tgaagaccgt ttagatgtcg caattattcg 
ttcgccacgc
    16561 aatatgccgg acagtcttat acttcaagaa ttattagctg agccgctcat 
tgctgcctta
    16621 ccttccgagt cttttaatct agacgatgta tcacaagaaa ttgatttaac 
tgcgctgcga



    16681 gagcttgatt ttattgtctc gccaccttca gtgagtgcag ggctttttga 
tgcgattaaa
    16741 caggcctgtc atgagcgtgg ctttgaaccg aaaattggac aaaatgcccc 
gcaaattgtg
    16801 tcaattttat cgttggtgtc tgcaaactta ggggtgtctt tggttcccga 
gtcgaccaaa
    16861 caattgcaaa tacaaggtgt ggcttatcgc tctttgaaag cgcctgtacc 
tacggtgggt
    16921 ttagggcttg cctataaaaa acatgcccct tcacagatgg cgattaactt 
tgccagtgtg
    16981 gtgcaagtgg cttgtcacca cgccaacgaa ataaatgaaa tcagctagtt 
tgatttcggc
    17041 gctctgttca ttaaaaagat gcctgaaata ataaaaatcg cgccatataa 
aaacgataaa
    17101 gtcggctgtt catgaatgaa aacccaagcc ataagcgctg caaaaatagg 
ttctgaaagc
    17161 tcggtcactt gtacctttgc ggcactcata taagacaacg ctttagtggt 
acagaaaaag
    17221 ccgagtatgg ttggtagaac agctaaacca atcaaaccta aaatgatgtc 
actattaaaa
    17281 gtaatgctat gcaagtttat taaaaacgga actgcaagat aaacactacc 
aaacagtagt
    17341 aagtatttag tcagaaacag gccgccgttt aatttgaact ttttcactaa 
aaccgaaaat
    17401 aagccataac ccgtaccggc aatagaagcg ttgatcagca ttaaaaggct 
attttcccct
    17461 ttccacgaaa taatgctaat cccagcaacc gccaataatg ttccaataag 
cgaatgaatg
    17521 tagatgcttt cttttaaaat gaacctccca aaaaataggg cagagatggc 
agccgaagcc
    17581 atgagtacca ccaccacatg ggccgcagca ccgtggttat aagcaatggt 
ctcaaaaaag
    17641 aatagcgaga aaatacctaa aaaagcacag atagcaattt gagcaaaaac 
gctgagttta
    17701 cttggcgtgc tgctaataaa tgcaatcttt tggctgacag gcactttaaa 
taaaaacaca
    17761 cttaaaaaga aaaaggcgat aatggttttt aaaaaggcaa tgtcttgcgg 
gtttaaacca
    17821 ctgtgcatga gtaatttact aatgacgcca atagatgcat ttaaagccgc 
tgcacacagt
    17881 gcaaataggg ttccaataat taaattattc actcttataa ttcttcctaa 
tttttacgca
    17941 tgcagtctac attatttttt ggttgaatat tcaattaaaa taaccagtta 
acgcttaaca
    18001 tcttccatga tttattctgt attgatttaa ccagttttat aaaaacataa 
actcttctaa
    18061 gagacttttg tttcagagaa ttgtgattta tagcgccaac tcatattata 
taattagtta
    18121 attattaaag aattttaaaa atgattaaat caattattac aggctgcgcg 
gttcttacac
    18181 tttcagcttt aacggtaact catgcagagt tttcttatga acaagaatta 
cagcaaggct
    18241 gtaataaagt gaagcaatac gcgagcttag gtaagaaatt ctacgatcaa 
aaacaatata



    18301 aaaaagcgct cgaaaatttc cagaaccaag cctcttggac tgcattttgt 
aaggccaatg
    18361 cagacgaaac cacagttaaa tttaccgacc gtgatattga agttgccaac 
aataacgtgg
    18421 gcttagcctg tgccaaattg ggtcaaccac tttgggcaag agcatggttt 
atgctcgatg
    18481 aaaaatccaa atctagtcaa tttaacctta agcagttacc agcccctaaa 
gcatcaaatg
    18541 atttgtcggg tgaatacgtc cgttactcag gttttggtga gtgggatcac 
atcacggtaa
    18601 gtcgtaaaca gggtcaatat accattggct attcgggcgt ttatatgggc 
ttacgaagct
    18661 taatttacgg cccaaatatg ggtgagtttg gcacgacaat gccgaccaat 
gccaagcaaa
    18721 ctatttataa agatcaagac tgccgtattc agctcgattt tagaaccaat 
gcgaaattag
    18781 gaaattatat tcaggttaaa caaagcgaag gtgagtcggg gtgtggcttt 
ggacataacg
    18841 tttatgccga tggaacatat ttaaaagttg agtctggaaa ataagattaa 
acatatagga
    18901 acacaataat gaaaaatata tttgcacctt tactactttt ttcaacggct 
attttttctg
    18961 ctcacattta tgcagagccg actagtacct gtaaggaagt gaaattccaa 
aaggccgatc
    19021 aggcttggag tgggcactat tatttacatg gtgtgatgga agtcggttca 
gagcttttac
    19081 ttcagccaga tggcaagttt caatggatgc ttgctgtggg tgctttagac 
caatatgccg
    19141 aaggcacatg gtggaaaaat ggagactgta ttggcttaaa accagaggct 
aaatttaaaa
    19201 aggatttaag tattttccct gaaagcctaa cgatttcaga taaatcctta 
gatgcaatct
    19261 gggaaggtgg acgccagcaa ggcacatata gcaaagacta aaccaaaaag 
tccgacactg
    19321 agtcggactt ttttatagct tagattttag tggttcaccg cagcaagttg 
ctgagcgtta
    19381 tagcgtgcgc ccatgtttgg gtatctcgca ataatcgcgt cgatttctgc 
caaatctgcc
    19441 gctgttaaat gaaggtctac agcgccagca ttttcaacaa gtcgctcgat 
tttacgcgta
    19501 cccggaattg gaataatgtc atcaccttgc gccaaaatcc aagccaaagc 
cagttgagct
    19561 gctgtcgcat ttttgctttg agcaaactcg ctaaatgctt gcgccaagct 
ttggttattt
    19621 ttccagttat cgccttggta gcgtggtaac tggcgacgga aatcattttc 
gtctaagtta
    19681 tttacatcaa gcgtattggt aattaaacca cgcgataaag gtgaataagg 
cacaaggcta
    19741 atgcctaact cacgaatggt ttgcaaatgg gtttgctcaa actcacgggt 
aagtagcgaa
    19801 tattcatgtt gaaccgctgc aatcgggtga atcgcatgtg ctttacgaat 
agtttcagcc
    19861 gacgcttcac tcagccctaa ataacgcact ttaccttgtt tgaccaagtc 
agccattgcg



    19921 ccaatggtat cttcaactgg aacatttggg tctatgcggt gcgcataata 
caaatcaatc
    19981 acgtctgtat ttaagcgtct taagctgttt tcgaccgcga ctttaatcca 
ctctggagaa
    20041 ccgtcgatat aagactctaa agagttttgt gggttaaggt tgtcttcttt 
atagcgaaag
    20101 ccaaatttgg tcgccaaaaa cactttgtcg cggtgttttt ctaaaacttt 
tgaaagcaaa
    20161 acttcatttg cgccgttgcc gtacatgtcg gcggtgtccc aaaagttaat 
accgaagtct
    20221 aaggcctttt ctagagttgc aatgctttgt gtgtcgtctg aggcaccata 
ggcaaagctc
    20281 attcccatgc aacctaaacc aagtgctgat actttttcgc ctgtttgtcc 
taaagttcta
    20341 tatttcattt ttcacactct ttttgcaaaa tcacttgagt agaaaaacta 
taaaatgctt
    20401 tggctcaaac tgacgtataa cattcaaacc aataattata aaattcaaac 
aatctgtttt
    20461 taggccacac agtcttcgcg gaatttttta ggcgaaaaac cggtattttt 
cttaaagaaa
    20521 ttggtgaaat atgctgaata ttcaaagcct aagctatagg caatttcgga 
aatgttccaa
    20581 ctggtgtgtt gtagcagcgc tttggcttct tgcgtaatgc gcgagctaat 
atgctcagac
    20641 gtagttttac ctgtggcttc ttttacagct cggtttaaat ggttgacatg 
cacagacaag
    20701 ccataggcaa agtcatttgc agttttgagt ttaagctgaa aatgtggcga 
gtcgattggg
    20761 aactggcgct ctaataattc aaagaacaaa tggcaaatgc gtaccgaagc 
attactatgt
    20821 ttttcaaact gttgggtcgg ttgcattttc atggcttcat gcacaatcag 
atgcaaataa
    20881 tttcttaaaa cgttgtattt atgaatgtag tctgaattta tttcattcat 
catctttttg
    20941 aaaataaatg aaatttcttc aacctgtggg tcgtttaaaa aatatagcgg 
gtcgccgtcg
    21001 actttaaata ggggcgagtc ttttaaaaag ctttgtcgcg attcttggtt 
tacaaactct
    21061 tcggtaaata gacaaaacca gcctgcctgt tcgggcgaat taatttccca 
tgcatagggc
    21121 accattgggt ttgaaaacag taaagcaggg cggtcgactc gtatccagcg 
gttggcatag
    21181 tgaagttcac ctgtgcctaa aaccagtgaa attttataat aatcgcggcg 
gctataaggt
    21241 gtgagaaacg agcaggcatc gcgttggaac acgttaaaat gtccaaacga 
agtcgatgga
    21301 accgagtaat cgctatctct ggttaaagaa aagcggcgat aaaaatcatg 
tatggtttcc
    21361 atgtttttgc ctgcatgcat tatcaattta tttaaagtta taaaattcaa 
actttattta
    21421 ctgtagcttt tatttatagc gcgatcaatc tgttcattta agcggtttga 
aaatgaacga
    21481 taaattaaca atgaagtgac cagaaaaact aaactttaag aaaatatatt 
cttaaatcac



    21541 taggctaatg aaaaataaaa ataatcttta taaatgaata gccaatatca 
cattgacact
    21601 ccaaaacacg cggattatcc tttgcctgct ggtcacattg ccagtgggtt 
ttagcagacc
    21661 cttttacaca agagtactaa aagcttgctt ttcagtactg gatccttacg 
tccccctttt
    21721 ttctatggta ggacggaggg ggacgcgctt gcgcgtgctg ggtccttgtg 
taccagtctg
    21781 ctaaccccct tcgttctgcc accattattt agcagtaatc gtggtagttc 
ttctttaata
    21841 cacaaggagt tcgccattat gcgtactatt tcatctctct cattggcaac 
cttcgccaaa
    21901 atctttgact ctatacccaa ctggtcttta aaacggttta accgactcta 
ggttttaagc
    21961 cataggtcat tacgactaaa aaatcatagc aacaataaaa cccgagatag 
gcgagcacac
    22021 catttttgtg cggcttttgc gtgcctgttt ttagcgctca atttaagagc 
gacggcattt
    22081 ctatctcttt tatttacaac aaaaaattat tttaagcgat atacatgaaa 
aatttagaag
    22141 cttcatttag agcattgcga gtgctccaca cggcaaaaaa tttatttaac 
caatacgggt
    22201 ttcataaggt aggggtagac cgaattattg ccgactccca aattcccaaa 
gccacctttt
    22261 acaactactt ccattcaaaa gaaagactca tccagatgag cttaactttt 
caaacagacg
    22321 ctttaaaaga agaggtattt tccacgatct attcgtaccg tgaactgatg 
gtgttcgata
    22381 aactcaagag aattttcttt ttacatgctg actcagatgg gctttatcgt 
ttacctttta
    22441 aagcaatttt tgaaatagaa aagcattatc cgtcggctta taaagtggtt 
attgattatc
    22501 gaaactggct tattcaggaa attcataaac tacttttaac tgtaaaacct 
gccgctacag
    22561 ttgaagatgc gcatatgttc ttgtttgtgg tcgatggggc gatggtgcag 
cttttaggct
    22621 caaatcaaac tgatgaaagg gaatatttaa ttgattattt tctaagtcgg 
gtttgatggg
    22681 ggagggaggc ttaaaccaat aaggtttgag cctttaaaag ccttttaata 
taataaaaat
    22741 ataaaatatt taaaaagtct attctggggt aaattttaat ttatttccat 
atattaaata
    22801 ttttcttgaa tgaaagattg atagacatct tcatatacat aattctgaga 
tctttcagaa
    22861 atatttttta gcaaagttat taaagcatgc atattggtaa ttggattaat 
tgagtttact
    22921 ttagattgtt gattgcacag tcgaattgag ttgtatatag cccgttcata 
gtcaggaacc
    22981 aaactttcaa tgacattttt attagtttct gtataatctg gtgcataagt 
actttgaaaa
    23041 taatctttaa ttacttcacc aatagatttt tttccttgcg aattaaatgg 
acgagtagtg
    23101 cattcaaaat gtaaaagaaa ccagatttct atacatggaa aagaataaat 
aggaataatt



    23161 cttgtgaaat tagaattcat tcttgctaga taatctaaat gagtacgatt 
ttttactgta
    23221 tctaaatcaa aaatacaaaa aatataattt aactcattat cagtttcatt 
gctttttaaa
    23281 gcttcacttt ctgcttcacc taatattcca ttgcaatcag tactaatact 
tttcctcgat
    23341 ttaacagtat ttaaactaag aatacgaatt agttctttaa aatatatatc 
ttctgagtat
    23401 ccctccgtta aaatcagaat attaggaatt agagtacgat taccaacatt 
acgtattttt
    23461 cggtttgttt tctgaagatt acgtctttct cgattcgcag ctattctttt 
cttagctata
    23521 tcatcactgc ccatactaaa ttctcaactt atccgaagaa aggagtggcc 
ccatatcttc
    23581 ctgataagta tcttaactcc cagttttctc tatcatttct tggattgaat 
tctagcagag
    23641 aatataaaga agaaacttgt gatttatctt tttcaacaaa ataaatttga 
tcttttctta
    23701 agcattcttg attaataaga tgtgtatcat gtgttacaca aattaattga 
ttaaatgtag
    23761 tatgattaaa ttcctttaaa aaattcttta ctaaaagcgg atgtaaagct 
gaacttagtt
    23821 catcaacata aaatgttttc tcaaattttt tataattatt tagtagcaaa 
gaggaaagcg
    23881 cgaaaagttt acgagtacct tgggattcta attctaaatc aaaaggttct 
agctcattat
    23941 cggagtttct atgataagtt ttaatatcat aataataacg attttttaaa 
tcttctaaga
    24001 ttttttcctg aacttcaggc gtaaaattat tatttttgat aatttgttca 
gcgagggatc
    24061 ctttgtcgac attaatatca acaatatcaa tatcctgatt ctctaagaat 
ttaagaaacc
    24121 tttttttaaa gttctcatct gaatgaatac ttttagctgt gtcttctaaa 
gaaaattgtt
    24181 cagagagggt gtttgaaaac cagtcataaa taggttttaa aaattgacta 
ttttcctgaa
    24241 ccatcttaga aagaaaaagg acattaggta aagtttttaa tgctgtatct 
tcataaattc
    24301 ttttaggttt tagatctgtt ccaatactat attcatactc acctaaatta 
tttaaatctc
    24361 tgctgaaaat atttttttta tatttttttg ggtagtaatt aagatgttca 
tggaatactt
    24421 gagatttatc tagtactaaa ctataattat atctaatctc attgcaaaag 
aagttaatat
    24481 caaaactagt agcagaattc tttaattctt tatctaaaag gaaaggaatg 
agatcgaatt
    24541 tttcatcagg cttattttca gctgaattaa gaattaactg tttgaggaaa 
tgaatagcag
    24601 atagaaagtt tgacttacca gaagcattcg ctccatagat aacaatagtt 
tttagtagtt
    24661 ttagatcttt ctctggcgta tctaacaaat gctctggatg aatatcatac 
ggaggctctg
    24721 caacgaaact taaagtttgt tgctctttga aagatagaaa attttcaata 
gagaagtcaa



    24781 taatcatgct gaaaccttat tattttggat aatttatcca taaagttatt 
attctttata
    24841 tcataagata tatcaaatga atttttctac cgtctttatt tttttatact 
ttttttatag
    24901 tttgtttaga attagtagat aatttttcta tactatcata agccttcaat 
tatcaattaa
    24961 tatttaaaat aatttaaata tatgttttat ttagaatttt tttataacaa 
tcatttgctc
    25021 cataacgacc ctttagtata gataaagtgt ttgcaggtaa attcgaattt 
tcagttcata
    25081 acttcctaat aaattttata tatttgagtt tgcttaatag tattttctct 
caaaaaacta
    25141 tgaaaagctc tgttcaaata actctatctt ttagctttcc atcaaaacca 
attctttaat
    25201 cttaactgcc ttctcgaagt gatctagctt atgctccata atccaccaat 
gggctgcttc
    25261 cataagtagc tcagggttat cattcttatt tttaaaaaaa gcataaaaag 
acagaccaac
    25321 attgtctccc ttcttttcaa ttttatcgtc gcatccctta acaaaaattt 
ctcttaattc
    25381 atttctcata ttgagtatca cttcaagtct ataaaactaa gacggcttat 
tttgctcacc
    25441 ccattggcac atcatatcta gcaaaggaat taaagactgt cctctttcag 
aaagacggta
    25501 ctcaaccttt ggtggaattt gaggatattc cttacgaata atcagttcgt 
ctctttctaa
    25561 ctctttaagt gtattgctca gcgttctaaa tgaaatattg ccaatacagc 
gctgcaactc
    25621 attaaaacgc ataacggttt ttccatacag ccaatacatg atgatcatct 
tatatttgcc
    25681 attaattaaa gaaagagtgt agccaaaacc tgtttcttct aatggcgtat 
ttgatggaag
    25741 gcagtcagtc atttttaaaa tctacactat cttttggtat agtatataac 
aaaaattacc
    25801 gtacttatat ttaggaaagc acacttctat aatcgattta tctacttttc 
gataagagtg
    25861 tttttataat gaaaaagaca ttagtgatcg ttgcacatcc tcacatagac 
cagtctgtaa
    25921 ttaataaaag atgggtagag gagttagaaa aatatcccga ccaatttaca 
gttcaccaga
    25981 tttatcaagc ctacccagat ggcgtaattg atgttgccaa agaacaagcg 
cttgtagaag
    26041 aacacgaaaa tttagtcttt cagtttccag tgtattggtt taactgtccg 
ccacttttga
    26101 aacaatggct tgatgaagtt ttggcgtatg gttgggctta tggttcaaca 
ggtgacaagc
    26161 ttaaaaataa aaaatttatg ttggcggtgt ctgcaggtgc tcaagaaaaa 
gtttattcag
    26221 agcaaggtga atataagctt tcgttagagc agatttttag ttcttttgaa 
ctcaccgctt
    26281 tatatgttgg ggcggtctat caaccgcttt acgcatttta tggtttagac 
acaaaccctt
    26341 caccagatga tgctattcca actcaccaag aaatagataa cagtgccgtt 
cagtatgttc



    26401 agaagttatt agcattgtct gaataagttt taaaggaaca ggcctaaaca 
tgagggtttg
    26461 ggtctttcct tacaaataaa tagtttcagt gtaagatatc tttatgattt 
aaataattat
    26521 tattttttca attaagcgac aatggaaatt tagaggagta aaattacagc 
tttacttata
    26581 gattactaaa aattcagtta tgttcagttc agatttaaca gattatgtca 
ttcgacaatt
    26641 aggtcggact aaaaataaac gttatgaagc atatgtagtt agtcgaatta 
ttcatttact
    26701 taacgacttt actttaaaat ttgtcactca acagtttgtt agattatcaa 
ataagaaaat
    26761 tgctttaact gatttatatt ttcctcaact tggtattcat attgaagttg 
atgaagggca
    26821 tcacttttta agaaatagta aaatggagta ttcactcaac caaatagatg 
agcctcttta
    26881 tagtatctct caaacagaaa gtgacgctat gagagaagaa gatattatta 
gtattactgg
    26941 acataaaatt tttagggtaa atgtttttaa aaatcaggaa ggtcaacctc 
aaaatttaga
    27001 gagcatccat caacaaattg ataaaattat agaagaaatt aagactgcaa 
agaataagct
    27061 aatagaggct tctactttta aagaatggaa tatagaaaca gaatataacc 
ctcaaactta
    27121 tattgattta ggacgcatca gcctagctga caatgtagta ttaaaaacaa 
caaaagatgt
    27181 ctgtaattgc tttggttata actataaaaa ttatcagaga ggtggagcac 
ttcatccata
    27241 tgaaaaagat accttaatct ggtttcctag actttatgaa aataaggatt 
ggataaatac
    27301 tatatcgcct gatggcttaa caattactga aaagtcgaca gatgaaacta 
ttacacttaa
    27361 aaaattagaa gagtggaaaa atggcccaca gaaaagaatt gtctttgcaa 
gagttaaaga
    27421 taatttgagt agtcgggcta tgtaccgttt tatgggctta tatgaatttc 
aaaaagcgga
    27481 tttaaaagat ggagcggtat ggaaacgggt gaaatgtgaa gtccaaacgt 
attctcccaa
    27541 ggaaaccaaa tgctaaagcc tagaatcttt ataactatcg gatttcttct 
tgctggatta
    27601 attttatttg cagtccttga ggcatacgag aaaaagacta acgttgaaaa 
agaacaggca
    27661 agtcgagttg ctatttcctt ttttaattca ctttctaatg gagactcagc 
tacagcatac
    27721 aaatatgttt ggtcaggcga gaacttaaat attcgaaatg ctgaaatacc 
ccaaatttat
    27781 aaagactcaa aagttctaga agtgctaaaa gttcgttacg actcggcaaa 
aaatagacct
    27841 gattactatc aacaatttta taaaatgatt tcacttacca taaagataaa 
aacagtacat
    27901 gcagatcttg ctggtaaccc tgcgggaacc tatatcgtgt ttgtaactgt 
tgtaaaaaaa
    27961 gatccaaaat ctaattggct cgttactgag ctgggcagtg ggggctaata 
aataattatt



    28021 tttaaatcgt ttgcaaaaac caattttgtc tataagttga aaacacaata 
atacgtcttt
    28081 ggaaaaacta tgaatatcgc accttttcca tttcaaatta caaattggga 
agaaatagaa
    28141 gtcactgaat atagcggtga aacaggaaaa gcttattgga aaacgcaatt 
ttttggtgaa
    28201 gaaacaaata agattagagt gagacttgtc gagtactctt caaactactt 
ggcagaccat
    28261 tggtgtgaaa aaggacatat tttattttgc ctagaaggtg agttagaaag 
tagattgaaa
    28321 gatggaagaa catttacttt aacttcaggc atgagttatc aagtagggga 
taactcggag
    28381 ccacatcagt cttatagctt gaatggtgcg aagttactta tcgttgatta 
agttgatttt
    28441 atttaagtta aataaaaaga cctaaatcaa aaagatttag gtcttttaaa 
attctggcgg
    28501 tgagagaggg attcgaaccc tcgatacgcg taaacgtata cacactttcc 
aggcgtgctc
    28561 cttcagccac tcggacacct caccaaggcg tgcgatagta actaaaaaaa 
cgagtcctgc
    28621 caagatttaa gacgagcttt acagaaaaaa aataatagag gtgataagat 
tgcgctaaaa
    28681 atcatattgg tttaattaca caatgcaaaa tacggccaaa aaagcgacct 
tgcctgccac
    28741 ggctttggca gctcttggag tggtctttgg agacatcgga acaagtccgc 
tctatgcctt
    28801 gaaagagtcc ttccatgcag cgcatgggtt gggaattcag cctgcaaacg 
tattaggaat
    28861 tttatccatt attttttggt gcttaatgct gattattagc atcaagtatg 
tcgcaatcgt
    28921 gatgcgtgca gacaacaatg gcgaaggcgg catcatggcc ttactcgcgt 
tgaatttgcg
    28981 taaagcgaaa attgccgaca acaaaaaaat ctacatgatt gcgataggct 
ttattggggc
    29041 atcactgttc tttggtgacg gtattattac cccagccatt tcggtattgt 
ctgcggtcga
    29101 agggttgtct attgcaaccg atgtgtttga cccgttcatt atgcctattg 
caattgccat
    29161 tatcgtcacg ctgtttttgg tgcaaaagca cggtacggcg tttgtaggta 
agttttttgg
    29221 tccaattacg cttgtgtggt tcttatcttt aggaatcttg ggtattcaca 
gtgtcatcca
    29281 aacacctgtg gtactaggca tgtttagtcc gcattgggcg atccagttta 
tctatcacca
    29341 tccgatcatg acattttttg tgatgggtgc tgtggtgtta acagtgactg 
gtggtgaagc
    29401 gctatatgcc gatatgggac atttcggacc agttccgatt cgtctggcgt 
ggttctttgt
    29461 ggtattgcca tgcttggttt taaactacgc aggacagggc gcattattac 
tcagagaccc
    29521 agcggcaatt gaaaacccgt tctatttact ggtgccgcag tgggccttgt 
acccaatgat
    29581 tattatggca accatggcaa cagtcattgc ttctcaagcc gtaatttctg 
gggtgttttc



    29641 tcttgcgcgc caagcgattc aattgggtta tttaccacgt ttaagtatta 
aacatacgtc
    29701 tgagtccgaa gaaggtcaga tttatgtacc tttcttaaac tggttactct 
taatcgcaat
    29761 tattatctta attttaatct tcaaaaccag ctcgaacttg gcaagtgcat 
acggtttggc
    29821 cgtaactttg accatgctct gtgacacgat tttggttgct gtatttatct 
actcggcgtg
    29881 gaagtggagc ctgccaaaag tgcttctcct gattattccg ttctttattt 
tagagtcggt
    29941 attggtcggt gcaacttcac ttaaaatctt gtctggcggt tgggtgccat 
tattgattgg
    30001 tgcgattgcg gtgaccattt taatgacatg gaaacgtggc cgtgagctta 
cttttgctaa
    30061 gcttgaacac gatactttgt cactcgattt gtttgtaaaa agtattggta 
atagtgtgca
    30121 ctgggtgccg ggcgatgctg tatttatgac gggtacgcca aatgttgtgc 
cacatgccat
    30181 gctgcataat attaagcaca ataaagtact gcatcagcgt aatatcttgg 
tcactgtagt
    30241 gattgaagat gtaccgtttg ttgcacctga agagcgtatt acgacagaaa 
ccttagctga
    30301 acatttcttc cgtattaaaa ttttctacgg ttttaaagat gaaatgaatg 
taccgaaagc
    30361 attgatgcaa gcctatgaac aattaggcct tgaatatgac ttgatgcata 
tcagcttctt
    30421 tatttcgcgt gatcgtattg ttcactctgt gggtgacggc atgtcgccat 
ggagagaaaa
    30481 gctgtttatt tcaatgcagc gtaataccag cccggtcagt gatttctatc 
aaattccaac
    30541 taaccgcgtt gttgaattag gtagtcaaat cgaaatataa aatttgatgt 
aataaaaaaa
    30601 ccaagacata agtcttggtt tttttatggc tcggattatt gagcttgtgg 
cataggtgca
    30661 tctgctggta acgccccatc ttttgccatt gggtctgctg attggttcgg 
gttagcagct
    30721 ggcggtggag tgttcggatc ttgtggcgct ggagccgctt gattcggtgc 
aggtggcact
    30781 gcatcagttg gtgcagctgg aggagccatt tcaccgcccg ctggaggtgc 
tggtggaaca
    30841 tctgccggaa taggagcacc ggtaggcgct gcgcttgttg gtgcagcaga 
aacttgctgt
    30901 acttgtccgc tattgaccaa atcgctaata gaacctggtt ggccgttgac 
ggttgtagtc
    30961 acttttactt tagataagct ttctaaagta tcacctggct ggactgctgg 
ttcagccaaa
    31021 gcagccatac tacacaatcc tgtgattacg ccaataccaa taatctttga 
atggatcatt
    31081 aaatggactc cgattatatt tttatccaaa tttgtggagc taaccatgtc 
ataagccata
    31141 agtgcatttc aacgaaagat acgcaattgg cgcaattcaa tagccaaagg 
ctctcataat
    31201 gccaacagac tgttacgtaa aaccgattag agttacaaaa aagatgacca 
tgttttaacc



    31261 atttgaaaga taagcgatat acttaaaaaa gcaggattgt taagctgcgt 
gtggacagtg
    31321 gtattgatag aaacatggca agtaaaaaac gtagtaaagg tacaaattca 
ttttctctaa
    31381 gtgagcattt tggcaagatt attcttgcat gtattgcagc cggaagcttt 
gcaattgctt
    31441 tcggcagtga aaagatttcg cagtggtttt cgcctttaag tactaactcg 
acttgtctta
    31501 accagtttta tcgtgaagtt ccgcctgcgt taaataaaga aagcttaaaa 
aaagacagct
    31561 atccgctgtg ctttaacggt tttaatgtcc tctattctgg catttctaaa 
acaccattat
    31621 ggtcggccga gcatttagat gcagaacgtt taagtgtcaa aattaaacgt 
gaagataact
    31681 tccatgaaga aacgcgtgtt cctcaaaggc accgggcgtt gttaagtgac 
taccgtggtt
    31741 cagggtatga ccgtgggcac atggcaccaa atggcgatat gccaaataaa 
gaatcacagt
    31801 ctgatagttt ctcgcttagc aacatggtgc cgcaagcgcc taaaaataac 
caagaagtct
    31861 ggcgtaaact tgaagaagca actcgtgcca ttgtcaccaa gcaaaaacaa 
gatgtatatg
    31921 tcgtgacagg acctgttttt gagggtaaac gtctcaaaac gattggacag 
ggtgtgattg
    31981 taccaaccgc agtttataaa gcggtgtata tgccaaaaac tggcgctatt 
ggggcttatt
    32041 acgcacctaa caataactcg cagcaagtga aggtagtgag tgtttgttat 
atagaagaaa
    32101 agcttggtat taacttattt ccacagctta cagaacagca aaaacgtaac 
gtttatcgct
    32161 taccattaac cgctagccaa gttaaaccca accaaaagct cgactatttg 
cattgggatg
    32221 gtgaaagcca gtgcgaacaa gacctaagcg cagaacaaat tcaagcgtta 
caagaccaat
    32281 ttaaaaagca aaaaactggt tcttctgaac cgatggaagc aaaagttcca 
agtattgatg
    32341 aagaaactag aaatgccatt gtgaaacaat tggttgaagc tttggtgaac 
tatttcttgc
    32401 agataatgaa ataagaccct tctagcactg ttgtgaagcc tgaatcgata 
caataagatg
    32461 aacagacaga tctgtctgtt caactattta ttcgaataag gataataaca 
atgtttgcct
    32521 cgatgtttct tttttccttt gcaatgtcga ttacacccgg tcccgtcaat 
acagttattt
    32581 tatcgaccag cttaaatcat ggtttaaaaa gatcacttcc ctatatttta 
ggtgccacca
    32641 ttggctttac cttacttttg atttttatgg cttttggcct tcaaagtgta 
ttaactcagt
    32701 ttccagttgt cttaaaaatt cttgcagttt gtggaacgct ctttgtgtgc 
tatatcggca
    32761 taaaaattat tctttctgct gccaatattt caatttcaag tgcacatgta 
gagcacatgc
    32821 ttattcccaa ttttaaagat ggtttcttat tacagtggct taacccaaaa 
gcgtggttgg



    32881 cttgtgtgtc gggtattacc atgtttacta gcattgaaaa cccgcagtcg 
ttgccgatct
    32941 ttattattat ttatttcttc acgtgctatg catgcttgtt cttttgggga 
ctatgtggcg
    33001 ataaattttc agtggtactg aatcagggca accgtttgaa atattttaat 
atcctgatgg
    33061 gcgctttctt aattttgtcg gctcttttaa ttttgattga ttttttttaa 
attggtcgta
    33121 ttacactgtg aagatataac aacgagacaa cagctatgtt taagccattt 
gaaaagggta
    33181 ctgagtcttc ttcaattgaa gatttaacat tagaaaatga tgtcgattgc 
gtgagcattt
    33241 atggcaattt gcaaattacc aaagacaaag tcgggttaga gcaggcaaag 
gcattgcaga
    33301 gttttttaaa cgatatagtt gcagctttgg aaaaagaaga attgcctgag 
aaaattgaac
    33361 gtccagctga acaagaagtt aataatccgt ttttgtaata aatatatttt 
actcaatttg
    33421 ctatcgcgac ggcggcacgg atgccgcctg tttcactgcg ttacatggaa 
gtaacgtcag
    33481 tgaaacgaat gagttttgtc acttttgctc actcaaaagt gaggcattac 
ctatataact
    33541 acaacttgag tgaccgtggt atttgcggtt gtgcagttaa tccttatccc 
cagcaactac
    33601 cttataaata attgccccaa tcacagcccc taaaatcggc gctacccaga 
acaaccacaa
    33661 ctgacttaaa gcagccgttt cagcaaagaa cgcaacacct gtactacgtg 
cagggtttac
    33721 cgaagtgttc gtaaccggaa tactgattaa gtgaatgagt gttaagccta 
aaccaatcgc
    33781 gataggagcg aagccagcag gtgcacggcg gtcagttgcc cctaaaataa 
tgattaagaa
    33841 gaaagcagta agaaccactt caataatgaa agcagaacct aaaccaaatt 
tatttggtga
    33901 taagtcacca aaaccattgg ttgcaaaccc gccaacacca ctaaagcctg 
cttggccttg
    33961 agcaataata taaagaacaa atgcagcagc agtcgcacca accacttgcg 
caacaatata
    34021 cggaattaaa tctttaacat cgaagcggcc accgacccaa aggccaacac 
ttaccgcggg
    34081 attgaaatgt ccacctgaga tatgccctag agcataagca cctgtgagta 
cggttaaacc
    34141 aaaggcaagg gctacacctg caaagccaat accaagttca gggaaagctg 
cggctaaaac
    34201 tgcgctaccg caaccaccaa agactagcca aaatgtacct aggaattcag 
caaaatattt
    34261 attcattgtg attactcatc tattgatcta ttttttaatt aatgtgaaat 
acgtcacaaa
    34321 aaattaagca tgtgactata tgaaattttt gttttcagtg ttgttttaat 
caagaaaaga
    34381 tttgtaagtt ttggttggtt attctttgtt taaaaattga tctctccact 
gttgtggggt
    34441 ttgcttggtc caatgcttaa atgctctttg aaaggcactt tgttctgaat 
aacaaagtaa



    34501 aagcgcaatc tcttgcaggc ttaaatgtgg gtcttttaaa tattcggttg 
ccagcataaa
    34561 gcgtacttgt tgaacgcgct cttgaaaggt ggtgctttgt tgttgtaagt 
gcctttggag
    34621 ctgtcgaact gataggccta attgagctgc aatatattca atttgatatt 
gattcttttg
    34681 cagaccagtc aaaattgaat gctgtaaacg ctgatcgagt tgggttgaat 
tgggtaactg
    34741 ttctaaaagt gcttgggcct gctgaaccaa tagttgctgt aatgtgtggt 
ctgcgctgct
    34801 aagcggttta tgaatttccg taattggaat gagtaactct gtacggggct 
ggctaaaacg
    34861 aactggacat tgaaaatact gctcataaac tctgatattt ttaggggcca 
catttaagaa
    34921 acgcacttca tgtaactgca catcttcatg agacataaaa agacgtaaga 
attgaatcac
    34981 caacgcaatc gcgatttcat cggtaagctg ggtagggtgt aactctggtg 
cctcccaacg
    35041 aatagaacca tatctccctt gtagctcaac cactaatggg ctcccgtcat 
aaatcagacg
    35101 gtgaaagtca tggtaacgaa ttaaggcttc acctaagtta tcgcaagaaa 
gagcaaggta
    35161 ggcaataatg cctaaatgtt tgggttgtac atatttggca atttctaggc 
ctaatcccgg
    35221 ctttggatct agtttataaa tcacttctaa taggtcacgc caaaccacat 
agtcaaagcg
    35281 ttccagattt tggatttgtt ctaattgttc aggaatagtt aactcattgg 
cttcgcaata
    35341 agcctttaac agatgcccca gtcctccata taccgagcct gtataatttt 
ttagttgtgg
    35401 catccttgac acctctttct tgtcgtgatt tgtcaatgaa accataaatt 
ctggtcaata
    35461 cctagcataa cgaattttat atgctgaata aaaagaaaaa ggagtaaagc 
gatgttaaaa
    35521 gggtttattg ccggaattgc agttgcgaat gcatttgaat gggtggcaca 
caaatatatt
    35581 ttgcatggtg tacaccgtgc cggacaaccg cgttatagcc cagtaccaag 
aagcatggag
    35641 tcccattggg cacaccatcg tgaagtccgt aaacaacagt ttcatgatga 
ttgttatgtt
    35701 gagggcgttg gaaactggcg aaccaaaaat gagttaattt cacttgccgt 
ggtggcaacc
    35761 gtttcaagtg caattttcta cccgttttca aaaggcatgg cacttgcagc 
ttggtacagt
    35821 gctggtaatt attattatat tcatcgccgt gcacatttag agcctgactg 
ggcaaagcgt
    35881 aaaattccgt ggcattacga ccaccatatg aactctaatc aagatgctaa 
ttggtgtgtg
    35941 accaaacctt ggtttgacta tgtgatggga acacgtgtgg tgtcttcagc 
agatttaaaa
    36001 gaacaaaatc ctttggggat acggttacct actgcgcttg ctaggccact 
ctctcaagct
    36061 gtagaaaaaa tctttccagc aaaatgggtc gagaaaaaag aacagcctaa 
actcgttagt



    36121 gatgtaaatg cgatagaagg tgctgcataa aaaattaaag gggcatcttg 
cccctttaaa
    36181 tataaataaa cttacaagcg catttcgata ccttgttcag ccaaatattg 
tttagcttct
    36241 ggaatcgtat attggccaaa gtggaaaata cttgctgcca atacagcatc 
ggcaccacct
    36301 tgtaaaatac catctgcaag gtgttgtaag ttacctacac cgcctgaggc 
aatcgttggg
    36361 atggtaacgc ggtcattaat ggcacgcatt aacgcaatat cgtaacctgc 
tttagtaccg
    36421 tcggcgtcca tactggtaat gagtagctca cccgcaccat agtcagccat 
tttcacagcc
    36481 cattcaatgg catcaatacc cgttggttta cggccaccgt gagtaaagat 
ttcccatttg
    36541 ttgtcaccag tttttttggc atcaatcgca accacaatac attgtgcgcc 
aaaatgctga
    36601 gaagcttctt gaacaaattc agggttaaat acggcagccg agttaatact 
cactttatct
    36661 gcacctgcat ttaataacgc acgaatatct tcaaccttac gtacaccacc 
accgacagtt
    36721 aatggcacaa atacagtctc ggccatacgt tcaacagtac ggtaagtggt 
atcgcggcca
    36781 tgatgtgtag cggtaatgtc taagaaagta atttcgtctg caccttgttc 
gttatagcga
    36841 cgtgccactt caactgggtc gcccgcatca cgaatatcga ggaattgaac 
gcctttaact
    36901 acgcgtccgt tatcaacgtc taggcaagga ataatacgtt tagcaagcat 
agctttttcc
    36961 aaaaataatc gccgttggtg aaagttccta cacaggcgct acaccttcat 
ggagggaaga
    37021 ggtattctat caaacttcac agatgttttt tgcaggtttt ccatgtcggt 
ttataccccg
    37081 ttgagtttag atgaagttcg cacctttgct gcaccttatg gattagaggt 
gttggagctg
    37141 aacccaattc agggaggtat tcaaaacacc aattattttc tggttgatgt 
aaaccgcaaa
    37201 caatatgtac tcaccgtatt tgaagagtta gatgcacaag gtgcaggtga 
acttattcct
    37261 gtacttgagc agttaggtac tcatgatgta cccgttgccg tgccattaaa 
gcacagcggc
    37321 caagcggttc actttattgc gggtaagcct gcacaaattg caccacgttt 
aatgggacac
    37381 catcccatgc aaactacagt agcccaagtt gctgcaattg cagatgcaca 
ggcgaagcta
    37441 catgtagctt tacaagattt tccgcttgaa cgcgaatatc gccgtgatca 
tcaatactgg
    37501 acaggtgttg cagagcagct taaaccaaat atgactcaag atgaccaaac 
gttacttgag
    37561 caggtttatc aagcctttaa tgcgaaaaca gcgcagtatt caaatcgacc 
gacaggtttt
    37621 attcactcag atttgttccg tgacaatact ttgtttgaag gcgagcaact 
acaaggtatt
    37681 ttagattttt acgagttaaa tcaagatgag ttgctttttg atattgcgat 
taccattaat



    37741 gatttttgta ccgaatatcc agcagcgcat ttaaactcag acaaagtaga 
cgcttattta
    37801 gaggcatacc aaaaaattcg tgcgctgact tcagatgaac ttgaatgttt 
agatgtattc
    37861 ttggcaatgg cggcttgccg tttttggtca atgcgtttac aagttgctaa 
aaaaaataaa
    37921 gaagaaggac gtaccggcga tgacatcttg caaaaagacc cgcaagaaat 
gcgagcaatg
    37981 atgcaagacc gtttaagcca tgtaaaagca taaaagggaa taaagatgcg 
agatcagggg
    38041 cgtttagtcg aatggttcga cgaaaagggt tatggcttta ttcagccgga 
tgatgctgaa
    38101 aaagagcgag tctttttgca tatcaaagat tttgcacgcc ccggacctcg 
gccaattatt
    38161 ggttgtgcac tggaatatct ggtaatcctt gatgaacgag gccgttttcg 
tgctcagcag
    38221 gtcacttatt taaaggcatc tcaaactcga aaagcatcca agcctgcaaa 
aacacaatct
    38281 tcttttcagg cgagcccatg gtctgctatg caaatgggaa ttgtgtttta 
tttcgtttta
    38341 atgtgcatta tgagttttat tcatattttg ccagcttata ccttattgtt 
tgtcttaatg
    38401 atgaatgtct taagttattg gctatattca caagataaag aagcagcgca 
attgggcaat
    38461 cgccgtgttc ctgagcagac tttgcacatt gtcagtttct taggaggctg 
gccagctgcg
    38521 tggtgggcac aacaaaaact gagacataaa acacaaaaac aaccatttcg 
taagatttat
    38581 ttttgtacca tattctttca tttacttttg attttgtggc taatttctcc 
tttaaacgtt
    38641 ttgcggggat cataaaagta aattgtttta ttaaacttga gaggtataaa 
aatgaatagt
    38701 tctatcgacc aagatccaaa tcgtacttta acacttattt tatatgtact 
ttatattgtt
    38761 gccattttta caggcggctt acttgcgatt attgctttaa ttattaacta 
tgtaaaacgc
    38821 tcagatgtac agggttcaat ttttgcgagc cactttacat ggcaaatcag 
aacattctgg
    38881 tggtacttgg cttggaatat tattgccttt ttgccattta ttttcttgtt 
cttcacgggt
    38941 gaaaataccg atctgtttgc aggtgttgct atctcatcga ctgtgttctg 
tgtgggtgtt
    39001 atcgcagcag catggatctg gattgtatat cgtgcaattc gcggtttgat 
tgcgttaaat
    39061 gataaccgtc cgatgtatca accttaataa ataaaaaaga gagcgttaag 
ctctcttttt
    39121 tattctcgga ctcttttgtt tttcttaatc ggcagcttaa tttttaactc 
actgactaaa
    39181 acacctaaca ccactaaagc acccccaaaa agggcaataa ctggtaaacg 
ctcacctgca
    39241 attcgaccaa taatgcctgc ccaaacaggt tctcctgcat agataattgc 
agcacgcgaa
    39301 gggtcaacca cacgttgagc ccagttcatt acaaattgaa tgagtgcact 
tgctaagcct



    39361 aatgcaacag caatgagtac tagaggccat gaaaatgctg gaattgtatg 
ttcacctact
    39421 ataggcataa tagcaaaaga aagtagagag gcgacaccaa gttgaataat 
ggtgacgcga
    39481 cgcaaattta cctttccagc aaagtagcta ataaaaataa tttctaaggc 
aatcgcaatg
    39541 gcgccgagca ctgttaaaag ctgtccaaaa ctcaaagaaa tttgcttaaa 
accattaccc
    39601 gtcaataaaa caaggccagt aaaagcaaga gctgctccca cccaagtcat 
gatatgtgga
    39661 gtttttctaa atatgagcca cattaaaata ggaacaagcg gaacatacag 
cgccgttaaa
    39721 aaagctgatt cactactcgg aatagtttgc aggccgattg tctgcgtgcc 
atagccagcc
    39781 gcaatcacaa gaccaattac actgccagcg cccaagtctt ttaatgtaac 
gcctttcatg
    39841 ctctttaatg aaataagtaa tagcgttaag gcagctacgg caaaacggca 
gccgacaaaa
    39901 aacataggtg atgaaaaatt cagtgcgtac tgcacagtaa gaaatgttcc 
accccaaatg
    39961 accgtaatca aaatgagagc taattgagga actttgcttg aactcagata 
agttggtgac
    40021 atactcaaac taaagggaat tgtgcaatat actgcacata ttgcgctatt 
cttctgtttt
    40081 gtgcaatata ttgctcaaat tttctttatt catctatttt atgagccagt 
cgagtagcgt
    40141 tttacaacat gtaggcacaa atatccgttc attaagagat gagcacagtt 
taagccaaca
    40201 ggacttggct gatcgggcag gtgtaagtag acgtaccatt gctgctttgg 
aaacaggcca
    40261 agtcaacatt agcttagcta aactcgatgc gattgcggca gtgttgggag 
tagattttag
    40321 aacaattgtg agtgcgcctg agcataaaga acatgcctta gtaaatgcac 
tcgcttggca
    40381 aggtgaaaag gaagaaagca aggcaacttt tcttgcttca gttccttccc 
gttctcaaat
    40441 tgaactttgg acatggtctt tggctgttgg ggagtcttat gttgctgaag 
ccgatgccga
    40501 aggatggcaa gaactgattt atgtgttaga aggcgaattg actatacaat 
ttacagacag
    40561 ctcaagaacc attgcggctg gttcatcttt tatttttgcc agttcagtga 
cttatacata
    40621 tatcaatagc ggtagccaag tacttaaatt tattcgtaat gtggtgtatt 
gattcgaaat
    40681 atattttcat atcagcaata aaaaagagcc taatcaggct cttttttaca 
tcttaaaaaa
    40741 ttaaagacgg ttttcatcta acaaaagctg agcttcacga aggtttaaag 
taccttcata
    40801 aattgcacgg cctgtgattg cacctaaaat gcccggttgg ccttttaagt 
tacgaacgtc
    40861 atcaaggttg gttacaccac ctgaagcaat gactggtaag cctgagtatt 
gagccaagtt
    40921 tacagtttgc tcaacattta caccttgcat catgccgtca cgcgcaatgt 
ctgtataaac



    40981 aatgctagac actcctgcat ctgcaaagcg ttttgctaaa tcagttgctt 
tcacgtcggt
    41041 aacgtttgcc cagccgtcag ttgcaaccat accattcatg gcatcaatac 
caacaatgat
    41101 gtggcctgca aagcgtttac atgcttcttc tacaaattca ggctcttgaa 
cggctttagt
    41161 accgataatg acaaacgtca caccagcttc taaatagtgt tcaatggttt 
ctaatgagcg
    41221 gataccgcca ccaatttgaa ttggtaattc tggctgagct tttgcaattg 
cttcaacaac
    41281 aggtttatga ataggcgtac ctgcgaaagc accattcaaa tcgaccaaat 
gcaaacgtcg
    41341 tgcgccttca tttacccaat gctgggcagt tgcaaccgga tcgtcagaga 
aaacggtatc
    41401 gtcttccata cgcccttgtt ttaaacgcac acatttacca tctttcaggt 
caattgctgg
    41461 aatgattagc atgctttcgc tccttgcttc atcatgttta tgaaattgtg 
cacatcttag
    41521 caaagtattg atcaatcgct aagccttaga aaagactttt ataactttac 
ccttgaagtg
    41581 cggtttgaat tttttcagaa atatgtattg gtaatacctt tcgtttttta 
agctcgagaa
    41641 ataccaatag ggcagcatag gcgtcagcag ctgcataact gatttgttgt 
gaagtaagcg
    41701 gttttcgcgc ccaatttgaa gttccgactt tcttcgactt ggcaagatac 
tgaccaagta
    41761 atagtgctac ggctttttgt aaacccattt gttgtttaaa accaaagtgg 
ctaaaacctt
    41821 tagcaaggtc aacgcagctt tcaagttcta tgcctttttt gtgaaaaata 
tgcttatcat
    41881 ttttaagccc aaagccgact ttaatttgtt ttggattaga caaaatgggc 
tgtaaaaatt
    41941 ttaaagtcga tgaattgaca tgaaataaat aggctttgtg ttctgtagcc 
agctgaatca
    42001 aatgtgggcc agttgatact tcacctacct gaaaagtagg tttagattca 
gaatcaaatc
    42061 ctaaaaaggt cgctgccctt aattcttctt caatagtttt gcattgctcg 
ctattttcaa
    42121 tcaccacaat attttgatag ttaagatttt caaaaggagg gagctgctga 
atagaagttt
    42181 tatcaagaag ggcagaggct tcagacatat ttaacagcgt acaaatgaat 
agggctattc
    42241 actttatata tgaataaagc ctagagaact aggctttatg tacatcttta 
aaaattattc
    42301 agactgagat gggctaccaa ttacaatact ttcgcttttc tcgacataac 
cttcataggt
    42361 tggagccata attacggcaa taacaccaaa aattaatgca agcgggataa 
gcacaatata
    42421 aatccagcct aaaacacgct cccagcttgg cgttggacgc ttaggtccat 
aatcattagg
    42481 accttcagtt ccttttgcac agaataaata aatggcaagg ccaatattca 
cgactggtac
    42541 tagcatcagt aaagagagcc accctgtatt attgcggtca tgcaaacggc 
ggatagtaaa



    42601 tacgaagtta atataaatac cgactatata aagaattgct atacagatta 
agccaggcgt
    42661 agaaaagtct ggggcacctt cagggtttgt aaaaccaaaa gtaaacataa 
taagtagaat
    42721 ggcggtaaca aggactagcg taaataagaa tgtccaagct gcataagaga 
gtcgtccaaa
    42781 acgaccattt gccttaaacg gtgaatcttg ttgaagtggt tgattttcaa 
aaggtgaatt
    42841 cattgtgttt atcctaatca tttgatttta tttaaaagta tgaatattca 
atattttgtt
    42901 gaataaaata tcattatata aatgattggt tattattata aataaaaaaa 
cagatcaggc
    42961 tatcttgacc tgatctgttt tagtttttga attgaattaa atattccatt 
ccacaaagtt
    43021 tttcagtaac tgcaaaccag cagtgtgact tttctctggg tggaattgag 
tcgcgaataa
    43081 attatctttg tgaattgctg tgcagaagtt cacgccatac tcacatgttg 
cagccacaag
    43141 attttcatct ttaggttcaa catagtagct gtgtacaaag tagaagcggg 
catcttgttc
    43201 aatgttgttc cacatcgggt gacttgggtc catttgatga acttggttcc 
agcccatgtg
    43261 tgggactttt aaaccttcca tttgaggaaa gtgttttact accccgtcaa 
aaatacctaa
    43321 ggcatctaca ccgccgtttt cttctgagct ttgtagtagt gcctgcatgc 
ctacgcaaat
    43381 tgcaagaaca ggcttattaa aagctgcttt gcgtacaact tcatcaatac 
ctgcttcacg
    43441 catgccttgc atacagtcac gcattgcccc aacacccggg aaaacaattt 
tgtcggcttg
    43501 tgcaattaat tttggatcat ttgtcacatc gacggttgca cctacatatt 
caagtgcttt
    43561 agcggctgag tgcagattac ccatgccata atcaagcaat gcgatacgtg 
tcattagagg
    43621 ctaccttttg tcgatgcaat cgtgttttca gcacgtggat caatttcaca 
tgccatacgt
    43681 aaagcacgtg ctagtgcttt aaatacactc tcgatttgat ggtggctatt 
tttacctttc
    43741 aagttatcga tgtgtaaggt cataagcgca tggtttacga aaccttggaa 
aaactcggaa
    43801 aataaatcta cgtcaaaggt accaatgcgc gcgcgagtaa atggaatatc 
cataaataaa
    43861 cccggacgac cagacaaatc tacaaccaca cgagataaag cttcgtctaa 
tggcgcgtaa
    43921 aaatgcccat aacgacgtaa acctttttta tcacctaaag cttgtgcaaa 
agcttgtcca
    43981 agcgtgatac cgcagtcttc tacggtatgg tgatcatcaa tctctaagtc 
tccatcacaa
    44041 tgaatatcga tatcaaataa gccatgtcgc ttgatttgat caatcatatg 
gtctaaaaat
    44101 ggaactccgg tgtttagtgt gccttgacca gtaccatcga gatttaaacg 
aactcgaatt
    44161 ttggtttcat tggtatttct aaccacttca ctgatacgtt gcgtcatgga 
cacgttcctc



    44221 aaaaaacgtc aaaaatgatt ggatgttaac gacaatttcg ctgtgacgaa 
ttcgtgacag
    44281 catcatagtt tgctcaggag ggttaatcaa tgcctattac cgtacatgct 
tatagttctc
    44341 tagataattc agagatccgc gatcagcttg agcgactgta tgacacaagt 
ccggagtttg
    44401 gtgacgggca cgatgcgatt gaacaacttg aacaagattt acaacagtat 
accacgctat
    44461 acactgccga atttaacacc aaaattatag gtgcaatctg gtgttcagga 
caaggtgaaa
    44521 gcaaggtgct tgaatatata gttgtacacc ctgcaaatcg tggacgcgga 
gtagcagagc
    44581 gactagttga agaagcttgt cgtatagaag aagcaaaagg cgttaaaatt 
tttgagccag
    44641 gttgtggtgc aattcatcgc tgcttagctc atattggtaa attgcacagt 
taaaaactta
    44701 tttttgaggc acttgtgatt taaaattaaa cacttgttac aaaaaatgcg 
gaagttgctt
    44761 gacgtcctcc tataaacatt gtttaatacg cccacttcgg cgtgatagct 
cagttggtag
    44821 agcaacggat tgaaaatccg tgtgtcccca gttcgatcct gggtctcgcc 
accattattt
    44881 gtgttttcaa tccctgatcc catcagggat tttttttgag tataaaaaat 
actcatttaa
    44941 atcaaaaact caggataatt gttgactatt gttctgagat acggcttaat 
acaggccatc
    45001 ggcgtgatag ctcagttggt agagcaacgg attgaaaatc cgtgtgtccc 
cagttcgatc
    45061 ctgggtctcg ccaccatatt cgaaaaagcc ccatacttta agtatggggc 
ttttttcatg
    45121 cctatttatt tgatacgtga gtagaatgac ttcacctgtg tataaccctc 
attttatcca
    45181 caagtaaagt gagttatccc aaggtctggc tttatttcct aaaggctctt 
catttgaaaa
    45241 ggcgccttta gtcatgaggg ttgtcactaa taagacgttt tcctaaacat 
accgcttcta
    45301 cttcgtcata gcccagctgc tcgtaaaaat tcaatacatt cagattatct 
ttacgcacta
    45361 ataattgtaa tttggggcag ccacgcgcca taagccgctt ctcaagctgt 
tgaacaagcg
    45421 ctgtggctat tcctaggcgt tgttgatggg ggtgaacagc cagataatta 
atccagcctc
    45481 tatggccgtc gtagccgccc ataagcgtgc caatcagttg ctcatcctta 
atagcaacga
    45541 ggaataaatc atcctgctgc gaaactttcc tgaaaatatc cgtttcaggg 
ttattccaag
    45601 ggcgagttag gccacagctt tcccataaat tgaccacatc atccagatct 
gcatttgtaa
    45661 attggcgaat aatgaacata tggatttcta ctttttgttt tgatgtattg 
aaaagataaa
    45721 ataaaaattc gaacttgagc agtagtttgt gaataattta cacaaataaa 
aaagcacccc
    45781 cgaaggagtg cttaaattaa aagtatggct taagctgatt ttgcaaccgg 
tgttggttga



    45841 agcatttggc ctgtttcttc gaagtttgca tgccaagaca atgcttcacg 
aagtaagtga
    45901 ggtgtatgtc cgcctttagc acatgcacga tcaaagtagt catttaatgc 
atcacggtaa
    45961 agcgggtgta cgcagttgtc gataatagcg cgagcacgtt cacgaggtgc 
taaaccacgt
    46021 aagtctgcta aaccttgctc tgtcactaaa atatcaacgt cgtgttcact 
atgatcaacg
    46081 tgactcacca ttggcacgat agaagaaata tcgccgcctt tagcaataga 
tttggttaca
    46141 aagattgcca agtgcgcatt acgagcgaag tcacctgaac caccaatacc 
gttcatcatt
    46201 ttagtaccac acacgtgagt tgagttcacg ttaccgtaaa tatcaaactc 
aagcgcagta
    46261 ttaataccga taatacctaa acgacgtaca agctcagggt gattagaaat 
ttcttgtgga
    46321 cgaagcacta atttgtcttt gtaagcttcg atattgccaa aaactttttc 
accacatttt
    46381 gctgaaagcg taattgaact accagaagca aatttcattt tgcctgcatc 
aattagttca
    46441 aaagtacagt cttgtagtac ttctgagtac atgatgaggt cttcaaaatt 
agaatctttt
    46501 aaacctgtta gtacagcgtt tgcaattgaa ccgatccctg cttggagtgg 
accaaggttc
    46561 ttcggtaaac gaccttcagc tacttctttt tcaaagaatg cgataaggtg 
attggcaatg
    46621 ccttgagtct catcatccgg tggagtgact gtcgatggag agtcatgtgt 
atcgttaaag
    46681 acaataccaa caattctcga aggatcgatt tggatagctg ttgtaccaat 
acgttcatcc
    46741 acttttgtta atggaattgg cgtacgtgtt ggacggtaag ttggaatata 
gatatcgtgc
    46801 aaaccttcaa agctttcgct taaagaagtg ttgatttcaa caattacttt 
ttcggcaaaa
    46861 attgcaaaac ttgcagagtt accaacagaa gttgttggaa taatgccacc 
atcttcagta
    46921 atcgcaattg cttcaatgac cgcaacatct ggacgtttaa gttgctggtt 
acgcatttgc
    46981 tcaacagttt ctgacaagtg ttggtcaata aacatgactt cgccgttgtt 
aattgcgcgg
    47041 cgtaaagtgt tatccacttg gaatggcatg cgacgagata aaacacctgc 
ttccgtgagt
    47101 tgtttgtcta agtcattacc taagctagca cccgtaatta acgtgatttt 
taacggattc
    47161 ttttttgcaa gctctacaag tgcttgtgga acagctttag cttcaccggc 
acgagtaaaa
    47221 ccactcatac caacggtcat tccattttcg atgaattgcg cagcttgttc 
agcactgatg
    47281 accttgtcat gaagagaagc taggcgaata cgacttaaag acattggaca 
tcctcaatat
    47341 tgtcaaaaca taacggattt tagctatgaa aaaatgaaaa gtgcataggt 
gttaggctaa
    47401 ggtctaattt tttaaataaa tgcgggtata acttattttt atgattttta 
atatattgat



    47461 tattattggc ttttttgagg tttaaaatag cgctttaaat attcaattgc 
tcaaattaaa
    47521 agcgctcact taaagtttgt ttgatttttt ctaaaggatt gtgcgttgta 
ttttcttcag
    47581 gagcgggttt tggaattggt aaagaaataa ttacctctaa accgccttgt 
tcacgattgt
    47641 gaatctggat ttcaccttgg tgaatatcga caatacgttt aacaatggca 
agacccaaac
    47701 cgcttccctg aatcgttcta gccgagttgc ctcttacaaa aggctgcatt 
aattcttcta
    47761 tttgatcttc aggaatgcct tcaccatggt cagcaaccgt aattaaaata 
tgttcatttt
    47821 caacctttgc actgagttcg attggttcag caccataacg ctttgcgtta 
ttaatgaggt
    47881 tggcaataag tcgttttaaa gagaggctgc gtgcaggaat aatgggaaca 
tcctgcatgt
    47941 taaagcgaat atcaaggggt ttaaactgaa ccaccaattc ttgcaaaaga 
atattgatat
    48001 tggtgtcttt taattcctca tctgaaccat cacgcatata tgagatgaat 
tgatttagaa
    48061 tcgcatccat atcatctacg tcataaacca gaccttcacg tagaaactca 
tcaggtagca
    48121 tctctgcagt taaacgaata cgtgtaaggg gagtccttaa atcatgtgaa 
attcccgcta
    48181 gcatgattcg tctttcacgc tccgtttgtt caagcgtata taccatacgg 
ttaaatgctt
    48241 ggtttacttg gcgaatttct aaagggccat ggttagtatc taaataaggt 
gcagttccag
    48301 acttactgta ttcgttggca gcattttgca aacgacgtaa tggtcggttc 
atttgtcgaa
    48361 ccaaaattaa aataatgatg gccgaaacta atgggacacc cacaacccag 
cctaccagta
    48421 gctcggggct atagttggca taggttttta aaggttcacg aacccagtta 
ccatgcattt
    48481 ctggcgtttg aatccagata cgtgggctag gtttaaattg gaaatagaca 
gtaacgtctt
    48541 ttgcgccaat ttcatttgcc agtttttgct caacttggtt ggtaaaaaac 
tcggcaataa
    48601 ttttatcgcg aacacttgga tattctttgg ggttcgtgac atattcaatg 
ccaacccgat
    48661 tacgtaacca tgtgtcgacg tcaacttcgc tatcgcgatg aaaaatacga 
atattagggt
    48721 tatttaccag ttctagttca actgctagat agcgtgcatg ttgctgaatt 
tcaggtaaat
    48781 agagggttcg ccaaaaaaac cacaatgaca taaataagct aaagagtacc 
accagcagta
    48841 ccaaaattgt ggtacgcatg gccgcagaac gtggcttaat cttatcgaga 
aaacgttccc
    48901 atcgggtccg tttacgctct gagtacgcaa cgtagtcggt aaaggtttgc 
ggtggtattg
    48961 gctctaaact cactctattt tatctcaagc ttattcagca ccatccggaa 
caaacacata
    49021 acctacgccc catacagttt gaatgtaacg tgcgcgtgcc gggttatctt 
caattaagcg



    49081 gcgtagacga gacacttgaa catcaataga acgttccatt gcaccccatt 
cacggccacg
    49141 agccaagttc atgagcttgt cgcgtgttaa aggttcacgt ggatgctgta 
ccaaagcttt
    49201 taatacggca aattcacctg tagtcaatgt aacgatttgt ccttcacgag 
ttagtgtacg
    49261 tgtagataaa tctagagacc atggaccgaa gctaaccact tcaacttgtt 
ggcttggcgc
    49321 acccggaact tcacgtacct gacgacgcaa tactgcgcga atacgtgcta 
aaagttcatt
    49381 tgggttaaat ggttttggta aatagtcatc tgcgccggct tcaagaccag 
caatacggtc
    49441 agagtcacta ccacgtgcag ttaacatgat aattggagta tcaatatttg 
actgacgtaa
    49501 acgacgacaa atacttaaac catcttcaac gggcaacata aagtcgagca 
cgataagtga
    49561 aaataactca cgttgtaata aacgatccat ttgtgaggca tcatgggcag 
tttttacaac
    49621 aaagccttta tcttccaaaa aacgttgcaa gagggtacgt aaacgcacat 
cgtcatcgac
    49681 cactaaaatg cgctcgacac gatccgtttc gttatgtacg gtttcaggat 
gttcagcagg
    49741 tacaactaaa ctcatgatgt actccctttt aaagtcataa tttatatatt 
attggatcgg
    49801 ttaggcttat tgccaacaag ccctcagtat aatgccgatg ttcttgttaa 
gactatgtat
    49861 caatttgctc aaaattacaa ttttcgtagg ggcttgaaac caaaaaacaa 
catcttatgc
    49921 ccataattta gcaaagcctt aaagaaaaac tcaaatattt agctatttac 
ctgtttctca
    49981 tcgattaaat tctaataaat atttgtttca aataaattat tttaaaaatg 
agtttcagtt
    50041 tttaagttct aacttttaat ttattcattc acggtttaag tatgagaact 
taataattta
    50101 tttagaaaga taagaaaaac tatattttga tcgttctggc aatgtatcaa 
tatgttcttt
    50161 ttctcataat ttatattaaa aattttcttt aattaaagaa gaatctataa 
atttcatatt
    50221 ttttaaaagg taaaaggcta gcttaaaggc ccaaatgagt cacagaaaaa 
acttttttac
    50281 agccataaga atgtgaaaaa ttcatagtca atacaaaaaa acgttttgaa 
tacgcaaaca
    50341 agtgtggatt ttatggtctt ggtctttata atcagtgctt ttaaacttta 
tccttgtggg
    50401 atcaaacacg atgactgact tagttcagca gttggcaagt gagcttgccg 
tacgtccaaa
    50461 ccaagtagaa gctgccatcc gcttaattga tgaaggtgcc agtgttccat 
tcattgcccg
    50521 ttaccgtaaa gaagtaacac aaggtttaga tgatacgcag ttacgccaat 
tagatactcg
    50581 tttagcgtat ttacgtgatt tatatgagcg ccgtgaaaag gtcattcagt 
cattgcaaga
    50641 acagaataaa ttgaatgatg acttgttggc gcgggtgaat gcagccgaaa 
caaaaaatgc



    50701 tttagaagaa atttatgcgc cgtaccgtcc taaacgtacg agcaaatctt 
tcaaggcgaa
    50761 agaagcgggc cttggaccaa ttgccgaaaa aattatttca gaacaaattg 
atccgacaga
    50821 agcattggct ggttttagtc atgaagacta tccggacgtt gaaagtcaat 
tagacgcaat
    50881 ccagcatatt ctgattgatg actgggcaca aaacattcct cttactacag 
aattaaaagc
    50941 gacttttgca aaaacagcag tattaaaaag tactgttgca tctgaagaga 
agaaagaagt
    51001 gggcaaaaag ttccgcgatt actttgaatt ctcggaaggc ctaaacaaat 
taccatcaca
    51061 tcgtttattg gcgatgttac gtggccgcca agaaaacgta ctcggtttaa 
aagttgatgg
    51121 cgaagatgat gcaccattgg ctcgtattga aactgaatac aaccttgatc 
aggttcagcc
    51181 acaaacacgt caagattttt taaaacaaac tgcaaaatta ttctggttag 
gtaaagttcg
    51241 tcctcaaatc gagcattcat tacttacaga aaaacgtctt gctgctgaag 
cagaagcaat
    51301 gcaggtgttt gctgaaaatc ttcgtcactt attgttatca gcgccagctg 
gtagccgtac
    51361 gactttgggt gtcgaccctg gtattcgtac tggtgtgaaa ctagctgtgg 
taagcgaagc
    51421 tggtgatgta cttgcacata gcacgattta tccatttgcg cctaaagaag 
ataaagaagg
    51481 ctcaattgct gagcttgcac gtctatgtcg tgaatacaat gtcgagctta 
ttgctattgg
    51541 caatggtact gcgagccgtg aaacagaagc tgttgtagct gaaatgatgg 
ctgcaaatac
    51601 agatcttaaa ttaactcgcg taaccgtaag tgaagcaggc gcctctgttt 
actctgcaag
    51661 tgaacttgct gcggcggaac tgccagagct tgatgtttca atccgtggtg 
cagtttctat
    51721 tgcgcgccgt ttacaagacc cgcttgctga gcttgttaaa attgatccga 
agtcgattgg
    51781 cgtaggtcaa tatcaacatg atgtgaacca aactggttta gcaaaaacac 
ttgatgcagt
    51841 tgtagaagac tgtgtgaacg ctgttggggt agatgtaaat actgcttcac 
cagcaatctt
    51901 ggcttatatt gcaggtttga ataaagcaat tgcacagcaa attgttgaat 
accgtaaaga
    51961 gcatggccgt tttgacacac gtcaggcact taaaaatgta ccgcgtcttg 
gcgaacgtac
    52021 ttttgaacag gctgctggtt tcttacgtat ccaaaatggt tcagagccat 
tagatgcatc
    52081 tgctgttcac cctgaaagtt atggtcttgt tgagaaaatt gttgcagcaa 
aagctacaac
    52141 ggtaaaagac attattggta ataccgaaat tattcgtcag gttaaagcag 
aagagtttgt
    52201 tgatgacaaa ttcggtttgc caactattca agacgtttta gcagaacttg 
aaaaaccggg
    52261 ccgtgaccct cgtccagaat tccgcacagc taaattccgt gaagacatta 
ctgaagttgc



    52321 tcagttgact gaaggtatgc agcttgaagg tgttgtgacg aatgtgacga 
attttggtgc
    52381 ttttgttgat attggtgtgc atcaagatgg tttggttcat atctctgaat 
tagccaatga
    52441 gttcgtttct gacccgcata aagtggtaaa accaggtcag atcgtacaag 
tgcgtgttat
    52501 gcaagttgat gttgaacgta accgtgtgaa cttgagtatg cgtgcagaag 
gtgcggcacc
    52561 tgtgaaagca cagcgtccac cacgtcgtga acaaaataac gaacagcgtt 
ctgagcgtaa
    52621 accacaaggt aaacgtccac aaccgcgtaa agatcaagtt gaacgtccgc 
agcgtaataa
    52681 gcaagaaaaa ccacaagagc agaaaattgg tggttttggt gcattattat 
tgcaagcagg
    52741 aattaagggt tctaaataag agcctttaga gaacctaaaa aagcctccta 
aacgggaggc
    52801 tttttttatt gtttttaaat cgtcttctaa atggctagtg ccatgtttta 
ttaaaacatc
    52861 acgctcataa agatgaggtg aatcttaaga tcaacaaaaa cgtcgtgaaa 
tctacaatca
    52921 actatacaac gttatagcat aactcaactt taacccgatt cagttgtcag 
acaatatcga
    52981 taaagccttg aagtaagttc ctcactttca ggcagttaca ttaaaaattg 
attgtttttt
    53041 tatattataa atggttgttt ttatgccggc tttagaactg aaaaatagat 
ttcacgtaaa
    53101 cgacctcctt tcgggagtgg tcgtatttct cgtggcctta cccttatgtt 
tgggtattgc
    53161 cttagcctca ggtgctccaa ttatttctgg cattattgct ggaatagtgg 
gtggaattat
    53221 tgttggcctg ctgagtggct ctcacatcag cgtttctggc ccagcagcag 
ggttgactgc
    53281 ggtcatcctt gtacaactcg atcaattagg cggcaattat gccgcctttt 
tattgtgtat
    53341 tgtatttgca ggaattttac aaattctgtt tggtgtattt aagttgggtt 
tctttgccaa
    53401 ctttattcca aacaatgtca ttttaggatt gttggcagcc attggtgcca 
ttctgattgt
    53461 gacacagtta ccttatttat ttgggttgac tgatttttca tggaaagaag 
tttggactgc
    53521 tacaccggat acgtttatcc aaaaatttga tgctggagca gcattgattg 
gactgctgag
    53581 cttattttta attttagctt gggacagtag cccacttaaa aagttagcgt 
tgccttctgc
    53641 cttaattgcc gtggtactcg cagcagtttt taactttgtt ttaataagta 
tcggttcttc
    53701 atgggctgtg caaagtaata atttgattca actaccaaat atattacaag 
caccagaaga
    53761 ggtattggtt tttcctgact ttagctattt agctgaacca ttaatttata 
ctggagccat
    53821 tacacttgcg atcgtggcat ctttagaaac attactaaat ttagaagcag 
ccgataagct
    53881 tgatcctcaa aagcgttcat ctccacctaa tcgtgagtta tgggcgcaag 
gagcaggtaa



    53941 tattgtgtcg ggtttgattg gcggaatgcc agtgacctca gtgattgtcc 
gtagttctgt
    54001 aaatgccaat acaggtgcac gtagtaaatg ctcaaccatt attcacggtg 
tgttgttact
    54061 gcttgccatt ctattttttg tcccactcat gaacatgatt cctttgtctg 
cacttgcagc
    54121 aattttgatc gtgactggtt ttaaactgac tcatccaaag ttattcaagc 
agctttacca
    54181 aaaaggttgg agacagtttt taccattcat tattaccttg gttgcaatct 
tgctgacaga
    54241 tttattaacc ggaatcttgg tggggctatt taccagtagt gcatttattt 
tatatggcaa
    54301 cttcaataaa ggtgttcgtg tttataaaga aaagcattta catggaatcg 
tgacgcgtat
    54361 tgagcttcct tcacaagtga cttttctgaa tcgttccgca ctcatttctg 
ccttggaaca
    54421 tgttcataaa gatcaacagt tgattattga tgccactcaa tgtgattcga 
ttgatccgga
    54481 tatttatcaa gtcattcaag actatcaaaa tgagacggca gttaaacgcc 
aagtcgacct
    54541 taagcttatt ggatttaagc agcactatga agaggtagat gatgcagtac 
tggatatcta
    54601 cattagtacg agagatctac aacgtaaatt aagtccacag caagtcatta 
ctttacttaa
    54661 agaaggaaat gaacgtttcg ttaaaaatga gcgcttgcaa cgtgatattt 
atcgccaaat
    54721 tcgtgttact gcagatgaag gccagcaccc aattgctgct gttttgggat 
gtatggactc
    54781 acgtgctcca actgaaatga tttttgacgt gggtattggt gatctattta 
gtttaaggat
    54841 tgcaggtaat attgcaggtc aaaaggtatt aggctcgctt gagtttgctt 
gtcaggccaa
    54901 aggctcaaaa gtcattttag ttttaggcca tactgactgt ggtgcagtga 
cgagtgcatg
    54961 tcagttacgc ttacagcaaa agcaaatctc cgatgtcaaa gagatgccgc 
atattcaata
    55021 tgtgcttggt ccgctcatgc attcggtaga aagcgtatat gacattatgc 
aaccccgtga
    55081 attaaacaag accttcgtaa atcaggtaac tgctatgaat gttcactaca 
atatccaata
    55141 tattattaat aacagtacgg tacttaaaga cttactggat cgtggtgaaa 
tagcgattgt
    55201 tggcgcgatt tacgatgtca aaacagggca tgtcgaattt ttagatgcgt 
aaatagaacc
    55261 aaataaaaaa gcgcctttca tgaggcgctt ttttatttaa gcttgctgaa 
tattttaaat
    55321 taccaatgct caccagggaa aatgcgtgca tatgcttttt gcacccagtt 
aagtttttca
    55381 gcttttttgc cttttgcggc gtctgaactt ggaaacagac ggaaaccaat 
cgacataaac
    55441 atattgttaa tgccaggggc cactgaatag gtcatagaag ccaaacggcc 
taagttagtt
    55501 gcaatacgtt ttggacgttt cacaatcgca taagcaatta aatcggctgc 
ttgctcaggt



    55561 gagagagtcg gtacatattt ataaatcttg gtcggcgcaa tcattggtgt 
acgcactaaa
    55621 ggcatataaa ttgaagtgat tgcaatttta tgtgcatgaa cttctgctga 
tagacaacgg
    55681 ctaaatgcat caagcgcagc tttagaagca acataagccg agaagcgggt 
tgcatttgct
    55741 aatacaccaa tcgaactaat attgataatt tgcccatctt tgcgttgaat 
catgtgaggc
    55801 aaaatattga gcactaaacg tacagcgcca aagtagttta attgcatagt 
acgttcaaag
    55861 tcgtggaaac gatcataaga ctcatgaacg gcacgacgaa tagagcgacc 
tgcgttatta
    55921 attaaaatat caatatggtc aacagaagct aaaatctctt tagaaacctg 
atcaatcatt
    55981 tccatgtcgt tcagatcaca tgggaaaatt gatgcctgac cgccacggct 
ttcaatatct
    56041 gctttgactt cttctaatgt ttcttgagta cgggcaacca gtaaaacatg 
cgcaccagcg
    56101 tcagcaagtt tattggaaat cgttaaaccg attccacttg aggcgcctgt 
cactaagatg
    56161 actttacctt gtaccttttc ctggaacaga gcttctaatt ttttattcac 
agcattttac
    56221 ctaagtaggg gcaggggcta tttattccgg tatgtaattt ttatttttac 
aaccgttggt
    56281 tcatcctgat gaactcctaa atattgcctt atcttaatag atgtttaaaa 
attgtctagt
    56341 atgtaaatat atgaaattta acaatttatt tagagtaaaa actctaaatt 
actaccctaa
    56401 tccattaatt attcttaata gttaaatcac ttgaaaataa aaaagcctct 
aaattccaga
    56461 ggcttgttag atgagtttaa aatttatacg gatgaaagtg cttgttctaa 
atcggcaatg
    56521 aggtcatcaa catgctcgat accaattgaa agacgtacca tatcttcact 
tacaccagca
    56581 gcttttagtt cttgttcgtt gagttggcgg tgagttgtgg ttgcagggtg 
acacgccaga
    56641 cttttcgcat caccaatgtt cacaaggcgg gtaaatagct ggagggcatc 
aatgaagcga
    56701 gtaccgcctt cacggccatc ttgaacccca aaagataaaa ttgcagaagg 
tttacctttt
    56761 acatattttt gcgcaagttg gtgttgtgga tgatctttta agcctgcgta 
attgacccat
    56821 tttactttcg gatgattttg caaatattcc gcaattcttt gtgcattttc 
agtatgacgt
    56881 tccatccgta aattaagcgt ttctagaccc tgtaaaatta agaaaacact 
gagcgggcta
    56941 atagctgcgc ctgtattacg taatggtaca acccgagccc ttgctatata 
ggcagcttca
    57001 cctaatgcct cgacatagtt cacaccatga tagcttgggt ctggcgtgtt 
caatacttta
    57061 aaacgctccg gatatttacc ccaaggaaac ttaccgctat cgataatcgc 
accaccaata
    57121 ctattgccat gaccaccaat atatttagtc aaagaatgta tgacgatatc 
ggcgccatat



    57181 tggaatggtt ttaataaagc aggggtagcg actgtattat caacaacgac 
aggtacgcca
    57241 tattcatggg cgattttcga aatttcttct agatcgatga tatttccaag 
cggattgccg
    57301 attgactcaa caaaaacaag tttagtttta tcatcaatta agttacgtaa 
gctttcaggc
    57361 ttttgataat caaaaaagcg aacttcaatg ccttgttttg gcagggtatg 
agcaaataag
    57421 ttgtacgttc caccatataa agttgagact gaggcaatat tatctccagc 
ttcagtaatg
    57481 gtctgaattg cgtaagtaat agctgccatt cccgatgcca aagctaatgc 
cccaataccg
    57541 ccttctaacg cagcaaggcg ctgctcaagt acggctgtgg ttggattcat 
aatacgggta
    57601 tagatattgc cttgaacttt taaatcgaaa aggtcggcac cgtgttgtgt 
gttatcaaat
    57661 gcatacgaag ttgtttgata gatagggact gcaacagctt tagtggttgc 
ttctggagtg
    57721 tagcctgcgt gaatggctaa ggtttcatct ttataagtca tgattacttc 
atcttcgtga
    57781 gttaaatatt gagcgagtct agcttaaaat ttatatagaa aattgcagaa 
attctggttt
    57841 gttatccaat tttaggaata tagatagaaa aatatacgct gaaacgttgt 
ataaatctta
    57901 tacataaaca ttttgcaact tattgaaaaa gaaaattgtt tgataaatcc 
gtacgatgga
    57961 aatcataact tcaagtcatt agtgttttca tcgtataata cgcgcgatta 
ttttgtcgcg
    58021 ttttgcgatg tattggtttt tcaattgagg agtcctgcgt ggcccaatat 
atttatacga
    58081 tgaaccgagt gtctaagatg gttccgccaa agcgcgaaat cttaaaagac 
atctctttat
    58141 catttttccc gggtgccaaa attggtgttc tcggtttgaa cggtgcgggt 
aagtctacct
    58201 tgcttcgtat tatggctggc gtagataaag atttctctgg tgaagctcgt 
gcacaacctg
    58261 gaattaaaat cggctattta gagcaagaac cgccacttga tccgactaaa 
gacgttcgtg
    58321 gtaacgttga agatggtgtg cgtgaagctt tagatgcttt agagcgtctt 
gatcaggtat
    58381 ttgcagaata tgcagaccca gatgctgatt ttgatgcgct tgcgaaagag 
caggaaaaat
    58441 tagaatcaat tatccatgct tgggatgcac ataacctaaa taaccagctt 
gaaatcgcgg
    58501 cagatgcctt gaaccttcca gcttgggatg cagatgtaac taagctttct 
ggtggtgaac
    58561 gccgtcgtgt agcactttgc cgtttattgc tctctaaacc agatatgttg 
cttcttgacg
    58621 aaccaacgaa ccatttggat gcagagtctg tatcttggtt agagcgattc 
ttaaaagatt
    58681 tccctggcac aatcgtggcg attacgcacg accgttattt cttagataac 
gttgccgagt
    58741 ggatcttgga gcttgaccgt ggacacggta ttccttacca aggtaactat 
acttcttggt



    58801 tggagcaaaa aaatgctcgt ttagaacaag agcagaaaca agaagaatct 
tttgctaaag
    58861 cattgaaaaa agaacttgaa tgggttcgtc aaaatgcgaa aggtcagcaa 
aagaaaaaca
    58921 aagcgcgtat ggagcgtttt gaagagctta actcacgcga attccaacag 
cgtaatgaga
    58981 cctctgaaat ctatattcca cctggtccac gtttaggtaa caaggttgtt 
gaagtagaaa
    59041 atatcagcaa gtcatttggt gatcgtttac tttacgaaaa cttgtcattt 
accgtaccac
    59101 cagcagcgat tgtaggtatt gttggtccta acggtgccgg taaaacgact 
ttattccgta
    59161 tgatgacagg tgagcaaaaa cctgacaccg gtactgtaac acttggtgat 
tcggttaaag
    59221 ttgcttatgt tggtcagatt cgtgacactt tagatgataa caaaacggtt 
tgggaagaag
    59281 tttctggcgg tttagacatc ttgaaagtgg gcgattatga aattgcatca 
cgtgcttata
    59341 ttggtcgttt taactttaaa ggccaagatc agcaaaaacg cgtaggtgaa 
ttgtcaggtg
    59401 gtgagcgtaa ccgtttacaa cttgcgaaaa ttttacagca aggtgcaaac 
gttatcttac
    59461 tggatgaacc atcaaacgac ttggacgtag aaactttacg tgcacttgaa 
gatgcaattt
    59521 tggtattccc aggtacagtc atggttgtat cgcatgaccg ttggttcctt 
gaccgtattg
    59581 cgactcatat cttgtcattt gaagatgaac aaccagagtt ctatacaggt 
aactataccg
    59641 agtttgaagc ttatcgccgc gctaagctag gtgacgacgc tcagcctcat 
cgcaagaaat
    59701 acaaaaaaat tagcggttaa ttactgctaa atttaaaaac cagcctaagg 
gctggttttt
    59761 tgttagaagg caagtttact aaaagcttct tgtaagcaac gttcagcatc 
aggatgtccc
    59821 tgacttgctg ctttgtttaa ccacttttca gcttcagtgt agtttttatc 
taaaccaaat
    59881 tgaccattta aatagccaat accaagttta aaggaagcgt cagcattacc 
tcttaaagct
    59941 gcacggaggt agcaccacat cgcattgcgg tcattttggg taatatctaa 
ccaattctgc
    60001 atacgttcat gatcttgtat ggctaactct tcaaagcgta agccttgttc 
aatttcttcc
    60061 tcagcttgtg aatgcatatc ggctggtaag ttttcaaagg caaacaagtg 
attaagccca
    60121 tgcttgattg ttttcatatt catgacagtc tccccttgtt cctcaatttg 
attgaattga
    60181 ctcacacttt taagctagtc ccttatatga aaatcttatg ttattttttg 
taaatctgat
    60241 atagcgcatt tggatgaaaa atgatgaagt tttagcttac ataaaagtta 
cacgtgtttt
    60301 tacgcttagc gaaatttcta taaaagtatt ggtatacaaa cgtgaaaata 
gaatttaaaa
    60361 agtttaagaa caaatgatta ttcaaaataa aaaaattgag aaaatttata 
aatatcaaac



    60421 aaaagaaatt ttcttaaaca aaaccagcct aagggctggt ttgtttttag 
attagtaagg
    60481 gcgcttattt agtaaagtca cctcgtaaat ctgacaagat gagagaaggg 
gctaccgtca
    60541 ctatatcaaa tgccatcgct aaaggataaa gcgccatacg cgttacacgt 
ttaaacggat
    60601 gtttcttggt tatttcatct ttttgttgta aggcgattgg atatggagtt 
ggaatcgttt
    60661 gttggacttt taaagtagga ctggtttgat aaatttggcc tttaaaacga 
ataatagcgt
    60721 agggatataa aagctgtgtt tggttctcca taaccataaa atgattttta 
aaccctaaat
    60781 tttttaaatt ttctttctgt tgatcagaga ggtttgaagt gggaatattg 
tattgaaact
    60841 tgagttcgcc atgaaaatgc gtaggatcat ccatttcgag tagcagagga 
gagggaataa
    60901 ttaaagttct ttgatttaca ggaatatttt taatgatatt taaaaattcc 
gaacttcctt
    60961 cggtcattaa ataattaaag tcttgaccta taaatacgac gccttgttct 
tgctggtttt
    61021 taacggcttg cccaagtgca ataatttgat ctgtttttaa aatagttgtt 
tggacctcag
    61081 tcgtctcatt cggcagggca gtcgataaaa tagaagttgc acatccactt 
aagccaagac
    61141 aagttactag taggcaagtg gtcaatgttt tatacatgaa cattactctt 
aaaaattatt
    61201 tttgaaaaac ttaggaaaga tatgggttaa gaatggaacc cataaatcaa 
cgttttgtaa
    61261 ttttattaca tgtagctcgc ctgctatagt tgcttcgtgc aatttctaac 
agccatggtg
    61321 tactgttgcc acgttctgca attttcatgt ccgtcttatt ctgtttgctt 
atattccaga
    61381 gtttatggaa tatagcagcg gctttttgcg cgcatgaaaa tcaagaaaaa 
gcactacatc
    61441 attttggtca tcatgcagct ttaaatgtat atcaaacgtc ttcccatacc 
catgttgaac
    61501 atactgagac tttagatgct gctcataaag cacctttaaa cttacaagac 
catcatgatc
    61561 atttaccgac atgttttcat gtcgtcatga cagaagttgc aaaacaagct 
caaacccctg
    61621 ttttgcatgt gcatgaactt tcacaaattt atcattggtc taattcttac 
cagtctccac
    61681 atcttagtgc cttaaaaccg cctcctgttt taaccccgct ataggtgggg 
tagccaaaaa
    61741 aagcccaccg catcttttat ttattgcggg gctaaaacat gtcttctatt 
ttttcaaatc
    61801 gggtgaacca tcccgactta ttgggttgta acgttaagat aacgttgaaa 
aaggttgtaa
    61861 ccatctcaag cctgtctatt gtcatgttat tggcgggaca aatggcaaat 
gctgcttctg
    61921 atattcaaca gggctcttat acccaaaaag cagcttttag ttttgaacag 
gcattagcgc
    61981 gagcacaaag ctatcaaact caacaaggtg tctggcaggc acagcagcaa 
atggctgagg



    62041 cgcaattaaa acaaagtcgc ttatgggcaa atccaagtct ttctattgag 
caaacaggtt
    62101 tgcagagtga ccaagaaaaa gaactcgcga tcggcatctc tcagccttta 
gatatttttg
    62161 ggcagcgtaa ggccgcacag catttagcta aagtagaaat gtcaaaggtt 
gacttggccg
    62221 aacaacgtta taaggctgag cttgagttaa tagttaaata tttctggtca 
caagtggcct
    62281 tgcttgaact tgaaaagtct ctcattggag aacagttagc agttagccaa 
gagaacttgt
    62341 ctgcatcgga aaagcgttat caggcaggga gtattgctca ggttgatgta 
gatcgagtac
    62401 gtatgtctca cttggaaaac cagcgtttat atcagcaggt cgatttgaaa 
ctacaagttg
    62461 ctaaacagca actggccaac ttatggggcg gtgattcaaa tcagatccaa 
ctatctcaaa
    62521 gctctaatca gctgtgggta ttggcagcgg atgtagagtc tggtcaagat 
cgacaaaaca
    62581 atttgctaga gcgctctttt caactagatg ctcttgcgca gcaagccact 
attcaacagc
    62641 tgaaggcaaa agcaagacca caacctgcgg taactttggg ggtgaataac 
actcgttccc
    62701 cagagcagcg tacggaaaat caaatccgct taggggtgga aattccttta 
aatcttttta
    62761 atcgtcaaca atacggaatc aagattgctc aggccaaaca agagctgtct 
caacgacaac
    62821 agagctttta tcgacagcag aatcaagtgg atattgaaac tctgatgtca 
gagttaaaag
    62881 gcttacatat tcagttcaag caattaaatg atcagcaagt tcctcttgcc 
gttcaggttc
    62941 aacaaaaaac attgcaaggt ttccgtttgg gtaagtttgc cgttaccgat 
gtgcagcaag
    63001 ccacaatgca gttgcaagat gtgcgcttac gtaaagtcga gctattaaaa 
caggcttggc
    63061 aaaattcaat tgaaattcaa agtttacgtc tagggctaga gccagaacag 
atcatggcga
    63121 aagatgcctt aatgcaactt aatcaacgtg cttggcaaca agctcaagca 
ttcccaactc
    63181 aggcaggaga ataataatgt cggcaaattt aaagaaaaat tctcaatggc 
tttgggttgg
    63241 agtaattgct gccattactg caatattaat tggtttactc gttttaaatt 
caaaaaataa
    63301 atctaattct tcggaaccat cggaaggcca cgggcatgct gaagaagagg 
gtgaagaaca
    63361 ccatgatgag ggagaaaaac cactactact cactgctcag caaatgcagg 
aacaaaattt
    63421 aaaaattgaa caagctgaac taggtgaagt tcctcaactt cagacttatc 
caggcaaact
    63481 agtagtcaat acagaccgcc aagcccatgt ttcgccaagt tttagtggtc 
gtgtcgaagc
    63541 ggtatatgtt gaactaggac aacaagttaa aaaaggccag gcacttgcaa 
acttattagt
    63601 gccagattta gtcgatcagc aagccaattt gcaaatagcc cagtctaatc 
ttgagttagc



    63661 acgtcaggac tatgagcgtg aacgtagctt atggtctcaa ggaatttccg 
cgaaacaaga
    63721 ttatcaacga gcttataacg cttatcagca agcacaaatt caggttaaag 
cagctcgctc
    63781 gcgcttaagt gcattcgggg caggttctgg ttcagcaggg cgttatacct 
taacagcgcc
    63841 aattgcgggt atcgtgagta ataaagatat tgtagtgggt gaaaacgtac 
agttagcaga
    63901 tcagcttttt attattaatc agcttgatcg gttatggctg gaatttattt 
taccaagcaa
    63961 tgcaaatatc aatgtacagc caaatcaaga gattgaattt aaatctttac 
aaactgggaa
    64021 tacattttct gctcaggttc aaagtttaac aacagaggca gatgctcaga 
ctggacgctt
    64081 acaagtgcgt gccaaagttt tggcaaatag cagtgagttg cgtccgaact 
tgatggttaa
    64141 cgttgagcta aatgcagggt caacacaaaa agtgactcgt gtaaaagcgc 
aagcagttca
    64201 acaagttgaa ggtaaagacg ttatctttac accaaaaatg gtcaaaacag 
gttttgagtt
    64261 tgaacctgtc actgtacagc taggccaacg ttctaaagat ggtcaatggg 
ttgaagttgt
    64321 aaaaggaata aatccaagcc agcgctatgt tgcagaaggc agcttcttac 
ttaagtccga
    64381 attggaaaaa ggagaggctg agcatggaca ttaataagcc tgagctgccc 
aagccagaag
    64441 gactgtttga cagagttatt cagtttgcta ttcaaaatgc tatttgggtc 
atgctatttg
    64501 ttctggcgtg gattggtgtt ggcatttgga gttatcaaaa actccctatt 
gatgccgttc
    64561 cagatattac caatacccaa gtccagatta atactcaagc caatgggtat 
accgctttag
    64621 aggtcgaaca gcggattacc tatcctattg aaaatgcgat ggcaggaatt 
ccaaatctgg
    64681 aacaaactcg ctccatttct cgttatgggc tttcccaagt caccatcatt 
tttaaagatg
    64741 ggacagatat ttattgggca agacaactga ttaaccagcg tttacaagaa 
gcggatggcc
    64801 aactacccga atcagttgat cctatcatgt ctcctgtttc aacaggcttg 
ggtgaaattt
    64861 accaatgggt ggtaaaagca aaatcaggtg ctaagaaagc agatggcaca 
gcctatacag
    64921 ccatggattt acgtgaaatt caggactgga ttgtacgtcc tcaattgcag 
cgtgtgaaag
    64981 gcgtggcgga aatcaacagt atcggtggct acaataaaac ctatattgtg 
tcacctgatt
    65041 taaaacgttt gcagcagctt cagatttcaa tcaatgaatt tcaaactgct 
ctgcaagaaa
    65101 ataatgaaaa tcgcggtgca ggttttatcg aagaaaacgg agagcaactc 
accgttcgtg
    65161 taccgggcat gttaagtagt gttgaagata ttcaaaacat tactgtaagt 
accaaaaatg
    65221 gtttgccgat ccgcgtggtt gatgttgcga atgtctctat tggacacgat 
ttaagaacag



    65281 gggctgcaac ttacaacggt gaggaaacgg ttcttggcat tgccatgatg 
atgatgggag
    65341 aaaacagtcg tacagttgct caggcggtcg atgccaaaat taaggaaata 
caatctacct
    65401 tacctaaagg agtggaaatc gagacggttt atgaccggac gagcttagta 
aacaaagcaa
    65461 tcgcaacggt gcagaagaac cttgtagaag gcgcgattct ggttattgtg 
attttgttta
    65521 tttttctagg aaattttcga gctgctttaa tcacagcctg cgttattcca 
ttatcgatgt
    65581 tatttaccct gacaggtatg gctgaacaaa acattagtgc caacctcatg 
agcttaggag
    65641 cgctcgattt cgggattatt gtagatggtg cagttgttat tgtagaaaac 
tgtattcgac
    65701 gtctagcaga agcacagcat gctttacatc ggcctcttac gcggtctgaa 
cgattcaaag
    65761 aagttttcct tgcagcaaaa caggcccgtc gcccactgat ttttgggcaa 
atgattattt
    65821 tagtggtcta tttacctatt tttgccctat ctggtgttga agccaaaatg 
ttccatccaa
    65881 tggcgatgac tgtggtgatg gcattattgg gtgccatgat tctttctgtg 
acatttgtac
    65941 ctgcggcagt tgctcttttt gttacgggtg aagtgaaaga aaaagaaaca 
cgttggatgc
    66001 agcttttaaa gcagaaatac cgagatgtcc tcgatcaggc ttatcagctt 
aagatagtag
    66061 ttgttagttt tgcattaagt attttagtgc tcacaggtgt gttagcgacc 
caaatgggca
    66121 gtgaatttgc tccgcagctc agtgaaggtg actttgccct gcagcaaatg 
cgttcaccga
    66181 gtactggtct cgagcaatca ctgcgaatgc aggaaaatac tgaaaagctc 
attttgaaaa
    66241 actttccaga ggtgaaagct gtttttgctc gaacagggac agctgaggtt 
gcaactgatg
    66301 tgatgccgcc gaatatctct gatgcggtca ttttgcttaa accgcatgat 
caatggccaa
    66361 acccgaaaga gacgctagct gagctacgtt cacgtatgga agctttcttg 
gcaaccttac
    66421 cggggaataa cagtgagttc tctcaaccga ttgagctacg ctttaatgag 
ctaatttcag
    66481 ggattcgtag tgatattggc gtcaagattt ttggcgacga tatgcaagta 
ctcaatgagc
    66541 aggcacaggc actcgctcag aaagtacaaa aaatttcagg tgctaccgcg 
gttaaggtag
    66601 aacaaacgag cggtttaccg gtgctgagtg tagaaattaa tcgtcctctg 
gccgcgcaat
    66661 acggattatc tgccaaagct attcaagata ttgttgctgc aagtgttggt 
ggacaaaatg
    66721 ttggacagat tttacaaggc gatagacgat ttgattttga aattcgccta 
gaagaccagc
    66781 agcgtaccat ccaaaactta gctcaacttc cgattcagtt gccaaatggt 
ggacttatcc
    66841 aacttcaaga tgtagctaaa gttgaacgta cctcaggcct aaatcaggtg 
ggacgtgaaa



    66901 atggaaagcg ccgtgtcatt attactgcga acgtagaagg ccgtgactta 
gggtcatttg
    66961 ttcaagagtt aagaacaaca ctcgcaaaag aacaactgcc agcgggttat 
tggttggaat
    67021 atggcggtca gtttgaaaat ttagcttcag ctgctgcacg aatgaaaata 
gttgttccat
    67081 tagcgcttgc tatgattttc attctactca tggctgtatt ccataatgtg 
aaagaaagtc
    67141 tgttggtctt tagcggcgtg ccgtttgctt tgtcaggtgg tctgattgcg 
ctttggctaa
    67201 gagatatccc gctgtccatg tcagctggtg ttgggtttat tgcattatct 
ggtgtcgctg
    67261 ttttgaatgg tttggtgatg ctgagcttta ttaaagagct tagagaaaaa 
tttgatattc
    67321 aaatagccac gtggaatggg gcgatcttgc gcttaagacc ggtactcatg 
acggcttgtg
    67381 ttgcttcact tggttttatt ccgatggctt tggctacggg aactggtgca 
gaagttcagc
    67441 ggcctttggc aacagtggtt attggtggca ttatttcatc tacgatatta 
actttggttt
    67501 tattaccggt catttatcga tggatgaatg aagacaagac gaaaagtgtt 
gagcattcat
    67561 aatgtcatcg atttgagata tcttttttga ttacaaaatt taagtcgaaa 
aagtgtttgt
    67621 aagagttaaa ggtaaaggtg tcttcatcgt tacttttaac tcaccataaa 
gataaataaa
    67681 aaggagtccg caaaatgggt ggacatcatg gtcatgatca tagtcatgct 
gtagtgactg
    67741 aaggtaatgc taaaaaatta acgattgcct tggcgcttac cacgacattc 
ttaattgttg
    67801 aggtgattgc aggtttaatc acacaaagtt tggcattgct ctctgacgct 
gcacatatgt
    67861 ttacagatgc agctgcttta gcaattgctt tggttgccat acagatttct 
aaacgtcctg
    67921 ccgataataa acgtactttc ggttatcagc gctttgaaat tctggccgct 
ttatttaatg
    67981 cgctcatgct ttttgtggtg gcaatttata ttttatatga agcctatatc 
cgcttttcgc
    68041 agccacctga aattcaaagt gtaggtatgc tcattgtggc gaccattggc 
ttggtaataa
    68101 acctcatctc aatgaaaatt cttatgtcga gtgctaataa cagcttaaat 
gtgaaaggtg
    68161 cttatctaga agtattgagt gatgcactag gctcagttgg cgttattatt 
ggtgcaatta
    68221 ttatttactt cactaattgg tactggattg acacgcttat tgcagtactg 
attggatttt
    68281 gggtgttgcc aagaacatgg gttttactta agcaaagtat taatattttg 
ctcgaaggtg
    68341 tacccgaaga ggtcgatatt gagaagctac gtgcggattt acttgcttta 
aatggtgttg
    68401 agagtattca ccaactcaaa gtgtgggcga ttacgtctaa aaatatccat 
ttaaccgtgc
    68461 acttatttgc gcctgaagct gaccgtacca agttgtatca agatgctgtt 
gaaatgcttt



    68521 ctcatgagca tggtattggt gaagtgacat tgcaaattga agatgatgct 
gagattaact
    68581 gtcagcatat tgctcaacat gcttcacacg agcataacga taatgacaag 
acacattcac
    68641 atcagcatta agctgatgtg aatacagttt taaatttccc actcatgatt 
gcagtcacga
    68701 catttccaat gtttttgtga ctgcataaat gcttgcatag acaatttaaa 
atcaggcaaa
    68761 tcgcgccaga acataaaacc tgcccctaca gtaaccacaa atgcaactac 
tgttgcaatt
    68821 tgaagagagc tgcctgcacc attgccaaaa atccacataa aaatactaat 
cacaaccaag
    68881 agtaaaagca caaaaatggc aggaactaaa atcactaagc ttttaggcac 
aacaggttta
    68941 gcactattaa caccttggct caccggcata attttaacac tttgacattg 
agggcaacga
    69001 tattgcatga cagctccaca ttaaatttga atctattcta acggaaatgc 
aaagaaagaa
    69061 aaaaatttgt agctgattaa aaagttgagg tgaatatcca atataaaata 
cttttttgaa
    69121 acaatggtat ataaaaaaat gatgatttat gcgtacacat aaaaattaaa 
ataatgctgt
    69181 agagcatgct aatctagata aaaaccaagt gtgtccaaca ctggaaatga 
gctgaaatgc
    69241 tcatcaatag gatgtgaaag aaatataaaa aggagaggga cttgggtcaa 
gaagatgaca
    69301 ataagtcgaa gcctacaacg acatcaacag tttcagggaa tcctgaccct 
ataaaactgt
    69361 cattctcacg ccgtttgctg cataaaacat tacagcatgc acaagatgcc 
gtcgggtttg
    69421 ctagtgatac tacacgtaat cttgctgaag ttgctgatgc agccttagat 
gctttggatc
    69481 aggtgacatc tcatacaaag cgtggagtgg tgggcatgac taatctggca 
gcagggactg
    69541 tcagagatat ggtgtctgaa acaagtgaaa ctgcaagaca ggttgcctta 
atcatggcac
    69601 gtacttttct aggtaaaagt accttgaatt tgtatttgcc tgaaatgcta 
ttaaacagtc
    69661 aaattcgtaa acgcatagat cgttcggaaa ttgatgatat taaagttcaa 
tgtggcaatg
    69721 atcggtttca gattgaaatc gatgggcact atcaccgttt tctatatcgg 
cttagtttag
    69781 attttcgagt attggaatgt cgcattggac aagaaaagtt cttacgctta 
cgccaaatgg
    69841 atgaaagtct ggatgtgcaa atacgtcatg gtggaacatt atcgaattgg 
gctgttcgcc
    69901 gtattggtcg agtaggtttt gaagtgatta atatgttgcc tattccatcg 
ctgattaatc
    69961 atttaattcg tgatattccg ggtattcagc gtgatggtca tcgcatgtgg 
ttcattgacc
    70021 ttgagcaagc aggttttatt gatttcatta ataaccgttc atggatggta 
gaaaaacttt
    70081 taaatttaac cgactttagt attctaccgg gactcaatat tttaagagaa 
agtcgtgagc



    70141 ttgtgcagca actggtagat cagttcgaaa taaaaggact acgtgttcaa 
tcaggccgtc
    70201 tggaagttca ggttggaatc gcaaattaaa taagtatgac gggaagctgg 
tttatgatca
    70261 gcttttttat tgtctagata agaaaaaagc cactgtcgtt atgcagtggc 
tttttagaat
    70321 ttggcgtccc tacggggatt cgaaccccgg ttaccgccgt gaaagggcga 
tgtcctaggc
    70381 ctctagacga tagggactta tatgaggcat acatctgaaa aatattggcg 
tccctacggg
    70441 gattcgaacc ccggttaccg ccgtgaaagg gcgatgtcct aggcctctag 
acgataggga
    70501 cgtttcagag gtgggcgtat attaggtcga tttaataaaa gtgtcaaata 
gttttctgaa
    70561 gaaatattaa aaaaatcagt taagcgctta aaaataactc aaattgtaga 
aaatatatac
    70621 gtttatagat attttttatt ggaaaggctc aataattgtt tttaccacag 
catgatgttg
    70681 taagtagccg acaatttcat gaggttggtt ggcaaaagta aaaatctctt 
gattaataat
    70741 gggaggagta aaattaaaag gtgcctcact taagggaaaa gcggttaaaa 
agtcatcttt
    70801 agaataaaag ttataccagt cgccctttaa acatttagga cgttcaatgg 
gagtggggag
    70861 tttgctttgt atgacgcgaa aagaaagagg ggatgctaag gtaataaaac 
gctgtactga
    70921 aaactgatag gaaggatctg ataataaatg ataggcaatt acagaaccca 
aagagtgggc
    70981 gactacaata caatcttcat catcatgcat ttgttttaaa attctttgat 
gaacctcata
    71041 cataaaatca ggattagata agtacatata agtttcaatc aagaattgct 
gaattaagct
    71101 ttcatgtaat ttcggaaaat tatttaaaag aaccaccatt tccttaagaa 
cgcgatcttt
    71161 caccaactgt gaagttaaat ataaacgctc tgataagctt tgcgctggtt 
gatcgggtga
    71221 aagaggaagg tggggtataa aaggagtatg ttccttgggt gttgatggtt 
gatgatgtaa
    71281 atggatgggt aaatgaaaat taaaagtttt tggaagtaaa gtattaagat 
caagttgatt
    71341 ggataattga tacttcgtca ttaaatcgcc ataaaatggc atatgtatat 
gtagatctct
    71401 taaattaact ctacagtgca attgttttaa gcccagttta aatactttta 
gccagtgctc
    71461 ttttaaacga tgtgctgtgt aattctgctg attcatccca tggataaata 
taattttcat
    71521 tgtatacaag gaattgtttt ttaatataaa tttaaatcta caacggtaga 
ttatataaag
    71581 ccagtctcta agcaaaaaaa agtgtagctt tttgctacac tttttaaatt 
acaaacactt
    71641 aagctttatt tcgatagaaa ataaagtagc tgagatagca caaggcagta 
aaaattaagc
    71701 aacctataaa gccagcacgc atttcaggat ctgctgccat acttaaacat 
gtaataaagc



    71761 agaaaagaaa acctaaaatt ggaacgatag ggaataacgg tgctgcatat 
tttaaatcgc
    71821 taaccgaatg tccagaacgg taccattgtc gacggaaatt gaactggctt 
aaacaaatgc
    71881 tcatccagac aataaccata gtaaaagctg caacacctag caagttttta 
aagatggttt
    71941 caggagcaaa ttgctctgat aataagcctg gaattgcacc gaacatcgtt 
acaactaaag
    72001 caacaatagg tgtcccgctt tttgaaagtg ttgcaaatac acccggaagg 
agtttttgct
    72061 ccgataaaga ccacatcata cgtgaagctg catatagtcc cgagtttgcg 
gctgagagta
    72121 gtgcagtaat aataacaaaa cggatgatgt catctgcata tggaataccg 
atgtaattaa
    72181 atacggtaac gaaaggacta ttacttacgt tgtcaccacc taaaccagca 
agttggaaag
    72241 gaagtaatgc actaattaca ataatagtgc ccacaaagaa aatcagaaga 
cgccagattg
    72301 cagcattaat cgctttaggg acattctgag caggatcttt agtttcgcca 
gcagctacac
    72361 caattaactc tgttccagag aaagcaaaat taacaatgag catagtggtg 
aaaataggaa
    72421 gaaaaccgtg tgggaaccaa ccttgggcgg ttaaattact aaacaatgga 
gcagtttgag
    72481 cgccgtggaa aggaattaaa ccaaaaattg ctaataatcc aagcacaata 
aaagcaataa
    72541 cggtaatgac cttaactagc gctagccaga actctgactc ggcaaatact 
cgggttgaac
    72601 tgatatttaa cccgaaaata gttactgcaa aaataagtgt ccagatccac 
attgaaattt
    72661 gtggaaacca ttcctgcata agtagagcag cggcggtaaa ctcggttcct 
agcgttgctg
    72721 tccatgttag ccagtacatc catgaaatca tgtaacctgt acttggacta 
atgtactttc
    72781 gagcgtatgc gccgaaagaa cccgaaacag gcatatgtac agccagctcg 
cctaaacaga
    72841 gcatgaccat gtaagcaatt gcacccccaa gaatataggc aataattgcg 
ccaataggtc
    72901 cagtttgtga aatgacttcc cctgaaccca aaaataaacc agtaccgatt 
gctccaccta
    72961 gcgataacat gacaaggtgg cgggtactca tggctctttt taaaggtgca 
gtactgttct
    73021 gatgctgagc atctagttgt ttgtcagatg gctgcatatt acacattgag 
agaatttgag
    73081 aaagacgcta ttttagataa aatagacaaa tgtgcaatca agaagcagtc 
aaagaataga
    73141 caggaaggtg acgatagagt ctttaaaagg aatttttaaa atagaaaatg 
gcgtccctac
    73201 ggggattcga accccggtta ccgccgtgaa agggcgatgt cctaggcctc 
tagacgatag
    73261 ggacttgatg aggcaaacac aaaggagctt ggtggagcca agcgggatcg 
aaccgctgac
    73321 ctctacaatg ccattgtagc gctctaccaa ctgagctatg accccagttt 
gtgtgagcgc



    73381 aatattaggg tgaatgcgct cacacgtcaa taaaaaaatg aattaagctt 
cgctagttgc
    73441 ttcatttttc ggcaatttta aactttcatt aagcttttcc cagtttttta 
cctctttttt
    73501 actcggtgca cccacaattt ctagcgcatg acgtaagcga gcaaaagtta 
agtcagggcc
    73561 aagtgtaacc atcgactgca taactggtgt tgaactggtt gagccagcaa 
ttgcaataaa
    73621 gaacgttggc atgaagtcac gtaatttaat gcccatctga tttgccaaat 
ccattaaagt
    73681 ttgactaact gtgtcgttat tccaagtaaa ctgactttca agacgccaaa 
ttgcgaattg
    73741 taaactttga cgaacttgct cttgagtcaa ttttttactt tcaaacattt 
cagccgtaat
    73801 ttgtggcata tggttaaagt agaaaccagc ccaatttaca gcttcagaaa 
gtaaattaat
    73861 acgtggttga atagcggcag caatgtcttc taaagtgctg cgatcacttt 
tccatgtcaa
    73921 taaacggtct aatagttgtc ctggggttaa ccctttaatc cattgaccat 
ttaaccaatt
    73981 gagtttttca acgtcaaaaa ttggtccacc tagtgatacg cgttgaatat 
caaagttatc
    74041 catcatgtct tgtaatgtga aaacttctct ttcatccggc attgaccaac 
ccatacggcc
    74101 taaatagttg agtaaggctt ctggtagaac gccgatatca cggtagtagt 
taattgaggt
    74161 cgggtttttg cgtttagata acttcgattt atccggatta cgaagcaacg 
gcatatggca
    74221 aagcgttggc atttcccaac caaagtattg gtaaagcaac tgatgcttcg 
gcgcagatgg
    74281 aagccattct tcaccacgta atacatgggt gatttccatt aaatggtcat 
caacaacgtt
    74341 agctaaatgg taggttggta aaccatctgt tttaagaagt acttgcatgt 
cgacttgtgc
    74401 ccaaggaatt tcaacttccc cacggagtaa gtcgttaaat ttacacacgc 
cttcttcagg
    74461 cactttcata cggataacat gaggttcacc cgcttcaaga cgtcgagcta 
cttcttcttg
    74521 agacagcttt aaaccacgac catcgtattt tggtgtttcg ccacgagctt 
gctgctcggc
    74581 acgcatttgg tcaagttctt ctgctgtagc aaaacaataa aaagcatgac 
ctttttcaac
    74641 aagttctaac gcgtattgct tataaattcc catgcgctct gattggcggt 
aaggagcgtg
    74701 aggaccacct acatccggac cttcagacca atttaagcct aaccagcgta 
gagagtctaa
    74761 aatcattttt tcagattctg gcgtagagcg aagctggtct gtatcttcaa 
ttcttaaaat
    74821 gaattccccg ccatgctgtt tcgcaaaaca catattgaat agggcgatgt 
aggcagtacc
    74881 aacatgtggg aaaccggtag gagaaggtgc aatacgagta cgaactttca 
tagttaatgg
    74941 gtcaaaataa aaattgaaac tattataacg aaaaagccca gtattctgac 
gttttattta



    75001 acgacagtct gggctgaaat tgaaacgatg aggggggcgt ttcaaatatt 
aagaagtgtg
    75061 tggctggaag attgcctgaa caaaacgtga aaaacgttca tgctgtgctg 
caagaaagtt
    75121 ttgagttggt gtaacacgga tagtattaag tacttttaac tcatcatctg 
ttgatggaag
    75181 tacaatagtg ttacgttttt gctggtctaa agctttttca ataagtgaag 
actgtttatc
    75241 tgaaagactt ttacttggtg tatctttcag tacggctgct gtagatagtt 
gcgatgcaaa
    75301 actaagcacc aaacccaagc ttaaagcttt tccataatga attttcattt 
tctgttcatc
    75361 ccctcagtac atttcgtcta ttttttgagt ttaaccaaat gtaaaattac 
ggtaacgcta
    75421 cgattcaaac ataaatttta ataaaaaagt agaactatgt cacacttttt 
acaaaaaata
    75481 cctttatttt acgctggtac ctttaaatgt agcctatgtg tatccattac 
gtctcattat
    75541 ttaacaaatt aatgtgtaga taaagtgaag actataaata aactataaga 
ataattacaa
    75601 aacttttcaa aaaggagaag gaaaaattag agttaactat atcttttaaa 
gtgattagta
    75661 aaacatttat ttatataact atttgattga aaactaaaaa aataaaaata 
tagtagacgt
    75721 taaaagtaaa agtggttttt ataaatgaaa agaatagcaa gaattgcagt 
cgctacgtat
    75781 atggggttgg cagtaagtgc tgtgcaggcg gcgactacat ttttaaatgt 
ttcttatgac
    75841 ccaactcgag agttttatca ggaatataat caggcatttg gtaagttctg 
gaaacaacgt
    75901 accgggcagg acgtggattt taaacaatcc catgggggct caggaaaaca 
ggctcgcgct
    75961 gtagcaactg gtcttgaggc agatgtggtg accttagcct tagccaatga 
tattgatgaa
    76021 attgtaaaag caggctttat ccagccaaac tggcaaaaag aattccctaa 
taattctgca
    76081 ccgtatacct ctacagttgt gtttttagta agaaaaggca atccaaaaaa 
tattcgtgat
    76141 tggaatgatt taactaaacc tggtgttgaa attattacgc ctaatccaaa 
aacgggtggg
    76201 gcaccgcgtt ggatttatct ttctgcatgg ggatatgctt taaagcagcc 
gggtggaaat
    76261 gacgctaaag ccaaagagct ggttaaaaaa ctttatcaca acgttaaggt 
gttagattcg
    76321 ggagcgcgag gctcgcttac tacatttgct gagcgtggaa ttggagatgt 
tctactttct
    76381 tgggaaaatg aagcactatt ggcaacgaaa ggtctcgata aagataaata 
tgaaattgtt
    76441 tacccatcaa tttcaatttt ggcagaacca tctgttgcca ttgttgacaa 
aacagtcgac
    76501 aaagacggta accgtacttt ggcaaaaggt tatctcaact ttttatactc 
acctttaggt
    76561 caagagttgg ctgctaaaca ctatttccgt cctcgcaacc ctcaagttgc 
tgctaaatat



    76621 gcagcacaat tcccaaaaat taaattattt acgatcaatg atgtttttgg 
cggttgggca
    76681 aaagcccaga aaacccattt taccaatgga gccatctttg atcagattta 
tgatggaaag
    76741 cagtaggtaa aatattggta gagtagaagt ttaaaaatta gtttactttt 
ttatagtgaa
    76801 gcaagtgaac ctgaaaaggt gagcttgctt ttttgttttg cttaaaaaat 
gaaaagaaaa
    76861 cggttttctc tatgaaaaat taatattttc ctacaaaaag ccgtttggtg 
ttagccataa
    76921 acaaggtgat aatgtgcagt tacattttta cgctatgatt taactcctat 
gtcgcatatt
    76981 tctgtcttac tttttgagac cgttgaaagc ttattggcag atcgcacaac 
tggggtgtat
    77041 atcgatgcaa cctttggacg aggtgggcat acgcgcttgt tattgtcgaa 
actcgatgaa
    77101 aacgcccgag tatatgcttt tgataaagac cctcaagctc tggaagttgc 
ggctgcttta
    77161 gcacaagaag atccaagatt tacgattatt catgcaagtt ttgctgatat 
taaggaaaaa
    77221 atgcaggaaa ttggggtgca aagtgtcgat ggaattatgg cagacttagg 
tgtgtcctct
    77281 cctcaactcg accaggctga acgcggcttt agctttatgc aagatggccc 
gttagatatg
    77341 cgtatggata actctaaggg attgactgct gccgaatggt tacttgaggt 
agaagaggaa
    77401 gatttggcaa atatcattta tcaatatggt gaagaacgat atagtcgccg 
tattgctagg
    77461 gcaattaagc aggccggaaa attggatact acggcgcaat tggctgaaat 
agtaaaaaca
    77521 gcccatccaa aatgggaaaa gcataaacat ccggcgacac gtacgtttca 
ggcaatccgt
    77581 attgctatta acaaagaact agatgatatt gaagtatttt taccgcaagc 
tgtagacttg
    77641 cttaaaccaa aagggcgttt gtctgtgatc agcttccatt cgcttgaaga 
tcggttgatc
    77701 aaacagttta ttcaaaaaga atcaactcta gcagaagatt ctggttgggg 
gatgcctcaa
    77761 cagcaggttg atacgagaag attaaagaaa atttcacggg ttcgtgcgag 
tgaagaagaa
    77821 gtaaaagcga atccacgttc acgtagtgca tggcttcggg ttgctgaacg 
cttggaacaa
    77881 aaaggcgcgt aatgaaaagc agtgatgaaa tcgaaaccac agaaaataaa 
gtggtcaaaa
    77941 aagttgtggt atatgcagtc atggtggcat tggtttttat cagtgccatg 
atggtggtat
    78001 ttcaagtatt tgaataccgt catgattata gagagttaag ctcttatatg 
cgtgaacgtg
    78061 atgacctcaa tgctgaatgg gggcgtttat tgattgagca acaaacattt 
ggtgcgactg
    78121 ctcaaattgg tacacgtgct gtgacacaat tacgaatgtt ttcgccacct 
gctgcagaaa
    78181 cggtggtaat ttctttaccg atgacctcag agcaaaataa gtaaggcctt 
gctgtatggt



    78241 agataagcga acaaagcaaa cacgaaaaaa acagcagtct atttcggaaa 
aaccaagtct
    78301 tgcctttgat atgtggcggt tttatctgct ctgggcggta gtgctactgt 
gttttgtggt
    78361 attaattgca cgtgcatttt atgttcaagt cattaataaa gactttttgc 
aaaataaggc
    78421 caatgccaat attttgcgta ctgaacgtat agaggctatg cgtggagtga 
ttagtgatcg
    78481 ccacggtgta cctttagcga ttagtagtcc aatcatgaaa attgtgattg 
atccgcgtga
    78541 ttattttgag accaagcatt tatatgatca aattacggct gaactaaaac 
aagatccaaa
    78601 caaccgtaaa ttaaaacgcc aattgccaga taaaaattta aatcttgatg 
aacttgccga
    78661 cgtggtgggt gttgatcgtg ctgatcttaa aaaacagatg aatgcgcgtc 
cgcgttctcg
    78721 ctatctggtt ttgaaaaaag aagtacctcc tcagcaagct gacctcatta 
tgaaaggtaa
    78781 tttccaaggg gtgtatgcag aaaaaactta taaacgttat tacccgcaac 
ctcagccaaa
    78841 tgcccaaatt attggtttga ccaatagtga aggtcaaggt atcgaaggct 
tggaaatgca
    78901 gttgaataag caactgtcag gtgtagacgg tgagcaaaaa attattcgcg 
ataagcgtgg
    78961 taaccgttta aaagtttctg aggtaattcg tgagggtgaa cctggtgaaa 
atatcacttt
    79021 aagtatcgac tcacgtttgc agtacattat gtaccgtgaa ttaacggctg 
caggtgtggc
    79081 taacaatgcg cgttcagcaa cggcgattgc agttgatgtt aaaacgggtg 
aaattctggc
    79141 aatgaccagt tggccatctt ataacccgaa tgataagaat ggcttatcaa 
ataaagatgc
    79201 tatgcgtaac cgtggggcga tcgatatgtt cgagccaggt tcaaccatga 
aaccttttac
    79261 tatttctgca gctttagaaa ctggtcaata tacgccaaat acgattgtaa 
atacctcccc
    79321 tggctcaatg cgtttaggct ggcatactat tcgtgatacc cataactatg 
gggctttgac
    79381 cgtaagtggt gtcattatta agtcttcaaa cgtgggttct gcaaaaattg 
cgttatcact
    79441 tccgaaagaa actttgccga gcttctttaa tcgtgttggt tttggtaagc 
gttctgcagt
    79501 aaggttccct ggggaaagtt caggtctggt tttacctgtt aataaattaa 
actcttctca
    79561 aatcgggacc atggcatatg gttatggctt aaacgcgaca atccttcaat 
tggctcaagg
    79621 ttatgccatg cttgcaaatc atggtgtcaa aatgccatta agcttgcata 
aactagatca
    79681 gccacctaaa ggtgagcaag ttttaaatcc gaaaattgcc gatcaagttt 
tgttaatgct
    79741 tgagcaagtg actatgccgg gtggtactgc aaaacaagcc aatattcctg 
gttatagggt
    79801 aggtggtaaa acaggtactg cacataaatt gcgtgcagat ggtaaaggat 
attcaaataa



    79861 tgagtatcgt gccttatttg cgggtgtcgc accaattagt gatccacgtt 
tagccgttat
    79921 tgtagtggtg gaaaacccac aaggtcgcta ttacggtggt ttggttgccg 
ctccagtttt
    79981 tgctcgtatt atgcaagagt cgttgcgctt aatgaatgtg ccgcttgata 
agccacttaa
    80041 tactccagaa aatcctattc gcaggtaagc tatgactgtt tcttttcaag 
aaattcatcc
    80101 aatcgaaatt gatgctcaat ggcctcgaca gccattttac ggctttagtt 
tagatagtcg
    80161 taaagttgaa acgggccaaa tttttattgc tttgacaagt tatagccagc 
ctgaaaaaac
    80221 gcgtacattt gctgaagcag ctttagcaaa tggagcgttg gctgtcatta 
gcgaaaccga
    80281 attaggtgta gcaaatgaat gggtatgccc tgatgtgcgt cagcgcatgg 
gagagtggca
    80341 aaaacgttat ttgcaacaag ctgatgtagt aaaacctcta cggattattg 
ctgtaacagg
    80401 cacaaatggt aaaacaacaa tttctcgttt aattgctgag ttaattagtt 
cacaacagca
    80461 gcgctgtgca gtgatgggga caacagggaa tggtatttta cctaacttaa 
cgccttctac
    80521 gcatactacc ctcgacgctc tacagttaca aaatgcgcta catgattatg 
ctaaacaggg
    80581 agcaactttt gcttctttag aagcaagttc acatggtctt gaacagggtc 
gattaaatgg
    80641 ttgcgatatt gaaattgctg tttatagcaa cttaagtcgt gaccatctgg 
attatcacgg
    80701 cactttagaa gcttatgcag aagcgaaggc gcgtttattt cagtttaatt 
cgttaaaagt
    80761 cgctgttatt aatttagatg atgcgcatgc tgacttgatg attaagtctg 
cccaaaataa
    80821 tccagcacaa cctaaaattt tgacttactc actaactcaa aatacagctg 
attattacat
    80881 taccgattta agctatagct tagcgggtgc aacttttcat ttagtaagtc 
agcaaggttc
    80941 atttgcggta gaaagcccat tattaggtca tttcaatgtt gaaaatttaa 
ttgccgcact
    81001 catcgctgct gagcaagctg gtttcgattt acaggcattg gttaattttg 
ttcctaaact
    81061 aattggtgcg ccaggccgaa tgcaagttat tcgtgatgat gagcgattat 
ttgtagtgga
    81121 ttatgcgcat acaccagatg cattgattca agtgcttaaa acattaaagc 
gtcatgtttc
    81181 gaatcagctt tgggcggtgt ttggatgtgg tggtgaccgt gaccgtggta 
agcgtccact
    81241 catgactcaa gcagctttgg atggcgcaaa tcctgttatt ctgacttcag 
ataatccaag
    81301 aacagaagac cctgaacaaa tttttgctga catgaagcaa ggaattgatt 
tttcagggca
    81361 tcgtatgcat gaaattcatg accgccgtga agcaattaaa tttgttgcag 
agcaagctca
    81421 agctggtgac attgtagtga ttgccggcaa aggacatgaa aattatcaag 
aaattaatgg



    81481 tgtgcgtcac tggtttgatg atgtggttga agtgcgttcc gcgattgatg 
cccaacatca
    81541 tacggtagat gctgcttacc ctgcacaata ggaaaaatta tgcatacttc 
aaccaccagt
    81601 accgtgcctt tggaaccgtg gacagctcaa caattacaac aggcaacaca 
gggttactgg
    81661 cataaagacc agatccctca aactgaaatt aaacgtattt tgactgactc 
gcgtcatgca
    81721 gaaagtgggg atgccttttt agcactaaaa ggtgaacgtt tcgacgcgca 
taattttgtc
    81781 gcgcaagtgg ctgcaaatgg ttgccaagtc gctattgtcg agcggcctat 
agatgcagaa
    81841 attgctcagc ttgtagttgc cgatacccgt ttggctttag ggcaacttgg 
tgcgtatcgt
    81901 cgtgaacaaa atgctcaatt gaaagtaatt gctttaacgg gtagtagtgg 
taaaaccacc
    81961 accaaagaaa tgctaggaag tattttgtct cgtttagcac ctacattgat 
tacccgaggc
    82021 aatttaaata atgaccttgg tgtgccgatg atgttgcttg agcttcgaaa 
ggagcatcag
    82081 tatgcggtga tggaacttgg tgcaaatcat caaggtgaaa ttgattacac 
atcaaaaatt
    82141 gttcaaccgc atgttgctgg cattttaaat attggaactg ctcatttggg 
tgagttcggc
    82201 gggcgtgatg gcatttgccg cgctaaatca gaaatctatc atcatatttt 
acctcagggc
    82261 gttgctatta ttccgcaaca agatgacttt accgctgaga ttcgtgaagc 
agccaaaagc
    82321 catcaaatca tgagctttgg tgctggtggt gatgtctttg ctacagagat 
tgaattgttg
    82381 ccacaatctg ccaatttcca gttacatacg cctcaaggtt caagttttgt 
aagactgccg
    82441 tttgcgggtg agcacaatgt gcaaaacgca actgcagcag tagcatttgc 
tttggcgtta
    82501 ggtgttagct tggaagatat cgtaaaaggt ctagagcaag cacaaggtgc 
aaaaggtcgt
    82561 ttgaatttta ttcaaaaagc gcctcattta tttattgatg atacttataa 
cgccaatcca
    82621 acatctatgc gtgctgcggc acaagtatta cttcagcaaa atggcattaa 
agtcatggtg
    82681 atgggggata ttggggagtt aggtgatagc agttggcaag aacatcacga 
tttaggtcgc
    82741 gatcttgctg agcttccttt agaccatatt gttgcagttg ggcagtttgc 
ctcagcagct
    82801 ctcgaaggcg caggtcttca ttctactaaa ttgaaagcat ttcagactca 
agctgaggcg
    82861 cttccatttt taatcaatct aatccaaaca catcaacccc agtccatgag 
tttcctgttt
    82921 aaaggttctc gctttactca tatggaaacg ttgatggctg atttgatgga 
gaaactttaa
    82981 atgctgttat ggttgtttga acaacttgcg ggctatcaca gttcgtttca 
ggttgttcgt
    83041 tatttaacat tacgttcttt actcagtgta ttaacgtcac tgaccattgg 
tttggttctc



    83101 ggaccaatca tgattcgtaa attacaagcg ttaaaatacg gtcaggcagt 
aagttcgttt
    83161 gctcctgaaa atcatgctaa gaaaatgggt acaccgacca tgggtgggat 
tttaattctg
    83221 ctctcaattg gtattagtac tttattgtgg gctgatttat ctaaccctta 
tgtttggatt
    83281 gtacttggtg taatggttgt gttcggtgcg gttggctggg cagatgactg 
gattaaaatt
    83341 cgctataaag ataatgcagg tctacctgcc cgtaagaagt ttttctggac 
ttctgtcgca
    83401 tcgctgggtg ctggtattgc gttatattta attgctaccc aacaatctaa 
tgcagaatac
    83461 acagcaaata tgctggattt attgattcct ttctttaaga atctttcaat 
tccgctttct
    83521 attgttcctt taggtttagc atttattgta tttacctatt tagtaattaa 
tggtgcctct
    83581 aatgcggtta acctaactga tggtttagat ggtttagcca ttatgccagt 
ggttatggta
    83641 gcgacgggct taggcgtatt tgcgtattta tctggtgaca ttcgttttgc 
caactatttg
    83701 catattcctt atgtgaaata cacttcagaa cttgtggtga tctgttctgc 
catgattggt
    83761 gcgggtttgg catttctttg gtataacgca catccggcgc aagtctttat 
gggtgatgtg
    83821 ggcgctttag ctttaggtgc aatgcttgga accattgccg ttatggttcg 
ccaagaaatt
    83881 gtattcgcaa ttatgggcgg tgttttcgtt atggaagcgg tatcggtatt 
cctgcaaatc
    83941 ggctcattac gaatgcggaa taaacgcgta tttttgatgg cacctttgca 
ccatcactat
    84001 gaaaaacaag gctggaaaga aacccaagta gttatccgtt tctggattat 
tacgattatg
    84061 ctggttgttt taggcctaat gaccttaaaa ttgcgctaga acttattttg 
gtgtcaatat
    84121 aaagccagtt tctactggct ttttttattg gagaggtaaa tgacaaaagt 
tgctggtcta
    84181 gaccaattat ctgtaattaa tcaaaaagta gttggagagg gcgaagtctt 
acctcaagtt
    84241 gtgcttaaag atggaagtca ggtgcaaacg ggaactgtcg cgacgatgct 
gcataatatt
    84301 gaactctata atgcggggca aagagggcaa attgaagaag agttgaagat 
cgcaattcca
    84361 actttagtta aagtgggctt gtttgatttg tttgaagtag atgaatggat 
taagggaaca
    84421 aatgcaggcc gtacatttgt tggaatgcat gctaaggctt atttacaaca 
aaaagaacaa
    84481 gagaataatt aaacgtgact acgcaaaatt taatgtgccc tgtgtgtcgt 
caacgacttg
    84541 agctggtaag caaaacatgg cggtgtgaac agggccatag ctatgacatt 
gcaaagcaag
    84601 gttatgtgaa cttacatgtt gtacagcaca aacatagtaa aaatccggga 
gatactcctg
    84661 agtctgtaga tgcgcgccgt gcttttttac aaggtggcta ttatcaacct 
ttacagcaag



    84721 cagtagttca tttgctgaaa caacttaaag ctaaaacggt acttgatatt 
ggctgtggtg
    84781 agggctatta caccagtgca atgcaacagg tcgttgaaca gtgtataggt 
gtagatattg
    84841 caaaaaatgc agtacaacgc gcagcaaagt taaatgacaa agtgacatgg 
gtggttggta
    84901 caggagcaac tttaccggtc atcgatcaaa gcatggatgt gtgtacgagt 
ctttttagcc
    84961 cgattcccca aacggaaatt ctgcgtgttt taaaagatga tggttattta 
attgttgtga
    85021 ccccggcaac cgatcatttg tatgcgatgc gtgaggcgtt gtttgaacag 
gttaatcctc
    85081 acacaccaca gaaatttgtt gaacaattgc aagatttatt tgagttgaaa 
gagcagcaag
    85141 ttattgatgc tcctttagta cttgaccagc aggctttaaa aaatcttatt 
gctatgactc
    85201 cctatgctta taaggcatct ccagaacgtc gtatgcaatt agaacagaaa 
gcacacttac
    85261 aagtgaccgc atcttttcaa atttatcttt ttcaaaagcg taataaaaaa 
gccatctaac
    85321 gatggctttt ttatttttat tcaatttgat taatcaagtt ttctaattca 
tctttttcac
    85381 gcttcggcgc tgccccttgc gaaggtttca tcgctggagg tgttgtcttg 
gaaggaatca
    85441 caatttcctc acccggtaag tcatcgaagt cattattggt ggttttaggt 
tgtggtggtg
    85501 caggacgata gagtgggcgt gctaatggag gggcagcacg ataggttttc 
ttatcgccta
    85561 cttcagttgt gacttcttgc ttatcgcgag aaataggtgc ctgagcatct 
ttttctaaac
    85621 gaacccaagc agctggtgta ccttgcaatg cttgacccat aaagttaatc 
cagattggta
    85681 gtgcagcaat accaccatac tcacggcgac caagtgtagt cggctggtca 
aaaccaaccc
    85741 atgttacagt tactaacttg ccattaaaac ctgcaaacca tgcatctttt 
gcatcgttag
    85801 tcgtacctgt tttacctcct aaatcactac ggccgatctt gagtgcagca 
cgacctgtac
    85861 catgctcaat tacgtcacgt aagatatttg ccatgtcata agcagagctt 
gattttaaaa
    85921 tgcgctgagc ttgacgatat tgactgttat ttttgtccgt ctgtttaaga 
ttgagttgtt
    85981 tggttgtctt ttctttctgc tctagctctt tatttgtgac ttcaataact 
tgatcgtctg
    86041 gagtagttac ctgtgcatcg tcagttgtct caggagcatt aatacatgga 
atacatgcat
    86101 attctggctt ggcttcgtaa atgactttac cgtatgcatc ttcaatacgc 
tgaataaaat
    86161 gcggttgaac acggtaacca ccgtttgcga atgttgcata accagttgcc 
atttgaattg
    86221 gtaatacttg aggcgtacct aaagcaatgg tgtagttacg tggaatttga 
tcctcttgta
    86281 aaccaaaatc catgaataat tggcgagtac gttcaattcc tacagtttgt 
aaaagtctta



    86341 ctgaaaccgt attacgagac aaatacaaag cacggcgtaa cgggatcatg 
cctaggtagc
    86401 gaccatcaga gttcttcggt gtccacttgc caatcgtaat agggctatca 
ttcaccatac
    86461 tataaggtgt catgccacgt tctaatgcta aagcatagag gaatggtttg 
atggtagaac
    86521 ctggctgacg ccagccttgt aaagcacggt taaattttga ttgatagaaa 
ttataaccac
    86581 ctacaattgc ttcaattgag ccatcgtttg ggttaattgc aatgagctga 
ccttgaactt
    86641 ttggtacttg aactagtgac cacgcagttt tagcttcatt tgggcgtaaa 
cgaacaatat
    86701 ctttaacttt aacaatttga gatgcacgag aaggcgctgc ccctacgcta 
tttgcattgc
    86761 gatagggacg ggcccatgac atgccggacc attgcacggt tactgttgag 
ccatcttgca
    86821 ttaatgcttc aaaagagctg ctatttacct tggtgacttg cgccggataa 
gtgttggcat
    86881 atgctctaaa ttcgcttaat ggcttatcat gtgcttctgc accacgccag 
ccatgacgac
    86941 ggtcataagc ttcaagaccg tcctgcacag ctttttccgc aatcgcttgg 
cgtttcgcat
    87001 taattgttgt gtagacttta taaccagaat caattgcttg ttcaccaaaa 
tgttttacaa
    87061 gctctgagcg gaccatttca cctgcgtagg ggtgaatatt atttaggtca 
cggttgggca
    87121 tattcaaatt gattggctct gcaacggcct tttgatattc cgcttgagag 
atataaccaa
    87181 gttgaagcat tcggcctaaa atccagttgc gacgttcaag tgcacgctca 
gggttaacaa
    87241 ctggattata tttagatggt gctttaggca agccggcaat catggccatt 
tgggcaatgc
    87301 tgagctcatt aatgcttttg ttgtagtaaa tctttgcagc cgctgcgata 
ccgtaagcat
    87361 ttttacctaa gaaaatctta tttacataga ggcttaagat gtcttcttta 
gataagtttt
    87421 gctcaatttt tcgagccaaa aagatttctg ttagtttgcg ttttaaagtt 
ctttctggac
    87481 tcaaataata gttctttgcg acctgcatcg tgatggttga gccaccagtt 
tgtacatcag
    87541 aacccgtaac actttcactc aaagcacggc ctaaaccttt aaaactaatg 
ccgctatgtt
    87601 caaagaaaga agaatcttct gctgctagga atgcatgaat aaaattagga 
ggaatttgtt
    87661 tgtattcaac cggaatagaa agtttaccac cgtattcagc aatgagttga 
ttatcggctg
    87721 tatagacttg caatggtttt aaaagcggtg ctttttttag tgaactcatt 
tccggaagcg
    87781 ttggggcaat atagagatac atgccataga atcccatcgg aagtgagact 
aagataataa
    87841 taatgatcaa aaaaattgga cgcacgaagc ccaaactgga tagctttttc 
atgataagta
    87901 agctttaata agatcgaata caaactaatt gtggtcagta tagcctttag 
acatgcggat



    87961 tgttagatga gatattgtat ccgtgtaaaa ataaagaccg agattattgg 
tttgtaattt
    88021 ttttggggat aaaaaaataa taggacaata gtgtgctcag gttatatcgt 
aaacctaata
    88081 aggggttaat gggtgtcgat attagttcga cttctgttaa gttgttagag 
ctctctgtca
    88141 agaacggtaa atattgggta gaaagctatg ctttgatgcc tttacccgaa 
aacagtgtag
    88201 ttgaaaaaaa tatcttaaat ccagaagcag ttgcagaggc tttggaacgg 
gcgatgaatt
    88261 tagcaaatcc ccaaaccact catgctgcaa ttgctgttcc gacatcgacg 
gttattcata
    88321 aaactatcga aatggatgca gatatgagcg atgacgaacg cgaagttcag 
attcgtgtag
    88381 atgcggagca gtatataccg ttccctttag atgaggtgag ccttgatttt 
gaggttttgc
    88441 ccgatcgtct tgcgaatcca aatcgtgtaa atgtgctctt ggtcgccaca 
agaacagaaa
    88501 acgttgaaac acgcgttgaa gtgcttgaat tggcagattt aaatcctaaa 
ttggctgatg
    88561 tcgaaagtta cgcggttgag cgcgctttta gcgtgtttgc tgatagctta 
ccgatgggtg
    88621 caaataccat agggatttta gatatcggcc atatcatgac gacattatct 
gtcatgcaaa
    88681 atggcaagat tatttataca cgagagcagg ttttcggcgg aaaacaactt 
acgcttgaaa
    88741 ttcaaagtcg ttatggtttg tctttagaag aagcaagcag agcgaaaaaa 
gatcgttctt
    88801 taccagatga ttatgaaatt gaagtgctag acccatttct agatgcggta 
gtgcagcagg
    88861 cggcccgctc actacaattt ttcttttctt catcccaatt taacgaaata 
gaccatattt
    88921 tgctcgctgg tggaaatgcg aatattccag gccttgccaa gcttttgcag 
caaaaattag
    88981 gttaccgtgt cacgattgcc aacccgtttt tacaaatggg cttttctcct 
caagtcgacg
    89041 ttcaaaaaat tgaaaatgat gcttcatctt taatggtggc atgtggcttg 
gctttaagga
    89101 gttttgatta atggcaacaa ttaatttact gccttggcgc gaagagctga 
gggagcaacg
    89161 aaaaaaacaa tttataacgt tatgttttgg ggtggttgtt ttggggatta 
caaccgtatt
    89221 tgggggatag ttttattttg accataaatt agatgatcaa gagcaagcga 
atcagctcat
    89281 tatgagcaca aatcagaacc ttgatcagca attaaaaaca ttaaacggct 
tacaggaaca
    89341 gcgtgatgcc attattgaac gcatgaagtt gattcaaggt ttgcagagtc 
aacgtccagt
    89401 agtggtaaga cttgttgatg agttagttcg agtcacacca tcagctatgt 
atttaacgaa
    89461 atttagccga accggagata agtttacgat tgaaggtaaa gctgaaagtc 
caaatacagt
    89521 agccgaacta ctccgtaatc ttgaagcatc tccttggtat cgtaatgctt 
ttatgaactc



    89581 tttcttggct aatgaagaga aaaaagataa ggctgcaagt tctcttcttc 
ctagggtgga
    89641 agaccactat ggtagttttg ttgtgactgt cgatttgggg gaaatgggcg 
tgaccacaac
    89701 ggatgattct gctaagccat ctgctggtga aagtgtgggg gctgctaaat 
gagtcaagac
    89761 gaacttcaag aattgtcatt agaacaatta tctgcaaaga aaaagaaatt 
taatctcgat
    89821 aaattccttc agcaatttaa tacgctggat atgaacaact acggtagttg 
gccaatatct
    89881 gtaaaaatta cgtgttggat ttttattttc tttgctgtgt tagctttggg 
gtatttcatt
    89941 gttattcaac cgaaattaca agctattgat aatgctcaag ctcaggaaag 
caatttatta
    90001 aacgaatttc gtgaaaaaga ctcgaaatta cgtaacctgc aacagtatca 
ggtacagctt
    90061 caagaaatgc aggcaaattt caaccagcaa ctagagcagt taccaaaaga 
aactgagatt
    90121 ccgagtttag ttgaagatat caacttaaca ggagtgaact ctggattgaa 
atttaaaaat
    90181 attcgcttgg aagatgaagt aaagcaggaa atttttattg agcaaccaat 
tgccatagaa
    90241 gcgaccgggg actatcacgc atttggagct tttgtaagta gtatcgctgc 
tttgcctcgt
    90301 attgtaacca tgcacgattt tactgttgat gtatcgccag ctaaagataa 
caagtctgat
    90361 attcctgtgc tgaactattc cattaaagca aaaacatacc gatacgtagg 
ggcaacagat
    90421 acatcggagc aaacaggcaa agctccagca gcatctgctt caacgaacac 
tactgttcag
    90481 ccgaaatagg agagttatga tgaaaattaa gcaaattact ctttatgttt 
tggcgtgtgc
    90541 tgtgcttgtc ggttgtgatt caagaattga tgcagtaaat caggaaatgg 
ccaatattcg
    90601 taatcagccg ccactcccta ttgaaccagc accgattttt actcctgtac 
cgcaatttaa
    90661 ttacgctgct catcaattaa aaagcccatt tatgccaagt tctctggctg 
ccgagctcaa
    90721 gattatggcg gggaaacggg tttatccgaa tttctcacgt gcgccgcaac 
cactcgaaag
    90781 ttatgctctt gaagctttaa atatgaaagg gagcatgcga aataatcgag 
ggcagatatt
    90841 ggccttgatc cagacaccgg atcagcagat tgaacgggta caagtgggta 
actatatggg
    90901 tatgaatcag ggccgtatta cccatattag tccaacccag attgatctgg 
ttgaaatcgt
    90961 acctgatggt cgagaaggct atgtcgaaag accaagaacc ttggtcttga 
ttgggcctgc
    91021 accctaaaat ttagggaata acaacgaaaa aatattttta aagattattt 
aattggggat
    91081 ggtcagacaa tgaatcacgt attccgtcag ttttctatgg gggctgtagc 
tattgcgatt
    91141 atgcaggctg catctgcaca ggtcagcatg accaacattg taccaatgca 
aattgcaggt



    91201 cagggcacag aaattagagt catgtttaat ggcttgccac cacaaccaca 
agcttaccaa
    91261 cttgaaaatc cttcacgttt aatccttgat tttgataagg cacagcaagg 
tttaaaacag
    91321 tctaaaatta gtgttgcaac taatgaggct agttctgtag atgttacttc 
agatgaccag
    91381 cgttcacgtt taactgtaaa cctaaaagat gctggagcat ttacaacacg 
agtagaaggt
    91441 aataccttta ttttaaaaat taattctgct caaacaagta ataacccgct 
acctgtggtc
    91501 tcagcacaac cacaaggtgt ttcaaatatt ggctttcaac gtggtagtca 
gggagaaggt
    91561 ctggttgttg tagatctttt aggaagtaat acgcctgtag atgttcagca 
gcagggtagt
    91621 aaagtcgtta taagaacaat aggtacaaaa atcccgacac atttagcacg 
tcgcttaaat
    91681 gtaaatgatt ttgcaacacc ggtttcaagt atcgatgctt ataatgataa 
aggggttggt
    91741 gtaataacta tccagtcctc tggtagctat gaatatatgg cctatcaggc 
agagaataag
    91801 ctcacgatca gtttgaaacg tccccaagat aaaaatgtta cctctttata 
taaaacgccg
    91861 aattattcgg gaaataaact ttcattagac ttccaggata ttgaagtacg 
tcgtgtgttg
    91921 caattgcttg ctgattttac aggcatcaat atggtagctg ccgatagtgt 
acaaggtaat
    91981 atcacactac gtttaaaaga tgtaccttgg gatcaggcgc ttgatattat 
tttaaaaact
    92041 aaaaatcttg ataaacgccg taacggcaat gtgatttgga ttgctccagt 
tgcagaattg
    92101 attaaagcgg aagaagaaga agcgaaagct gttgcacaaa gtgtcaaact 
tgcaccctta
    92161 cagactgagt atattcaact gaagtatgct aaagctggcg atattatggg 
tctcattaca
    92221 caaggctcaa ataatagtaa tggcttacaa catacttctg gtggagggac 
ctcaacttca
    92281 accaatttaa atactggagt tgatagtcta ggcaataatg tgggtagttt 
gcttagcccg
    92341 cgtggcacta ttactcaaga tgaccgaacc aatactctta ttattaatga 
tactgctcag
    92401 tcaattgatc aaattcgtaa aatgattgac ttgcttgatg tgcaagttaa 
acaggttatg
    92461 gttgaagcac gtattgtcag agcctctact tcatttacca aagaacttgg 
tgtgaagtgg
    92521 ggcattctgt cgcaaggtat taccaataac aacaatttgc tggttggcgg 
tagtgaaaca
    92581 actttatgga atttacgcga accgaagaaa gatgaaacta ctggtgggta 
taaatatacg
    92641 attgagcgcc cagataactt aaacgtggat ttaggggttt ctaatcctgc 
aggaagtatt
    92701 gcttttggct tgattagtat gtctgacttt atgttagatc ttgaattgtc 
tgctttacaa
    92761 gcggatggtt atggtgaggt tatttctacc cctaaagtca tgactgccga 
taaacaaaca



    92821 gcaaaagttg caactggtca acaagttcca tatcaatcta caactaactc 
tgcagcaggt
    92881 tcaactgcta caacatcttt taaagatgct ttgctgagtt taaatgtgac 
accaagtatt
    92941 acacctgatg gcaagattca aatgaagttg gatatttcta aggattctgt 
agcgggtgcg
    93001 gctccaaatg gagagttgat tttaaataaa aataatatca acaccaatgt 
attggtagat
    93061 aatggcgaaa ctgtcatttt gggtggtgtt tttgagcaaa caactatgaa 
ttcacaaacc
    93121 aaagttcctt tctttggtga tattcctgtt gttgggcgtt tatttagaaa 
agatgtaaag
    93181 tctgatgata aacaagagtt gctgattttc gttacaccac gaattgttaa 
tgacacttta
    93241 gcgagaaatc attaatatat tttttaatga aagcaattga aataggtggc 
gccttgccaa
    93301 gcaaagcgtt tgaaacccta ccaaatattt atttggtagg gcccatgggg 
gcaggaaaaa
    93361 caaccgttgg acgtcattta gcagaactat tagggcgtga atttttagat 
agtgatcatg
    93421 aaattgaacg caagacaggg gcaactattc cctggatttt tgaaaaagag 
ggagaagtcg
    93481 gcttccgtac gcgtgaaact gtcgttttaa atgagcttac ttcacgtaag 
gcattagtgc
    93541 ttgccacagg tggcggtgct attactcagg cgcctaatcg ggagttttta 
aagcaacgtg
    93601 gaatcgttgt ttatctatat actcctgtcg aattacaact acaaagaacc 
tatcgcgata
    93661 aaaatagacc tttattacaa gttgaaaatc ctgaacaaaa attgcgggat 
ttattaaaga
    93721 tcagagatcc tctgtatcgt gaagttgcac actatacgat tgaaacgaat 
caaggtgctg
    93781 cacgtgatct tgcccaaaag attttgcaac ttattctatc gaacaagtta 
aaatagacga
    93841 actgactagt ggttttataa attcatgcaa actttacatg ttgaattagg 
cgaacgccgt
    93901 tatcctattt tcattggtag ccaacttgac ccgaaacaat tactagagcc 
ttacattcat
    93961 ggtcaacagg tcatgattgt gagtaatgtt acggttgcac ctttatattt 
aagccactat
    94021 caggaagctt tgaaaagtct aggtaaaacg gttgcgacct gtattttacc 
tgatggcgaa
    94081 aagtataaag atattcagca tttaaactta atttttgatg cattgcttga 
agctggtttt
    94141 aaccgtgatt gtacggtttt agctttaggt ggtggtgtca ttggtgatat 
ggctggtttt
    94201 gcttctgctt gtttccaacg tggcgtttac tttgtacagg ttcctacgac 
cttactttca
    94261 caagtagatt caagtgttgg tggaaaaaca ggaattaatc atccgcttgg 
caagaatatg
    94321 ttaggtgctt ttcagcaacc acaagttgtt ttagctgaca tggcacaatt 
gaatacattg
    94381 ccagaacgtg agctttcggc aggtttagcc gaagtaatta aatatgcact 
tttgggtgat



    94441 gaagatttcc tggtttggct tgaagaaaat atggatggcc tggttgcaag 
agatgctgac
    94501 cttttagcag aggctgttta tcgttcatgt gctcacaaag cccgcattgt 
tgccaacgat
    94561 gagaaagagc aaggggaacg tgctttactt aacttaggcc atacttttgg 
ccatgcgatt
    94621 gagtcgtatc taggttatgg gacttggttg catggtgaag ctgtcgcaac 
tggaatggtt
    94681 atggcggcag atttatcaca acgtttgggc tggatctcaa atgaagatgt 
ggcacgtaca
    94741 aaaaaaatca ttcaacgtgc gaatttgccg atatcatgtc cacaaattcc 
attggatgat
    94801 ttccttggat atatggctca tgacaaaaaa gttcttaatg ggcaattacg 
tttggtgttg
    94861 ttaaaacaac tcggacaagc tgtaattacc aaagactttg atgttgaact 
tatgaaacaa
    94921 gctattttgg cgaatcaaca cggataacaa ataaggtaaa gcatgactgt 
atcacgtaca
    94981 ctttggcaga atgttcaaca atatatctgg ttggttggtg gtattgtctg 
cttattcctt
    95041 gcttttattt tttgggtcat aactgataat aaaaaactgg ttgaggttga 
aaagtcagct
    95101 gattccgatg cacctgtaca aattcagcca gagaaagttg caaccactcc 
taacttaggt
    95161 gctttagctg acgaggttcg tccactggat ttaacaacgc gaactgtggc 
gtcaggtgaa
    95221 catgagcctg agtttcgtgg cacaaaattt attaatgaaa ataaaaaaca 
atggacgctt
    95281 gagttattca gagcttctga tgaagacatc attaaaaact ttttaaaaag 
tcgtactgat
    95341 cgtaataagt ttatttattt ccgcttaagc ggagaacaac aagcagaaca 
atatgtgttg
    95401 gcttacggaa cattcaaacg ttcagaagat gcggttcagc aattaacaca 
gattaatttg
    95461 cagttacctg attcggttaa acctcagcca cagcagttct caagttatgc 
cccactggta
    95521 aatgatttgg gggcagatga gatgaaaggt ggcaataatc agttatatga 
agttagattg
    95581 cgtccagcgg ctttgcctag aattgatgaa tctttattaa tgtcagctcc 
agcgagtggt
    95641 accctaaaca ctcagccaaa acctgctaat actaactcag ctacaaaaac 
tactattgtg
    95701 cgtcgtgatg cggcagggaa tgtggttgat gtacagcaat cgaattctaa 
tattgatcag
    95761 ccaaataaac ctgcacagac acgggttagt gagaatcaac ccaaaaatgc 
tacaaatgag
    95821 ggcacaagag ggaactaaat caccttaagt cgtgctctaa aatagtgcaa 
atataaggtg
    95881 tattaatatt ttttgaccag atgtggtgca tatttagtca ttttttaaca 
tgataacgtg
    95941 aataaaataa ttatatttat aataaatata aagatttagg cctatttttc 
tattttggca
    96001 cactttttgc tttattgttg tgcttattaa tgtgctgcaa actattttag 
cctctaagaa



    96061 gtgaattcta tgcagagtcg tggggtcgaa ctgctttaaa agagtgcgaa 
ataagtcaaa
    96121 acatttttct agcaaaaacc agtgtacgta aaaatggaac agcgtatatt 
ggcttatccg
    96181 cccaaaattt ttttttgcga aacattgagc taactatcgt ccataggcac 
tatcgcaaaa
    96241 agaagttgtt tgtttgacgc tcgaaagagc cttattgaaa gaagggtacg 
ctatgcacat
    96301 gccatcgcct aatactgtag ctcccgctca aggtttatat cagcctgatg 
agtttaagga
    96361 taactgtggt tttggactga ttgcccatat gaagggtgaa tcaagtcatc 
atctagtaga
    96421 aaccgcgatt cacagtttaa gttgcatgac gcaccgtggt ggtattgccg 
cagatggcaa
    96481 gacgggagat ggttgcggct tattattggc gatgccaaag caatttttcc 
gtgatgaagc
    96541 aaaaaaactg agtgatatta cactgagtga aatttttgct gtgggtacgg 
tatttttaaa
    96601 tattgatcca gcattagcac agcactctaa aaatatttta acgaaagaaa 
ttgagtcaga
    96661 aggtttacgt gtacttgctt ggcgtatcgt tccaacaaac aacgatgcat 
tgggtgaaat
    96721 cgcgcttcaa tctttacctg cttttgagca agtcattgtg aactgtccaa 
tgggcgtaac
    96781 tgaggttgaa tttaaccgta agttattctt ggcgcgtcgc cgtgcggaac 
aacaactcca
    96841 aaatgatccg ttattttacg tgactacgct ttgctcgaca gttattagct 
ataaaggctt
    96901 aatgatgcct gcggcgattg ccgagtttta tacagacttg gcagatgagc 
gtttaaaatc
    96961 acatatcgtg gtattccacc aacgtttctc tacaaataca ttaccgcgtt 
ggccattagc
    97021 tcagccattc cgttatcttg cgcataatgg tgaaatcaac acaattacag 
caaaccgtaa
    97081 ctgggcatta gcgcgtactc ctaaatttga aaacccatta ttgccaggtc 
ttactgagct
    97141 taacccgatt gtaaaccgta caggttcgga ctcttcaagt ttagataata 
tgcttgagat
    97201 tctggtgggc ggtggtatgg atttattccg tgctttacgt atgctcgtgc 
caccagcttg
    97261 gcagaacgtt gaaactttag atgcagactt gcgtgcattc tatgagttca 
actcaaaaca
    97321 tatggaagct tgggatggtc cggcaggcct cgttattcaa gatggtcgtc 
atgcgatttg
    97381 tatgcttgac cgtaatggtt tacgtcctgc gcgttgggtt attaccaaaa 
atgattacat
    97441 taccttggca tctgaaattg gtgtttgggg ctatgagcca gaagatgtag 
tatcaaaagg
    97501 tcgtgtaggt cctggtcaaa tcttggttgt agacaccctt acaggtaaag 
tgcttgatac
    97561 taaagacgtt agcaatcact tgaaaaacat gcgtccgtac cgtgagtggt 
tacgtgacca
    97621 tgcaattcgc ttaaatgcaa acccggaact tgaagaacaa cttgttgata 
aaggtttaac



    97681 tggcgatgca ttaaaagcgg ctcaaaaaat gtttatggtg acatttgaag 
agcgcgatca
    97741 gttgttacgt ccaatcgctg agagcggtca ggaagctgtt ggttctatgg 
gtgacgatac
    97801 accaatggct gtattgtctc gtcaagtacg tcatgtgacc gattacttcc 
gtcaacagtt
    97861 tgcacaggtg acaaacccac caattgaccc attacgtgag tcaattgtta 
tgtcacttga
    97921 aacctgtttg ggtcgtgagc agaacgtatt cgaacaaggc cctgaacatg 
ctgatcgtat
    97981 catcatctct agcccggttt tatcaaattc aaaaatgcag caaattcgta 
gcattgaacg
    98041 tgcgggttat gaggcggttg atattgatct gaactatgct gaaaccgaag 
gtttacaagc
    98101 tgcgattact cgtatttgtg aagaatctgc acaagctgtt cgtgatggta 
agaccttaat
    98161 tgttttaact gataaaaaca ttcgtcaagg ttatttacct gcaaatgctg 
cgcttgcaac
    98221 aggtgcggta caccatcacc tcataaaaac tggtttgcgt actgatgcaa 
acattatggt
    98281 tgaaaccggt tttgcacgtg atccacatca atttgcggtg ttactcggtt 
ttggtgctac
    98341 tgccatttac ccataccttg catatgatgt aatcaatgat ttgattgcta 
aaggtgagct
    98401 tttaggtgat ccaatccatg cacaggcaaa cttccgtaaa ggtatcgaga 
aaggcttatt
    98461 aaaagttctt tcaaagatgg gtatctcgac agtagcttct taccgtggtg 
gtcagttatt
    98521 tgaagcagtt ggtttatctt ctgaagttgt agatcaatgt ttcttaggtg 
ttcctagtcg
    98581 tatccaaggt gcaacatttg ttgatcttga aaatgaccag aaaaagttag 
cggctacagc
    98641 ttggtctaac cgtaaaccaa ttgatcaagg tggtttgctg aaattcgtat 
ttggtaaaga
    98701 atatcatgcg tttaacccag acgtgattaa ctcgctacat aaggcagttc 
gttctggcaa
    98761 atacgaagac tttaaagaat atgccgagtt agtgaataac cgtccgatcg 
cgactattcg
    98821 tgacttattt aagttaaaaa caaccaatcc aattccggtt gagcaagttg 
aatcggttga
    98881 agctatcttg cctcgtttcg actcggcagg gatgtcatta ggcgcgcttt 
ctccagaagc
    98941 ccatgaagca attgcaattg ccatgaatac cattggtggt cgttcaaact 
ctggtgaggg
    99001 tggtgaagat cctgcgcgtt acggcacaat tcgtaactcc aaaattaagc 
aaattgcatc
    99061 tgggcgtttt ggtgtaacac ctgcatattt aacttctgct gaagtcttgc 
aaattaaagt
    99121 tgctcaaggt gcaaaaccgg gtgaaggtgg tcagttgcca ggtggtaaag 
tgaatggctt
    99181 gattgcacgt ttacgttact ctgttccggg tgtgacactt atttcacctc 
cgccgcatca
    99241 tgacatttac tcaattgaag atttgtcgca actgattttt gacttgaaac 
aagttaaccc



    99301 gaaagccatg gtatctgtga agttagtatc tgagccgggt gtaggtacaa 
ttgctgcagg
    99361 tgttgctaaa gcatatgcag actttattac catttcaggt tatgacggtg 
gtactgctgc
    99421 gtctccgctt tcatcaattc accatgcagg ttcgccatgg gagcttggct 
tgagtgaagc
    99481 gcatcaggca cttcgtgtaa atgacttgcg tggcaaagta cgtgtacaaa 
ctgacggtgg
    99541 tttaaagact ggtcttgatg ttattaaggc ggctatttta ggtgctgaaa 
gtttcggttt
    99601 tggttctaca ccaatgatcg cattaggttg taaataccta cgtatttgcc 
acttaaacaa
    99661 ctgtgcgacc ggtgttgcga ctcaacaaga tcatttacgt caagagcact 
atattggcga
    99721 accacaaatg ctcattaatt tcttccactt tattgcagaa gaaacgcgtg 
aatggttggc
    99781 agctcttggt gtagcttcac ttaaagactt gattggccgt gtagatttac 
ttgaagtctt
    99841 accgggtgaa acagagaaac atgctcatct tgatttaagt gcattattaa 
cttctcatcc
    99901 tgctgctgaa ggtaaagcac agtattgtga agtagaaggt aatgcaccgt 
ttgacaaggg
    99961 cgtattggct gaaagaatgg tcgaagaaat gcttcctgca atcgagtcaa 
gcgctggtgg
   100021 tcaattcaat tttaatgtcg tgaactgtga ccgttcaatt ggtgcacgtg 
tatcgggtga
   100081 gattgctcgt cgctatggca acttgggtat ggaagcacat ccggttgtaa 
tgaacctaac
   100141 aggtactgct ggtcagtcac ttggtgtttg gaatgctggt ggtttgcaca 
tccgtcttga
   100201 aggtgatgca aatgactatg taggtaaagg tatggctggt ggtcgtattt 
cgatcttccc
   100261 accaaaaggt tcacctttcc agacacaaaa tacagcaatt attggtaata 
cttgtttgta
   100321 tggtgcaact ggcggtaagt tatttgctgc aggtacagca ggtgagcgtt 
tcgcggttcg
   100381 taactctggt gcgtttgctg ttattgaagg tgcaggtgat cactgctgtg 
aatatatgac
   100441 tggtggtgtt gtgactgtgc ttggaaaagt gggtcataac ttcggtgcag 
gtatgacagg
   100501 cggttttgct tacgtgcttg acctcgataa tgactttgta gattactaca 
accacgagtt
   100561 aattgactta acccgtattt caacagaatc tatggaagat cataaagagt 
tcttgttgcg
   100621 tattattgac gagcacatca aggaaacagg tagtgcttgg gcttacaaaa 
tccgcaatga
   100681 gtttgacttc tacagccgta aattctggct tgtgaaacca aaagctgcta 
acttgcaatc
   100741 gcttttgaaa actacacaag ctgacccaca ataattccac gactgcaaag 
acataggcag
   100801 gtgcgggcaa caaggaaatc cgcgcctacc cacggagaga gacatggcag 
aacgcctaaa
   100861 taatgacttt caatttctgg atgtaccacg tcaagatcca gagaaaaaag 
atattactgt



   100921 ccgcaaagca gagtttgtgg aaatttataa accttttact tcggaaactg 
taaccaatca
   100981 gacgcaccgt tgtttaggtt gtggtaaccc atattgcgaa tggaaatgtc 
ctgtacataa
   101041 ctacattcca aattggctaa aactcattgc tgaaggccaa attttccagg 
ctgctgagct
   101101 ttgccatcaa acaaatactt tacctgaggt atgtggtcgt gtatgtccgc 
aggaccgttt
   101161 gtgtgaaggt gcttgtacct taaatgatgg ctttggtgca gtaactattg 
gtaatgctga
   101221 aaaatatatc aatgacacgg cttttgcttt ggggtggcgc ccagatatgt 
cacatgtgaa
   101281 gtggacaggt aaaaaagttg caatcattgg tgcaggtcca gcaggcctag 
gctgtgccga
   101341 cattttagct cgtggtggtg ttaaaccggt ggtatttgac aagcgtcctg 
agattggtgg
   101401 cttactaaca tttggtattc cagaattcaa gatggaaaaa gatgtgatga 
agcgccgccg
   101461 tgaaattttc actggcatgg gcattgaatt ccgcttaaat actgaaattg 
gtaaagacgt
   101521 cacgattgat gaattacttg ctgaatatga tgcagtattc atgggaatgg 
gtacttatac
   101581 ctacatgaaa ggtggtttcc ctggtgaaga tcttgacggt gtttatgatg 
cgcttgattt
   101641 cttaatctct aacgtgaacc gttgtcaggg atgggaaaag gacccaagcg 
aatacattag
   101701 catggatggt aagaaagtta ttgttcttgg tggtggtgat accgcaatgg 
actgtaaccg
   101761 tacttcatta cgtcaaggtg cccacgacgt aacatgtgca taccgccgtg 
atgaaagtaa
   101821 tatgccgggt tctgcacgtg aagtaaaaaa tgcgtatgaa gaaggcgtaa 
agttcttgtt
   101881 taaccgtcaa ccaatcgaga ttgttggtga gaatggcaaa gtgacaggcg 
taaaagtggt
   101941 aacgacgcag atgggtgaac cagatagtcg tggccgccgt agccctgagc 
caattccggg
   102001 ttcggaagaa attttaccgg cagatgcagt tttacttgcg ttcggtttcc 
gtccaagtcc
   102061 agcagactgg tttggtaatg tgaatattaa tcttgatggt tcaggtcgtg 
ttgttgcacc
   102121 tgaacagcaa gaatttaaat tccagacttc aaacccaaaa atctttgctg 
gtggagatat
   102181 ggtacgtggt tcagaccttg tggttacagc tatctgggaa ggtcgccaag 
ctgctgaagg
   102241 tattttagat taccttggtg tttaatctaa aaaatcatta ttaaagtttt 
tgataaagcc
   102301 tgcgatatgc aggctttatt ttttttacca ttaatcagtt tgatgttttt 
ggcaaataca
   102361 ataagctttt ttgccctgtt tagcccctta gtcgcaagag atactcaaaa 
cttccttctt
   102421 caatacaata ggtgttgaat atgaacatcg caggcatgac ggcagaaaaa 
tcatatttaa
   102481 atcgtcgaaa agcgttgggt attacagtgc gtcgccttga gtttaatcct 
caagctatca



   102541 aacgctatta ttttgcaaat tcgcctttaa tgtcccattt tttaactgca 
ctctcttcaa
   102601 catttcccgt aggagaacag ttttttgtaa atagcgtgcg taatgtacgt 
gacaaagttt
   102661 ccgaccctca actacaggct cagattgcgg catttattgg gcaagaagca 
atgcattcga
   102721 aagcacatgg agagttcaat gaggcttggc gtcgtgatga ctataatctg 
gatcgctttc
   102781 aaaactggtt gaatgagcgt gacaaatatt taagaacaat tccacctaag 
ctacagctgg
   102841 cactgacatg tgcatttgag cattttacgg ctttgcttgg aggatatatt 
ttacagcatc
   102901 ctgaattatt aaaaactttg gatcaagatg cgttaaagct ttgggtctgg 
cacgctattg
   102961 aggaaattga acatcgttca gttgcatttg atgtctatca acatgtctat 
ggcgatgacc
   103021 gtattcgcag attattaatg cgtagtgtca ctacaggatt tgcgagtctt 
gctttctatg
   103081 gtacgacgcg attattttgg caagataaat ggaaaagctt gcctaaaatg 
ggaggaaata
   103141 tttttggtgt gtatttgctt gttaaaatgc ttatacagct aactcctgaa 
tattttgctt
   103201 attacaaaaa ggacttccac ccgagtcaaa aagattatgg tcatatggtc 
gattattgga
   103261 aaagttattt ggctgatgaa tatcaaatga caagtttcca agaggaaaaa 
aatccaagac
   103321 caagctaata aaaaaccgga tttaaaaatc cggttttttt aaatctataa 
aataaaagca
   103381 acacaataat gccaaaatcg tcatacaatc gggaaaagtg gttaaaaata 
taaagaaaaa
   103441 cttgaggata atgtgacgat gaaaacgttt aaacaacttg ctatcgcgac 
aacacttgcc
   103501 agtaccctac tattttcagg ctgtggctat aataccttac aggttaaaga 
tgaagctgta
   103561 acagcggctt ggtctgaagt acaaaaccaa tatcaacgtc gtgccgatct 
agttccaaat
   103621 ttggtaaatg ttgtaaaagg ttatgctaaa catgaagaac aggttttaac 
agaagtcact
   103681 caagcacgtg ccaatgttgc aggcttgaag gttgataaag aagtattaga 
agacccagca
   103741 ttacttgaaa aatatcaaca ggcacaaagc cagttaactg gggcattatc 
tcgacttatt
   103801 gccgtttcag aaaattaccc agatttaaaa gccaataccc aattccaaga 
attgcaagtt
   103861 cagcttgagg gaacagaaaa ccgaattgct gttgcccgta atcgttatat 
tacaactgtt
   103921 caggactata acgcttatgt tcgtcaattc ccacaagcag taacagcaaa 
agtgattggc
   103981 atgcatccta aagccaattt ctctgcagaa gcatctgctc agcaggctcc 
aaaagtttct
   104041 tttgattaat tttataaatc aaaggagtgc cgtatgagaa atactctatt 
gcttcaatca
   104101 aagcaaatta aggtctttat ttcgacctta attttgctct gttgtggtgt 
tcttttccag



   104161 aatacggcat ggagtgaaag taatattgca actgctactg atgaggctga 
tgcagtagtt
   104221 gctggcaaaa ttatacaaaa gcaacaagct caagctgctg catctaaact 
agaggggcaa
   104281 gctgcttcag gtcctgctcc tcaagttcaa gttgctaacg atatggctga 
tggtgaatca
   104341 atacgtggtt taccaacttt gaaccagccg gtaattgatc aagctaacat 
tttaagtgag
   104401 gctgagaagc aacagctcga tcaaaaaatt ctaagtttgt atcaacaagg 
caaagcgcag
   104461 attggtattg tgattgttcc taccactggc caagaagata tctttgatta 
tgcattgcgc
   104521 gttggtgaaa agtggcaatt gggatcatct aaacgtgata atggattact 
cattgcagtc
   104581 gctgtaaatg atcgccgtat gcaaatttta accggttatg gcttagaagg 
tgtgttgccg
   104641 gatattgtgg caagtcggat tattcgaaac caaattacac cttattttaa 
acaagcccaa
   104701 tatgcacaag gtttgagtgc aggtatcgat gaaatcggaa gaattttaaa 
tcttgaccca
   104761 gaagtagcac agcaagctgc tcaagattta aaagaacgcc aacatcaagc 
tgctgaagaa
   104821 caacaagcca aacagacaac actgacaatg gctttattta ttctggttgc 
tggaattgtg
   104881 ggttcattta ttgttggacg accacttagc gcgtcaacag ctggcgttgc 
ggcagcggta
   104941 gctggttttg taaatggtgc tggcgtagta atgagtttac tactaggttt 
tggtattttc
   105001 tttttactca taacttcaat tgcccaactg attttacagg ctattctgag 
tggagctggt
   105061 ggcggtgggc gcggaggagg ctttggcggt ggtggcggag gctatggcgg 
cggcggtgga
   105121 cgttttggcg gtggaggtgc ttcaggctca tggtaacaac atcagaaaca 
acccaaatta
   105181 ttactcagcc aaaaattgag gaatctgtag agccaagttt aaaacgttgg 
tttaagcatt
   105241 tttgttattt accagcaagt agcagatatt tctccaaaca agacaaacaa 
gttattgctg
   105301 aggctgtaca gcaagcagag catggacatg ttggcgaaat acaggttgtc 
atagaaggcc
   105361 atatcccatg ttcacaagcg tatagacaaa atacacgttt aagagcccag 
caattatttg
   105421 cagaactggg tgtatgggat acagagctca atagtggtgt attgctctat 
ttaaatctgt
   105481 gtgaacgcac agtagaaatc atctttgatc gtgggattag gaatgcaact 
actgaacaaa
   105541 tatggcagca gatttgtaag tcgattgtag agcagcttca acaaaaacaa 
tatcagaaag
   105601 cggtagttac aggagttcag caaattggag aagtgatggc gcgcttttac 
gatgaaaaca
   105661 tgccagatca attaaatgaa ttaggtaacg cacctatcat tattaattaa 
atgattgact
   105721 caaaaattta actgtttttt ttaaattttt gctcaataag gtgactgaca 
aaaaatgtca



   105781 cctatttgat tatttttata gagattttta tcacattcga tattaaaaaa 
atgaaatagg
   105841 caataaatta acttttatcg gtgattcagt tctactaaat tcctagtgac 
aatttttgtc
   105901 agttaattac agcttaagct actaaaataa ggctttataa attataagtt 
tatgtttttt
   105961 aacaataata aaagttggca tggttgctgc aatatatttg atagctgaaa 
agcttatata
   106021 aaaacataca tacaatcttt ggggaaaagg ctatgaatgc acaaaaaggt 
tttacattaa
   106081 tcgaacttat gatcgtggtt gccattatcg gtattttggc ggcaattgcg 
attcctgcgt
   106141 atcaaaacta tattgctaag tcacaagcat ctgaggcatt tactctagca 
gatggattga
   106201 aaacaacaat taatactaat ttacaggctg ggacatgttt tgctggcggc 
gctactgcag
   106261 caacggccgc tgatcaagta gctggaaaat atggtgatgc tgagattggc 
ggaactgcac
   106321 caaattgtac gatcacctat acattcaaat catcgggtgt atcaactaaa 
cttacttcta
   106381 aacagattgt aatgaatgta agcgaaacag gtattttaac aaagaatagc 
agtactaatg
   106441 ctccagctga gttacttcca caatctttta cagcttcata agttgatata 
aaaaagagag
   106501 gtttcggcct ctcttttttt attgaagaaa ataaatatgt taaaaaaaat 
tattctattt
   106561 ctattagtcg caatttatct tattacagct atattagggt atcaaactgg 
ctggtctatt
   106621 tttcaatatg atgaacttcg tttattgcag tttcctttag cgctatatgc 
tttattaata
   106681 ttaatcttcg caaaaaaact aaaattttca atttatagtc aaattacttt 
ttttattatt
   106741 gctgggctca tattaactca acaaataaat tgggaaattt ttgagtttca 
agagctttgg
   106801 tctgtgatag cattactttt tatattttct gccttaacat atgagttaag 
gaatataaaa
   106861 aatatagagc atggtattgc actaattgta gttacagcga ttattccatg 
tttgtttatt
   106921 ttgatttcta tttttaattt tattatccat caacaatggt ttgattggca 
gtttaactct
   106981 ggcacgattc ggatttatga tagtgttatt gttcccttgt ttttcttcct 
gatttatcta
   107041 aaaaataaga aatatcctta tatctcttat tcttacccta tagcaatttt 
cttttttgct
   107101 ttagcatggt tttttgatgg agctaggtcc gctttacttg cggtaatgac 
aggattacta
   107161 gttctcttta tatactctaa agaaaatcga aagcttattt tgcaaagctg 
tatttatatt
   107221 tttttagctt tttttgttta taaaattact atttttttag ctgaaaaaag 
tacaatgact
   107281 gtaatacgag cggggacatc gctgcgcgca gaaatgtgga agtttgtatt 
tgaacaatgg
   107341 aaacagcacc catttactgg ggttggtggt ggctatttgt ctaagatcca 
gtatgcgtat



   107401 ggacgtcata tacataatct atatttaaga cttatttttg aatggggcat 
tataggtctc
   107461 atattctgta tatggatgtt gacccagtta attggcttat ttaaagataa 
aactgtttca
   107521 ctaattttga aagttggtgt gatcgccgtt ttagttgatg caatgttctc 
aggtagtatg
   107581 gtgtacccag cgtcacaaat tgcctgtgta ttatttatag cttttacttt 
ttctcataga
   107641 gagttaactt ctagttccca atattctttt agatcgacaa aaatactgat 
tgctttatgg
   107701 ggagttttat tcttatacat cacaataatg tatttaggac aagatttaaa 
ttgttggaat
   107761 tgtggaagct atggaggacg aatggctcca aacttttggt tttatggtgg 
tgcggagcac
   107821 ttagtaccaa cctcaaaaat tccttaactt ttgaagtaaa ctttatcaag 
tccttttcat
   107881 atagactcat acatttttct ttagggttcc atgtataatt tcacccattt 
ctaatagtct
   107941 caaacctatc actatgcaag tattctttct gttcctcgca gcaattttgt 
tgggttttgc
   108001 gtggttatca ccatttcact ataacccttg ggtaatgttt tctagtgaaa 
tgagtacttt
   108061 tgcggcaggt ttaagtgtct tagctgcact tttttatcaa aatattaaaa 
ttccgcgtgc
   108121 acaattattg ctattgccat ttattttaat tccagtggtg cagtgggctt 
ttggtctagt
   108181 ttttgatttt agtacagctt tgttaagttc actttactta ttaggcttct 
ggtttatggt
   108241 tgtggcgggt tataacttgt cactagatca acaaaagcga gatcaaattt 
ttacaggctt
   108301 tagtttatta ctgattattg tatcaattgc gaccagcttt attgcgatat 
gccaatggtt
   108361 aaatattgag tctcattttg tgcatatgtt gcatttaatt ggtaaccgtc 
cttacggcaa
   108421 ctttggtcaa cctaacaata tggcaacctt tctgattatg gggctattag 
gttgtctatt
   108481 tttatatgaa aagaataaag caacagtttg gttacttttc ccttcagcac 
tccttatctt
   108541 gtttacaatc actttaagcc aatcaagaac gtcttgggtc gtttttccat 
ttttacttat
   108601 ctattggata gttaaactat ttggaaaaca aaaaagattt ggttttatgc 
aagggttctt
   108661 gtggtgcgct ggtttttttg taatagctgg cgtgattctg ccatttgcta 
ctagtttaat
   108721 tgaagcatgg tcaagcgctg aagtaaccca agcaagtagt ttagttgaaa 
gagcaagttc
   108781 tggatattta cgttttaata tctggaccca aatgctactt gctgtacagc 
agcatccttg
   108841 gttggggtat ggttggcacc aaaccagtgt ggcgcaaatg tcagcttatg 
ctctttttcc
   108901 aacaactgag tggacgacca gtgcccataa tattttatta gatctcatca 
tctggaacgg
   108961 tatcccaata ggtatagtca ttattgctta ctttgcatgt tggttcgttt 
ggctaaatca



   109021 gcaggctaaa gaaactatct caattattgc aattatgatg gtgtgtaccg 
tactcattca
   109081 tgccatgtta gagtttcctc aacgctacgc ttacttctta cttacttgtg 
gtttcttatt
   109141 aggcataatt caggcacaga cacctgtact caaaggtatt gtactcaaca 
agcaggttct
   109201 tcgattaatt tggggaataa gtgtaatact tctggtagca atttggcgtg 
actataatgt
   109261 ctatgtcaca aatagtaatt tgctgtttaa gaataaacag ccaaatgctg 
agattttagg
   109321 aagtaatcag atttttattt taacgcagtt tgagcagcgt ctaaaatgga 
ttgagatgaa
   109381 gcctgaaact actttatctg atgctgattt agcagtatgg ggtaattttg 
tgaagaataa
   109441 agcgacgcct tataacttgc gtaaatatgc ccagctactt gcctataatg 
gaaaagtaga
   109501 acaggccgag cagcaaatat ttattttgca gcatctttat cgacagcaaa 
taactttggc
   109561 agagttgtta aaaaataaat aaaaaaaatc cccttgagta caaggggatt 
ttttttatga
   109621 ggaattacat ttggctttgg atataatttt cgataccaac actgccaata 
agatcaattt
   109681 gagtatctaa ccaatcccaa tattcttcct ctttttctaa gatttcttgt 
accaaatcac
   109741 gcgttacata gtcttgttct gtttcggcta aagcgaccgc tttctgaatt 
gcttcaatat
   109801 tttcttttac tttacggatg tcgcattgca gaacttcttc tgtatgttga 
ccgatataca
   109861 atttacctaa gtgttgaaga ttagggagac cttctaaaaa taagatacgc 
tcaataattt
   109921 tatcagcatg cttcatttgg cgaattgatt ctttatattc ggcagaaccg 
agttgttcaa
   109981 ttccccaatc attaaacata cgagagtgta aaaagtattg attaattgca 
gttaaatgat
   110041 gatacagcac ttggttgagc tgattaatga gatcacgatt gcctttcatt 
gtagctactc
   110101 caaaacaatt tctgccttaa ttcaattaag gcaatctata aattcatttt 
agtgaacaat
   110161 catggatatg gcgagtaatt tatggaacag caaatgaaaa tcgcaatcaa 
aaacaacacg
   110221 atattggtaa atgtgaattt ccttccaaaa aaaaccgctt caatgaggaa 
catttaacgt
   110281 tccgcaaaaa gcggtggagg agtcaataaa tttttgttaa atattaattt 
ttattatgca
   110341 gctacagaaa tgcgagcagc aatttctgct aattcttcac taataatagc 
acgtgcttct
   110401 ggtgcacagc gtccacagca agtaccaaga tcaagcaaat cgcgaatttc 
acgatagctt
   110461 tcagcgccat tttcaatagc gtctttaata tcctgatcgg taatgccacg 
acacaagcaa
   110521 acgtacatgg gagtaatccc caaatataaa tgcgataatt gatattattg 
ataattatta
   110581 tcgtttgtca atgaaattca tttaaaatct catttatcgt tattgggatt 
ttggataaaa



   110641 aaataccacc taagcggaaa tctgagagtt actcagcttt ttaagctggg 
gtggtatcta
   110701 attttagagc taaataattt ctagttaata ttttatctta ctgattaata 
ataacaattc
   110761 catccatttc aactaaagcc cctttaggca ggcttgctac accaagtgca 
gcacgcgctg
   110821 ggtatggttg agcaaaatat tcgcccataa tttggttaac gagttggaaa 
ttagataaat
   110881 cagtaagaaa aatattgagc tttgcaatat ctgcaagtgt gccgcctgca 
gcttcacata
   110941 ctgctttaag gttatcaaaa acacggcgga tttgagcttc aatgccgtct 
acaagttcca
   111001 tactgtaagg atctaaacca atttgccctg atagatatag tgtgttacct 
actaaaatgg
   111061 cttgagaata tgtgccgatg gcagcagggg cattttcagt atgaatgact 
tgacgggaca
   111121 tttggttctc cttgattaaa tcttttttca tcataatcga tgatacgttt 
tgacaaaagt
   111181 atcatcgatt taattgatta agtacttcta gaagttagat tttagtaaag 
cagaacaaat
   111241 tttagctgac tttggaaatt tccatttgtg gagcaggggc gtctagacgc 
tcaatacgtg
   111301 ggaagccata gtgcattcgt aaatcacgaa tgacttttgc aatatgttta 
cggttgttta
   111361 ctacaatatt gacgaaagta cgctgttcgt tggaatgtac catttctacc 
ccagcattat
   111421 ttttacgaca ttggtagatg aggtctgata cctgttcatc attcattgcc 
atataaatcg
   111481 caaggtaagc agtaaaacgt acatcatcta cgtcatctgc tttccattga 
agcggcataa
   111541 tgttttctgg gtgtaaatgt tgttcatgaa gcaaattatg acaacgaata 
cggtgcacaa
   111601 ttaaaccacg tcgtgttaaa tggccttgaa ttggatcgcc taaaatagga 
ttacaacagt
   111661 gggcatattt aacatcaatg ccttcagttc cttgaattag tcgatctgaa 
ttttctgctc
   111721 gaggatgctt gtcatttgca aacaaatggt tagctacaag ttgaggaagt 
aaatctccaa
   111781 cagcaatttg ctcaaataat gcatctttat tatcaatatg acgccattgt 
aaaagatcca
   111841 accaatctgc atctgaaagg tcgttaatag aacgattaaa gagtttcaaa 
gctcgtgaaa
   111901 gtgcttgggc accaactaaa cgttgttctt caatatcttg gtctttgagt 
acgtgctgta
   111961 aagcacggcg agctttttga gtgttaatga agctcagcca atctggattt 
ggcgttgcta
   112021 aaacgtcagt aataatctca ataacctgcc cactaactaa tggtgtagaa 
agtggcttaa
   112081 tttcaccatc aactttcgca cctaccgcat ggttgcctaa gaaaagacta 
gctgaatagg
   112141 caaaatcaac tactgtggca ccttgtggta actcatgtaa ctggccgtgt 
ggtgtgtaaa
   112201 cccaaatttt ttcttgatgc aaataatcaa gtaagtcatt aaaagtcgtt 
ttagcacatt



   112261 caccatcaat gagtgtattt aggttctgca tggaggcttg aatggcagag 
cggcaagttt
   112321 gtggggcatt ttcgccgagt actacaccga aacgtgcagc tttacgcatc 
aactcagttt
   112381 gaatagtgag cgataaggta gttttttcac ccttaagctt gatcattaat 
gactgattgc
   112441 cacctggtaa cgggcggcgg atatgatctt gatattggat gacctgaaaa 
ttttctttta
   112501 aggctgctac taaacgatcg cagtctgcaa tggattgcaa aacgatttca 
aaggcatggc
   112561 tatgagtaag ttcttgtaaa tccatttcat tttttacgaa atggcgtaag 
agctcaatat
   112621 tattattttt ctttttaatt cgaccttgaa tatgataatt gtggagaagc 
tccgcaagat
   112681 tttgttccca gatactttgg tatttacatc gctctggttt ggtttgaagc 
aacgcatttt
   112741 gaacgttatc aaacatatct aaatcgagat tttgataaca taaattttca 
aggttatcgg
   112801 ccatttcatt catgccgact aatcttgcca tcggtacgaa aatatcaaag 
gtttcttgag
   112861 caatacgagc acgcttatcg ggccgtaagg cgcccaatgt ggtcatattg 
tggtagcgat
   112921 cagctagttt aataataatg acgcgtggat cttgcaaagt agcttgtaga 
atttttctaa
   112981 aagaagcagc tttattatat tctttatcgc tcgactggct taatttggtt 
acgccatcaa
   113041 caagctctgc aactgtttgc ccaaatcgct caataatatc gtcttttgta 
tattgagtgt
   113101 cttcaatgac atcatgtaaa agtgcagcca ttaatgtttc aggatccaga 
cgcatattcg
   113161 ctaaaataca gctaaccgcg ataggatgca gaatataagg ttcaccactt 
ttacgggtaa
   113221 taccagtgtg tgccagatct ccaaaatcgc aggcagcaag cactttttcg 
acttcactta
   113281 ccgataagta agggtcgata attaatttga gctgttgctt ggcttggctg 
acctcttcgc
   113341 ctggcataga ccaccctttt tctgttgctt aaaaaactaa atctatctac 
ttcttaatga
   113401 aaagcatatt gcggaacttg tcaatttttt cgtttgaaaa agtgtatttt 
tttttcaatg
   113461 aaaataattg cttttaccaa tatgttttaa atatgcataa gccaaataaa 
aaaccatcgc
   113521 aaaaaaacga tggtttttta tagaaacagg agtaattaga aagaaaaacc 
ttctaaattt
   113581 aagctgtttg tagaaagggc aagatcaaga ctagaagttt ggtaatcttg 
ctcacgttgt
   113641 ttaagaattt ctttcgttac gtgacctaca gcgatttcac gtaaagcaac 
aactgttggt
   113701 ttgtcgttat cccattctac agttggctcc atgccttgac gtgccaattg 
acgagcacgt
   113761 ttacttgcaa cgagcacaag ctcaaaacgg ttgtctacat gatctaaaca 
atcttcaacg
   113821 gtgacgcgtg ccataaaagt tctcgttttg gaatggtaaa tttgaacaga 
ctaaatagta



   113881 taaaaggctt tcgttccaga ctcaagttat tcctgttttg gttgtggagt 
aatcaagtct
   113941 tgaattagat tttgatgtct ttttgcctgt tgagataaga ctaaacgatt 
tgccgtaatg
   114001 acggcttcaa gctcatgtag ggctttatta aagtcatcat taatgatgat 
atagtcgaaa
   114061 tttacataat gctgcatgtc ttcaacagca cagcttaagc ggtgttcaat 
aacttcaaca
   114121 gagtctgtac cacggttaga taaacgttga cgtaaatcga attgagtagg 
tggtaaaata
   114181 aagatctgtt tagattcagg aaacagctta cgtacttgct ctgcaccttg 
ccagtcaatt
   114241 tcaagcaaga catcatgtcc ttgagctaac tgttgtttta cggttgcttg 
cgaagtgcca
   114301 tagtagttac caaatacttc agcatattcg ataaatccac cttggtttac 
ttggtctaaa
   114361 aattcatctt ttgttgtgaa gtgatagtga acaccatcta actcacctgg 
tcgttgacct
   114421 cgggtagtat gcgaaactga aacatgtaaa ttgctcacac ggtcaagtag 
ggctttcacc
   114481 aaagatgttt tgcccgttcc tgatgcagca gaaacgacaa acaatagacc 
cgacatgata
   114541 tttttcctga tatgataaaa tatcttcgct attgtagtgt accgtgcgtt 
taaactgaat
   114601 agttttaact gcaaatattt acgagaagtt cccctgtttt attaattttg 
aggctgttat
   114661 ggaaattgtg ttagctaatc cgcgtggttt ttgtgccggt gttgatcgag 
ccatagcaat
   114721 cgtcaatcgg gctttggaat gttttaatcc tcctatttat gtacgtcatg 
aagttgtaca
   114781 caataaattt gtggtagatg acttacgcca aagaggggct gttttcgttg 
atgagctgga
   114841 ccaagtgcca gatgattcta ttgtaatttt cagtgcgcac ggtgtttcaa 
aagcagttca
   114901 gcaagaagca gagcgtcgag gcttaaaagt atttgatgcg acttgtccat 
tggtgactaa
   114961 agtacatatt gaagtaacta aatatgctcg cgaagggaca gaagctattt 
taattggtca
   115021 tgaaggacac ccagaagttg aaggtacgat gggacaatat gacaaattaa 
aaggtggcga
   115081 tatttatctg gttgaagatg aggctgatgt ggcagcactt gaggttagac 
atccggaaaa
   115141 attagcattt gttacgcaaa cgaccttatc tattgatgat acagcaaaag 
tgattgatgc
   115201 tttgcgtgca aaattcccga atattcaagg tccgcgtaaa gatgacatct 
gttatgcaac
   115261 tcaaaataga caagatgcag tacgtgactt agctgaaaaa tgtgatgttg 
tgctggttgt
   115321 tggctcgcct aactcgtcaa attcgaatcg tttacgtgag cttgctgagc 
gtatggggaa
   115381 agctgcttat ctagtagata atgcagatca acttgaacaa tcatggttca 
atgatacttg
   115441 taaaattggt gttacagcag gagcttcagc cccagaaatt ttaattaagc 
aagtgattca



   115501 acgtttacaa gattggggag ctcaggcgcc taaagaatta gaaggacgtg 
aggaaaatat
   115561 tacttttagt cttcctaaag aattacgtat tcatgtgacc caggcataaa 
atgtgactta
   115621 tttaacatac tgattttaaa tagttaaaca gataattgtt aacatgacag 
ttatctgttt
   115681 ttttataccc tttgtctgtt ttgtatttgt tttgtagttt gtaaaagtaa 
aatttaaata
   115741 agaaataaaa aattttagtt ttatttgggg ttctggggat gaggggaatt 
attccacaag
   115801 aagggttcac cttggtcgag ctaatggtga cgattgcagt catggctatt 
attgcactga
   115861 tggctgcgcc atcaatgtca aatttattag aaagtaaacg tttagatgct 
aatcaaagag
   115921 acttaatcaa cactttatca gaagcgaaaa gtcaggcaat tttaggtcgt 
cagaatgttt
   115981 ctgttaactt gaactcaaca gcttcaaata cacccacttc attaaattgg 
aagacagctt
   116041 ctaataatac tcttgagcta aaaaatatag ccgctgatgg tacgcaaagt 
tctttaacga
   116101 ctaccacttt agcttttaat gcaaatggag tagtggcaaa tataactcaa 
gatacgcttt
   116161 tatctatttg taattctaga ataaataaaa agaaagtcat tattttgacc 
aagcttggca
   116221 ctttagtttt taaggccgag gagacttgtt aatgcatcac tataagcaaa 
aagcccaagc
   116281 tggggtgggc ttactcgaag ttttggttgc cttaatttta cttgctattg 
gagttttagg
   116341 ttatgttgcc ttgcagctaa gagctatgga tgcatcttca gaagcattaa 
gtaaatctca
   116401 agccattcta gtgatgaggg gattagcaga aaatatccgt acaaatagta 
ctcaagctag
   116461 ccagtatcct acatttgtgc gtagttatag caactataca tctgatactc 
ctgcacccac
   116521 gtcatgtttt aactctctat gtactgcctc ccaacttgct caatttgatg 
cctatcaagc
   116581 agctagaaat gctaatcaac tgggtatgag aattacgatg tcaaattgcc 
ctggcgttac
   116641 aaatacaatg gtgcaacaac gccagtgcct atttgtcttt tggggtaaaa 
ctgcgccagt
   116701 gattactaca aatggaacaa atactagtgt ggatgtttca agttgtatga 
gtaataacgg
   116761 tgtttacgtg aataattcaa cttgcttaat gatggaggca tattaaatgg 
ctcaatcatt
   116821 tatttctaat aaagaacaag gttttacctt gattgaactt atagtcgcct 
tagctttagg
   116881 cctaatatta gtggctgctg caacacagct atttattgga gggcttttat 
ccagccgatt
   116941 gcaaaaggcc aatgctgaaa ttcaggacag cggtattttt ggtttggaat 
atatggcacg
   117001 tgatatacgg cttctaaatt atggaaatgt tgtaaatcca caattaacag 
atacaacgcc
   117061 ttggggaggt attgtattaa caggttcaac agcaacaaat gccaacaata 
ttaattttat



   117121 tccaaaagtt gatacaaata cttatattcc ggaagcgtta ttaagccgtg 
gtgcaggtga
   117181 tacggtaagt acagtgaata accactggaa aggtctttca aatatacaga 
atagttcaaa
   117241 tgctgaagta caaagcgatc aactaactat tcaattcatt gccccgacca 
atatgactaa
   117301 ttgtgaaggt gtgaatgtgt tagcggggga cctaatagtt caacggtatt 
ttttacgtgt
   117361 tgataataat ggtagttctc aacaggatta tgcacttgca tgtgatgcga 
atacccctgc
   117421 ggttagtgct acagctcaac ctgatatcgt taatggatta ggagatgcag 
ggcaaattat
   117481 actgcctcgt attgaccatt ttcatgtctt attaggtgcg aaaaacgcag 
ctggtaattt
   117541 tgcttattac acaattcctc agtatcgggt ggctgcacaa gctgctcgag 
atgcgagtcc
   117601 agctgtggct gctccaagaa ttctgtcaat acaaatatcg gtattagccc 
gttctacaaa
   117661 taatgctcaa aataaggcaa tagaccctaa tcagtttttt cttatgctag 
atcagaatgt
   117721 gcatgctgcc gataacagaa ctcgcttttt gcgacgcgta tatagcgtga 
caattgcttt
   117781 acgcaatgca atgggggaaa caatatgacc catttaaatt ataaaaatat 
taaaggtcga
   117841 tctaaggaaa cgggtgccac acttattgtt gtacttatta ttttattgat 
tgttatttct
   117901 gtcggggttt tggcaataag agtagcgatt gtttctctaa aagttgcaac 
taatagccaa
   117961 gttggccaat taaactttca atcttcagat actccgttag agcttattgt 
acagatgaac
   118021 ccaaccacat tgacaaatat taccaatgtg attggtgcag cacttaaagc 
acatgaaagt
   118081 aaccctggtg cggaatataa cttttgctat aaaccaacct ctacatctgt 
aagttttgct
   118141 caaactcggg gagcaagttt gcttcgggct ggcagcgcca ataatgctgt 
ggttgaagac
   118201 ggtggagtag caggtttctg cgatttaaca agtgactatg gaagtaatcg 
tcaagcggta
   118261 gttactcaag ttgctgtcag tatcccaacc gatgccatgc ctgatattcc 
gggttcaaat
   118321 ctacctcggg acataaatct ttccgaagga acccaacttc ctaaaagtat 
gctatctacg
   118381 caacgtattc gggttattac aacagcgttt ttacctgctt atgcatcaac 
ttctttagaa
   118441 actctgcaat ctgattgctt aagtacgagt tccgcaaaaa ttagtgacaa 
ctttgatagt
   118501 gcattaacgg ataagcaaac tctagctgat tgtttggcaa accataacgt 
accttttagt
   118561 actcaagttc aagaatttaa ctataccaat aagctgactg aaatcacggc 
accaggttca
   118621 taatggggaa tatcatgaaa ctaaaattga agaattttaa gccaaataat 
ttgtggtatg
   118681 ccgtctattc aagctcaatg atattcacat ggctaatgac aagctctgtg 
gtgcaagcaa



   118741 gtgatttaca aatttatgcc tcacctacag caggtaaaaa aacaattgtg 
atgatgttgg
   118801 atacatcagg aagtatgacc aacaatagtt atggtgaaaa ccgcttagcc 
atgcttaaaa
   118861 atggtatgaa tgcttttttg gctagcaata accctgtctt aaatgatacg 
cgagtaggtt
   118921 taggaaattt ctcggcaaat ggtgacagcc gaagtggaca aattttagtg 
gctgctgctc
   118981 ctttaggtga tgcaagtact ttaaatacgg taggctcaca acgttataaa 
ttaaaacaag
   119041 ctgttgctaa tttaactgcg ggaggctcaa caccttcagc ccacgcttat 
gctgaagcag
   119101 ctgcttactt aatggggaca accacatatt cagagacgaa ttatgctatt 
cgtaaagata
   119161 gttatatcaa acgtgtaaga agatctgata atagaactga atattcatat 
tgtactaatt
   119221 accgtgattc gcaaattgat acagccaacc tatggcaacc ttgtcgttca 
aatagttatt
   119281 ggagtagctg gtcaacaaat aatccaggtg tggataatgc tactgcttat 
gatacttcat
   119341 ctgactggac ttattactat acttattact acaccacttt taattatgct 
gtagcaaatg
   119401 cagatagcgg tattccaaaa tctaaatcaa acgatacagc tagcaatccg 
aatattgttg
   119461 tagaccgaaa tgctactaac tccaatgcag tgtatcagtc acctttacct 
gcagtagcga
   119521 atcgccagag ttgtgatggg caaggtattt acttcttatc ggatggcgaa 
ccgaacaata
   119581 caacaaatac acgttcggca agtgtcatgt cgactgcttt aggtagtact 
tttggagctg
   119641 attttaattg ttctggaggt ttatctaaca ctacggcaga ctctggttgg 
gcttgtatgg
   119701 gggagtttgc aaaaagatta tttgataaaa caaagaaccc tgccggagtt 
tctattcaaa
   119761 cagcatttgt cggttttggt agtgactttt ctagtttgag ttcttctgat 
gtaaaaaatg
   119821 cctgccgttt aagttcgaga acccagtctg accgaaaagg agatgatgcg 
tgttcaccga
   119881 atcaatctac aaatgcggta gctgcaccag gttatgggaa tggtggtttt 
ttccctactc
   119941 agagttcaca aggcgtaaca gacagcgtta tcgcatttat taataattta 
gataaagttc
   120001 ctttagaacc cttaaccaca ggtgctatct cagttccata tgatgcattg 
aatcccaaaa
   120061 atttacagga atatggttat ttacgagctt ttgagccaaa tccagctaac 
acgtacttaa
   120121 catggcgtgg aaatttaaag aaatatcatg ttgttttatc tggagcgaat 
gcaggtgctt
   120181 ttgaggccaa ttctggcgga ttagtctaca atgcaagtgg ggcttttagg 
actggaacaa
   120241 aggattattg gaatagctct acttatactg acggaggcaa agtcttttta 
ggtggttcat
   120301 atgcgaatgt gcctttaccc attgctggac aacctgaaac acgtgatgca 
gaaggaaata



   120361 tcacaaaata ttattacgca gtacaaagta aaatccgcaa cttatttact 
gatgtttccg
   120421 ccgttgcagc agatggtagc ttaacgaaaa tttcaacttc tggaactaat 
ttgctaaaaa
   120481 ttccagctgc tccaccagaa ggaactaatc cttttgatac ggtggctaat 
acagcaagtt
   120541 atgttttagg taaatttgat ccatcaactg gacaaaatat tttaaaagct 
tttcctataa
   120601 gcttgaaatt aaaaatatta aattatttag gttattcaac agatattaat 
gcaacaactc
   120661 tgccttcatc tttggttaca tcgaatgaac cttatttatc gatgggggga 
agtattcact
   120721 ctttaccggt tcaactaacc tacaatggaa cactagatga taatgggaat 
ttaacatctg
   120781 cccgagaaca atccatcctc tatggaacta tggaaggcgg attacatatt 
gtggatgctt
   120841 catctggtat tgagcaaatg gtctttgttc ctgcagatat tttaaatgat 
tcagttgctt
   120901 ccaaagcttt agttgttggt caaagtgatg cttcagctcc cgctcatggt 
atggacggag
   120961 cttgggtatc tgatccagcc tataatatta ctacagtagg aagtggtagc 
tcggcagtat
   121021 caaaagtaac tgcaaagcaa atgaatattt atggcggcat gcgtatggga 
ggaagtagct
   121081 actacggact agatgtatta agccctactt caccgaaact gctttttaga 
ataggggcag
   121141 accagactga ctatagccgt atgggtcaaa gctggtctaa acccgtactc 
gcgaacatcc
   121201 gttataacgg ttctattaga cgcgtcctga ttgttggcgg tggttatgat 
cagtgttatg
   121261 aaaaaccaaa tattacgttg actgacgctt gctttaccaa tggaaaagca 
aaaggaaatg
   121321 ctgtctatat tattgacgca aaaactggtc agcgtttgtg gtggacaagt 
gatacaggtt
   121381 ctaatactga taacgccaat atgaagcata gtattgttag ccgtattagt 
actttagacc
   121441 gtgatgctga tggcttagtc gaccatctat attttggaga tttaggcgga 
caaatttttc
   121501 gcgtggacct taataataat cagacaaaaa ccaattcgac ctatagcagt 
tttggtgtca
   121561 gagttgtgcg tttagcgaat ttagcaacaa atgattcaac ttatgatggc 
acaaatgatt
   121621 atacaggtgg gaatgctcct cgtttttatg agcctccaac agtaacgatc 
cacgattatg
   121681 gaattcacac ttttattaca gtaggtattg catcaggaga ccgtagtaca 
cctttagacg
   121741 tttacccact cacaggtcgt gaaggtatga cgcctgcaag tgcattaagt 
ggacgtcctg
   121801 taaataatgt atatggaatt attgataaag actttgttaa aaagaactta 
atgtctttaa
   121861 ctgataatca gcttgaaaca aaagatatta cacggacagg cttaagaaaa 
aatccacaaa
   121921 ttctaagaac aggtgaaaca agagtagctc aaattttctt ccccactaca 
ggagtaggta



   121981 aaggtggttg gtatcgctcg ctttctagta cgagcgatgg tacagaaaaa 
gctaataata
   122041 gttttcgtat taaaggagga ctcaaagctt ttgaggaacc aatggcaatt 
acgggtaatt
   122101 taattattcc agtttatgac cctcaaggaa cgggaattgt tgcggcagat 
ccttgtctac
   122161 ctcgtgttgt gggagaaaca gaccgacaaa cttattgttt accatttggt 
gcttgtctta
   122221 atccggatgg aaccattaat tcaaataaag aaaacccgag cgggtttcaa 
acaaaaactg
   122281 gtagtaactg tccagctgga gtctctgaat gtaatacaaa tgtcattggt 
gcaggtattc
   122341 gtaatatcac atttgttcca aaaagagatg aacctcctgt gactaatagt 
tgtgggaaat
   122401 tacagctgtc tggaaacgag aacggaacag gtgagtggca atgtacaagt 
catttacttc
   122461 ctgtgcgctg gtatgagcgc tatcgctaga aggaacagct tatgaataag 
tactctattc
   122521 tacggttcaa tcaaggggtt accttgattg agcttatggt cgtgattgtt 
atcgttgcta
   122581 tttttgcttc aattgctatc ccttcatatc aaagttatag ccgtagagct 
actgcatctg
   122641 cggctaaaag tgaaattttg aaattagctg aacaattgga acagcataaa 
tcaagaaatt
   122701 ttacttatag ggggtttacc acaacctcta taaccctacc tcgcggggga 
tatacgattc
   122761 agattactga tgatacgacg acaggaaatt tattgacgaa tgctgctgca 
aatggacaaa
   122821 catgggtcat taaagcgaca actacagatt caagaaactt taattttatt 
gctaagaatt
   122881 caggtttgcg ttgtcaaagt ttaacagcta cggctgttga taatgactgt 
ggtggaacag
   122941 tcacttgcaa tgtatgtgaa acaaatagtg agaattggca atgaagaatg 
gttttacttt
   123001 aatagaaatc atgattgtag tagcgataat tgcaatttta gcagctatag 
cgacaccttc
   123061 atatttgcaa tatttacgta aagggcatcg tacagctgtt caatccgaaa 
tgatgaatat
   123121 tgcccaaaca ttagaatcag aaaaagtagt tcacaatcgt tattcgtcga 
atgcgaccat
   123181 acagtcgatt tatggttcta atgtgagtcc tcttcagggc aaagctttat 
atactttagc
   123241 ttttactact ttaaacgatt cgacatgggt gcttacggca acaccaatcg 
ctaatacttc
   123301 acaagctggt gatggaatta tttgcttaaa tgatcaaggg caaaaatttt 
gggcaaaagg
   123361 tgctacagat tgtgcactat cggcttcatc aagttggaca gagtaattta 
aattcaaaac
   123421 tgcggataac tcaaaattta atctttcttt cagggtgaaa atcacgtaga 
atgtcgccct
   123481 ctatgaaagg ggtttgaagt gttgccgatg gtcggcgcag ggataatccg 
taagaattat
   123541 aaggctttta tcatggttgt tattcgttta gcacgtggcg gcgcaaaaaa 
acgtccattc



   123601 tatcaaatcg ttgtgactga tagccgcaat gcacgtgatg gtcgtttcat 
cgagcgtatc
   123661 ggtttcttta acccaactgc acaaggtcaa gcagaaaaac ttcgtttaga 
tgcagaccgt
   123721 tttgctcact gggtttctca aggtgctcaa ccttctgaac gtgttgcttc 
tttggctgct
   123781 caagctaaaa aagctactgc ataattattg tagtaggtag cccatgacac 
caacacagaa
   123841 tgttcccgaa gatcgtattc agattggaca gttacgttca gcttatggat 
taaatgggtg
   123901 gctctgggtg tattccaata cagaacccat gagcaatatg tttgactact 
tgccttggta
   123961 catcgagacc aaggccggtt ggcaaatcgt tgatgtaaaa cgttggaaac 
cacatggcaa
   124021 aggcctggtt gttgctctaa aaggtgtgag tgatcgcaca ggagcagaaa 
gcttggttgg
   124081 cgctaatatc tggattgcta aatctcaact gccgaaagca gatgtagatg 
agtactactg
   124141 gtcagatttg aaaggcttaa cagtgttagg tcttgatgac gacgaacagg 
aagtgaactt
   124201 ggggcaaatt catgagttgt ttgaaactgg agccaatgat gtgatggttg 
tacgcgctac
   124261 accagacagc attgattcag aagaacgcat gatcccgtgg cataaagatg 
tggtgcaacg
   124321 cgttgatctt gaagctggtc gcatttacgt caattggggc gtagattatt 
aatccttttt
   124381 ataggattaa cgcagcagga aaatagagga gtctgcggtg ttttttgcag 
tcattacgct
   124441 ttttcctgaa atgtttgaag cgattacagc ctacgggatt agcgggcgtg 
cagcaaaacg
   124501 tgacatagta caagtcactt gtattaatcc acgtgatttt gctgaaggga 
attaccgaag
   124561 agtggatgaa cgtccatttg gtggtggtcc tggtatggtg atgatggcgg 
agcctttggc
   124621 aaaagcaatt aaccatgcca aacaacttgc ttcgcaagca ggatgtgttc 
atgtacctgt
   124681 ggtgtatatg tctccacaag gcaaaacttt aaatgaacag gcagtacagc 
agtttgtcga
   124741 ttatgatggc ttaattgtat tgtgtgggcg ttatgaaggc gtcgatgagc 
gtttgatcca
   124801 gcattatgtt gatcaggaat ggtcgattgg agattacgtc ttatctggtg 
gtgaactacc
   124861 tgccatggtg ttgcttgata gtattattcg ccgtttgccg aatgtaatgt 
cagatgagca
   124921 atcagcgata caggattctt ttgtagatgg tcttttggat tgtccgcaat 
acactaagcc
   124981 agaccagttt gaaggtttag atgttcctga aattttaaag tcgggacatc 
atgccaatat
   125041 tgagaaatgg cgttttttgc agcgttatca acgaacttta gagcgtcgac 
ctgagttgat
   125101 tgaacaggtt acgttgacta agcagcaaaa aaaatggctg tcagatgaac 
aagggtaagc
   125161 atattccctg tgtttttctg agcaaaagat gagaagcttt gcttcgaatt 
aaagcataag



   125221 tctatttttt tatagattta tgtgcactta aggctcttta cggttgtcgt 
aaagggaaag
   125281 ttaaacgggt tgatatgcgc tttagcctct atccccagcg gaaactcagg 
cctcttctga
   125341 ctccgcacat attggagatt cccacaatga gtggtaaaca tcctttagtt 
caagctattg
   125401 aaaattcaca gttaaaaact gaccttcctg aatttgctcc tggtgacaca 
gtagttgttc
   125461 aagttaaagt aaaagaaggt gaccgtgaac gtcttcaggc atttgaaggt 
gttgtaatcg
   125521 ctaagaaaaa ccgtggtttg aactctgcgt tcacagtacg taaaatttct 
agcggtgttg
   125581 gtgttgagcg tgtattccaa actcactcac cagttgttgc taaaatcgaa 
gtgaaacgtc
   125641 gtggtgacgt tcgtcgtgct aaactttact acctccgtga cttgtctggt 
aaagctgcac
   125701 gtattcgtga aaaattacca gctcgtaaag cgtaagctta tagcgagtaa 
aaaatgcgcc
   125761 ttttggcgca tttttttgtt ttaaagctta taatccttga agttttaaac 
ggttagcatg
   125821 ttgacgataa accgagacag ggtctgctgc aaaaatagaa cgtattccca 
tgacctgatt
   125881 gacttcatct aaatgattcc agttatagtc gtcacgaata gttttaccaa 
atttggcact
   125941 gcatcgagaa accagcccat cattatcccc aaatgggtca accactagac 
tacttcctgt
   126001 taatgcaata tcaaaaggat ctaatggatt tgtgagtgct ttattgccag 
agaatgaata
   126061 catatagatt cctttctctt gataagcacc ttcaccacaa gacgtggtag 
gaacacccat
   126121 tggaaattga gaattaaact gtgcagagcc ttgagtcgat aaactgtggg 
cacctgctaa
   126181 ggagtcatgc ggataactat ttgggtctag acctcctgcc caagtaattg 
ctgcggaaaa
   126241 ccagtttact aatgttgcca gtccggatag aggagtaccc tcaacattca 
ggatgacatc
   126301 tgccattggc gatcctttgt gaggtgcacc aatagtagta agcgaagcga 
ctttttcagg
   126361 catgatccca gcgacatagc gaattgtagg tcccccgtgg ctatgtccga 
tcaagttgac
   126421 tttaggcttt ccagtgatgg caataatttc ttctacttgt tgggcaagtt 
gttctccacg
   126481 aacttcagtt gagttaaacg gtgaaactct tgttgcccag acatttcctc 
cgttacgcgc
   126541 aagatcagga agaatctgat accagtagtc cagaccaagc gtatctgttc 
caactcggtt
   126601 aaaaccagcc ataccatggt taaaaaccaa tggatatttg gtttgtgcat 
aagttgaata
   126661 gacgaatgag cttttgactt gctctgcatt tgtggcatgg gttgctgaaa 
cactcagtcc
   126721 tgagagtatt gcagcacaga aaaatattaa gttccttttc attttttact 
cactattttt
   126781 attttgtatg agaagcagct tctactgctg gataaggttt ggctcacttt 
gaaatagaaa



   126841 agcctagtag ttaaagggta gttcacctcc ttggtcatgg actgtttcaa 
aagttctaag
   126901 acgaagctgt tcttgcgatg agctaaattg ttgttggcgt agttgttgaa 
tagcttgttt
   126961 tttagcgctg tcactcatat tgctatgcag gacttcatca cgttgattta 
agtagccagt
   127021 cactcgctgt tgccacgcat tacgctgtat atctaaagtt tctaatcgtt 
gagttgcctc
   127081 ggctccaaca agtgctgtac gcatttgccg aagttcctct gctgaaccat 
tgcgagcttt
   127141 aatttgtttg gtcagtgtgt gtaaatcatc aagctttgag agttcttgta 
ggttttcttg
   127201 ccagtcttct ggtaattgtt caaagcgctc tttgagtttt ttagcttttt 
caatttcgct
   127261 taaagatgaa tcttctaaaa tcttcatgcg atctaatgtg tagttctgat 
aaatgtcttc
   127321 tgttgaaaat aacccttcaa tttcagaggc agagaagaaa cgttttctta 
tatcttgaat
   127381 tgaactgaag atcttttgaa aataattttg atcctgttgt ttagattgag 
gcggttgaat
   127441 ttgtgcaagc tgctcacggt attttaaata acgcgtccac aaatcaataa 
tctgtgagcg
   127501 ggctggctct aaatattgat cttgtataaa tttctcaaaa tgagttttaa 
cttgttgtaa
   127561 attgctctcg ccatactgcg taataaaata ttcaaagcag tcacgggttt 
ggctattcac
   127621 aactaaatgc tgtgaactat caatttttaa ttggcagtta acttgagtat 
cttgctgact
   127681 tttactcaaa taagtatttt cgtttaatgg tgaatttaaa gtagattgtg 
aagtagctac
   127741 caacctagct tcatcctgat ttggctgagg tgaagtattt tccgagtctg 
ggcttagcca
   127801 atacacacat gcgatgaggc tcaaaataaa aaatccgagc acacaccacc 
atatcttttt
   127861 ctgcatcctt tgcataaaga tatcttcctt aagttttcat ttgttgtttt 
tttactcgat
   127921 cattaatgtg ccataaaata agtgaaaagg cacctaaata ttatgaaaat 
atcttgctga
   127981 atttgctaac atgtcggcac ttttctctag ctttgtgttc cagtaaaaat 
gacgacaaaa
   128041 aatcaaaaaa tttctcgtcg ccatatcagt ggtgtatttc ttttaaataa 
accattaggg
   128101 ctaagttcta acgctgcttt gcaaaaagtg cgttggcttt accgtgccca 
aaaggcgggt
   128161 catactggtg cattagatcc attagcaacc ggtttacttc ctatttgttt 
aggagaggcc
   128221 actaaattct cacattactt gctggactcg acaaagcgtt atcaaactac 
tgttcgatta
   128281 ggccaaacta caacaacagg tgatgttgaa ggcgatattt tacaagaacg 
tcctatcccg
   128341 gttcttagca aagagcttat tgagcaaact ttagaaaagt ttaggggcga 
tattcaacaa
   128401 gttccaccga tgtactcggc attaaaaaaa gaaggtaagc cactatatga 
gctggccaga



   128461 aagggtatag agattgagcg tgaggcacgc ccagttacga tttatgcctt 
agaactcatt
   128521 gaatttactg aaaatagtat cactttagat gtaacttgtt ctaaaggaac 
atatattcgt
   128581 gtgctaggtg aagatattgg tgaggcactt ggttgtggtg gtcatttaac 
catgcttcac
   128641 cgtattcaaa ctggacattt tgaactcatc ccaagttata ccattgaata 
tttggaaagc
   128701 ttaacggaag agcaaagaga agcttcgcta ctgcccgtat atgctccaat 
tgaccatttc
   128761 ttaaaaattc aggttcccga aggacgggaa aaatattttt gtaacggtct 
agaaagcaat
   128821 attgatcatt ctgcagaagc agaagtgttg gttttttcgg gtgaacgctg 
tctaggttta
   128881 gctgaaatta ccgataaaaa acggttggta cctaaacgta tcttaaattt 
gtagtagatg
   128941 tagagtataa aacatgggca tggaatggga tgttatcctt agtttgatct 
tttttgcgtt
   129001 tactgcggga gcaattgatg ctgctgttgg tggcggcgga ctcatccaga 
ttcccgggat
   129061 catgagcact ttccctaaca tgtcgactgc tacggtgatt ggtaccaata 
aagtctcatc
   129121 catttttggt acggcatcgg cagcttatac atttgctaaa aaagtaaagt 
tgcaatggaa
   129181 gcttttagcc gttattgcca tttgtgcctt gattagttct ttcgctggtg 
cagcttgttt
   129241 gtcgcttatc cctcaatcgg tattgcgtcc tttcgttttt gtgatgttga 
ttgtgattgc
   129301 gatttatacc ctagttaaaa agaacttcgg acaggttcat accgagcaaa 
aaattaccac
   129361 gaaaatgctc gttttagctg gtatcggtag tctggcgatt ggcttttatg 
acggtatttt
   129421 cggaccgggt actggtagtt tctttatctt tttcttcatt cgttttttac 
aagtcgattt
   129481 tttacatgct tcggcgttgt caaaaatcgg taattttatg actaacttag 
ctgcgctgag
   129541 tttcctcatt ccaactgggc acgctatttt acatattggt ttaatgatgg 
cagcggctaa
   129601 cgtgctaggt tctattgttg gggtgcgtac cgcacttaaa tacggtagtg 
ggtttgtacg
   129661 tattatcttt ttaattttgg tgagtatcct gatttgccgt ttgggatatc 
aaatgtttgt
   129721 tacaggttaa ataagataaa aagtatgaac tgttcctgag gagtggttca 
tacttttatg
   129781 tatcttttaa aattagaaat ataaaaaaca ttacagaaac ttactagaaa 
gaaaactgtg
   129841 taaaaaatag tctcatttta agctacttaa ataatataaa ttttgccgta 
cgataaacct
   129901 tgaaataaaa aagatttttt aactaaaaat gaggaagaga atgaatattt 
tcgaagcatt
   129961 aagagaaagc cacgaaaatc aacgcaacct ttctgaacaa ttaatccaga 
cacatggttt
   130021 aaccgaagaa cgaaaagaat tatttgatgc attaaaaaac gaactttatg 
ctcactcagt



   130081 tgccgaagac cgttatttat atatcccttt aatgtttgat gatgtcggtt 
tggatattac
   130141 gagacatgct ttatctgaac accatgaaat ggatgagttg gtcgagcaac 
tcgaaaaaac
   130201 ggatatgagt agcccaagtt ggttggcaac cgctaaacag ttgagcgaaa 
aagtccatca
   130261 ccacttaaaa gaagaagagc ataaattttt tcagcaagcc ggtaaaattc 
ttaaagacag
   130321 tgaaaaagaa acgctaggca ataaatattt aaaggaatat aaaaagtata 
aaaaacagca
   130381 ataagctaca cctatgatgc tgttttactt cttaaagtaa ccccaattga 
cgctagcatt
   130441 acgcaagcta aagccaccca ttgcagcatg ctgatttctt cgtgaagtaa 
taagaaacct
   130501 gttaatgctg ccaatgctgg cgctaaactt gttagggtgc cataagttaa 
tttattaagt
   130561 tgtttgagtg ccattaggtc gagtgcatag ggaatagcag tcgctaaaac 
tgcaataagt
   130621 aaggctttac cccagtactg tgtatcaagt aatgctgggc cattatacca 
aataccaatt
   130681 ggtaataagg cgatggcaga tacggtaatc cctatggtta aggcatgcat 
tcctatattt
   130741 tgagttacaa ctttttgacc aaaataaata tagaatgccc agcaaagccc 
tgcgcctaaa
   130801 gcacaggctg cacctacgta agaaaagtgg tgttgagttg gatcttgcca 
aggtaccatg
   130861 agtgcaatac ccagcatggc aaaagctacc cagatatatt cgctcttttg 
tttgatagaa
   130921 actagggcta ggcctaatgg accaataaat tctagaccta ctgcaatccc 
ttggggcaat
   130981 ttcccaagag atgtgtaaaa taagatattc attaacccta aagatgcgca 
atacattaat
   131041 aaatcacgcc attttaaata aggtaaacga gaccagattt tccaagaacg 
gaacataacg
   131101 gcaacaatca ctgctgcaaa acatagtctt aaaatagtaa cggtaagcgg 
atctaaagcc
   131161 gcgataagtt gcttggcaaa tgaagcgctg atttgatacg aaaccatcga 
caaaatcata
   131221 tagagcacag caataattgg aagattttgc atggaagtac cttaacgctt 
catttgatat
   131281 gtaaaaaaat aagagtgatt cattatagtc aatactgggt ttcaactcgc 
aggttttgca
   131341 gaattaactt actgtttttt cacgttgttg tcgggctctt tgggtggtta 
tggtacaacc
   131401 cacagaagca gtaataatag tggcgagtgc caaccattga ttccataaca 
ggtattcacc
   131461 taagaagata aaaccggaaa gtgcagcaac agctggctct aggctcatca 
atgttccaaa
   131521 acttaaaggt gttaaattgc gtagagctaa catttctaaa gagaatggaa 
gtgcactggc
   131581 taaaacggcg agaccaataa aataaaaaaa gtatggtaat tctataactt 
gcccaatcga
   131641 gcctgagaaa aaagtaatag gtaaaagtat acaagcacct acagtcatgc 
ccaaacaaac



   131701 tgtatgatta cctgagatac cagaaggctt ttgccctgca ataatatata 
gggcccaaca
   131761 agcacccgca ctcatcgcaa ataggactcc gatccagtcc aaactatgtg 
cttggttaaa
   131821 aggaaataat aaaatgagac caataattgc gaaagtgacc cagacaaaat 
catatttttg
   131881 tttagcatgg taaagggcca cactgagtgg accaataaat tcaaatgcaa 
ccgcaatacc
   131941 aatgggtaaa cgttcaagcg ataaatagaa aagggcattc atgccagcaa 
gagcaaagcc
   132001 ataacttaaa atagctttcc atcggacctg actaaaatta attttccaga 
tctgaaaaat
   132061 gaaagccaaa ataaatgccc cgatacataa acgcattgca gaaacagtca 
gtacaggaaa
   132121 gttctgaaac aggactttag ctaaggatgc gctactttgg acacttaaca 
tggcaagaat
   132181 aagaaagccc aaagcatgaa gctgggattt ctggcttgga ctggacattt 
tattatttga
   132241 tcaattggta tacttttcac atgataatgt aaatacctat aaaaaagcca 
cagacaatgc
   132301 tgtggctttt aaagttacag tctgtattag aacaatacgc gtacgcgaat 
tgtgccctca
   132361 acttcatgca acatatctaa agcttcttga gaggcagaag catctacgtc 
cattacaagg
   132421 taaccgatgt cgcctttagt cataagtgac tgaccagaaa tgttgatgcc 
ttgttcagca
   132481 aacaagttgt tgattttaga caatacaccc ggtacgtttt tgtggatgtg 
tagtaaacgg
   132541 tgttgacccg ctgtcaatgg caacgcgatt tctgggaagt ttacggcaga 
aagtgtcata
   132601 cccttatcag agtaagcaac aaatttctct gctacttcta aaccgatgtt 
tgcttgagct
   132661 tccattgttg aaccaccaac gtgaggagtc aagatcacgt tgtctaaacc 
acgaagtgga
   132721 gactggaatt cttcaccatt tgcttttggt tctttcggga atacgtcaac 
tgccgcgcct
   132781 gcaaggtgac cagatttgat tgcatcagct aaatcttcga ttactacaca 
tgtaccacgt
   132841 gcagcattta agaagatcgc gccttctttc atttttgcaa attgttcttt 
agtgaagaag
   132901 ttacgtgtag acggaacatc cggtacatgc aaagtcacaa catcagcagt 
tgctaaaagt
   132961 tcatctaaag aaccaacttg gcgagcatta cccattggta atttagtgac 
tgcatcataa
   133021 taaatgacat gcatacccat actttcagca agaaccgaaa gttgagaacc 
gatggaaccg
   133081 taacccacaa tacctaaagt tttgccacga gtttcaaaag aacccacagc 
agatttgtcc
   133141 caaccaccac gatgacaagc cgctgacttt tcaggaacac ggcgaagaag 
aagaatagtt
   133201 tcagcaagta cgagctctgc aaccgaacgc gtatttgaat atggtgcgtt 
aaatacaggg
   133261 ataccacgtg ccatcgctgc tttaagatct acttggtttg ttccgataca 
gaaacaacct



   133321 actgcgatca atttatttgc agcttcgaaa acttcttcag tcaattgggt 
acgcgaacga
   133381 ataccaataa agtgagcatc tttaattgct tctttaagcg cttcgccttc 
aagagcagtt
   133441 ttgcgatagt caatgttggt ataacccgca gcgtttaaag tatcgactgc 
gttttggtga
   133501 acgccttcta acaaaaggaa acggatttta tctttaggta gtgaaagatg 
ttggctcatt
   133561 acggctccgc tacaaaggcc aaatttggtg gcggtataat aacatactgg 
gcagcgctat
   133621 agatatttcg tttataccat cgccttatgg caattttatc tatgtctaat 
cacttccatt
   133681 tatggcttgt cgaacattac aaaatatgct tgatctacgt ttaggcccaa 
attttccttt
   133741 aaggccttat aaaaagtgtt ttattggtgt taaacatgtt ttgtagtgac 
agtatctcta
   133801 ttctgaactt tatcgcttgt gctgttacat gtagaatata ggagttcctt 
gaacattatg
   133861 gctttgctca ggtgaaaacc tagagaaata tgaggtcata gtcccaccac 
agtttacttc
   133921 ttgctaggtc tgcaaacgat gaatgctcca gtcgctttaa cacctgagtt 
actcacccaa
   133981 ttaacagcaa tcgtcggtga aaaccgtatt aaaaccgatg ctgatagtct 
cgaaaactgg
   134041 ggtaaagatc ataccaagca ttttaatccg aacccatcgg tcatcgtttt 
tccatcaacg
   134101 actgaacaag ttcaggaagt tgtgaagctt gcaaaccagt ttaatatcgc 
aattacaccg
   134161 tcaggtggtc gtactggact ctctgctggt gctgtagcaa ccaatggtga 
aattgtcatt
   134221 agcatggaca aaatgaacca gattcttgag ttcttcccgg cagaccgtat 
ggtccgtgta
   134281 caagctggtg ttgtgactga gcaattgcaa aattatgcag aagagcaggg 
tatgtattat
   134341 ccggttgact ttgcatcagc gggttctagt cagattggcg gtaatatcgg 
taccaacgct
   134401 ggtggtatta aagtcattaa atatggcatg acgcgtaact gggtactcgg 
tttaactgta
   134461 gtgacgggta agggcgacat tttacgttta aacaaaggca tgattaaaaa 
tgcaactgga
   134521 tatgcattac agcatttgtt tattggtggt gaaggtacat taggtttagt 
gactgaagca
   134581 gaaattaaac ttgagcgtca accacaaaac ctacaagttt tagttttagg 
tgttcctgat
   134641 tttgatgcag taatgcctgt gttacatgct ttccaaaaag atatcgactt 
aactgcattt
   134701 gagttctttg gtgagcttgc aatgcaaaaa gtactcgacc gtggtcatgt 
tcaacgtccc
   134761 tttgaaactc aatgtccatt ctatgtattg cttgagtttg aagcgccata 
cgaaccgatt
   134821 atcgacaaag caatggagat tttcgagcac tgtatggaac aaggttgggt 
acttgatggt
   134881 gtaatgagcc agagtcttga ccaagtagag agcttgtggc gtttacgcga 
agatatctct



   134941 gaatcaatcg cgccttttat tccgtacaaa aacgatattt cagtattaat 
tactcacgta
   135001 cctgcattta ttcgtgaaat tgatgcgatt gttcaagaaa actatcctga 
ctttgaaatt
   135061 tgctggttcg gccatattgg cgacggtaac ttacacttaa atattttaaa 
acctgaaaac
   135121 ttgaccaaag atgagttctt tgcgaagtgt caggtcgtga ataaatatgt 
atttgatacc
   135181 gttaaaaaat acgatggttc aatctctgcc gagcatggcg taggtatgac 
gaaaaagcca
   135241 tatttggaat attcacgctc agctgaagaa atcgaatata tgaaagcttt 
gaaaaaagta
   135301 tttgacccga aaggtattat gaatccgggt aaattattcg atctttaaat 
tagatctatt
   135361 ttgtagaact acatagtttc tacagagtaa ccgacaaagg catagcatca 
taaagctatg
   135421 ccttttgttt tttggtgatg aaaatgcaac gtttattttt aatttctgca 
ctctgtgctg
   135481 gacttatgac gggttgtgca actacaagta aattaattcc ttttgtgggc 
tcggaaaccc
   135541 caatgcaaca agtacttaaa acgcaacccg agattgtaaa agagcataac 
aatacttcag
   135601 ttcagcaggt atttaaccga gtagaatccc caactgtttc tcgcattact 
gttatacaaa
   135661 ccggtttaat ggatgactct gtctcagcaa ttcggacgga atatttattt 
aaattggttg
   135721 atgaaaagtg gcaattgcaa aataagcaaa agagctacca atgtgcaaga 
ggaaaaggtt
   135781 ctaaaggttt ccaaatgcag ctttgttctt aagcataaaa aagacgataa 
atatatcgtc
   135841 ttttttattt cttaaattat acgccgcttt ctaaaatttt aattttgacg 
tcaactacat
   135901 catctttgac tgcttcatga tgcgcttgca tatgaggtgt agctaagtgt 
gcttcaagat
   135961 gagctacact ttcccatttt tctaacatca caataatgtc agggtctttg 
ttctggaagc
   136021 tcgcatttga aatgtggtca actaaaggtt cataaccatg gcaaccatct 
tctgctaaaa
   136081 cagttggaat gattttttga aatgcattca atacgttttg gcggtgctgc 
ccacccgatt
   136141 gagtacgaat ttccgcgata atagtaagca tggttttctc cggattaggc 
tgctgcaaat
   136201 agtgtgttca aatgtgcttt gtatgcttcc acataactat ctacatcagg 
cattttaatt
   136261 acatcattta caataaatgt tggtagggta ctcataccta agaactgatt 
tgctttatga
   136321 aatggtaaat aaacaccatc tacacccacg ccatggaaaa actgatccgc 
atcgtcaaat
   136381 gcttccattg gcgcattcca agtaagcgac agcatatatt ttttgtcatg 
aattaaacca
   136441 cctgaaccat atttttttga ggtatcagag cggctacgac catcatttgc 
ataaagagaa
   136501 ccatgacctg tcgtaaatac atcgtcaata tattttttta cggtccacgg 
tgcacccatc



   136561 caccagccag gcatttgata aattacgaca tctgcccata aatacttttc 
tacttcggct
   136621 tcagcattgt agtcgctatc tgcacgagtg acttttactt catgaccgag 
ttcagtgaga
   136681 tgattcgttg ctaatgtcgt gagtgtgtca tttaattcac catttgagtg 
ggcaaattgt
   136741 ttggcaccat taatgactaa aatattgctc atgggagtta ctctaattca 
attcttaaac
   136801 ttgagcgata ctttagagaa cttactctta aagaaaaatg tagtaattgg 
aaaaatatta
   136861 ttgattaaaa atcattaatc ttggtttgat acctcatact ggtttcttca 
ttttaatggt
   136921 aaatacttta caaagttgaa cggaaaaaat tgtttgtagc ctttagcatc 
atggtgaagt
   136981 tgtggtggag ttgtggtgga gttgagtatg aaaaagattg gtttactcat 
gatgtataat
   137041 ttgctgattc tgagtgcttg tacaccaaat acaaatccac ctacacctca 
agcgaacagt
   137101 ccgatacaag ctgttttact cgatcaacct aatcttttaa ataatgccag 
taatttaagt
   137161 atttcacagc aaatgaatgc cttagaggac ccttctaatg ctcaagttac 
tattttgcag
   137221 acagagccga gtgaagatgc tgtttcgaaa acacgtactg agtatttatt 
aaaaaaagat
   137281 cagactgttt ggaaaatcgt gaataaaaaa caaagttatc aatgtacaaa 
aggcgaggaa
   137341 acagcagact ttcaagttaa tccttgtcct taaagctgaa ttactattga 
atatgtggat
   137401 aactttaggg ttattcgcaa tataaaaatg agttcgtcat cattaaaata 
tagaatttaa
   137461 aattgttgga attgtccgat tgatgatcaa tttgaaaagt gatattgtgt 
catccggcaa
   137521 ttatgccaga tggtaaaaat taccgaatct cacgtcatac attttttctc 
gttttagaca
   137581 ccttgtgaat acggtgtttc acattctaaa catgcactct cacggcatat 
aacaacttaa
   137641 ctaaagattg actgaccata ctgtcatcgt catgactaca ttatttattt 
caatatgtag
   137701 ttgctgagac atattggccg ctattttgaa gtgtacaaac tcatgaaaaa 
tattcaaacg
   137761 acagcgttga accgtacgac gttgatgttt cctttagctt tagtgctatt 
tgaatttgcg
   137821 gtttatattg gtaatgacct gattcagcca gccatgttgg caattactga 
agatttcggt
   137881 gtaagtgcaa cttgggcgcc gtcttcaatg tcattttatt tattaggtgg 
tgcatctgtt
   137941 gcatggttac taggaccttt atcagatcga ttaggccgta aaaaagtact 
tttgtctggt
   138001 gttttatttt ttgccttgtg ctgtttttta attttattaa cgcggcaaat 
tgaacacttt
   138061 ctgacattac gttttttaca aggtattggg ttaagcgtaa tttcagcagt 
gggatatgcc
   138121 gcaattcagg aaaactttgc cgagcgtgat gcgattaaag tcatggccct 
catggcaaat



   138181 atttcattgc ttgcgccttt gctagggcct gtacttggag ctttcttaat 
tgattatgtt
   138241 tcatggcact ggggtttcgt ggcaattgct ttacttgcac tgctgagttg 
ggttggctta
   138301 aagaaacaaa tgcctagtca taaggtgagt gtaaccaaac agccttttag 
ttatcttttt
   138361 gatgacttta aaaaggtatt tagcaatcgg cagttccttg ggttaacgtt 
ggccttaccg
   138421 cttgtaggta tgccgcttat gctctggatc gcgttatcac caattatttt 
ggtcgatgaa
   138481 ctgaagctaa cgagcgtgca atatggttta gcacagttcc cggtattttt 
aggtttaatt
   138541 gttggtaaca ttgttttaat taaaattatt gaccgtttag ctttaggtaa 
aactgtctta
   138601 attggcttac cgattatgct cactggtacg ctaattttaa tattaggtgt 
tgtctggcaa
   138661 gcctatttaa ttccttgctt gttaataggt atgacactca tttgttttgg 
tgaaggaatt
   138721 agcttctcag tgttgtaccg ttttgcactc atgtcatctg aagtgtcaaa 
aggaactgta
   138781 gctgctgctg tttcaatgct attgatgacg agcttttttg caatgattga 
gcttgtacgc
   138841 tatctctaca ctcaatttca tttatgggct tttgtcttat ctgcttttgc 
atttattgcc
   138901 ttgtggttta ctcaaccacg tttagcttta aaacgagaaa tgcaggaaag 
agttgcacaa
   138961 gacttacatt aaaaaatacc ggaatttata ttccggtatt tttttattct 
atttaatttc
   139021 atgctctaaa agtttgcctt ttaagcttaa gagttcaggc aaggtttcta 
ataataaact
   139081 catctgtttt aagacaagtg tgtagttctc tgaaaaatgt tcgtgagtta 
ttaaactttg
   139141 aatttgcttt aaagtctgtt caagaaaatt aaagttaacc aaagcttgtt 
caaataaact
   139201 ttgtttaaga atttgctgac aatccagtaa aagttgtaat acctgttgat 
catcaatttt
   139261 ttgtctttgg ctgcctaatg ctgcgacata actcaactgg ctgtggctat 
aaaccaaata
   139321 acgaaaggcg taatgaatca gctcgggatt tgggttgggc tcggcactta 
agcttgaaat
   139381 catattcgac agttcaattt gcgcgttatg tgcagctcgg cgaattctac 
gatattcaat
   139441 gtcttgattt ttcccgtgct gatattgctc aacaatcaca ttgaagtaat 
cgaaggttgc
   139501 ttggctactt ttcttaatat tgtttggaat attacggaag ttccagtctg 
gccaaataaa
   139561 attaacagca agccaagcaa taaagcagcc taataaggtg tcgattaggc 
gaggtaaaat
   139621 aatgctgtaa cctgcacctt ttaagttgaa aatgagcaat accattaagg 
ttgccatcag
   139681 tgttgccagc gcatattttt tctggcgtaa gtagaaaaag ctaactccac 
aaataatggt
   139741 aagaatgagt tgaccttcaa tactaggaac aaaatataaa atgggaatac 
ccaataaaac



   139801 gccgagtaaa gtcccaatcg ttctaagctt taaacgactt ttggttgcaa 
agtaagtaat
   139861 ttggcaaaca aataaactgg tgagcaaaat ccagtaacca tgttgggcaa 
aaggtaagag
   139921 ggaaatggca taacctgcgg caaatacaac cgcaattcgt actgcatgtc 
taaatagggc
   139981 cgattgtggc gtcagttgct gccgaatttt taaaacaagg tctgaaaatc 
cttgaatatc
   140041 atcatctagt aaattgagat gttcttgctt gttctgactt agcgtttcat 
taaacggttg
   140101 agcatattga agctgctcaa attgttcatg cattcctttt aaattattaa 
aaattagctt
   140161 taaattttta acttcaaaat tttgtggatg ctgttgtatc cagtctttca 
aagagctttc
   140221 caaatggttt aggccaattt ggctttcttg agaagactga tattgttgat 
tatgcaaaat
   140281 gcattgggct aaatcatggc aagcttgtgc ctgtaagcgt aggtttttct 
gaaaacgaaa
   140341 aatgagatca ctacggctaa aattttgttg gatatgctcg tagtgtaaat 
aattagaagt
   140401 tgcctgctcg tgtatatctc gcgcaaaaaa gtataggttt aaccagtaaa 
tacttttatt
   140461 actgactcgt gatgccttaa ggcgagtcag cagagagctg cgtatttggt 
taaggctctg
   140521 tgcaacttgt gtattttgta gtgataattc aaataaaagc tgttcaacat 
tttctttatt
   140581 atctgggtcg aataaccgtg ctttagcttg aagtaaggct gaaatttctt 
caaaaatttg
   140641 tgaaagttta tcttgtaaag gaagtgttgg tttaagaata aaaaataaaa 
tagaagttag
   140701 gccgtaccac aacgcaccat agacaaaata agtaggctgt tggtaccagt 
gtgcatattc
   140761 tcctaaacca aacatactat aaattgagag taaaatcgta ccaaaagaaa 
tggtggcgta
   140821 gcgttgccct aaagctccca ataaaatgaa acaagcactg gaaattgaaa 
gatataaaat
   140881 aaataaaaat ttataaggtg ctaaaaaacc aagaatagtg ctaacagtaa 
aaaagagtag
   140941 gcagacatag agcaggttgc gtaaacgaag acttaagcga tcatcaaaat 
cagtaagtgc
   141001 agcagcaatc gcacctaaag tcacaggaac gatcagctca ttatgaccta 
accaaagtaa
   141061 acctaaagtt gtgcctgtga gtacaattaa aatttgcagg caataaatta 
aaattgaatt
   141121 cgctttaaaa cgattgaata gttgagtcag attattcacg gcttttttct 
aaatgagagg
   141181 gtacgtgaca ataggtattt aaatttttat tacttgaaaa atattatgcg 
ttttgtctaa
   141241 aaaagtcagt ttatttttta agattttata ataattaatt agtctaagtt 
gcttaataaa
   141301 ataacaaaat tgtggatatc tttttagata cccacaattt aaaaatagca 
cttatttgat
   141361 tacaccacat gcaattcgcg ctccgccacc acctagaggc agaggagaat 
ctgaatagtt



   141421 atcaccacca gcatgaatca tgatagcgcg accttgaatg tcagcaagtt 
ttaaacgtgg
   141481 tgcaataaca gcagttgtag ctacaccagt attgtcaacg actaatgctg 
gtaaatcgcc
   141541 taaatgccca gttgttggcg taccatgatg gggggcttgg ttagggttat 
agtggctacc
   141601 agcagctaaa gcagcgcctg gttttccatc tttaacagca ggggcacaag 
atggattttc
   141661 atggatgtgg aaaccgcgag taccacttgg taaatctgct aaagcagggg 
taatgattaa
   141721 gcccttatca ctatcttgaa agctaatagt accaattttt ttacctatac 
cattagctgt
   141781 cacttcatta acatccacca cttttttagt atgcattgtg gtaagtgcat 
gggctgtatc
   141841 agatacagtc ttacttaccg tgctacaacc aaccgttaat aaagctgtca 
gtgcacatac
   141901 tgcaccaatt ttattaaata ctggcattat agatatcctt ataactataa 
atctgatttt
   141961 tttattcaag caaaggtgcg tgaaccctac aagttaattt aaatagtcac 
tttgtatctt
   142021 gaaatatttt taaatcatta gcttagtttt tagatggcgg taaatcatca 
tctgaatcat
   142081 aaatcatggt tgtttttggc atgggttcag ggtcaattgt ctcatgaagc 
cattcacgcc
   142141 aaattgctaa taaaacagct aaaataacag ggccaataaa tagaccaact 
aaaccaaaac
   142201 ttgcaattcc acccaataca ccgaacataa tcaataaaaa cggaatttga 
gtcgcaccag
   142261 agattacaag tgggcggatc acattgtctg aactacttac aatcagcaca 
ccccataaga
   142321 tgacgccaat agcttccatg gtttgacctt gagagaacaa ccatagacca 
acacctaaat
   142381 aggaaacagg agtaccaaac ggaattagcg ctaataagaa cgttgcaatg 
gtgagaacca
   142441 ttggattagg tacaccagcg acgaaataac ttaatccagc aagtacagct 
tgagcaattg
   142501 cagttaaacc cacgccatac acaacggcac gtgtggtttc tgaaattgtg 
tcgagataat
   142561 gatgaatacg tggcccaatc accatttcca aggctttact cacttgggtt 
aagatcgtgt
   142621 ggccatcacg ataaaagaag aaaagactta aaattgcaaa acaaagtttg 
acgatatttt
   142681 tactaatttc atttaataac acacgcccat aacttaaatg gctttgtacc 
caagctgcaa
   142741 tattttgaat agtactatta gggtctgtgt taatttcgtt gagtgtgcga 
gatatttctt
   142801 taccaataaa cggaagatta cgaataaaat cgggaacgct taaatgacct 
gaaaagactt
   142861 gacgctgtaa atcaaaataa aggtttcggc cttcatgttg tagaataaaa 
atagcacatg
   142921 taaatggcac accaacaatt aaaatgacta agctaatcat aactgtagca 
tttaaattat
   142981 tacggttttc accaaaaaaa tgctgaattc ttaaataaat cggccaagtc 
atgtaggcaa



   143041 taatggcagc ccaaagtaca ggtacaataa agtacttcag gatgttaaat 
cctaaaaaga
   143101 tcaggataaa aaacagccca aacaataaaa cgcgctgtaa agtaggagcg 
tatggatgca
   143161 cgaacaaaat tctctaattt ttaaaataga ataaggtcat attaactgaa 
aaatgacctg
   143221 agacaaattt taggcaggcg tgctcatttc tgcatcttgc ccacctaaaa 
tagagagatg
   143281 gttttagaac cattcagatt tatcttcaat cagtttattt aaaagaggct 
gccactggct
   143341 ttgaattgca ataaagttct tttgtggttt atcaaataca cttaaacctt 
gcattgctaa
   143401 actgccataa gcactacgct ctgcaatcca tgcgataggt tcatgttcga 
ttttttcaaa
   143461 aaattgctga atatcttttg agctggcgct gttcggttta actcggtttg 
caagtagtaa
   143521 aatttgtact ttacctttac gaatacgttt aatatcctgc aaatgcttga 
gaaaacgtcg
   143581 tgtactgtcg atatcgaaaa atgaaggctg aagtggagta ataatcgcat 
gggcttcgct
   143641 gactaattgt tcagcatgat cacctgaaag agcacccggt gcatcaataa 
ttaaatagtc
   143701 taaattttta ggtgcatcac caattgattt ttcttgacgc cagtcgaggc 
tttgaattac
   143761 agctacgtta tctggacgtt gctttaacca ttgtaaggaa gatttctggt 
tgtcagaatc
   143821 tgccaatgct actttatatc ctttttgtgc caaagctgtt gccaacgtaa 
tggctgtcat
   143881 ggtttttccg catccgccct tttgatttgc aataagtatc gttttcataa 
attcagttat
   143941 attcagcagc acacttgttc tacttatacc ttagcatctt tttatgtgaa 
gtagatgact
   144001 gcctttgaca aaagtttaag ctactcccta attttagata tgattgctca 
tctatcgcga
   144061 tgatgtgtat ttgttaagga aaatttatgt ccgtatggct ggccatgctt 
attggtgctg
   144121 gtattggtat tattatcacg acgcttattt tatcaaatac ccgtaatggc 
cgaatcaagg
   144181 ctgaatacga gcaatatatt gccgagttgg agcttgagca tcaacaagcc 
cttgcccaag
   144241 cacaaaagag aagtgtaaat acgagccgcg ccgtattaaa aggaaaaatg 
gcagaacaat
   144301 ttgcgccagt cttgccggaa tttcagtatt tgccaagtga tgccaagttt 
atgggcgacc
   144361 cagttgatta tattattttc gatggctata ccgattttcg agatggagac 
ggaactgccg
   144421 atgatattca aattattttg ctagatgtca aaagtggagg ggcacgttta 
acaaaagggc
   144481 agcaagcaat tgctcaggca attaaggaag ggaaagttcg ctttgaaacg 
ttgagaatag
   144541 attttgaaga ttaataatct atttaattag gcacaaaaat agacgaaatt 
gatctgtatt
   144601 gttactaaat tccgatattt ttttcatacc ttagagctac cataaaacga 
agatctaatg



   144661 aatttgatct agcaatattt gaggtataaa gcgatgaaaa aacaacgttt 
gatgatagct
   144721 ttgctggcga ctttaggcat gggttcagca tttgcatcaa cctcgagtga 
atacaatatt
   144781 gccaatggct tgcttccagt tgaaaaagat caatcaattt ctgtattaca 
accatttcag
   144841 ggaaatttta ggattttagg ttcaaaaatt tatcacaatg atgagcaagc 
caaattttca
   144901 ccgattgatt atgcggtaag ttggggttta tttgctcaac ctgaaatcgc 
acgacatatt
   144961 tcagtgaaac aatatgaccg ctatttaaac tggaaaatag caaaacttcc 
tgtacccgct
   145021 gagcaagcga tgcagatggt atcgaatatg cacattattc ctgcaaaccc 
tgaaatcgcc
   145081 caacaaatta agcaagttaa acgtggtgat ttggtttatt taaaaggtga 
tctggttgaa
   145141 atcaaagata aagatttggt ttggaagtca tctttgaccc caactgatac 
cggcgatggt
   145201 gcatgtgaac tcttccgtgt tcaatccatt cactgggttg aaaaacaaaa 
tatttaaatt
   145261 aaaaaagcct tctttataag aaggcttttt attgcatgca gttaaattaa 
tgctgctgtg
   145321 aggctttcca gtactttaac tgattttgtg cttgtaaata gtcagcaagc 
tgtttgacct
   145381 gttcatcttt acttgcctgc ttatcactaa agttcttttc ttggttttcc 
caatattgat
   145441 agagtaagcc ctgaatataa cgaccttgtt cagtttttaa atcgaggtct 
tttaacatgg
   145501 tcaatgctga gcgcacatta tcaagcgtac gtttttgttc aaactctgcg 
gtgagtgtgc
   145561 cagcctcatg cattttcgct aactcatttt ccatctcgtc actcatttca 
gtaaagcggc
   145621 gatcgtaatc ttctagtagc gcaatatcat gggcatcatc cgcagtagct 
gggaatttct
   145681 tcactggtct ttcattgagt ttttccaaga cctggtcggt agatgaactt 
gtatgagatt
   145741 gttcagtctt tgctggctca tctgcttttt tacaagccgt caataatagg 
ctagagctga
   145801 gcaaagacat taagatgata tgaggcgttt tttttaacat agctttcaac 
cgaacctatt
   145861 ctctatgatt tgacgacgta cttttttgaa aatgatatgc atatgtaata 
tatggaaaaa
   145921 caatctgatc ttgtgggcct aacccagtaa aatcataaac aattttttca 
aactgagctt
   145981 tgagctgtag ttgatctttt tcagtcattg ctgcaataaa acttgttgaa 
agtaaccgtt
   146041 tactcaccac ttgttcgaca gtaccatgct gcgattgcga aaaagtattt 
aaattgtcaa
   146101 aagtaaataa atcttgctct tcaaaaacct ttttccacct ttcactatgg 
taacgaggtg
   146161 tatcaccttc gagtggtagt agaaaatccg ctaaggcttt tacccagtct 
gtaccttcat
   146221 cgcgctggtt ccaaacaagt cctaaatgtc cttgaggttt taatacccga 
tggatttcgg



   146281 tcaatgtttc tatgttgtca aaccaatgaa aagattgggc acaaatgaca 
gcatcaatct
   146341 gttggtcatt taccggaata ttgtggctaa aggcttgtat agttttaata 
tcaggatagg
   146401 cttgctgaag ctgttgtaac atctcgccaa ttggctctac cgcaataata 
ttggcatgtg
   146461 tctgttttaa gtaaggtaag aatttgccag tacccgatcc aagatcgata 
acagtagaat
   146521 tttcatgtat ttggagccga tcttgtagcc aacttactat ttctacggga 
taatttggtc
   146581 taacttgctg ataaagctca gcagcagagc tgaagccttt ttgagcggca 
ggatgtaagg
   146641 attgtgtcat attttgcgct ttttaatctg actggcatct ataaaataag 
atactccgca
   146701 atcataaatt ggcaaaacac ctattttgtt tcatttttga cgatgtatgt 
gggagtaaat
   146761 tttctttcgg tgtgagcatg gataagcaaa ttatttttga agacgaacac 
attagagcca
   146821 tttttttaca aggcgattct aatacattag ttctctcttt tggcgatttg 
attacccggg
   146881 cgagtggctt atctatcaat gctgaaaagt ctctaataaa gtaccaatac 
agtgttattg
   146941 gggtgatgcc aaaacaaaaa tcatggttcc caaaggccag tatggttgag 
ctggcaaaag
   147001 tcattttgcc tattattcag cgttttaaaa atattgtagg ttatggcggc 
tcaatgggcg
   147061 gctatgcagc aattaaatat tcgaatttat taaatatgaa tcgaatcatt 
gcatttgtgc
   147121 ctcagtattc aattgaccct gaacaagttg aagaccgacg ctatgctgag 
tttttcgatg
   147181 ctgtcgcgaa taaagacatg caaattcagc tgcaagatgt agatgcaagt 
cgtgaataca
   147241 ttattgttta tgacccttac ttttcaattg atcgcgaaca ttacttaaaa 
ataaaagaga
   147301 tcttaccaag tttacataca attcatttgc cttttacagg acatgaagct 
ttatctgtat
   147361 tggcaagctc aagcctttta catgatttta ttgagcatga atttgatgaa 
acgtatttct
   147421 atcaacaagt tcgtaaaatc aaaaaacaaa gtaagttcta ttatcgtaat 
gttcttgcaa
   147481 atgtgctgac ataccatgac agcatgttat tgaaaatatt gcgtcaaaat 
gactttcagt
   147541 tagatgaacg ttatttagac aatgcgctta agcaagcggt ctcacgtagt 
cttattaaaa
   147601 caaagcaagc tacagagcaa gattttcaga agcttggaat taaaattcag 
tatagccagc
   147661 aagctgaaaa ccctaaaaaa ggttttaaaa atcaatttaa tgcaatacta 
gtatttaatt
   147721 tgattaatct aaagcttgaa acctatgctg tagatgtagt gttggcaaac 
ccatcatatt
   147781 tgattccgat tgtggcagaa cacactgggg ttgttcagat tgagttaaat 
aatgaacttt
   147841 atttgttagg gatgaatgat cgaaaaatta ttaaattgtt taaacagggt 
gatgcactca



   147901 cttcggatat gagtccgttt gttattaagc aatattctga tttctttgcg 
ttaagctata
   147961 agcaattaaa tttaaattgt gatgaacaag gtgtatgtga ttacgttgaa 
agttccattc
   148021 agccatctca acagtttgta ttgaccagtt actaagttat ttcctcgatt 
aaataaagct
   148081 caaatctcga gatttgagct ttattttttg cttaaaaaat atttttttat 
caatttattt
   148141 gtatataaaa ttaaaagtca ttatttaaat aaatagtgtc tctaattttt 
aaataaagat
   148201 agagctaaaa gtaggtatag tgaattaagt gaaaaattat tatattttaa 
aaagtatgat
   148261 tttttaattt atataaatta aagaaatgat gcaagattaa ttaaaataca 
ataattaccc
   148321 taataattat taattgattg tttttaatat atattttatt tgattggcaa 
aagattgctt
   148381 aaaataactt cactattcaa agataattgc atatttattt ttttatccta 
aaatgatttt
   148441 ttactaaatt gtcgttacag ttttttatat gcaatcatta aattatcgga 
ataatgatgc
   148501 atcgcaacat ggaagttctg cacctttgaa acgagcaatg agtactcgac 
atttggtgat
   148561 gatctccctt ggcggtgcca taggtacagg tctttttctt gggtctggcg 
acgtaatctc
   148621 tcaagcaggt ccaattggcg caattatctc ttatttcttg ggcggtctaa 
ttgcctatac
   148681 cgttatgctg tgtctcggtg agctagcggt tcatgtccct gagtctggct 
cttttggtga
   148741 atacgcacgg cgttatatcg gtccaggtac ggggtatatg attacttggc 
tgtattggct
   148801 gacttggact gcaactttgg ggactgagtt taccgctgcg gccttgttgg 
ttcaggagtg
   148861 gtttccatct acctcggtgt gggcttggac tcttttcttt ggcgccttgg 
ttttctttct
   148921 taatgtaagt tccacccgct tatttgcaga gtctgaattt tggctggcgc 
ttgtaaaagt
   148981 aatcaccatt atctgtttta ttggtttggg gttactggcg atttttggct 
ttattcctta
   149041 tcaggggcat gaaacagcac cattgttcag taatttgact gctcatggtt 
ggttcccaaa
   149101 tggtcttttc ccaatttttg ccactatgct tatcgttaac tttgcatttt 
ctggcacaga
   149161 attaattggg gtggcggctg gcgaagctga gaatccagca aaaacagttc 
ctaaggcaat
   149221 taatgcggct atttggcgct tattgatttt ctttgttggt acgattgtag 
tgattagctc
   149281 actattgcca taccacctag caggtcttag tgcaaatgat gtgagcagta 
gcccatttgt
   149341 gactgtattt aattacattg gtattccgta tgcagaggat attatccgtt 
tcgtaattat
   149401 tacggcttta ctttcagctg ctaattcggg tctatttgct gcatcacgta 
tgatgtggtc
   149461 gctttcagca aaaaatcaat tacctaaaat tttcgcgaaa ctcacgccgt 
ctggaacacc



   149521 tattattgcc attattgtca ccatgtttgg tgctattcca ggattgcttt 
cagaacaatt
   149581 tgcaccagaa acaattttta aaaatttgtt gggtgttgct gcttttacaa 
tggttgtcgt
   149641 ttggattgca atttgtattt cgcaatttaa cttccgtaga cagtggtata 
agtcaggaaa
   149701 aacagtaaaa gatctacgtt tcgctgcacc actttttcct cttactccaa 
ttgtaggcgg
   149761 gctattctgt atagttactt gtatcagtat ggtatttgat ccttctatgc 
aagtgggctt
   149821 tatctgctgc attattttta tcttgctatg ctatgtcagc tatttcatct 
tttatcgtaa
   149881 aaaagatata gctcaaaact aagtcttttg ctaacttggt tgtgttgatt 
gaaggctcct
   149941 tatggggcct tttttcatgg gcgtaacttg agctttaaag tgagttttat 
atattttttt
   150001 tgaaaatgtt ttttttgttt tgataataaa agcaaatatt gacacataaa 
ttaaccactt
   150061 gtcggaatat tattaatagc taattattat aagtttttaa ataagtatat 
gtttatcatg
   150121 gttatttaat aaagagattg tttaaatatt tatatatctt tgttttgaat 
tagagaaact
   150181 gaataaatat tatgaaaatt tatagaaatt ttaagaattt tttgaaattt 
tttgttaatt
   150241 aagttgttgt tattaaatgg taatttttta atcattttta attttaatat 
ttttttaatt
   150301 tccataaaat aaaattatta tagtgtagtg tttttttagg tctggttact 
tttttattat
   150361 aaaaaataga gaaaattgat tattttttct ctgcttgttt attttaaaat 
gttctaaatt
   150421 aacttgctct gtgctatatt tacttaaaga ttttatgtct atatgaaggc 
ttgattaact
   150481 cgcttgagta gtgatgtgaa acttgcagta ttactgaaca atttttattt 
aaaaagacta
   150541 atggagggat ctatcgatta gtcaaaaata attttaggga cttatggttt 
ttttgtttca
   150601 tgaaccctag ttctttttaa ctcccaaacg gttatgtcac ctcttttgta 
cttatttcca
   150661 gtcgacttat ttgagttggt tgcggtggaa cttttgcttt tataaagact 
ttttataaat
   150721 ggcagatgag gcaaaagaat attgtaaaag atatcgatat ataaaagtaa 
atcgtacttt
   150781 tgatatcaca agatggaatt taaaaggtct aaagctttag aagagctgaa 
gattttataa
   150841 ataaatcaaa acattgttat tgcaaggttt tggttgctga ataataaaga 
ctgcagattt
   150901 atcacatctg agtctgtgta ggtagatagg aaaaaagatg tcagatcttt 
catacgtaaa
   150961 cgaacatagc gatgcatggc aaacttactt ggctcaaatt gaccgtgtag 
cgccatactt
   151021 agaacattta gctgattata tcgatacttt aaaacgtcct aagcgtgcgc 
ttattgtgga
   151081 cgtgccaatt gtaatggacg acggttcaat ccagcacttt gaaggctacc 
gtgtacaaca



   151141 caacttgtct cgtggtcctg gtaaaggtgg tgttcgttac catccaaatg 
ttgacttaaa
   151201 tgaagtgatg gcattgtctg catggatgac aattaaaact gctgttttga 
acttgccatt
   151261 tggtggtgca aaaggtggta tccgtgttga cccacgtaaa ttatcaaatc 
gtgaattaga
   151321 gcgtttaact cgccgttata cgactgaaat tggtcacatt atcggacctc 
aaaaagacat
   151381 tcctgctcca gacgttggta caaatgccaa tatcatgggt tggatgatgg 
atacttactc
   151441 tactagccag ggtcacacag tgacgggtgt tgtaactggt aaaccagttc 
acttaggcgg
   151501 ctctttaggt cgtgtgaaag caactggtcg cggtgtattc gttactggtc 
gtgaagttgc
   151561 tgcaaaaatc aacttaccaa ttgaaggcgc aaaagttgct gttcaaggtt 
ttggtaatgt
   151621 aggtagtgaa gctgctttct tatttgttga atcaaaagca aaaatcactc 
acgttcaaga
   151681 ccatactggc acaattttca atgctgatgg tattgatctt gttgcgctac 
gtgatcacgt
   151741 aaatgcaaac caaggtgttg gtggttttgc tggtgcacaa gcaattgcag 
atgaagattt
   151801 ctggactgca gaagtagaca tcattattcc tgctgcatta gaaggccaaa 
ttacagttga
   151861 gcgtgctgaa aaacttaaag ctaagttgat tttagaaggc gcgaacggcc 
cgacttatcc
   151921 taaagctgaa gatgtattgg ttgagcgtgg cattgttgta gttcctgacg 
ttgtatgtaa
   151981 cgccggcggt gtaactgtaa gttacttcga atgggttcaa gacatggcga 
gctatttctg
   152041 gagcgaagaa gaaatcaacg agcgtttaga caagttgatg gttcaagcaa 
tggatgacgt
   152101 ttggaataca gcgaacaaga atgcttgtac tttacgtaca gcagcttaca 
tcttggcatg
   152161 tgagcgtatc ttaaaagctc gtaaagaacg cggtattttc ccaggctaat 
ctgaggaaac
   152221 taccttttag gaaaggtggg ccgagcaaat ataaaggatg ttatagggtt 
atttgttcgg
   152281 tccctttttc taaatgaatt aaattaaaga cagtaagaca gattaaataa 
attaaataga
   152341 tactgaggta agcatggaac agccaatttc tgtaactcga agcaacttta 
atgactggat
   152401 ggttccagta tttgcaccgg caaatttcat tccggtacgt ggtgaaggtt 
cacgtatctg
   152461 ggatcaagaa aataaagaat atatcgattt tgcaggcggg attgcagtaa 
atgcattagg
   152521 tcatgcgcat ccagtggcag tcaatgcgtt aacagaacaa gcaaaaaaac 
tttggcacgt
   152581 tggtaatggc tataccaatg aaccagtact acgccttgct aaacaactca 
ccgaaaatac
   152641 atttgcagac aaggttttct tctgtaactc aggtgcagaa gcgaatgaag 
cagcattaaa
   152701 acttgcgcgt aaagttggac tcgacagcgg tgttgcaggt aaaagtggca 
ttgtggcatt



   152761 taacaatgct ttccacggcc gtactttatt taccgtttca gcaggtggcc 
aaccaaaata
   152821 ttcacaagac tttgcaccac ttccaaacgg tattagccat gttgcttata 
atgatttaga
   152881 agcagctaaa gcagtcataa atgaacaaac ttgtgcagta attgtggagc 
ctgtacaagg
   152941 tgagggcggg gttattcctg ctgacatcga atttttaaaa ggtttacgtg 
aactgtgtga
   153001 tcagttcggt gccttactta tttttgatga agtacaaact ggtgtaggtc 
gtacaggtgc
   153061 actttatgcc tacatgaact acggtgtgat tccggatgta cttacgactg 
caaaagcatt
   153121 gggcggtggt ttcccggtcg gtgcaatgtt aacaactgat aagttcgcac 
cgcatttttc
   153181 tgtaggtaca catggtacga cttatggtgg taatccgtta gcaagtgcag 
ttgcaggtgc
   153241 agtttttgag tttattaata caccagaagt acttgaaggt gtgaaacacc 
gtcatcaata
   153301 tttccttgat gcattaaata ctttaaatgc tgaatatcaa gtatttgatg 
aaattcgtgg
   153361 tcaaggttta ttgattggct gtgtactaaa agctgaatat gcaggtaaag 
cgaaagacat
   153421 taccacatgg gcaggcgaag aaggattact cgctttaatc gcaggaccta 
acgtggttcg
   153481 tttcactcct tctctaatta ttcctgaaca agatattgat gaagggattg 
ctcgtttaaa
   153541 aagagctttg gcaaagttgg ctaaataaaa aaaaggaaag ctagccatga 
tgattgtccg
   153601 tcatgccgag tttcgagacc ttgaagatat ttataaatta gcgggtaagt 
caggtgttgg
   153661 cctgacttcc ttgccacaaa atatggatac gctttcggct cgaatttcac 
gtactcgcaa
   153721 tactttaaat ggcaatgttc ataagagtga acagggatat ttgtttgttc 
ttgaagatac
   153781 cgaagctcaa cgtgttattg gtgtaagtgc aattgaggtt gctgtaggtt 
taattgaacc
   153841 ttggtacaac tttcatgtgg gaacacaagt acacgcttca aaagcattaa 
acgtttataa
   153901 atcattaccg actttatttt taagtaatga cagaacagga agtagtgagc 
tctgtacatt
   153961 atttttagat ccggagcgcc gtgaaaatca aaacggtaaa tttttatcga 
aaatccgttt
   154021 tatgtttatc gcagcattta agcaatattt tgagaaaaaa ctaattgcgg 
aaatgcgtgg
   154081 ctactctgat gaaaatggat gttcaccttt ttgggatgcg attgggcacc 
atttttttaa
   154141 tatggatttc tcaactgcag actatttaag tggtattggc caaaaagttt 
ttattgccga
   154201 gctgatgcca cgttttccag tctatgttga ccttttgcca aaagatgcgc 
aagaagtgat
   154261 tggaaaaatg catccacata ctttgcctgc ttatcatgtg cttgaatcag 
aaggtttacg
   154321 ttatcaaggg tatgtcgata tttttgatgc gggtccaact attgaagcca 
atattgatga



   154381 gttgcgtgca gtcaaagaaa gtcaactctt aaacgtcaaa attaccaatg 
aggcaacagt
   154441 gggtaaaaca caataccttg ttgccaatga taattaccac gactatcggg 
ccatgttatt
   154501 gaagcttgat ctcgtagata acactttaaa tttaacgcat gaacaagctg 
aaaaactcgg
   154561 tgtacaagaa ggtcacgctg ttcgtgtgtt atcactaaat cctatggaag 
tatcctgatg
   154621 tcaaactctt tatttataaa cggtgtctgg ttacaaggca gcggtacaac 
atttgtaaaa
   154681 actaacccgg ttgataacca aactgtatgg tcaggcgctg aagctacggc 
tagtgatgtt
   154741 gagaaagctt gccaagctgc tcgtacagca ttcccagcgt gggcgcgttt 
accttttgct
   154801 gagcgtgtgg cgattgtaga aaagtttgca gttttgcttg aagaaaataa 
aaagccttta
   154861 gcagaagtga ttagccaaga aaccagtaaa cctttttggg aaacattaac 
tgaagttcag
   154921 tcaatgattg gcaaggttgc aatttcgatt cgtgcttatc accaacgtac 
cggtgaaagc
   154981 tcaactgaaa tggcagatgg tgtggcatct ttacgtcacc gtccacatgg 
cgtacttgca
   155041 gtttttggtc catataactt cccgggccac ttgccgaacg gacatattgt 
tcctgcgtta
   155101 cttgctggta acacagttgt attcaaacca agtgaattaa cgccttggac 
tgctgaagaa
   155161 actgtaaaac tctggcaaca agccggtttg ccaaatggtg taatgaattt 
ggtgcaaggt
   155221 ggtcgtacca cgggtgaagc gctagctgcc tcacatgaaa ttgatggcct 
attatttacc
   155281 ggaagcgcaa acacaggtta tcacctacac aaacaaatgg cgggtgctcc 
tgagaaaatt
   155341 cttgcgcttg aaatgggcgg caataatgca ttgattatcg atgaaatcga 
aaatatggat
   155401 gctgttgtta acctcactat tcaatctgca tttgtttcgg cagggcagcg 
ttgtacatgt
   155461 gcgcgccgta tcttggtaaa aaatggtgcg caaggcgatg catttattca 
acgttttgtt
   155521 gaggttgcta aaaacttaaa agttggtcgt tggaacgatg agcaacaacc 
atttatgggc
   155581 ggcgtaattt catcggctgc tgcaacaaac atgatgaatg cccagcaaaa 
gttgcttgag
   155641 cttggtgcaa gaagcttgtt gccaatgaca cgtcctcaag aagacagctc 
attacttact
   155701 ccaggcatta ttgacgtaac aggtgtagcg ggtattccag atgaagaata 
tttcggtccg
   155761 cttaccacta ttcagcgtta tgacagtttt gatgaagcat taaaaattgc 
taatgcaact
   155821 cgttttggct tgtctgttgg tttggtttct ccaaaacgtg aattgtttga 
tgacttactc
   155881 attgaagcac gtgccggaat tgtgaattgg aacaaaccat taacaggtgc 
atcgagtgca
   155941 gcaccatttg gtggtgtagg agcttcaggt aatcaccgtg caagtgcatt 
ttatgctgct



   156001 gactactgtg cttggccaat ggcttcactc gaaagtgaaa gcttgacgtt 
gccagaaaaa
   156061 ttatctccag ggattgtgtt gccttaacac tagggaaaga aaaaatgaaa 
ggatatgaag
   156121 taaattttga tggtttagtg ggaccaacac atcactatgc gggtttgtct 
tttggtaatg
   156181 aagcatcgac caaaaaccgc aataatttgt ctaacccaaa attggcggcg 
aaacaaggct
   156241 tattaaaaat gaaagctttg gctgacatgg ggatgaaaca aggtgtactt 
gctccgcatg
   156301 agcgtccaca tgttccgatg ttacgccgtt taggttttac cggagatgac 
attagtgttg
   156361 tggctcaagc aatgcgttat tcaccagagc tactgtcatc tttaagctca 
gcttctccaa
   156421 tgtggactgc aaatgctgcg actgtttcac cttcggctga tagccaagat 
gagcgcgtgc
   156481 attttacagc ggctaacctg aacaataaat ttcaccgttc aattgaagct 
gaaactacaa
   156541 gccaagtttt acaagcgatc tttaaaaatg aacgtcattt tgtacaccat 
gaagctttac
   156601 cgcaagtggc tttgttcggt gatgaagggg cagcaaatca caatcgttta 
ggtggtgatt
   156661 atgctaaacg tggtgttcag gtgtttgttt atggtcaaca acatttaaat 
aatggtttac
   156721 cgggaccaaa acgttatcct gcacgtcaga cacgtgaagc gagcgaggcc 
attgcacgat
   156781 tgcaccgttt agatgaagca cataccgttt ttgttcagca aaacccggat 
gtgattgatc
   156841 agggtgtttt ccataatgat gtaattgcgg taagtaacca gcaggtttta 
ttccaccatc
   156901 aacatgcatt tttaaatcaa gatcaggcat ttgccgaaat tcgtcagaaa 
atggcaagca
   156961 tcggtgaaga ctttatttca attgaagtgc ctgaaaaccg tgtgactgtg 
gacgatgctg
   157021 ttgcaacata tttatttaat agtcagattt tgactcgtcc agatggtgga 
atgaccattg
   157081 ttgtgccaga agagtctcgc caaaatgctg cagtatggag ctatttgaat 
gacatgattc
   157141 aaatgggtac accaattgat gcaattcagg tttatgactt gcgtgaaagt 
atgcgtaacg
   157201 gtggtggtcc ggcttgtttg cgtttacgtg tagcattaaa tgaaaccgaa 
ttaaatgccg
   157261 taaatccaaa agttctcatg aatgatcaat tgtttatgac acttaatcag 
tgggtagata
   157321 aacactatcg cgatcgttta gcacaagaag atttggcaga tccgcattta 
ctcatggaaa
   157381 gccgtatggc acttgatgaa ctgactaaaa ttttaggttt aggttcggtt 
tatcctttcc
   157441 aaaaataatg aggaggtgac atgcaagatt ttctagcatt aaccttacaa 
ggtgagcaac
   157501 ctgcaacgcg cgagggaaaa caagcaaatt tttcttggcg ttggttaggt 
gagggacttc
   157561 ttgaatgtac accacatgcg cagtacgaca aagctgtcgt actgtcagct 
ggagtacatg



   157621 gaaatgaaac ggcaccaatt gaattgctat ctcatctttg caccgattta 
tttgctgggc
   157681 gtttaaagct tgcggtgaga ttattgcttg tattgggtaa tccctatgcg 
atgcgtcaag
   157741 gcaagcgtta tgtacatgac gatgtaaacc gtatgttctg tggtgggtat 
aaaaatctgc
   157801 ctgtaactga agaatctaag cgtgctgagg ttttagagca gactgttgcc 
actttctttc
   157861 aggaaagttc gagtcaggca aaacgttatc attatgattt gcacaccgca 
attcgggctt
   157921 cattattacc aacatttgct ttatttccat atcaaacaca tggctatgat 
gctgatttaa
   157981 cagcaagtct tgaagcagct gatttggatg ctttggttta tcataatgcg 
ataggtaaaa
   158041 cgtttaccca ttttacgagt gagaatttta aggcggcgag tgcaacttta 
gagttaggca
   158101 aagcattgcc atttggacaa aatgacttga gtcaatttgc ttcaattgat 
gaagtcattc
   158161 gtaacgtggt ttctgagcaa gctttaccag tgcgtaataa accaaaaatt 
cgtgtgtttc
   158221 aggtatctga ctctttaata aaaaaagatg aagagttcca cctgaattta 
tctgctgagg
   158281 ctcccaactt ttcaactttt actaaaggcg aaatcattgc gactcaacct 
tctggtaact
   158341 atgtagttga acaagatcag gtctggattt tatttccaaa cccgaatgtg 
aagattggtt
   158401 tacgtgcagg cttggtttta actgaaacaa tctgaatagt taattttaga 
caaataaaaa
   158461 agggcgatga atcgcccttt tttattgcta acttaattag ttagtaccga 
aaagaccttt
   158521 aataaaagat ttcttttcgc ctttttgtgt agtcgcttga gcgcctgcat 
ttacgtttgc
   158581 atttgcatta ataccagcaa cattaacacc aacgtttaca cctgtttgag 
cgttaactcc
   158641 atgagccggt tgagctgcat ttaattttgc ttgagcatca gctttagtgt 
cagcaacgaa
   158701 ttctttttgc tcagcttgat tttgtgctac acgagcttta acagcatcta 
cgcgtgcttg
   158761 agcatcggcc tgtttttcag cagtaaattc tttttggtca gcttgttttt 
ctgctacctt
   158821 agtttttaca gcatcaagat gtgcttttgt atctgcttta gcttcaactg 
ctaggttttt
   158881 agtgccagtt gcagccttag tcgctaaatt ttttgtacct gtagcagctt 
cggtagcaaa
   158941 atgtttagta ccagttacag cttcacttgc tacatgttta gtgccagtag 
cagctttaga
   159001 agaaagttca gttactttac ctgttgtttt ttttgtagct ttaacggttg 
tgtcagcagc
   159061 tacatgacca gcatgttttg ctgtgttccc tacagtatgt gcagtatttt 
tgactgtatt
   159121 ggctacgcca ctaacaagac cacctggttg tacgttgact tgagcagatg 
cacctgcatt
   159181 aacgcccgca ctttgtgcaa aaatagaggc agaagcaagt acacttgcag 
taacgatagc



   159241 tgttttcatc attttcattg cgatatcctt caaagaatat acccttttag 
tgaggtattt
   159301 cataaacgca atcgcatcat agctaaggaa atatgagctt gggaactcac 
ttcatcaaaa
   159361 cgttacaaca gtgttacatt gagtaaacag actagggata aattgtgaag 
attaataaaa
   159421 attaataata aagtgaaaaa gaacatttat tttttagtta ttcttattaa 
gctggtccta
   159481 ttttcatctt acagcttttt aaccttcatc tcctaaattt ttctatcgtt 
gttcatgtga
   159541 tacatgccta tatctataaa tgtgatgtag ttctcgttat ttattagagg 
aaacggcata
   159601 ataattgctt attatgagaa tagggtgctt tttagcactt ttttgaacct 
tattctgcca
   159661 gaaatataaa cgtaaagggc agaactgtat ttttgcttat tcgagaaaag 
atattttagc
   159721 ttttctcatg tttatacatt ttatgaaata gaaatttcac atgaaatgta 
actcaagaaa
   159781 tgtctcttta tttcgaataa tcaaaaataa atatagatgt ctataaacaa 
aagaacagag
   159841 atcttaaatg atgaaaatta tagcttcctt acttgtaata gtcggcttga 
tcgccgttgt
   159901 tctttatttc aaacccacaa gcggtgcatc tgatgtattc aattctgctt 
tacatgagac
   159961 gaattcacca caaccagata cttcatcttc cctttctaaa cttaaggagc 
ctactcaacc
   160021 taaaaacgta tctttaaatt caaatcactc tcaatcggta tcagcagata 
ccgttccttt
   160081 ttatgacaca aaaagtgatc cttcgattca accgattgat ccagaaaaag 
atccagcaaa
   160141 tgaaataaaa gcgaaataag caaattgtta gttgaaaaac tacggagaaa 
aataatgcaa
   160201 agtaaaacgt tgtttctatt aggtctatgt acaattttca gtacaactgc 
gtccgctctt
   160261 cctttggact ccaaaggggc caaacagcgg ttaactcaag cagcaaaaca 
aaaagtattc
   160321 caaggtaaaa tagatttaga tgccttggtt agtaatgatt caaacgattt 
aattgtcgaa
   160381 tacaatattc cttcatcgag cgtaccttct ggtttagaac ggcgaagtta 
tattgctaca
   160441 aataaaaaga atcttcagac aaggtttaat cgtgccggcg gtgtacaagt 
acttcgggat
   160501 tacaataacc tgcctttagc tttttatcgg attagtaacc gtgaggcttt 
agtatcttta
   160561 ttaaatgatc cgaacgttaa agcagtttat ccaaaccgta ttaaccgtac 
tacaactact
   160621 gaaagtttgc ctttgattaa tcaaccacaa gccaatacca atggttttac 
gggggaggga
   160681 tctagtgttg ctgtgctgga tacaggggta aattatctac attcagattt 
cggatgtacc
   160741 gctgtgaata ctccatcaag tacttgccgc gtggtttatt cttttgatag 
tgcaccagat
   160801 gatggcactt tggatgatga tgggcatggc agtaacgttt ccgctattgt 
gtcgaaagtc



   160861 gctactaaaa ctaaaattat tggtattgat gtatttagaa aggtcagatc 
gcaaggtaag
   160921 tgggtaagca ccgcttatga tagtgatatt ctcgcgggga ttaactgggc 
tgtaaacaat
   160981 gcacaaacct ataatattaa agcggtgaat ttgagccttg gcgtgccagg 
agtcaaatat
   161041 acctctgagt gtagcgatag tagttatgga acagcatttg ccaatgcgcg 
agctgctggc
   161101 gtggttccgg ttgtagcctc tggtaatgat gccttccctg acggcatttc 
atctcctgct
   161161 tgtgtggcag gggcagtaag ggtaggtgct gtttatgata gtaatattgg 
tggtgtgtca
   161221 tggggtaacc ccgtgaaatg ttctgaccca actacagcag cagataaggt 
agcctgcttt
   161281 agtaatgggg gaagccttgt gactttattg gcgccgggtg caatgattac 
cgcaggtggc
   161341 tataccatgg gcggtacctc tcaagcgacg ccacacgtgg caggcgcgat 
tgctctattg
   161401 agagcgaata gtgtgagtcc aactgaaagt atcgatcaaa ccattagtcg 
gttaaaagct
   161461 acgggtaaac ctattactga ctcaagaacg ggcttggttt tcccacggat 
tgatttactg
   161521 gcggcaacca atggtttaac cgttaactaa atagcatatt tataattttt 
tattaggtcc
   161581 aaaaaattta aatggctatg gctcgttgca aaagataact tctgcaacga 
gtttttttat
   161641 gaaaaagcct taatcacact ttgctaagtt gtctttacta aaattacttt 
gaagtttttt
   161701 gaaattattt tgaatttcgg gatcttggat attaaaagtg gtagagcttt 
tggttgtcga
   161761 attggtcgct tgacttaata tgccagaaga gtctggatat tgttctgtaa 
atgattgagc
   161821 tgaaatcaga cctttattat taaaaatcca atgttcagtt acttgtccac 
cacctaaata
   161881 acccgtaaat tcaatcatac aagcttgctt atcgtgttta atgagcttgg 
ctacattgcc
   161941 tgtggtggtt ggataagctt cgatattggt atcttgttct aaaacttgtg 
cctgaggata
   162001 agaagaaaga ggtgcggtag ttgcacatgc agttaatgct aagcagcaca 
gggtagaaaa
   162061 gagaagtttt tgactgttca taaggcaggt tcctagctct ttgtagtgga 
tgtatgtctt
   162121 ttttaaagtg tgtttctttg gaagcgcgat atgatcgcgc taatctggtt 
taatcttaat
   162181 tggcagtcgt actagattta cttagctcac cttgttcgat tggaatattt 
tcaccgtttc
   162241 tactgctggt gatattttgc ttagcttgtt ctattttctg ttcagtaaat 
actttggctg
   162301 tatccgcttt ttgttgaaca acttctgctt tttcggcggt aaattctttc 
gtatctttcc
   162361 atttttcact aattttattt gaagtttttt cagaagcgcc ttgaatagaa 
tctcctaaat
   162421 tttgaattcc ttttcctgtt ttgtataaca gtacgcggcc taagcttgga 
ttatcgccat



   162481 aaggcattgt cttagaggtt gcttcattca cttgttgagg ttgaggtgtt 
tcagcaaaga
   162541 gagatgatga aaccaagata gagcttgtaa tacataaaat ttttatggct 
ttcattttgg
   162601 attaatctcc ccaatgacta tcaaaatata gatagctgat cttactgtta 
aaaataaatc
   162661 ttgtgcagac atgagataaa acccatacga tttgattacg agaaatcatc 
atttgaaggg
   162721 aatagcatcc ttacccaaat gctttataaa caaaactcag acttaatcaa 
ttctataaac
   162781 atgtctctcg ctttatggtt actcacattt ttatgccaga aaaaatgatt 
ttgcataaag
   162841 gcaaggtatt cgaatttata actttgaata tgcgctaaat ttttatattg 
ctcataaata
   162901 ctcttaggca ctaacgccac gccagaaccc gcactgacac acccaataat 
ggtggcgtaa
   162961 ctggtaatac tggtgatagg gagagagata ttcttcagtt taagccattc 
ttcaagagct
   163021 gcgcggtaag gacagccttc agtccacata aaaatttctt taccaatcaa 
atcttcttgg
   163081 caacgaattt ctcccaaaga gtgagatgca attaagacca tgtcttcttg 
ataaatactg
   163141 agtttattca gcataggaaa ctcaatattg cctgcaacaa ttgctccatc 
aagtttgtgc
   163201 tgagaaatat cgactagtaa ctgtttccat gtgccagtaa taatttgaat 
agaaacttct
   163261 ggataacgtt gatgatattt tgcaagtaag ttgggcaggc gagttgtggc 
agaagattca
   163321 attgctccaa tttttagtgg gccagaggga ggtgcatctg gatgaatact 
ccgtttcgct
   163381 tcatcgcata gcgctaaaat tttatggcaa taatcgagaa agatttctcc 
tgatggggtg
   163441 agttttaaag ctttaccttc acgataaaac agcggtgcgc ctagttcttc 
ttcaagttgc
   163501 ttaatgcgtg tagtgatatt ggagggtacg caatgtagtt gtagtgatgc 
tttagccatg
   163561 gttccgcatt caaccacggt ttgaaacatt tttaactggg taatatccat 
atttaatcat
   163621 tcacttttaa tgaatatttg actcaatata agttaatttt attcaactat 
ctatacgcat
   163681 atgatgaaag agttccattt cattagtgca gatttaacat ggcaatttct 
cttgctgccg
   163741 aaacccagcc tccagcattt aagctttact tatgtattgc tgtaaccgtt 
ttttgttggg
   163801 gctattcacc tattggtgta catagtgctt tgcattcata tacaccgcag 
cacattgcct
   163861 tgcttcgctt tttgattgca tcggttttct tgctgctttt agtcatgaaa 
aaagggattc
   163921 agcttttaaa atggaaagat gttcctgcgc ttgccgtatt agggtttttc 
tctgtaacgc
   163981 tgcatcattt gcttatcaat acggggcagc aatatgtaac tgctgtcgct 
tctagtattt
   164041 tgagtcaatc tattccgcta ttcactttta ttatttcagc tttggttttt 
aaagagcata



   164101 ttcggttcaa acagtggttg tgtattttgc tagggctttg tggcgccgtg 
ttagtggtca
   164161 gcggagatca tggttttggt atgccgagcc cttatagttt gttgattgtt 
ttagctgcaa
   164221 tcgcctgggg gatttatttt aatttatata aaaaatttgc cttaaattat 
gatgccttga
   164281 gcatgatgtg ctacatcatt tggttcggga cccttccttt actattttat 
agtgctcatt
   164341 tacctagtga aattttacat gctacttggc aggccaatat gtcggttgtc 
ttattaggtg
   164401 tttttccaag tgcgatggct tatgtacttt ggggctatgt acttaaaaat 
atgccgttaa
   164461 cgattgcatc gaattttttg tattgctcgc cgattgtcgc catgagtttg 
gcggttcttt
   164521 tcttaaatga aaaaccatca atgatggtgc tgctaggtgg agtaattatt 
gtggggagtt
   164581 tggtgtggat gaattggggg agaaagaaag gggtgtgatg ggtacccttc 
tcctttccta
   164641 ttaatggttc caatcctgtg tacgaatacg accagtttga taatagatag 
atacaagctc
   164701 aataaaattt ttgaagtcag cattttcatt cacaatacga ttaatagatt 
gccaatcaac
   164761 ttctgttcgt ctgcgtgcgg gcaataaaat ttcactttca gttgggtttt 
ctggtgttaa
   164821 taaaatgaca ccaataccgt gtaatgcaga taacatacgg agttcatctt 
caacatcact
   164881 tgtagaaatc gaggttgcaa ctaaatatcc ttcatttgcc cagcttgagt 
tacttacagc
   164941 ttgaaagaag ctactacgaa tatttgtgct attgagttct ttttttactt 
caaatgacca
   165001 taagcgaaca ttttgtccag aaccgtgttt aacgcaactt ttaactggtt 
cattccagtg
   165061 tctgtctaaa ggttgcatgg caacaatatc gggatgcaac cattgattac 
cattttgtcc
   165121 tcgagaattc ttagatcgtt tttcatctat tctgaggcaa tataaattga 
gttctgactt
   165181 tagaaattcg gtaagaatag ggtataaatc atgctcagat aaattcccag 
actttataat
   165241 tggcaaatta atttcaggtt ctaaactgtc taaaagagat tcgctaatat 
ctgaatttat
   165301 attatggttt gcttcataaa ttgtgtgggg atcaaaccag aattgtcttg 
gccgaggttg
   165361 atcttgtagg tgaatatgtg gggatatttt tagaatattg gtttttgctc 
cgctactaat
   165421 ttcacggaca atttgttgta agaagtctgc ttctgattca aaacgattat 
ttttcctttt
   165481 ttggtcataa tcttctggat atttttgaat gatagattcg gcaatctctc 
gtgcattaaa
   165541 ttttttattt ggatacgttt ttaagaattc tgcgactttt tgcgtttgtg 
ataacttaga
   165601 catacttgag tagatctgtt taaaaagaaa accccactat tattagcagg 
gtttctaagt
   165661 tatttcaatg aattacagag cttagccttg caacacactc acatcagcaa 
cagcagtaaa



   165721 caagttacgt aactgagcta ataaacgtaa acggtttgct tttaggtcag 
catcgtctgc
   165781 cataaccatt acaccatcaa agaatgcatc aatcggcgcg cgaagtgctg 
caagcttaga
   165841 aagggcagca gtatagtcct ttgctgcaag taatggttca accacaggtg 
tcactgcttg
   165901 aagctcagca aataatgctt tttcagcatc ttcaaccaag ttcgcttcaa 
cgacagaacc
   165961 ttctggtgct gcttcttttg caagaatgtt agcaacacgt ttgtttgcag 
cagcaagtgc
   166021 agcagcttca ggtaatgtac ggaagtggtt aacagcattt acgcgcttgt 
caaaatcaag
   166081 tggagatttt ggtgcaagag cttgaactgc ttgaaggacg tcaacagcaa 
cgccttggtc
   166141 ttcatactta gcacggtaac gaccttccaa gaacgcaaca gcatcagcgc 
gagttttgtc
   166201 atggtcttta acgatatcgc cataaccttg aagcgcaaga tttactaact 
cttcaattgt
   166261 tacgtctagc tcattttcaa taattaaacg taagataccg attgctgaac 
gacgaagagc
   166321 aaacgggtct ttagaacctg taggcgcttg tccaatacca aaaataccaa 
caagcgtatc
   166381 taaacggtca gcaagggcaa tagttgtacc tgttttggtt tttggtaaaa 
catcacccgc
   166441 aaattttggt aagtattgtt cacctaaagc ttctgaaact tcagtatttt 
caccttcaat
   166501 acgtgcgtag taagtacccg caataccttg aagctctggg aattcaccaa 
caagctcaga
   166561 ggttaagtcg catttagcaa gtaatgcagc tttttcagca tcagctgggt 
ttgcaccagt
   166621 gattgaagat aatgcaactg caagttttgc aatacgtgtt gatttgtccc 
aaagcgtacc
   166681 aagctgtgct tggaatacca tgtttgctaa tttttcttta cgagatgcaa 
gcggttgctt
   166741 ttgatcttgt aagaagaaga attcagcatc agacaaacga gggcgaacaa 
ctttttcgtt
   166801 accttcaata atttgagtcg ggtctttaga ctcaatattt gaaacagtaa 
tgaagtaagg
   166861 ctgcaattta ccttccgcat tgatcaaaca gaaatatttc tggttgtctt 
gcattgtcgt
   166921 aataagagct tcttgaggaa cagctaagta gcgttcttca aaagttgcac 
gtaaagccac
   166981 aggccattca actagacttg ttacttcatc aagtaagtca gctggaacaa 
tcgcagttgc
   167041 attcacttca tcagctaact ttttcacttg ttcttgaatg gttgcctgac 
gcttttcaaa
   167101 gttcgctaca acatatgctt tttctaacgc agctaaatag tcatttgcat 
gcgctaaggt
   167161 cacagcttca ggtgcatgga aacggtgacc ataagtcaca ttaccagctt 
tgtgatcttg
   167221 aatagtcgcc tcaataactt ggtcatcttt gagtaagaca acccatttca 
ctggacgtac
   167281 aaattcggta cggcttgcag cagaacgcat gcgcttagca attggtaaat 
tatctaacgc



   167341 agtttgtaaa atctgtggaa gtaaagcatc aaggctttga cctttcacat 
cttttaaata
   167401 gcaaactttt tcaactttac ctgcttggaa agtggaaagc tgatcaactg 
taataccttg
   167461 accacgcata aagccttcga gtgctttagt cggtttgcct tctgcatcgt 
aagctgcttg
   167521 aacagcaggg ccgtcaaaac gtttttgtgt atccgcttga gcagcatcta 
catctacaat
   167581 tttaagcgct aaacgacgtg gagcggcata agcttcaaca gatgcgaagt 
ctaaacctgc
   167641 ttcatttaag ccttttacag tttctgcttg tagtgcatca cgtaacgttt 
ttaagctttt
   167701 tggtggaagc tcttcacagc caagttcgaa taaaacagta tgtttgctca 
ttagtttttc
   167761 tccgcctttg ctgcttcact ttcagcttgt gcttttagct gtgccaatac 
ttcatcacgt
   167821 aagtgtggtt ctgccattgg gaagccaagc tctgcacgtg cttgtacata 
actttgtgca
   167881 atagcgcgcg ccaaagtacg tacacgtaaa atataacgtt gacgctcagt 
tacagaaatt
   167941 gcgccacgtg catcaagcaa gttaaaggta tgagacgctt taaccacttg 
ctcataagct
   168001 ggaagtggaa gtttagcttc cattaaacgg ttagcttctg actcgtagaa 
atcaaatagt
   168061 tcaaatagtt tgtcaactgg agcgtattca aagttataag tcgattgctc 
aacttcattt
   168121 tgatggaata cgtcgccgta agtcacagta ccaaattggc ctttggtcca 
aacaaggtca
   168181 taaaccgagt caacgccttg aaggtacatt gcaagacgtt ctaaaccgta 
agtaatttcg
   168241 cctgttactg ggtaacattc aacaccacca acttgttgga agtaagtgaa 
ctgagtcact
   168301 tccataccgt tcagccaaac ttcccaacct aagccccaag caccaagagt 
tggagattcc
   168361 cagttgtctt ctacgaaacg gatatcgtga gtaagcgtgt caatcccgat 
tgcttttaaa
   168421 gaatcaagat aaagctgttg aatgttgtct gggtttggct taagtaccac 
ttggaactgg
   168481 tagtagtgtt gcaaacggtt cgggttttca ccgtagcgac catcttttgg 
acgacgtgaa
   168541 ggttgaacgt atgcagcatt ccaagtctca ggccctaaag cacgtaagaa 
tgttgcggtg
   168601 tggaatgttc cagcgcccat ttccatgtcg taaggttgta gtacgacgca 
gccttgttcg
   168661 gcccaatagt tttgtagggc aagaattaag ccctgaaatg tatcaatgtg 
cgagatggcg
   168721 cgactcatgt agcatccacg aatttatgag aaaaattgcc cctaagtata 
aggattttgt
   168781 gggggagtgg caaaggctta atgcggagga aattattgag gcggtaacta 
aaactttaat
   168841 atttccataa tcctgttggg gtaattgtta gccacatcat tttaatgata 
atatccaccc
   168901 gtaatctttt ttattgttac gataaaaaat cgcgaaaaat cgacttaagt 
ttcatttctc



   168961 ttccactaga aaatactcag tcgacacata tcccaatctt taagattcgg 
ccagcgttca
   169021 tcagggcttg agttgttatc aagcatcgtt aacaggtttt cacatttact 
gtgcctgact
   169081 tttcgatagg acgctttatg aatcgatctt tatttattat ctttgcaact 
attgctttag
   169141 atgctattgg tatcggtctt atttttccga ttcttccttt attactacaa 
gatatgacgc
   169201 atagtactca tattgctgta tatatgggta tattggccag tctctatgcg 
gccatgcaat
   169261 ttatcttctc tcccttatta ggagctttaa gtgatcgatg gggacgtaga 
ccagtcttac
   169321 ttatttcact ggctggttcg gcagttaact atctctttct aactttttca 
catagcctaa
   169381 ttttattgct agtaggtcgc attattgctg gaatcaccag tgccaacatg 
gctgttgcaa
   169441 gtgcttacat tgtcgatgtt tctcaagaaa ataaccgcgc aaaatatttt 
ggtttaatca
   169501 atgctatgtt tggtgcaggc ttcattattg gccctgtatt gggtggattc 
ttgagtgaat
   169561 atggattaag acttcctttc tttgcggcag ctatattgac agggcttaat 
cttttatttg
   169621 cctattttgt tttgcctgaa tcccgaaaag agactttgga gaacaaacaa 
ttatctacat
   169681 taaacccttt taaaatattt gctggtatta gctctattcg tggtgtactt 
ccacttgtta
   169741 ccaccttttt tatctttagt gccatagggg aggtatatgg agtctgctgg 
gcattatggg
   169801 gacatgacac atttcagtgg agcggtttct gggtaggtct ttctctaggc 
gcatttggtc
   169861 tatgtcaaat gctggtacag atttttattc cgagtcatgc ttcaagatta 
ctgggtaatc
   169921 gtaatgctgt gctggctggt attgcttgtt cttgtttggc tttagctgta 
atggctttcg
   169981 cccaaaatgg ttggatgatt tttgctatta tgcctatttt tgcgctaggg 
agtatgggga
   170041 caccttcatt acaagcctta gcttctcaaa aggtttctgc tgaacatcaa 
ggacagtttc
   170101 agggagtgat agcatctacg gtaagtatgg cctctatgat tgcccctatg 
tttttctcca
   170161 ctctttattt tcagtttcag gaaaaatggc cgggagcaat ttggttgagc 
gtgattttga
   170221 tttacctgat caccttaccg atcattttgt atagtacccg gccagtcgta 
caacaaagat
   170281 agtaatgtag agttaaactc tctatttatc ctaaatagag aagatctatg 
gcctactccc
   170341 ttagatcatt ctaatttaaa acgtcacttc atgacgccga gcgtacttca 
ctggattaaa
   170401 tttaagaatg cgaaatgata ttttttaaac gatgccataa atgagtcgtt 
tgatatgtct
   170461 gatcgcattc gggaaaaaac tacaaattct tgctgatgct gctaaatatg 
atgtgtcttg
   170521 ttcatcaagt ggcagtgatc gtaaaaacaa aaataaaggt ctgggggatg 
ccagtcattc



   170581 gggtatttgc catagctata ccgaagatgg ccgctgtgta tctctcttaa 
aaattctatt
   170641 tagcaatgtt tgtatttttg actgcgccta ttgcgtttca cgccgttcta 
atgacgtcca
   170701 acgtgcggca tttacggtgc aagaggttgt tgacttaacc attaattttt 
accgtcgtaa
   170761 ttatattgaa ggtttatttt taagctcagg catttttaaa tcggcagatc 
acacgatgga
   170821 gcgtatgctt caagtcgtga aaaagttgcg tcttgaagaa aactttaatg 
gttatattca
   170881 cctaaaaaca attccgggag catcgcctga actgattcat gaagcaggtt 
tatatgctga
   170941 ccggatgagt attaatttag agatgccgac tgagattggg ttaaaaactt 
ttgcgccaga
   171001 aaaatcacat caggaagtac aaaaagattt aggtttggtt cgtgaccggc 
tcattcaatt
   171061 gaaagatgag cgacaaatta ttaagcacgt gccgaaatat gtaccggcag 
ggcagactac
   171121 gcaaatggtt gttggcgctc atcaagagtc agaccaagat gttttgttta 
tggctgacaa
   171181 acactataaa gaatttaaac tcaaacgtgt ctatttttcg ggttatatcc 
caattaataa
   171241 cgaaaataat tacttgcccg cagttggctc tgcgcctccg ttgcttcgtg 
aaaaccgact
   171301 ctatcaaagt gactggctga tgcgttttta cggttttgaa gtcaatgaaa 
tcgttaatga
   171361 aaaacaccct aacttagaac ttgatgtaga cccaaaatta agctgggcct 
taaggcatcc
   171421 tgaacagttt ccggtagatt taaaccgtgc cgattaccag atgattttac 
gtgtaccggg
   171481 cattggtgtg aaatcggcca agaaaattgt gcaggctcgt cgttttggga 
aaatccatat
   171541 cgatttactt aaaaaactcg gtgtggccta ccaacgagca aaattcttta 
ttcgctgtga
   171601 agacagtcca aaattccaaa aagaactatc ttcaagtttt attcggcagc 
agattttaat
   171661 gcaaggctcg tcgaaatatg tgcagcagct ttcgccacaa ttaagccttg 
ggttttagct
   171721 atgtttaatg aggaagtcgc ttattatttt gatggttcaa tggttgggct 
gctgagctgt
   171781 gtttttcgtg catttcaatt taaagaatta caggttaggc tttgcttgaa 
tgatgcggct
   171841 caacatggcc tgtttgccga taaaattgag gtttcaaata atgagcaaca 
tgcagaacgt
   171901 gtttggtcag cgctacaaaa aaagctttca tcctcttcgt taagacaatt 
ttattttgcc
   171961 tctttatctg aatctttaga tgcctatcaa catttattta attactgtat 
ttatgtgttt
   172021 agtagccatt cttctgtaga aaaagattat tcacatccca gtgttttagc 
gattgcgcag
   172081 tggacgaaaa aagttggacg agagaagcat cggatggagg cttttattcg 
ttttaagaaa
   172141 accaaagatg agcttttttt aagtctggtt cgtcctgatt ttaatgtttt 
accgcttatt



   172201 cagccgcatt ttaaacggcg ttatcaagat cagcgttggc taatttatga 
tgagcaacgc
   172261 aagtttggcc tatattatga tttacgggaa atacatgaag tttcactcga 
agcctctgac
   172321 gttgaccgta atttaaaaaa tggaatgagc caaagttttc agcttgagct 
agatgagcaa
   172381 gaagtcttat atgaccagct ttggaaggat tattttaaaa gcgttaatat 
tacggaacgc
   172441 cagaatatta agcttcatgt gcaatatttg ccaaaaagat actggcgcta 
tttaaatgaa
   172501 aagttaattg aatattaaaa cattaaaata gtaagagcac attcaacagg 
ttttctgata
   172561 attgaaagat ataatttaaa tgcactttat gtggctttgg gcgtatactt 
ttgcccgtta
   172621 taaataacgg catatcccct aaggtgtact gtgagtgtta tacagccaga 
atggttacag
   172681 attttaaaac cgaattttaa ggttttaccc ctaaaagaac ggttgctttg 
tggcgttgga
   172741 gcgctatgtg gtttagcaat ttcctcatta attagctggt atgttttagg 
cggaattaat
   172801 gcttggtaca ttgcaccaat gggggcctca tctgttctct tatttgctgt 
acctaccagt
   172861 ccattggctc agccttggaa tgttattgtc ggtaatacat tagccggaat 
tattggggtc
   172921 gcctgtgcac agtggattcc ggatttaacc acggctttta gcgtggctgt 
gggttttgcc
   172981 atatttttga tgatgactac cgactccttg catccaccta gtggagcagt 
tgcgattacg
   173041 gctgtgttgg gcggcgctgc cattcataaa ttaggctttt atttcgtttt 
ttatccggtt
   173101 ctgctcaact cattacttct actcggtttt gctgtatttt ttaatcgatt 
gattgggcga
   173161 cattatccgg ttactgcaca tttaaatgag cgtagtaaag atccaacgcc 
cactcaaaaa
   173221 gtatcaattc agccaaaaga tattgagtat gcattagaac atcatactga 
actgttagat
   173281 atcagccagt acgacttaga aaaaatcatt ttagaagcgc aagaacatgc 
caatgaacgt
   173341 atggtgaacc aatatacctg tcaggatatt atgagccgtg atgtgattaa 
attgcatgaa
   173401 aatgatgata ttcatcaggc attagataaa tttaaacaag aaaatctcat 
gagtttgcct
   173461 gtagttaatg cagacaacca tttagtgggt actttggcgc tatatgaagt 
tgtggaatgg
   173521 tttaaagggg caacagatcc aagaaactca tggcagcatt acgtaagaca 
aattatgagt
   173581 cgtcgagtag ttactgtact gccaactcag ccgattcaag accttgtacc 
ttactttgtt
   173641 gagaagtctt ttaactatat tccagtggtt gaggaacgaa aactgattgg 
aatcattagc
   173701 cgtgcagata tgattgcggc tttacaacag cagttaaatc gtaaattgta 
attttaaaca
   173761 taaaaaaagc tacggttgat taggggatgc aaccgtagcg accaaaataa 
actaagtttt



   173821 ttaatgtatt tgttcttctc gtacagtgcg aacaggttgt tgataacctt 
gcacttgttc
   173881 tggctgtttt ttaggaatta ccaaccataa aactaagtac actaaaatcc 
ctggaaaagc
   173941 cgcgctcatt atcgaaacta acacgaaaat aatgcgtaat aaatttgcat 
tccaaccaaa
   174001 tcgttcagca ataccgccca ttacaccggc gatcatgctt tgtcggttcg 
agcgatataa
   174061 accagaattg gccatctaag tctcctcaaa tatataagtt acaaggaatc 
atttattcac
   174121 ttggttaata agaatatgga gccaatccga atgaattaaa ggttcacgaa 
actaaaaatg
   174181 gttaaaatat gtaaatggtt taaatcaatg aaagcaacat ctactaaaat 
gcactgtttc
   174241 ggggctgaaa gtgtttgtag cagcgatgat atcgttcctg aacaataagg 
ttgaactgta
   174301 gcattgctgt tgtatgtgaa tgatgtatat gtctttgaag tggtctggtc 
ttttaataaa
   174361 acatttgggt gtggcagcca tcttgtgtat ggggttaagt gcctgcgatg 
taaatcatgc
   174421 cgactctaaa gatcactccg cggtagcaac gacttctaga catgaagata 
gtttgattaa
   174481 aagcaccacg aaggttaaaa ctttagatga tgcagcaggg cgaactttct 
tgcctgaggg
   174541 cgttccagat caaacctcaa aactatccga agcagaccaa caatatgcag 
gccgttatca
   174601 cactcgtatt tcatgtgaag ataattttgc cgattgtgaa acaggcgagg 
cagaatatat
   174661 tttaaattta ttacctgatg gaactgcata ttggaatgtt gttcattttg 
gtcgtgttgg
   174721 tagtaaagat ggctcaaaaa gtgcggtcat caatcaatta tgtccttcct 
tgaaatggaa
   174781 ggtcgaacct gccgctcatg agttaacgat tcaatgtcct ttatcagatg 
ttaacttcta
   174841 ttttgatatt gatgcaaaac aaagattggt cgtaaattta gaaaaattat 
tttatagcga
   174901 ttttggtaaa aaccgtgagt ttttggaaca aaattatttt gttcctacaa 
aagcttatgt
   174961 acttgataaa gagtaaagcc aattttagca aaataaaaaa gagcgcaata 
tcaattgcgc
   175021 tcttttgatt ttagagtcta tagatcatta gtagtcgaaa ctaaagtgtt 
ccgctggtaa
   175081 tgaagtcagc gtacgagaag tcgttaccat tgattctgca tgaccttgag 
cacgtggtaa
   175141 taaacggtca aagtagaaat ctgcaacttt aatttttgct ttatagaact 
caggagtttc
   175201 ttggccatta cctgcttcta atttttcaga agcgacaact gcttgttgtg 
cccagaaata
   175261 agccatcatc acatagcctg agaacatcaa gaaatctaca gaagcagaag 
atacgatgtc
   175321 acggtcttta cgtgcagcaa gcatgatacg aacagttaaa gtgttccact 
gagcacaaag
   175381 ctttgttaag tcccaagcaa aacgacgtaa gtatttatta cgcgcatgtg 
cagcacagaa



   175441 ctttaagatt tcagcagtgt attcacgaac tactttacct tttgagctta 
acaacacttt
   175501 acgaccaatc aaatcgagtg cctgaacacc agttgttcct tcatacaaag 
tagaaatacg
   175561 ggcatcacgt acgatttgct ccatacccca ttctttaatg taaccatggc 
cgccgtacac
   175621 ttgcataccg tggttagcag cttctaggcc aagctcggtc aagaaacctt 
ttaagattgg
   175681 tgtatagaaa ccaagtttat cgtcataatc ttcaaatgca gcttggtcac 
cgcgtgtcaa
   175741 agcatctgtc attttgtcag caagctgtgc tgcgtagtag atcattgaac 
gaccaccttc
   175801 agcgattgct ttttgagtta acaacatgcg gcgtacgtca gcatggtgaa 
tgatcgcatc
   175861 agcaacttta tctggatctt ttttacctga aagggcacgc atagacatac 
gttctttggc
   175921 atatggtaga gcgccttgga aagataactc tgcatgggca ataccttgaa 
ccgcagtacc
   175981 aatacgcgct gtgttcataa aggtaaacat ggcatgtaag cctttgttta 
cttcaccaat
   176041 gaggtaacct gttgcattat caaagttcaa tacagcagtt gcagaagcgc 
ggatacccat
   176101 tttgtgttcg attgaaccac agcttacagt attacgttca cctacgccgc 
catccgcagt
   176161 tgggataaat ttagggacga taaataatga aataccacga gtacctgctg 
gtgcatctgg
   176221 aagacgtgca agcacaatat gaataatatt ttctgttaaa tcatgctcac 
cggcagaaat
   176281 aaagattttt gtaccagaaa tcttataagt accgtcagct tgtggttcag 
ctttggtttt
   176341 tacctgacct aagtctgtac cacattgagg ttcggttaag cacattgtgc 
cgctccatgt
   176401 accttcaaca agtttcggca tatacgtttg tttttgctca tctgtaccga 
attgcaaaat
   176461 agtattcata cagcctgaac ttaaacctgg atacatggta aatgaccagt 
tcgcagtacc
   176521 catcatctct gatttaatca ggtttaaaga cattggtagg ccttgaccac 
caaattcttc
   176581 aggataagaa agaccttgcc agccacccat tacaaactgg tcataagctt 
ctttaaaacc
   176641 ttttggcgtt ttaacttcgc cgttgtcaaa atggcaacct tcttcatcgc 
cagattggtt
   176701 aagtggagac agtacgtttt cacagtaatc tgctgcgcct tcaagaatca 
tatctactgt
   176761 atcaggatct gcactttcac catttgataa agttttgtag tgagcaggat 
agtctagtac
   176821 ttcattcatt aagaagcgga tatcgtgtag cggagcttta tatgctggca 
tggctttaat
   176881 cctaattttg aatcattgtg ggattatctg aatcgatgat ttgattattc 
actcgcatga
   176941 taaaaataca atgttaatcg cacccgaaag gaatgtcaga aaagcgaatt 
ttgtcgaaaa
   177001 taaatacacc tgaaattata atttctgcta aagtcgggac ttatactttt 
atgtgaaaaa



   177061 acaactaatt ttttttattt ttagcaagtt ttgttaaaaa gataaagcga 
taaggtttta
   177121 aaaaaggtta tgcatttaaa atatctcagt ttatgtttat ttagtttggg 
cttgacggca
   177181 tgtgcacaac acggcgtgcg tccacaggtg gcatctgcga gtttagagca 
aaaagccatt
   177241 caaagtgtta atgcgatgta tgaataccca agttatgatt atcgcggaaa 
ctttaaaatt
   177301 accgttgatc cttcacaaat aaagcaaaat gtaaaagctg agaatactgc 
taagctagat
   177361 gctgaattac aaaagaaagt tgatcaatat ttacgtgaac aaaaagttgc 
cttaagtaaa
   177421 gcacagaaac aaaccttata tgcggcgatt gcaaacgaac aaggtgattt 
gggactgact
   177481 tcctcagcac gttctgaaaa aattaatacc gtattattta atttgttaaa 
tgatcttcag
   177541 tttagttatg acggctcgat acattatcgt caaaaaatgg gttcatttaa 
tttaactgct
   177601 agatatgaaa aaccgacact tttagttcag gcaaaattgc caatggtgct 
tgatcttgag
   177661 aattataagt tttacataaa ttattttggt ttgatgccat atttggtcaa 
taaagataac
   177721 caaaataatt tagcttatgt tgatttctca aaatataaag ccttctttaa 
aaatgtcgat
   177781 cagaagaagt ttattgaata ccttaaagct tcaagtgctg tttcataccg 
attagctgaa
   177841 ccgcaaaact tacaacgtgt atcgttaact gaggctgatc gtaaagcagg 
ggcggttgaa
   177901 agaattcgtt taaagacgac ggttgaacaa ctgcttttag aagtagattt 
gtttgggcaa
   177961 gttaatgaaa aatatcttca aaaaagtgtt ttaggtcttg atgaggaaaa 
acttgctgaa
   178021 acgcttgccg cagagattgc tgcttctgat gcgaaaaaag gcactgcagg 
taaagaagaa
   178081 caaaaggttt cttctgatga cgccgctgct gttagccaac agttgtactc 
ccttgttaat
   178141 gctcatttag gcaatacctc tacttctgaa gatgaggaag tagagcctgc 
ttctagtgaa
   178201 gaggcgagtg atgtagctgt agcagagact gaacaaactt cagaaaatga 
agaagtagtt
   178261 gccttgacgg aagatcaatg tattgaatta aaatcactta aaaaaccggt 
cgctttaggg
   178321 gatattaatt attgccaaat ctacggtatt gatgttctag atcagagcga 
tacaagtatt
   178381 caaaaagcgc aaatcaagtc tcgtcaggac gctttaaagc aaacttttga 
agcttataac
   178441 caaaaccagt ttattaatga tgaagcattc aaagctcttt ggttaaaaca 
taaggatgaa
   178501 attgaacaag ctttaccgaa gcaaagaaac ccaatcacaa ttgatgtggc 
tttagatgac
   178561 aaaggccgtg cagtcaatat ggattacgat gttgattaca cgccagctga 
gtttaagcac
   178621 cgcttcaata ttaaagcaga tatgcaaatt ctgaattatg ggaaagcgac 
ttcaattgat



   178681 cagcagcagc ttaaacaagc taaatctgtg gctgaagcaa gtaaaggttc 
tatgctggaa
   178741 aactttatta aaggttttag tgaaaagctt gggcaaagtg atgtttcaga 
gcaccctgtg
   178801 ggcacacata gtgatgtaca agatttagat gcaaatctgg ctgtacttgc 
agataaaacc
   178861 tatgatgcaa cgcatgctta tgacaaaact tataaagcag tatttattgc 
caaattgact
   178921 gccgaaaaac cgtcatatat taagtattat tcagttcaac agctacaaga 
aattgctgag
   178981 gtttatgctt actggttctc tgatgaagat acatataatc ctcaaggaaa 
agccttagag
   179041 cgtattaccg ctttacagaa aaaacatcat cttgaacaag atgatcagtt 
tgaccacgag
   179101 ttaggacgtg ctgtagatca tattgtatta acgactatac aaggtaaaac 
agggtgtgaa
   179161 gcttggcaga agctacagaa gcaatataaa cagccagccc aacttttctc 
aaaacagtat
   179221 cagttagagt ttgaaaaaca aaatggtgtt tctgctgaag aaaagcatct 
gttatcagaa
   179281 acggctgata ttttagggaa tgtttatgtg gctgctcgta aaaaacagct 
ttcggaaaaa
   179341 acaattcaga acttaaaacc tgaacataat gaatttatcg attatgaaat 
tttccgtgag
   179401 gtttataagc aaatggttgc cgctagaaaa taataagtaa gataaaaaag 
aacctacata
   179461 tgtaggttct ttttttggtt tatagaaaat cttttaattg tggtcgtaca 
ttattccaga
   179521 tagagaaggc ttcaatagct tggcctacta acatgccaaa accttccgca 
taaggcacat
   179581 tacgctgttt cgcttgatca aggaaactag aaggtttgcc ataagccatt 
tcataggcat
   179641 atttaaattt taatttttca ggtagttgta aagcatcgcc tgaaagactt 
gccgaagttg
   179701 cattaatcac aatatcaaaa tcgccttcta aatcatttag ggaaattgct 
tgtaattggg
   179761 cttgtggaac tgctgttttt aagtcatcta caagttgttc tgcacgagct 
aaagttcggt
   179821 ttgcaatgac gattttttgg gcaccagcct gtacaagggg ataaataaca 
ccacgcgttg
   179881 cgccgccagc tcctaaaatt aaaatagttg tattttcaag attccattct 
aaagcttgaa
   179941 ttgcggcaac taagccttgg ccgtctgtat tgtcaccatg taatttgcca 
ttttccatcc
   180001 ataaggtatt tacagcttta gcaatttgag cacgatcggt taacacatca 
cataaagcaa
   180061 aagcttgctc tttaaaagga acagtaacgt tcataccact gccgccttct 
gcaaaaaaac
   180121 ttcgcatgct cgattcaaaa ccgtcaagag gagcaagccg tttttgatag 
tttagatcaa
   180181 cacctgtttt ttcagcgaaa gcatgatgca attcaggaga gcgtgattgt 
tcgatcggat
   180241 tgccaattac tgcaaactgt ttggtcattg ttatatccaa aattttaaaa 
tggcatgagg



   180301 cagatagagc ctgcactgaa tatttagcag gcctcactat aagtcaaaat 
agcacaagaa
   180361 aaaatatttg aatgaaggca aatggaaatc aaaaaaggag attctttagg 
gtggaagcca
   180421 aagaatcccc aaaacaaaaa attaggcgac tttttcttct aaacctaacc 
aatcacgagg
   180481 ttttaaatag taatcagtta aacgcttctc tggagagtct tcatcccatt 
cagggcgata
   180541 agaccatgca gctagattag gtaagctaac taaaatcgac tcaatacggc 
cacctgtttg
   180601 taatccaaac aacgtaccac ggtcatacac caagttatat tccacatatc 
tgccacggcg
   180661 gtaaagctgg aactctcgtt gagcctcggt ataaggctgt tcgcggtgtt 
tttcgaaaat
   180721 tggcaagatc gcatttaaat agccattacc tactgcttga atatatttaa 
agcaggtttc
   180781 gaaatcccag caatttaaat catcaaagaa taaaccgccc acaccacgtt 
gttcatcgcg
   180841 atgctttaaa tagaaatagt catcgcacca ttttttatgt tcagcataaa 
cattgtcacc
   180901 aaaaggctta cacaggtcat aagcggcttg gtgccaattt aaaacatctt 
gatcatctgg
   180961 ataaaatggc gttaagtcaa aacctccacc aaaccaccaa atcggatctt 
gaccttcacg
   181021 ctctgcaacg aataagcgga cattcgcatg cgaggttgga atattcgggt 
ttttagggtg
   181081 aatgactaaa gacacaccta gcgcttgagc ttttgcccct gcaatttgag 
ggtgacgttc
   181141 tgttgcagaa gcaggcagtt tactaatgtt gatatgtgaa aacatcacgc 
cgcctttttc
   181201 aatcactgta ccattttgca gtacacgtga acggccgcca ccgccttcag 
ggcgctccca
   181261 atcatcaatg ataaattctg ctgtcccacc accagctttt tcttgttgtt 
ctaaaccggc
   181321 acaaatacgg gcttgtaaat cgaggagaaa ttcgcggaca cgttgaatat 
ctgttgaagt
   181381 cggatgttgc ataatgaccc tcaaagatga tcgaaataga ttagatacat 
caaaacataa
   181441 atccataaaa aaagtaaggg attttttcta attcctgaaa aaatccctta 
aatataattt
   181501 ttaaattttg gacttgaaat caaaaatcat ctttttggta aaggtgatcc 
attctttcac
   181561 gtttggtttt taaatattgt tcattaaaag gattacgacc tacggttaac 
ggtacacggt
   181621 ctacaacgtt aataccttga tctttgagtg cctgaatttt caaaggatta 
ttggtaatta
   181681 actttacttc ttttactttt aagtgatcga gcatgatgct acacatatcg 
taacgacgtg
   181741 catcggcagg taaattcagt agtaaattgg catctactgt atcgtgtccc 
tgatcttgta
   181801 gggcataagc acgaatttta ttggttaaac caattccacg accttcttgg 
cgtaaatata
   181861 gaattacgcc ttgtcctgct tcattgatga gtttttgagt ggcttgtagt 
tgtgggccac



   181921 aatcacattt taatgatgca aaagcatcac ctgttaaaca ttcagaatgt 
acacggacta
   181981 aaacaggacc tgttggcgga ttttctaacc ctttagaaag tgccacatgt 
tcttcacctg
   182041 ttgctggatc ttgaaacaca gaaatattga attcaccaaa agcggtcggg 
agttttgatg
   182101 ttgcaatgaa ctctataggc acagattaac tcatctttta accgaaaacg 
gtttaaagta
   182161 tagcgtaatg ctgggagatt ggtcgaattg tcataatcat tttgcacact 
aaggttttct
   182221 tttttgtata aagaagacga taatagttga taaatagtca gattattcag 
gataatctgc
   182281 caaccatacc catactgtat gagagactgc tttgcatgat ctcgttcgca 
aatgtggctg
   182341 attgaaggtg acttcattcg attgtatgat cgacccattt tgacccagct 
taggatttgc
   182401 caggcttata aaggctttgc cacatatgtt gtataccgaa attccaactc 
aacgccctgt
   182461 tacgccattg ttagatgcga ttgatcatcc tcaacaatta cgtcagctcg 
agcatagcca
   182521 attactacaa gtggctgatg agttgcgtca atatatttta tatgcagcag 
gccagagtgg
   182581 tggccatttc ggtgctaacc tcggcgtggt tgagctgacg gtagcgctgc 
attattgctt
   182641 taatacacca aatgaccgtt tagtttggga tgtgggacac caagcatacc 
cacataaaat
   182701 cctgactgga cgtcgtgaac aaattacgac cattcgcgct aaaaatggat 
tggctgcttt
   182761 cccagccaga gaagagtctg tttttgatac ctttggggta gggcattctt 
caactgctat
   182821 ttcagctggt ttgggtatgt ctttggcacg tcgctatcag aaagacccat 
gtgaagtcgt
   182881 ttgtattgtg ggtgatggtg caatgactgc gggcatggca tttgaagcaa 
tgaatgatgc
   182941 tgttgctcat gatgcagatt taattgttgt actcaatgac aacgatatgt 
cgatttcttg
   183001 cagtacaggt ggctttgcca aacatttagc tgcaatttgg gaaaaaggtc 
atttagttaa
   183061 tgtcaatgaa catggtgaag cttatatcca gccacaccca aaatggacat 
ataactctcg
   183121 gttacaccaa tctgcaaccg atgcggcaga taatttattt aaagcaattg 
gttttgatta
   183181 tttcgggcct tttgatggac acgatgtcac tcagttggtt caggtgttca 
acgcgctcaa
   183241 aaaacgcaaa ggtccacgtt tagttcacgt ttataccaag aaaggtaaag 
gctttgctcc
   183301 tgctgaagca gacccgatta cttaccatgc gattggcaaa attaatgctg 
cttcgggcgg
   183361 gaaaacacca ccaaaatact ctgatgtgtt tggtgagtgg ttatgtgatg 
aagctgcaca
   183421 agatgagcgt ttgcttgcga tcacgcctgc aatgtgtgaa ggctcgggca 
tggttaaatt
   183481 tgcgaagcaa tttcctcagc gtttcttcga tgtcgcgatt gcagagcagc 
atgctgtaac



   183541 acttgcagca ggaatggcat gcgaagggct aaaacctgtt gtcgccattt 
attcaacatt
   183601 cctgcagcgt ggttacgatc agcttattca tgatgtcgca ttgcaaaatc 
ttgacgtgac
   183661 ttttggtatt gaccgtgcag gcttggttgg tgaagatggt ccaacgcatg 
caggtgcata
   183721 tgactatgcc tatatgcgta ctgtgcctaa tatggtgatc atggcaccga 
aagatgaaaa
   183781 tgaatgccgt caaatgcttc atacggccta tgcctataat ggcccggctg 
cggtacgcta
   183841 tccacgtggt gcaggtgtgg gcgtcgaaat ccaaaaagag atgactgttc 
ttgaattggg
   183901 taaagctgaa attgttgcag aaattaaagc aaacagtgat gagcagatta 
cggttttagc
   183961 atttggtagt cgtgtcatgg ttgctctgga agcagctgag caatttgcgc 
aaaaacatga
   184021 agtcagtgtg tgtgttgtaa atatgcgctt cgtaaaaccg cttgatgaac 
aaatgattcg
   184081 agacttggct gagcatactc atttattcgt gacagttgaa gaacacgcga 
ttatgggtgg
   184141 tgcgggtagt gcagtgaatg agtttatggc tcaagaacaa attgttaaac 
ctatcattaa
   184201 tttaggtcta ccagactcgt tcttgcatca ggcgacacat aatcaaatgc 
tacaagattg
   184261 tggtttagat gctaagggta ttttgaactc gattgagcga gcatggctta 
aggtaaatca
   184321 ggtggtttaa tacctcaata aaatttttcg aaacattttt tcccaaaaag 
cgtattcatt
   184381 tgctaaaatg gatacgcttt tatgcattat tctttgtcaa aatcttcaaa 
tttgtattgt
   184441 agtgggtgtt caatggaacc tatggtggtg atggctgcgc gtgcggctca 
aacagttggt
   184501 caagagcttt taaaagcgca tcaaaatcgt cataagctcg atttgcaagt 
tgaagagaaa
   184561 ggcattgatg gtcctgtaac acgtgtagat cgttatttag aacaattgac 
gattgataca
   184621 ttacgtaaaa gttataaaaa ccatagcttc ttaggtgaag agttcggttt 
gcaagagggc
   184681 aaaggccacg atgcagactg gtgctgggtg atcgaccctc ttgatggcac 
gcaaaacttt
   184741 attaatggtt tccctcattt ctgtatttct attgctgttc agcacaaagg 
tgttactcag
   184801 cacggcgtaa tttacgatcc agtacgtgac gaattgtttt ctgcaagtcg 
tggccgtggt
   184861 gcagtgatga accagcgccg tattcgcgta aatgtaaaag acagcctaga 
aaatacattc
   184921 ttggcagtag gtcaccctta ccgtgctaaa cgtgctggtg aaattgtgtc 
ttatgcagaa
   184981 caacatttcg catcactctt ggcggtaaca caagcgggtg ctcaaatccg 
tcgtggtggc
   185041 tcagctgctc tcgacttagc ttatgttgct gctggtcgtt ttgatggttt 
ctttgaactt
   185101 ggtttaaaac catgggatat cgctgctggt gagcttatta tcaaggaagc 
tggtggtgtt



   185161 gtggttgacg cacgtggtgg taatgattca cttgaaaatg gtcaagtgat 
tgcatgctca
   185221 ctgaaaatgt taaagccatt aatgcaaact gtagttcctg cttgggacaa 
agctgcaaaa
   185281 taatttaaaa agttatttct gagtaagacc ctctttttat agagggtttt 
actttttaat
   185341 ggtcggtaaa atacaaataa cagtagaaat accgagaaag ttgattaaaa 
cacatgactt
   185401 ttaaattctt tctgctataa tccgcccacg cacttaaatt tccgttcatt 
acctgaacat
   185461 tctgttctat tcattgtaag cgcacgctgt ccatagagag gaccatttct 
tgcgccccaa
   185521 tcgctcagcg attcttcagg ttgcggccgt aatcaagcgt gcgtttagtc 
cacatcgtcg
   185581 ttactcggat tgctgctgaa taataagatt cagctaatat ttgctttgcc 
gcttttgccg
   185641 atgtctattt gtatttatta aaaatggagc accctttggg gtggaactct 
ctatgagcaa
   185701 aacttttgcc gaattttctt tgcacgaaac cttacaacaa gctcttgaag 
gtttaggttt
   185761 tactaaccca actcctgtgc aagaacaatc tattcctgct gctttagaag 
gtaaagacct
   185821 tcttgtttct agccagactg gttctggtaa aactgctgca ttcttattac 
cgacattaca
   185881 taatttggca ggtcaagata ctttcgttcc gttcaaagaa cgtatgaaag 
cagtgactca
   185941 gcctagcatt ttagttttat gcccaacacg tgaattggct caacaagtta 
gccaagacgc
   186001 aattgctttt gtacgtcaca tgaaaggtgt tcgtattgct gcaattatgg 
gtggtatgcc
   186061 ttttggtaaa caaattcaac agcttaaagg tgctcaagtt gtagttgcga 
ctccaggtcg
   186121 tttattagac ttagttaacc gtcgtcaatt aaagctagac aaagttgatg 
ctttaatcgt
   186181 ggacgaagct gaccgtatgt tagaccttgg tttctctgaa gacttagaag 
cgatcagtga
   186241 cttggctgcg aatcgtggtc aaacgttaat gttctctgca acttttgctg 
accgtattat
   186301 tcgtcttgct gagcgcatga tgaatgaacc tgagcgtatt gcaattgaaa 
ctggtcacag
   186361 caccaatact gacatcaccc aaactttaca ctggacagat ggtttcgaac 
acaagaagaa
   186421 acttctgact cactggttgg ctgatgaaac gcttgaccaa gctgttgtat 
tcgcgagcac
   186481 acaagaagat acagatatgt tggctgaaga acttgcagaa gcaggtcatt 
cagttgttgc
   186541 acttcacggt gcaatgccgc aaacagttcg taaccgtcgt ttacgtagta 
tccgtgaagg
   186601 ccgtgcgaaa atcttagttg ctactgacgt tgctgcacgt ggtcttgacg 
ttccaacaat
   186661 ttcacacgtt attaacttcg gcttaccaat gaagcatgaa gattatgtac 
accgtattgg
   186721 tcgtacaggt cgtgctggtc gtacaggtca agcgattact ttagcgactt 
atcgtgaacg



   186781 cggtaaaatc cgtgcgcttg aagattactt agaagctcgt ttaaatgttt 
ctgaaattga
   186841 aggtttagag ccatctccac ctccagctcg tccacgtcgt gaaggcggtc 
gtggtggtaa
   186901 cggtggccgt gatggtcgtc gtggtggcgg tttcggcggt ggtcgtcgtt 
tcgaaggtga
   186961 aggtaacttc aaacgtcgtg aaggtggtcg tgatgatcgt ccacgtcgta 
gctttgatga
   187021 taagcctcgt ggtgagcgtc ctgctttcgg tggcgaagat cgtccacgtc 
gcgagttcaa
   187081 ctcagatcgt ccacgtcgtg aaggtggttt tgaagaccgt ccaaaacgta 
gcttcggtgg
   187141 tgaagaccgt ccacgtcgcg agttcaactc agaccgtcca cgtcgtgaag 
gtggttttga
   187201 agaccgtcca aaacgtagct tcggtggtga agatcgtccg cgtcgcgagt 
tcaactcaga
   187261 tcgtccacgc cgtgaaggtg gttttaacga taagcctcgt tttgattcaa 
atgatgacaa
   187321 tcgtggtaac cgcgtagact ataaaccacg tcgtgaaaac ggtttcggtg 
accgtccaca
   187381 acgtagcttt ggtggtgaag atcgtccacg tcgtgaaggt ggttttggtg 
atcgtccaaa
   187441 acgtagcttt ggtggtgaag accgtccgcg tcgcgcagtt cgcgaagaac 
actttaatca
   187501 agaatctcgt ggtgagcgcc gtcgtaaatt cgaccgttaa tctttaagag 
atttaaaaaa
   187561 aggccagttt acatactggc cttttttatt ttttagtttt gttataaaat 
aacaaagtgt
   187621 gaaacagttc aatgtttatt gtaataatgc gtaaaagtaa gcgaaaagag 
tcgcctttgg
   187681 catggttgag taaattctta tttcaacatg gtttgccata tctttttatt 
gcacttgctt
   187741 tgtgcaatgg aatttacttt gcctatgctt tattaactgg ccatttcgta 
gaccagtttc
   187801 aagttctcga tcaataaatt tcttttcaaa atctagctcc tattcctata 
ttagcttgtt
   187861 ttgcttttgt caaaattaca acaagattcc caaaattcag tgttatagta 
tgcgggcata
   187921 aaagtgcagg aatgattgcc attatgaata ataaaactcc tctctcgact 
caatcactga
   187981 ttgaagtgaa aaacttgagt tttaaccgag gggaacgcgt catttatgac 
aatattagtt
   188041 taaatatacg tcgaggccag atcacggcca ttatgggacc atctggtaca 
ggtaaaacga
   188101 ccttattacg cttgattggt ggacagcttg ttcccgatca tggcgaagtt 
ttgcttgatg
   188161 gcaaagatat tgctcaaatg tcacgtcagg aattatttgc agcacgtgcg 
cgtatgggaa
   188221 tgctgttcca gagtggagct ttatttaccg atatgtcggt ttatgaaaat 
gtcgcttttc
   188281 caattcgtgc gcatactaag ctttctgaaa atctcattgc agaactggtc 
gctttaaaac
   188341 ttgaatcggt gggcttgcgt ggaacagaac agcttatgcc tactgagttg 
tcaggtggta



   188401 tgaaccgacg ggtcgcttta gctcgtgcaa ttgcgcttga tcccgattta 
attatgtatg
   188461 acgaaccttt tgcggggcaa gacccgattg tgatgggtgt tttaacgcgt 
ctcattcgct
   188521 cattgcgaga ggcacttgat ttaaccacca ttattgtctc gcatgatgtg 
gcagagacgt
   188581 tgtcgattgc cgactatatt tatgttgtcg ctgaaggcag aattcagggt 
gaaggtacac
   188641 ctgagcaact caaggcacat gcttctccat ttgtaaaaca gttcttaacc 
ggttcggtag
   188701 aaggtccggt tgaatatcag tttagccacc aagcttattt agataacgag 
gttcgtccat
   188761 gaatacgatt gcctggttag gtagactcgt tattgagcgg attcgaggca 
ttggtgctgc
   188821 ggcacatatg ctcttgcaga ttattttttc atttcctacc aaaggtggtt 
ttggtcgttt
   188881 tgtttaccaa atgcaccgcg taggtgtgat gtccttactt attattgctg 
tttctggttt
   188941 gtttattggc gcggttcttg gcttgcaaat gtatagcatt ttggtcactt 
tcggtgctga
   189001 gtcgatgttg ggtacagcga tttcgttaac actactccgt gagcttgctt 
ctgtggttgc
   189061 tgcattgcta tttgcaggac gagcaggttc tgcattaact gccgaaattg 
gttcaatgaa
   189121 acaaagtgaa cagcttgcca gtatggaaat gattggtgtt gatcctttaa 
agcaaatcgt
   189181 atcaccacgt ctttgggctg gcatagtcag tttgccaatg ttaactgtta 
tctttgcggc
   189241 cattggtatt attggtggca agatggtcgg tgttgacttt ttaggtgctg 
atgaaggctc
   189301 cttctggagt ggtatgcaaa atacagtgcg tttcgggcat gacattttca 
atggcacgat
   189361 tattaaaagt attgtttttg ctttgatttg tacatgggtt gctgtttatc 
aaggttatgc
   189421 ctgtgatcca acacctgaag gtattgcaac ggcaatgacc cggacggttg 
tgtattcttc
   189481 attatgtgtt ttaggttttg atttcgtgtt gactgcggtc atgttcggag 
ggatttaatg
   189541 aaatcacgta ctagtgagct ggccgtaggt atctttgtca ttatcttcgg 
tatcgcttta
   189601 ttctttttag caatgaaagt gagtggttta gtgggcacga acttgagcga 
tggctacacc
   189661 atgaaagctc agtttgataa cgttaatggt ttaaagcctc gtgctaaagt 
gacgatgagc
   189721 ggtgtaacaa ttggccgcgt tgattcaatc acgcttgatc cggttacacg 
tttggctacg
   189781 gttacttttg atcttgatgg aaaactgaca agctttaatg ctgaacagtt 
aaaagaagtt
   189841 caaaaaaatg ctttagacga attacgttat agttctgatt atacgcaagc 
gactccagcg
   189901 caacaaaaaa caatggaaca gcaactgatc agtaacatga actccatcac 
aagtattgat
   189961 gaagatgctt atataatggt tgcaaccaat ggtttattgg gtgagaaata 
tttaaaaatc



   190021 gtaccgggtg gtggtttaaa ctaccttaaa cgtggcgata ctatttctaa 
tacccaagga
   190081 acgatggatc tagaagatct tattagtaaa tttattactg gtggtggcgc 
aggtaaggtt
   190141 gccgctggtt catcctcagc agaagaaaaa gctcctgcaa gtactgacag 
cagtgcacag
   190201 ccgtcatttg ttgagtaaga gattatttga aggagtggtt ccaggtgaat 
acgttgttta
   190261 aacaaaccct tacagcaagt attttgtcta ctatgattgc tggtacagct 
tttgctgcac
   190321 cttcagaagc accacctgac tttattaagc gtgttgctga tggcttgatt 
tctcgtttaa
   190381 aagccgatca tgctaaattg caaaataacc cagcattagt aaaaacaatt 
gtacgccaaa
   190441 acttagaccc gtatgttgat tcacaagcgt ttactcgtat tgtgatgggt 
acttatgcaa
   190501 caaaccaata tagtactgct gcacagcgtg ctcagtttga aacgaacttc 
cgtaatacat
   190561 taattgagaa ttacggtagt gcatttgcta agtatacaaa ccaaacttac 
acgatgcgtc
   190621 catacaaggc gacagctggt aaaaaccctg ttgtgacttt agattttaat 
cacaatggtg
   190681 aaaaaattcc tgtgtcgttc cagttggcag acaaaggttc gcaatggaaa 
atccgtaaca
   190741 tcaatgtttc tggtattgat ttaggattgc agttccgtaa ccagtttgct 
gcaactgtga
   190801 aacgtaatgg cggtgatttg aataaagcaa ttgctacgtt ccaacctgat 
gcagatgctg
   190861 ctgttaatca gaataaacaa aaataagtag gtgaagagtg gttcagtatc 
ttaaccaaga
   190921 gttagttgtt tcaggcaaaa ttgattttga aaatgctgaa caacaatacc 
aagctggatt
   190981 ggcaattatt aaaaagcaaa caagctttcc tttaattgtt gatttaaagc 
agcttgagca
   191041 tggtaatacg ttagccttgg ctgttttagt gcaatggcta cgtcaaactc 
cacaaaagtc
   191101 tggattacat tttaaaaatg taccggagaa gatgctgaaa atcattcaag 
cctgccattt
   191161 gcaagaagac ctacatttgg tttgatgagc aaagataaaa aagcacctaa 
atttaggtgc
   191221 ttttttatct acaaaatttg cgggggtaat ctctttaaat ccattttttc 
cagcggaaat
   191281 aaatgatagg tccaataaag aaaccaataa taattaataa aacgataata 
aagctggttg
   191341 taccgtgtgc gaaaggaagt acatccgtgt tcatcccata gatactggcg 
atcaacatag
   191401 gtggtgccaa catacttggt aatatcgaga atcgacggat cgtatcgttt 
tgttcagtgt
   191461 taataaatcc tgacgttgta tcaagcaaga atcgtacttt ttggaataag 
aaagcgtcat
   191521 gttcaacaag cgagcgaaca tcttcactaa gttctcgaat atctgcatcg 
tagatatggc
   191581 tacctaaagc acgtggacga gacaagaagg ttaaaacacg gcgcaaatca 
attaaacaga



   191641 gctgtgcttt cccaagcatg tcttcttgtt gtgccaagcg agtaatcatg 
tcatcaagat
   191701 ctaaaatctg ttcacgttga tggttattga gaacctcggt tgagtatttt 
tctagatcct
   191761 tgtggatatc ttccaagata tccgcaagct catctagctt tgcttcaagt 
aagcccaata
   191821 aaatccatgt tggatcttta taatccattt cgtagtcatt acgacgagct 
cgagcacgaa
   191881 aagcacgaaa ggcaactaac ttttcaccac gtaaagtaaa taagcggtct 
ttatgtaaga
   191941 tgaatgcaac agtctgcacc atggcaagca tatgggaaga atcttcggca 
tccccatcaa
   192001 cctgataatt tttatttttc gttaaaaaat aggtgctgat atgcaaaata 
ccgtcatcat
   192061 cacggtagaa tcgagcagaa gatgaaatgt cttctaacga ctttagtgta 
ggtaagttct
   192121 gattgtaagc atctaagacc cattgttgtt cttcttgaga gggtgcaata 
agatcaagcc
   192181 atactaattc gggatgtaga tcaaatccac cattgatggt ggcatcttcc 
agacttccgc
   192241 gttctgtggc ataaaaggct tcaagcatgt gtcttttttc cttacgcagt 
ctgatggaaa
   192301 ttgatgggtg tattttagac aaggatttgc cgaaaaacac ttgccaatac 
gctattttgc
   192361 aaaaaaaaac tctgtcgata gtctagtttg tcagcatgac agttcaataa 
aacggttttt
   192421 atactatgaa ttcaatttgt attttctgtg gttcatctct tggttcaaac 
ccaatctttc
   192481 aacaaattgc tcaattaacc ggtgaagcta ttgctaaaca aggtaaaaca 
ctcgtttatg
   192541 gcggtggccg ttctggttta atgggtgttg ttgctgatag tgctttgcaa 
gccggcgggc
   192601 aggtcattgg ggtaattcct cgtgctttag ttgatcgcga gttagctcat 
cctggactga
   192661 caaaattata tgtcgtcgaa aatatgcatg agcgtaaaac caaaatggca 
gatctgtcgg
   192721 acggttttat tgctttacca ggtggggcag gtacattgga agaaatcttt 
gaacaatgga
   192781 catgggcaca attaggtatt catcaaaagc cgtgtgcttt tctaaatgta 
gctggctttt
   192841 atgaagattt gcttaaaatg attcagggaa ctgtagataa cggatttagc 
caagcgcgat
   192901 ttgttgataa attgattgcc tcagacaaaa ttgaagatat tcttcaacaa 
tttgagcaat
   192961 atcaggctcc tgctccgaaa tggacaaatg ccgacgttca accataaatg 
aggttaaata
   193021 ggtgaaaaca attacggttg ccgctgcggt gatcttaaat gaacaaaatg 
aattattgct
   193081 tgtcagaaag cgtaatacac aagcttttat gcaggtaggc ggtaaactgg 
agccgaatga
   193141 ggctccggaa gctgctatac agcgtgaaat cttggaagaa ataggcagcc 
cgtgtgtaat
   193201 agaacagttt atagggcgtt ttgagacagc agctgccaat gaaccggatc 
atacgcttat



   193261 tagccattta tatttggttc gattaaaaca atctccacaa attgcagctg 
aaattgctga
   193321 aatgaagtgg gtgaaattta atgattccga gacaaaactc gcaccattaa 
ccaaagaaat
   193381 tgtaattccg tggtgtcagc agaacttatc tataactcta taattttaat 
atgatgtaga
   193441 cgaagcagca gctaggcaac tggcatgaat agatgtacac cctagctgtt 
ttagcgcctg
   193501 acttaaagcg tgaattgaac ttcctgttgt gattacatca tcaataatca 
gcacacgacg
   193561 ataacgccgt ttttcttgag tgagcgcaac aaattgctgt tcaatatttt 
caaatctttc
   193621 gagtcgagat aatccctttt gagaatgctc atttaagcgt tgtacaggct 
gccaaactgg
   193681 tatttttaat tgcttactca aaagattggc aagtaataag gattgattaa 
aaccacgttc
   193741 agttaaacgt tgtttagaaa taggcatggg tacaatcgct tgtaccttag 
gaaattttaa
   193801 ttggtgtaaa acttcagcga gtaaggtttg gtaatgtaat ttttgttcat 
atttaaactg
   193861 ctgaataatc cggttaattg gataggcgta gtgacaggcc acaagaacag 
actgatcatt
   193921 gcgctgaatg gtttgcttaa gccacggtag ctgttcccag cattctttac 
aaagagaata
   193981 tttttcccgt gttcctattt cgcaaagtag gcaaggggac agcaactgga 
aaagatactg
   194041 tgggtttaaa aacttaaaca tatgcgtatc gaggagcttc gggaagccag 
cgtttcaata
   194101 aggcatcagc ttgctcaggg taatctttta gaacttgttg tgcaacgtag 
tgtgcttgac
   194161 tcaataaatg atcatctcgc tctaaacgtg cgacacggaa acccatatca 
cctgtttgtt
   194221 ttgttcctaa taactcaccc gggcctctta gctcaagatc tttttcagca 
ataacaaagc
   194281 catcattact ttctcttaaa attgaaagtc tttcttgccc attttgtgaa 
agtggtggtt
   194341 tatagagaag aacacaaaaa ctggcttttg cacctcgtcc tacacgccct 
cgtaattggt
   194401 gtagctgtga aagccctaat cgttcagcat tctcaatgac cataatcgaa 
gcgttaggta
   194461 catctacccc aacctcaata acagttgtgg caattagcag ctgtagttca 
ttgtttttaa
   194521 atgcttgcat gacagcctgt ttttcatcgg ctttcatttt gccatgaacc 
aaaccaatat
   194581 taagttcagg aaagcgctct ttcatttctt gataggtggc ttcggcggct 
tgagcatcta
   194641 aagtttcgga ctgttcaacc agagtacata cccagtaggc ctgtttgcct 
tctcggcagt
   194701 ttgaagcaat tcgttgcagt acttcttcac gacgatctag cggaatcgtg 
acggtctgaa
   194761 ttggagttcg gcctgggggt aattcatcaa taattgatgt atctaaatcg 
ccataagcac
   194821 tcattgccag tgttctagga attggcgttg cagtcatgac cagttgatgt 
ggggtgagct



   194881 gttcggcgcc tttattgcgt aaggctaatc gttgatcgac cccgaatcgg 
tgctgttcat
   194941 caataatcac gagtcctagt tttgcaaatt caacgttatc ttgaaataag 
gcatgagtac
   195001 ccacaattag ttcagcatgg ccttctttaa tttgttgctc agcgtgtgcc 
cgcgctttcc
   195061 ctttttgttt acccgacaac caagctaccg taatacctaa aggttcaaac 
cagcgtttaa
   195121 aatttaaata atgctgctct gctaaaattt cggtgggtgc cattaacgca 
acttgccaat
   195181 ctgcttccaa tgcatgacat gctgcaaccg ctgcaactaa agtttttcca 
gcccctacat
   195241 caccttgtac caaacgcagc ataggttgat gttgttttaa gtcgtttaaa 
atttcttttg
   195301 atacacgttt ttgtgcgttg gtcatttgaa aaggtaaagc ttctagcagc 
ttttttgcaa
   195361 gcactttact actcggaaaa gcaggtgaag caatttggcg aatataagca 
cgtcgagtga
   195421 gaagactaat ttgatgtgcg accagctctt caaaaataag acgttgctgc 
gcaggatgag
   195481 agccttgagc caattggatc atattggcat caactggtgg ctcatgaatg 
taatgtaaag
   195541 cttctttgag tgcataccca tttgtatatt gtttagggag taactcgggt 
aaagcatcac
   195601 tgtgatgctt caacgcttgt ttaacatatt cgcgtaattt agcttgtgtt 
agtccatcgg
   195661 tacttggata aattgctgtg agctgcgttt ttggaagggg agtatgttca 
ttaataagtt
   195721 gaatttctgg atgataaagc tcaagccctc gtgcacctac gcgaacttca 
ccaaaaatac
   195781 gtaaacggtt accaggtttt attttgtcgg ttaaattttt ataaatatga 
taaaagcgta
   195841 aagtcacctt accaaattca tcttgtatta atgcggccat agatttacgt 
ttacctagag
   195901 ggaaatcaac agatttgact tcaccctcga gtaaataact acgaccaacc 
accaattgat
   195961 tcataggaat aatggtactg cgatcttcat aatcacgggg cagatgaaac 
agcaaatcat
   196021 ctgtggtaaa aatatttagt ttttcgagta gggctgctga agccgatcca 
acgccttgta
   196081 actgatggac tgaagtcatg tcccctcaac gagttctcta tgcatatatt 
atttatcggt
   196141 tatggtaaaa catctcagcg tgttgctaaa caactatttg agaaaggaca 
tcaaattacc
   196201 acaattagcc gtagtgaaaa gacagatcct tatgggacac atcttgtaca 
ggatattttt
   196261 acgctcgatt taagcgaaat tgcacctgta gatgtagtgt atattttact 
ttcaccagac
   196321 gatagtactg ttgaaggtta tcagcatact tatgtggata gtattgagcc 
tattcgtcag
   196381 gctttaaaat cgcatccggt taaaagatta attgtggtgt catctacgcg 
ggtatatggt
   196441 gaaaattctg gtgaagcaat tgatgaccat agtgagattc acccaaacga 
tgcccaaggg



   196501 catatcttgc acaatatgga attgctatgg caaaagtatt ttccgtcaca 
gtgcgtgatt
   196561 gtgcgtccta cagggattta tggggcttct attgatcgcc taaaacgaat 
ggctgagcac
   196621 acgcaaacct atccaaatat tcactatagt aatcgtattc atattgatga 
tttggcaagg
   196681 tttttggcat ttttagccga ttttgaaaaa ccccataaaa gctatcttgt 
tgctaataat
   196741 gcacctgtac ctttgcatga agtcttactg tggtttcaaa gtcagttaga 
tttaccgcta
   196801 cttaccttag attcagctca tgtttcaggc aaaaaaattt atgcgaaaca 
tttgtttgag
   196861 acgggttttc aacttgagca tccaatttgc tttaatgact atttattatg 
tttaaatgct
   196921 catggtacaa attaaaattt agactaaact ttaaataaca acagaaatac 
ctgatgaggc
   196981 agttaaattg ccgataaaga taaaaaggtt aaaagtgaaa aaattttgtt 
tagctttctt
   197041 tttgagtgta acgtcagtta cgagttgggc tggggatcag gtgtggtgtg 
catatgatcc
   197101 agcgggtacc caaggggata ttacgcgtcg actaaatgac attcgtttat 
atgctcagca
   197161 atatcaggtc aaattcaaag tcgttagtta tcaaaaagag cagcaagcta 
ttcaagcctt
   197221 tgatgaaggt aaatgctcag gcttagctgc cagtaacttt aatacttatc 
agtataatca
   197281 ttttatgggc agtacctcag gtattggtct tatacccaat aaccggactg 
cacgaaatct
   197341 attgcagctt ttaaatcatc ctacaattga gaaaagatta attaataaag 
actatgaagc
   197401 agtcggtatg attccggttg gaacagcaaa tatggtcatg aaaaccaaaa 
aaatatcaaa
   197461 agtggcacag cttagaggtc aacgaattgg agttctggcc aataacccgc 
cacaacaagc
   197521 tttggtgaga agtgtaggtg cgcagccagt atatgttgat ttatcgaatg 
cgattgcgca
   197581 gtttcaacaa aataaaattg atattatgcc agcgcctgtt tatggtcttt 
tgccttataa
   197641 cctacagaaa gattttgggc cagatactca ggtgattaat tttcctttgg 
cgtatttcgg
   197701 ggtaaatata attattaaac cgcaagctta tccagccaac tttggacgaa 
aaattcgggc
   197761 ttggtttgtc caaaatagtc aattattaac gaatcgagct atacaatggg 
aaaaccattt
   197821 accagcctat tattgggttg acgtttcttt ttacgaaaag cagagctatg 
acattatggt
   197881 ggcaaaaata cgcaatcaat atgtccgctc cggttattac gatgcctact 
ttgtggagct
   197941 aatgaaacgc ttacgttgta ttgatgatcc gcgttacttt gaatgtccaa 
tgagtagata
   198001 aaataaaagg caacttaagt taccttttat tttgcatgaa gattttaagc 
ttttttacgt
   198061 tttaaacggc gtttagcttg ctgagaagcc attgcttcaa gagcttcttt 
taactcttca



   198121 tcagtaaagg tcgtgatgtg ttgcaacatt tgtaatgtca cttcatcaag 
caccaactgt
   198181 gcgcctgctg ccatttgacg gaaattgtca tcaaactcga tttggccttg 
gtcattcgtt
   198241 cgaatgtagt tttgttgagt taaaactttg ataaagcttt ggaacaatgc 
tttgtcaaag
   198301 aattcaggag agttaaactc ataaagaact gataaacgtt ggcctaataa 
atgacttaat
   198361 tcttcaactt gttttgctga aatattgcct gaaccacgct gagtgattaa 
agctaaagtc
   198421 atgtaataac gttcaaggct ttgtttaaca ggtgttgcta atacaacaag 
ctgattatgc
   198481 tcttcagtat ttggtgcaga gctaattaaa ttgccttcgt catcttgttg 
aataagattt
   198541 gattgaacca atgcatctgc atattgctca atctgttctt taagttcgct 
acttttccat
   198601 ttaaggaaga gttcggcttt taagaatgga taaagcgtat agataacatt 
gcttaaatca
   198661 gcacggctaa ttttcccgtt atgttcaaca agagatgcaa tcaatgaagg 
taaaacgaat
   198721 gcatgcaaaa tgttattacg gaaataggtg aggagaactg cttggttatc 
ttcaatcgca
   198781 ataatgtcac caagggcatg ctgtacacgc ttaatcaatt taagctttaa 
gccataagca
   198841 ataatttcct taccagagag cggcgtcact tctgtacgct gatcgtaagg 
gaaatttgat
   198901 gctaaattgc ggtaagcttc aagctgctta atacagattt cttcatcaag 
cgtatgcttt
   198961 ggtgttgcaa gcaaaataat tgaaagtaaa gaaaccgggt taatcactac 
cgcacggtta
   199021 atattttcta aaatcgcatt tgcagaactg tttactgctt ctgaaacagc 
aggtggcact
   199081 gggtcatcgt tcttttcaat ataaacgttc tcagcattat gctgtttaag 
caagtcatct
   199141 agaaaaacag gttcaccaaa gttaacgtgt actttaccga aaatacgttc 
aatttttcgg
   199201 agtgttttta aaataccaaa aatagactcg gcttcttttg gcttaccttg 
catttcgcct
   199261 acataggttg aaccttccat aaggcgctca taaccaatgt aagttggcac 
aaatacaatt
   199321 ggtttggcac ggccacgtaa atgactatgg actgtcattg cgagcatgcc 
ggttttcggt
   199381 ggtaataagc ggcctgtgcg cgaacgtcca ccttcaataa agtattcaag 
tggtgtattg
   199441 cgagaaagaa tactatataa atattcttta aatacagaag tataaagacc 
attaccacgg
   199501 aaagagcggc gaataaagaa ggcaccgcca ccacgtaaaa gctgaccaac 
gaaaggtaag
   199561 tttaggttgt cgcccgcagc aatatacgga accatcaagc cacgtttata 
aatcacataa
   199621 gacagtagta agtagtcaat gtggctacgg tgacatggtg tgtaaacaat 
ttcatagtct
   199681 tttgcaagct ctcggacagt actgaagtta tgaacttcta cgccgtcata 
aagctgagtc



   199741 catagacgtg ttaatgccaa atctgcaaaa cgtactgctg agtgagaata 
atcagatacg
   199801 atttcattca catagccaat cgcacggcgc tctgcttcaa gcatgcttat 
tttaccgcga
   199861 atactttcgc gtcgaattgc ttcttgaaca tcacgagact ttaataccga 
ctgcatgaca
   199921 ttgcggcggt cagataagtc agggcctaaa acaacttcgc gttggcgatc 
aaggtagtca
   199981 tttaaagtgc taacaatata agttgctggt gaaaggtttg gataatgctt 
ctgagcatat
   200041 tcaacgaggt cacgtaaaga ctgtggttca tggaattcca aataagattg 
gcgaccatgc
   200101 aaaccaatat tcacaagctg tttaactgta cttggtgttg cccatgtatc 
tgagaataac
   200161 aacttaaacc aagagtcttc tttatctgga gaacgacccc ataaaacggt 
taccggaacc
   200221 agttctatgt cgagttcagg atttgcttgt aaaacttcga ttagtttaat 
taaacgtggc
   200281 ggaaaagcat gaggaggggg attcagtagg ttattttcat cattgtgttg 
taaaaataaa
   200341 actgaagctt tttcctgatg agtaccgatg actaatggat ctagcgctgg 
ctttaaattt
   200401 aagcggcgag tttccccatc caccactaaa gcattactgc gagaatgatt 
ttgcaagaca
   200461 tagcacacta ctttttggcg ctcggtcttc gcttctgttt ctgttgttga 
tactggttca
   200521 gtaggaactt ccccaagaac atgtggtgtt accacgaggt caagtagttt 
actcgaaagc
   200581 cgacgataca tttgaccaaa cccactcttg gacataagaa ctcctacttc 
ttaaagacaa
   200641 atcccggcac caaaggcaga gggtaaatat tttgcggtat ttattaaaaa 
aaacaatatg
   200701 ctattttctg ataaattata attcttttgg cattttttat cgttaaaaat 
cgtattttta
   200761 gctgttttaa aggcaatgtt tgtcagaagt tgactgattg ttccatgtac 
aaatagtttt
   200821 ttatggcaca atagattcta cacatctgtc ctttaatacc aattttgcct 
gcaatatgaa
   200881 ggtatctctc atgaatgcgt taacccaaga actggttgag ctgctcactt 
tagaaaagct
   200941 tgaagaaaat atttaccgtg gaattagccg taatttggtc ggtaaacgtg 
tttttggagg
   201001 tcaggttctc ggtcaagcat tacgtgctgc ttcttacaca actgatcgtc 
ctgcgcattc
   201061 tctgcatgcc tactttttat atggtggtga tattaatgct ccaatcatct 
atgaagtaga
   201121 ccgtttgcgt gatggcaaaa gctttgtcag ccgtcaagtt cgggcaattc 
agcatggacg
   201181 agttattttc tcggcaatgg tgtcttttgc taaccctgaa gaaggcttga 
actatcagca
   201241 tccagaacca gattacccag ctcctgaagc gctaaaatcg gaaagtgagt 
tgaaagaagg
   201301 tatcctgaat tttgtaccgg aaaatgttcg tgcaagtttt atgcgtgagc 
gtcatgttga



   201361 aatccgtccg attgatccag tcaatccatt tcaaccacaa ccggaagcgc 
cttttaatgc
   201421 gcactatatc cgtacccatg accgtattcc aaaacagctg gatgacattt 
cattgcatca
   201481 agcaattgta gcgttttact cagactttac tttgatgaca acagctttaa 
gaccacatgg
   201541 cttaagttat atttctccaa gtttgcaatg tgccagtatt gatcatgcga 
tttatttcca
   201601 tcgcccactt cgtgctgatg aatggatgct ctatgacatg gaagctacag 
ttagtgcggc
   201661 ttctcgcggt ttaaactttg gccgtatgtg gcaaaatggc caactcgtat 
gtagtacggt
   201721 gcaagagggt ttgatgcgtt tacgggaaat tgaaactcaa taaataacga 
tgagccatct
   201781 gaaaagatgg cttttttatt tttaattgaa acgatgtgac aaaaaattgc 
tcgaatgaaa
   201841 agcaagctca tgtcatattt acaaaaggat tgcctactga aaaaaataat 
gttgatatga
   201901 acttaaatac acaaattctg attgctgcca ttttaggttt agcctttggc 
ttcctactta
   201961 ccatgtatcc ggatactgct tttgtaaagc acagtttata tggattaggc 
atattaagta
   202021 gtgtttttat tgggctactt aaaatgttgt tggtgccatt aatttttagc 
tccattgtgg
   202081 ttggagtttc aaatttgcag gcaggtggac aattaggccc agtttggaaa 
atcacattct
   202141 tgtgttgtat caccaccacc actttggcct taattttagg tattagctgt 
gctcatttgt
   202201 ttgaggtcgg gcgaggtgta gatatttcaa tttttcaggc atctatgcaa 
agctatcaaa
   202261 caccagatag tttaaacccg gcaactttct tcactaattt tattcaaaat 
actttaatta
   202321 acccatttaa agcttttagt gacgggaatg ttttagctgt cgtcgtgttt 
gctctatttg
   202381 tgggtgttgc tttagttcat ggtggcgaac gttttaaaag tattcgggta 
ttgagtcatc
   202441 agttttttga aatgatgatg atgttagtag gttgggtaat gaaattggcg 
ccgttaggta
   202501 tttttgcctt actcgctaaa ttaatggcta ccgaagacat ttcagtatta 
agccgattgg
   202561 cggagtttgc tgctgtggta acaggtacta ctatttttca tggcgctgtt 
gttttaccgc
   202621 tactgctttg gatttttggt cgtatgagtc cttgggcttt cttcaaaggc 
acacgtacag
   202681 ctttaattac cgcattcgca acgagctcta gctctgccac tatgccgctg 
agtatgaaat
   202741 gcgcacagga aaacttgggt gtccgtcctc aaaccgcggg ttttgtgatt 
ccattgggta
   202801 cacagctcaa catggatggc acagctttat atgaagctgc tgccgcgctc 
tttgtggcaa
   202861 atctagttgg actagactta aacctgacac aacaaattgt agtgtgccta 
accgcaatga
   202921 tcgcatcact tggagcacca ggaattccaa gtgcgggtat ggttaccatg 
attatggtat



   202981 tacagtctgt gggtttacct gccgaagcaa ttgcgatttt acttccaatc 
gatcgtttac
   203041 tcgatacggt aagaacggtt gtaaatgtgc agggagatat gatgattagt 
gtggtagtag
   203101 atcgatatac caaagataaa gatatcagta tctaatctct aaataaaaaa 
gcaggattta
   203161 tatcctgctt ttttatttta agctgcttgt aattcagctc ttttggctgc 
tggcgactgc
   203221 gataaataac ttaccgcatc ttcagtgcta ccttctttaa ctggatcata 
ccacggcatg
   203281 agatagtcaa tttgctgagc aataagccag attgggtttg gtaaaacttg 
attatctttt
   203341 cggctaattt tataccattc tagagcaacc caagctggga aaaatctaga 
tttggcagca
   203401 tcagcaaaac gtggatcttg cttcataata tgtgcagcgc cgtctaccca 
tagccctaac
   203461 acaagcacaa tcaccgcaag acttaaataa tagcgtggaa tataaccgcc 
tcctaaatgg
   203521 cgatataaat cgaaagcaac cgtgcggtgt tcaatttctt ctgaaccatg 
ccattttacc
   203581 aagtctacca tttctggatc tgcacctaac tcttcccaac gtttgttata 
aagcgcatat
   203641 ttacctagga cacatgtcat gtgttcaact gtcgcgataa cacctaaacg 
aaataaatcc
   203701 cattgctctt gcaagaattg cggaacttct ttgtcaaaag gcttatctgc 
taaagcagtg
   203761 ctaaatagat aattcataat gtccagattt ctctggatat caatattgcg 
tgcacttaaa
   203821 tattctttat tggcagaagt gtgtgcgttt gcatgcattg cttcttggcg 
aataaatgct
   203881 tgtacatcct gtttaagttt ttcatcagta atacgcggta aaaccttgtt 
atagagtcgg
   203941 cagaaccaga actctccagc aggcaagata ttgttaattt cattaataaa 
ataacttgca
   204001 aacggttggt ttggaatcca gtctacaggg gtatctttcc agtcaaattt 
taccttgcgt
   204061 ggaagaattt tataatcaat agaagaacct aaagccttat tcttcaaaaa 
agatagcaat
   204121 ttcatcattt agtcctgatt tttaactcga tgaagttatg atgagtataa 
aaaaagcccc
   204181 tacatttgtg tttagcaata ggggccaatt gaatataaat ttaatgaaga 
aattgtatct
   204241 gttttgacga tttactcttc tgcatcctca tcgcttgctt ctgggattgc 
atcaacgtca
   204301 aattctggct gttgttcaag cgtaaagtgc agacgtccag ccatcacact 
tgctagctct
   204361 tctaaaccta gtttgtttaa tgaagaaaaa agctgaatcg agaaatcaag 
cttcattttt
   204421 ttcagttgtt gtttaacttc aagcaatact ttgttcgctg ggccgcggtt 
cagtttgtct
   204481 gctttggtta aaagaatatg aacaaataaa tggcgtgaat aagcccactc 
tagcatcatc
   204541 atgtcaaagt gctgtaaagg gtggcgaata tccataagta aaaccaaacc 
ttgtaagctt



   204601 ttacgatgga ttagatagtt ttctaattct ttttgccata cacgtttcat 
atcttctggt
   204661 acggctgcat aaccataacc aggaaggtca actaagcgtt gatcagggtt 
acctaggctg
   204721 aaaaagttaa tcatttgcgt acgcccaggt tttttggagg cacgtgcaag 
ctgtttctgg
   204781 tttgttaatg cattaattgc gctagatttt cctgcatttg aacgtccggc 
aaacgcaatc
   204841 tcgtagccgc tatcttcaac acatagtgcc aatttaggag cactcattaa 
aaattcagct
   204901 tggcgtaacc agtttagaga ttgcacagca taggctgtaa tcgctggatc 
cggtttcttt
   204961 tcataactga tcttttgctt gggtgcgagt ctggctttgg tgtctttcga 
tttttcacta
   205021 cgacgcataa aaaataactt tttaaatgag agggctcgcg cctagtataa 
aggagcttgg
   205081 ttattcttgc taattttcag taagcttgct taaaaagata aatagaataa 
cgggtactag
   205141 atttgcaaaa aggcgatagg ggagtgatct gaagcggatt ttggctgttg 
taaaacttca
   205201 cctaacgtat attgatctaa actttgataa aagctttcca aagcttgatc 
aagaatacct
   205261 ttcaaaccgc aatgggagcg taaaacacaa ggtggtgtat tgcattcaac 
aatttggtgg
   205321 tcaccttgta aaattcggac aattgttcca agttttaaat ctaaagcttt 
tggatttaat
   205381 cgaattccac cacctttgcc gcgaatggta ataatccact cttgtttacc 
cataaaatgg
   205441 acaaccttca caagatgatt ttgcgaaaca tataaatctt gagcgatttc 
tgcaatcgtg
   205501 tacggcgtat cacttggacg agcgacatac attaatattc gcaaagcata 
atcggtaaat
   205561 ttattaagtt gcatgatcac caaaaactaa aggttaagag gttgatcatc 
ttagcctgaa
   205621 agtctaaaga ataaaacttt caggccagag ctttttaagt tacagcgtta 
aaggagctga
   205681 aacttgtact tgatcaccaa ctctatagtg ctcaagcaaa atgtttgaaa 
cagagaactc
   205741 tgtatggtct tcttctggtt gaacatcaaa atgataagta ttgtcctctt 
gagcctccgt
   205801 gaacttaaat gcttttggtt gttcaagctg ttggttaggt acttgaacct 
ttacagaaat
   205861 aaaagcattt gctgggctgg tgagtacatc ttcatgatca gttgccttta 
aagtaaagcg
   205921 tttgccagac tcaagtgggt caatttgcgt aatttcaaat gaacgccagc 
cagcccatcc
   205981 acctttcaag ctttcaagtt gttcatattt ttgtttttca acaccaatta 
agatatctgc
   206041 caactgtaag taagcttgtt tccacgcttc aatgagctct gattcaaatg 
gaacatttaa
   206101 aacttcacta attgaatgaa gcaagttgtc gcccacaatt gcatattgat 
ctggctgaat
   206161 atctaaactg acatgcttag tggtaatgcg ttcaaccgct ttggcaagta 
ccgtaggatt



   206221 ctcaatattt tcagcatacg cgagtacagc tgctgcaagg gcacgaggtt 
ggcgtaggct
   206281 ggtctgatca tcaagattaa aaacattttt tagttctggg ttgttattca 
acatacgctt
   206341 ataaaagtat gtagttagag taacaccatg ttcacgcaat acaggtacag 
tagatttaac
   206401 gagttcaatt tgttgtggag tcatggctag accttaatta tctggctata 
taagatgtat
   206461 ttaaaataca tctttaaaat agttgtagca atagcttttt aataaaaacc 
ttaaaaaatt
   206521 taagggatat aaaatccctt aaattaatat gctgatttaa aaataaattt 
tattttccaa
   206581 ataatgagcc gagtagcccc cgtactaatt tttgaccagt actaccacct 
aagctgcgag
   206641 cagcactttt tgcaaaagtt ccgacaatat cttgagtaag tttagctctt 
tcacgcgccg
   206701 cacgttcctc ttctttttgc tgttcacgtg ctagacgctc ttgttctttg 
gcttgttgct
   206761 tcgctaaagt ttcctgttct ttcgcttgct gttttgcgag ttctgcatct 
tgtttttgct
   206821 gttcccgttc agccacttta ttttggagca tttcataggc actatcacga 
tctacagctt
   206881 gttcataaac cccggcaata atactttgcg aaattaaggt ctgacgctct 
tctggagtga
   206941 taggcgtaaa tgaagagtaa ggaggcataa cccaaccacg ttctacaatt 
tgaggtgtac
   207001 cttgttcatc tagacaacta atcagtgctt cacctacacc gagctcggta 
attgcttcat
   207061 ctactttaaa atcgggatta gagcggaatg tgtctgctgc tgtttttact 
gctttttgat
   207121 ctttaggagt aaaggcacgt aaagcatgtt gtacacggtt gccgagttgc 
cctaaaacac
   207181 tttctggtaa gtcgagcggg ttttgggtaa taaaataaat tcccacacct 
ttagaacgaa
   207241 ttaaacgtac aacttgttca attttttctt gtaaagcttg actggcgttg 
tcgaataaca
   207301 ggtgagcttc atcaaagaaa aacacgagtt taggtttatc catatcacca 
acttctggaa
   207361 gctgttcaaa taattctgaa agcatccata acaggaaagt agcatatagc 
ttaggtgtat
   207421 tcatgagctt gtcagccgca agaatattga tataaccatg cccatttgcg 
tcggtttgta
   207481 taaagtccag aatatttaaa gctggctctc caaaaaactg ctctccccct 
tggtcggcaa
   207541 gagcaaggag attacgttga atagcgccta agctggctgg agataagttg 
ccatattcgg
   207601 ctttaaactc agctgcatgt tcacttacaa aagtgatcat ggcttttaaa 
tctttaaagt
   207661 cgaccagaag taacccttgg tcgtctgcaa tacggaatac ggcagataaa 
acaccttctt
   207721 gggtgtcatt caagttgagt atacgtgcta ataaaattgg tccaatttca 
gaaatagtgg
   207781 ttcgaatagg gtggccttgc tgaccaaata aatcccagaa aacaactgga 
ttggctgcaa



   207841 atggaacact atcgatctgt aaaagcttta agcgttcatt aaatttatcc 
gaagcttcac
   207901 cagcttttgc gaggcttgaa acatcacctt ttgcgtcggc aagaaagacg 
ggaacgccga
   207961 ttcgagaaaa actctctgcg agcaccttta gggtaactgt tttacctgta 
ccggtcgcac
   208021 ctgcaatcag gccgtgccgg ttggcaaatt gggaaagtaa aacaatttct 
tttgatgtgt
   208081 cgttaatatt ttttgcaata acaatcggtg tacccatata tttttatccc 
ttagtgtgag
   208141 ccactattga tgttgtcgtt ttacatttgt ttcagagcat tttcgatatc 
ttgaattaaa
   208201 tcttgtggat cttctagccc tatacagaag cgaaccaaca aaccttgttg 
taaatgtgta
   208261 ttttcaagtt ttctcatcat ttttaaatca taaagcatga cgagactcac 
cggtcctccc
   208321 caactaaaac caagtttgaa tagcttaaga gcatcacaaa aacggcgtac 
tgctgaaata
   208381 tcataatcag atttgaaaac aacactcact aagcctgcac ttctacctgt 
tgagcaaatt
   208441 tcttgccagt attgatgacc aggtgcagct ttatcgcttg gatgtagaac 
ttgtgcaaac
   208501 tgaggttgct cttttaacca tgtcagtagg gttttagcat tatttgattg 
ttgctcatac
   208561 cttaatgaca tatgcgcaag actgcgttga atttgggcgg tatcatcacc 
agataccgaa
   208621 atccctaaaa tggcatgcat tcggaacaaa cggtggtgta acttctcatc 
acgagttacc
   208681 acacttccca ttaaaatatc gccaccacca cttggatatt tggtaagcgc 
atgaatggtt
   208741 aaatctactg ataaatgttc atcggaaaaa tcaaaagcat taaaggcgag 
gccagctccc
   208801 caagtattat cgagtgcggt taaaacgcca tgcgcttttg ctttttttac 
tagcgctttg
   208861 agatctggaa attcaagagt gacagaacct gctgcttcta accatagtaa 
cttggtttta
   208921 tcagaaggct ggaaacttga gacatcaatc gggttataaa cttgaacatt 
aattccatat
   208981 tgatctttta agtagtttag gtgttccaga ttcggaccat atatattgtc 
tggcacccaa
   209041 acttcgtcac ctgttgctaa cacagcagaa tttacgagat taattgcaga 
taatccgctt
   209101 ggagcaagta ggcagtataa accaccctca atttgagcaa tattgtcgcc 
tagtgtaaat
   209161 gtcgtaggcg taccgtgggt gccataacta tagtcataag gatcggtcca 
gtgacgatca
   209221 aaaaggtgcg aagtcgattt aaaaataata gttgatgcac gaaataaggg 
aggttgcacg
   209281 gtttcaataa attgaggtgc ttttcgtggt gcatgaatga gttgggtttg 
gaaattgtta
   209341 tgctttttca tgaggcgcta tactttacat aatgagatta gattaagaga 
aaacttactt
   209401 aactgctaga tttttgatta tttctaagat gtttcgttac tagtgtaaca 
ttcactaaaa



   209461 cttggcttta tttttgcaaa gatcaaacca acattctaac aacaataggt 
ttaagcgcat
   209521 gaagtcgcat ttacgtgttc actattttca acatattgct ggcgaaggtt 
ttggaagctg
   209581 ctattcattc ttaaaagcac accatgcaac gataacagct acagagtttt 
ttgcacttcc
   209641 agttgatctc cctttggaaa tagaagcatt gccacacatt gaagatgtgg 
atttgctact
   209701 tattatgggg ggaaccatga gtgtaaatga tgaggcaaat tatccatggt 
taaaaataga
   209761 aaaaagatgg atacgtcgtt atttggcggc gggaaagcct gcgataggac 
tttgtctcgg
   209821 agggcaactt attgccaatg cactaggagc ggccgttagt agaaaccgtt 
atcaagaatt
   209881 gggatggtcg accgtacaaa gggtgccgaa tttacctaaa gaaagctttt 
tattaccaga
   209941 aaaaataaat gtaatgcagt ggcatagtga aacttttgag attcctaaag 
gtgcgattca
   210001 tttagcagag aactcagttt gtcgtaacca gatgtaccaa attggttcaa 
atgttcttgg
   210061 ttttcaattt catccagaaa tgacacccaa ggtattaaat cttcttttag 
agaacgaaca
   210121 agagctttct atttttaaag gtgagtatgt tcaatcttta gatgaactac 
atcattgcga
   210181 catccaaaag tttgaacaag gcaatcaact tttaaacagg gcaatagagt 
tcgtggtcaa
   210241 tcaataaaaa tatagagttg atgagaaaaa ggatgaattg agcagaaaat 
agaaaaagag
   210301 aattgcataa gacttaaaca atcgttataa tgagcgaccc tcaagaagag 
ggcatttact
   210361 gcgaagaaag tagtaaatgt gcattacagt cgtggcatcg atcacgacct 
tggtgattat
   210421 cactgccttt gacacttacc agataggtga gatgcgtcaa aggtgattct 
ttatatattt
   210481 ggcttggagt ttactggtat gtctaaccag agaattcgta tccgtcttaa 
gtcttttgat
   210541 catcgtctga ttgatcaatc tgctcaagag atcgtagaaa ccgctaagcg 
taccggcgca
   210601 caagtgtgtg gtccaattcc gatgcctact cgcatcgaac gcttcaacgt 
tcttacttca
   210661 ccgcacgtta acaaagatgc gcgtgaccag tacgaaatcc gcacctacaa 
acgtttgatc
   210721 gacatcgttc aacctacaga taaaactgtt gatgcattga tgaagttaga 
tcttgcagct
   210781 ggtgttgatg ttcagatcgc tttgggttaa ggctttcggt taattaacga 
ttagttaatt
   210841 aggccgcttt tttagaggtt tatgcacatg gctattggtt tagtcggtcg 
caaatgtggt
   210901 atgactcgca tctttacaga tgctggtgtt tctgtacctg ttacagtcat 
cgaagtcgat
   210961 ccaaaccgca ttacgcaaat caaaacactt gaaactgatg gttatcaagc 
tgttcaagta
   211021 actactggtg aacgtcgcga gtctcgcgta actaacgctc aaaaaggtca 
cttcgctaaa



   211081 gcgggtgttg ctgctggtcg tttagttaaa gagtttcgtg ttactgaagc 
tgagcttgaa
   211141 ggccgtgaag ttggcggtac tattggcgtt gatttgttca cagttggtca 
aattgttgac
   211201 gtaactggtc aatcaaaagg taaaggtttc caaggtggtg ttaaacgttg 
gaatttccgt
   211261 acccaagatg ctactcacgg taactctgtt tctcaccgtg ttttaggttc 
tacaggtcaa
   211321 aaccaaactc ctggacgcgt gttcaaaggc aaaaaaatgg ctggtcactt 
aggtgatgaa
   211381 cgcgtaacag tacaaggtct tgaaatcgta tctgttgaca ctgaacgttc 
agttttggtt
   211441 gttaagggtg caattcctgg tgcaactggc ggtgacgtta tcgtacgtcc 
taccatcaag
   211501 gcctgagggg aaataccgtg aatttaaaaa ctgtttccgg ctctgctgtt 
gaattgtctg
   211561 aagtagcttt cggacgtgaa tttaacgaag ctcttgtaca ccaagttgtt 
actgcttact
   211621 tagcaggtgg tcgtcaaggt actcgtgctc acaaatcacg tgcagacgtt 
tctggcggtg
   211681 gtaaaaaacc attccgtcaa aaaggtactg gtcgcgctcg tgcgggttct 
attcgtagcc
   211741 caatctgggt tggtggtggt aaaacttttg ctgctcgtcc acaagattgg 
tctcaaaaag
   211801 taaaccgtaa aatgtatcgc ggtgcaatgc aatgtatctt agctgaactt 
gttcgccaag
   211861 atcgccttgt tttagttgaa gagttcgctg ttgctgctcc aaaaactaaa 
gaattgcttg
   211921 caaaacttaa cgatttaaat gcagctcgtg ctttgatcgt tacagatgct 
gtagatgaga
   211981 acttatatct tgcagcgcgc aaccttccac acgttgatgt ggtagatgca 
actgcaatcg
   212041 atcctgtaag cttgatcgcg tttgataaag ttgtgatgtc tgtagctgct 
gctaagaaaa
   212101 ttgaggtaga actcggatga acaacgaacg tatctatcaa gtcctaaaag 
gaccagtctt
   212161 ctcagaaaag gcacaagttt taggtgatac tgctggtgtt caagtattta 
aagtagatat
   212221 caacgctact aaacttgaaa tcaaaaaagc agttgaaaaa ctttttggtg 
tagaagttgt
   212281 taaagttaac acaactatta ctaaaggtaa gactaagcgc tttggtcgta 
cattaggacg
   212341 tcgttctgat gttaaaaaag catacgtcac cctgaaagcc ggccaagatg 
ttgaaatggc
   212401 tgacttgggc gataccgctg aaagcgcagc ggaataagga cgaaaattat 
gccgattcaa
   212461 aaatgtaagc caacgtctcc aggacgtcgc tttgtagaga aagtggttca 
tgaccatctt
   212521 cacaaaggcg cgccttatgc accgttggta gaagcaaaaa aacgtactgg 
tggtcgtaat
   212581 aacaacggtc acattactac tcgtcacgtt ggtggtggtc ataagcaaca 
ttaccgtatc
   212641 gttgacttca aacgtaacaa agatggcgta cctgctgttg tagaacgtat 
tgaatacgat



   212701 ccaagccgta cagcgcatat tgcattattg aaatatgctg acggtgagcg 
tcgttatatc
   212761 attgcgccta aaggcttacg tgctggtgat aaagtacaat ctggtaacga 
tgctccaatt
   212821 cgtccaggta actgtttacc acttcgtaac atgccaatcg gttctacact 
tcataacgtt
   212881 gaacttaaaa tcggtaaagg tgctcaatta gcacgttctg ctggtgcttc 
tgttcaattg
   212941 ttgggtcgtg atggttctta cgcaatcatt cgtcttcgtt caggcgaaat 
gcgtaaagta
   213001 cacgttgaat gccgcgctgt aattggtgaa gtttctaacc aagaaaacaa 
ccttcgctca
   213061 ttaggtaaag ctggtgctgc acgctggcgt ggtgttcgtc ctaccgtacg 
tggtatggcg
   213121 atgaacccga ttgatcaccc acacggtggt ggtgaagggc gtaacaaagg 
tattcaacct
   213181 gtaagcccat ggggtcaaaa agctaaaggg tacaagacac gtaccaacaa 
gcgtacgact
   213241 aagatgatta ttcgcgaccg tcgcgtcaag taaaggaatc tgactaatgc 
ctcgttctct
   213301 gaaaaaaggc ccattcgtcg atgcgcactt gttcgctaag gttgaagcgg 
ctgttgctag
   213361 taactctcgc aagccgatca aaacttggtc tcgtcgttcg atgatccttc 
cagactttgt
   213421 tggtttaaca atttctgttc acaatggccg taaccacgtt ccagtaattg 
ttactgagca
   213481 tatggttggt cataaactcg gtgaattcgc gccaactcgt acctatcgtg 
gtcacggtgt
   213541 tgacaagaag tctaaacgtt aataggtgtc atgatggaag taactgctaa 
attacgcggt
   213601 gccgctatct cggcacaaaa agcacgtttg gttgcggact taatccgtgg 
caagtctgtt
   213661 gcacatgctt taaacatctt gaacttcagc aacaaaaaag ctgcagtttt 
agttaaaaaa
   213721 gcattggaat ctgcaattgc aaacgctgaa cacaataaca gtttagatgt 
tgacgacctt
   213781 aaagtttcta cgatttacgt tgacgaaggc atgagcctta aacgtattat 
gccacgtgct
   213841 aaaggccgtg cagatcgtat tactaagcgt acttgtcaca tcaccgttaa 
ggtaggggtt
   213901 tgatatgggt cagaaggttc atccaatcgg tatccgccta ggtgttgtga 
aacgtcataa
   213961 cgctaactgg tatgcgaatc cgaaacaata cgctgaatac ttgcttaaag 
atcttcaagt
   214021 tcgtgagttt ttaactaaaa aacttaagaa tgcgatggtt agcaatattc 
ttatcgaacg
   214081 tccatcaggt gctgctaaag taacaattag cacagctcgt cctggtatcg 
taatcggtaa
   214141 aaaaggcgaa gacattgaaa aattacagcg cgaacttacc aacatcatgg 
gtgttccagc
   214201 gcaagtaagc atcaacgaaa ttgatcgccc agacttggac gcgcgtttag 
ttgctgaagc
   214261 aatcgcttct caattagaaa aacgtgtaat gttccgtcgt gctatgaagc 
gtgcggttca



   214321 aaacactatg cgtgctggtg ctaaaggtat caaagttgaa gtttctggcc 
gtttaggtgg
   214381 tgcagagatc gctcgtacag aatggtatcg tgaaggtcgt gtacctttgc 
acactcttcg
   214441 tgcggacatc gactatgcaa ctatgcgtgc tgaaactact tacggtacga 
ttggtgttaa
   214501 agtttggatt ttccgtggtg agattttagg tggcatgaaa caagtcatga 
accctgctcc
   214561 tgctgaagaa cgtccagcta aacgcggtcg tggtcgtggt gaaggtcaag 
agcgtcgtgg
   214621 tcgtcgcggt gaccgtgctg ctgacaaggg agaataatcc atgttgcaac 
ctaaacgtac
   214681 caaattccgt aaagtgcaca aaggccgtaa cactggtcta gcacatcgtg 
gtagtacagt
   214741 atcatttggt tcgattgcaa ttaaagcaac tgagcgtggt cgtatgactg 
cacgtcagat
   214801 tgaagctgca cgtcgtacca ttagccgtcg tattaaacgt ggtggtaaaa 
tcttcattcg
   214861 cgtattcccg gacaaaccaa ttaccgaaaa acctttagaa gttcgtatgg 
gtaacggtaa
   214921 aggtaacgtg gaatattggg tttgtgagat caaaccaggt aagatcctgt 
acgaaattga
   214981 aggtgtgaac gaagacttgg cacgtgaagc ttttgcttta gctgctgcta 
aacttccgtt
   215041 taaaaccact atcgtgactc ggacggtaat gtaatgaaaa ctaaagatct 
acgtgaaaaa
   215101 tcggtagaag agttgaaagc tttgcttgat gagcaacagc ttaaccaatt 
ccgtcttcgt
   215161 atggcgaaag caactggtca gttgggtaaa tcgcacgaag tgcaagttgc 
tcgtaagaca
   215221 attgctcgta ttaagacact ccttaccgaa aaacagggga acggacaatg 
agtgaaaaaa
   215281 cagtccgcac gttaaccggc aaagtagtaa gcgacaaaat ggacaaatct 
attgttgtcc
   215341 ttatcgaacg ccgcgttcaa cacccgttgt atggcaaatc aattcgccgt 
tcaactaagt
   215401 tacacgctca tgatgagaac aacgttgcta aaattggcga tgttgtaacc 
attaaagaaa
   215461 gccgcccaat ttctaaaact aaagcttgga ctttagtgga agtagttgaa 
gcagctgctg
   215521 agtaattcga cgttcttgtt gcatcatcgg tcaatttcga gtactctttg 
agcctttcga
   215581 aattgtgacc ggtgatgctc ggttttggag tagggcaatg attcaaaccg 
aaactatgct
   215641 cgacgtagca gacaacagtg gtgctcgccg cgtacaatgt attaaagtac 
ttggtggttc
   215701 acatcgtcgt tatgcttctg ttggcgacat tattaaagtt actgtaaaag 
aagctattcc
   215761 acgcgcacgt gttaaaaaag gtgacgtgat gaatgcagtt gtagttcgta 
ctaagttcgg
   215821 cattcgtcgt ccagatggtt ctgtgatccg ttttgatgat aacgctgcag 
ttattttgaa
   215881 caacaacaaa gctccgattg cgactcgtat cttcggacca gtgactcgtg 
aacttcgtac



   215941 tgaacagttc atgaaaatca tttcattggc tcctgaagtt ctataagagg 
caatcatggc
   216001 taagattaaa aaaggcgatc aggttatcgt gatcgcaggt aaagaaaaag 
gcaaacaggg
   216061 tactgttttg tctgtttctg aagaccgcgt taaggttgaa ggccttaact 
tagtgaagaa
   216121 gcatcaaaag ccgaatcgtg taactggcgc tgaaggcggt atcgttactc 
aagaagcttc
   216181 gcttcatatc tcaaacgtgg caattttaaa tgctacaacc cagaaggctg 
accgtgttgg
   216241 ttaccaagtg attgatggcg tgaaaactcg cgtttacaaa tcaactggtg 
aatcagtggc
   216301 ggtagcgaag taataggttg aaaaggcaat ggccagactt aaagcacgtt 
acaacgacga
   216361 acttaaagcg aagttacaag aagaacttag cattaagaat gtgatggaaa 
ttcctcgcat
   216421 cacaaaaatc actcttaaca tgggtgtagg cgcagcagct actgataaga 
aattattaga
   216481 cggcgctgta gctgacatgc aattaattgc tggtcaaaaa ccagtagtta 
ctcttgcacg
   216541 taaatctatc gctggtttca aaatccgtga tggttggcca attggttgta 
aagttacttt
   216601 acgtggcgac caaatgtacg aattcttgga ccgtttgatc tctatcgcaa 
tccctcgtat
   216661 ccgtgacttc cgtggtttct cagcgaaatc tttcgacggt cgtggtaact 
actcaatggg
   216721 tttgaaagag caaatcgttt tccctgaaat cgatttcgac aagattgatc 
gtattcgtgg
   216781 tatggatatt actattacta cgactgctcg caccgatgac gaaggccgtg 
cgcttatgcg
   216841 tgcattcggc ttcccgttca aataagaggt cgatatggct aagaaaggta 
tgattaatcg
   216901 cgaattgaaa cgcgaaaaaa ctgttgctaa atacgctgca aaacgtgctg 
aattaaaagc
   216961 aactattgca aatgtaaatg cgagcgacga agaacgtttc gaagcgatgt 
taaagttaca
   217021 agcattgcca cgtaatgcat ctccggtacg tcttcgtaac cgttgtggtt 
taactggtcg
   217081 tcctcatggt tacttccgta agttcggttt aagccgtaac aaattacgtg 
acacagtaat
   217141 gcaaggtgat gtaccaggcg ttgttaaggc aagctggtaa ggagcgacta 
aatgagtatg
   217201 caagataccg ttgccgacat gctaacacgt gttcgtaacg cacaaatggc 
taagaaacaa
   217261 actgtttcta tgccgtcttc taagttgaaa gttgctattg caaacgtact 
tcaacaagaa
   217321 ggttatattt caaacgtaga agttgctcaa gaagagacaa aatctacttt 
gactattact
   217381 ttaaaatatt tcgaaggcaa accagttatc gaaatggtta agcgcgtaag 
ccgtccaggc
   217441 cttcgccaat accgtggcaa agataaactt ccaagcgtta agcaaggttt 
aggtattgca
   217501 attgtttcta caagcaaagg catcatgact gatcgcgctg cacgtgctgc 
gggcatcggt



   217561 ggtgaagtta ttgcttttgt ttcttaatag gtgattcctc atgtctcgtg 
tggctaaagc
   217621 cccagtaact gtaccaaatg gtgtaacagt tactcagaac ggccggcagg 
tcgaagtgaa
   217681 aggcagcaaa ggtacattgt ctttcaacct gcatgcgctg gtcgagctaa 
aacaggaaga
   217741 aggtaaactt caacttgctc cagctaaaga atcgaaagat gcttggatgc 
aagctggtac
   217801 tgctcgcgct gtattgaaca accttgttaa aggtgttagc gaaggcttcg 
aacgtaagtt
   217861 gcagctagtt ggtgttggtt ataaagctgc ggttaaaggt acagttgtaa 
accttaacct
   217921 tggttactca cacccaattg actacgcttt accagaaggt gtaacagcgg 
aaactccaac
   217981 tgctactgaa atcattttga aatcagcaaa caagcagttg ttaggtcaag 
tagcggcaga
   218041 aatccgtgca taccgttctc ctgaaccata taaaggtaaa ggtgttcgtt 
attcggatga
   218101 agtcattctt cgtaaagaag ctaagaagaa ataaggcgcg aggttcttat 
gaacgaaaag
   218161 aaacaatccc gtttgcgtcg tgcgaaaagc acacgcttgc acatccgtgc 
attgggtgcg
   218221 actcgtttgt gtgtaaaccg cactccgcgt cacatctatg ctcaagttat 
ttcagcagat
   218281 ggtggcaaag ttttagcgca agcttcaact ttagatgcat ctttacgtag 
tggtactact
   218341 ggtaatattg aagctgcgac gaaagttggt gctttaatcg cagaacgtgc 
taaagcagct
   218401 ggcgttacta aagttgcatt tgaccgttct ggttttaaat atcatggtcg 
tatcaaagcc
   218461 ttggctgatg ctgctcgtga aggcggcttg gagttctaat catggcaaaa 
gttgaacaaa
   218521 acgaaggtct cgttgaaaag ctggttgccg ttgatcgtgt agccaaggtt 
gttaagggtg
   218581 gtcgtatctt ctctttcaca gcattaactg ttgtgggcga tggtaatggt 
cgcgtaggtt
   218641 ttggtcgtgg taaagctcgt gaagttccag ctgctatttc taaagcactt 
gaagctgcac
   218701 gtcgtaacat gatcactgta gaccttgctg gtactacttt acaacaccct 
gtgaatgctc
   218761 gtcatggtgc aagccgtgta tacatgcaac ctgcttcaga aggtactggc 
gtaatcgctg
   218821 gtggtgcaat gcgtgccgtt cttgaagctg caggtgtaca taacgtactt 
gctaaatgtt
   218881 atggttctac taacgctgct aacgtagtaa acgcaacttt taaaggtttg 
cgtgatatga
   218941 cttctcctga gaaagtcgct gcgaaacgtg gtaaatcagt agaagaaatt 
caagggtaat
   219001 caatcatgaa aacgattaaa gttacccaga ctaaatcttc ttcacatcgc 
ttgaaaaatc
   219061 acaagctttg cttacaaggt ttaggtctgc gtcgtattgg tcatactgta 
gaagtgcaag
   219121 atacgccttc taaccgtggt atgatcaaca aagtctacta tatggttagt 
gtagaggaat



   219181 aagccatgac tctgcgttta aatgagcttg cacctgcaga aggtgcaaaa 
cgtgaacacc
   219241 gtcgtttagg ccgtggtatc ggttctggcg ttggtaagac tggtggtcgt 
ggtatcaaag
   219301 gtcaaaaatc acgtaaaagt ggtggcgttc gtccaggttt cgaaggcggt 
caaacagcga
   219361 tttatcgtcg tttacctaaa ttcggtttca ctagccaaat cgctttaaaa 
actgctgaag
   219421 tacgtttgtc tgagttaagt aaagtggaag gcgacatcgt tagccttgaa 
actttaaaag
   219481 ctgcgaatgt tgttcgtcgc gatcaaattc gcgctcgtat cgtgctttct 
ggtgaaatca
   219541 ctcgtgcatt cactgttcaa ggtgttgcat tgactaaagg cgctaaagct 
gcaattgaag
   219601 cagctggcgg caaagtcgag gagtaatctc gagtgtctat gtctcctagt 
tcttcaggtc
   219661 atgtcaacat gatgaaaggt cagccatttc acgtgaaata tcgtgaaatt 
attcgccgga
   219721 tgagttttct aatcggtgca ttgctggtct ttcgactagg agcgcatatt 
ccagtaccag
   219781 gcattaataa tgctgcgtta gaaaatttat ttcatgcaaa ccaaggaact 
attcttgggc
   219841 tattcaatat gttttctggc ggtgctttag agcgaatgtc gattcttgct 
ttgggaatca
   219901 tgccttatat ttctgcatca attattgtgc agttaatgtc tacagtgatt 
ccttctctcg
   219961 aagccttgaa aaaggaaggg gagcaaggta aacgtaaaat taatcaatat 
acgcgtcagg
   220021 gtacattatt acttgcagtg gttcaggcag taggtatgtg tgcaggtctt 
attggacagg
   220081 gtattactct atctagtggt cttgcttttt atatacctgc agttacatca 
cttgtcgcag
   220141 gaactatgtt cttaatgtgg ctaggtgaac agatcactga aagaggtatc 
ggtaatggta
   220201 tctcaatgat tatttttgca ggtattgttg ctggtttgcc taaattaatt 
atgcaatcag
   220261 tatcatctgt cgataatggt caaacaagtt taattggtct tgttatcttt 
ggtcttttgt
   220321 ctcttggtgt attggcggcg attgtgttta ttgaaaaagc acagcgtcgt 
attccagtaa
   220381 actatgcaca gaagcagcaa gggcgtcgta tatttacagc tcagcaaaca 
catctaccgt
   220441 tgaaaattaa tatggctggt gtgattcctg cgatttttgc gagttcttta 
ctcttgttcc
   220501 cagctagttt gggacaatgg gtaggaagtg cagatccgaa tgctggttta 
attaaacgta
   220561 gtttacaaga tttagcttta gtattgtcgc ctggacagcc tttgtatttg 
gtgctctttg
   220621 gtgcgttaat tatctttttc tgttactttt atacggcttt agtatttagc 
cctaaggaag
   220681 tatcagaaaa tctaaaacgc agcggagctt atgtgcctgg tattcgccca 
ggtgagcaaa
   220741 ctgctcgtta cttagatcat attcttaatc gtttgacgtt tattggtgcg 
atttatatta



   220801 cagtcatttg tttgatgcca atgattctac aaagttcttt tggtattcca 
ttctatttgg
   220861 gtggtacctc attactcatt gtagtcgttg ttgttatgga ctttatggct 
cagctacaag
   220921 cgcatttaac ttctcatcaa tatgacaatc aaacattaat gagaaaaacg 
actgctcatc
   220981 ctaagggata agcgcactta gaggtttcat catgaaagta caagcttctg 
taaagaaaat
   221041 ttgtggtagc tgtaaagtta tccgtcgtaa tggggttatt cgcgtgattt 
gtagcgcaga
   221101 acctcgtcat aagcagcgtc aaggttaatc taatcaagac ctgttgattt 
cagtaggcga
   221161 attgggttaa tatccgcccc tcaagatttt tgtggggcgg ttgattatct 
ctactgcctt
   221221 tttggagaaa agtgaatggc tcgtattgcc ggtgtaaaca ttccggataa 
caagcatgct
   221281 gttatctccc tcacttacat ctttggtatc ggtcgccaca ctgctaagaa 
catcttagct
   221341 gcagttggta ttactgagac tactaagatc cgtgagttgg acgatgcaca 
gcttgatgcg
   221401 attcgtgcag aagttgctaa ggttcctacc gaaggtgact tacgtcgcga 
aatttccatg
   221461 aacattaaac gtttaatgga tttaggttgc tatcgtggcc ttcgtcatcg 
tcgcagcttg
   221521 cctgtccgtg gtcaacgcac caaaactaac gcacgtaccc gtaaaggtcc 
gcgcaaaccg
   221581 attaaaaagt aagatttctg gaagctaaaa gatggctaaa gatactcgca 
cacgcaagaa
   221641 ggtcactcgt accgtctctg aaggtgttgc acacattcac gcgtctttta 
ataacaccat
   221701 tgttacgatt accgatcgtc aaggtaatgc attggcttgg gccacctcag 
gtggacaagg
   221761 cttccgtggt tcacgtaaat caactccgtt tgctgctcag gtagctgctg 
aagttgctgg
   221821 taaagcggct ttggattacg gtttgaaaaa ccttgacgtc cttgtaaaag 
gtcctggtcc
   221881 aggtcgtgag tctgcggttc gtgcattagg cgcagtgggt tataagatta 
acagcattac
   221941 cgatgtgact ccaattcctc acaacggttg ccgtccacct aaaaaacgtc 
gcgtgtaagg
   222001 agaaacattc atggctcgtt atattggtcc aaaatgcaaa ctctctcgcc 
gcgaagggac
   222061 agacctgcaa cttaaatctg gcgttaaacc atttgacgtc aaaactaaaa 
aagctaacaa
   222121 agcacctggt cagcatggtc aggctcgcgg tggtaagcaa tctgagtatt 
cactacaatt
   222181 acgtgaaaaa caaaaagtcc gtcgtattta cggtgtgtta gagcgtcaat 
ttagtaacta
   222241 ctataaagaa gcagctcgtg ttaaaggcgc aactggtgag aacttgttga 
aattgcttga
   222301 aagccgtctt gataacgttg tttatcgcat gggttttggt tctacacgtg 
cagaagctcg
   222361 tcagttagta agtcaccgta gcattacttt gaatggtcgt cgtgtaaaca 
tcgcatctat



   222421 tcaagttaaa gctggtgatg taattgcggt tcacgaaggt gctaaacaac 
aattgcgtat
   222481 taaaaacgcg attgaattgg ctgctcaacg tggtattcca gcttggatcg 
aagttgatca
   222541 ctctaagctt gaaggtacgt ttaaagctgc accagatcgt tctgatttac 
ctgctgaaat
   222601 caacgaaagc ttgattgtag aattgtattc taaataatcc ttgaggtagc 
aataatgacg
   222661 cgtactgcaa acgagtttct aactccgcaa gcgatcaagg tcgaagcggt 
aagcgggacc
   222721 tcggcaaaag tgattctgga acctttagag cgtggttttg gccatactct 
aggtaatgct
   222781 ttacgtcgca ttctattgtc ttctttgcca ggcgctgctg tggttgaagt 
agagatagaa
   222841 ggtgtcgagc acgagtacag tactttagaa ggcttgcagc aggacatcgt 
cgagctcttg
   222901 ctgaacctaa aaggattgtc tattaagctg ttcgatcaaa atgaagctta 
tttaacatta
   222961 gaaaaacaag gtcctggtga cattactgct gccgaccttc gtttacctca 
taatgttgaa
   223021 gtggttaacc cagaacattt aattggtact ttgagtgcta caggctcatt 
aaaaatgcgc
   223081 ttgaaagttt ctcaaggtcg tggttatgaa acatctgact ctcgtttccc 
tgaaggcgaa
   223141 acacgtcctg taggtcgttt acagttagat gcttcttata gcccaattaa 
gcgtgtttct
   223201 tacaccgtag aaaatgcgcg tgtagaacaa cgtaccgatt tagataaact 
ggtaatcgat
   223261 cttgagacca acggtacggt tgatcctgaa gaagcaatcc gcaaagcggc 
aacaatcttg
   223321 caacaacaaa ttgcaatatt tgttgatctt cagaaagacc aaactcctgt 
tgctcaagaa
   223381 cctcgtgaag aagttgaccc aatcttgctt cgcccagtag atgatctaga 
gcttactgtt
   223441 cgttctgcta actgtttgaa agcagaaaat atttactaca ttggtgatct 
tgttcaacgt
   223501 actgaagttg agttgttaaa aactcctaac cttggtaaaa aatcgttaac 
agagatcaaa
   223561 gatgttttgg catcgaaagg tttacaactc ggtatgcgtc ttgagaactg 
gccaccagct
   223621 agtcttcgta tggacgaccg ttttgcctat cgtagccgtt aattaagtag 
gactatcacc
   223681 atgcgtcatc gtaatagtgg tgtgaaatta ggccgtacaa gcagccatcg 
taaagcgatg
   223741 ttccaaaact tggctaattc tttatttgaa catgagttga tcaaaacaac 
tttgcctaaa
   223801 gctaaagaat tacgtcgtgt tgctgagcct ttaatcactc tagcaaaaaa 
cgatactgta
   223861 gcaaatcgtc gtttagcatt tgctcgtact cgtaatgctg caactgttgg 
taaattattt
   223921 accgtactcg gccctcgtta caaagaacgt aacggcggtt atctacgtgt 
tcttaaagcg
   223981 ggcttccgtg ctggtgatgc agcaccgatg gcttacgttg agcttgtaga 
tcgtgaagtg



   224041 aacacttcag ctgaataatt gatattattc aaaaaagacc ggctttatgc 
cggtcttttt
   224101 tattttccaa aaaacataaa attaaaaatt tgtccccaag tgacataaaa 
aaacggataa
   224161 acggtcaaac ttgacattgt gtattgtcaa aattgtgatt taataaagtt 
atattctcaa
   224221 caatgggtat aaaaataaaa tggaaaagca agttgatgta ttaatcattg 
gtgcaggcat
   224281 atcaggaata ggagttgctg cccatttatc taaaaactct ccacaacgtc 
agtttgaaat
   224341 tttggagcgt cgtgaatcgt ttggtggaac ttgggatctt ttccgctatc 
ctggtatccg
   224401 ttctgattca gatatgtcta cttttggttt taactttaaa ccatggcgca 
aagccaatgt
   224461 tctcgctgat ggtgcctcta ttaaaggata tctaggggaa gtgattgatg 
agtttaagtt
   224521 aaaagaaaaa attcattttg gccatcgtgt cctttctgcg aattatgatt 
ctgcctcgaa
   224581 aaagtggcat gttattgtcg aggacaataa gaaaaaacag cagacttggg 
ttgctaactt
   224641 cgttgtaggt tgtactggtt attataatta tgaccaaggc tacgcgccgg 
ctttcccaaa
   224701 tcaagaagct ttcaaaggtc aactcattca tccacaacat tggcctgaaa 
acttggatta
   224761 taagggtaaa aaagtagtaa ttattggtag cggagctaca gcaattacac 
tggtgcctgc
   224821 aatgtcaaaa ggtggagcag gtcatgtaac gatgttacaa cgttcaccaa 
cttatattgc
   224881 ttctgttccg tctattgatt tcatctatga aaaaactcgt agatttatgt 
ctgaagaagc
   224941 agcctataaa tttacgcgtg ctcgtaatat tggtatgcaa cgagcaattt 
atgcattgtc
   225001 tcaaaagcat cctaaaacag ttcgtcgttt actcttaaaa gcaattgaaa 
tgcaacttaa
   225061 gggtaaagtt gatatgaaac attttacacc ttcatataac ccttgggatc 
agcgtctttg
   225121 cgtagttcct gatggtgatt tattcaaaat tcttcgtgag ggtaaggcga 
gtgttgaaac
   225181 tgatcaaatt gaaaaattta ctgagactgg tattcaatta aaatcaggca 
agcatcttga
   225241 tgccgatatt atcgtatctg caacaggttt gcaggttcaa atcatgggcg 
gtgtgcaggc
   225301 aactattgat ggagagccag ttaaatcatc tgaacacatg ctttataacg 
gcgtgatgct
   225361 cagcgatgta ccaaacatgg cgatgattat tggctatgta aatgcttcat 
ggacattaaa
   225421 agttgatatt gcagcagatt atatctgccg tttattaaat tacatggata 
agaataatta
   225481 tgatgaagtc attccatctg gtgataagag cgtgatggaa gaagacacag 
tcatgggtag
   225541 cttatcatct ggttatatta gtcgtgctgc tgacgtgatt cctaaacaag 
gtaaacaagc
   225601 tccatggcag gtaaccaata attatcttga agaccgaaaa tcattaaaaa 
atgcaaaatt



   225661 tgatgatggt gttctacgtt ttcataagca ttcagaagtt tctacacgta 
aaccaaaatt
   225721 agtgtcttga tattcgaaaa taaaaaagga ggctataagc ctccttttta 
taatgaagat
   225781 taaagagttc tagagattaa ttctttcata atttcattgg tgcctgcata 
aatacggttt
   225841 gctcggtgat cgatataagc gcgtgcaatt ggatattcca tcatatagcc 
ataaccacca
   225901 tgtaattgaa gacattcatc tacaactttt gaaaacatat ctgaaatttt 
atattttgca
   225961 gccgctgcag cttcaacact caatttttca tcgagttgta attccataca 
acgatctaaa
   226021 taggtacggc agaaatctat ctctgttcta agttcggcaa gtttaaaacg 
agtattttgg
   226081 aatgctccaa ttggtttgcc aaatgcttta cgatcttttg tatattgaac 
agtatgtgca
   226141 aatgccgctt ctgccccagc ttggcagata atagcaacta gcatacgctc 
ccacgctaat
   226201 tctttcatga gcatgataaa gcccatgcct tccataccta aaagatttac 
tttaggaaca
   226261 cgaacgttat caaagaagag ttcacaggta tcttggcctt tcataccaat 
tttgttaagt
   226321 ggtttgccct tagtaaaacc agcacggtta gcttcgacaa taatgagtga 
taaattggca
   226381 gatcctttat cgctattccc cgttttacaa acgacaattg ccatatcgca 
taaatagcca
   226441 ttggtaataa atatttttga accattaatg acatattcat cgccatcaag 
aacggctgtt
   226501 gtacgaaccg cttgcaagtc tgaacctgtt cccggctcgg tcatggcaat 
tgcggtaacc
   226561 gtctcaccag tagccatttt agggagccat ttctgttttt gctcttcatt 
accgaagtta
   226621 ttgatatagt tggctacaat gtcggaatgc agtgagaaac ctgtacttga 
gtccattgca
   226681 taggcttgtt cttcaataag aatcatgctg tataggcgat cgacacctga 
accaccatat
   226741 tgttctggca tggtggtaca gagtaaacct aatgcaccag ctttattcca 
aagatctcgg
   226801 tcaacatgtt gttgtttttc atatttttca atattaggta caacttcttt 
ctcatagaat
   226861 ttacgtaccg tttcccgaaa agcttcatgt tcttcattaa ataaatggcg 
aggtaacata
   226921 tttggaatgg gacgaatagc accagattgc attgtatttc ttccttggtt 
tgggcttgat
   226981 gttatgagct aaacataagg gaagcgacta gacctaacaa tgtgatgaat 
gctcatttat
   227041 ggcggtgaag tgataagttt ggtcaatttg atatttttag cgaactttct 
catgtgatca
   227101 ggtaaactaa gcgcactatc aacgcagatg gggaaataaa tgtctgaaga 
aatgaccttg
   227161 gaagaacgta aagtaatcta tcgcgcacgt cgtggtttaa aggaaattga 
tgtctatttt
   227221 gacccttatg tgaaaaatta ttatttaaag gcagacccgg cagaaaaagc 
attgtttgct



   227281 gagttggtag aacaggaaga ccctgattta ctagattggt ttatggaagt 
atcagaacca
   227341 ccacgtaccg aattacgtga ctttatctat aaattaaaac actatgttca 
tggttaattt
   227401 attttgatca accatttgaa ttttaagctg aaatatagtc gtttttcgat 
tatatttcag
   227461 ttttttattg gcttaagctt agcagttcta ttttatcaat taatgccgtt 
actatggtgg
   227521 ttagttgtaa tcagcttact atttatcagc tttattttct ttttaaagcg 
tccgcagctt
   227581 gcacaaattg cttatttaga taaaaaacta tggtcgcttg cttatcactc 
acagaacacc
   227641 atttctcgcg tcaaaatttt aaaaataatt gattatcaga ttttcatagt 
gatctatttt
   227701 gaaggtcata aaacactaac ttctatcatt tggtttgatc aaatgtcatt 
agcagagtgg
   227761 aaaaagctta aaactttaga aaaactctat taattgttag acaattctac 
atttgtatat
   227821 ttatttaaaa ttattattaa tcaatatttt atactttatt tctttttggg 
aaattgaaat
   227881 tgtctagtta aaatacagaa aaaacagcaa gaaagttaat tgtcggacaa 
tttctcaata
   227941 tggttactat tctatcggtt aaagtacaaa caccaacgta aagtgtgtcg 
gaggtctcaa
   228001 atggagatgc caacatggtc gttcttggtc attgccataa ttatggcggt 
ggtgatagga
   228061 agagcaggaa ctttactcag ggaacatctt aaccgagtta atcttagcaa 
agttaagaga
   228121 cagaggatgc aaaggtcatc gatcagtcaa tagtctaatt ggttaatcga 
ttaatttcat
   228181 caagtgtcca gtttttaact gggtgcgaat gtagtaagga ggtctctcat 
ggagatttca
   228241 atgtggatgt ttctgttgat tgcagtaatt atggctgtag tagtaggaag 
agcaggaact
   228301 ttacttaagg attatctaga acaacaataa tataagccgt taaaagctta 
tcccagttaa
   228361 taagtagcat gtgctgaacc gtcgcaatgc tacttttttt tgcctaaaat 
ttttgtttcc
   228421 ctgaaaaact gtcaatttta tctgctgtga agtgtgtcaa agtataagcg 
ctacaattag
   228481 agtaattact cttttattca agatatgcat ctgctaatgt acatctgaaa 
aggaaaaaac
   228541 aaattacatc gaggacagga agatgtctaa agtccaaaaa atatgccaag 
gtttggcggt
   228601 aagttttctt gcagcttcag ttttatcagg ttgttcatac gtcgtgaaga 
gtggagcaaa
   228661 tgttgcttta ggttttgaaa agcacgtcgt tccacctatt ttggcaatgc 
aagatgctga
   228721 aatggtctgt aatactggta gtgccttaac tcctgcaatc atgtcgacta 
aaggtatggg
   228781 tgcagatcct actcgtgttg ctgtcttaat gtatgctgct tcaggtgtat 
gcgcggaaaa
   228841 ccaagcatta gaacaggaat tacgttattt gcgtgcttca aaagcagggc 
aggtaacaga



   228901 agctcaagat gcacgtattg cacagaagcg ttgggctgca attgctgctg 
agcgacaata
   228961 cgcaggctat aagctctttg ctgatcgttg ggaatctaaa tataaatatc 
atttaggtga
   229021 ttcttgtcca acaatgcgta gtgatattga ccaaactgta tatttacttg 
ggatgattag
   229081 tggtcttcaa gctgtgacca acgatattaa ctctggcggt tctgtcaatg 
ttccgaaaga
   229141 tattgctgct attgtagagc gcggtatggt ctgccttgat aaccaaaaat 
tctggggcgc
   229201 accaaatgca acgcgcgcag tgatctggac tttattacca ggcgctaatg 
aagggaagcc
   229261 tgatccatat gagactttaa aacagtccgt gcaaattggt gaacaaaaag 
gtgtgcgttt
   229321 atctcatgca ttatatgccg tagctgctca agcgagtggt gacgatgcca 
aaatccgtga
   229381 tgcattaaaa acttatgctg catctcaagc agatgacaaa ccagtcaatc 
cgaactttaa
   229441 attaatcgat agtatggctg gtttaattgt gcgcggtatt tctgaccgtt 
actggactga
   229501 gcatactggt gttcgtaccg gtgatgacgg tatgtctcat ttctgggatg 
agaaaaacga
   229561 aggctcagct gaattggatg agttgtttga tggtggagct gcatcggaag 
ccccagctga
   229621 cacgaaaact gcaccagcac agtaaaatag atctgaagga actcactctt 
tacggttact
   229681 aactctagta atcgtaagga gtctggttta aaaggagtgt gctatgaaag 
atcatgtact
   229741 caataaaaaa gtgcttttgg tcgcagggtg catttctgtt tctgcatgtt 
tacaggtgtt
   229801 tccggattat tttatctatt ggcgtgaaag cttactcggc gagttctggc 
gtttatggac
   229861 agcacactgg gtacatgtcg gatggattca ctttctttta aatatgatgg 
catttgcgtg
   229921 tttgcctttc atatttccac ataccaaagt gtggcacatt ttaagtcttc 
tttttctttt
   229981 accacctttt attagcttgg tgttctattt ttatttgccc aatatcgatg 
catatgccgg
   230041 cctttctggg gtactccatg ggttatatac cgcagttgct ttggtttact 
tgcaataccg
   230101 taaagaaagg aattttgcat ttctggtctt aggtttaatt gttgcaaagt 
tgatttggga
   230161 aaatacattt gggcaaacag gaacagccca gctcattggt agtccagttt 
taactgaagc
   230221 tcatctatat ggggcgattg gtggtgcaat ctttggagga tgctattggc 
tcatacaaag
   230281 attcaaatag aaagattgac aatacaaact gttaaaaaag tgattttagt 
cattctttat
   230341 tgataaagtt tgatgcaaat ttgatcgttg aataaaggga ttggtagaag 
ggggatggac
   230401 gatacccctg accaaggaaa ttgcatgact caaagccttt gttatgaggg 
atttgagaga
   230461 acaaaattgg aatatttatg caagaatatc aagaaaaaag atctggatta 
ggtctgctgg



   230521 gttatatctg gaatgaatgg atctcaacat tcattatcct cattttacta 
ttgatgacgc
   230581 tcataattgg taccggggaa atgatccacg gtcaattatt acgtatcggg 
gaacgtcttt
   230641 atggtgaccc tgctacaggc atgcaatatt cattcttgcg tgctgagcct 
gaaaagccga
   230701 cttgtgatcg acatccgaat attgatgctc aagtaaaaga gcagatgaaa 
gcaaatgcat
   230761 ctgatgattt tgcgagcttc tttggtgctg catcggaaag tgatgtccgt 
gcatccttac
   230821 tagcagcaca gcagcaatgt gaagaaaaat atcaggctta cgacaaaact 
attaaatata
   230881 tcgaagcaaa cccgggcgta cgtacttatc gtgcgatcga aacaggtttc 
tttggtattt
   230941 ttaaattcgg tacagaaaac cgtgccattt tactggtctt tatggtactg 
atttcagcga
   231001 ttactgcatc attgaaatat caccatattg gcttgcgtaa tccagcaaca 
aaaatagatt
   231061 acaaagtgta ttctctattt atgttgattg gtaatgcgct actaagcttc 
tcggtcatta
   231121 gccagtatcg ttcagtcatt aattccgggg taacacctac ttatgaaaca 
gtaacgattt
   231181 actggatatg gatgattctg tttgttgttc tgaccttaat tagtctgtat 
caactatttg
   231241 tttcacctcc accaaaacgt gaaggcggta atataggttt agccttactt 
tctgtacctt
   231301 tatatgccta tatggcacta attacaggta ttgtattcac gttctttatg 
gattatccaa
   231361 tggggcaagg gatttacctt ggtttattgg ttgagttctc gggtatcttc 
ttaaatcttg
   231421 ccttatttat ttgggcgggt atgttactca cgcaaacccg tgttatggac 
ttgttcttaa
   231481 atgtacttcg tccatggaac ttggcgccag aaaccttaac ttggttaatt 
ctgattgctg
   231541 ctgctgtacc gactgcttat accggtgctt cggggatttt cgttatcgcg 
gctggtgcga
   231601 ttatttataa ggaagtttgg aacgcaggcg ctcgccgtca atatgcatta 
gctgtatctg
   231661 caatgtctgg ctccctaggg gtggttgtac gtccatgtct cttggtcgtt 
ctaattgcga
   231721 tgttggatag tcgtcatgtt acatctgatg aattattcgg acatggtatt 
tatgtcttct
   231781 ggctaacagc atttattttc ttgggtgtat cccttttatt ggcagaagaa 
aagttccgtg
   231841 tgaactcgcc aaaagtggca ctaccaggta tggcacgagc tttcgtaccg 
gttattccat
   231901 atatcttaat tactgtagtt gtccttgcat tttataaata tgcattagat 
acaggaatga
   231961 atgaatttac tgcaccagtg attctgccac tcgtgcttat tgcgatgatt 
ctgtacgata
   232021 aaatggttat gcctaaagag gcaccagctt taaatattca tgaggcgatt 
gttcgtgagc
   232081 atgaaaagaa atcaccgttc ttacagactc atgatccgca tagttcacaa 
ttccgtcttg



   232141 gttttggtgg tgcattacgt tttgcgacat cagaaacagt gggacatatc 
ggtgccttaa
   232201 ttattttgat ggcattgtct gcaagtgtag gcggcttaat tgaacgctct 
gaagtggtcg
   232261 aattattacc aactcattta ggcagtatct atatatcact ggcatgtatt 
gcactgttac
   232321 ttgcaattat tggtatgtgt acagatccat ttggtgccgt aattttagtg 
gcagcaacta
   232381 ttgctcctgt agcttacgaa aatggtattc atccaattca cttctggatg 
attgtattgg
   232441 tcgcattcga atttggttat gtaacgccgc cagttgcctt gaaccatcta 
ttaacgcggt
   232501 tatccgttgg tgatgatgag gtgaatgctg ccgatgcaga agccaaagag 
aagtacacaa
   232561 gtttctacta ccgatatgaa cgctggttat taccaattat tgtcttgttc 
tcatcattgg
   232621 tattggtaac ttatgcacca ctaatactga aattatttgg ttggtataag 
taatttaaat
   232681 atataagccg agcaaaaaca ctctctttaa gagggtgttt ttttatgtgg 
tagttatttt
   232741 gaacatataa atttttagta aataaaaagc tagctcagag tgaattagct 
ttttgcatca
   232801 tatctagagt taaacaaata ctattgttgt ttaacttggg cctcaagaag 
cttcacttgc
   232861 tcttctttta gcttaataag ttgatctgca tcagtatgtt gagcttttag 
tgtcgcttcc
   232921 tgatcttgca attgacgatg aatgtcattg agtttagaca cttcttcttt 
agctaaagat
   232981 tcttgagcag ggattggttg cttgagcaca tcttcattca caagttgctg 
tgagttagcg
   233041 gtttgtgttt gaaccacagg ttccgagctt tcagaaggtt ttgtagtttt 
ttcaggagct
   233101 ggtaccgagg ctggttgtgg atcaaccatt ggcgctgacg acgcagtttt 
tttgaaaaac
   233161 cattgtgctg cgaaaaaaag cacgacgaga atgcttaagc ccccaattaa 
aatccacaat
   233221 agttttgagt tttgttttct ttgtagtggc atgtctaaga cctttagtca 
gaacgacgag
   233281 gcttgaactg tattacccca atttcatcag gtatagcggg cgtttcaggc 
tcatcaatat
   233341 gagtcggacg attttcgcta taaccgcatt cgatacattc aatccattcg 
tcttcagcgg
   233401 tggttagcat gacaatccga tctatggctt cacattttgg acatttagcc 
ccagcaatga
   233461 aacgtttctt catctttatc accctaacca cacgatcaat ttaggcccat 
agtttaagcg
   233521 gttttgttat cgttcgtcca accttgatga cgtaacaatg catcaatttt 
tggctcacga
   233581 ccgcggaaat tcacaaatgc ttcaagagca gtatctttcc cacccaccgc 
taaaattgcc
   233641 tgacggaatt ctttacccgt ttgagtattg aaaatacctt cattttcaaa 
acggtcaaag
   233701 gcatcacttg ctaaaacttc tgcccatttg taagagtagt aacctgctgc 
gtagccgcct



   233761 gcaaaaatat gactaaagct atgctggaaa cggttgtagt cgacggttgg 
aactactgca
   233821 tattgtttgc gaatatcatt taaggtctgc tgaatttgct cactattcaa 
cgcaggagtt
   233881 ttggtgtgaa tagttaagtc aaataaggca aattcaagct gacgtaaagt 
ttgcatacca
   233941 gactggaaga aacgtgcact taataaagca tcaagtaact cctgaggtaa 
agtctgcttg
   234001 ctctcaatat gctcacttaa aacatcaaga ctttctttat cccatgacca 
gaattccata
   234061 aactgacttg gtagctcgac tgcatcccaa gcaacgccgt gagtacctgc 
aactgagata
   234121 ttatctactt cagtaagcat atggtgtaag ccatgaccaa actcgtggaa 
taaggtaatg
   234181 acttcatcat gggtgagtaa ggctggctgg ttgcctacag gtggagtgaa 
gttacacacc
   234241 atatagcaaa ttggtttttg taaaccatga acagtttgca tacgtgagcg 
gaaaccactc
   234301 atccatgctc caccacgttt ccctatgcgc gcatataaat caaagaagaa 
gccgccaaca
   234361 acttcacctt ggtcttctaa ctcaaaataa cgtgcatctg gatgccaaac 
cggagcttca
   234421 cgttcaacga tgttaatacc atatagacgc tgtacgatct ggaataatcc 
ctgaatcact
   234481 tttggtgcag ggaagtaagg ttttaaagct tcttgtgata agttgaattg 
ttgttgttta
   234541 agcttttcag aatagtaagt ggtatcccaa ggtttaagct catcaatacc 
atcttgtttg
   234601 gcaatagctt ggagttcggc aacttcctga agtgcagggg tacgtgcatg 
ctcagctagg
   234661 tcgaccaaaa agtcatgaac tgttttgaca tcaggagcca ttttgctggc 
aagagaatat
   234721 tcagcatagt tattaaaacc gagtagtttt gccatttctt ggcgaagact 
caggatttct
   234781 tccataattt tgctgttgtc aaattctgtt tgctcagact gatctgatgc 
acgtgtgaca
   234841 taagctttat aaagctcttc tcgcaaggca cgatcatcag cataggtcat 
gatggcaaaa
   234901 taagctggga aatctaaagt tgcgaccgct tgatcaagct cacgctgttt 
gccgtactgt
   234961 tttaataact caacattact ttccggaaga ccttttaatt ggtcttctgt 
cagtggttta
   235021 aaataagcct gtgtcgcatc aagtacatgg tttgagaagt cagaagaaag 
ctgtgaaaga
   235081 cgtgcagaaa tttcagcgta acgttttttt tcttcaccct ctaaagcaac 
accagaaagt
   235141 ttaaaatcac gtaaagcgag acggatggca ctttgttgcg cagggcttag 
ctttgaatag
   235201 ctctgaccat catgaatgag ttgataggtc tgatataacg ccgtgtgttg 
gccaagctga
   235261 gtgtaatatt cacttaaagt gggtaatagt gattgataga cttctctggt 
ttcagcattg
   235321 ttcattacag catttaaatg agacaacact ccccatgatt cactaaggtt 
attttcaagt



   235381 gcatcaattt gttcaagtac ggcaagttgc tggtctgtct cggatggtgc 
agccgtaagg
   235441 gtgtttaaaa actcttgtcc tgcttgaatc gcttgttgaa tatcttgttt 
taaattatct
   235501 aatgtaattt gatcaaagcg gggagtaggt agagtcgctt gctgtaaagt 
cattgctaat
   235561 agccacatta ttttttaaac atagtattag atgtaggtat tgttaggcag 
gaaatcaagc
   235621 ttaatttaaa aaataaacgt tttaaaaaca ttaagccccc attttgggag 
cttaatcata
   235681 attaatgcaa atacctatga attagtcagc cttagacttg gcgtttgact 
ttttcttttt
   235741 aggtttcgct tttttcttta ctttttctgg tttggcctct gcttttgtag 
aggttttctt
   235801 accagacttt ttactatatg agcttggttt gcctttttcc ttctttttac 
ggacaggttt
   235861 ttcaccatca gttgatacag acggtttacc aaaaacttct tctgttgctt 
gtgtgctagt
   235921 tttggttgtg cgtggagcac gactacgaac tacacgtcca gcatgagtaa 
cttgtttaat
   235981 gagttggaaa tcgattttac gctcttctag atttacacca gcaacttgaa 
ttttaacttc
   236041 gtcgcctaaa ccgaagactt gaccacgatt ttgtccaatg aggttttgac 
tagcttgatc
   236101 gtaaataaag aaatcatcgc caagttggct aatgtgaatc atgccatcaa 
cataaagatc
   236161 tttaagagta acaaataggc caaattcagt taccgcactc acaataccaa 
tgaactcatc
   236221 acctaaatgt tgttgcatat agtggcattt caaccaagtc gttacgctgc 
gggatgcttc
   236281 atcggcacgg cgttctgttt gagagaaatg ttcacctgca tcatctaaag 
ctgcaccgga
   236341 aagtgggtaa ggcttttgtt ttagatgagc tttaattgca cgatgtaaca 
ataagtccgg
   236401 gtagcggcga attggtgaag tgaaatgtgt ataagcttca taagctaaac 
catagtgacc
   236461 tgcatttttg gcaccatagt aagcttgcat cattgagcgt aataacacgg 
cgtgaatgct
   236521 tggtgcatca atacggtctt tagttgcctc aataactttt tgatagtctg 
cctgagttgg
   236581 ttggtcaggg aaaggtaaac ccaatagttt tacaaaatct tttacttttt 
gaatacgtga
   236641 gaattcaggt gcctcatgta cacgatacaa catcggaata tcatgttcta 
aggcatattc
   236701 tgctgctgct acattggcaa gcaacataca ctcttcaata agcttatgag 
catcattacg
   236761 tgtacgaggt aaaatttctt taattccacc taactcgtca aaggtcatat 
aagtttcaat
   236821 ggtttcaaac tccattgcat gacgatcaac acgtaagttt ttcaaaatct 
ggtaaagctg
   236881 gaaaagtgta tttagcgatt tatgaatatt acgatctttt ggaattgcat 
cagttgcacc
   236941 ttcaaaatat tgtcctactt gcgtataggt caaacgtgct tttgaatgca 
tgactgccgg



   237001 ataaaattca taacctgtaa cacgacccgt acgagaaagt tttaggtcac 
agaccatgca
   237061 taaacgatct acgtgtgggt taagtgaaca caatccattt gataatgctt 
ctggtagcat
   237121 tggtaaaaca aaatgtggga aataaaccga agtgccgcgc tcttcagctt 
cttcatttaa
   237181 tgccgaatct aaccgtacat aatggctcac atcggcaatt gcaacgacaa 
ctcggtaacc
   237241 accaccagga cgtttttccg catagactgc atcatcgaaa tctcgcgcat 
cttcaccatc
   237301 gattgtgaca agtgccaagt ctcttaaatc aactcgacct tcgcgatctt 
gttcagcagg
   237361 ttctttgaaa ctttcagctt cttttataac ttcatctgga aattcgtaag 
gtaaaccaaa
   237421 ctctaaaatg gtttgcggaa taataatttc agtatcggct ttatctgcca 
tagactgaat
   237481 aatatgtgcc gttgcaaatt cttcccgggt tgggtaagtg tctatagcaa 
cacgaagcat
   237541 atcgccgaca tttgctttag catgttcaac caattctttt tctagtggga 
taggttgatg
   237601 ctgatttgga ttattaggct gaataaaata ttcgccctca tgtaccgaca 
atttaccaat
   237661 taactgtttt actcgatgct gtataacttc ggtaatgaaa ccccatggtt 
tacctttgcg
   237721 atctaccgat gtctgccgaa cacggacccg atcaccatta aagactaaac 
gtaactcacg
   237781 ctcaggtaat aacaaatcat cttgaccatc aatatgtgct gtacccaaac 
ctttactatt
   237841 aatatagaca gttgcttcat aggtaggttg gtctgccacc aactgaaact 
taaaaccatc
   237901 cttcataagt tggccatcac gaaccatagc acttaagcga tgacttaagg 
cttcaatact
   237961 tttctgatct tgaatatgaa aatggtcaac aagttctgca tgagattgcg 
gtgtttgcaa
   238021 ttgttccaac gtatctaaaa taagagtacg gcttggaata ggattgtcat 
aacgttcagc
   238081 ttcggctttt gcttcggggt caacccagtt ttttgtcatg tcgtttggtt 
tcatgcttgg
   238141 cagataggtt tagcataaga catgcagacc agaactgcac gttcaggttt 
gcaataatgt
   238201 gttatgcatt actgtgttga aataaaaaaa taatatctat cttaacaagc 
gtttgattga
   238261 aaaaggcgaa aagaatacga aaattgttta aaaaatattt aattgaacga 
aaaaacaaga
   238321 aaatttcagt atcatgactt gaacaatgta gttttagttt gtattatggc 
ggctcgttcc
   238381 ggtgaggtgg atgagtggct gaaatcactt ccctgctaag gaagcatacc 
tattactggt
   238441 atcgagggtt cgaatccctc tctcaccgcc atttacttaa tgcgctcata 
gctcagctgg
   238501 atagagcact tggctacgaa ctaaggggtc gggagttcga atctctctga 
gcgcaccaag
   238561 taaaatcgaa cgaatcgctg aaaagcacac aagttacgcg ctcatagctc 
agctggatag



   238621 agcacttggc tacgaactaa ggggtcggga gttcgaatct ctctgagcgc 
accaacttga
   238681 agaattaacc gcttttatag cggttttttt gtatctgctg tttattaatt 
tttaaaaatc
   238741 taaattttat aactttttaa ttatattaga gataacgata aatgaatctg 
gctttattcg
   238801 attttgatgg cacgattacc cataatgata ccttcagttt attccttaaa 
ttttctttga
   238861 gtaaaaaaac tcaaatatta ggtggcatcc gtcttgcacc ttatatagcg 
ggttataagc
   238921 ttgggtgggt aacggataaa acgatccgta ctaagctctg ccaagtggga 
tatatcggct
   238981 atgatgcagc ttctttgata tgcaaaggac aagagtttgt taaaaaagta 
attccttcct
   239041 gtattcgtga aaatgcttta gaacgcattc tctggcataa acaacaggga 
gatcaggtcg
   239101 ttgttgtatc tgcttcatta agtgtttact tggaaagttg gtgtaaatct 
ttagatctgg
   239161 atgttatttg taatcaactt gaaatagata atggtatttt gacaggttat 
tttattgatg
   239221 gtgattgtgg ttatttagaa aaagtaaata gaataaaaaa taaatatgac 
ttaactcaat
   239281 atactataat ctatgcttat ggtgatacac ctaatgatta tgcgatgttg 
gagttagctc
   239341 atagaaaata ttataaatgg caagagatta attaatattt aaaaatatat 
taaaaaagaa
   239401 agccacttat ataaagtggc tttctttgta attattaaac agtattgaat 
gagttttcta
   239461 ggaagttatc agtaagtaat gatgtcggta cgatcgtatg cgttgtattt 
gttacgctag
   239521 atactgtaga agttacacca ccgagtaagc taccaccagt caatccgcct 
agcaaattag
   239581 aaataacatc taaactgcct tcaccagtaa caccacccgt taagcttcca 
acgatatccg
   239641 ttacgatacc gatagggttg tctgtaccgc cagtaacacc accagttaaa 
ccgccgagca
   239701 gatcagtgac tacgccaagc ggactgtcgc cacctacgct accagttaaa 
ccaccgagaa
   239761 ggtcagtgac tacaccaagc ggactgtcgc cgcctacgct accagttaaa 
ccaccaagta
   239821 aatcagttac taaacctagt gggctatctc cgccagttac gccaccaata 
gttcctgtta
   239881 ctccgccaat gatttcagtt actaaaccag ttgcagttgt accatttgta 
ataagcgtat
   239941 cgagaatacc ggtagccgct tcagtagcgc cttgaatatc accaccgact 
aaatcagaaa
   240001 caacttcaag agcaccgttg accgtgtcac gagacgtttc gaaagttaat 
gtgccaaggt
   240061 ctgcaatttc agaaactgga tgctcagctt gaggtaatac accaataata 
gtgtcggcta
   240121 ctgtatcaat accagtatta ataatttcag ttttcaggct ttcaacgcct 
tgaagaatat
   240181 cgatgccgcc ttgaacaaca tcgattactg gagaaatagg agatgtacca 
ccaccaataa



   240241 tgccaccggt tacgccgccg ataatgtcag ttactacacc aagcggattg 
tcaccaccga
   240301 taccgccagt aacaccgccg ataatatcag ttactacacc aagaggattg 
tcaccgccaa
   240361 taccgccagt aacaccaccg ataatatcag ttactacacc aagagggtta 
tcaccgccga
   240421 taccgccagt aacaccaccg ataatgtcag ttactacgcc aagaggatta 
tcaccaccga
   240481 taccaccagt aacaccacca ataatatcag ttactacgcc aagaggattg 
tcaccgccga
   240541 taccgccagt tacgccgccg atagtacctg tcacgccacc aaggatatca 
gtaacaattc
   240601 cagtcgctgt tgaaccattc tgaataagtg ttcctagaat accagttgca 
ttttcagtag
   240661 caccttgaat atcgccaccg actaaatcag aaacaacttc aagagcacca 
ttgaccgtgt
   240721 cacgagacgt ttcgaaagtt aatgtgccaa ggtctgcaat ttcagaaact 
ggatgctcag
   240781 cttgaggtaa tacaccaata atagtgtcgg ctactgtatc aataccagtg 
ttaataattt
   240841 cagtttttag gctttcaacg ccttgaagaa tatcgatacc gccttgaaca 
acatcaataa
   240901 ctggagaaat aggagatgta ccgccaccaa taatgccacc ggttacgccg 
ccgataatat
   240961 cagttactac gccaagaggg ttatcaccac caacaccacc agttacaccg 
ccaataatat
   241021 ctgtaatcac ttcaagtggg ttgccatcaa caccgccagt tacaccaccg 
ataatatctg
   241081 taatcacttc aagtgggttg ccatcaacac caccagttac gccaccaata 
acatcagtaa
   241141 cacttccaac cacaccagta acaatacctg tagcagttgt gccatttgta 
ataagcgtat
   241201 cgagaatacc ggtcgctgat tcagtagcgt cttgaatatc accaccgact 
aaatcagaaa
   241261 caacttcaag agcaccattg actgtgtcac gagaagtttc aaaagttaat 
gtgccaaggt
   241321 ctgcaatttc agaaactgga tgctcagctt gaggtaatac accaataact 
gcatcagcta
   241381 cagtttcaat gcctgtatta ataatttcag tttttaagct ttcaacgcct 
tgaagaatat
   241441 caatgccgcc ttgaacaaca tcgattactg gagagattgg agaagttccg 
ccgacaacac
   241501 cacccgttac tccgccgata atgtcagtaa caacttcaag agggttacct 
gtaacgccac
   241561 ccgttacgcc gccaataata ttggttacag tatcaattgg gcttgtagac 
cctacagtac
   241621 ctgttacggt accaactaca ttagaaacta agtctgtggt tgtatgtgaa 
actgtatcgg
   241681 ttacagttga aatcacatta gaaagtaagc ctgttgttga aacattagca 
atgttgatat
   241741 cagaaacatt tacattaaca gaggaacctg tgtttactac aggggttatc 
gatacaatat
   241801 tacccaggtc ctgagtaact tttgatattg aagagacgag atttttcagt 
aagaacatgg



   241861 tggtctattt cctgtgtatt tatgtatttt taagtaagta tttatatatt 
gcgttacgca
   241921 attattgaga tatgtatcgc aataattaaa aattagtatt gtgtagatct 
caaaaagtgt
   241981 caatgcatat ttctactcaa ataaattgat acttataata ttttgacaat 
tagttattct
   242041 ttagatttag acataaaaat aataattttt tttataatat attctttata 
gatgaataca
   242101 ttttttcttt atttttttat tattttttat gaatattaaa gctaactaat 
tttatttata
   242161 aaaagacttt tgcataagta gaaatatttt atttatataa tcctgactaa 
aaaactagac
   242221 ttttgtttct gtcaatttgg ccaaaatgcc caaattagat acgggaaata 
gagaacttta
   242281 attgaaaaaa aatatttcaa atacatttta taggcaatca tctcgacttt 
tttgaagcta
   242341 atctacttaa atatttcatt atggctaaga actagacgct tgatgacaaa 
aagatgaaaa
   242401 atgtctttct aaaatgaaaa aactgcgtat aatgccctcc atcaagtacg 
cgctcatagc
   242461 tcagctggat agagcacttg gctacgaact aaggggtcgg gagttcgaat 
ctctctgagc
   242521 gcaccacttg aagaattaac cgctagatat agcggttttt ttgtgcctat 
tttttatatt
   242581 tttttaataa agaaacctgg tacttgtgat aaccagcttt aaaaaaatct 
aaattcgaag
   242641 ctatttatta gccgaatgtt ttaaagcggc tttcatcatc aataaaagct 
ttttcgcctg
   242701 ctgcgccttc aatagagcca aaaactagct gagctcttag tttccattct 
gctggaatat
   242761 taaatgaggt attaattttc tcatcaataa ttggattgta gtgttgcaat 
gaagcaccaa
   242821 tattttgttc agctaataca ttccaaactg caaattgagc aatggctgtt 
gaatgttctg
   242881 accagatcgg aaaattatca gcataaagtt caaattgctc ttgtaagctt 
ttaataacgc
   242941 tctggtcttc ataaaacaga actgtacctg cgcctgctgc aaagctttga 
attttttgtt
   243001 ctgttccaga taccgcttca gctgggataa tggtttttaa aacttctaga 
actgtattcc
   243061 agaatttatg atgtgattgt ccaaataaga tcacagcgcg agatgattga 
gagttaaaag
   243121 ctgaagggct gtgtcttatt gcttcttgaa ttaacttttc aatctcatca 
tttgattggc
   243181 ttaagttatt gccaattgca taaatagagc ggcggttttt aatgagttct 
ataaaagagg
   243241 tttcatttga gggttctagc tcttgagcag ctttcaaagc cacatcttct 
tgagctgttg
   243301 ttttttgttt gaagccaaat agttttgcaa agaaagacat gacgaattcc 
acgaaaagag
   243361 acaataaaag cattctataa atttaaaaat atgaaataag ccttataaat 
atgaatctac
   243421 gttctatata tgaaacgcat aagtagcttg tactaataaa cgctttacag 
ttaaagcaaa



   243481 aataaaaaat cacttttgat tcattttaaa gcgtagatga atatgctcta 
atagtttcga
   243541 tttattcaat attgatacat tgtgatgacc gagcaaaaaa gcgctttatc 
tttacgttat
   243601 tatttaaatt tagaagagtc tcaagacgga tttggcttgg tgacattcgg 
aaagaagcaa
   243661 ttcacacggt ttttgacacc tgttattagt attgcaatta ttatttgggg 
cttatattta
   243721 ggcttttcag gtgttggccg ctactatgtt gctttaggcg ttttcttctt 
ggttatgcaa
   243781 ggtctaatgc gctactggct tttacctatg atgtttaaac gtcaatttgt 
acgttatcaa
   243841 tttggtaaga gcgagcaagg aatcgattta tatcaagatt attttgagct 
ctatgctgct
   243901 gggcgtaaac aagctgtaca gtatagtgaa gtgcagactt ttgctaaagg 
caagctgact
   243961 tatatgcttg agcttaaaaa taaaacggtc atcattgtac cgaaacgtgc 
atttgctcag
   244021 gcttcagatc aaactatatt tgaaaataca tttaagaaat aagttattgg 
aattattagc
   244081 cgcaacaata aaggaagctt catgaaaaca cgtccttcaa aaatcgtttg 
tgtgggcaga
   244141 agttatgctg atcatgtaaa agaactgaac aatgcaatgc caggacgtcc 
ggtgttattt
   244201 atcaaaccac caagtagttt gattggttta gatgaaggca tttcatggaa 
tcctgcgtgg
   244261 ggtagttgtc atttcgaatg cgaatttgtt ttacgcattg atcagccact 
aaaaggagaa
   244321 actgatccgc aaaaagtatt gcaggccatt ggtgcagtga ctttaggatt 
ggatttaaca
   244381 ttacgtgact tgcaaaatga gttaaaagat aaaggccaac cttgggaaag 
agcaaaggct
   244441 tttgatggct cgtgtgtgct tgcagactgg gtagatgtaa gtgaaatcac 
gaactgggaa
   244501 gagactagat ttactttcca tattaatgat gaattacgtc aagacggtaa 
tactgctttg
   244561 ctcatgttta atattgctta tcttttagta gatattaatc aggtgttctc 
acttgagcca
   244621 ggtgatgtca ttatgacggg tacacccgca ggtgtagggc cattaaatgc 
tggcgatcag
   244681 ttaaaaatga ctttgaaagg tgctactcaa gattttgttt gggaaacatt 
tgttaaagca
   244741 taattttatt taagttatta aactttaaac cctattatta accggataat 
agggtttttt
   244801 tattatactc aaaattaatt tattgataga gctttcggaa ctggtctggg 
gtaaaaccca
   244861 tccaacgttt aaacatataa ataaatgccg atgcgctggc atagcccaaa 
tcaaaagcga
   244921 tactttctat ggtttttcct tgattaagca tggtcattgc tttcattact 
tttaatcgtt
   244981 gcctccattc atgtaaagac attcccagct ctttttgact gtaacgtgcc 
aatgttcttt
   245041 cagtcatatt tattcgttca gctaattctt gcaaggtgct gttatcggca 
gggcattgat



   245101 gtaaatcatt tagaattttt gctaaagctg gatgatctgt tgtaggtaaa 
taactaccca
   245161 ctaattcagc ctgcatcagt tgatctaata aaacttggag taggcgtata 
tattcgactt
   245221 gggtttcatt ttgtgggttt tgcctcaagt gatcgagtaa agcaggtaca 
agtggggaag
   245281 ttaataatat accagctttc tgcggtaact tttggcacag actttcatga 
acatataaag
   245341 ttgcatgagt cacttcgttg cggttaatac cactgtgttt ggtataagga 
ggaagccaaa
   245401 taccataagg tggcggggtt aaataattaa tttgatcaat attaacttcg 
agtacaccac
   245461 taaacgcata aataaactca ccccatgcat gcgcatgttg aggataaact 
gtttctgcgg
   245521 gtgcattacg aacacggaac caaagcaaat caggaattgc gttatgagcc 
ggaatttcct
   245581 gaaaatcctg cacacgttga gctgattttt tcatctttga aaattgcctg 
aaattactta
   245641 tgtcttgtct gtttttcact atatcatcta aataagacag ttctatagtc 
agatttttcg
   245701 ctataaataa aggtgctaaa tggaagagcg caaaaatctg gatactagag 
cttcggcttt
   245761 aatggtgctt ttatgtatgg tcttagggct gcaacaggtg gttctgaaaa 
tagcagcacc
   245821 agatatttcg ccgattatgc aaatcgcttt acgttccggc ttatctgctg 
ttctagtttt
   245881 acctttattg tggcgagatc attcgattca tctattttct tataaacaat 
gcaaagctgg
   245941 cgctcttatt gctttatttt tttcattaga attttatttc gtcactcaag 
ccttaaagtt
   246001 tacctctacc tctcatacag tagttttact gtataccgct ccaatttttg 
ttgcattagg
   246061 gcttcattgg aaatttccca ctgaacgtct gaatcgagca caatggggtg 
gcattgctct
   246121 ggcttttatg gggatcattc ttacatttta cccaacaagc acagctacaa 
atgcgccagc
   246181 tctagcacaa gttttgttag gcgatttata tgcacttatg gctgggcttg 
catgggcact
   246241 cagtacaatt attgttcgtt tatctccttt agctcaagcg ccggcaactc 
aaacattgtt
   246301 ttatcaacta tttggctgtt ttgttctact cttactaatc gcttttttaa 
caaatcaaac
   246361 aacaattcat ttcaccactt tagcgatctt aagcttaagc tttcaaactt 
taatcgtatc
   246421 ttttgcaagt ttactattat ggttttggtt attaagaaat tatcttgcat 
cacgattagg
   246481 gatattttct tttttaaccc cattatttgg tgtgttattt agtattttgt 
tattagagga
   246541 aaaactagaa attaaattta tttttggaag tattttagtg ttgtcaggaa 
tagtcatcat
   246601 gagtctaaag cagggcaaag ctaacagcag ctaagccctc actttagttg 
agtattattt
   246661 ctcttcgaaa attgttgaaa gtggaataga gagctttgca gctaaataat 
cattagactc



   246721 tactaaagct gggccaattt tttccatcca ttcgtcatca tcatgcacat 
ttgatacatc
   246781 ctgacgtaaa ggtaatggat aaggcagtgc agtgaagaag ctccaaaagt 
cgacttgaga
   246841 taaattgcgg accaaaacat attcatcctt atcggtacgt ttaaccagat 
tttgctcttc
   246901 tagtaagaga acataagcag gccagcgacc aacttcacca cgacctaaaa 
tttctaatgc
   246961 ttctttatca cttacgcttt caccaagttt ttgcttttta tagaacaatt 
ccaagatatc
   247021 gagcagcatt aaaaccggat gtcttttttg ctctttgcct gaatgaaaag 
cggtaagagc
   247081 aaaacttacc tcgacaccaa gcaatacaat attccaagat aagaagaccc 
ataataggaa
   247141 aataggtact gctgcaaacg caccatatat gatttcataa ctggtgaaat 
ttgacataac
   247201 aaagctaaat aaatttttga gtgtctcaaa taatgcagca cttaagcatg 
cagcaattgc
   247261 tgctgcatat aggggaactg tgcggttggg aatagtccaa tataaaataa 
aaaaacctaa
   247321 aattgtgaga acaaaagaaa tgagccagag taaaaaggcg ccatcaagtt 
gataacctgt
   247381 gaagttattg cttaataaat tcatggaagc aacagttgat gaaataacaa 
atgcactgcc
   247441 taaaataatt ggaccaagtg aaataatagt ccagtaacgc ataaagccta 
caataccgct
   247501 acgggtttct tttactcgcc atattcggtt aaaaacggtt tcaattgaag 
taagcattaa
   247561 aactgttgtg acaaagagga atagcacacc aattacagtt aaattactgg 
acttttcggt
   247621 aaaagcatta agagctttat caaaagcaat cgtactttta ggtaaaaaat 
tactgtagat
   247681 taagtgctgt aactgttgtc tggcaggttc caatgcctta attgaagaaa 
taataactaa
   247741 aaataccgtt aacataggta caacggcaaa aagagtcgta taggtgaggg 
agccggcttg
   247801 ttcacggcaa cgatccgctt caaaacgctt aattacgaat aaaataaatt 
gaaaccaggt
   247861 cttgttataa aaaggaagct tcttcaaaaa acgttctaac atgcgtcatc 
tatcccgatt
   247921 tttttaatca tgatgtgggt gattgatatt caccagtgta ttcggttgag 
aacactatcg
   247981 ttgatgtggg taaactttaa cctaaagaat aaaaaagtat tctgaaagtt 
ctgtatgtat
   248041 catcgtaaca aaaggtagta aaaagctttt accgatattt gttactgtgc 
ccttaaaaat
   248101 caatcacctc tagaattcca taaaattggc tacgccaaaa aaacaaaaaa 
taccgtatag
   248161 tgttcttttt aacaaaattc gtgaaaccga tgcaacctta cattcttgtg 
ctttattaca
   248221 gtaaatatgg ttcaactaaa gaaatggcgc accttattgc gaatggtgtt 
gaatcggcag
   248281 gtatgaatgt aaaaattcgc acagtaccta atattgcaac agtggtaaca 
gaagctgagc



   248341 caagcattcc tgaagaaggt gatatttatt gtactttaga ggaactggcc 
aattgtgcag
   248401 gcttagcgct agggtctcca actcgctttg gtaatatggc aagcgaaatg 
aaatattttt
   248461 gggatcagac tacaagcctt tggttaaatg gtgctttaca taataagcca 
gcatgcgttt
   248521 ttacttcttc tggttcaatg catggtgggc aagaaagtac gttattaacg 
atgttacctc
   248581 cattatttca tcacggtatg atgattttag gattaccaaa ctctattccg 
gctttgtcga
   248641 atactaaaac aggtgggact ccctatggcg caagccacgt gagcggtcca 
agacatgacc
   248701 aaaatttaag ccaagatgaa aaaaatttat gtgaagcaca agggaagcgt 
ttaggcgaaa
   248761 tcgtaaaaaa acttcattct taaatttatg gcaataaaaa agagcgggtt 
tccgctcttt
   248821 tttatttaaa ctattttatt cttttacaaa agttactgtg ccatcagcaa 
gtgattgaac
   248881 acgcgctaat gactcaacgc ggtaaccttt ttcaagtaat aaatcacggc 
ctggttggaa
   248941 tgatttttca atcacaatac ccacacctac aacttctgca tttgcttgat 
gaattaagtc
   249001 aatcaaacca agcgcagctt gaccatttgc taagaagtca tcaatcacta 
aggctttgtc
   249061 gtttgagttg atgtgcttat ttgaaatggc aatggtactt tctgtctgtt 
tagtgaaact
   249121 aaacacttta gcgcgatata aatcgtcttt taaagtaagc gattgatatt 
tacgagcaaa
   249181 aatcacaggt acaccaagtt ctaaacctgc catgattgct ggcgcaatac 
ctgaagcttc
   249241 aatggtaata atcttggtaa tccctgcatc tttaaagcga gtggcaaatt 
ctttaccaat
   249301 ctgctgcatg agtacagggt caatttggtg atttaagaaa gcgtcgactt 
tcaacacttg
   249361 atcagataga acgatacctt ctgttaagat tttctgttct agtgcgtgca 
cgggagaatc
   249421 ctctagacgg atgcttttta aagcaaatgc gtattttaaa aagcatccga 
aaaaatgcaa
   249481 gctttaattc gttttacctg tataacttgt taatagcaaa ccataagatg 
ttttgccatc
   249541 aatatgactt accttgactg gaaggtagtc taatttcggt gctagccaga 
aaattgtgct
   249601 gcgctcaggt ttcttatgtt gtaaaacaac ttttacggta tcgaatgtgc 
cataagaggt
   249661 tttaattttc tcgttgcctt gtttaacaaa acgacgattt tcaacttctt 
ttgcatctgc
   249721 tagagggtaa gacgatttaa gtgaaccatt ttttaaatct tcacgaatct 
gtaattctgc
   249781 atttagctca tcaagcacac ctgcctgcca agcaaatgag cgcgctttat 
cgtctttttt
   249841 cgtgctaata gtcttattgc caggattaaa attaatactc attgtgttgt 
tatgaatcaa
   249901 aattttactg gtacgactaa agctttgtga accaatttta ccgtttgcaa 
aactaaattt



   249961 acttgtttca cttgcagaag cgattccacc tgcttttgct gtgaattgat 
aagtccagtt
   250021 attgccttgt tgactcaatg cacgtgtcgc tgaacccata cctttattat 
tgtaggtaaa
   250081 ctgataattt gcctgaaatg ggctcatggc aagtgcatgg ctagagaaac 
ttgcaataag
   250141 caaagttgtc gaaataccag ttgcgatgct gaatgatttc agaaattttg 
ttgccataag
   250201 taaatatcct tgtacagact gataggtcag tgctgatgca tctatgactt 
ttgcatatta
   250261 tgcctgttga tcatggagaa aaaatcagga tttatgctaa atatgtaatc 
tctttgtgtt
   250321 ttttaacagt gaatttcttt agttcatacc gttgttatac atctttttgc 
tgtattggcg
   250381 taatttcagt gtcttcaagt tcatcttcag aatcatcatc ttgatcacgg 
aaaagtaaag
   250441 cagccagatt aacattacca aaaacaacta attctgcttc acgtactcgt 
gcatagttga
   250501 tatgaacctt gcctaaagtt tcaataatac tggccttttt agcaaaccaa 
cggttaaggt
   250561 ctaagaagat caggtcatct ttttcttggg ctacatcaaa tcgctccaga 
atcatgccta
   250621 atggatcttt ttttagaatt ttgtgatagt aaaaaatagc cgcttttaca 
gcaatttttt
   250681 gccagaaatt tttatattta gcttctacaa tttgcgtgtt actaatttgc 
tcaaaaacaa
   250741 taagttgttg ttctttatta aattccatct ggataagttt taagtcgacc 
gacaaagtgg
   250801 tctctaaacc tttaacatgc attgtggcat agagtcttaa ccagtcatga 
taaagatctg
   250861 catgtagatc atctaaaaac tcgacattat tagtcacgta gcgttctaag 
gtggcattta
   250921 gaaaagtttg cgataatgta aaatctcttt cttcctcaat gaaggcttca 
gcttttcggt
   250981 agactttatg aagacgtttg actaatgagg aaaatagcgt ttgcataaaa 
gaacttccag
   251041 aagatgattt actaaagaat ccacacaatc tttattatga taaaaaacag 
gttttgatat
   251101 tgcagtgtaa caaatttaat tgatacattt tgacaaaatg aaaatggata 
aatatcaata
   251161 tttgaagtga atcacacttt tatccatatt tgaatatcag tttgtgtttt 
attcggtaat
   251221 accgtgggga aaaggcatct atatgctttt aagattatgt tgaaaaaaag 
aagtctatcc
   251281 atagagcctt tttattattg gtggcaagac cgagtcttta tcgctgcaat 
aatattagca
   251341 atcttactgc atatttttgt gttgctcatc cattttgcga tgcctgcgcc 
gtcagaacaa
   251401 tcgactaaag aaattgcaat atcgattcgt cctactgaag atgtgatcaa 
gcatgcagac
   251461 tttttagccc aagctgatca acaaggttca ggggcttttc gggaagctca 
tcggatgtcg
   251521 agtaactctc cagcgcctat gccaagtgat gcttcaacag gagaagctca 
gctagaaact



   251581 ttagaaaaag tgcagcaaca aagagaactt aaatttgaag aaaaagtact 
catgactgta
   251641 ttgagttggc agaaacaagc agaggagagc caaagaaaaa aagcacttga 
acaattacaa
   251701 agtcagtttc aggcaaaagc tgccatggta gcgagtcttg aagctcagta 
tttacaacgt
   251761 cagcaagatt ttagtcgcca acaaaagata aaaacagtag atggtattca 
ggccaagaaa
   251821 gatgcgtcag cagcttatct agataaattt cgtgaaaaag tagagcttta 
tggcaaccgt
   251881 tattatccag aagaagcgaa acagcaacag ttaaaaggtg aagttcgcct 
tatggtaatt
   251941 ttgaatgctc aagggggaat tcgtgcaatt cgtttgcttg aaagctcagg 
tcatccagtt
   252001 ctagatgaag cagcaaaggc atcggtacgg cgtggagcgc cgtttggccg 
ttttgatgca
   252061 aatatgaaag atatttcgga acttcgtatt attcgtacat ggcgttttga 
tccagctgaa
   252121 gctgaatttg aagttcatta atgaaaaaat gtggataact tttaggatat 
ccacattttt
   252181 aaaatgtatt aagaagctga ctgcgttctt aatcgtatga gggaatttga 
ttattcctga
   252241 tatgggttgg caatattgag tttagctaag atttcgatct ctaaaccttc 
catttcttca
   252301 gcatcctcat cacttgtttc atggtcataa ccaagtaaat gtagaacccc 
atgaactaaa
   252361 agatgcgcaa aatgattttg tgcggttttc ttttgttcca aagcctcttg 
taataccact
   252421 ggaatacaaa ttactaaatc acccaacggt aatgcgtcga gcattggtaa 
aacttcttca
   252481 ggaatatcac ttggaaaaga cagaacgtta gttggcttat ctttctctcg 
atattgcaag
   252541 ttaagttgat ggctttcttc caaatcaaca catgcgatac caatttcgca 
atcttcttta
   252601 tagccaacgt ggcgtaaagt tgtctcaata atttttttga gttgagcccg 
tttgagctct
   252661 aactcaggag attgaaagtc ttgttgtaaa cttaaactga ttttcaaaat 
gaatccttaa
   252721 gcatcctgat gttgcaagtc tgctgctgta tcgttttcag caattaatgc 
ttcttggcgt
   252781 gctttacgtt cggcacgtgc ttcagcatta agacgctgtt gttcaccatc 
ccaaccctca
   252841 taagcttcaa caattttttg aacaagttga tggcgtacta catcgcggga 
atggaaacgg
   252901 gtaatatgaa tttctttaat gttctcaagt acgcgaagag cgtgtgccaa 
accagattgt
   252961 tggcctcgag gtaaatctac ttgggtaatg tcacctgtaa tcactgcacg 
agagccaaaa
   253021 cctaaacggg tcaagaacat tttcatttgt tctggtgtag tgttttgagc 
ttcatccaaa
   253081 atcacaaatg aatggttaag agtacgacca cgcatataag caagtggtgc 
aacttcaatc
   253141 acttgacgtt cgattaactt ggctactttt tcaaagccca gcatttcgta 
aagggcatcg



   253201 taaagaggac gtagatatgg gtcgattttc tgggttaaat caccaggtaa 
gaaaccgagc
   253261 ttttctcctg cctctaccgc agggcggaca agtaaaatgc gctggatttc 
attacgttct
   253321 aacatgtcca ctgcggcagc aactgctaaa taagttttac ctgtaccagc 
agggcctaca
   253381 ccaaaagaaa tatcgctttg taaaatacgt tgtacatagc gtttttgatt 
ggcaccacgt
   253441 ggattaatgc gaccttttcg agtctggaaa tagacatcca tgggcgcatc 
atgctcatcc
   253501 atttcttcgc caactagttc aaagtttcgt tcagtttgcg aagattgaat 
caagaggtgt
   253561 aacaggtcag cactgatttg ttgggacgcc tctgtttctt cgtagagtcg 
ttgcaataac
   253621 gcttcggctc tcccaacagc atctatctca ccatctatgt aaaaaacatc 
tccacgatga
   253681 gtaattttga catctaaacg ctgttcaatt tgcttaaggt gcccattata 
ggcacccaag
   253741 atgctcttta aacgttccat tgaaatttca ggaaatgtta cggtacgtcg 
aatcgctgca
   253801 gtcaagagaa aacctttcag tagactttag aatacctcta cattacgcca 
cgtcaggctc
   253861 aagattcaag agttcaccgt aaactaaatt taaagtttta atttcagtaa 
tctcaatctc
   253921 tgcaaaacga ccaacccacg atgcatcgcc tacaaaagtc actaaacgtg 
tattgtctgc
   253981 tgtacctact aaaatattag ggtcttgatc agatactttt tcaataagta 
cacgttcaat
   254041 tttgccaagc attgcgtcag ttttttcaat actagattgc ttaatgactt 
gttgaacttg
   254101 tgctaaacgt tcttttttaa cgtgttcagg ggttgtatct ggtaagtcag 
atgctggtgt
   254161 acccgggcgt tttgaataaa caaagctata agaatgatca aagtctaaat 
ctttgataaa
   254221 ttgcaatgtt tctgcaaaat tttcatccgt ttcaccaggg aaaccaatga 
tgaaatcgct
   254281 cgataaatgc atatcaggac gtattttgcg taacttggca atcttatcga 
tgtatacatc
   254341 aatcgtgtga tttcgcttca ttgctttgag tacatcgtta gatccacttt 
gtactggcaa
   254401 atgtaagtgt gaaaccattt gaggtaaatc ttcataacac tgaataagtt 
catcagagaa
   254461 ctcaagcgga tgcgaagttg tataacgtaa acggccaata cctggaattt 
ctgcaacgag
   254521 tcgtaacaat tcagggaagg tacaaatgcc accttcgaat gtttcgccac 
gatatccgtt
   254581 tacattttga ccaagtaagc tgatttcacg gacacctttt tcagcaagac 
ctgcgatttc
   254641 tgcaagaaca tcatcaagtg gacgtgaaac ttcttcacca cgagtgtatg 
gaacaacaca
   254701 gaaagaacag tatttagagc aaccttccat aatagaaacg aatgctttaa 
aaccttctac
   254761 gcgtggttca ggtaagaagt cgaatttttc aatatcaggg aatgaaatat 
caacgagctt



   254821 aattttttct tttttcggct tttccacttg tgcgtgatgt tgatcaagca 
tttgcggtaa
   254881 acggtgtaag gtttgtggac caaaaatcat gtcgacataa ggtgcacgtt 
tttgaatatt
   254941 gtcaccttct tgagaagcaa cacatccacc cacaccaata acaagatcag 
gattttgttc
   255001 ttttaatttg cgccaacgac ctaattcact aaatactttc tcttgtgctt 
tttcacgaat
   255061 agagcaagta ttcatgagca gaatgtctgc ttcattaggg ttattcgtta 
acatataacc
   255121 atgagaatcc cccaaaaggt ctgccatacg gtgactgtca tactcattca 
tctgacaccc
   255181 ttgagtttca atatatagtt tctttattga aacatcagtg gtgtgcgttg 
gctgggtaac
   255241 agtgttttct gaggcagctt tggcaccatt gggaatgaag gtttgaaccg 
tcatgcaggc
   255301 tcctaacaga tcgatctagt taaataataa aatgacccaa aacgggtcaa 
accaatcatt
   255361 atagcagtat tttgagcaga acagataaca ataaactccc ataagctaca 
catgatttat
   255421 ggagacaaat gacatgaatt ttaatgatgt tgaatcagat agttacataa 
cacaacaaaa
   255481 gaaagcatga agaataatta aactatgcct aaaggtggat agtcaggatt 
taacgcattt
   255541 atgagaccag gtaaaaagag ctcatcaaac aagagtcgtg tgatgaaaaa 
taaatatgca
   255601 catcgtagct ggttaggagc tgtgtgttta cttggttgtt cattatctta 
tgccgcagaa
   255661 gaacaattta acgatgcact aaatgccgcc aatagtggta atactgcatt 
gttagatcaa
   255721 tatcagcttg caatgcaaaa tgatgtgttg ggctactatc ctgaatattg 
gaaattaaac
   255781 acgaatttag gctttcaatc tccgacatca attgtaagct tcgcacagcg 
ctatccacag
   255841 tctgctatgg cagaaaagct ggccgcggat tatgtcgaag aaaaagttaa 
acaagctgac
   255901 tttgcgtctg cacaaccaat cttgccttat gtttcgaatc ctgatcaggc 
cgagaattgt
   255961 gctttagcgc aggtgagagc taaaagtggt gatgcgttag tttttgctga 
atataaagat
   256021 gtatggttag ccactgaatc gcaaccagaa tcatgtattg gactcggccg 
tatgatgctg
   256081 tctagtccat taatgagtac acaagacaag cagcagcgcc tgtgggtaca 
gttacgtgca
   256141 ggtttatctg gacaggcgct tgctacagca cagactttgg gtttgaattt 
gtctttggct
   256201 cagctcaatc agattcaggc gaatccactg aattacttgt ggtcagcacc 
aaaaaccaat
   256261 gatgtagatt atgcctattt gatttttgca ctaggccgat tagcaaataa 
tgatttagga
   256321 aatgcttttg caaatgtaca gcgtgtagcg caaggtactc cagagagcgt 
gcaaaagtat
   256381 ctctatcgaa ccgtagccta tattggtgga actacggtaa tgaaaaacaa 
ctttaaccgt



   256441 gaagtccttc aatattttga cgcaagttat ggctatccgt taagtcctga 
agaagctgaa
   256501 atttatgcac gacaagctat tcgttttagt gcctgggaaa gtttaattcg 
tgcaattgat
   256561 agtatgtcgg tttcacaaaa acaagaagat cgctggcaat attggttagc 
gcgtgcgaca
   256621 gagcaacgtg gcgatagtaa ttctaaaaac acggcacaac gtatttataa 
aaaattagct
   256681 gaaagtgggg atgattatca caaccttctt gcaaaagacc gtttgggcgt 
acgatataat
   256741 catcagccgt ataatgatga gccaactgca agtgatttac gccgtctaga 
tcaaaatatt
   256801 cactttaatc gtgcatttac tttaagacga attaatgcca acccaactta 
taccaaccga
   256861 gagtggaact gggctgttcg tcaagcatat cttcagcatg atgatggatt 
actattagcg
   256921 gcggcaaaac gtgctcatga tatgggatgg tatgaccgcg cgatttatgc 
ggcagatcgt
   256981 acaacgaata aacataatga tacgtatcgt tatgtgaccc cgcataagac 
caatgtcgta
   257041 agccatagtt acaatgctgg aattgatcct gcttgggctt atggtttaat 
gcgtcaagaa
   257101 agccgatttg ttacctcggc acgctctcat gtaggtgctg gtggacttat 
gcaaattatg
   257161 ccggatacgg caaagttgat tgctcgccag atgggagaaa catataatcc 
ggcagcgtta
   257221 agtgaaatga acaccaatat tcgttatggg acattttatt tatcgatgat 
tcaagggcaa
   257281 ttaagtaata accctgtttt agcaacggca ggttataatg ctgggccgaa 
tcgggcaaga
   257341 cgttggcaac ctgattatca accgattgag gctgatcaat atacagaaac 
cattccattg
   257401 cttgagacca gagattatgt caagcatgtc atgacgaatg cgacgcatta 
tggagtgata
   257461 ttaggtcaag gtgctcaatc attaatacaa cgtatgaaag tcattccaac 
gcgatcatca
   257521 ccttagtttt agatgatgaa tgatggaaca ttcttttaat tggcataacc 
aagttttaat
   257581 taaatgaaat atagagacct aggacttcaa tcaatatcgc aacttgcatg 
gtggatcatc
   257641 tgtgcaagcg ttggtttgtt gagttctgtt ttacatgcgg aacctgttaa 
cgtgcaaggt
   257701 tatgttatgc atgtacagat gacgcctgct gtttgtgcgc tagatccttc 
taaacaaaag
   257761 cagcgtaaat gtcttgaagg atattcgctt acgattactg gtttaatgcc 
tgaaaccacc
   257821 agaactgact gttcaacaca aagctcagct acactgtcac cactgcaagc 
taaggtggtc
   257881 gctcgggtga tgccagacaa taatgctcgt gtgcaactct ggagaagtgt 
gggtggctgt
   257941 gtgcctatga atgcaagtca atatttccgt acgattatta actttgctga 
acgtttaaaa
   258001 atacctgcta atctaaccag ctctactaat gtggaaatgc agcaatctac 
attacgtcaa



   258061 caatttacca agcttaatcc gagtttacct caaaatggta ttcgcttcac 
ttgtcagctc
   258121 tcacgctctg atgtcgtact aacagaagtt aaagtctgtt acacggtaaa 
tggtcaatat
   258181 aagcaatgct caaatcacgt tgtctctaac tgcccaagcg aaattactat 
taaaggcagt
   258241 tattaaaagc aacaaccatt tcataaaaaa atgctgacca tacattgaat 
ctatttgtaa
   258301 aggttaattt gtattttcta tcagactttt ggtgaaaatg agtcgctttt 
acatgcatct
   258361 gccacttctt tagagtacaa tctttgccgt ttatgatgat ttggttaagt 
agaatcgcta
   258421 cttaacccga ttaaggacac tcattggaga caattacatg aagcaacccg 
ttcgtgttgc
   258481 cgtgactggc gctgcaggtc aaattggtta cagcttatta ttccgtatcg 
caagcggtga
   258541 aatgctaggt aaagatcaac ctgttatttt acaattgctt gaagttccag 
ttgaaaaagc
   258601 acaacaagcg cttaaaggcg taatgatgga acttgatgac tgtgctttcc 
ctttattggc
   258661 tggcatgatc gggactgatg atcctaaagt tgcatttaaa gatgctgact 
atgcgttatt
   258721 ggtaggttct cgtccacgtg gtcctggtat ggaacgtgct gacttgttaa 
aagttaacgg
   258781 cgaaatcttc attggccaag gtcaagcatt aaacgaagtt gctagccgtg 
acgttaaagt
   258841 attagttgta ggtaaccctg caaatacgaa tgcttacatc gcgatgaaat 
ctgctccaga
   258901 tcttccagcg aaaaacttca cagcaatgtt gcgtcttgac cacaaccgtg 
cgttgactca
   258961 agttgctcaa aaagctggtg ttgctgtagc tgacatcgaa aaattaacag 
tttggggtaa
   259021 ccactctcca acgatgtatg ctgactaccg ttttgcaact gcaaatggtg 
aaagcttaaa
   259081 agacaagatc aacgatccag cttggaacaa agacgtattc cttccaactg 
ttggtaaacg
   259141 tggtgctgcg attatcgaag cgcgtggttt gtcttctgct gcttctgctg 
ctaacgctgc
   259201 aatcgaccat atgcgtgatt gggcacttgg tacaaacggc aagtgggtaa 
ctatgggtgt
   259261 tccttctgac ggttcttatg gtattcctga aggcgttatg ttcggtttcc 
ctgtaacaac
   259321 tgaaaacggt gaatacaaaa tcgttcaagg tttagaaatc gatgaattca 
gccgtgagcg
   259381 tatcaacttc actctaaacg agcttgaaga agaacgtgca gcaattgctg 
acatggtaaa
   259441 ataattcatc agtttgatga gttggaaagc actctcttgt agggtgcttt 
tttatatgtg
   259501 aaatttaata agaacacaca aaaaacaaca agaaaatata ggcatagata 
tgcaactcac
   259561 atctattgtt gttagattat tggaaagaag ccatgggaga ataacaatgt 
ttgaacaaca
   259621 accgacatta caacttttat ttgagcaatt gggtttagat tctgatgatg 
caaatattga



   259681 aaattttatc agaacgcatc aattgccggc tgaacagaag ttacatgagg 
cctctttctg
   259741 gtcccaaggt caaagtgatt ttttaaaaag tcattgggaa aaagatgatg 
agtggattgt
   259801 agttattgat gagctgaatg agcaattaca tgaagatagt gtgaaaaaat 
aacaaatgaa
   259861 aaaggcctgt tagttaacag gcctttttca ttaataagtt agtgagttct 
taacttaatt
   259921 aaatttttat accatggttc atgacgtacc ggattaaata taggatgttc 
atgaagcaac
   259981 tcaagatcac attgagcagt tgataaatat tttgtgagcc aatgacgagt 
tagtgcagac
   260041 tcttgctgtg ctgctgacgc ataagccaag aagaaatata tatcgccatg 
ttgatgatga
   260101 gctagaggtt tcaaaatttg ctgagcaatc agcgcaaagc gtttttcctt 
atttaactca
   260161 aaataaagca tataagcttt agctaaatgc agcgataggt ttaaatacaa 
actcattggc
   260221 atttcttcat attccatacg agcttgttcc agcaaaacta tggcttcttg 
caagaagtga
   260281 atttgttctt ggcgaacacg gcttaacgta acgagctgca tacgtaattc 
tgcacgctcc
   260341 aaagcaagct cgggcgtatt ctcagttaaa tagagttggt ctgtttcacc 
aattctggac
   260401 acaatcgctt ttgtttcaat agacatacgc cttcgccttt ttaatcaata 
tcttttatat
   260461 cgggtccgtt taagaaattt aaagagcttt cttttaaacc caaattgagt 
ttccgctacg
   260521 aagccaagca gtaatagaga ggcgttgctg tttagaaact aaaacctcat 
gaagcaaatt
   260581 gctctggaat ataactaagc gattaggctc tggtgtaatg atatgccaaa 
tatcgttttt
   260641 atcttgtaag cgtaattggc caccccactc atcttgccat tgagggtgta 
aataataaac
   260701 ggtagacata atacgatcat ttttttgctg agggttatct cgatgtaatg 
cgtagaattc
   260761 acctgggtta taacaggcaa aatgtgcttc aacttcttta atacctaaaa 
agaaagcttg
   260821 atttagatgc tggcaaaatg aagttaatgt ttctacatgc tgctcagcaa 
caggaagaga
   260881 ttcattaatc cataaaatat gatcgcttcg gatcgtactc accacaccat 
tttgaatacc
   260941 cgcttctcga aactcatcaa agtgatggct acactctttg gcaacttgag 
tatgatattc
   261001 agcagaataa gcttggttca caattgcgaa accatgagca tttaagtcat 
ctaaaatctg
   261061 gtccagattc cagcagtcag gaagcggttg agagtgcata taacctcata 
tcgatcgtaa
   261121 gaaaatcaag cagccttatt ttagatgatc acaaccttac gaaagaatat 
ttttttcatg
   261181 ttaaactaat cgttgaattg aggaattaaa gtcaacatga attaccgtca 
ccatttccat
   261241 gcgggcaact ttgcagatgt tatgaagcat gtgcttttgc tacagcttct 
caaccgttta



   261301 aatgctaaag ataaacctta tcgttatatc gatacgcatg gaggtgcagg 
aaaatatgat
   261361 ctatctcagg cacctgcaca aaagtcagga gaattcctaa caggtattca 
tcgtcttgta
   261421 cagctttctg acatggaaaa gcgccaagct cctgaagcca tccagcaata 
cctaaaactt
   261481 gtagaagaat tacgtgctca agaaggtaag ggaagttatc cgggctctcc 
gtggtttgct
   261541 ttacaaggta tgcgtgaaat tgataaggct acaatatttg aaatgcagcg 
tgatgtattt
   261601 caacaattac gccataacat tcatgataaa cgtgcaggtt tgcatgagcg 
tgatgcatat
   261661 gaaggtttgc ttgccgtaat tccaccaaag gaaaagcgcg gtttagtgat 
gattgatccg
   261721 ccttacgaat tagagcgtaa ggatttcccg caattggttg aacttttaca 
aagcgcttat
   261781 aaaaaatggc caacaggtgt cttcgcggtt tggtatccaa ttaaagatcg 
cgcaatgatt
   261841 gaacgttttg aaaagaaaat gtttaaaact ggaattcgcc gtcaattaat 
ctgtgaaatt
   261901 tgtgtttggc cagatgacac acctgtaggt ttgaatggtt gtggtttatt 
agtaattaac
   261961 ccaccttggc agttctccga acaagcagat caagccctac aatggttatt 
ccctcactta
   262021 cgtatgcaag aaacaggtgg tcatgccgct gtacgttggt tagtgggtga 
gtaataatta
   262081 atctaaatca atgcacatgt ttggaataga aaataatgac aaatgcgcct 
aaaccagagc
   262141 aagatttaac tcataatgaa cattcttttg atgggattac gttcgaagtg 
gttgaagaag
   262201 aagataatcc ggaaggacaa aaagtgaagc gcagaggtat ttacctttgg 
cctaacttaa
   262261 tcacgacagc cgctttgttg tctggtttct attccattat tgcaagtatg 
aatggcgaat
   262321 ttgctcaagc gatttatgcc atttttcttg cagcattatt tgatgggtta 
gatggacgcg
   262381 ttgccagagc tattggtgcc caaagtgctt ttggtgagca atatgactct 
ttatcagatt
   262441 tgttagcatt tggtgtagcg ccagcaatgc taatgtatag ctggagtcta 
catgacttag
   262501 gccgtatcgg tttggcatgc tgttttgttt ataccgcttg tgccgcgttc 
cgtttagcac
   262561 gatttaatgt tcagattgga gtggttgata agcgctattt tattggtatt 
gctagtccac
   262621 tcgccgcgat tatcattatt tcactcgtat gggtagctcg tgattatccg 
ttcatttttg
   262681 atttacgcga tattgctatt caaaccatta atgcggtcat catggtggtt 
gtgggactac
   262741 ttatgatttc taatattaaa tattactcat ttaagcaaat ggatcgtaag 
cgtgttcctt
   262801 ttgtagttat gttgccagta gtactgattt ttgcagcaat cacttataat 
attccaatgg
   262861 gtattttgat tgtatcaatc atctatgctc tatcaggttt tgttaccaca 
cttttagcta



   262921 aaaaaaataa cgagaccatc aaaacataaa attagatgag gttcggtatg 
cctaagttga
   262981 taagtgaaaa aaatcaatta cagcaactga gcctcaactc aaatggggga 
gttgtctatc
   263041 agcccgccag aggttttttt aaagttgtct atcaaggttt aattcttcct 
aacctgcctg
   263101 caccacttcg ttactttaat tacattagtc taatcggtca gcctagaatc 
cctctttgct
   263161 ataacgcaaa tgatattgtg acttctgcag ttgatacagc aactgtactg 
gttagcaata
   263221 gcttacatag tgtagggcac ttaaaaactt attccattcg acgccaatgt 
cagcttaatc
   263281 ctagtcggta tcaattcgat aaaactgatc ttattgagtg gcaaatccca 
agagttcagc
   263341 ttagacgaat cgattctgaa atgagctgtg atttaatcgt ccaaactcct 
tccgacattt
   263401 cgaattcatc agcattgcag tggggaatat ctgactactg gtctattttg 
tgccactgtg
   263461 aaggtgagat tttatataaa ggacagaaat atgaggtcaa tggattaggc 
cgatttaaac
   263521 atgctcgggc cttacattta ccttttttat ctttatgttt ttatacctgt 
caaattatta
   263581 atttgaatga aaccactcaa gtcacacttt ctcaaataag aaatcagtgg 
aatatcattc
   263641 tattttcacg tttagatatt caagaactag gaaagcagcc cgtcacgttt 
acagaagatg
   263701 ttaacttcca catccaccgg gtttatccaa aagttgaaac accgcatggg 
cgagaaatgt
   263761 atttaccacg agagttttct tggcaatgta aaaaaaatgg aaaagttatt 
tttgaactct
   263821 atggtgaaag tcgtggtgat tacaaatttg ggttagctgc tggatacata 
ggaagttttc
   263881 gttatcaatt aagttggaat gatcaatgtc ttcaaggaga aggtggatat 
tgtgaataca
   263941 ttgattgtcg acctttaaga tggcaagaaa agaatcaaaa cgaaaaaatg 
ctcgataaat
   264001 tgctgctttt acaaccgtgt ttatataaaa aatgaatatt tttatcattt 
ttgggtaaaa
   264061 aacgaccgct tgatatgaaa tgctagaaaa aggggttgca aagggaaaga 
gatggtctat
   264121 aatgcacatc catcggcggt gatgcagata gaaacttgtt gaaaaacagt 
tacttgtgat
   264181 tagattggtt gct
//
LOCUS       NODE_6_length_256850_cov_105.932601256850 bp   DNA linear
17-DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.



FEATURES             Location/Qualifiers
     source          1..256850
                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
     gene            complement(283..1656)
                     /gene="pdhD"
                     /locus_tag="DSM_02062"
     CDS             complement(283..1656)
                     /gene="pdhD"
                     /locus_tag="DSM_02062"
                     /EC_number="1.8.1.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P11959"
                     /codon_start=1
                     /transl_table=11
                     /product="Dihydrolipoyl dehydrogenase"
                     
/translation="MFDLIIIGAGTAGISAYKEAVKYTNNLLIINDGPWDTTCARVGC
                     
MPSKVLISTANRMHDIQNAQEVGLSASADINTDQVMEHVRTLRDRFTKATVKDVEQWP
                     
TEHKISGKAHFIDAKTIEVNGKRYQSKSFILAVGSTPNYDQTWKQELDDRLITTDQIF
                     
ELNTLPKSIAIIGSGVIALEIAQAMHHLGVETTIFARSKRIGIFTSPKLQQLAQEELS
                     
KELNFLFETLPHEVKSTSDGVILNYKINEKEESIQTEYVLSATGRSSLLDTLKLENID
                     
KSFEDIKLLPVNAKTKQLDNYPIFIAGDAYTSTPLQHEAAHEGKKVVHNCLNYPQLNS
                     
VKTLPPLGIVFSHPEMAIVGQSYKQLKDDGVDFVTGEASYERQGRAIVLGKNKGAIEV
                     
YIERESQKLLGAELFTEATEHMAHLLSWIIGEELTLNDILEKPFYHPTLEEGLRTALK
                     HARRQLK"
     gene            complement(1743..2936)
                     /locus_tag="DSM_02063"
     CDS             complement(1743..2936)
                     /locus_tag="DSM_02063"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKLTQGVCGLTLAVFLSACGGGGDGYYNQNSDSGSTTTPTTPST
                     
DQELANSVLNSVKQEGKYLFGAYDLNNESLSKGYIDHALDTFAQGPLKLTLDIRKVDL
                     
TKYTDHYREKCFINSTTDYRACYVFKGEEIKSLLTGYNDWDFDITADDLKNIKLASDN
                     
ISPNLQEYQSNTRIYIFENENKDKNFQDVTITGAFAYPFQQSWGLQQTKQKRFVLINS
                     
TTSDYKITTTTMVQDPQTGQPTEKEVTTGAMSVYKDNTSTDGDLYVIQGGSGFNVLIN
                     
DNPNVPFAEPISFVVNSTPGNTNNAIYRVRLGKNQVLSLPNITGIEGSRVENETPTTN



                     
LQKFNGSIYLEGKNIFTFKQDLNGSTLDFKHVINGVSIEGQSTNQNGVVSTILKSPFA
                     QKFTF"
     gene            complement(3288..3623)
                     /gene="blh_3"
                     /locus_tag="DSM_02064"
     CDS             complement(3288..3623)
                     /gene="blh_3"
                     /locus_tag="DSM_02064"
                     /EC_number="3.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8UAA9"
                     /codon_start=1
                     /transl_table=11
                     /product="Beta-lactamase hydrolase-like protein"
                     
/translation="MSENVGFAGQIGPEHVGQVVEKGFKSIINNRPDMEGGPEQPTSA
                     
QIEEAARQAGLDYVYQPVVAGQITELDVRTFANHYNELPKPVLMFCRTGNRSNNLYQL
                     AKQMDLLDD"
     gene            3816..4712
                     /gene="ycjY_2"
                     /locus_tag="DSM_02065"
     CDS             3816..4712
                     /gene="ycjY_2"
                     /locus_tag="DSM_02065"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76049"
                     /codon_start=1
                     /transl_table=11
                     /product="putative protein YcjY"
                     
/translation="MHAYTVEPLYVPCDQEMIAADFYIPKTNNKSAVIIMAHGFAGLR
                     
QFKLIQYAQRFAQAGYAVILFDYRYWGGSTGKPREMISINSQLEDWKTMIQYASTCKF
                     
IDNRRIVLWGTSLSGGYALSLASELKNIQAIMVQIPYVDGAETAKLYPLQRYPQALKL
                     
SSQDYMGSKMGLNPKRLPVVDQYKLCFMPTADSYYGYLSIVNPDYYWSGEVPARVFFN
                     
LMRYRPIQLVRQINIPVLFIAAQHDSLIPIESSREAATNIAPFVSYHEWDMKHFDIYH
                     GSWFEKAVTTQLEFLHQHIGVM"
     gene            4713..5150
                     /gene="trxC"
                     /locus_tag="DSM_02066"
     CDS             4713..5150
                     /gene="trxC"
                     /locus_tag="DSM_02066"
                     /EC_number="1.8.1.8"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AGG4"
                     /codon_start=1
                     /transl_table=11
                     /product="Thioredoxin 2"



                     
/translation="MIIVCASCGAKNRVPEEKLTAQPSCGQCHQPLLPLEPIELNEQN
                     
FSNYITNSDLPILIDLWAEWCGPCKMMAPHFAQVAKQNPRVIFAKINTEESPRLSQAF
                     NVRSIPTLVLMNKTTEVARMSGALRAPELQQWLDQQLQTNFGS"
     gene            5152..5574
                     /locus_tag="DSM_02067"
     CDS             5152..5574
                     /locus_tag="DSM_02067"
                     /EC_number="3.1.2.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P44886"
                     /codon_start=1
                     /transl_table=11
                     /product="putative acyl-CoA thioester hydrolase"
                     
/translation="MSEAYTKPEGILSLQTIAMPADTNWSGDVFGGWIVSQMDLAGAI
                     
HAERFSRGRCATISINQMTFLVPVKVGFVISCYTKILKVGNTSIQMQIEVWDSHDDSR
                     APIRITEGVFTFVAVDVKGNKRQIPEEAKQKFLASQES"
     gene            complement(5614..6108)
                     /locus_tag="DSM_02068"
     CDS             complement(5614..6108)
                     /locus_tag="DSM_02068"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSQSNRLLKLVKATSKFPKGIRSTLWSKAFGRIVPMVGTANIRY
                     
LEVDVNHVTVRLENQKNMQNHIKGVHAAAMALLAETATGFLTGLHIPDNRILLIKSLH
                     
VDYLKVVEGGLTATATLSTEQQKYIADHEKGELVIPVTVIDDAGNEPIQCQMLWAWLP
                     KRKK"
     gene            complement(6144..6632)
                     /locus_tag="DSM_02069"
     CDS             complement(6144..6632)
                     /locus_tag="DSM_02069"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P44096"
                     /note="UPF0234 protein HI_1034"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPSFDIVSELELFEVNHAVQNTQKEIATRFDFRGHDVSIELNEK
                     
NKEIKISTESDFQCEQVYNMLENHFYKRKIDVQALDPQKATASGKNFVQVIKLKDGLD
                     
SDTAKKINKAIKESGIKVQSSIQGDKIRVTDKKRDTLQQVMAFLREQQFGLPLQFNNF
                     KD"
     gene            6724..7038
                     /gene="glpE_2"
                     /locus_tag="DSM_02070"



     CDS             6724..7038
                     /gene="glpE_2"
                     /locus_tag="DSM_02070"
                     /EC_number="2.8.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_01009"
                     /codon_start=1
                     /transl_table=11
                     /product="Thiosulfate sulfurtransferase GlpE"
                     
/translation="MIRKQEITTFEFPENAVIWDVRDSSAYAEGHVKGAVSRPINDLN
                     
ADILNQVAADQPIYILCGGGSKAPRAAEKLEGLDASREYVVLMGGTRAARDAGLPLEQ
                     GA"
     gene            complement(7090..8961)
                     /gene="mnmC"
                     /locus_tag="DSM_02071"
     CDS             complement(7090..8961)
                     /gene="mnmC"
                     /locus_tag="DSM_02071"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77182"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA 5-methylaminomethyl-2-thiouridine
                     biosynthesis bifunctional protein MnmC"
                     
/translation="MNKSNRIQTAELDWEFIDGIEVPISKQFGDVYFSKDNGLLETRH
                     
VFLNGNDLTERLANLQDFEYFSVGETGFGTGLNILALWQLWQQVRPNNHSHLHAISVE
                     
KFPLSKADLIRALNVWDELKPLSKQLIEQYPLPLAGCHRLSFPEERFSIDLWLGDAQD
                     
IFPSMVKTKAVNAWFLDGFAPSCNPDMWEQNVLNNIVRLSDYGTTFASFSVAGVLKRG
                     
LKAHGIDISRPRGFGHKREMLKAVWKAPVSEEILLEPVSDTLHFTQQHIAVIGAGIAG
                     
LSTAWAFAQRGHQVTLFERTAPLSGASGNPLALLNPKLCPIEQSHEHLMTLSWQHALN
                     
FYKNFQAFHPIQIQQMALKNAQDLLDLADQYPADIVTQQTSSLESDYPHILLTEAGAV
                     
SPHQLRAEILQHPGIELKIANITTFVSFENKVQLKSGNETTLEADHVVVCCARESAAL
                     
FENYPLLKPIRGQVSWVDNSFATLPLNEAYSYGGYCMQLNTSELILGASFYPNRDDQE
                     
VLLDDHVHNFELIHSVFPHYAKQLPSVEQWQGRASVRAQSPDYFPVVGKMQNESRIST
                     
FAGLGSKGFLFAPLCSEVLVAQILGEACPVPKSLLQKLDAQRFQKKVKSKKPYFKSQ"
     gene            complement(8985..9464)
                     /locus_tag="DSM_02072"
     CDS             complement(8985..9464)
                     /locus_tag="DSM_02072"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11



                     /product="hypothetical protein"
                     
/translation="MQLATKSFLGLCLICSTAGAVEPAATPATPPTAASTQNAKPAPT
                     
SATVAKPATTTAPTSTQPLTAEQIAKNKQQQDAKIKALVQDQASRLKQLEHANLEALA
                     
QNQELQLKNDNLSVQVQVLQSERSAQMFLYGAVTLAGGVLLGFFIASYVYTKRRRQW"
     gene            complement(9469..9771)
                     /gene="yciI"
                     /locus_tag="DSM_02073"
     CDS             complement(9469..9771)
                     /gene="yciI"
                     /locus_tag="DSM_02073"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AB55"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein YciI"
                     
/translation="MPFFVLSCTDNEGTLEKRLAVRPQHIERLQKLDDEGRLVAAGAM
                     
PKDPNDPQAGFYGSTMIVEFDTREALDEWLKEEPFLKEGIYSHVDVKPFNKAFPKG"
     gene            complement(9806..10420)
                     /gene="yciB"
                     /locus_tag="DSM_02074"
     CDS             complement(9806..10420)
                     /gene="yciB"
                     /locus_tag="DSM_02074"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P95745"
                     /codon_start=1
                     /transl_table=11
                     /product="Intracellular septation protein"
                     
/translation="MKALLDFVPLIIFFYLYKTVDPADTQHPLLKLIGSAGGVDNNNI
                     
LVATTGLIISMLVVYGALFIMQKFRLDKQQWIVLFMTVIFGGITLMLSDDFYIRLKAA
                     
ILNLVFAGAFLVSPWFGKDRKPLIQRLFDPILALSEKGWKNLNFAWAAMFVVMSGLHV
                     FFAFLFHGGKYWGEFTAFGDMIVMFSFIIIQFIILRKHFKSPDA"
     gene            10465..11316
                     /gene="yciV"
                     /locus_tag="DSM_02075"
     CDS             10465..11316
                     /gene="yciV"
                     /locus_tag="DSM_02075"
                     /EC_number="3.1.13.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77766"
                     /codon_start=1
                     /transl_table=11
                     /product="5'-3' exoribonuclease"
                     
/translation="MQGIDLHTHSNISDGTLSPELLVQAAVDVKLHTLALTDHDTMDG



                     
LQRARNAAQPHDLQIITGVEISSQWSRPSTKKSYGVHIVALNMQDEAPILEALEQQKR
                     
IRAQRAEVICELLKKCIGFDIYQDVLDKVENQPDRITRTHIAKTLVEKNVVSRPQQAF
                     
DRFLKEGKRAFVKFEGLGLKETIEVIHNSKGFAVLAHPTRYDLSATNTRYLIELFASC
                     
GGDAVELPPPVDPLSTRQMIDRMIDQHHLAISIGSDFHGENMPWIKLGNTPKPASNQQ
                     GIWERFI"
     gene            complement(11324..12235)
                     /locus_tag="DSM_02076"
     CDS             complement(11324..12235)
                     /locus_tag="DSM_02076"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIVREQPSIFKVLFSWRGTILPKILPSLGVVMLISAIIGGVEYI
                     
NLYRFPEIPLVGFTLIGVVLSIFLGFKNTACYDRWWEARKLWGVLIATSRHFDRDCRI
                     
LTQARRERVIQHVIVFANVLRDRLRRQTANPTELIQTSGMSQQALTQLYQQNNAPQYT
                     
LSLIQWELLQALKEGEISDIIYAQMNKNVADLSVVQTGCDRIANTPIPFAYSVLLNRT
                     
VYFFCFMLPFSLGSLLGLATPLLVGILAYTFLGLDALSTEIEEPFGTQSNDLPLDAMV
                     RSIEIELLGTLGKPTPPPIQAQDNNLL"
     gene            complement(12297..13004)
                     /locus_tag="DSM_02077"
     CDS             complement(12297..13004)
                     /locus_tag="DSM_02077"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q97QW0"
                     /note="UPF0758 protein SP_1088"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNNSIKNWPEQERPRERLLQQGPQSLSDSELLAIFLRSGSRQHS
                     
AVELARLLIQQFGSLNAVFDASYNELAQFNGIGATKYSQLLAVKELGRRYLDYHFSQT
                     
ELSLHSSHLVLDYLRYELKGEKQEVFAVLCLDAELRKLHFKKLFFGSVQHCAVSVNQT
                     
LRYALQQHACQLVIAHNHPFGSPQPSPEDIKLTQQLEQACQLVEIRLLDHFIISPEGS
                     FSFAEQQLLNPTSIAVQ"
     gene            13117..14370
                     /gene="coaBC"
                     /locus_tag="DSM_02078"
     CDS             13117..14370
                     /gene="coaBC"
                     /locus_tag="DSM_02078"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABQ0"



                     /codon_start=1
                     /transl_table=11
                     /product="Coenzyme A biosynthesis bifunctional 
protein
                     CoaBC"
                     
/translation="MSFDLSVIPHKNIVLAVTGGIAAYKSAILVRRLKDYGFDVRVVM
                     
THGAQAFITPLTFQALSGNPVHTELLDPEAEAGMGHIELARWADLLLVAPASCDTLAK
                     
FANGLADDLLSTLFLATKAPVWVAPAMNQQMWAAKATQRNLQTLVEDGVHVIMPDAGE
                     
QACGDVGLGRMPEPEEIARQVAGYFHQAQRAIAEKFGLLAGKRVVITAGPTREAIDPV
                     
RYISNHSTGKMGFALAAACYAAGAKVTLIAGPVSLDTPNGVQRVNVASARQMLDVSME
                     
SLETGCDIFIATAAVADYRVAEVAEHKIKKAGDELNVSLVKNPDIVATIAAQEKRPFM
                     
VGFAAETQNVEEYAAGKLVAKKLDMIACNDVSRADIGFASDENAMTVFFAESYHMKKR
                     ELEKASKQEISQQLVEAISDALRRK"
     gene            complement(14434..15396)
                     /gene="secF"
                     /locus_tag="DSM_02079"
     CDS             complement(14434..15396)
                     /gene="secF"
                     /locus_tag="DSM_02079"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:E9RGS4"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein translocase subunit SecF"
                     
/translation="MTKVTQQPSKQYGRPDDAKIIPFMKIAKPAAIFSILITLASIFF
                     
IATKGLNLGLDFTGGVSAELNYAQPANQAEVIQALDKAGFKDAVVQTLGSNKDLLVRM
                     
PVQDIKVEDLNNAITKAVQLPNNAAEVHKVDSVGGQVGNELYVRSAGAVALALILMLI
                     
YVTIRFEFKLAMGAVMSLFHDIIIIIGAFALFQWPFDLTVLAAVLAVIGFSLNDNIVV
                     
SDRIRENFRKIRGATPREIVDIALTETLRRTIHTSMTLLLVVLAMMFLGGDGLHWFSV
                     AMFVGVFVGTYSSIYIGTAFALWRGLNRQDFIVQVKPEFEDEIP"
     gene            complement(15408..17309)
                     /gene="secD"
                     /locus_tag="DSM_02080"
     CDS             complement(15408..17309)
                     /gene="secD"
                     /locus_tag="DSM_02080"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AG90"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein translocase subunit SecD"
                     
/translation="MRYPAWKYLLILVVLVVSTLYALPSLYPDEPAVQISGAKAGTQI



                     
DQSVVQKAEQILKTANIASHDNTFTNNAALLRVSSSEAQLKAKEVLRRDLGDQYVVAL
                     
NLAPTTPEWLQKIGAKPMKLGLDLRGGVHFLLEVDMDKAISQRMETSATDLRRQFREN
                     
KIKFNNLALNNNVITVQFADNADRDAAMDFLRRNGNEYTQQALASTTGSILKLTYTDV
                     
RRQEIQAYAVNQNLTTLRNRINELGVAEALVQSQGSNRIVVELPGVQDTAEAKRVLGR
                     
TANLEFRLVSDLNDQYIDPYTGKYNGQPLPPGTEVFAYQSLDSGRQLLLQRNRILTGE
                     
RVQNASSGFSQDSGGAEVNITLDSAGGKLMSDATRNAVGKRMAVLFIENKQKISYVTD
                     
PKTGAQTEVRTPYTESVVINAATVQAVLGSTFRITGLSSPQEASELALMLRAGALAAP
                     
MYFVEERVVGPSLGQENIDKGVLSTQIGFLLVAIWMVVFFRLFGLIANFALVFNLAMI
                     
LTIMSWIGASLTLPGIAGIVITIGMAVDANVLICERIREEMLWGASPKQAIVAGYDRA
                     
YNTIFDSNLTTFLVAFILFAIGTGPIKGFAVTLMIGIICSMFTAITVTRAIVQIIYGK
                     RRNLKKLSI"
     gene            complement(17361..17690)
                     /gene="yajC"
                     /locus_tag="DSM_02081"
     CDS             complement(17361..17690)
                     /gene="yajC"
                     /locus_tag="DSM_02081"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ADZ7"
                     /codon_start=1
                     /transl_table=11
                     /product="Sec translocon accessory complex subunit 
YajC"
                     
/translation="MSLFISTAHAAPAAAQSPGLLPNILMIVVFVAIFYFLIWRPQAK
                     
RAKEHRSLIESLGVGSEVVFAGGLMGKVTKLEGDYAVVELNRGVEVKIQRASVISVLP
                     EGTLNNL"
     gene            complement(17789..18922)
                     /gene="tgt"
                     /locus_tag="DSM_02082"
     CDS             complement(17789..18922)
                     /gene="tgt"
                     /locus_tag="DSM_02082"
                     /EC_number="2.4.2.29"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A847"
                     /codon_start=1
                     /transl_table=11
                     /product="Queuine tRNA-ribosyltransferase"
                     
/translation="MKFEKLGQSGRARRGRLTLEHGVVETPVFMPVGTYGTVKGMLPR
                     
DIEDIQAQIILGNTFHLYLRPGLEVIKQHGGLHDFIKWNKPILTDSGGFQVFSLGAMR



                     
KIKEEGVTFRSPIDGSKVFLSPEISMEIQHVLNSDIVMIFDECTPYPATHEEAQKSLQ
                     
LSLRWAKRCKTHHHDELKNKNALFGIIQGGMYEDLRDESLNGLLEIGFDGYAIGGLSV
                     
GEPKEEMIKVLDYLPNKMPHDKPRYLMGVGKPEDIVEAVRRGVDMFDCVMPTRNARNG
                     
HYFVTDGLVRIRNSKYRHDQGPLDPHCDCYTCKNFTRAYLFHLEKCGEMLASMLGTIH
                     NLRYYQRLTEGMRDALDNGTFDEFVQDFYARRGLEVPPCPVDE"
     gene            complement(19098..19667)
                     /gene="lemA_2"
                     /locus_tag="DSM_02083"
     CDS             complement(19098..19667)
                     /gene="lemA_2"
                     /locus_tag="DSM_02083"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A8AVK0"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein LemA"
                     
/translation="MTGLFIFLGIFVVLIAWGIYIRNNIVRYFNATKRAWAEVANFER
                     
QKVKTLEALETTLNQYTQFEKSTLEQVTALRQQILSLNVDHTDIAQLQQIEKMSKELI
                     
RSLNVVVENYPELKANTLYSKMMDDIQEQNENVGAAISIFNRNVEVFNNQIEVFPNNI
                     INTMTLSKKTIRPFRDNLATDNFDYKPNF"
     gene            complement(19754..20782)
                     /locus_tag="DSM_02084"
     CDS             complement(19754..20782)
                     /locus_tag="DSM_02084"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPIDTIQQTLHIRRKKNTQVFRNIARLWDAGQKSQTDQELLNAL
                     
HPWREDHNLRFVNTLSYLLGICSITTLLFGYFFHPHIQYSWSLLWAFLTGFLAYLLYE
                     
PQKPLTEVIHYLEQRMTALRYGLKFQQLPAYLPIQAQPILVLSKLKQHFPLFNRGNEA
                     
NEITEFASVTWNDGITDHQVLLFKYHYVNNLPILQDQNSDKKIVKEIHKDLWGAFIFQ
                     
IPALGIAVSNQRSRFFEPYLSEWQSSDILINQELSIFGTHQHQLAKEMSPSLTLKLHD
                     
FFQHFSGDLIYHHEEQILCYLGEQDLFQTTSKRSEIHDIPALRGHLRTMTMPQYEKFQ
                     QFMLNLIK"
     gene            complement(20875..21876)
                     /locus_tag="DSM_02085"
     CDS             complement(20875..21876)
                     /locus_tag="DSM_02085"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11



                     /product="hypothetical protein"
                     
/translation="MKLLFQKIQSAFDNQNTHNKITLRNIEALRNLLNQQLPPDILVY
                     
SLKNWTGPQQLDIRNYIFWNATIFALVCMALGFLISIYFFPFAILAIFYGFYHRASTA
                     
ELICLLQDIQTYYYEHKYNFKFATEDNLPKEGTSASDFPLFKLGNQQNSVLTAILGKW
                     
QVRETTHPYKIFRYHYVNREMAYNSKGKWELKDVSYNLYGIILENFPVRGVSISSQQK
                     
KACRLGVAWESSDIRFNQKYQQSGINELDLVKFLSPDRLLLLEKMLEGFPGDFYVHPE
                     
TSALCWLCNVNLLCQQSLYGTSVRELAECLETLSMPEFEQFANILQHFIDEPQIPKS"
     gene            complement(21962..22999)
                     /gene="queA"
                     /locus_tag="DSM_02086"
     CDS             complement(21962..22999)
                     /gene="queA"
                     /locus_tag="DSM_02086"
                     /EC_number="2.4.99.17"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7F9"
                     /codon_start=1
                     /transl_table=11
                     /product="S-adenosylmethionine:tRNA
                     ribosyltransferase-isomerase"
                     
/translation="MQLSDFSFELPDELIARYPLETRSASRLLHLDAKGQYHDHMFTD
                     
IIDLFEEGDLLVLNDTKVMKARLKGKRATGGAIEILVERMLNHTTAYCHIKASNSPKA
                     
GAELFVGADNIPVIVRGRHENLFVVEFSQPILPVLEQYGQLPIPPYFNREAEAIDTER
                     
YQTVFHNPEKIASVAAPTASLHFDEELLAKLDQKGVKKTFVTLHVGAGTFMPVRTDDI
                     
TNHVMHSEWCDVPQETIDLILATKARGNKVIAVGTTATRALESAAQAHGGKIAAWTGD
                     
TQIFIYPGYEFCIVDRLITNFHLPESTLLMLVSALSNRENILAAYEHAVKDRYRFFSY
                     GDAMLIDKLEV"
     gene            23181..23267
                     /locus_tag="DSM_02087"
     tRNA            23181..23267
                     /locus_tag="DSM_02087"
                     /product="tRNA-Leu"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Leu(caa)"
     gene            23802..25070
                     /gene="bvgS"
                     /locus_tag="DSM_02088"
     CDS             23802..25070
                     /gene="bvgS"
                     /locus_tag="DSM_02088"
                     /EC_number="2.7.13.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P16575"



                     /codon_start=1
                     /transl_table=11
                     /product="Virulence sensor protein BvgS"
                     
/translation="MTQRLELHQVEQLTACKISLLLGLNAEQNYIEQFFRFSLRLLKC
                     
QKALLTFNQEPYFWHHCPDGMTAISFKPSRHLKQCFAKQQVIHHNHPSYQNLINYLKE
                     
LNIECGRALAVHLVQPDQTSMGFAVFFDDDENCFEDDQIQLLLDYCSSFMQQVELKFN
                     
YEELNELYEQQVALNSSKTKFFSIISHDLRAPFHGLLGFSEVLAKERETLDESSIQNI
                     
ADYLYDTSQSTYNLLESLLTWAMAEGGRFVYHPINFKLRQVSNIVCDVLHTLALKKNI
                     
ELVNAVSEDLKIYADINMMTSVIQNLVSNALKFTDVDGSGKVFIEAKQVGTNVEITVR
                     
DTGLGMTEQQMANLFHPRITASFKGTAGEKGAGLGLSLCKRFVEINQGKISVTSQKGV
                     GTTFKVLLPSAQEVPEHHIEQQNTSEAKLV"
     gene            25139..27889
                     /gene="glnE"
                     /locus_tag="DSM_02089"
     CDS             25139..27889
                     /gene="glnE"
                     /locus_tag="DSM_02089"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P30870"
                     /codon_start=1
                     /transl_table=11
                     /product="Bifunctional glutamine synthetase
                     adenylyltransferase/adenylyl-removing enzyme"
                     
/translation="MNAEQLQKTLRASQYAEQVLGLHQAVLEQDYQIDQFAAPLSTEQ
                     
IYQLVDTTLDGIGDEITWMRALRILRSRLMFRWIWQDANQLTDVVTLTRELSDFADAS
                     
ICAAKAFARVALVVKHGEPLSYSGKVQDLIVVAMGKLGAQELNLSSDIDLIFAFDEQG
                     
ETNGRKCIDVQQFCILWGQKLIYLLEHITADGFVFRVDMRLRPWGDGSALAISHAALE
                     
KYLSQHGREWERYAWIKARVVTGGKEGQDLLEMTRPFVFRRYVDYTAFAAMRDMKAMI
                     
EREVLRRHIEDDIKLGAGGIREIEFIVQVFQLIYGGSKRELQDRQCLVSLEHIGEAGL
                     
LEKQAVLELEDAYLFLRRVEHAIQALNDQQTQLLPEEADLRQRIIDTLGFTSWNEFID
                     
VLNEKRQKVKVQFKQLIEDTSSNAATENFGQLEQQLDEVLDDNAKNLIHEFWHGHALK
                     
KLPSNAVQRLKTFWPHLIEAILQSEQPQTALLRLMPLIESVMRRTVYLVMLIESKGAL
                     
QRLVKMATVSPWICEELTQYPVLLDEFLSMDFELPKRKDLEDSLRQQLLRIEIDQVED
                     
QMRVLRLFKKSNVLTVAASDVLAESPLMKVSDALTDIAEVSVNATLNLAYQTVAKRHG
                     
YPKDVEGKRCSLDYKAFAVIGYGKVGGIELGYGSDLDLVFIHYLDEQADTDGTKSITG



                     
FEFAMRVAQKFMSLMTTQTLDGRVYEIDTRLRPSGEAGLLVTSLKAYEHYQLKSAWLW
                     
EHQALVRARSIAGDEALCQKFEIFRREILTQSRDEAYVREEVLKMRQKMKDHLGSSSE
                     
QKKHGIFHLKQDAGGIVDIEFMAQYAVLAWSGTKPDLAHYSDNVRILEDAAKADCLSS
                     
EDATALIRAYLSERAESHRLALANQSMQVSAADWRSTRAVVCNLWQRLIDPTASVELD
                     SE"
     gene            27914..28840
                     /gene="ilvE"
                     /locus_tag="DSM_02090"
     CDS             27914..28840
                     /gene="ilvE"
                     /locus_tag="DSM_02090"
                     /EC_number="2.6.1.42"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O86428"
                     /codon_start=1
                     /transl_table=11
                     /product="Branched-chain-amino-acid 
aminotransferase"
                     
/translation="MNLADRDGFIWQDGQLIDWRDAKIHVLTHTLHYSMGVFEGVRAY
                     
ETPKGTAIFRLQDHTKRLLNSAKIYQMKVPYDQAALEQAQIDVVRENKLASCYLRPLI
                     
WIGSEKLGIAATNNTIHAAVAAWAWGAYLGDEAMAKGIRVKTSSFTHHHPNVTMCKAK
                     
ASGNYTLSILAHQEVAHSGYDEAMLMDPQGYVCQGSGENVFLIKDGVLHTPDIAGGAL
                     
DGITRQTVMTIAKDLGYEVVERRITRDEFYIADEAFFTGTAAEVTPIREYDDRQIGAG
                     CRGPITTEIQKTFFDAVQGKNPKYEHWLTYVK"
     gene            28908..29798
                     /locus_tag="DSM_02091"
     CDS             28908..29798
                     /locus_tag="DSM_02091"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MHIVYVSDGKAGHRSQALGLFQAMQRQQANATFEEVSINDLPVM
                     
SLIKALFSSKKSLFQQAPDFIFGVGSHTHFRVWLLGKIFKKAKTIILMKPNLPTVWFN
                     
YAVIPEHDGIPANNRVIVTRGALNPIRNEKRHQASRILIALGGSSKRHQWNQEKVLLS
                     
MQKIVENNPDAEIILTTSRRTPAEFIDILRQQSFAQHLQIFPVEQTPQGWIFEEMQKA
                     
EAVWVTEDSVSMVFEALTAGCRVGVIAIDRLKDDRITHSIDQMIESQLISQNTCVVQL
                     PQPYAFKEADRVATYLLAKN"
     gene            29821..30849
                     /locus_tag="DSM_02092"
     CDS             29821..30849



                     /locus_tag="DSM_02092"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKILHIANFGFNKQGAHFYCTDRKISAGLIENGHFVYDFSFRDM
                     
ARMGTIFKTKKLGAKWANKEVLKVVNNIEPDLVLIGHGDLMSPDVLRQIKESYPNTKI
                     
AFWYVDPLYLENKLDFVKAFSPYLDAIFCTTGGEYLQKLKQPHLSVAYMPNVGHRNVE
                     
TLQQFSNSKTDKTFIFCGVVYKEPEREKFLKDLAEALQQGHVNYQYYGCFEQPGVYGK
                     
AYYKVLSETKMGLNYSRRNDVTLYSSDRIVQLTGNGLLTFSPRIPGFEKLYTEQEVVY
                     
FDDQFDLAKKIQFFDQNPEQAEKIAKEGWEKTRKSFNAKRITQFMVEVTFKQPLSEDY
                     EWSHEVYA"
     gene            30846..31601
                     /gene="icaB"
                     /locus_tag="DSM_02093"
     CDS             30846..31601
                     /gene="icaB"
                     /locus_tag="DSM_02093"
                     /EC_number="3.5.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q6TYB1"
                     /codon_start=1
                     /transl_table=11
                     /product="Poly-beta-1,6-N-acetyl-D-glucosamine
                     N-deacetylase"
                     
/translation="MMWFLYVAVGLLALAALLYVLGNYTFWLPFRSSKLPRIVMLHQV
                     
TPKDAASGMNMPPEKFEQLLTLLTRKGAIFCFVSELEQYRNQKNVVALSFDDGFMDNY
                     
LYAYPLLKKYNAKATIYLATQIEGIEKLTHEQIHEMANSGLIEFGAHTQHHVNLLKLD
                     
DQTAYDEMLQSKRDVEALVGKCPSFAYPFGRFNEKHQKMAQEIGFKNAVSTRKKIEAY
                     EADNQFNIPRVSTHGAMNALQMRIALAKGRYKL"
     gene            31598..32362
                     /gene="sunS"
                     /locus_tag="DSM_02094"
     CDS             31598..32362
                     /gene="sunS"
                     /locus_tag="DSM_02094"
                     /EC_number="2.4.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O31986"
                     /codon_start=1
                     /transl_table=11
                     /product="SPBc2 prophage-derived glycosyltransferase 
SunS"
                     
/translation="MNKIPCSVYIVTLNCGAWLERTLQSVSEFDEVIILDSGSTDNTY



                     
EIAQSFENTQISHQDWQGYAGQKSLALAKCRNDWVLNLDGDEVLSNELKQEIVETIQQ
                     
NKLDALITPINDVFLGVPNSKHTKKHAKVRFFRRSKGHYDLANKVHENVIVDGESQRA
                     
QHDIYHYGESSIFVKVEKNNQYSNLKALEKYQKGKSPSIAKLVLVMPVTFMKSYFIRR
                     SFLNGWRGFVNSMINAFYAFLKEAKLFEQTMNKDKK"
     gene            32374..33408
                     /gene="bshA_2"
                     /locus_tag="DSM_02095"
     CDS             32374..33408
                     /gene="bshA_2"
                     /locus_tag="DSM_02095"
                     /EC_number="2.4.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q81ST7"
                     /codon_start=1
                     /transl_table=11
                     /product="N-acetyl-alpha-D-glucosaminyl L-malate 
synthase"
                     
/translation="MKIVQVLATSGGVGGLEQHTFNLVNELALNHEVHVIAHPCYVDK
                     
FSQQVHFHAIDFARSRWNIFLLWQLKNLIQQIQPAIVHAQAGKAAELIARIKPFLSDP
                     
KFVTTVHGTKKNKSAYLAGDAVIAVSQALTQGIPESKAHVVYNGVYPQPVLTTENKEK
                     
LLQSIQKDFTELDTSKKVVMCIGRLEPVKNISLLIESMQQIDANLWIVGDGSLRASLE
                     
KQVSELNMQNRVAFLGFRTDARDLVQLADIVVLSSDREGFPLVMVEALQADKAMASTK
                     
VNGVIEWLPEQYLAEIGDTQGLAKAIEYALQSEAQNDFSPLYAKAKAELTVPAMAEQT
                     LNIYKGLLKT"
     gene            complement(33405..34295)
                     /locus_tag="DSM_02096"
     CDS             complement(33405..34295)
                     /locus_tag="DSM_02096"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLNRLIQKKWYKYQQAKKAKTFDSHWYMRFGWLEQPFTILEQLD
                     
SLFEIHSPGKFTFADSFYAHENGRHFIFFEEVDDQHPVGFLSVLEVFKDGTYTPPETI
                     
LKLDYHLSYPCVFKIDSTWYMIPESSANKTIELWKCTDFPMKWEKHSNLMENIEAVDS
                     
TPFYHEGLWYLFTSTRRDCKKFGDRLDLFFTEDILNPNWQEHPMNPVCRGSQQFRMAG
                     
KPFVYKGQLVRPSQDSLKRYGGNIELKAITQLSPAAYEEKLLEVVLPDWNQADDGCHT
                     INFEDNFVVLDAIRLTPKNN"
     gene            34364..35119
                     /locus_tag="DSM_02097"
     CDS             34364..35119



                     /locus_tag="DSM_02097"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKYLISIESTNSERLKKLFSQATFYKYRDEFKQFGVIGKNLSV
                     
SEYFQQGVAGKKKPMTPGELGCAMSHIAALKDFLSSDEEYAIIFEDDVIERFEIDFQD
                     
LEKHIRSLNFGPCFFLSLGGIQMKICNRVRGKLLPEELYNQKILKVDYDYLEKLAYAY
                     
AYVIDRKMAQMLVDYHQPIKIYDHWQDLVGRGEFSFYVSFLFDHPIIENNDALSYLEK
                     ERSLVGSHSQDDSDFLRYLRVKLKKYILNKYII"
     gene            35149..36078
                     /locus_tag="DSM_02098"
     CDS             35149..36078
                     /locus_tag="DSM_02098"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIKQKNIIIGSATGYNADLISSFVYSLGKTDFDGILTLIIYKEQ
                     
MTEFVNVFSDVKNFKIEFKVSTIGKFKSKSKYSGIYKYKFVKNIFKKIIDLTVNEAKP
                     
ETKIKGLKITGYPHVSRFFEYKEIVENHPDASHVLLTDVRDVFFQSNPFKNLSKALFV
                     
GMENPDFTIGTEQYNQKWILDAYGESFYNLAKDEQVSCSGVTIGDHESIKVYINKMIE
                     
EFCKQPYQKMSNRIYDQAMHNKLLITNELAEVTRCQPFESIIVTLGLYPIEQISINDQ
                     GFIINRNQEIIPIVHQHDRHPELIQLCDNYIGK"
     gene            complement(36116..36334)
                     /locus_tag="DSM_02099"
     CDS             complement(36116..36334)
                     /locus_tag="DSM_02099"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MAMRPDVRRHALVVIVFSLAQWFFMRYILANELFNLTTNQRILY
                     FCVSSLVGALLIFVALIYMVLKGNADKN"
     gene            36537..37565
                     /locus_tag="DSM_02100"
     CDS             36537..37565
                     /locus_tag="DSM_02100"
                     /EC_number="2.7.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q69AA9"
                     /codon_start=1
                     /transl_table=11
                     /product="Capsular polysaccharide phosphotransferase
                     cps12A"



                     
/translation="MQPIDFVMIWVDSTDTKWQQQYIYYKSKETKTKIDELVDQCRYR
                     
DWNNLHYWFRSVEKFCPWVRKIHLVTCGHFPEFLVKNHPKLNLVTHDQIIEPHCLPTF
                     
NSHAIEINIHKIEGLAEHFVYFNDDTFINSPLKPEFFFKNGLPCDGIQLQPLMVVGEE
                     
NFLGAVALTDVAIINKYFDKRKLFRSNPSALFNHRYSISNNLGNFLSLYNRKFSSFYS
                     
THLPQPFLKSVFEEVWRNEESYLKEVSSHRFRQPLDVNQYLFRLWQLCSARFYPVNIF
                     
QRGQNFNLRIQNLPEINHVIKNEQLPQICLNDDEHVVDFEKLKTEIIQIFEQKFNTVS
                     SFEKKITH"
     gene            complement(37618..39396)
                     /gene="aspS"
                     /locus_tag="DSM_02101"
     CDS             complement(37618..39396)
                     /gene="aspS"
                     /locus_tag="DSM_02101"
                     /EC_number="6.1.1.23"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q51422"
                     /codon_start=1
                     /transl_table=11
                     /product="Aspartate--tRNA(Asp/Asn) ligase"
                     
/translation="MMRTHYCGSLTEAQIDQTVTLCGWVHRRRDHGGVIFLDMRDRDG
                     
LVQVVIDPDTPEAFATADKARSEYVLKITGRVRRRYEGTENPNMVSGQIEVLGKEIEV
                     
LAASETPPFPLNDDTINVSEEHRLKYRFLDIRRPEMLERLRFRSKVTNLIRNYLDDHG
                     
FLDVETPILTRATPEGARDYLVPSRVQNGSFYALPQSPQLFKQLLMVGGIDRYYQIAK
                     
CFRDEDLRADRQPEFTQIDIETSFLNDDDIMDLMEGMTVKLFNDLLGVKFEKFRRMPY
                     
SEAMRDYASDKPDLRIPLKLVDVADLMQEVEFKVFAGPAKDPKGRIAALRVPGAGSLT
                     
RSQIDEYTKFVGIYGAKGLAYIKVNEIEKGIEGLQSPIVKFIEPIVMQLLERVGAENG
                     
DIVFFGADKAKIVNDAMGALRVKIGHDLNLATCEWAPLWVVDFPMFEETDDGKWTSVH
                     
HPFTLPKSSVEDVKSNPGEALSVAYDMVLNGTEVGGGSLRIYTLEMQKAIFEALGISD
                     
EEAEEKFSFLLNALRYGAPPHGGLAFGLDRLVMLMTGATSIRDVIAFPKTKTAECPLT
                     QAPAPVEANQLRDLGIRLREQQKKEA"
     gene            complement(39567..40331)
                     /locus_tag="DSM_02102"
     CDS             complement(39567..40331)
                     /locus_tag="DSM_02102"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MPFTISHAVIAPPLAKLSRNTLPIAALAIGSMTPDLYRLFTMQS
                     
GMLTHQWKGLFYPNLALGLLFSAIWYLLYRPVVYRFFGIQHDLKLDSFRHFFSFFIGI
                     
IIALLIGIATHLIWDGLTHSDFRTFIFQDFLSQTVHLFGRPYPLHRLLQLGSSALALP
                     
FLGWMSIHYYQRHKQHWKVNYKIKIFAWCLFALSTLLGLFSFWDYARYIPHEVWHSDT
                     YYFTGRSINEFMQGWLSTFSLGCLLFLFLDRQQRMG"
     gene            40467..42521
                     /locus_tag="DSM_02103"
     CDS             40467..42521
                     /locus_tag="DSM_02103"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9JZN9"
                     /codon_start=1
                     /transl_table=11
                     /product="putative TonB-dependent receptor"
                     
/translation="MLFYKNILTLSILAVISIPVFAAENENVEKLETIRIKAHPLEQT
                     
SKDFAVADTVVDQKHLTEGAATIGDALNSEVGIYANQFGAGSSRPVIRGQDGPRVKVL
                     
QNSSENVDVSTLSPDHAVTVDPVLAKQVEVIRGPSTLLFGAGTVGGLVNVIDNKIPTQ
                     
MPENGYEGQVGLRYNTGSDEKLASAGVTVGLGSQVALRVEGLTRDANNYIAPNYIYEG
                     
EKERRVDNTFAQGDSVNVGLSWIYDRGYTGVSYSNRRDQYGLPGHSHEYETCHIHGLS
                     
LHCGDHEEGEEGHDHEHEEHEHGGPWIDLKSERYDFKTELNDPFAGFQKLRAQASYTD
                     
YQHDEIEEGTIATRFQNKGYDGRIELVHNPIASWEGVIGAQLGQQKLDLTGEEAFMAP
                     
TTTKKWSVFALEHKQWKDVHFELSARADQQEIDVDDNSKQDFDGSAFSYAGAANWEFA
                     
PNYKLSFVASHQERLPLAQELYANGGHFATNTYELGNDQLGKEKSNNVELGLHFDNDK
                     
LDYHLHVYHNWFDDYIYAQTLDRYKDFRLVQYTQDKARFYGAEGEIGYQITPMYKISA
                     
FGDYVRGKIDAEGNAPRIPAGRLGTKVDADFGDGFSGSAEYYHVFNQDKIAAYETETE
                     
GYNMLNLGVAYSGQYGAKTDYRVYLKANNLLDDTVYQHASFLSNIPQVGRNFTVGVDF
                     SF"
     gene            42597..44060
                     /gene="clsA"
                     /locus_tag="DSM_02104"
     CDS             42597..44060
                     /gene="clsA"
                     /locus_tag="DSM_02104"
                     /EC_number="2.7.8.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_00190"
                     /codon_start=1
                     /transl_table=11
                     /product="Cardiolipin synthase A"



                     
/translation="MRIFQRIHQKLNWSGRRYMAVILCVVAIAYLASAIYHTVKPLPQ
                     
GINFSGKLRHADVKFLADKTYIDANGQQQVDQHIFDEILKMIDEAKTTIVVDMFLFNS
                     
EVGDSNLKQRPLMQELTDALISKKRQNRQIQVVMITDPINSVYGGLSPEHYRQLRQAG
                     
VDVIETNLAPLRASNPFWSGFWYICCQNIGNNPEKGWLPNPFGDEKITLRSYLNLFNF
                     
KANHRKTVVVDTDTGWKSLVTSANPHDGSSRHSNVALVVNGATAADVLQTEAAVAQMS
                     
GSSSPSLILGDFEKDVSKPQVQVLTEGAIYEAVLKLINTAKPKEHLDLSMFYLSERKI
                     
IKALKSAQERGVIVRVLLDPNKDAFGRQKNGIPNRQVASELHAAGIPIRWCDTHGEQN
                     
HSKMILKYNAQQAVLIVGSANFTARNLKNYNLETDMLVVGKVQDQVFKDAQNYFNTSW
                     SNLQGRQMSVDYAKYADESKVKYWIYRFMEWSGLSTF"
     gene            complement(44373..44819)
                     /locus_tag="DSM_02105"
     CDS             complement(44373..44819)
                     /locus_tag="DSM_02105"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSEISFERLHQFFCKVPSVQEARIMAHGADGEHAWWFKFSIDVE
                     
HPLAWQTVQELGHVLNYLSTNERLPTLFFPVSPPPYMNGEAKDFLSWVIQCNHPEFSP
                     DVVCDWLEARLPNPVDDESQWKIKTDLSEIEKLDDKALDQLIPPAP"
     gene            44986..45369
                     /locus_tag="DSM_02106"
     CDS             44986..45369
                     /locus_tag="DSM_02106"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKPIVLVLSTLMLGMSATAMADSNHRWDNYHGKDHNRYEQRHD
                     
YRYDHRNDHRAPVWSHSERGNHYGRYVAFKRGDRIPVEYRNSRYYVSDWRAHRLYAPP
                     RGYHWVKTPNQYLLVDSKHHIYRVR"
     gene            complement(45407..45889)
                     /gene="psiE"
                     /locus_tag="DSM_02107"
     CDS             complement(45407..45889)
                     /gene="psiE"
                     /locus_tag="DSM_02107"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7C8"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein PsiE"



                     
/translation="MPDPKKFERTLDRFGHYAVEAFHYLALFIIGCMIAWSAAHTVFE
                     
ILTVKKYASIDDILLLFIYLELGAMVGIYFKTNHMPVRFLIYVAITALTRLLISDIQH
                     
DHKADLDQVIITGSILILALSILVVRFASWHYPSVMKEKHSKTPTSLKTPQPQDDELA
                     "
     gene            complement(46050..46760)
                     /gene="gst"
                     /locus_tag="DSM_02108"
     CDS             complement(46050..46760)
                     /gene="gst"
                     /locus_tag="DSM_02108"
                     /EC_number="2.5.1.18"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45875"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutathione S-transferase GST-4.5"
                     
/translation="MSTFTLFYGVPSGCSFGSIVALEWSGLPYQLCRIEMPAQCNTEE
                     
YRQINPVGETPALLYDNGKVLTESMAILNHIMAKSLNAAFHYEQGTEQFNLFNQKLAF
                     
LNTTLFNAFSPLWYSLEHSSSEGNKQALREYGAVQVKKAFTALENSLTNQTWLMGDQL
                     
SFVDGYYAGIARWLKYHNVIDIDQFPNCKRLYEQLQNEAAVKFAHAIEQEQPTKSIGK
                     FLGHIAFEDAIQQYENLE"
     gene            46866..47762
                     /gene="dmlR_10"
                     /locus_tag="DSM_02109"
     CDS             46866..47762
                     /gene="dmlR_10"
                     /locus_tag="DSM_02109"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76250"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator DmlR"
                     
/translation="MLLRQNLNDVYLFVVAVEHQGFSAAAKRLNLPKSTISKRVAILE
                     
KKLGLTLIHRSSRSFVLSEAGKLFYQHAKNAVDEFRYAEENLLIQQQEPSGVVRLSAS
                     
VPIAQYLLSDCLPELAERYPKLLLQVEVTDRYVDVMSENFDIVIRSHFQPLPDSGLIQ
                     
RVLKNDKIIAVAAPAYLMKSSPIHTPEDLLKHEGIWPELQMNPWHFQNINGQKEIVRP
                     
NIRFVANESEILKGAAKRGLGITLLPETFCMNELSEGSLIHVLPEWSAGSVTTSLLML
                     TRRGLLPSVNITADFLVEKLKT"
     gene            complement(47834..49615)
                     /gene="dmdC_4"
                     /locus_tag="DSM_02110"
     CDS             complement(47834..49615)
                     /gene="dmdC_4"



                     /locus_tag="DSM_02110"
                     /EC_number="1.3.8.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q5LLW7"
                     /codon_start=1
                     /transl_table=11
                     /product="3-methylmercaptopropionyl-CoA 
dehydrogenase"
                     
/translation="MPIYNAPLADMKFILNDVFKAEQFWQANEKLAHVDAATAEAILE
                     
EMAKFAQNVTHPLNRTGDEEGARYENGEVFTPAGFKDAFRQYAEGGWIGLGADEEWGG
                     
QGMPKMLTVLADEMLFATNPSFMLYPLLSVGAGMALSSYASQEQKETYLPKIYSGEWS
                     
GTMCLTEPHAGTDLGIIKTKAERNEDGTYNITGTKIFITGGDNDLAENIIHLVLAKTP
                     
DAPAGSRGISLFIVPKYLVNEDGSLGDRNHVGPGSIEHKMGIKASATCVMNFDGAKGY
                     
LVGKENEGLAAMFVMMNYERLSMGIQGLGASEFAYQNAAQYATDRLQGRSATGVQSPS
                     
KPADSILVHGDVRRMLLNVRANNEASRAFAVYVGQQLDITKFSTDAEAVKKANDRVAL
                     
LTPIAKAYLTDTAFQATLDAQMVFGGHGYIREWGMEQCIRDLRIAQIYEGTNGVQSQD
                     
LIGRKTIKCGGAFIAEYITEIRDFANDLDTDLNFIKDATLDAATEIEAITQFIIEQAA
                     
ENVEFPNSAAVDYLHAVGLLSFSYMFAKIAAAAKDKSGDFYQNKLALAQYFVERILPD
                     IDARIAKIKAGSDLIMGFSEDYFTNQA"
     gene            complement(49783..51585)
                     /gene="dmdC_5"
                     /locus_tag="DSM_02111"
     CDS             complement(49783..51585)
                     /gene="dmdC_5"
                     /locus_tag="DSM_02111"
                     /EC_number="1.3.8.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q5LLW7"
                     /codon_start=1
                     /transl_table=11
                     /product="3-methylmercaptopropionyl-CoA 
dehydrogenase"
                     
/translation="MPQYKAPLRDMQFVLHELLNAEEHYAKLPDFQGNVSRELVDQYL
                     
EAAADFCENELSPLNQVGDREGCTWNDGVVTTPTGFKEAYQKYIELGFPSLSAEEQYG
                     
GQGLPNSLGIAISEMVGSSNWAWGMYPGLSHGAVRTLEHHGSEEQKNTYLPNLVSGVW
                     
TGTMCLTESHAGSDLGIIRTKAEPNADGSYAISGEKIFISAGEHDMAENIIHIVLARL
                     
PGAPKGTKGISLFIVPKFNVNADGTLGERNAVRCGSIEHKMGIHGNATCVINFDQAKG
                     
YLIGPENRGLNCMFTFMNTARIGTAVQGLSASESSFQGALTYAKERLAMRSLSGPKAP



                     
EKEADPIIVHPAVRNMLLTQKAFAEGGRALVYLLAQYADIVEKGETEEERKFADNILS
                     
LLTPIAKAFLTETGSESAKHGVQVFGGHGFISEHGMEQIVRDTRIACLYEGTTEIQAL
                     
DLLGRKVLQTQGAMLRDFTKIVHKFVEANKDNAAMKEFVEPLAALNKEWGDLTMQIGM
                     
RAMQNPDEVGAAAVDYLYFSGYVTLAYLWARMALVAQEKLAAGTTDVDFYNAKVTTAR
                     FYFKKILPRVRSHVDVIAGGLDPLMALDAEHFAF"
     gene            complement(51875..52255)
                     /locus_tag="DSM_02112"
     CDS             complement(51875..52255)
                     /locus_tag="DSM_02112"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKMTAKIALFSAAIVTMGSLAACQSTTQPPKPEHGMMQDGPRDG
                     
HHHRMKHREFTPEQKAAWEQHRAERKARFEQIQKACEGKAVGQTVNVQVGDKTLEGTC
                     NLRFEPKRPQPPVNAPAPVASQAK"
     gene            52387..54045
                     /gene="baeS_2"
                     /locus_tag="DSM_02113"
     CDS             52387..54045
                     /gene="baeS_2"
                     /locus_tag="DSM_02113"
                     /EC_number="2.7.13.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P30847"
                     /codon_start=1
                     /transl_table=11
                     /product="Signal transduction histidine-protein 
kinase
                     BaeS"
                     
/translation="MNVLRVPIALRLFLTVLLTTLLIATASLSVLHWTMQKNFAKYVA
                     
DVEMQKLDRLITNLGNVYTVYHDWGNAIQAQILQIEGTAAPDDYDRLSQWWLRRQYDI
                     
AIQQHSFDEHTLINISPDAGTVNKNSIFSDEELRTLEQNLPSEYQPFEGLRFPLSANQ
                     
FRPSDDKNKSKKGSLKDIETQNGKKRFIALPDRLGLSSRLSLYDAKHQFVVGEPPSSD
                     
QMSYRPIMVNSRVVGYLGLKPVLDKEDALSINFFSNQKRYLLLIYALTLLSSLVAALL
                     
MATYFKKPIQRLLNATNELTKGNYQHQVVIKRNDELGDLSTQLNHLAEILHQHEESRR
                     
QWVADTSHELKTPLAVLQAQIEAMQDGIRKATPEHLDAMMRQVSSLKKLTQDLADLAQ
                     
ADAQQLKCYLSSVNPWEVILQEVENFRPKLEQAGLEIEVEGEGASLLLDRDRFKQIIV
                     
NLIGNSIRYTETGGKIHIHTNQTPQEWTLYVDDSPFGLSDEQLSRLGERFYRVDDSRT
                     RSTGGTGLGLALSCKIAQALGGTLSFEHSPLGGLRCVLTFKKQS"



     gene            54065..54751
                     /gene="baeR"
                     /locus_tag="DSM_02114"
     CDS             54065..54751
                     /gene="baeR"
                     /locus_tag="DSM_02114"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P69229"
                     /codon_start=1
                     /transl_table=11
                     /product="Transcriptional regulatory protein BaeR"
                     
/translation="MKHIMLVEDEVELAHLVRDYLEAAGFEVSMFHDGQDAYTSFQQR
                     
KPNLMILDLMVPRMDGLTICRKVREQSDLPIIMVTARTEEIDRVLGLNMGADDYVCKP
                     
FSPKELVARVQAVLRRLERKAEPEQNDSFRIDKAQQRIWYQQKSLSLTPTEFRLLELF
                     
LEHVGQVYSRAQLLDHINPDSFDVADRVIDSHIKNLRRKITEVAETGNRHEWIQAVYG
                     VGYRFEYPEE"
     gene            complement(54815..56257)
                     /locus_tag="DSM_02115"
     CDS             complement(54815..56257)
                     /locus_tag="DSM_02115"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQFNPLYSSLNPKLFHIQQPSPLRGAKAGHFNLALAEELQWTDE
                     
EKQAWVEICSGQRTFSEFPPLAMVYAGHQFGQWAGQLGDGRGLLIAQILNKKGQTIDL
                     
HLKGAGPTPYSRMGDGRAVLRSVIREYLAGHALNALGVASSHAVGFTSSTQGVQREKL
                     
EPGAMLLRTSECHIRLGHFEWINQYAPELLAEFTQKCIEWHYPECQQEEQPILAFAKA
                     
VIRNTAIMIAKWQLVGFAHGVMNTDNLNITGSTLDFGPYGFMERFRPNWINNHSDYQG
                     
RYTYQNQPSIAHWNLWTWLNNLIPLAEPEHKEQFKEALAACLEEFEPTFIEHYTTGLC
                     
QKMGLPHFHKDSTECGLSFLRILQAEQLDYTQSFIRLQNKEYKALRDDCLDIRQFDAF
                     
LTQYQNIREYQDIDELDANMQQVNPIYILRNHMAQRAIEAAERDDFSEVDRLFKLLNH
                     PYTRQPDLEKPEDLGPLPSDVPDVAVSCSS"
     gene            complement(56370..57542)
                     /locus_tag="DSM_02116"
     CDS             complement(56370..57542)
                     /locus_tag="DSM_02116"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTSAPLKAPINWTASITLIGLPILAAIIIPIYAYYYDFSVSAWV



                     
SLFFLLALSSMGITAGYHRLWAHRAYEASLPLKILLMIGGTFAVQNSILFWASGHRTH
                     
HRHVDDVDEDPYSIERGFWYAHMGWMIRDHSPSEPDFKNAPDLLNDKLVMFQHKYYAL
                     
MVVAVHVGILGLVGWATGDLWGVVLLGGLLRLIISHQVTFFINSLCHMFGKRPYTDEN
                     
SARDNFWLAIATWGEGYHNYHHIFQYDYRNGVKWWQYDPTKWLIWTCSKIGLAKNLRR
                     
IPSFNIKKAELAMKFKYAEQDLAIYGHDVNADISQMKQRIAQEYEAFTHTLNDWAKLK
                     
EQELQAKKAAMAEKIHKMDHKLKVDFQLLEHRLSHHRECLETLMRNIKKNTNVVPD"
     gene            57751..58281
                     /locus_tag="DSM_02117"
     CDS             57751..58281
                     /locus_tag="DSM_02117"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKIQRLRKKNSIDIARKLPLKCLFIAISLVLAACQSTPQPNNHK
                     
GQVKPTHRVQTPVVKKKVSPDGVQDIDWQITQINGHKAKFFNQWPTLSLNSTVKTVTG
                     
HTGCNRVFGRYTFDFSQKKLDMEVNAGHSSCDGALAQEAELVDSLQRIKRFQLVGNTL
                     YLLDQSGQRLIQAEKK"
     gene            complement(58310..59023)
                     /gene="ugpQ"
                     /locus_tag="DSM_02118"
     CDS             complement(58310..59023)
                     /gene="ugpQ"
                     /locus_tag="DSM_02118"
                     /EC_number="3.1.4.46"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P10908"
                     /codon_start=1
                     /transl_table=11
                     /product="Glycerophosphodiester phosphodiesterase,
                     cytoplasmic"
                     
/translation="MRIIGHRGARREAPENTLGGFQHIKNLGIRGVEFDIRQLQDQEL
                     
VVIHDDNFLRTAGVDQIVEQSTLAQALSFDHRQNWPNWPTSEPTPTLTDVLNLLDNFD
                     
HIEVEVKAVRDMALAEKLVQKLETELQGFEKVVTITSFDLQILTALRDINSQFKRGLL
                     
VELPVGATAIELAHQYGCCHIGWHDQLATDEMIQLSHQAGLNISVWTVNDVERAKRLQ
                     DLDIQGLITDIPTTMLEAL"
     gene            complement(59096..59674)
                     /gene="cobO"
                     /locus_tag="DSM_02119"
     CDS             complement(59096..59674)
                     /gene="cobO"
                     /locus_tag="DSM_02119"



                     /EC_number="2.5.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q1LJ80"
                     /codon_start=1
                     /transl_table=11
                     /product="Cobalamin adenosyltransferase"
                     
/translation="MGHRLSKIYTRTGDSGTTGLGDGSRVAKDDLRIAALGDVDELNA
                     
IIGVLRAQITDSQVANKADWDKSLSLIQHWLFDLGGEVCIPNYNLLQPVCIEFLEKEI
                     
DRMNEDLPMLKEFILPFGSLSCSYAHQARAVCRRAERSLMSVQTRDQNIQATALQLLN
                     RLSDWLFVASRALQRAEGGQEVLWQKNINEMI"
     gene            complement(59770..61608)
                     /gene="btuB_1"
                     /locus_tag="DSM_02120"
     CDS             complement(59770..61608)
                     /gene="btuB_1"
                     /locus_tag="DSM_02120"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P06129"
                     /codon_start=1
                     /transl_table=11
                     /product="Vitamin B12 transporter BtuB"
                     
/translation="MSKSFQPTRLVGAIAIAMGCSPVIFAEDATNATQLDPIVITASK
                     
SAEKASEVPARISVIDEKTIEQNPIADLPSLLRKEAGLTIHQTGGYGQTASVFIRGAS
                     
AGHTLFLQDGMRSNTATVAGQNIHLFDTTDIKQIEILRGPASVQYGTDAIGGVIQLIS
                     
KTPTQNKIFTTIEAGEKNTYKSILGIDLAQDGYYAQIRGQRFETDGDQIISNDDRKAG
                     
FDQKGYSAKVGVDKEQYALSAEIKENKGTGDFFSYGAAQAYDFTNRLYNVNARLNLTN
                     
NIIWNTRLSQFEDQYNLIKAAYPSIVNTKQQEVDSNIKWQFTPSQNILFGVEHNKTTA
                     
EKVVAYNGDTGFDNSNKTTGYYLQHQYQHDGINTQAGIRVEDNDQFGTHTVGQLAGRF
                     
LVTPTTSVYANIGTAFRAPVVGQIITEPAWWGGNPDLKPEESVSYELGFDQKLNHGFN
                     
VYGSVYQTKVDNLMVSSAATNFVFYNIDKATLTGAELGLKWSLDNWFINAEYAYIQPK
                     
NDETDQDAPNRPRQNFNMNIGWDNGVYGFNTAFVAKGKAKDIQDVPGYTTLDFNAYWQ
                     MSPNVKIFTNIQNLYDTDYKTAWNKEVGSYYIASGRLASAGVTLSY"
     gene            61978..62637
                     /gene="trpF"
                     /locus_tag="DSM_02121"
     CDS             61978..62637
                     /gene="trpF"
                     /locus_tag="DSM_02121"
                     /EC_number="5.3.1.24"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q56320"
                     /codon_start=1



                     /transl_table=11
                     /product="N-(5'-phosphoribosyl)anthranilate 
isomerase"
                     
/translation="MSQSNQKRTRAKICGITRKQDVQAVVAAGADAIGFVFFPPSPRN
                     
VTVEQAEELAKLVPPYVQMVGLFVNASVTEIQDILDCVPLDVLQLHGDETPEQCQEIA
                     
RHCKRRWYKAIQVKPDLDVIAEIQKYQAAGASAVLLDAWHPELKGGTGHQFDWSKFPK
                     
LDIPLILAGGLTPDNVIDAIHTTGAFAVDVSGGVESAKGIKDQQLIERFMQGVQRGSA
                     K"
     gene            62621..63850
                     /gene="trpB"
                     /locus_tag="DSM_02122"
     CDS             62621..63850
                     /gene="trpB"
                     /locus_tag="DSM_02122"
                     /EC_number="4.2.1.20"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q2KE82"
                     /codon_start=1
                     /transl_table=11
                     /product="Tryptophan synthase beta chain"
                     
/translation="MDQQNNVIDYTQFPDANGHFGIHGGRFVSETLMAALEDLENLYS
                     
RMKNDEQFLAEFDRDLAYYVGRPSPLYYAERWSKELGGAQIYLKREDLNHTGSHKVNN
                     
TIGQALLAKLSGKKRIIAETGAGQHGVATATIAARLGLECVVYMGAEDVKRQAMNVYR
                     
MRLLGATVVPVQSGSKTLKDAMNEAMRDWVTNVDTTYYVIGTVAGPHPYPQLVRDFQS
                     
IIGREARKQILEQAGRLPDALVACVGGGSNAMGLFYPFLNDASVKMYGVEAAGFGIET
                     
GKHSAPLNAGHVGVLHGNRTYLMSDEQGQIIETHSISAGLDYPGVGPEHSFLKDMKRV
                     
EYVPINDTEALQGFRDLTKIEGIIPALESSHAMAYVSKLAPTMSKDQIIIATVSGRGD
                     KDLMTVARIDGVEMVEM"
     gene            63860..64372
                     /locus_tag="DSM_02123"
     CDS             63860..64372
                     /locus_tag="DSM_02123"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPSLFMVMLGGRHARANTEVHDVVMAVGDTLEEVYPQLKQAWFG
                     
EAQGLHIDAWAKLSGVSSQGQNYQIHFTDAAPQPDDLKLYLINLGGYNAREFGELHRY
                     
EFVVAPNVVVAKQLGKQFIDRQWQKAHTDRVIDIDDCLAIDCVAGRYIHLIKGDFAAT
                     IWENTYLTVG"
     gene            64410..65405



                     /locus_tag="DSM_02124"
     CDS             64410..65405
                     /locus_tag="DSM_02124"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDLIQENGQPRYGRFESVPFTIHVQRYIYKTPYGKVLKGWRKQL
                     
KYKKFKFCGIQHKHYSIGLAIADIGWVGHGFFYIYDHETGQVIEWNAIQPLGHKTYLD
                     
EQPLFNQSYFSKSPYQFDIQHANGVRYIRVTKYGEICLSARIFCAGTDILSLCTPTGI
                     
NGWTYTQKQTTLAVEGMFINKQNQVVQFDEKTFASLDDTCGFLRPETAWFWLSCNFWD
                     
EQGRRIGLNLASGVNESFGNENCLWINGVLFPLTDVLFEKVNDELWQISSLDQKLNLQ
                     
VHIGWCRYENINLRMIGSQFNQWQAKISGTIEHETTDIIYCKEQYGLLEQHYAKW"
     gene            complement(65414..66289)
                     /locus_tag="DSM_02125"
     CDS             complement(65414..66289)
                     /locus_tag="DSM_02125"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNAHVSYQVEPVVRKDLDFHLNEAPRFWFNNDPFLTRMFDALSL
                     
TFPDGERYFIECVRMFRDKIDDPELQKRVADFIKQEAQHGIAHDKMNQLMKEQGMPVD
                     
QFTTTLKKIFRFELTKRSPQYNIAMTAAAEHLTALMAETFYSHKKTLESAHPYVRALF
                     
AWHAIEEMEHRDVAFDVMRQVGEVPESTRRFVLVLTTVLMFGFTLYRTNIMLKCDGFS
                     
PRERLLMNLKGLPWFFGKNGTLTAMKKQYMDWFKKDFHPSQHPVIRQYPVWIETLEKT
                     NDPIAAGEAFWQAGL"
     gene            66410..67459
                     /locus_tag="DSM_02126"
     CDS             66410..67459
                     /locus_tag="DSM_02126"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQEFTISNGYFYLWNTYLKEKGIDWQTLNLSEIQTRQVQNILSA
                     
SIDAQSSLDLFIELLEITETRLHVTNLALEMAACITPANFGVLGYMASRSDTLGQVVE
                     
YIAKFHRLVIDGAQVVPIQIEQDASKIRLYWPLVDDSNILLSELTLAAMVQLAKQIAP
                     
VHEFLLQHVEFVHRARGAVVHYQRFFQCKLSFERPYYALTFASESLNVRPQHADPTLV



                     
QLLVKQAEEALVQRKIHADLVQQIHWIVQEYFKHKQQAPKIEDIAIELNVSVRSLQRQ
                     
LQALNTSFKLILDAERMKRCEILLSQNESLTAIADQLGYSDQSALARAYKNLTGQTLL
                     TRKKQLQLIQKNATK"
     gene            67704..68507
                     /gene="trpA"
                     /locus_tag="DSM_02127"
     CDS             67704..68507
                     /gene="trpA"
                     /locus_tag="DSM_02127"
                     /EC_number="4.2.1.20"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q5ZVY3"
                     /codon_start=1
                     /transl_table=11
                     /product="Tryptophan synthase alpha chain"
                     
/translation="MSRLATRFEKLQSQQRKALVSYVMAGDPQPQVTVPLLHKMVAAG
                     
VDVIELGLPFSDPMADGPVIALAAERALAAGTNTLDALNMVKEFREQDQETPVVLMGY
                     
LNPVEVIGYEKFVSYAKQCGVDGLLLVDLPPEESKEFGAILKQHDMDQIFLLAPTSTD
                     
QRIQHVANQASGFIYYVSLKGVTGAATLDTSEAAARIEKIKGMTNVPVGVGFGISDAA
                     SAKAMGSVADAVIVGSAFVKSFATLAADEAVEQTVNKVKELRAALDELV"
     gene            68504..69400
                     /gene="accD"
                     /locus_tag="DSM_02128"
     CDS             68504..69400
                     /gene="accD"
                     /locus_tag="DSM_02128"
                     /EC_number="6.4.1.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HZA7"
                     /codon_start=1
                     /transl_table=11
                     /product="Acetyl-coenzyme A carboxylase carboxyl
                     transferase subunit beta"
                     
/translation="MNQEVKSGKVLSPSTPWTQRPVPGIEVADEQQTLKATFTEPTIE
                     
CPECHALVTRTAISFNAYVCPQCDEHLRMKARDRLNWFFDNVVAELGQEFSAKDPLKF
                     
VDSKPYPDRMREAQTKTGETEALIAMQGNLNGVDMIACAFEFDFMGGSMGTVVGDRFV
                     
KAAELAIEKRQPLICFAASGGARMQEGMLSLMQMARTSAAIQKLKDAGLPYIVVLTHP
                     
VYGGVTASLAMLGDIHIAEPKAMIGFAGKRVIEQTVRETLEEPFQRAEYLLDHGVVDQ
                     IVHRHALRDTVSRLVSKLMNLP"
     gene            69397..70683
                     /gene="folC"
                     /locus_tag="DSM_02129"
     CDS             69397..70683
                     /gene="folC"



                     /locus_tag="DSM_02129"
                     /EC_number="6.3.2.12"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P08192"
                     /codon_start=1
                     /transl_table=11
                     /product="Dihydrofolate synthase/folylpolyglutamate
                     synthase"
                     
/translation="MKQQAPLSTDSLDTWLNYWSHVHVTGIDLGLERVIPVAEKLGVT
                     
KPNAKVFTVAGTNGKGSTTTTLASILKAQGYKVGLYQSPHIYRFNERVKLGGVEVDDQ
                     
SLIDAFVQVDQARRECDLSLSFFEATTLAAFVIFKQQQCDVWVLEVGLGGRLDVVNVI
                     
DPNIAVITNIGLDHTDWLGDTIEKIAFEKAGIIRPHIPVIFAGEQSLPQAIQDKANSS
                     
QATLYAINRDYFYKLADDGKHWYFASEGTTLRLPLGTLAIENIAGAVAAVLNSGLEIS
                     
QLALEEGITNARLAGRFEVRQVNGKTIIFDAGHNPHGVEFLLKQLRNFLEYNKQYTEV
                     
VAVFSMLADKDIKSVVDLLKPTVLHWKIAELNVPRAAPIQQLNDALQGQTIQQFGNIK
                     EAFKSALEQTNNNQLILACGSFHTLEAIWEYLEECQ"
     gene            70674..71744
                     /gene="dedD"
                     /locus_tag="DSM_02130"
     CDS             70674..71744
                     /gene="dedD"
                     /locus_tag="DSM_02130"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_02022"
                     /codon_start=1
                     /transl_table=11
                     /product="Cell division protein DedD"
                     
/translation="MSMNNKQRWMGGVVLLGGGVLLAALLLKGNEEIKQVDVQPQTST
                     
SPKLQAKPKQSAQEGQMVQLQPLAVDVETEKRLLEEQRRSREKAVAEQEARAAEFLAM
                     
QQQAEADAARKAAAEYAAINARRAAAQESSDNIPPEVAGSENKAKGQQTDTKKSVDPA
                     
KADADKKAAEAKRLAEADKKAAEAKRQAEADKKAAEAKRQAEADKKAAEAKRQAEADK
                     
KAAEAKRQAEADKKAAEAKRQAEADKKAAEAKRKAEAEKKAEAEKARELLENGDKKWM
                     
VQVALAANQANADAVVSKLRAKGYKVTTSPTSKGIRIMVGPAKDRDTADTTRKKITSD
                     ASLNMKSAWVIDWVPLDQRKSD"
     gene            complement(71763..72341)
                     /locus_tag="DSM_02131"
     CDS             complement(71763..72341)
                     /locus_tag="DSM_02131"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MKFFSLIAFAVCLSLQGCMQHESIAHEHRPHDWGTLVSQTHNFY
                     
QISNDVFRSEQPDAAMIPELKHYQIGTVINLRAKASDDLVFKNENFNLVHIPINTWAI
                     
DRQDLLEVMQQIQLAKQNNQRVLLHCYHGSDRTGASVAMYRIIFENWAIDDAVKEMKQ
                     GGYGYHIIWKNIDRLFTPENVKWIQQQLSNPS"
     gene            complement(72338..73114)
                     /locus_tag="DSM_02132"
     CDS             complement(72338..73114)
                     /locus_tag="DSM_02132"
                     /EC_number="3.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WLD7"
                     /codon_start=1
                     /transl_table=11
                     /product="putative metallo-hydrolase"
                     
/translation="MCPVCAPLFGQRGWKAEIVCHCLLVETDRGLVLIDTGFGLQDYL
                     
HMQQRLGSLVKRLGKIEPNLEFSAIQQIQKLGFHPKDVQHIFVTHLDFDHAGGISDFP
                     
HATVHVLATEYNAAQLPNFKGKLRYRTNQYKQHRYWNFVEYQQGEKWFNLEKVKGLPL
                     
FQDEILMVPLLGHSAGHCGIAIKQQNQWLLFCGDAYYSHLELNPANKLRSLTLLEKTF
                     AEDNEKRLINLKKLQHLAQHEPTIEIICAHDPHELRRYQT"
     gene            complement(73498..74139)
                     /gene="ahpC_1"
                     /locus_tag="DSM_02133"
     CDS             complement(73498..74139)
                     /gene="ahpC_1"
                     /locus_tag="DSM_02133"
                     /EC_number="1.11.1.15"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WQB7"
                     /codon_start=1
                     /transl_table=11
                     /product="Alkyl hydroperoxide reductase C"
                     
/translation="MTLRLGDTAPDFQQESSEGTINFYDFLGDSWGILFSHPADYTPV
                     
CTTELGYTAKLKDEFEKRNVKAIALSVDDVESHKGWINDINETQNTTVNFPIIADKDR
                     
KVSELYGFIHPNASETLTVRSLVIIDPNKKVRLIITYPASTGRNFNEVLRVVDSLQLT
                     
DKHKVATPANWQQGEDVVIVPSLKDEEEIKQRFPKGYTAVKPYLRLTPQPEQD"
     gene            74547..77270
                     /gene="secA"
                     /locus_tag="DSM_02134"
     CDS             74547..77270
                     /gene="secA"
                     /locus_tag="DSM_02134"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P10408"
                     /codon_start=1



                     /transl_table=11
                     /product="Protein translocase subunit SecA"
                     
/translation="MLASLIGGIFGTKNERELKRMRKIVEQINALEPTISALSDADLS
                     
AKTPEFKQRYNNGESLDKLLPEAFAVCREAAKRVMGMRHYDVQLIGGITLHEGKIAEM
                     
RTGEGKTLMGTLACYLNALSGEGVHVITVNDYLAQRDAELNRPLFEFLGLSIGTIYSM
                     
QEPAEKAAAYLADITYGTNNEFGFDYLRDNMVFSLAEKKQRGLHYAIIDEVDSILIDE
                     
ARTPLIISGQSEDSSHLYTAINTIPPKLRPQKEEKVADGGHFWIDEKQRSVEMTEIGY
                     
ETVEQELIQMGLLAEGESLYSATNLNLVHHVSAAIRAHFLFQRDVHYIIHDGEVIIVD
                     
EHTGRTMPGRRWSEGLHQAVEAKEGLAIQPENQTLATTTFQNYFRLYKKLSGMTGTAD
                     
TEAAEMKEIYGLDVVIIPTHRPMIRNDQNDLIYLNRNGKYNAIIQEIMNIRQQGVAPI
                     
LIGTATIEASEILSSKLKQAGIHHEVLNAKQHEREADIIAQAGSPNAVTIATNMAGRG
                     
TDIILGGNWKAKLAKLENPTPEDEARLKAQWEQDHEDVLQAGGLHIIGSERHESRRID
                     
NQLRGRAGRQGDPGVSRFYLSLEDDLMRIFAGDRVVAMMRAMGLKEDEAIEHKMVSRS
                     
IENAQRKVEARNFDIRKNLLKYDDVNNEQRKIIYSQRDEILAENTLQEYVEEMHREVM
                     
QAMIANFIPPESIHDQWDVEGLENALRIDLGIELPVQEWLEQDRRLDEEGLVERISDE
                     
VIARYRQRRAQMGDESAAMLERHFVLNSLDRHWKDHLAAMDYLRQGIHLRGYAQKNPE
                     
QEYKKEAFNLFVNMLGVIKTDVVTDLSRVHIPTPEELAEMEAQQQQQAEAMKLSFEHD
                     DVDGLTGEVTASQEALNESATEQQTFPVPESRNAPCPCGSGLKYKQCHGKI"
     gene            77401..77844
                     /locus_tag="DSM_02135"
     CDS             77401..77844
                     /locus_tag="DSM_02135"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKVLQPLFLTVLAVPSFVFAAETASAPQTTTVDKVLAAKGPTS
                     
AQAVVKQENTTVISPRTGIRYTLGNTGNRPIILQTAAIAPANSANINRIVASNPALSP
                     KSQEKAKVALIGEAAVAGAAAVAANNVTAPAVPNSVTPANPASLN"
     gene            complement(77911..79221)
                     /gene="yhjE_1"
                     /locus_tag="DSM_02136"
     CDS             complement(77911..79221)
                     /gene="yhjE_1"
                     /locus_tag="DSM_02136"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37643"
                     /codon_start=1



                     /transl_table=11
                     /product="Inner membrane metabolite transport 
protein
                     YhjE"
                     
/translation="MESTSATAAPVVATNSKTRVLFASLVGTTIEFFDFYIYATAAVI
                     
IFPHLFFPASSGSAAVLQSLATFAIAFIARPIGAALFGHLGDRIGRKATLVAALLTMG
                     
ISTVCIGLLPTYAQIGIVAPLLLALCRLGQGLGLGGEWSGAVLLATENAPEGKRAWYG
                     
MFPQLGAPIGFILATGSFLLLSAAIPEQAFMQWGWRIPFIASAVLVIVGLYIRLKLHE
                     
TPAFQKVLDKQKEVNIPFKEVVTKHTGKLILGTIAAICTFVVFYLTTVFALNWGTTKL
                     
GYARGEFLELQLFATLCFAAFIPLSAIFAEKFGRKATSIGVCIAAAIFGLFFSSMLES
                     
GNTLIVFLFLCTGLSIMGLTYGPIGTVLSEIFPTSVRYTGSALTFNLAGIFGASFAPL
                     IATKLAETYGLYAVGYYLTAASLLSLIAFLLIRETKNVDVNNQI"
     gene            complement(79356..79985)
                     /locus_tag="DSM_02137"
     CDS             complement(79356..79985)
                     /locus_tag="DSM_02137"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P67153"
                     /note="UPF0073 inner membrane protein YqfA"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLETYDPKEELFNAYSHGAGVVMAVIASVFLIIKGSYLSTAQWI
                     
GLWVYAFSLILVFTSSTLYHFAQTQNLRYWYKKLDHTAIYYLIAGTYTPFLSIAIPTQ
                     
KAHILLIALWSIAAIGTLFKLVFIHRFQKISLLAYVLMGWLAVFVMDDMRTYLSKDTL
                     MLLITGGLAYTVGALFYALKKVRYTHAIWHIFVLLGAGAHFLAIYWYVV"
     gene            80097..81335
                     /locus_tag="DSM_02138"
     CDS             80097..81335
                     /locus_tag="DSM_02138"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSHHFLGISVSVFSFEQEQQFFHEIKQMLDQQTFERLILSQYKG
                     
ELTQLEKITFRVVELHGKKQLSALYHHTTQDVTKNYSFEDGLEQIAVLITQCKQANLF
                     
STHQEIQLKKNKKKAMLNMGKKHSVTTVPTVQAHDREKQRYVQQGSAFLKELGITDEK
                     
AQIIPSMARKWKQINKFIEIFASAYEQIDAEQKELNIVDFGSGKGYLTFALYDYLQEQ
                     
QKVPLITGVELRRNLVEFCQNVAEKVHFNHLDFFEGDVRSYQPEKLDVMIALHACDIA



                     
TDFAIHTGIRLNASMIMCAPCCHKELRPQLHSPEVLQPMLQFGIHAGQQAEMLTDTLR
                     
ALLLKAYGYETKVFEFVSLEHTSKNKMILATKRKNVTQPDAKIMAQIQALKEMYGIKK
                     QTLELLLQDQLPIENIGCKC"
     gene            81348..81767
                     /locus_tag="DSM_02139"
     CDS             81348..81767
                     /locus_tag="DSM_02139"
                     /EC_number="2.3.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q5HH30"
                     /codon_start=1
                     /transl_table=11
                     /product="Acetyltransferase"
                     
/translation="MYKVIAGSWTQFEEAAKYIREQVFIQEQGIAPKDEWDDFDSTAV
                     
HFMMYDKEQPIATARLLPQHSVGRVAVLMLYRKQGIGKILMQHIIEYARQHKLPYLKL
                     SAQTYVTAFYEALGFKVQGEVYQDCGIPHIDMTLALS"
     gene            complement(81797..82657)
                     /locus_tag="DSM_02140"
     CDS             complement(81797..82657)
                     /locus_tag="DSM_02140"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTDFSRNALVVEGGGMRGAFTSGVLDAFLQQRFNPFDLYVGVSS
                     
GSTNVANYLAGQQGRTLTFYIDHSLRPEFIDYKRFFKGGDLLDLKWMWEIGEQEHPLD
                     
QQSLFAKNPDFYMVLTHAKTGHAEYLRAGKDNLLNALRASSSIPVLTRHPVDIMGEPY
                     
FDGGVADALPVRWAAQQSGVKKLLVLRTRPKNYFKASSRGDQFLAKYAFKHHYGFANS
                     
LRNRCARYNASVEFVRSSNPEQQILEVCPPPLKNMAGRLTTNPKKLRYSYEVGLETGL
                     QAIENWNAMK"
     gene            complement(82673..82927)
                     /locus_tag="DSM_02141"
     CDS             complement(82673..82927)
                     /locus_tag="DSM_02141"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSDKNSSESAILGWKFVLIVGVLSAIFLGFFYLAMSNEPDYMPG
                     AQRKAQQHEMQQKAEKSTDQQTQHDNMPEMDMQEHQHSHQ"
     gene            complement(83092..85227)
                     /gene="fadJ"
                     /locus_tag="DSM_02142"
     CDS             complement(83092..85227)
                     /gene="fadJ"



                     /locus_tag="DSM_02142"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77399"
                     /codon_start=1
                     /transl_table=11
                     /product="Fatty acid oxidation complex subunit 
alpha"
                     
/translation="MSAIQYEKNADNIVILTLDSTGQSANTMNAEFRDSLDEATQKLK
                     
SETELSGVIFRSAKKTFFAGGDLDELIQVQPEHATDFFNMVEKLKGHLRTIETLGIPV
                     
VAALNGTALGGGWEIALSCHHRIAINDPKSKFGLPEVTLGLLPGGGGIVRMVRLLGLQ
                     
NAFPFLMEGKQFGVDKAKSLGLIHDAAENEQELLDKAIAWIKANPKSQQPFDVKGYKI
                     
PGGDPKTPAVAQVLAIAPAMLKDKTKGCYPAPEAIMAAAVEGAQVDVDTALRIESRYF
                     
TQLATGQISKNMIGTFWHGLNAIKSGASRPADIAKWQATKVGVLGAGMMGAGIAYATA
                     
IKGIPVILKDVSVENAEKGKAYSQKLLDKRVSQGRMTAEKRHQILSLITATASAEDLQ
                     
GCDLIIEAVFENQELKAKVTQEAEQYLAPNGVMASNTSTLPITGLAQASKNDKAFIGL
                     
HFFSPVDKMQLVEIIKGKNTSAETLAKAYDFVQQIGKTPIVVNDSRGFFTSRVFGTFI
                     
QEGMRLLAEGVHPARIEMAALKAGMPVGPLAIQDEVSLTLTEHVASETRKALQAEGKE
                     
LPKTPVDEVIHTMIHELNRKGKAAGAGFYDYPENGKKHLWEGLNRWQKDHDISEQDMI
                     
DRILFVQALDTLRCYEEGVLESVIDANVGSIFGIGYAPWTGGAIQFLNQYGIDKAQKR
                     AEELAAKYGERFTPPTLLKTKAEQKQNIQ"
     gene            complement(85248..86453)
                     /gene="fadA_2"
                     /locus_tag="DSM_02143"
     CDS             complement(85248..86453)
                     /gene="fadA_2"
                     /locus_tag="DSM_02143"
                     /EC_number="2.3.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O53871"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative acyltransferase"
                     
/translation="MSEAYIIDAIRTPRGKGKKDGSLYEVKPITLLTTLLNELQQRHQ
                     
LDTSKVDDIVLGCVTPIGDQGGDIAKTAAIAAGWNDDVAGVQINRFCASGLEAVNMAA
                     
MKVRSGWEDLVVAGGVESMSRIPMGSDGGPWALDPETNLKSSFVPQGVGADLIATLDG
                     
YSREDVDNFAVKSQQKAAAAQANGYFDQSVVPVKDHAGVVILEKDEFIKGNTTLEGLA
                     
KLNPSFEMMGQMGFDAVALQKYPEAQKINHVHHAGNSSGIVDGAAVVLLASEKAVKEQ



                     
NLKPRAKVLATALVGTDPTIMLTGPAPAARKALEKAGLTIDDIDLFEVNEAFAAVVMR
                     
FINELNVPAEKVNVNGGAIALGHPLGATGAMILGTLLDELERQDKKRGLATLCVGGGM
                     GIATIIERV"
     gene            complement(86624..87634)
                     /locus_tag="DSM_02144"
     CDS             complement(86624..87634)
                     /locus_tag="DSM_02144"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WMJ1"
                     /codon_start=1
                     /transl_table=11
                     /product="putative HTH-type transcriptional 
regulator"
                     
/translation="MSRDTISIHFVNAALTGVKRLGMDVETLLSHVGIEAELLRQPKA
                     
RISPEQYTRFIKMLWMVTQDEHVGFDVQPRRLGTFAIMCQLIIHAKTLGQALELSSQF
                     
YKLFGDEWSVTLERDKHEARLVPLIPKTLDPDHFITESMLMIWHGLASWLIERRLPLE
                     
RVHFSYPRPAHADEYDALFFAPVMQFDAPRTEITFAADYLDLPIRQDEKTLEEFLKAA
                     
PAQLLVKFKNTNSLTSRIREVLKSQIGEEMPTLNDVASMLYLSPQTLRRRLAAEGKSY
                     
QGVKDALRRDAAIHLLLNPELTLEDVAQQVGFSETSTFHRAFKKWTGVTPGLYRQLHG
                     YH"
     gene            87845..88963
                     /gene="yfdE"
                     /locus_tag="DSM_02145"
     CDS             87845..88963
                     /gene="yfdE"
                     /locus_tag="DSM_02145"
                     /EC_number="2.8.3.19"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76518"
                     /codon_start=1
                     /transl_table=11
                     /product="Acetyl-CoA:oxalate CoA-transferase"
                     
/translation="MTTALNGLKVLDFSTLLPGPFATMYLADMGAEVIHIESPSRPDL
                     
IRIMPPYANGQATAHSYLNRNKQSIVLDLKDAASIDLIKAKISEFDIVIEQFRPDVMR
                     
RLGLDYATLAEINPRLIYCSITGYGQTGSYKDRAGHDINYLALAGIAGYSGRQDSGPP
                     
PLGIQVADIAGGSLHAVIAILAAVVERSRSGIGQYIDISMTDCVASLNSMAASATLAA
                     
QVEQAPEQGMLNGGIFYDYYMTQDGRYLSIGSLEPQFMAGLSAALDLPVLLQKGASLD
                     
VQDRQEVKQAIQEKIKAKTFKEWHEIFANLDVCVEPVLSLSEALNSPLAQQRGWIVNV
                     PLQNNTPDTEPQIACPIKFSRSQMRYSFVGQKLGEGQW"
     gene            89098..90351
                     /gene="oprB_2"



                     /locus_tag="DSM_02146"
     CDS             89098..90351
                     /gene="oprB_2"
                     /locus_tag="DSM_02146"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q51485"
                     /codon_start=1
                     /transl_table=11
                     /product="Porin B"
                     
/translation="MKTHKSLMVSCLSVLSITLFVQHAQAAAAFDPNGSWMLGDWNGQ
                     
RTALQAQGYDFSFGYTGEYAGILDSKQTSTHGSAYTGQLALGSHLDLGKILGWQDTEA
                     
QITLTYRDGQSLSEHSPALAGHQSSVQEVWGREQTWRLTDLWIKKKFLDQKLDVKVGR
                     
FGEGEDFNSFDCDFQNLALCGSQVGNWVGDQWYNWPVSQWAMRVKYNLQPDLYTQVGV
                     
YEYNPENLERGKGFNLSTDGSHGAIIPAEVVWSPKLGVQSMPGEYRLGYYYSTADAKE
                     
IADSTKTSHKQGVWVTAKQKLFQPADQTDRGLTGFVNLTFHDSDTNKVDNMQNIGLVY
                     
KGLLNQRPQDELALGVARIHINDDWSDVQAKEYDTEYNTELYYGIHATNWLTIRPNVQ
                     YVRHVGALKNGDNTWVGGIKFSTAF"
     gene            90525..92930
                     /gene="gcd"
                     /locus_tag="DSM_02147"
     CDS             90525..92930
                     /gene="gcd"
                     /locus_tag="DSM_02147"
                     /EC_number="1.1.5.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P15877"
                     /codon_start=1
                     /transl_table=11
                     /product="Quinoprotein glucose dehydrogenase"
                     
/translation="MNQPSSRSGLTTFTVIIIGLLALFLLIGGIWLATLGGSIYYIVA
                     
GVLLLIVAWQLYKRASAALWIYAALMLGTIIWSVWEVGTDFWALAPRLDILGILGLWL
                     
LVPAVTHGINNLGSSKVALSSTLAIAIVLMVYSIFNDPQEINGEIKTPQPETAQAVPG
                     
VAESDWPAYGRTQAGERYSPLKQINDQNVKDLKVAWTFRTGDFKTDNDSGETTNQVTP
                     
IKIGNNMFICTAHQQLIAIDPATGKEKWRFDPKLKTDKSFQHLTCRGVMYYDANNTTE
                     
FATSLQTKKSTSTQCPRKVFVPVNDGRLVAVNADTGKACTDFGQNGEVNLQEFMPYAY
                     
PGGYNPTSPGVVTGSTVVIAGSVTDNYSNKEPSGVIRGYDVNTGKLLWVFDTGAADPN
                     
AMPGEGTTFVHNSPNAWAPLAYDAKLDIVYVPTGVGTPDIWGGDRTELKERYANSMLA
                     
INASTGKLIWNFQTTHHDLWDMDVPSQPSLADIKDKSGKTVPAIYVLTKTGNAFVLDR



                     
RNGQPIVPVTEKPVPQTVKRGPQTKGEHYSKTQPFSDLNLAPQDKLTDKDMWGATMLD
                     
QLMCRVSFKRLNYDGIYTPPSENGTLVFPGNLGVFEWGGMSVNPDRQVAVMNPIGLPF
                     
VSRLIPADPNRAQTAKGAGTEQGVQPMYGVPYGVEISAFLSPLGLPCKQPAWGYVAGV
                     
DLKTHEVVWKKRIGTIRDSLPNLFQLPAVKIGVPGLGGSISTAGNVMFVGATQDNYIR
                     
AFNVTNGEKLWEARLPAGGQATPMTYEINGKQYVVIMAGGHGSFGTKMGDYLVAYALP
                     DNK"
     gene            93097..94740
                     /gene="sir"
                     /locus_tag="DSM_02148"
     CDS             93097..94740
                     /gene="sir"
                     /locus_tag="DSM_02148"
                     /EC_number="1.8.7.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WJ03"
                     /codon_start=1
                     /transl_table=11
                     /product="Sulfite reductase [ferredoxin]"
                     
/translation="MYLYTDFDQQLINQRVAQFRDQTERYLAGKLSEDEYRPLRLQNG
                     
LYVQRYAPMLRIAVPYGLMNSKQLRKIAEVSTQYDRGYAHVSTRQNIQLNWPALEDVP
                     
EILAELATVQMHAIQTSGNCIRNTTTDQYAGVVAGEIADPRPTCELIRQWSTFHPEFA
                     
FLPRKFKIAVSALEEKDRAATAFHDIGVYIVRNEAGEMGYKIMVGGGLGRTPIIGSVI
                     
REFLPREDLIAYLEAVLRVYNLHGRRDNKYKARIKILVKALTPEVFAQKVEAEFEHTR
                     
ETLKIQPEILKKLDEEFTPFDYQDLEDEDFTALFAEHPKFKQWFNINTHAHKVKGYRI
                     
VTISLKRAGIAPGDMTTEEMNFIADLADKYTFGELRTTHEQNIALADVPQKDLFDVWQ
                     
ALEQHNMARAHIGFITDIISCPGGDFCSLANAKSIPIAEAITRRFEDLDKVYDLGHLD
                     
LNISGCMNACGHHHVGNIGILGVDKKGAEFYQITLGGNSDHDASIGDILGPSFAAEAV
                     PDVIEEVLNTYLDLRTEGERFVDTYRRVGIQPFKERAYA"
     gene            94733..95218
                     /locus_tag="DSM_02149"
     CDS             94733..95218
                     /locus_tag="DSM_02149"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLNTALPVLYKDGTIADNTYQIIAEDGVIPRGDVVLTTAQLDQL
                     
ANIQGKKALYVTVNDSPEDHTFPLSELDAIFIEFAGFGDGRGYSFAALLRRQGFQGEL



                     
RATGDVFKDVLNYLKRSGFDSFVIKEGKDVQEAAAGLQDFTHPYQASTAVPKASYQTG
                     A"
     gene            95300..95653
                     /locus_tag="DSM_02150"
     CDS             95300..95653
                     /locus_tag="DSM_02150"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HUH5"
                     /codon_start=1
                     /transl_table=11
                     /product="Multidrug transporter"
                     
/translation="MFALISKINPGAWWLIFAIATDVLSTFYSAKGNGLVNKTAQGIA
                     
LVLYIISFACAAIALKYMQAGILYVLWSGVGVLATAFLAKIFLGQNIDVAGWIGIGFI
                     TVGLMIIAQYSNIDV"
     gene            complement(95696..96139)
                     /locus_tag="DSM_02151"
     CDS             complement(95696..96139)
                     /locus_tag="DSM_02151"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQLNHYLNFQGQAEQAFNFYKSVFGGEFAMLSRYSDMPPHDGVT
                     
LSEAQKNLVLHVSLPINEYTVLMASDVIDQFCTPNSVFTQGNNHYIAINLEKDEQEKA
                     KQLFDALSVNGKIEMPLEKTFWGALYGAFTDQFGVKWMVNCQLDT"
     gene            complement(96266..97441)
                     /gene="thlA_2"
                     /locus_tag="DSM_02152"
     CDS             complement(96266..97441)
                     /gene="thlA_2"
                     /locus_tag="DSM_02152"
                     /EC_number="2.3.1.9"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45359"
                     /codon_start=1
                     /transl_table=11
                     /product="Acetyl-CoA acetyltransferase"
                     
/translation="MTDIVIVNGARTAMGGFQGSLSGLTAPELGAVTIKEAIARAGLQ
                     
PTDVEEVIMGCVLPAGLKQGPARQAMRKAGLPDSTGAVTINKLCGSGMKAVMQAADMI
                     
KAGSAEIVVAGGMESMTNAPYVLPKARAGYRMGHGEIKDHMFFDGLEDAETGRLMGSF
                     
AQDMANTRGYTREQMDDFAIRSLKRAQTAITEGYFKDEIVPVTVSTRKGDVIVDQDEQ
                     
PLNAKIDKIPSLKPAFAKDGTITAANASSISDGASALVLTSSEVAAQRGLQSLAKIIA
                     
TASNSQHPSEFTIAPVGAIEKVLKKAGWNAQDVDLWEINEAFAMVTMCPIDDFKLDPE



                     
KVNIHGGACALGHPVGSTGSRIILTLIHALKRTGGKKGVAALCIGGGEATAVAIEIL"
     gene            complement(97550..98065)
                     /locus_tag="DSM_02153"
     CDS             complement(97550..98065)
                     /locus_tag="DSM_02153"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFKSPGFTTVELTITLVILVIMSVIAIPLYHQFMASVELKNTPR
                     
ILTIHIQKAKYDAIIRHKNVVLCPSSDQLVCNTNWDNRVISFVDNNRNLQHDLNEELL
                     
TSIDLNHHYGSMKLQRFGKKQNSIIFQGSSGLPIESNGSFIYCSYDQLKNFKLILSKM
                     GHVRLEELKNC"
     gene            98447..99517
                     /locus_tag="DSM_02154"
     CDS             98447..99517
                     /locus_tag="DSM_02154"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q6RYW5"
                     /codon_start=1
                     /transl_table=11
                     /product="Outer membrane protein Omp38"
                     
/translation="MKLSRIALATMLVAAPLAAANAGVTVTPLLLGYTFQDSQHNNGG
                     
KDGNLTNGPELQDDLFVGAALGIELTPWLGFEAEYNQVKGDVDGASAGAEYKQKQING
                     
NFYVTSDLITKNYDSKIKPYVLLGAGHYKYDFDGVNRGTRGTSEEGTLGNAGVGAFWR
                     
LNDALSLRTEARATYNADEEFWNYTALAGLNVVLGGHLKPAAPVVEVAPVEPTPVAPQ
                     
PQELTEDLNMELRVFFDTNKSNIKDQYKPEIAKVAEKLSEYPNATARIEGHTDNTGPR
                     
KLNERLSLARANSVKSALVNEYNVDASRLSTQGFAWDQPIADNKTKEGRAMNRRVFAT
                     ITGSRTVVVQPGQEAAAPAAAQ"
     gene            complement(99641..99799)
                     /locus_tag="DSM_02155"
     CDS             complement(99641..99799)
                     /locus_tag="DSM_02155"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKIKEMPKIKVRNQVALSPLLHKGGMHETEKPRAQHRRNRQDTK
                     QQLKKGVW"
     gene            complement(99803..101008)
                     /gene="rtcB"
                     /locus_tag="DSM_02156"
     CDS             complement(99803..101008)
                     /gene="rtcB"



                     /locus_tag="DSM_02156"
                     /EC_number="6.5.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P46850"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA-splicing ligase RtcB"
                     
/translation="MGIQKILNEEAQYGVPVKIFTQDIDSESIEQLKKMAQLQFIYSH
                     
IAVMPDVHVGKGATVGSVIPTKHAIIPAAVGVDIGCGMNAIRLSLKASQLPDNLSRLR
                     
DAIERKVPVGFALHKQVKAKASSIIPLEKRLEPIIKKHPGLVRMLRQFEATWQKQLGT
                     
LGGGNHFIELCIDENQDVWVMLHSGSRGLGNVIGTYFIELAKKEAQHRFGHVPDKDLS
                     
YFAEGSQSFNDYVEAVEWAQEYAFENRKEMMRLILEAIRPLLPSFQMTKEAINCHHNY
                     
VSQETHFGENLFVTRKGAIRAGLDELGIIPGSMGARSYIVKGKANPESFCSCSHGAGR
                     
KMSRSKAKVLFNQQDLIEQTQGIECRKDSGVVDEIPTAYKDIDEVIANQADLIEVVHT
                     LKQVLCIKG"
     gene            complement(101285..102745)
                     /gene="lysP"
                     /locus_tag="DSM_02157"
     CDS             complement(101285..102745)
                     /gene="lysP"
                     /locus_tag="DSM_02157"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P25737"
                     /codon_start=1
                     /transl_table=11
                     /product="Lysine-specific permease"
                     
/translation="MSETHAPEKLQRKLGARHLNMIAIGGSIGTGLFLASGSTIANAG
                     
PGGALLAYSLIGIMIYFLMTSLGELATHTPTSGAFFTYGSRYVEEGFGFALGWNYWYN
                     
WAITVAFELVAVQFIMKFWFPDVPGFYWSALFLVIIFMINAMTVKGFGESEFWFSMVK
                     
VIAIVAFIIIGIAMIIKIMLTPGVATFGNWTYKEAPFVGGLQAMIGVAMIAGFSFQGT
                     
EMVGVAAGESKDPKKTIPLAIKQIFWRILLFYILCIFIIGTLIAYDDPNLLQAAATEN
                     
IALSPFTLLYEKVGFAFAASLMNAVILTAILSAGNSGMYSSTRMLFDMAQQGRAPKWF
                     
AKLDNRGVPMNALYATTFIAAFCFLTTFIGEKQVFNWLLNMSGMCGFIVWLGIAISHY
                     
RFRKGYIAQGYKLEDLAYRAKFFPFAPWFAFILCSVIILGQNYQAVLGGKIDWIGLLS
                     TYISLPLFLVIWLGYKWKNKTKLIPYDQMDVKPEQD"
     gene            complement(102767..103780)
                     /gene="rsmC"
                     /locus_tag="DSM_02158"
     CDS             complement(102767..103780)
                     /gene="rsmC"



                     /locus_tag="DSM_02158"
                     /EC_number="2.1.1.172"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39406"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribosomal RNA small subunit 
methyltransferase C"
                     
/translation="MDPRSEVILRQQNYLKGRVLLINAPNDALVSQLPTEIDASVWTW
                     
NYADYQGFVNAGTPAHFSVEFPSQEFDQAIIFVPKSKELLNYILHVVMSHLKIDQSVF
                     
LVGEKKGGVERAAKQLQSFGKILKLDSARHCQLWHLKIEKTEKIKPLESWLKTYTVQV
                     
NEQELTICALPGVFSQTHLDAGTAVLLPYLNQVKSGRIADFGCGAGIISCYLAKANSS
                     
NIIHALDIDAFALQSTEMTFSRNGIGSDQLRLQPVTGIADAPTELDAIVSNPPFHQGI
                     
HTNYDASEGLCQNAKKHLKASGELWIVANRFLNYPILIEKHFGQCEIKTDLQGFKVLY
                     ACA"
     gene            complement(103843..105201)
                     /gene="xanP"
                     /locus_tag="DSM_02159"
     CDS             complement(103843..105201)
                     /gene="xanP"
                     /locus_tag="DSM_02159"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AGM9"
                     /codon_start=1
                     /transl_table=11
                     /product="Xanthine permease XanP"
                     
/translation="MSNQPSQDSLDLVYGLDDRPKPFVAFLAAFQHLLAIIVPIVTPG
                     
LLICLALGVPRNETNMILSMSLVISGIATFLQCKKVGPFGAGLLIVQGTSFNFIGPII
                     
GIGSAMVAAGTPVNQVMAAIFGVVIAGSFIEMGVSQILPWVKKLITPLVTGIVVLLIG
                     
LTLIKEGLISMGGGYQAMQDHTFASADNLIMSCTVLAIIIVLNRIRIVWIKSSAILIA
                     
LVIGYILAGFMGYLDFSGLKDAPVIQIPTPMHFGLSFSWGLFIPMAFIYLVTSLEAIG
                     
DVTATSKLSNQPVDGPQWMQRIKGGVLVNGANSLLAGLFNTFPSSVFAQNNGVIQLTG
                     
VASRYVGIWIAALLILLGLFPAVAGVIQAVPQAVLGGAVMVMFGAVAASGINILSSIH
                     
LDRRALLIIAISLALGLGVAQVPQILEHLPELFKNIFSSGVATGGIAALILNVVLPET
                     HK"
     gene            105380..107215
                     /gene="typA"
                     /locus_tag="DSM_02160"
     CDS             105380..107215
                     /gene="typA"
                     /locus_tag="DSM_02160"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P32132"
                     /codon_start=1
                     /transl_table=11
                     /product="GTP-binding protein TypA/BipA"
                     
/translation="MSDIKNLRNIAIIAHVDHGKTTLVDKLLQQSGALGDRAGEIERV
                     
MDSNALESERGITILAKNTAITWLDKRTDTTYRINIVDTPGHADFGGEVERVMSMVDC
                     
VLLLVDSQEGPMPQTRFVTQKAFARGLKPIVIINKVDKPSARPDWVIDQVFDLFDNLG
                     
ATDEQLDFPIVYASGLRGVAGPAPEELAEDMTPLFETIVDIVEPPAVDVDGPFQMQIS
                     
SLDYNSFVGVIGVGRIQRGSVKLNTPVTVIDKEGNTRNGRILKIMGYHGLERIDVDSA
                     
SAGDIVCITGIDALNISDTICDPKNVEALPPLSVDEPTVSMTFQVNNSPFAGKEGKFV
                     
TSRNIRERLDRELIHNVALRVEDTDSPDRFKVSGRGELHLSVLIENMRREGFELGVSR
                     
PQVIIKEIDGEKQEPYENVTFDVEEQHQGAVMEQMGHRKGEMTNMEVDGKGRIRIEAT
                     
VPSRGLIGFRSEFLTMTSGTGIMTSSFSHYGPLKQGTVAKRQNGVLISMVQGTCLGYA
                     
LFSLQDRGRLFAKPQLEVYEGMIVGINSRSDDMVVNPTKAKQLTNVRASGTDDALTLT
                     PAIEFTLEQALEFIEDDELVEVTPKSIRIRKRYLTENERKRNRDK"
     gene            107471..107902
                     /gene="mscL"
                     /locus_tag="DSM_02161"
     CDS             107471..107902
                     /gene="mscL"
                     /locus_tag="DSM_02161"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A742"
                     /codon_start=1
                     /transl_table=11
                     /product="Large-conductance mechanosensitive 
channel"
                     
/translation="MSIIQEFKEFAIKGNMMDLAIGVIIGGAFGKIVDSLVKDIIMPL
                     
ITVITGGGVDFSQKFIVLGANPNNLQSLDALQKAGINVLTYGNFLTILINFLILAWVV
                     FLMVKLLNKLRRDKNEPEAPAATPEDIQLLREIRDELKKQA"
     gene            107936..108397
                     /locus_tag="DSM_02162"
     CDS             107936..108397
                     /locus_tag="DSM_02162"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MYRFLLHSILYWTRDIDKLAKSQLSLAKQIEQGHKLMNQLFVYG
                     
TLCPNKANAHILEQIGGNWTKASVRGVIHILDWGPDKGLKALELDPEADWVEGYLFST



                     EKLAENWQMLDDFEGFQYQRVTADIKLESGEYVKAWTYQINMQAKAPHNYK"
     gene            complement(108408..108698)
                     /gene="ppiC"
                     /locus_tag="DSM_02163"
     CDS             complement(108408..108698)
                     /gene="ppiC"
                     /locus_tag="DSM_02163"
                     /EC_number="5.2.1.8"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A9L5"
                     /codon_start=1
                     /transl_table=11
                     /product="Peptidyl-prolyl cis-trans isomerase C"
                     
/translation="MQTAIVRHILVKDKDLAEQLKKKLQSGADFAKLAKQYSTCNSAK
                     
RGGELGEVKKGQLVPVIDKVVFTAAERVLQGPIKSQFGYHLLEVKFRMTGLR"
     gene            complement(108718..109542)
                     /gene="mutM"
                     /locus_tag="DSM_02164"
     CDS             complement(108718..109542)
                     /gene="mutM"
                     /locus_tag="DSM_02164"
                     /EC_number="3.2.2.23"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P05523"
                     /codon_start=1
                     /transl_table=11
                     /product="Formamidopyrimidine-DNA glycosylase"
                     
/translation="MPELPEVETTKTSLFPLLNQKVLSVEVRNPSLRWPIPDNVQKLV
                     
GQRLIGLNRRSKYILAEFEQDQMLWHLGMSGSFRLCQPNDELRKHDHLIIQFEDQQLR
                     
YHDPRRFGCILWLNPETQGKLIDTLGPEPLSTDFHAEYLASKLKNKAVGIKIALMDNH
                     
VVVGVGNIYATESLFNVGIHPAQPAGDLTMQQIEKLVVEIKRILKSAIDLGGSTLRDY
                     
SNAMGENGYFQQTLLAYGRAGEMCVNCETTLENLKLGQRASVFCPQCQPLKKLRKP"
     gene            109618..110184
                     /locus_tag="DSM_02165"
     CDS             109618..110184
                     /locus_tag="DSM_02165"
                     /EC_number="3.2.2.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WJP7"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative 3-methyladenine DNA glycosylase"
                     
/translation="MSDILPLSWFQRETSEVAYDLIGCVLCKRQPDGQVIRCTISETE
                     
AYLGVRDKACHSYNDKRTARTEVMYRHGGTIYVYLIYGMYEMLNIITQTEGVPEGVMI
                     
RSAFLNSASTKKEYKLLAGPGKLTRYLGIDRTLKGQTLGEESGLWIEAATIQPEVVLT



                     PRIGIDYAEEAKDWPERYCWKDHPSLSR"
     gene            110317..112488
                     /gene="iutA_3"
                     /locus_tag="DSM_02166"
     CDS             110317..112488
                     /gene="iutA_3"
                     /locus_tag="DSM_02166"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q6U607"
                     /codon_start=1
                     /transl_table=11
                     /product="Ferric aerobactin receptor"
                     
/translation="MSLLRLDRLHYCILMSMGCISSPLVWAEDLNSDVAKLPTLHVEA
                     
TRTDTGYLQTPASVFRIETPQVDSSSQVNLTEVVKGIPSLQIRNRENYAQDLQLSMRG
                     
FGARSTFGVRGIRLYVDGIPATMPDGQGQTSNIDLSSLDHVEVLTGPFSSLYGNSSGG
                     
TILTSTKEGQGKDSIELSYSGGSHDKSRAGLVLQGGAKGANEPSYIISSSYFDTDGYR
                     
EHSGAEKVLNNAKLSWNLDDGSKINWVTNYVKIHADDPQGLTHDQWNANPKQQVPFLK
                     
QFNVRKDIEQTQTGITWSKPINDKNELYAMAYLGNRQVTQYQSIPKSTQEANDNQAGG
                     
VIDFERNYYGADFRWTGKELLPNTTLSVGVALDAMDEDRKGFENFNADGIYGVKGKLR
                     
RDEDNTLWNIDPYVQASWQFLPTWRLDTGVRYSNVHYKSEDNYLSNGDDSGKTDYDKV
                     
LPSVALSWQILPELMAYVSYAKGFETPTFTEMAYRPDGQSGFNFDLTASTSDTYETGL
                     
KSQNQLGDFTLAVFQTKTKDDIVSAGNSNGRSTFRNADKTLREGVEFAWNKKLWRDLT
                     
ATASYAYLDATFDANVPEKLDKKGKVLASAISSGNAIPGIAKNQVYASLAWQPSHGLY
                     
GGVDVQYMDKVYVNDTNSDAAPSYSVTSANIGYAWVVNDWKIISFARVDNLFDKNYAG
                     SVIVNDSTQIKVNGQMVPAKRYFEPADGRNWSAGLRVIKQF"
     gene            112498..113607
                     /gene="namA"
                     /locus_tag="DSM_02167"
     CDS             112498..113607
                     /gene="namA"
                     /locus_tag="DSM_02167"
                     /EC_number="1.6.99.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q5KXG9"
                     /codon_start=1
                     /transl_table=11
                     /product="NADPH dehydrogenase"
                     
/translation="MAKLFETVNFDSLQLVNRIVIAPMCQYSATDEGEITYWHEQQWA
                     
NYALSGAGLCIVEATAVQAEGRIGYADLGLWNDQQRDQIKTLLGKVKTLSPMPFGIQL
                     
AHAGRKASTEKPWLGKGQIAKDQPHGWQTVAPSTSTFSVHDAAPHALTIAEIKQIQQD



                     
FAAAAKRAVEAGFELIEVHAAHGYLLHQFLSPIANQRTDEYGGSLENRMRMTLEVLQA
                     
IKLAVPEGYPVGVRLSATDWMDGNEQWDIESTVGLSKALEQLGAAYIHVSSGGLHEHQ
                     
NITIGAGYQVPFAEQVKKHVAIPVIAVGLITDPQQAEQILENQQADAIGLARAMLYDP
                     RWPWHAAATLGAKVKIAPQYLRCQPHGLKQLFDSF"
     gene            113673..114596
                     /locus_tag="DSM_02168"
     CDS             113673..114596
                     /locus_tag="DSM_02168"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVFQVILPILILLLMGYCSVLIKLVTPEQIKALSAFVIKISLPA
                     
FLIQSLANKNLQDIWHPAYFIAYGGGSLILFFLAFIFYRKYFKNSLTHSAVISMGASM
                     
SNTGFMGTAILTMLMGSHAAIYISLTLIIENLLIVALMLILAEAGLHQQQRLLPLLKK
                     
TFINLLKNPVIIAILVGMSCILLDIHLPSKLGQALELLGRTASPLALFAIGGSLVGIG
                     
ITAVNFQSILLAGFNVILMPVVIFGLFLLLPNVSQEMLYAGTLLAALPMPIAFGIFGQ
                     AYGLNERALTPLMISTIIGFMGVSGLIALWW"
     gene            complement(114631..115455)
                     /gene="esiB_2"
                     /locus_tag="DSM_02169"
     CDS             complement(114631..115455)
                     /gene="esiB_2"
                     /locus_tag="DSM_02169"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA 
sequence:UniProtKB:A0A0H2VDN9"
                     /codon_start=1
                     /transl_table=11
                     /product="Secretory immunoglobulin A-binding protein 
EsiB"
                     
/translation="MKKLLIASLIAISSSSIFAADTTTSAAKNDVFKQAEQLYAAKNY
                     
PAAFQEVQRLAQTGNAQAIYNLGYMTQMGQGTAKDNAKALKYYEDASNKGYAQASYTL
                     
AQIYETGELGVAKDSNKFSQYIQKAAAQGSDDATVKIATILFAQKKPQSHQIALQKLA
                     
PLIRKGNYPAIQVKALYDISQGVENKNPLMKRQGIEALQTIAQKGYAPASMALATMMA
                     
NGNIIPQNLPQAKQIFTELAKQNVPNARESLASVEKIIAEKNKQAAAAPTQPAPKK"
     gene            complement(115638..116348)
                     /gene="dsbC_1"
                     /locus_tag="DSM_02170"
     CDS             complement(115638..116348)
                     /gene="dsbC_1"
                     /locus_tag="DSM_02170"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q7VU58"
                     /codon_start=1
                     /transl_table=11
                     /product="putative thiol:disulfide interchange 
protein
                     DsbC"
                     
/translation="MKTKLATLILSLAFFGSAHADVKTLEQNLKTNYPDLPVKGVYQS
                     
PVAGIYEVYTSGRIVYTNQDAKYFFVGNLVDIKQQKNMTEERIAELGKIDVKSLPLNQ
                     
AIKYVKGKGERTLYIFSDPDCPYCQRLEQNMVGVDNVTVYVFLYPLTSLHPNAEKVSN
                     
QIWCSKNSSEAWTNYMLNRKLPAAGKSCTSPVQKNIALGQKLNIDGTPTLFLQDGQRI
                     SGVPSDAKQIEALLQSVK"
     gene            complement(116494..117216)
                     /gene="ygfZ"
                     /locus_tag="DSM_02171"
     CDS             complement(116494..117216)
                     /gene="ygfZ"
                     /locus_tag="DSM_02171"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ADE8"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA-modifying protein YgfZ"
                     
/translation="MSLLAFSSYALNGVDAQKFLQGQVTVDTERLAENETRYTAICDL
                     
KGRIHFGLWLKKNNAESFDIIVTQDQAEEFAKHIKKYGAFSKMTLSEQGAVFPKVVNG
                     
HTEFSSTETDISEWQKQAIMTGQAWIAQATEHEFQPQELRLHQREGVNYDKGCYLGQE
                     
IVARLWFKAKPKHWLHLVQGTGDAPAPATQLHNDVEVVNSTQTTDGYIALVVAKPAAL
                     QELGLQVLDLPEALSGDVARPQ"
     gene            117433..117882
                     /locus_tag="DSM_02172"
     CDS             117433..117882
                     /locus_tag="DSM_02172"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MATGTVKLHRVFKAPAERVYRAFLDPDALVKWMAPHGFTAKVHS
                     
FDAKVGGSYKMSFTNFSTGSTHSFGGTYVELVPNELIRYNDQFDDANLPGTMQVTITL
                     KTVLVGTEIHITQEGIPEVIPVEACYLGWQESLSLLKLLVEADIPDQ"
     gene            118025..118381
                     /locus_tag="DSM_02173"
     CDS             118025..118381
                     /locus_tag="DSM_02173"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1



                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNIQIKRIYEDVSGDDGKRILVDRLWSRGISKENAHLDLWLKEI
                     
APSTELRKWFHAESAEHWVEFKQRYLKELETNPAVKELLEIVSHHKVTLLYSAKDVEH
                     NHAIILKEYLLEKSKS"
     gene            118472..118816
                     /locus_tag="DSM_02174"
     CDS             118472..118816
                     /locus_tag="DSM_02174"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSLPNCPKCQSEYTYQDGDLLICPECSHEWKEGEALVTEEQEVI
                     
KDANGNVLADGDSVTVIKDLKIKGSSSVVKVGTKVKSIRLVPDASDGHNIDCKIDGIG
                     QMKLKSEFVKKA"
     gene            119028..119369
                     /locus_tag="DSM_02175"
     CDS             119028..119369
                     /locus_tag="DSM_02175"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8EAL4"
                     /note="UPF0339 protein SO_3888"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MAGWYEITQANDGQYRFVLKAGNGEIILNSELYKAKASAVNGIE
                     
SVQKNSSDDARYDRLTAKNGKPYFNLKAANHQIIGSSQFYASEASRDKGIESVKNNGS
                     STTIKDLTVQV"
     gene            complement(119424..121139)
                     /gene="proS"
                     /locus_tag="DSM_02176"
     CDS             complement(119424..121139)
                     /gene="proS"
                     /locus_tag="DSM_02176"
                     /EC_number="6.1.1.15"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P43830"
                     /codon_start=1
                     /transl_table=11
                     /product="Proline--tRNA ligase"
                     
/translation="MRASRFLFATLRETPNDAEVISHQLMLRAGMIRKLASGLYTWLP
                     
MGTRVLKKVDAIVREEMNRSGAMEVFMPVTQPASLWEESGRYEQYGPELLRFKDRHDN
                     
PFVLGPTHEEVITDLARNELKSYKQLPVNFYQIQTKFRDEIRPRFGVMRSREFIMKDA
                     
YSFHATQESLQETYDVMYDTYSRIFTRLGLDFRPVQADTGSIGGSASHEFHVLAASGE



                     
DDIAFSTESDYAANVEMAEAVLVGERAAPTQEFKLVETPNQKTIADVCQFLNADPKQS
                     
VKALLVQGVADEKGNVPVVALFLRGDHELNEIKAEKHPLVAAPLAFATEEQLQAFGLT
                     
AGFTGPQGLVEKGITVIVDRAASVLSDFVAGANEADKHAVGVNWERDAQITEVFDLRN
                     
VVEGDPSPDGKGTLQIKRGIEVGHIFQLGTKYSEALGCKVLGEDGKPFTVTMGCYGIG
                     
VTRVVAAAIEQNYDDKGIIWPQAIAPFEIAIVPMNAHKSPRTLEAAEALYAELQAQGF
                     
DLLLDDRNERPGVKFSDLELMGIPHRIVIGEKGLDAGTFEYKGRRDAEASNLTKEELL
                     AKLAR"
     gene            complement(121198..124296)
                     /gene="mdtC"
                     /locus_tag="DSM_02177"
     CDS             complement(121198..124296)
                     /gene="mdtC"
                     /locus_tag="DSM_02177"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A7ZNP9"
                     /codon_start=1
                     /transl_table=11
                     /product="Multidrug resistance protein MdtC"
                     
/translation="MWFTRISVKYPVFTIMMMLSLMVLGLASWKRMTVEEFPNIDFPF
                     
VVVTTQYAGASPEAVESDITKKLEDQINTISGIKQITSRSSEGLSMVIAEFNLDTSSA
                     
IAAQDVRDKIAPVIAQFRDEIDTPIVQRYDPSSSPIMSVVFESNSMSLAQLSSYVDKK
                     
IVPQLKTVSGVGNVNLLGDAKRQIRIKVHPEQLQSYGIGIDQVINTLKNENIEVPAGT
                     
LQQKNSELVVQIQSKVIHPLGFGDLVIANKNGSPIFLKQVATVEDTQAELQSSAFYNG
                     
RTAVSVDILKSSDANVIQVVDKTYQTLEKLKAQMPAGLNYKVVADSSKGIRASIKDVV
                     
RTIIEGAVLAVLIVLLFLGSFRSTVITGLTLPITLLGTLTFIWAFGFSINMMTLLALS
                     
LSIGLLIDDAIVVRENIVRHTELGKDHVTAALDGTKEIGLAVLATTLTIVAVFLPVAF
                     
MGGLIGRFFYQFGVTVSTAVLISMFISFTLDPMLSAHWKDPIKKKESRLQRFFNYISN
                     
LLDGLTHIYEKLLKLALRFRFITVIIAIVSLVVALGLSKMIGTEFVPTPDKGEIRIQF
                     
ETPVDSSLEYTQAKLHQVDQIIRQFPDVVSTYGVVNSEVDSGKNHAGLGVTLKPKQER
                     
SADLTTLNNEFRDRLQSVAGIRVTSVAAAQDSVSGGQKPIMISIKGSDLNELQKISDR
                     
FMAEMEKIDGVVDLESSLKEPKPTLGVHINRVLASDLDLSVSQIANAIRPLIAGDNVT
                     
TWEDRDGETYDVNIRLNENKRVLPQDVQNLYLNSNKTNANGQNILVPLSAVATTQEKL
                     
GASQINRRDLEREVLIEANTSGRPSGDIGQDIDKMQKAFKLPAGYTFDTQGANADMAE



                     
SAGYALTAITLSIVFIYIVLGSQFNSFIHPAAIMASLPLSLIGVFLALFLFRSTLNLF
                     
SIIGIIMLMGLVTKNAILLIDFIKKAMEDGISRYDAILQAGKTRLRPILMTTSAMVMG
                     
MVPLALGLGEGGEQSAPMAHAVIGGVITSTLLTLVVVPVIFTYLDDLKNFMLRQTRRF
                     MS"
     gene            complement(124312..125430)
                     /gene="cnrB"
                     /locus_tag="DSM_02178"
     CDS             complement(124312..125430)
                     /gene="cnrB"
                     /locus_tag="DSM_02178"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37973"
                     /codon_start=1
                     /transl_table=11
                     /product="Nickel and cobalt resistance protein CnrB"
                     
/translation="MRTTHLTPSTFFKLSLISLSLILAACNQQEVPKTTASEPKKIEL
                     
IPQDLIPVKEGSLAAQTAFTGTIRAVQQSSIQAQVSATATAVTANVGQKVQKGQVLVR
                     
LNNQDNAARLAQAQANLASAQAQAELARNLMNRKQRLLNQGFIARVEFEQSQVDYKGQ
                     
LESVRAQQANVDIAKKADRDGIITSPISGVITKRQVEPGQTVSVGQTLFEIVNPDQLE
                     
IQAKLPIEQQSALKVGSSIQYQIQGNSKQLHAILTRISPVADQDSRQIEFFASPKEAI
                     
DSLSIGAFINGIILHNDSNQGQTIPLDSIQNLQHDPFVWVIRNQTIQKVKIRVVEQRY
                     NENIALVQGLQSTDQVSRIQFEDSDINKKVTLTTEKNK"
     gene            complement(125490..126128)
                     /locus_tag="DSM_02179"
     CDS             complement(125490..126128)
                     /locus_tag="DSM_02179"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNKRMKYAFYRNCLSVSIGIASCGALFFSSPTLAANAAPKAVWY
                     
RYYDQHGIANISTSVTPAHIRYGYEALDQNMQVIKRNHPYNSEADLNQSSQRALSARY
                     
REEDNKLKRAYSNSKTATIKRDQALLAIKKQINYQQDQLSQLQQDKILFKRQEMEYFR
                     
KGEQVPERHKTLIENNLMNINKVKQTLEILSKTYNRTNKDYENIIERLKKLE"
     gene            126411..126794
                     /gene="phoP"
                     /locus_tag="DSM_02180"
     CDS             126411..126794
                     /gene="phoP"
                     /locus_tag="DSM_02180"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P13792"



                     /codon_start=1
                     /transl_table=11
                     /product="Alkaline phosphatase synthesis 
transcriptional
                     regulatory protein PhoP"
                     
/translation="MEDAFQNLKVMVIDDSKTIRRTAETLLQREGCEVITAVDGFEAL
                     
SKIAEANPDIVFVDIMMPRLDGYQTCALIKNSQNYQNIPVIMLSSKDGLFDQAKGRVV
                     GSDEYLTKPFSKDELLNAIRNHVSS"
     gene            126818..127180
                     /gene="pleD_1"
                     /locus_tag="DSM_02181"
     CDS             126818..127180
                     /gene="pleD_1"
                     /locus_tag="DSM_02181"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:B8GZM2"
                     /codon_start=1
                     /transl_table=11
                     /product="Response regulator PleD"
                     
/translation="MARILIVDDSPTETFRFKEILTKHGYDVLEASNGADGVTLAKAE
                     
QPDLVLMDVVMPGVNGFQATRQITRDEDTKHIPVVIVSTKDQATDRVWGKRQGAIDYL
                     IKPIEEKQLIDVIKQFLN"
     gene            127241..127777
                     /gene="cheW"
                     /locus_tag="DSM_02182"
     CDS             127241..127777
                     /gene="cheW"
                     /locus_tag="DSM_02182"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q56311"
                     /codon_start=1
                     /transl_table=11
                     /product="Chemotaxis protein CheW"
                     
/translation="MAANGFIELLRLSKRGNKNYASVQNEAQRWSGIAFEMRGQYFVA
                     
PLGEVSEVIYPPKYTPVPNTQSWVKGLANIRGRLLSVSDLAHFISGQRSSFSSTQKVL
                     
CISHHDQYVGLVVDQVLGIQHFNKKSFFSESLDLGENLKEYCQGYFHQHNQHWHVFLF
                     SRLLQNPHYMNASTKFIN"
     gene            127824..129902
                     /gene="mcpQ"
                     /locus_tag="DSM_02183"
     CDS             127824..129902
                     /gene="mcpQ"
                     /locus_tag="DSM_02183"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q88D09"
                     /codon_start=1
                     /transl_table=11
                     /product="Methyl-accepting chemotaxis protein McpQ"



                     
/translation="MGFKLKKKSGNRGATGKSSVNFIAKIQSKIEQFASLFGESEKSK
                     
PILYAALLCLVCALISLAYLFYNVPRHNQLIRSLGELRLLSQTISKQATEATESGSQE
                     
AITKLQQSKKDFDENLLEIENIHGKSTDEYQKVEKIWGEVSKNIDLISSHQRVLNQLY
                     
DTNISISETVPEIQAEYNLMVDQMARQGLPSSQVIIAKNQVFIAERILRSINSVLSGT
                     
DGNVSTSDFSVDIETFGTYLNAELNGNAELGVDRIADPALRESLESIKSEYDKVLKSA
                     
AATVLKNGSQIVNVRQASSQIFSKSDVMLESLGHLSDVARKNWLTLFLGAVLILSLGG
                     
LIFSVFKLITLRSVMDKQRVARLQEEYDRNQNAILRLLDEIADLADGDLRSYATVSED
                     
FTGAIADSINFAIDQLRDLVSRIHETSQEVARYTQDTQSITNQLAEASEHQAQEIAGA
                     
STAMNEMAQSIDQVSANASESAEVAQRSVQIASNGAQVVNRSIEGMDTIREQIQETSK
                     
RIKRLGESSQEIGNIVSLINDIADQTNILALNAAIQASMAGEAGRGFAVVADEVQRLA
                     
ERSASATKQIETLVKTIQTDTNEAVISMEQTTTEVVRGANLAKDAGIALDEIQKVSGD
                     
LAKLIASISDAAKLQSASASHIATTMTVVQEITSQTTTATFDTARSVSELANMAESLR
                     ESVTDFKLPD"
     gene            130049..134569
                     /gene="frzE"
                     /locus_tag="DSM_02184"
     CDS             130049..134569
                     /gene="frzE"
                     /locus_tag="DSM_02184"
                     /EC_number="2.7.13.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P18769"
                     /codon_start=1
                     /transl_table=11
                     /product="Gliding motility regulatory protein"
                     
/translation="MKEILKTLTEAMTLPEDSYSEQDAEFLEIFIEEIEEIFVDLQPL
                     
INKWMQSENIAKLTEIRRHFHTLKGSGRMIGAKSSAELAWTVEDTLNRVINQSLQLTP
                     
TIQSYVQLVFKFYFLKLVDNFKQKRAHTLDFRPLILLGQQLQQQQSLEPALEELLQLS
                     
NTLTAETVTGLELDYIEQDSLAEPIIQATHTEIEINLDETLTLFMEEAEEHLATIHQF
                     
LDQELHQYDSYNALIRALHTLRGSSAMAQVETIFEASTKVEHLFKILLQEELSSHSEE
                     
ILLLQEYREFVRDSLELLSRYSSSEQLEARLQQFNQSWDAYVEQHGDRTDPLMPSHGL
                     
VSQLLQLDVSELLDAELDFEKGIRNEFPDYLERLREQADLLLQHTHSQAMLGLHEYTS
                     
QLKESYEVLLDKPALLQSDYIFEIYQKAHQQLIQLFDALAAGQRVGVVKQHQSILEEL
                     
KLYTQYTPDISNDLPQQDSTSFEPISNIEPEPEVVATVENFSDSADWAVLGQSVQQDR



                     
QYISSTQVNRNFDADLLDIFLEEAEELLEGIDTDLNIWVGEQENFAALNNLMRYLHTL
                     
KGGANMVQATYLGLIAHELESIYERLIQKQLVATSDLIDFIRLVQDDLADRLQIMREQ
                     
QLDYAAPYTINALKRAGQNSNFQPVSVVEAFDAESEVFSEQEVISEIIIDEIPVELEP
                     
ALAKLETHHDQVFDTAVTELATPVEVITSVTSQENEVAADEQDIDAVVEQTFLEEATE
                     
LLEMAESLLKQWFEQRTNRSILLQLQRAVHSLKGGARMVGLEAVQAIAYQLENAFEQF
                     
ALHHFNSNIYDHLLESAIAWLKDAIFNHNYQHFDGLQQSLENIQFFETTIQIPTKLTR
                     
ADLFSSEPVMTFIQGDGTEPPPMMGAWEQTERLDQNNEMIRVSADLIEKMIDLSGENS
                     
INRSRIEMDLSQFSHTLVEMELAIQRLADQLRRMEGELETQIIAKHGIEHSRYTDFDP
                     
LEMDQYSSLNQLSKSLAESASDLVDFKNTLSDKIRDTESLLLQQSRIQAEIQEGLMRT
                     
RLVPFSRLLPRLQRIVRQTSTALNRPAELFVNNTEGELDRNILERLVTPLEHMLRNAI
                     
DHGLEDRAQRQQANKPETGRIELNIQRQGTDVVVVFSDDGQGIDVEKVRQKALLARLI
                     
KPEQDLEQQDILQLIFHPGLSTAEQVTQISGRGVGLDVVQSDIKSLGGHVSVESVYGQ
                     
GTTFTIRVPTTVAVSDALMVKVADQQFAIPLAQIDRIIRVSPASLEQYFESPQELFEY
                     
ENKRYPLRYLSEFVGNQPIPRLNGVMYSLPVLMIKANNGQTVALLVDQLIGSRAQIVV
                     
KPIGQQFSSIGAIAGATILGDGQVCLILDGQNIARQIQSTQRHKQLSEAVYRHRESDE
                     
RRLIMIVDDSVTVRKVTSRLLERQGYDVVTAKDGVDAIEQLENIKPDLMLLDIEMPRM
                     
DGFEVLNLVRHHDMHQYMPIIMITSRTGEKHRERAFSLGVSQYMGKPFQEEELLENID
                     ALLVASESEVKS"
     gene            134566..135030
                     /locus_tag="DSM_02185"
     CDS             134566..135030
                     /locus_tag="DSM_02185"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKGSVNTSLIANMDQQELQHLITVSTGFIDAYIIECNDQVPMLL
                     
PQNIVLSAMDVKNGVKHIEWHDVKLPVYSVHNAIDQHAVALVIEGENISQRFALICKT
                     
MPVSTRLRISEIVDEMDEHEAEQYPAVFKYVRMQDQRYYIPNLKYIEKSLGL"
     gene            complement(135069..136202)
                     /gene="dapE"
                     /locus_tag="DSM_02186"
     CDS             complement(135069..136202)
                     /gene="dapE"
                     /locus_tag="DSM_02186"



                     /EC_number="3.5.1.18"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9JYL2"
                     /codon_start=1
                     /transl_table=11
                     /product="Succinyl-diaminopimelate desuccinylase"
                     
/translation="MNHSDTLSLSLELLQQPSVTPIDHTCQTIMADRLAKVGFHIEPM
                     
RFGDVDNLWARRGTEGPVFCFAGHTDVVPTGRLDAWNSDPFAPEIRDGKLYGRGSADM
                     
KTALAAMVVASERFVAKHPNHKGSIAFLITSDEEGPAVNGTVKVIETLEKRNEKITWC
                     
LVGEPSSTHKLGDIVKNGRRGSLNAVLKVQGKQGHVAYPHLARNPIHEASPALAELCQ
                     
TVWDNGNEYFPATSFQISNIHAGTGATNVIPGTLEVTFNFRYSTEVTAEQLKQRVHEI
                     
LDKHGLQYEIVWNLSGLPFLTPVGELVNAAQTAILNVTGTETELSTSGGTSDGRFIAP
                     TGAQVLELGVLNATIHQINEHVDVHDLDPLTDIYEQILENLLA"
     gene            complement(136328..136468)
                     /locus_tag="DSM_02187"
     CDS             complement(136328..136468)
                     /locus_tag="DSM_02187"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKVLVASVMVAFVLTGCNTFKGFGQDVSKAGDAVTNTAQKTEN
                     KM"
     gene            complement(136570..137478)
                     /locus_tag="DSM_02188"
     CDS             complement(136570..137478)
                     /locus_tag="DSM_02188"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNIASIKTSYFEPWLQFSHPMVRQLAFTIASPNLLSQLPCSLTI
                     
RHSFQLHTDKNWEQHFQNYLPRLKQLDEAPEPLLQFMSRLKSTRLGLRFENLLWFWLQ
                     
EDQYHPYQLLGHSIQKIDGAKTLGELDFLVLNQNTQEIEHWEVALKYYLGEGQLNLEQ
                     
WIGLNRQDTLSKKLYHFTDKQFQFSEALGFKVQQRFAVLKGQLYLPLNLPQEQPIPEW
                     
INLKRRLGTWGTEIPKSDFYRLERHEWLCPHQKASSNTAYWWTDGLYCQNINETRFYM
                     FRHPALLSLKPSLIKNNGVLQETTSL"
     gene            137583..137951
                     /gene="ybaN"
                     /locus_tag="DSM_02189"
     CDS             137583..137951
                     /gene="ybaN"
                     /locus_tag="DSM_02189"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AAR5"
                     /codon_start=1
                     /transl_table=11
                     /product="Inner membrane protein YbaN"
                     
/translation="MRTLFWRTLVVIFITLGIIGAILPGMPTTVFLILAAWAASKGWP
                     
QMDAWLLNHPKYGPTLRDWRANGTVPRKAKWIATIMMTASGILMLFTSAPFWVKVFTD
                     TTMLVVAIWLWLRPEPKLKD"
     gene            138041..138544
                     /locus_tag="DSM_02190"
     CDS             138041..138544
                     /locus_tag="DSM_02190"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSQFKLEDADILIDLANQTLSLPKHNKFYVVSTGKNGIGEQENT
                     
GKTPRGWHRVAKKFGMQSPKNAVFIARQPTGEVYSSELAAQFPERDWILSRILWLDGL
                     
EEGFNKGEGHDTMQRYIYIHGTPDKEPMGVPMSHGCIRMRNEEIIELFDLVSEDALVY
                     LSEQSLT"
     gene            138751..138826
                     /locus_tag="DSM_02191"
     tRNA            138751..138826
                     /locus_tag="DSM_02191"
                     /product="tRNA-Val"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Val(tac)"
     gene            138851..138927
                     /locus_tag="DSM_02192"
     tRNA            138851..138927
                     /locus_tag="DSM_02192"
                     /product="tRNA-Asp"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Asp(gtc)"
     gene            138975..139051
                     /locus_tag="DSM_02193"
     tRNA            138975..139051
                     /locus_tag="DSM_02193"
                     /product="tRNA-Asp"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Asp(gtc)"
     gene            139073..139148
                     /locus_tag="DSM_02194"
     tRNA            139073..139148
                     /locus_tag="DSM_02194"
                     /product="tRNA-Val"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Val(tac)"
     gene            139188..139264
                     /locus_tag="DSM_02195"



     tRNA            139188..139264
                     /locus_tag="DSM_02195"
                     /product="tRNA-Asp"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Asp(gtc)"
     gene            139331..139406
                     /locus_tag="DSM_02196"
     tRNA            139331..139406
                     /locus_tag="DSM_02196"
                     /product="tRNA-Val"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Val(tac)"
     gene            complement(139616..140401)
                     /locus_tag="DSM_02197"
     CDS             complement(139616..140401)
                     /locus_tag="DSM_02197"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQVSKWIRIFLAVIGSILFLDGLFLAFLNKIHVGTLVPLVLGAF
                     
FCLYALFYYHLERFFFYHYRLHTLWRFGWLCFWIWLIGLGYFFNFIKENKDASQNLPA
                     
VKAIIVLGSGVENGEPSAILAKRLDTAAPVALSQPQAKVILTGGLDFSEKEPEALVMS
                     
RYLKQHFHITKDRMILEDKSTSTELNLKNSKPLLEQAHISVNQPIAIVTSDFHTPRAA
                     AIAKKQGYTQVYMVAAETPLITRYNAWLREYFAYASGWLLNEY"
     gene            complement(140528..143074)
                     /gene="cysJ"
                     /locus_tag="DSM_02198"
     CDS             complement(140528..143074)
                     /gene="cysJ"
                     /locus_tag="DSM_02198"
                     /EC_number="1.8.1.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O32214"
                     /codon_start=1
                     /transl_table=11
                     /product="Sulfite reductase [NADPH] flavoprotein
                     alpha-component"
                     
/translation="MFKKFLFQIHWFLGISAGLILSIMGVTGAIYSYDQQILKWVNTD
                     
SYVVQAQSSPKLTPAQLYQHFTTIQPEIKINSITIAKDPTASSVVNIEKEGERRGYNM
                     
MVNPYTAQVLPEVQGRKLLLLIQQIHRNLTAGEFGKQITGACALMLIYFVLSGLYLRW
                     
PKKHSARQWLAVKPKLKGRNFIWDLHAVVGTWVIVFYLLFACTGLYWSYDWWRSGMFK
                     
VLGVEQPKMQGHSGSGRNKDQLPKIQLDNAQLITALNQTWSGFNNQIGRDYSTLTVNL
                     
PKKDDGKIELSFVDATPQHERARNQAVYNYKTANIEKMELYEDKKLNQKIMSSMLPVH



                     
RGSFFGPVYQFVAMLASLAMPLFFVTGWMLYLKRRKQKKLTQAARQSLAGHYIDQNAK
                     
PWLITYATQTGVAEQLAWSTATSLQEAHQPVQVKSVQQLTEADLQQHEQILFVISTYG
                     
TGEAPDLASNFAKKLLKTNLELQHVKYAVLALGSKEYPDTYCSFGHTVDEWLKNNGAK
                     
ALFDIIEVDNANPADIQNWNQALVKATKLDLHAVNIEKVFDNWTLQQRDLLNPNSLGQ
                     
PAYNIELTASHEAIWQAGDIAEIQPGNSPERINKFLQHHHILKNAVVDSLQVSIEKAL
                     
WNKDLTGEIEPFANLDHLLEQLPTLPTREYSIASIPSQQVLRLVVRQQYDESGNLGLG
                     
SGWLTQHTEINQNVALRIRTNESFHLIDDNRPIICIGNGTGIAGLMSLLHTRTRHNYT
                     
ENWLIFGERQRAHDFFYASTIEAWQTMGMLKRLDLAFSRDQEQRVYVQDIIRQNAAEL
                     VNWIERGAVLYVCGSIDGMASGVDQALIHILGEEQVDELRQQGRYRRDVY"
     gene            complement(143232..143807)
                     /locus_tag="DSM_02199"
     CDS             complement(143232..143807)
                     /locus_tag="DSM_02199"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTAKTLYAYTLQPVPYEVSEAEQRNAQLLIWRSTNKISTKIWAI
                     
MGVILALAILGLIFIKNYSTVICWVAIVCVVLYYLGRKYGLEWYVKRKMNEFPVQEIK
                     
GIRLGVQPHGIVMRQQMGLQEGVGTIGWKNIYEWYNTPDFILVNFKVKDPKGQEQQGA
                     YILPKRMDSKNFSFNTIRKHLKESVGEPKTL"
     gene            complement(143908..145986)
                     /gene="yccS_2"
                     /locus_tag="DSM_02200"
     CDS             complement(143908..145986)
                     /gene="yccS_2"
                     /locus_tag="DSM_02200"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75870"
                     /codon_start=1
                     /transl_table=11
                     /product="Inner membrane protein YccS"
                     
/translation="MPYFLGHQLATIPLTLGVVAAGLSDIDDRFSVRIMNLIYTYIGF
                     
FITAASVQLLFPYPMLFALGLIASCIGWILLGSLGRRYATISYGCLVVSVYTMLGVHL
                     
FDQWYIQPALLVAGAAWYGLIATISFLLFPVRQLQDKLAASYASLGDFLFAKSNLFDV
                     
DMTPASYQQSMIDLSLENGKLITIFNDLKTALLTRLKGDRGQKGTRRSLHYYFVAQDI
                     
HERADSAHIDYQKLAKIFQHSDILFRFQRILAIQGKACQELNECILQRKPYIHNKRFK
                     
QSFENLRLSLVKLRDDQQYDLLWVNALFALYRNLKSIDSQLLNLETEQHIQSDKVKQA



                     
ENQLKDDDLKGWNDIVVRIKQNLTPESVLFRHAIRVSIVLFIGYVFIQMTHIEYGYWI
                     
MLTALFVSQPNFNATKRRLRLRIVGTLVGIIVGLSIVFLVPSVEGQLVMLILSGVLFF
                     
ELRSKQYAQATAFITILALINFNLDGSAVAAAIPRFVDTLIGCALAWFGVTFIWPDWK
                     
FRRLPRSIRRSLQAQCNYLAEVVKQYHEGHNHALNYRIVRRAAHNTDAEVASLISTLA
                     
TEPDFDPTRKSDIFEFLCLNHTFLSYIAALGAHREKIQDQAVLNVLDQALDDIQGALL
                     
RDEMPDLTAQNMLQTIRQRLSQNDEDDQKSLIILQQLSLMLSVLNRFSMLKQRLSHDL
                     DNDASELASL"
     gene            146210..147424
                     /gene="bcr_2"
                     /locus_tag="DSM_02201"
     CDS             146210..147424
                     /gene="bcr_2"
                     /locus_tag="DSM_02201"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P28246"
                     /codon_start=1
                     /transl_table=11
                     /product="Bicyclomycin resistance protein"
                     
/translation="MSEQTAQRQYSIGWIMLLALLTALGPLSIDMYLPALPQMAHDFG
                     
VSTQMVANTLPAYFFGLAIGQLVYGPLSDRIGRKKPLYFGLALYAVASLFCVLATNEW
                     
SLIAARILQALGGCVGVVMARAAIRDRLDVQGSAQAFSSMMIVMGLAPILAPMIGAWI
                     
LIWFPWQAIFIALSIVGAICWLCVHFFFKETLAMDKRLKLSLYQVATLYGAIFKDASF
                     
RLPMFAGCLTGAALFCYISSAPAVFMDQYGLNQQEFAYVFGLNAFGIMLMSSLNKHLT
                     
TRVEITKRLKAGSMVQVTGASIVLIAGLISAAPLWLVMLGLFLAISGIGLTGPNAMAL
                     
AMSKQGARAGTASAIMGSMQFACGLLGGVLLNFLIWSASLNMGVMMVLFTLSGFIVVL
                     KAIRQAKSQSLS"
     gene            complement(147452..148156)
                     /gene="cnbA"
                     /locus_tag="DSM_02202"
     CDS             complement(147452..148156)
                     /gene="cnbA"
                     /locus_tag="DSM_02202"
                     /EC_number="1.7.1.16"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q5XW77"
                     /codon_start=1
                     /transl_table=11
                     /product="Chloronitrobenzene nitroreductase"
                     
/translation="MNLEQVRLVDEAITSRHSVRAFLSTPIEPEVIKDILRVASRAPS
                     
GTNTQPWKVYVVTGHKRDEMVERVCAAQIEVSKNPELAEQYKETFAYYPEKWVSPFID



                     
RRRENGWGLYGLLDIKKGEKEKMAAQQLRNFELFDAPVGIFFTVNKAMGIGSKMDIAM
                     
MIQNVMVAAKARGLDTCPQAAWNHFHPLVLDILGAADDEELVCAIALGHADPEHIVNT
                     FITPREPVENFAVFLD"
     gene            148667..148870
                     /locus_tag="DSM_02203"
     CDS             148667..148870
                     /locus_tag="DSM_02203"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSLPLINKQFMKQGLAITIATMKMNVTHATTEPQEIQQLGKDLD
                     ALFFNEKEKGTDSRVMTMACYSL"
     gene            149293..150768
                     /gene="alsT"
                     /locus_tag="DSM_02204"
     CDS             149293..150768
                     /gene="alsT"
                     /locus_tag="DSM_02204"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q45068"
                     /codon_start=1
                     /transl_table=11
                     /product="Amino-acid carrier protein AlsT"
                     
/translation="MNEQLNATLMSWVQFFNEPLWDFLVIFLLAVGIFYTVLTGAVQI
                     
RMFLQSIRVMKSSRTEGEDEHGLTPFQAFVTGLASRVGVGNIAGVAIAIAIGGPGAVF
                     
WMWVTAVLGMSSAFIESTLAQLFKVRDSNSKQFRGGPAYYITQGLRSKTFGVIFALAL
                     
IFTYGFVFNSVQINAIANASSHAWGWDKANLIAHLGGVDLEISWVGLALVVMVALAIF
                     
GGIKRIAKFAEMFVPLKAGLYLSVALYIALSNYAILPDVLKLIVTEAFHFNAAAGGFF
                     
GAAVSMAMMQGIKRGLFSNEAGMGSAPNAAAASDVKHPVNQGLVQMLGVFVDTFIVCT
                     
STAIIILVSGVYQDAGFVGVELTQRALETQVGHWGADFLAVLLFLFCYSAVLGNYAYA
                     
ESNVQFINNNPKVMFIFRIFVLVMVYFGAIGSVPLVWSMADLFMGIMATINLVAILLL
                     TPMARTLLKDYRAQLKQGIKEPVFKINKYPELKKKVDSDIW"
     gene            150973..151908
                     /locus_tag="DSM_02205"
     CDS             150973..151908
                     /locus_tag="DSM_02205"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WIY9"
                     /codon_start=1
                     /transl_table=11
                     /product="putative NTE family protein"
                     
/translation="MVLAGCQTTSHLSALKPQTAEAYSRFVDQPFAQLKKQHKKPVVA



                     
LVLGSGGARGYAHIGVIEVLEQHGIRPDFIVGTSAGSIVGAIYASGKTPDELRDTALK
                     
MKAADVRDISIGLKGFFDGKKVEDYVNQQVNNLPLEKMKIPMYVVATELRHGTKTVFN
                     
YGNTGQAVRASASIPSMFVPTKIGKSEYVDGGLVSPVPVEVARDLGADVIIAVDILAQ
                     
PIYTETSNVWGLFNQNINIMQGRLAAEELQYADVVIQPDLREKAHIFDVKGREATMKA
                     GIDAANAKLSDIQFAIDEKIAEQNLSTDGLSAQTQ"
     gene            152106..153341
                     /gene="tdcB"
                     /locus_tag="DSM_02206"
     CDS             152106..153341
                     /gene="tdcB"
                     /locus_tag="DSM_02206"
                     /EC_number="4.3.1.19"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q74FW6"
                     /codon_start=1
                     /transl_table=11
                     /product="L-threonine ammonia-lyase"
                     
/translation="MIQQQVKNEFPTLEDIHAAAERLDGLVVKTPFVFSETISKTLGA
                     
EMWLKFENLQFTASFKERGALNKLLSLSEQEKQHGVIAASAGNHAQGVAYHAQRTGVT
                     
ATIVMPKSTPNVKVQRVREYGARVILHGQDFSEAAAEMHRVAQEESLTIIHPFDDAEI
                     
IAGQGTIALEMLEAVPDLDILVVPIGGGGLISGIAIAAKSINPKIKIIGVQSVVYPSM
                     
AKLLCNYQLAVSMGSTVAEGIAVKTPGELTTQIAKHFVDDIVVVTEDMIEEAIALLLN
                     
IEKTVCEGAGATGIAAIMSRPDLFLGHKVGVVLSGGNIDTRVMVSVLQRHLTRTGRMV
                     
RIRVELPDNPGALARLTAIIAEQGGNIYELRHERFAATSRAKESAVSVDIELKSAPDL
                     EPLIQAMQLEGYIVRKEEI"
     gene            153578..154774
                     /gene="sbmA"
                     /locus_tag="DSM_02207"
     CDS             153578..154774
                     /gene="sbmA"
                     /locus_tag="DSM_02207"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFY6"
                     /codon_start=1
                     /transl_table=11
                     /product="Peptide antibiotic transporter SbmA"
                     
/translation="MFKSFFPSPRYFFISAVIWLALNMVLWYTGGDHWGQYLGFPQGY
                     
ADAELPIGVSRFWSPAFLWFYLWFLVSTALFASFWKIISNNPWQRWSIWGSAFILFNI
                     
WFSVQVSVAINAWYVPFWDLIQQMLSSGGGDLSALYSETLVFLYIAMVAVTLAVINAF
                     
FTSHYVFRWRTAMNEYYTEHWEKLRHIEGASQRVQEDTMRFATILEDLGVELVKAVIT



                     
LIAFLPILFQLSKHVPVLPIVGELEHSLVWAAIVWSIFGTVLLMVVGIKLPGLQFNNQ
                     
KVEAAYRKELVYGEDHADRAKPATLRELFSNVRKNYFRLYFHYAYFNMTAIWYGQLDI
                     
LYNLVVLFPSIAAGKLTLGLIQQIANVFGRVRESFQYLITSWKTIIELLSIYKRLKAF
                     ESILHK"
     gene            complement(154814..155563)
                     /locus_tag="DSM_02208"
     CDS             complement(154814..155563)
                     /locus_tag="DSM_02208"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKLNFLLWAILISLNSTAYAEVKSFTPHFPKFYSSATTRKADN
                     
QFYALGEAKFLNGVAVPFYGVTAQNPIEDGLLKSFEKCTPKSCSFNFKLDAQHAKQLK
                     
LLALPEVGLVLVPRNWQDVQANAGANGTGFALIMSPDQKQAIKLYDSSFCVGCGLPNA
                     
TLYFPELLKESLENEYGGFKDPKNLINIVHPSKKVAFFSYQIPQVNNKTHGIAKYDDE
                     DTFNYKEIQVTLDKSQQFLVGPILNFYNATH"
     gene            155688..156755
                     /locus_tag="DSM_02209"
     CDS             155688..156755
                     /locus_tag="DSM_02209"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKNILSICCLAVISSYSFAQDIKGISFSHQEWEISCSNTGTCKA
                     
AGYQNEENGDNPASILLTRKAGPKQPVQIEFALSDYEQSIPANQLKNIHFYINGKDLG
                     
MVGVDGTELPIMGKLNSSQVNALLQQSKQKTEIVFKNAQHKWKISDAGMTAVLLKMDD
                     
FQKRIGTIGALVKKGSANETKVLMPEPKLLVKRIKTSNKPYLTLQPKNKQYQAIHRSL
                     
IAAKPNPKEDGFCEGIYSGNSDGAEPQKIELYKLTNKKVLATTLCWRGAYNEGYGAWV
                     
LDESLNGKAAFVTESASDFDSGIISSAQKGRGIGDCWASEEWVWDGKSFVHTKDMWTG
                     MCKGLAAGGVWELDRIESVIK"
     gene            156839..157357
                     /locus_tag="DSM_02210"
     CDS             156839..157357
                     /locus_tag="DSM_02210"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSRHLYAIARRKFSHLSRSICVAATVLGATQIAMAGPTVDQLSD



                     
CLVKATTASDKTTVLQWTFTALAAHPDLKAFSNVTPEQKDQLDQKLAQVLQRIIVEQC
                     
SAQTKAVIQAEGVKAVGEAFQQLGQSAGEDIVKDPAVKQQLQGTLRYIDLNKLVTTFL
                     TPEIWNKLGITR"
     gene            complement(157436..158014)
                     /gene="yhbO"
                     /locus_tag="DSM_02211"
     CDS             complement(157436..158014)
                     /gene="yhbO"
                     /locus_tag="DSM_02211"
                     /EC_number="3.1.2.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45470"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein/nucleic acid deglycase 2"
                     
/translation="MSKKILMLVGDYAEDYETMVPFQFLTGLGYTVHSVCPNKKNGDH
                     
IATAIHDFEGEQTYSEKRGHNFAINYDFDAVNTEDYIGLVIPGGRAPEYLRMNERVIE
                     
IVREFDRVKKPIAAVCHGAQLLAAADILKDRLCSAYPACAAEVKLAGGQYADIAVTDA
                     VTDGHLVTAPAWPAHPAWLAQFVKVLGAKISI"
     gene            complement(158185..159654)
                     /gene="gatB"
                     /locus_tag="DSM_02212"
     CDS             complement(158185..159654)
                     /gene="gatB"
                     /locus_tag="DSM_02212"
                     /EC_number="6.3.5.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HVT7"
                     /codon_start=1
                     /transl_table=11
                     /product="Aspartyl/glutamyl-tRNA(Asn/Gln) 
amidotransferase
                     subunit B"
                     
/translation="MAEAQKLKLIDGWEVVIGIEIHTQLATNSKIFSGSSTEFGQDPN
                     
TQASLVDLAMPGVLPVLNEKVVELAIRFGLGIDAYIDQASVFARKNYFYPDSPKGYQI
                     
SQMDNPIVGLGHIDIQLEDGTTKRIGVTRAHLEEDAGKSVHDQFEGMSGIDLNRAGTP
                     
LLEIVSEPDMRSVEEAVAYIKAIHTLVRWLGISDGNMAEGSFRADCNVSLRRPGQPFG
                     
TRCELKNLNSFRFIEQAINVEIERQMEILEWGGEIDQETRLFDPNKMETRSMRSKEEA
                     
NDYRYFPDPDLLPVIIPDEQIEAIKATMPELPAARRARFIADFGVTEYDAHVLTLSRE
                     
MADFYEAVVAAAGGAKQGKIAANWVMGEFSGALNKAGLELTDSPVSAEQLGGMIARIV
                     
DNTISGKIAKQVFGFMWESEGKSADDIIAEKGLKQETDTGAIEAIIKEVLAANEKMVE
                     EYKSGKEKAFNGLVGQVMKASKGKANPAQVNELMKKLIG"



     gene            complement(159654..161132)
                     /gene="gatA_2"
                     /locus_tag="DSM_02213"
     CDS             complement(159654..161132)
                     /gene="gatA_2"
                     /locus_tag="DSM_02213"
                     /EC_number="6.3.5.7"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HVT8"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutamyl-tRNA(Gln) amidotransferase 
subunit A"
                     
/translation="MTDLHRLSIRELAEGLSQAKFSSRELTEHYLKRIAKIDPQVKSY
                     
VTVTPEQALREADAADAVLKAGNATALTGIPLAHKDIFCTKGIKTTAGSKMLDNFISP
                     
YDATVVEKTKAAGLVTLGKVNMDEFAMGSTSESSYVGATSNPWALDHVPGGSSGGSAA
                     
AVAADLAPFATGTDTGGSIRQPASFCGLTGLKPTYGRVSRFGIIAYASSLDQAGPMAR
                     
SAEDCAYLMNVIAGHDAKDSTSVKKEVDDYVANLNNTSVKGLRIGIPKQYFNVAGLDA
                     
DVKARVEESLKKLEEMGATLVEIDLNMTEAYVPTYYLIAPAEASSNLSRYDGVRYGYR
                     
CENPADLMDLYKRSRSEGFGPEVQRRILIGTYALSAGYYDAYYVKAQKVRRLIQQDFL
                     
KAFENVDVIAAPAAPTTAYKIGASLDPVEMYLGDIYTIAVNLAGLPAINAPVGFDKDN
                     LPVGLQLIGNYWSESQLLSIVHQYQQNTDWHTKRAAIAEENA"
     gene            complement(161186..161500)
                     /gene="gatC"
                     /locus_tag="DSM_02214"
     CDS             complement(161186..161500)
                     /gene="gatC"
                     /locus_tag="DSM_02214"
                     /EC_number="6.3.5.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HVT9"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutamyl-tRNA(Gln) amidotransferase 
subunit C"
                     
/translation="MSTSDAQHSADLNAQTVSAIANLARLSLNDTQSAEYAQSLNKIL
                     
GMMETLKGIDTEGVEPLKSPFDNPQPLRADVVTESNHRDEYQAVAPATQDGLYLVPRV
                     IE"
     gene            161634..162674
                     /gene="mreB"
                     /locus_tag="DSM_02215"
     CDS             161634..162674
                     /gene="mreB"
                     /locus_tag="DSM_02215"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:P0A9X4"
                     /codon_start=1
                     /transl_table=11
                     /product="Rod shape-determining protein MreB"
                     
/translation="MILKRLIGLFSPDLAIDLGTANTLIYAPGRGIILNEPTVVAIRH
                     
SGSQKIVAAVGLDAKQMLGRTPANISAIRPMKDGVIADFEVTETMLNQFIGKVHEKRL
                     
FPPAPRVVVCVPCKSTLVERRAIREAVFNAGARDVRLIEEPMAAAIGAGMPVEQACGS
                     
MVVDVGGGTTEIAIISLQGCVYADSLRIGGDVFDEQIINYVRKAHGCVIGETTAEIIK
                     
KEVGMAVSDGTTLEIEVRGRNLAEGVPRAITVTSDEITQAISDPLQSIVSAVKSALEQ
                     
TPPELSSDIAERGIVLTGGGALLRNLDKLLAQETGLPVVVAEDPLTCVTRGGGKVLEF
                     FDNPNHDMLFVG"
     gene            162691..163548
                     /gene="mreC"
                     /locus_tag="DSM_02216"
     CDS             162691..163548
                     /gene="mreC"
                     /locus_tag="DSM_02216"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P16926"
                     /codon_start=1
                     /transl_table=11
                     /product="Cell shape-determining protein MreC"
                     
/translation="MQPNIFSRQPPSFRSFIIAVITCLVVLFFDWRMPYVIQPARDVL
                     
YAAYNPIYALASYPVLSREWLNQQTKSETQLRRENTAMQAELLQAQVRLQKLSELSAE
                     
NTRLRGLLDTPLIIDGRMEIAEVIGTDADPLRHIIIINRGAMDHLKVGQTVLDDKGIM
                     
GQIINVYPHSSRVMLLSDKEHSLSVRLERTGMRAIVSGTGDLGRLKMEYVPTSANIQV
                     
GDKVLSSGLGEHFPAGYAVGTVAKIRRHNSGEFAEIDVTPAAQLATGHHVVVLFSDSL
                     AKEQPYADR"
     gene            163535..164026
                     /locus_tag="DSM_02217"
     CDS             163535..164026
                     /locus_tag="DSM_02217"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPIAKLKREKRKDPLWGIILSIIVGSVLMIYPLSYDISGWRPLF
                     
MLMIMLFWVVCQPTWCGVWFAFGMGIFTDLLLDAPLGLNALSFVIVTFITRFLIRERR
                     
ILTFGNLWTIATLVIIAHLAFMWVTQTMGGIHFSIARHWQPLMTSILTWPVVYYCLAK
                     WRI"
     gene            164014..164574



                     /gene="yhdE"
                     /locus_tag="DSM_02218"
     CDS             164014..164574
                     /gene="yhdE"
                     /locus_tag="DSM_02218"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P25536"
                     /codon_start=1
                     /transl_table=11
                     /product="Maf-like protein YhdE"
                     
/translation="MAHLVLASSSPRRRELLQQLGLNFEIYSPDIDESVHEGELVHQY
                     
VERLAREKAQAVLNIFPDSVIIAADTSLGLDGQIIGKPDSKQHAFDIWKQLSGRWHDV
                     
FSGICIATQQQILSQVVQTQVEFASLTTQDMEDYWATGEPVGKAGAYAIQGIASQYIP
                     KIQGSYSNVVGLPLYEFSQLFKRVKT"
     gene            164688..166142
                     /gene="rng"
                     /locus_tag="DSM_02219"
     CDS             164688..166142
                     /gene="rng"
                     /locus_tag="DSM_02219"
                     /EC_number="3.1.26.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A9J0"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribonuclease G"
                     
/translation="MSEELLINVTPMECRVALIENGTVNELYVERTVKRGLVGNIYKG
                     
KVVRVLPGMQAAFVDIGLSRTAFLHINDMVWPRSQPTPNVFELLHPGQILTVQVMKDM
                     
LGTKGARLSTDLSIPSRYLVLMPYGNHIGVSQRIESEEERDRLRNIIESIQAEHNLPG
                     
SVIVRTAAEGVDEAEIAQDMCYLSKLWEYIQRKQVDVAVPSLIFEELPLPQRIIRDLA
                     
SEETAKIYVDSREIHGKLREFVDEFVPNMQSRLIHYPGERPLFDLYNVEEDIQKALQT
                     
RVALKSGGYLMIDQTEAMTTIDVNTGSYVGGRSLEDTVFKTNMEATQVIARQLRLRNL
                     
GGIIIIDFIDMQEAIHREEVMRQFEKMLERDHAKTKITQVSELGLVEMTRKRTRESLE
                     
HLLCESCPTCQGRGFVKTAETVCYEIFREILRYTRAFESTSGFTVVAHPSVIDRLLTA
                     EAPAVADLEHFINRVIKFQVENLYTQEQYDIILS"
     gene            166282..166455
                     /locus_tag="DSM_02220"
     CDS             166282..166455
                     /locus_tag="DSM_02220"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MNVSENLISNGLKHVLESTPVNSCYMLNDQGKEVPITTAMIRSV
                     CHQLLNQCRAIKK"
     gene            complement(166485..167870)
                     /gene="wax-dgaT"
                     /locus_tag="DSM_02221"
     CDS             complement(166485..167870)
                     /gene="wax-dgaT"
                     /locus_tag="DSM_02221"
                     /EC_number="2.3.1.20"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8GGG1"
                     /codon_start=1
                     /transl_table=11
                     /product="O-acyltransferase WSD"
                     
/translation="MRPLHPIDFIFLSLEKRQQPMHVGGLFLFEIPENAPETFVHDLV
                     
EEIRQSKSIPVPPFNNRLNGLFWDEDEEFDIDHHFRHIALPHPGRIRELLVYISQQHS
                     
SLIDRAKPLWTCDIIEGIEGNRFAMYFKIHHAMVDGVAGMRLIEKSLSKTPQEKHVVP
                     
LWCVESKRTKRLKVPKPSTSKIKSILGGIKSQLEVTPKVMQELSQTIFKEMGKNPDYV
                     
STFQAPVSILNQRVSASRRFAAQSFELSRLRKISKALGVTINDVVLAVCSGALREYLI
                     
SHNSLPKKPLIAMVPASLRTDDSDVSNRITMILANLGTHKDQPLERLEIIRRSMQNSK
                     
QRFSRMTANEILNYSAVVYGPAGLNIMSGMLPKRQAFNLVISNVPGPREPLYWNGAKL
                     
DALYPASIVMDGQALNITMTSYLDKLEVGLTACRNALPKMQNLLTHLEDEIQRFEEII
                     EEKQLKHHSAS"
     gene            complement(168042..168776)
                     /gene="cysH"
                     /locus_tag="DSM_02222"
     CDS             complement(168042..168776)
                     /gene="cysH"
                     /locus_tag="DSM_02222"
                     /EC_number="1.8.4.8"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O05927"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphoadenosine phosphosulfate reductase"
                     
/translation="MTVIPTIDIVDALAAEYAAKSPREILELALSQQGEIAISFSGAE
                     
DVVLIDMASRLGKPFRVFSLDTGRLHPETYQFIETVRKHYNINIEICFPDAEAVQSMV
                     
NEKGLFSFFKDGHQECCGIRKVQPLRKKLATLDGWITGQRKDQSPGTRTEIPVVQADA
                     
GFSGPGKQLIKYNPLANWSSADVWSYIRMMEIPYNPLHERGFVSIGCEPCTRPVLPNQ
                     HEREGRWWWEEATQKECGLHAGNLKK"
     gene            168961..169578
                     /gene="thrH"



                     /locus_tag="DSM_02223"
     CDS             168961..169578
                     /gene="thrH"
                     /locus_tag="DSM_02223"
                     /EC_number="3.1.3.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9I2Y2"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphoserine phosphatase ThrH"
                     
/translation="MEIVCLDLEGVLVPEIWINFAKKTGIKELEATTRDIPDYDVLMT
                     
QRLNILKQHGLGLKDIQEVIAEMGPLPGAKEFVEWVSNHFQLVILSDTFYEFAHPLMK
                     
QLGWPTIFCHKLETDENGMITAYKLRQPDQKRESVKALHGLNFRVIAAGDSYNDTTML
                     GEADHGFLFDAPANVIAEFPQFPAINGYDALKEAIRSVSQRNIPA"
     gene            complement(169646..171076)
                     /locus_tag="DSM_02224"
     CDS             complement(169646..171076)
                     /locus_tag="DSM_02224"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKLKHLSTAMILATLPATGVFAAALDRSGQSMSAFFQPGNYFEA
                     
GISILDPDVAGKEAGSSTTSRNIGDMADDYFFPSAALKLQLNDKFSFGLLYDQPFGSD
                     
AEYTGNNAFVSNPGSDSVLSAGAIDGIVTKKAKEALVAQGLPVNDQTLAIAKGQVLAS
                     
PQFQQLAGALAVANNYLGTGGTKVEVDTQNLSFVFGYQPTKNFNFYAGPVLQTVKGNV
                     
SLRGQAYSLYNGYDASIKETTGAGWLAGAAYQIPEIALRASVTYRSEIDHKVNIDENL
                     
SILNFPGLTSVLAGLDVPASKLQAINSSGKTTITTPQSVNLDFQTGIMADTVAFANVR
                     
WVNWKDFSIQPYKFGKVSEAVGGLVGRPNGFNLVEYSDDQWSVNAGVGRKLNDKWAGN
                     
VSVGWDSGAGNPVTTLGPTEGYWNVGLGVQYSPTPQTFIAGGVKYFWLGDAKAQTGAQ
                     AGSDEYVADFSDNNAIAYGLKLGYKF"
     gene            complement(171674..172372)
                     /gene="kefF_2"
                     /locus_tag="DSM_02225"
     CDS             complement(171674..172372)
                     /gene="kefF_2"
                     /locus_tag="DSM_02225"
                     /EC_number="1.6.5.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A754"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutathione-regulated potassium-efflux 
system



                     ancillary protein KefF"
                     
/translation="MNILIVHAHPEPLSFTTSLKTTAQQTFKKLGHQVEISDLYAMQF
                     
NPVASKEDFLELNQPDYFNYALEQRNATKQQLLAPDIQAEIDKVKRADLVILNFPLYW
                     
TSVPAILKGWIDRVFVSGLFYGGKRFYNHGGMAGKKAMLCLTLGGRTHMFGENSIHGP
                     
IEHYLSPIQRGTLAYTGFEVLPPFIAYHVPYISQEVRETILEDYVTYLTHLDQLEPLK
                     FPKLEEFDEKLYPL"
     gene            172536..173570
                     /locus_tag="DSM_02226"
     CDS             172536..173570
                     /locus_tag="DSM_02226"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WMJ1"
                     /codon_start=1
                     /transl_table=11
                     /product="putative HTH-type transcriptional 
regulator"
                     
/translation="MTPELPGTYINLLAEIVKRRGISCEQFLEGSGVTPEQLKKPYWY
                     
VEFNTLNNLLEHAIQLTHEPALAGYLALEMKASCYGSVGMAAMVSANLEEALKILEQF
                     
IGSRCDAFKPELKQEQDDVYWSIHQPLKSFQLSSDATIFLLLGFVYIAKHLTGLSSLG
                     
TVQLNMPEPLGFSKIKDKLGVSCLFEQKHNIWIFPKEYLMQPVLTADPMLTPLLKAQC
                     
KKDIDKLKLRSGWKAEISQVIKKLLINSQGEILKVKQVAQMMNMSERSLQRYLAIENT
                     
SFSALVDLTRKQYAQELLQNSLMSIESVALSLGYADTSHFTRAFKRWMGVTPKYYQTQ
                     LKLKNLDISE"
     gene            complement(173613..174605)
                     /locus_tag="DSM_02227"
     CDS             complement(173613..174605)
                     /locus_tag="DSM_02227"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNAQVSVTDLFSREEIQELTEPSDAYGAWAVASTWAVIGGTFAS
                     
LIMMWDYLPSWGKLLACMLALAVLAGRQLCLAILMHDASHKSLFKNKKINDFVGEWLC
                     
ARPIWNDLQKYRVHHVRHHAKTSTPDDPDLSLVAGFPVSKKSLTRKFLRDLTGITGLK
                     
FSLGRVLMDLDVMKWTVANDQIWLDRSDKKFVDYAKSIAKNSTGAIATNLLLYGVLKA
                     
CGQQRFYWLWPLAYLTPFPLFLRIRSMAEHAGMQTSNTALTNTRTTRAGWIARSFVAP
                     
IHVNYHMEHHLMASVPYFKLPRMHKILRERGHVPTPPSYFEVIHTLSSKQELTN"
     gene            complement(174712..175512)
                     /locus_tag="DSM_02228"



     CDS             complement(174712..175512)
                     /locus_tag="DSM_02228"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKNTKINARHLIIDLFLSSAYPQLSIKQILVAAKLFNLSENGIR
                     
VATTRLLNEGMIQSVERGIYQLSPSAKDWAKVILNRKNGIKQTKEWQQHYLAVFTGTL
                     
GRIDRTALKKRERALRQFGFKELETGIYIRPDNLAYSFEKTCDELVLAGLEKEAKICI
                     
IQHVDSTTLKQIFSLWDTKQLEKNYEMYSRDITHWLENYAHSPLNDAAVKALLLGRET
                     IALLMNDPLLPAPFVNESARNQFAQDVQQLDAIGQKLWKKIYEQELNL"
     gene            175868..176686
                     /gene="uppP"
                     /locus_tag="DSM_02229"
     CDS             175868..176686
                     /gene="uppP"
                     /locus_tag="DSM_02229"
                     /EC_number="3.6.1.27"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P60932"
                     /codon_start=1
                     /transl_table=11
                     /product="Undecaprenyl-diphosphatase"
                     
/translation="MENFEVIKALFLGFVEGLTEFLPISSTGHLILFGHIIDFHSDGG
                     
RVFEVVIQLGAILAVCWLYRQKIINLIKGFFSGDVESRHFAISVLIAFFPAVIIGVLA
                     
VDFIKSVLFSPIVVAIALIVGALIIFWVESKQFEHKTDDATKITFKQALLVGLAQCVA
                     
MIPGTSRSGATIVGGMFAGLSRKAATEFSFFLAMPTMLGAATFDLIKNADVLTSDNMV
                     
NIGVGFVAAFIAALLVVKALVLFVERHTLRVFAWYRIVLGVIILIAAMFFNLSA"
     gene            176845..177738
                     /gene="virF"
                     /locus_tag="DSM_02230"
     CDS             176845..177738
                     /gene="virF"
                     /locus_tag="DSM_02230"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0C2V5"
                     /codon_start=1
                     /transl_table=11
                     /product="Virulence regulon transcriptional 
activator
                     VirF"
                     
/translation="MQQNDLTKSLVEAFLYLAPQEGLYPTHISNITLMRVDHSTQPVA
                     
VLQEPSIVLVIQGVKRAYIGKDIFKFQQGQCLFISIAIPFDCDTLVEREPMLAIAIKF



                     
EPQMMAELATKMDKEQRPLIEDFDNKEIKLSCGLNIIEINSVISDVALRLLNLLRSKQ
                     
DTAILGEQVKRELIYRVLQAGGSDFIQNLSAIMSRSGVIYTICEIIQRDYYRNLTVQE
                     
LAKQAGMSVSLFHQAFKKVTNYSPLQYIKITRLHKARDLILNNQMGVAEAAYEVGYVS
                     ASQFSREFKRLFGVPPKLSTN"
     gene            177785..178783
                     /gene="ppsC"
                     /locus_tag="DSM_02231"
     CDS             177785..178783
                     /gene="ppsC"
                     /locus_tag="DSM_02231"
                     /EC_number="2.3.1.41"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q7TXL8"
                     /codon_start=1
                     /transl_table=11
                     /product="Phthiocerol/phenolphthiocerol synthesis
                     polyketide synthase type I PpsC"
                     
/translation="MNLPTTMKIVEITVPGGPEVLKLQDSNVPVPQADEVLIEVKAAG
                     
INRPDVLQRMGLYPMPKGVTQIPGLEVAGVVVAVGEQVQQFKVGDKVCALTNGGGYAE
                     
YCAVTATQVLPIPENLSFTQAAAIPETFFTVWANLFDIGRLKKDETALIHGGASGIGT
                     
TALAICHALGIKTFATVGSEDKVEALSNLTTAINYKTQDFEQEILNHTQEQGVDVILD
                     
IVGGSYFQKNLNLLKRDGRLVIIGFMGGRIAKEFDLQKLILKRATITGSTMRARNSQE
                     
KAQIAQSLHEHVWPLLEQGKCLPQIYKTYAFSDVQSAHACMEQGDHIGKIVLEMNA"
     gene            178986..179861
                     /gene="hchA_4"
                     /locus_tag="DSM_02232"
     CDS             178986..179861
                     /gene="hchA_4"
                     /locus_tag="DSM_02232"
                     /EC_number="3.1.2.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q2G0M7"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein/nucleic acid deglycase HchA"
                     
/translation="MNTPASNDKNPTPDLAEDNAFFPSPYSLSQYTSPKTDYDGTTYP
                     
TPYAGNKKVLMIATDERYIQMQNGKFFSTGNHPVEMLLPMFHLDNAGFEIDVATLSGN
                     
PAKLEMWAMPKQEQVVLDTFQKYADKLKNPLKLADILENVVGENSPYTAVFIPGGHGV
                     
LAKIPHSLEVKKVLKWAVEQDKFIITLCHGPASLLAAAVDEQPENYIFKDYQICVFPD
                     
SLDKGANIDIGYMPGALPWLVGENLEKLGVKILNTGITGQCHRDRKLLTGDSPLASNN
                     LGKLAAETLLAEVKD"



     gene            complement(179874..179947)
                     /locus_tag="DSM_02233"
     tRNA            complement(179874..179947)
                     /locus_tag="DSM_02233"
                     /product="tRNA-Arg"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Arg(cct)"
     gene            complement(180024..181379)
                     /gene="aroP_2"
                     /locus_tag="DSM_02234"
     CDS             complement(180024..181379)
                     /gene="aroP_2"
                     /locus_tag="DSM_02234"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P15993"
                     /codon_start=1
                     /transl_table=11
                     /product="Aromatic amino acid transport protein 
AroP"
                     
/translation="MTNESSTLQRGLKNRHIQLIAMGGAIGTGLFLGSAQVIQSAGPS
                     
IILGYAIGGLIAFLIMRHLGEMIVEEPVAGSFSHFAYKYWGKFSGFLAGWNYWMLYVL
                     
VAMSELTAVAKYINYWWPHIPAWTSVLFFFVVITAINLTNVKFYGESEFWLAIIKVAA
                     
VISMIVFGLYLLFTADVGSSISFSNLWSHGGFFPNGFSGLFYMLAFLMFAFGGIELIG
                     
MAAAEAKDPKKTIPKAINQVVFRILIFYIGSLAILLSLVPWNQLDLGGLDKSPFVMIF
                     
SQMGIGWAAHLLNFIILTAALSVYNSGMFANSRMLYGLAQQGNAPKIFKKVNKQGVPV
                     
PAVLLSALLIFGCVLLNYFVPEDALSHLMYIVVGALVLNWAMISMTHLKFKSAMKKLG
                     
QKTHFPALWAPFSNYLVLGFIAVVLYIMWSQGFKESVMMIPIWIILMFILFKVLNAKE
                     Q"
     gene            181759..182946
                     /gene="prpF"
                     /locus_tag="DSM_02235"
     CDS             181759..182946
                     /gene="prpF"
                     /locus_tag="DSM_02235"
                     /EC_number="5.3.3.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8EJW4"
                     /codon_start=1
                     /transl_table=11
                     /product="2-methyl-aconitate isomerase"
                     
/translation="MSFVPQIKIPATYMRGGTSKGVFFKLDDLPEKAQVAGQARDQLL
                     
LRVIGSPDPYGKQIDGMGGATSSTSKTVILAKSTQPDHDVDYLFGQVSIDQPFVDWSG
                     
NCGNLTAAVGSFAISNGLVDADRIPENGLCTVRIWQKNIQKTIIAHVPITNGQVQETG



                     
DFELDGVTFPAAEVQIEFLDPADDGEEGGDMFPTGNVVDQLDVPEIGSFQATFINAGI
                     
PTIFLNAEDLGYEGTELQDHINGDAAALARFEKIRAYGAVQMGLIKDISEAAARQHTP
                     
KIAFVSKPKNYTASSGKNVSEKDVDLLVRALSMGKLHHAMMGTAAVAIGTAAAIPGTL
                     
VNLAAGGGEREAVRFGHPSGTLRVGAQAELTNGQWVVKKAIMSRSARVLMEGWVRIPG
                     DSF"
     gene            183107..184018
                     /gene="ispA"
                     /locus_tag="DSM_02236"
     CDS             183107..184018
                     /gene="ispA"
                     /locus_tag="DSM_02236"
                     /EC_number="2.5.1.10"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P22939"
                     /codon_start=1
                     /transl_table=11
                     /product="Farnesyl diphosphate synthase"
                     
/translation="MSSLSQVNADVLKQAQQRIQQDLLTTLAAFSIPEPLKSAVHHAV
                     
MLGGKRVRPALCYATASLQDNPNFAAARRAAVAVELIHCYSLAHDDLPCMDNDLLRRG
                     
QPTCHVAFGEDTALLAGDILQSMAFEVLGSRLFDEQGQGTDAAIVLKQIQILATASSK
                     
MVCGQVLDLQAEAKQISQDELENIHRNKTGALIQAAIMMGAVTIFSGTDQAIPKLRQY
                     
GQAIGLAFQVQDDILDITSSTETLGKTAGKDEQVQKSTYPALMGLEQAQVYAKELHDQ
                     AFEALAHFGENAKELVEISQFLLARTN"
     gene            184078..184446
                     /locus_tag="DSM_02237"
     CDS             184078..184446
                     /locus_tag="DSM_02237"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNGEQLHQLAIEAARNLPFSEQTHPFGPEYEVFKILEKMFMLTV
                     
EVSGVKMINVKCDPYKSQEYQELYPFIIPGYHMNKKHWISIKPHKNLTSDFLRDLIRD
                     SYDLVVKKLPLKDQKRLNNQ"
     gene            complement(184514..185368)
                     /gene="qmcA"
                     /locus_tag="DSM_02238"
     CDS             complement(184514..185368)
                     /gene="qmcA"
                     /locus_tag="DSM_02238"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AA53"
                     /codon_start=1
                     /transl_table=11



                     /product="Protein QmcA"
                     
/translation="MPVGTIIVLAFLAFVAVTIFKGVRIVPQGYKWIVQRLGKYHSTL
                     
NPGLNFVIPYIDDVAYKVTTKDIVLDIPSQEVITRDNAVLLMNAVAYINLTTPEKAVY
                     
GIENYTWAIQNLVQTSLRSIVGEMDLDDALSSRDHIKAKLKAAISDDISDWGITLKTV
                     
EIQDIQPSSTMQAAMEAQAAAERQRRATVTKADGEKQAAILEADGRLEASRRDAEAQV
                     
VLAEASQKAIEMVTSAVGDKEIPVAYLLGEQYVKAMQEMAKSSNAKTVVLPADVLNTI
                     RGIMGKHN"
     gene            complement(185397..185858)
                     /locus_tag="DSM_02239"
     CDS             complement(185397..185858)
                     /locus_tag="DSM_02239"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MEFVVEPWHWFVLGILLILSELILPAFAALWFGIAAIMVCFLYW
                     
LFPDISLTTQIVLWIVLSVLCTLLWFKFIKPLSIDKTKAGLPREATIGQIGMVIQTGL
                     AHDQIIVRFPMPILGADEWNCRSTTPVKVGDRVRVIDISGNDLIVQPHSTS"
     gene            complement(185964..186881)
                     /locus_tag="DSM_02240"
     CDS             complement(185964..186881)
                     /locus_tag="DSM_02240"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WIY9"
                     /codon_start=1
                     /transl_table=11
                     /product="putative NTE family protein"
                     
/translation="MKIAQFASIGFISLALFGCDKFSKTPTPTTSVKAREPVIALALG
                     
GGGAKGFSHIGVIKVLESHGIKPKIVTGTSAGSFVGSIYASGQTPYQLQNLALKLQES
                     
DIRDLTLNRQGIILGQKLQDYVNRNVGNKPIEKFPIRFAAVATRLDNGQKADFIKGNA
                     
GQAVRASCSIPNVFVPATIGKQKYVDGGLVSPIPVKTARDMGADIVIAVDISARPAGN
                     
RPANMWGLLDQTINIMGQQSINEELKQANVVIQPKVGHLGTLDLKSSNEAILEGEKAA
                     QGQIRQIETAIANFKKSPAAFKPAPRPKF"
     gene            complement(186949..187575)
                     /locus_tag="DSM_02241"
     CDS             complement(186949..187575)
                     /locus_tag="DSM_02241"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MEQHFPNLPSQVPQRGNALSRALFKKLFLAQGWTIEGEVPNFPK



                     
AVAIISPHTSNIDGWYGFLAIFGLGIQITVLGKDSLFKPPFKRVLDWAGVIPVKRDSA
                     
NGLTEQVVATIQQYDKIWIGMAPEGTRKKAKKMKSGFYHIAAKANIPIVMFSFDYDRK
                     TIHCLGYLTPSGNYDEDLAKIFERYEGKISPKNRNWLAEPLQNLVKKT"
     gene            187703..188950
                     /gene="ampG_2"
                     /locus_tag="DSM_02242"
     CDS             187703..188950
                     /gene="ampG_2"
                     /locus_tag="DSM_02242"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AE16"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein AmpG"
                     
/translation="MFRQQNLYLLLFSLYWAQGLPVGFMTHALPVILRAQGVSLAHIG
                     
GFGLLMLPWSIKIFWAPWVDRHAISHLGHYRSWILPAQFLTVGVLCILSFFPIQVLDQ
                     
PLYLFIFFITLLFMNLTGTTQDIATDALAVNLLQHDQQHWGNTFQVVGSRLGFIVGGG
                     
AVLWCLDWLSWQPTFLLLAALVFINTLPILLFKEPSHTSHSPHQYSQPSLVTKIKAYL
                     
GYFSQNKELRSWLIVLITFKVADGLAGPLLKPLMVDMGLSFTQIGIYITMLGAVAALL
                     
GALSAGWMLKHISRSTALMAFSILKIMSLGGYAYLAYAYEQKVKINVWLIYAVNALED
                     
AFAAMLLVVMLTLVMDYSRKNYAGTDFTFQVSVMATVSGGLYSFSGVIADAFGYFHYL
                     IAIVSIAVFFLIPIYLWKAAKTV"
     gene            189496..190800
                     /locus_tag="DSM_02243"
     CDS             189496..190800
                     /locus_tag="DSM_02243"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDLFLNRKSFVVKSLAITVTALMMSGANAATSDKEEIRKLRQEV
                     
EALKALVQEQRQVQQQQQQVQQQQQVQLAEVKAQPQPVAAPVSPLAGFKSKAGADVNL
                     
YGFVRGDANYIIEGADNDFGDVSKSDGKTHDKLRATAKTTRLGLDFNTPVGDDKVGGK
                     
IEVDFAGSTTDSNGSLRIRHAYLTYNNWLFGQTTSNFLSNHAPEMIDFSTNIGGGTKR
                     
VPQVRYNYKLGPTTQLFVSAEKGDSTTSVTGDSIKYSLPALTAKITQGYAEGRGSASA
                     
RVLVENYKSQLADDDKTGWGVAVGTDFKVSDPLKLFADASYVVGDNSYLYGSNSPYAV
                     
DGNSIEQNEFVAVQVGGTYKILPNLRSTLAYGAQFSDDGTDYARLNASANEKVQQAWI
                     NFIYTPVKPIDLGVEYVNGKRDTFEGKSYKDNRVGLMAKYSF"
     gene            191030..192631



                     /gene="eptA_1"
                     /locus_tag="DSM_02244"
     CDS             191030..192631
                     /gene="eptA_1"
                     /locus_tag="DSM_02244"
                     /EC_number="2.7.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P36555"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphoethanolamine transferase EptA"
                     
/translation="MFNLIIAIWLGAILNIGFYHQVHTLTPYFGVKAILFLAATLVIL
                     
VATYYAVLQILNWKWTAKIFAILLIFIGGFSSYFVNTLGVIISPDQIQNMVQTDVSEV
                     
TDLISLRFVLWTIFFVILPIFLITQVKFKQEKVSRLLLKKVFSLVASFAVVGVLLFTY
                     
YVDFAAIFREHRDLKGMISPQNSISSLMSYYHKKAPKKNLPLVIYGQDAHQVQRVQKN
                     
LPKLMILVVGETARAESFSLNGYAKNTNPELSKQDIFNFSQVSSCGTATAVSVPCMFS
                     
GMPRVDYNEQLASHREGLLDIAKRAGYQVTWIDNNSGCKGACDRVEQYQIPENLKKKW
                     
CKDGECYDDILIDSLKQYLATIAKDDDRPRLIVLHQVGSHGPAYYKRAPEAYQPFKPT
                     
CDTNAIQGCSQTELLNSYDNTIVYTDHVLSQMINTLKEISKYQTGLWYLSDHGESTGE
                     
HGLYLHGSPYAIAPSQQTHVPMIMWFSESWKQHNLAQVNCLSQQTKQKLSQDNLFPSL
                     LSLLDVKTQVINPQLDMLHSCAHVN"
     gene            192646..193320
                     /gene="qseB_1"
                     /locus_tag="DSM_02245"
     CDS             192646..193320
                     /gene="qseB_1"
                     /locus_tag="DSM_02245"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P52076"
                     /codon_start=1
                     /transl_table=11
                     /product="Transcriptional regulatory protein QseB"
                     
/translation="MTKILMIEDDFMIAESTITLLQYHQFEVEWVNNGLDGLAQLAKT
                     
KFDLILLDLGLPMMDGMQVLKQIRQRAATPVLIISARDQLQNRVDGLNLGADDYLIKP
                     
YEFDELLARIHALLRRSGVEAQLASQDQLLESGDLVLNVEQHIATFKGQRIDLSNREW
                     
AILIPLMTHPNKIFSKANLEDKLYDFDSDVTSNTIEVYVHHLRAKLGKDFIRTIRGLG
                     YRLGQS"
     gene            193346..194680
                     /gene="qseC_2"
                     /locus_tag="DSM_02246"
     CDS             193346..194680
                     /gene="qseC_2"



                     /locus_tag="DSM_02246"
                     /EC_number="2.7.13.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P40719"
                     /codon_start=1
                     /transl_table=11
                     /product="Sensor protein QseC"
                     
/translation="MHYSLKKRLIWGTSIFSVILGCILIFSAYKVALQEVDEILDTQM
                     
KYLAERTAEHPLKTVSSKFDFHKTYHEEDLFIDIWAYKDQAHLSHHLHLLVPPVEQAG
                     
FYSHKTAQGIVRTYVLPLKDYQIQVSQQERVREAFAWELAGSMFIPYLIILPFAIFAL
                     
AAIIRRGLKPIDDFKNELKERDSEELTPIEVHDYPQELLPTIDEMNRLFERISKAQNE
                     
QKQFIADAAHELRTPVTALNLQTKILLSQFPEHESLQNLSKGLARIQHLVTQLLALAK
                     
QDVTLSMVEPTGYFQLNDVALNCVEQLVNLAMQKEIDLGFVRNEPIEMHSIEPTVHSI
                     
IFNLIDNAIKYTPHQGVINISVYTDPDHYACIQIEDSGAGIDPENYDKVLKRFYRVHH
                     
HLEVGSGLGLSIVDRATQRLGGTLTLDKSLELGGLSVLVKLPKVLHLNETRA"
     gene            complement(194681..195391)
                     /locus_tag="DSM_02247"
     CDS             complement(194681..195391)
                     /locus_tag="DSM_02247"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLHGMNQQKQFFQINIILLFFSFFLLLIVFPVGGKIDMYLIQPW
                     
IDSTGHFFNRDNWYLERLNHEIVKQIITAVYVIFFGLWLTSFKLKKLKPYRWQYGYMF
                     
FVSMLGSSIVGLIKSQSAHACPWNMVHPNTLGSYIWDFSAKHGHCFPGGHASAGFILM
                     
TGYFVYRLEQPKRAYFYLFSGILLGFMMGWAQMMRGAHFLSHNLWTGWVVWAINILFY
                     AICIHRFEFEKQVKQELT"
     gene            complement(195671..196858)
                     /gene="amtB_1"
                     /locus_tag="DSM_02248"
     CDS             complement(195671..196858)
                     /gene="amtB_1"
                     /locus_tag="DSM_02248"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P69680"
                     /codon_start=1
                     /transl_table=11
                     /product="Ammonia channel"
                     
/translation="MQNVDLFFLLLGAVLVLAMHAGFAFLELGTVRHKNQVNALSKIL
                     
TDFALSAIAYFFVGYYISYGQHFFHDGTVLSNDHGYNLMRCFFLLTFAAAIPAIISGG



                     
IAERAKMRSQAIATLALVALVYPFFEGMVWNGNYGLQKWLETTFGAAFHDFAGSVVVH
                     
AMGGWIALAAVILLGARSGRYKKDGRVSAHPPSSIPFLALGSWILIVGWFGFNVMSAQ
                     
RVDAISGLVAINSLMAMVGGTITANTIGKNDPGFLHNGPLAGLVAICAGSDIVHPVSA
                     
LVIGGAAGAMFVYLFTYTQNKLKVDDVLGVWPLHGVCGAFGGIAVGIFGQKWLGGLGG
                     
VSFLSQLIGTALAIAIALAGGFIVYGILKATIGIRLSQEDEFRGADLSIHKISANSEE
                     GMF"
     gene            complement(197161..198045)
                     /gene="cmpR_2"
                     /locus_tag="DSM_02249"
     CDS             complement(197161..198045)
                     /gene="cmpR_2"
                     /locus_tag="DSM_02249"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q55459"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional activator CmpR"
                     
/translation="MTFTQLEIFALIAELKSFTATAEKLGISQSAVSHALKSLEQQWG
                     
INLISRTQSDIELTTTGQQLLTHVKELLSISDTLEKEVAAIHGLNEGTLRIGSFGASS
                     
SIYLLPEILETFRQRYPKIEIYIDEGEDKEVAQWLLERRIEVGFLIMPDERFDTFPLI
                     
EDRFVALIPRGYPLAQQLYIDPAQLENCPFIMTMAGSRHQVELILKSFNVKPDIKFYV
                     
SQILSIVSMVHNQLGISIVSDMVITKELLSLYPNVVKRPFKPNLKRSIGLAVKNQKHI
                     SPAVKAFIEVAQEVWSDH"
     gene            198162..199067
                     /locus_tag="DSM_02250"
     CDS             198162..199067
                     /locus_tag="DSM_02250"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNSIVLSLFPLVALIASGYLFKKYRFFSDEFWAGAEKLNYYILF
                     
PALLFSTLSTAKIDLQSLSTAIIAMLVVVLAVTIFLYILRIFWHIPPARFGVHVQGMV
                     
RFNTYIGLALVTSLFKSEGMAILAILLALCIPLVNIISVLALTSKEHMAIKPVLIALL
                     
KNPLIASCVVGAAVNALHIPIWEGFTQFIKLFSVSSLPLGLLCVGAALQFMQIKKDIM
                     
VLAADTFARLLAVPALAYTVCMWFDLPSLQTQILVIFFALPTASASYILTKVLGGDSQ
                     LMAAVISFQTLCAAVTLPLVIWWIS"
     gene            199164..200180
                     /locus_tag="DSM_02251"
     CDS             199164..200180



                     /locus_tag="DSM_02251"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSFDLKVSLQQRSEPSAQQKKLNRLIDKIEQQKVSLSTWQNAQA
                     
EIQQYIRQKLMPVYSDLHEVLFQQLEQLWNMLHSHEFSKADMQQLDEKIAQLAQMLKR
                     
SKMLSAEQLDLVKQIDTFYQQHAGESVKKNRKAQSIKSGYDESAEQSVELEEDFEQYA
                     
AEQQQAREQAKQQRQQQKREQAEQMAAQSLKTVYLKIAAMIHPDREQDETKKLEKTEL
                     
FQQASQAYEKQDLFYLLKLQLQLEQNKGLGAKDLSAEQLRFYKLALDAQSQQLESQIG
                     
EILDSFQLAKNVKAEHVHISDVYKAIDADCAELKQQLKWEKERLKHMKKVSGVEMLLG
                     HGVL"
     gene            200318..200902
                     /gene="cmoA_2"
                     /locus_tag="DSM_02252"
     CDS             200318..200902
                     /gene="cmoA_2"
                     /locus_tag="DSM_02252"
                     /EC_number="2.1.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_01589"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA (cmo5U34)-methyltransferase"
                     
/translation="MNEKFIQLSKELKHRPILEKALGYFPNLPLVAIDCGCGAGNESA
                     
YLLSKGFNVHAFDISIDAQKVCTERFKDDSKFIFYHESFEDFNFPSASLIIASSSLFF
                     
CNPSYFYSVIKRMINALSEGGILVVDLLGIYDEWVIREPTKFIGFTYQDIADLFLCDF
                     NLLFHKEMNENLPLLNGCIKTWHLHMLILQKSDF"
     gene            complement(200959..203838)
                     /gene="valS"
                     /locus_tag="DSM_02253"
     CDS             complement(200959..203838)
                     /gene="valS"
                     /locus_tag="DSM_02253"
                     /EC_number="6.1.1.9"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HXH0"
                     /codon_start=1
                     /transl_table=11
                     /product="Valine--tRNA ligase"
                     
/translation="MTDAQTAQNIATTYDPTEIEKKWYKTWEEQGYFKPSGHGESFCI
                     
MIPPPNVTGSLHMGHGFNNAIMDALTRYNRMMGKNTLWQPGTDHAGIATQMVVERQLG
                     
LQGITRHDLGREKFIEKVWEWKEQSGGTITKQIRRLGSSVDWSRERFTMDEGLSNAVK



                     
EVFVRLHEDGLIYRGKRLVNWDPKLQTALSDLEVESKEEKGSLWHFKYFFEDKSVKTQ
                     
DGKDYLVVATTRPETLLGDTAVAVHPEDERYAHLVGKNIVLPITGRLIPIVADDYVEK
                     
DFGTGCVKITPAHDFNDYELGKRNSLPIINIFNKNAEVLGEFEYIAKAGEQISKTITA
                     
PADYAGLERFEARKKLVAQAEAEGWLDQIQPYDLKAPRGDRSGVIIEPLLTDQWYVKI
                     
APLAEPAIEAVQDGRIKFVPEQYSNMYMAWMRDIQDWCISRQLWWGHRIPAWYDADGN
                     
IYVGRSEEEVRAKNNIAADVELKQDEDVLDTWFSSALWTFSTLGWPEQTPELKTFHPT
                     
DVLVTGFDIIFFWVARMIMMTMHFMKNEDGSSQIPFKTVYVHGLVRDGEGQKMSKSKG
                     
NVLDPLDLIDGIDLESLVAKRTTGLMNPKDAAKIEKSTRKEFPEGINAYGTDAVRFTF
                     
CALANTGRDIKFDLKRVEGYRNFCNKIWNATRFVLMNVEGQTVGTDARPDLWELPEQW
                     
IISRLQKAEAAVHQAFATYRLDLAAQAIYDFIWNEYCDWYVELTKPVLNDAEVSEERK
                     
AEVRRVLLAVMEASLRLAHPLMPYLTEEIWQTLAPMLGQGGPTIMTAQYPIPEQAKIN
                     
EQAEADMQWLQGLIGAVRNIRGEMGLGNARLLPVLLQNISNAEREQITRIEALFKALA
                     
KVESIEFLGKDQEPPLSSSSVVGHASVFVPMKGLIDPKAELARLQKDLDKIQKQHDQI
                     AGKLANEGFVSKAPAAVVEGEKAKLAEFAAQLDKVKANMEQIAAL"
     gene            204035..204712
                     /locus_tag="DSM_02254"
     CDS             204035..204712
                     /locus_tag="DSM_02254"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSYKVFLKISDSTYTQFASIREKLHAGVRESQSKVLGDVLSDLS
                     
CEIIEQVFSVLLKDEQDNSTMTQKQRYESEKVLQQILDTFRKYMPWSVSFFGNERLLP
                     
LVDYMTSLMKEREQEVYITYPITPQLVQQAQTLTEQIREGNMQSVEKAFQTLIQIVDL
                     
GVTSLVREPKKRLKFNLVVDKTLNGVINMTTHLGYKRLEKLGTQVDQTTATHYINHFL
                     AFMHQAA"
     gene            204738..205544
                     /gene="fabG_6"
                     /locus_tag="DSM_02255"
     CDS             204738..205544
                     /gene="fabG_6"
                     /locus_tag="DSM_02255"
                     /EC_number="1.1.1.100"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9KQH7"
                     /codon_start=1
                     /transl_table=11



                     /product="3-oxoacyl-[acyl-carrier-protein] reductase 
FabG"
                     
/translation="MAKLDTLQNKVVWVTGASSGLGKALAGEFALQGAQVILTSRRFE
                     
ELEEVRVGLLHPDQHLSVVADITNQEQVQEAYEQILKAKGRIDWLINNAGLSQRALIQ
                     
DTTMATERAIMEVDYFSQVALTKTVLPTMLKQKSGRVVFVSSVAGLLGTQYRASYSAA
                     
KAAIHMWANSLRAEVADQGVEVSVIFPGFVKTNVSFNALNGAGQPQGHQDEAIENGLE
                     ADVFAEQSVKALMQGQEYIVVGGTKEKLGVMVSRMSPKLLYKMIRKTKVK"
     gene            205599..206033
                     /locus_tag="DSM_02256"
     CDS             205599..206033
                     /locus_tag="DSM_02256"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDQDYHRILEVITRFQLVFDQKNWDAFDELLADQLEVDYLQFRG
                     
EPLCVVSCHEYKGSRQQALSHLRLQHNLSNPLIRIEQDRAWLECNYQIYRFSENDYFH
                     SFGRYYFTLAKQQGIWKITGICQHLTKNIGNPRIHFSAMGQC"
     gene            complement(206030..206464)
                     /locus_tag="DSM_02257"
     CDS             complement(206030..206464)
                     /locus_tag="DSM_02257"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A8C1"
                     /note="UPF0145 protein YbjQ"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDNLIFQLVIFLILFSIGWAFGRHIERKHLNELLEKEQQFAHIR
                     
IDTNRFATSDQLGHFISSNVVISHDYFKYVLASIKNILGGRLTSYESIVERARREAIV
                     RLKQQAQSVGANHIMGVRLSTTELGMQGGMVEVFAYGTAVKD"
     gene            complement(206472..206822)
                     /locus_tag="DSM_02258"
     CDS             complement(206472..206822)
                     /locus_tag="DSM_02258"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q81H14"
                     /note="UPF0145 protein BC_1012"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLLSNLESVPGHQILKQLDVVYGSTVRSKHVGRDLMASLKNIVG
                     
GELTGYTELLEESRQEAMQRMIAKAEQLGANAIVGIRFSTSNIAQGASELFVYGTAVV
                     VQPQAPHLPDPFNA"
     gene            complement(206932..208386)



                     /gene="oprM"
                     /locus_tag="DSM_02259"
     CDS             complement(206932..208386)
                     /gene="oprM"
                     /locus_tag="DSM_02259"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q51487"
                     /codon_start=1
                     /transl_table=11
                     /product="Outer membrane protein OprM"
                     
/translation="MQKVWSISGRSIAVSALALALAACQSMRGPEPVVKTDIPQSYAY
                     
NSASGTSIAEQGYKQFFADPRLLEVIDLALANNRDLRTATLNIERAQQQYQITQNNQL
                     
PTIGASGSAIRQVSQSRDPNNPYSTYQVGLGVTAYELDFWGRVRSLKDAALDSYLATQ
                     
SARDSTQISLISQVAQAWLNYSFATANLRLAEQTLKAQLDSYNLNKKRFDVGIDSEVP
                     
LRQAQISVETARNDVANYKTQIAQAQNLLNLLVGQPVPQNLLPTQPVKRIAQQNVFTA
                     
GLPSDLLNNRPDVKAAEYNLSAAGANIGAAKARLFPTISLTGSAGYASTDLSDLFKSG
                     
GFVWSVGPSLDLPIFDWGTRRANVKISETDQKIALSDYEKSVQSAFREVNDALATRAN
                     
IGERLTAQQRLVEATNRNYTLSNARFRAGIDSYLTVLDAQRSSYAAEQGLLLLQQANL
                     NNQIELYKTLGGGLKANTSDTVVHQPSSAELKKQ"
     gene            complement(208386..211562)
                     /gene="mexB_2"
                     /locus_tag="DSM_02260"
     CDS             complement(208386..211562)
                     /gene="mexB_2"
                     /locus_tag="DSM_02260"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P52002"
                     /codon_start=1
                     /transl_table=11
                     /product="Multidrug resistance protein MexB"
                     
/translation="MAQFFIHRPIFAWVIALVIMLAGILTLTKMPIAQYPTIAPPTVT
                     
IAATYPGASAETVENTVTQIIEQQMNGLDGLRYISSNSAGNGQASIQLNFEQGVDPDI
                     
AQVQVQNKLQSATALLPEDVQRQGVTVTKSGASFLQVIAFYSPDNNLSDSDIKDYVNS
                     
SIKEPLSRVAGVGEVQVFGGSYAMRIWLDPAKLTSYQLTPSDIATALQAQNSQVAVGQ
                     
LGGAPAVQGQVLNATVNAQSLLQTPEQFKNIFLKNTASGAEVRLKDVARVELGSDNYQ
                     
FDSKFNGKPAAGLAIKIATGANALDTAEAVEQRLSELRKNYPTGLADKLAYDTTPFIR
                     
LSIESVVHTLIEAVILVFIVMFLFLQNWRATIIPTLAVPVVVLGTFAVINIFGFSINT
                     
LTMFAMVLAIGLLVDDAIVVVENVERVMSEDHTDPVTATSRSMQQISGALVGITSVLT



                     
AVFVPMAFFGGTTGVIYRQFSITLVTAMVLSLIVALTFTPALCATILKQHDPNKEPSN
                     
NIFARFFRSFNNGFDRMSHSYQNGVSRMLKGKIFSGVLYAVVVALLVFLFQKLPSSFL
                     
PEEDQGVVMTLVQLPPNATLDRTGKVIDTMTNFFMNEKDTVESIFTVSGFSFTGVGQN
                     
AGIGFVKLKDWSKRTTPETQIGSLIQRGMALNMIIKDASYVMPLQLPAMPELGVTAGF
                     
NLQLKDSSGQGHEKLIAARNTILGLASQDKRLVGVRPNGQEDTPQYQINVDQAQAGAM
                     
GVSIAEINNTMRIAWGGSYINDFVDRGRVKKVYVQGDAGSRMMPEDLNKWYVRNNKGE
                     
MVPFSAFATGEWTYGSPRLERYNGVSSVNIQGTPAPGVSSGDAMKAMEEIIGKLPSMG
                     
LQGFDYEWTGLSLEERESGAQAPFLYALSLLIVFLCLAALYESWSIPFSVLLVVPLGV
                     
IGAIVLTYLGMIIKGDPNLSNNIYFQVAIIAVIGLSAKNAILIVEFAKELQEKGEDLL
                     
DATLHAAKMRLRPIIMTTLAFGFGVLPLALSTGAGAGSQHSVGFGVLGGVLSATFLGI
                     FFIPVFYVWIRSIFKYKPKTINTQEHKS"
     gene            complement(211575..212825)
                     /gene="acrA"
                     /locus_tag="DSM_02261"
     CDS             complement(211575..212825)
                     /gene="acrA"
                     /locus_tag="DSM_02261"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AE06"
                     /codon_start=1
                     /transl_table=11
                     /product="Multidrug efflux pump subunit AcrA"
                     
/translation="MMSAKLWAPALTACALATSIALVGCSKGSDEKQQAAAAQKMPPA
                     
EVGVIVAQPQSVEQSVELSGRTSAYQISEVRPQTSGVILKRLFAEGSYVREGQALYEL
                     
DSRTNRATLENAKASLLQQQANLASLRTKLNRYKQLVSSNAVSKQEYDDLLGQVNVAE
                     
AQVAAAKAQVTNANVDLGYSTIRSPISGQSGRSSVTAGALVTANQTDPLVTIQQLDPI
                     
YVDINQSSAELLRLRQQLSKGSLNNSNNTKVKLKLEDGSTYPIEGQLAFSDASVNQDT
                     
GTITLRAVFSNPNHLLLPGMYTTAQIVQGVVPNAYLIPQAAITRLPTGQAVAMLVNAK
                     
GVVESRPVETSGVQGQNWIVTNGLKAGDKVIVDGVAKVKEGQEVSAKPYQAQPANSQG
                     AAPNAAKPAQSGKPQAEQKAASNA"
     gene            complement(212850..213476)
                     /gene="pgpB"
                     /locus_tag="DSM_02262"
     CDS             complement(212850..213476)
                     /gene="pgpB"
                     /locus_tag="DSM_02262"
                     /EC_number="3.1.3.27"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:O34349"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphatidylglycerophosphatase B"
                     
/translation="MPYLLLCIGCVFLGLGVLGLFVPSLQSLDLLTVQTLSHHRLDYL
                     
NTITTFLARVGGMPFVCFLSFLVCIYLAWYKKYITVIFISLGVIGSITMGWLLKWCVN
                     
RPRPPEAYHIVESYGASFPSAHSVYASTLACLAMIMLCHKHNINSPYIVLISCLWFVC
                     MGLSRIYAGVHFPTDVLAGWGIGFIWIALLWLWLLQTQSRLSRKQIYF"
     gene            complement(213661..215721)
                     /locus_tag="DSM_02263"
     CDS             complement(213661..215721)
                     /locus_tag="DSM_02263"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MHINFSEHFFKIQKQLENPQAVIDENILIDLVNALRPSDPQDTD
                     
EIEQKIQAFIDSLLLTPTAPALLQTFLLRLINQYKQVSLYADSGILSLDGFWNQLGQR
                     
LGGHFLPLIEDASQLKILIGKIFYLESDSIWLNNVDDKDWATLFGLIGQSNSNVDEKH
                     
AIQREMIKAITVLSYRISGIGLYPEFINAQPELTEYESPFLVQNREIIEFIEKYKKQD
                     
ISSNDIAVLPPPDASQAFVMLEQCRDVVLKIRRATKRIGVSLSLTYLLSLLEQCLDRI
                     
ELLLYLVVDDSEGRYVSLGNLISDLTKAHYSEKSVRSLLSTTSELIAFQVTENASRTG
                     
EHYVSTDTKGFWGMYKAAAGAGVIIACMASLKILAARMTMAPLMQAFTFSMNYSLGFI
                     
LIHVLHFTVATKQPAMTAAALAATVQQRKGSKTAQIAELAALIINIIRTQFIAILGNI
                     
SIAIPTAALITFAWQFYLDEPLLTHTKATYLLHSLNPFTSLAVPHAAIAGVCLFLSGL
                     
IAGYFDNMAVYRKVGPRLKAHRRLRNLFGQERLNRFAEYIERNLGALAGNFLFGVMLG
                     
SMGTIGFILGLPLDIRHIAFASANFIQGLMTINGSPDIGLIIVSFLGVLCIGLTNLFV
                     
SFTLTIIVALRARRVRFEQWKPLAKLVMTHFLTRPSDFFWPPKQPLELEENAQANSGK
                     KAEH"
     gene            complement(215736..216713)
                     /gene="sdsA"
                     /locus_tag="DSM_02264"
     CDS             complement(215736..216713)
                     /gene="sdsA"
                     /locus_tag="DSM_02264"
                     /EC_number="2.5.1.84"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O24743"
                     /codon_start=1
                     /transl_table=11



                     /product="All-trans-nonaprenyl-diphosphate synthase
                     (geranyl-diphosphate specific)"
                     
/translation="MVIDFKQDILAPVATDFAAMDHLINEGISSKVGLVMSVSKHVVE
                     
AGGKRMRPIMCLLAARACGLDNMQNAQRLAAIIEMLHTATLVHDDVVDESGLRRGRPT
                     
ANATWNNQTAVLVGDFLIARAFDLLVDLNNMTLLKDFSTGTCEIAEGEVLQLQSQHQP
                     
DTTEETYLKIIHGKTSRLFELATEGAAILAGQEAYREPLRLFAGHFGNAFQIIDDILD
                     
YTSDAETLGKNIGDDLMEGKPTLPLISALAHSTGEEHAIIRRSIATGGVDQLPKVIEI
                     VQKSGALDYCQRRAQEETEAALQALSILPDTPYRQALINLTRLALHRIQ"
     gene            217157..217468
                     /gene="rplU"
                     /locus_tag="DSM_02265"
     CDS             217157..217468
                     /gene="rplU"
                     /locus_tag="DSM_02265"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AG48"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L21"
                     
/translation="MYAVIQSGGKQHRVVEGETLKVELLKAESGATITFDDVLMVVNG
                     
DNIQIGAPVVAGAKVTAEVIGHGRHDKIRIIKMRRRKHYRKQQGHRQWFTELKITGIS
                     G"
     gene            217487..217744
                     /gene="rpmA"
                     /locus_tag="DSM_02266"
     CDS             217487..217744
                     /gene="rpmA"
                     /locus_tag="DSM_02266"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HVL7"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L27"
                     
/translation="MATKKAGGSTKNGRDSNPKMLGVKVYGGQTVTAGNIIVRQRGTE
                     FHAGANVGMGRDHTLFATADGVVKFEVKGQFGRRYVKVETV"
     gene            217985..218680
                     /gene="lolA"
                     /locus_tag="DSM_02267"
     CDS             217985..218680
                     /gene="lolA"
                     /locus_tag="DSM_02267"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9I0M4"
                     /codon_start=1
                     /transl_table=11
                     /product="Outer-membrane lipoprotein carrier 
protein"



                     
/translation="MNMLRKTMCAITLSASVLAPVMSTTAFAAPVAAPEQQAIGNLVN
                     
QLSGLQRLTADFEQITKANTKTVAQKKGLSAQHMNQTFKGSMKVERPGKFYWETVSPS
                     
KQTIVTSGKTVWIYDPDLQQAVRQSLDDQVADTPALLLSGNTNQIMKSYRVTQPDKSK
                     
LYFTLFPKKEDGAFQSLTISFGANKAPTLMVLQDSLGQTTYVRFKNVKVNASIPASTF
                     NFTPPKGTDIIDQ"
     gene            218808..219596
                     /locus_tag="DSM_02268"
     CDS             218808..219596
                     /locus_tag="DSM_02268"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQLYDKKTIFILPMLAAMVAVSGCQPKSTAKDEQPASSASVKEQ
                     
KQAEVPVIQAKVVPVKLPKPKVCLEDGCTEYDFQTVQTNQKWINDYFTNRIKKADPNA
                     
FANLADKPVEVPEGEPSSSQSAIYVRYLGQNYNLATFAFQTYSYSAGAAHGMSHQEFV
                     
NFDLLNKKHITVEELIKPDVEKQLVDALFDANTNWLQEHNISREKLQLSDNFYYGANG
                     IVFVYPIYELASYAEGMSELTLPYFEAAKYIKPEYLPSVPNYNL"
     gene            219715..220986
                     /gene="serS"
                     /locus_tag="DSM_02269"
     CDS             219715..220986
                     /gene="serS"
                     /locus_tag="DSM_02269"
                     /EC_number="6.1.1.11"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A8L1"
                     /codon_start=1
                     /transl_table=11
                     /product="Serine--tRNA ligase"
                     
/translation="MIDPKLLRNNIEVVNAALAKRGVQLDVQEWASLETRRKDLQSKT
                     
EKLQAERNAGAKQVGQIKKSGGDASEIMARMQAIGDEIKAAEVALSELQNEIEQKALS
                     
IPNLPDESVPAGKDENDNVEISKWGTPRQFDFEIKDHTDLGEWMGGLEFETATKLTGS
                     
RFSVLKGPLARLQRALTQFMLDTHTLKNGYTEAYVPYLVNADSLRGTGQLPKFEEDLF
                     
KLQGEKEYYLIPTAEVPVTNFVRDEIIDADRLPLKYAAHTPCFRSEAGSYGRDTRGLI
                     
RQHQFDKVEMVQIVKPETSMQALEELTAHAEGILQALGLPYRKILLCGGDMGFGATKT
                     
YDLEVWVPSQNTYREISSCSNMGDFQARRMKARYRMDQKKTELVHTLNGSGLAVGRTL
                     LAVMENYQREDGSIEIPEVLRPYMGGATFID"
     gene            221054..222427
                     /gene="cysG"



                     /locus_tag="DSM_02270"
     CDS             221054..222427
                     /gene="cysG"
                     /locus_tag="DSM_02270"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AEA8"
                     /codon_start=1
                     /transl_table=11
                     /product="Siroheme synthase"
                     
/translation="MDIFPISLKLQQQRCLIVGGGHIALRKATLLAKAGAIIDVVAPA
                     
IEDQLLQLIKTTGGEPFIEAFAEKFLSTPYRLVIAATNDAEVNKIVFEQCEARNLLVN
                     
SVDDIPHCRFMVPAIIDRSPLIVSVASNGTSPVLSRQIRTQLETSIPHGMGKLAEFSG
                     
KWRNQVKEKISNPDERRIFWENLYASPLKEQVFNDNLDVADSMLEQALQEWKAPKGEV
                     
YLVGAGPGDPELITLKALRLMQQADVVIYDRLVSAPILELCRRDATKIYVGKARSNHS
                     
VPQEGINALLVDYAKKGKRVCRLKGGDPFIFGRGGEEIQELFQAGVPFQVVPGITAAS
                     
GCSAYAGIPLTHRDYAQSVRFLTGHLKEGSPELPWNELVYENQTLVLYMGLVGLERIC
                     
EQLIAHGQRPDMPVALISKGTTPEQKVVVGSLADIASKVTEHQIHAPTLTIIGEVVRL
                     REQLQWN"
     gene            222504..222977
                     /gene="trmL"
                     /locus_tag="DSM_02271"
     CDS             222504..222977
                     /gene="trmL"
                     /locus_tag="DSM_02271"
                     /EC_number="2.1.1.207"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q74Y93"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA (cytidine(34)-2'-O)-
methyltransferase"
                     
/translation="MIHVVLYEPEIPANTGNIIRLCANTGAQLHLVKPLGFELDDKKL
                     
KRAGLDYHEWARMQIWDNIELCLADLKAKGVEHVFPLTTKGSATPHTVDLNRPVALLM
                     
GPETRGLPEHVRLMFPQEQWIRLPMAENSRSLNLSNATAVIVYEAWRQQGFKKLG"
     gene            complement(223027..223407)
                     /gene="yybR_2"
                     /locus_tag="DSM_02272"
     CDS             complement(223027..223407)
                     /gene="yybR_2"
                     /locus_tag="DSM_02272"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37486"
                     /codon_start=1
                     /transl_table=11



                     /product="putative HTH-type transcriptional 
regulator
                     YybR"
                     
/translation="MNEGLKYNVFQQHCPARLFFEKIADKWVLLILNVLEEETQHFNL
                     
LKKNIQGISPKVLSQKLKMLERDGFIERKIQNTSPIRVDYSLTSLGQNVASMAFQLKE
                     WAETNIEQVLAAQMTYDEKVLEQA"
     gene            223525..224085
                     /gene="fldP_1"
                     /locus_tag="DSM_02273"
     CDS             223525..224085
                     /gene="fldP_1"
                     /locus_tag="DSM_02273"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA 
sequence:UniProtKB:A0A0H2ZDT7"
                     /codon_start=1
                     /transl_table=11
                     /product="Flavodoxin FldP"
                     
/translation="MSNSNIAVVYFSGYGHTKVVAETFANEINAQLIQIDQEGNITEQ
                     
DWETLNNAKGIVFGAPTYMGTAPWQFKKFADATSKVWFTRGWQDKVFAGFTNSASLNG
                     
DKQVTLIQLQTLASQHGGIWVSLGLLPANTKDATREDVNNLGGSVGLLVQSPSDASVD
                     EVPTGDLETAKVYAKRVQAIVNKIYG"
     gene            complement(224124..225524)
                     /gene="plaP"
                     /locus_tag="DSM_02274"
     CDS             complement(224124..225524)
                     /gene="plaP"
                     /locus_tag="DSM_02274"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AA47"
                     /codon_start=1
                     /transl_table=11
                     /product="Low-affinity putrescine importer PlaP"
                     
/translation="MRITPLTNLSGTKPTAKLQKNLVLWHIIIIGLAYIQPLTLFDTF
                     
GLVSERSGGHVPTSYIFALVAILLTSISYGHMIKRYPSSGSAYTYAQKSIHPNVGFMV
                     
GWSSWLDYLLSPLVNIILADIYLRALFPEVNNWLWVIGLTALMTVINLFGARFVARFN
                     
STIVVIQLGVIFYFVYQVYILLTQGVYADGTLNPDKAELWSLTPFWNDMTSISALIGG
                     
ATVLCFSFTGFDALSSLAEETKDAEKTLPKAIFSTALLAGIIFIVSTYFIQLYFPSNP
                     
NIYFKPLDESQPVMVAAIGSIAFKTLVLYFAVVAVMASGISAHAGVSRLMYVMGRDGV
                     
INKKLFGHISPRLHTPTYNILIVGVVALSAGFLDLEHIVNLISFGALTAFSFVNFSVI
                     
SRYALRDGKNKSIKDIINYIIVPTLGFASVFLMWLEIDKLALQIGLAWAVFGVGYLAY
                     KTKGFKYNAPQHNEHE"



     gene            complement(225775..226959)
                     /gene="dhaT_2"
                     /locus_tag="DSM_02275"
     CDS             complement(225775..226959)
                     /gene="dhaT_2"
                     /locus_tag="DSM_02275"
                     /EC_number="1.1.1.202"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q59477"
                     /codon_start=1
                     /transl_table=11
                     /product="1,3-propanediol dehydrogenase"
                     
/translation="MAKPYYEFFCPVKVIAGNAALEHIPFELATLGAKRPLIITDKGV
                     
RANGLLNPIEAAFSTTDAVIGHVFDDVPPDSSLEVVRLAAEAYRTNKCDAIIAVGGGS
                     
VIDTSKATNILVSEGGDDLLQYSGAHNLPKPLKPFFVIPTTSGTGSEVTMVAVVSDTQ
                     
KNVKLAFASYYLMPHAAILDPRMTLTLPPHLTAMTGMDALTHCVEAYTCMAANPLSDA
                     
YASAGIKKISENLFNVLENPNDSQGRLELAQASTMAGIAFSNSMVGLVHSLGHALGAV
                     
AHLPHGLCMNLFLPYVLEYNKQVNGQKIGELLLPLAGADIYAQTPATQRADRAIATIL
                     
AMRDRLFSLTKLPRTLRETGKVTEAQLDEVAEKALNDGSIIYNPKEASLKDLREILQK
                     AW"
     gene            complement(226961..227410)
                     /locus_tag="DSM_02276"
     CDS             complement(226961..227410)
                     /locus_tag="DSM_02276"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MASQVDSEIQEEVSKFPVHFVLSMNVFPNGPAFFARVTEDKQLE
                     
LLKRAEKKPDLTITFKHVTHAFLVFSFQESTAQAFANDRMIADGDVSAAIRLVRCLNK
                     MESLILPKLVASLAVKEYPTELTLKEKFNQAANIYLKVAKSYFKRSA"
     gene            complement(227575..228228)
                     /gene="lipB"
                     /locus_tag="DSM_02277"
     CDS             complement(227575..228228)
                     /gene="lipB"
                     /locus_tag="DSM_02277"
                     /EC_number="2.3.1.181"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P60720"
                     /codon_start=1
                     /transl_table=11
                     /product="Octanoyltransferase"
                     
/translation="MSLDKPTLIIRQWNDLQDYQSKFESMKNLTNQRDENTADELWLL



                     
QHHKVLTQGQAGKPEHILIPSNIPVVQTDRGGQVTWHGPGQLVAYFMFDLNRLKWNVR
                     
TLVSFAEQFMIDVLKKYNIEAYAKPDAPGVYVDGRKIGSLGFKIRRGRSYHGLALNLD
                     
CALTGFQTINPCGYAGLEMVRIQDLVTPYPSFEQLCQDFIEYIKATGYFNDPEVKIE"
     gene            complement(228412..228699)
                     /locus_tag="DSM_02278"
     CDS             complement(228412..228699)
                     /locus_tag="DSM_02278"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A8J4"
                     /note="UPF0250 protein YbeD"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLDRTPSRELREDLWVFPMDYPIKLIGDAGEELRIAVVDILVKH
                     FPDFDQTTLKVQESRTGKYHSLTAQLRFDELEQVHALYADLAACPQIRTAL"
     gene            complement(228797..230683)
                     /gene="rpoD"
                     /locus_tag="DSM_02279"
     CDS             complement(228797..230683)
                     /gene="rpoD"
                     /locus_tag="DSM_02279"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P00579"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA polymerase sigma factor RpoD"
                     
/translation="MSDMHSPTSQVAALISRGKEQGYLTYAEVNDHLPDSITESEQIE
                     
DIIQMLQDVGIPVHERAPESDDTMFGESADATDEVAEEEAAAVLASVENEPGRTTDPV
                     
RMYMREMGTVELLTREGEISIAKRIEEGIRDVLNSIAYWPNAVEVVLKEYNDFLTGER
                     
RLADILSGYLDPETDEDIPEVLEDVEELEEEDESSTKSTKEVKLDDDDEEEESEGDDD
                     
SEGDSGPDPEVAKVRFAELEAAWAQTKAVIEKHGRNSPEANEALESLATVFMMFKFTP
                     
RLFDIISEMIRGTHEQIRANEREIMRYAVRRGRMDRNQFRTSFPKQESNPAWLDEQIA
                     
KAPAEIKAHLEKVRPDVLAFQQKIADIEKELGLNVSEIKDISKRMAIGEAKARRAKKE
                     
MVEANLRLVISIAKKYTNRGLQFLDLIQEGNIGLMKAVDKFEYRRGYKFSTYATWWIR
                     
QAITRSIADQARTIRIPVHMIETINKINRVSRQLLQEMGREPTPEELGERLEMDEVKV
                     
RKVLKIAKEPISMETPIGDDEDSHLGDFIEDQNITSPIDAATSEGLKEATREVLENLT
                     
EREAKVLKMRFGIDMPTDHTLEEVGKQFDVTRERIRQIEAKALRKLRHPSRSEHLRSF
                     LEND"
     gene            231042..231248
                     /locus_tag="DSM_02280"



     CDS             231042..231248
                     /locus_tag="DSM_02280"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSSTDFELDDNYGDDDDVGFDESSGKISAKESLEKRRLIDDLLA
                     QRRLERELKDFDYDLDDDDLDDED"
     gene            231324..231848
                     /locus_tag="DSM_02281"
     CDS             231324..231848
                     /locus_tag="DSM_02281"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSALDLDQLSEYLDGDHNEYGLDFAATHGFLCAIAVGPQFDRWL
                     
DELFEGNQKKVPAEIIQQIKVWLESIRQDLANENGIEFPFEVEEADVESSLGDWSVGF
                     
VDAMFLNEEAWFAPEYEEQLVDLTLPIMVFSGIDEEDPQMESFRRNGQLMDELAEEIP
                     DNLNELYLMYHTPN"
     gene            complement(231971..232903)
                     /locus_tag="DSM_02282"
     CDS             complement(231971..232903)
                     /locus_tag="DSM_02282"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q5ZRP2"
                     /note="UPF0176 protein lpg2838"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNATVEQLAPVEQQATAGWVVAALYQFKEVQDPADLQQRLLDLV
                     
KTINLCGTLIVAGEGINGTVAGDREAIDTIHQFLLNEGFNAMEYKESHSSDKPFRKMK
                     
IKLKKEIVTLGVEVKPRDLVGHYLDPKEWNELIARDDVILIDTRNDYEYKAGTFKGAI
                     
DPKTETFREFPEYVKKELEQHKDKKIAMFCTGGIRCEKSTSLLLQEGFKEVYHLKGGI
                     
LKYLEETPPDESLWEGECFVFDGRTAVTHGVEEGANIKCHACGWPLTPEESALPSYEH
                     GVSCLYCIDKTTEKQKAGFRMRQSQIAAAKRKRL"
     gene            233015..233500
                     /locus_tag="DSM_02283"
     CDS             233015..233500
                     /locus_tag="DSM_02283"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSSDHRMLSLTPCAGRCSTVFGDQVCRGCRRFNHEVIQWNTYTA



                     
EQRLAVWKRLDDQLDQILVPMLPQANLQHVEGFILGKRVRLMEGASKGRKLYHALKIC
                     
EKNKHLAHDSGLGISEAQVKQVWTEFERRILALAKASYELAWLRADGISHHLLNMFEE
                     E"
     gene            complement(233570..234844)
                     /gene="gltA_2"
                     /locus_tag="DSM_02284"
     CDS             complement(233570..234844)
                     /gene="gltA_2"
                     /locus_tag="DSM_02284"
                     /EC_number="2.3.3.16"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P14165"
                     /codon_start=1
                     /transl_table=11
                     /product="Citrate synthase"
                     
/translation="MSEATGKKAVLHLDGKEIELPIYSGTLGPDVIDVKDVLASGHFT
                     
FDPGFMATASCESKITFIDGDKGILLHRGYPIDQLATQADYLETCYLLLNGELPTAEQ
                     
KVEFDAKVRAHTMVHDQVSRFFNGFRRDAHPMAIMVGVVGALSAFYHNNLDIEDINHR
                     
EITAIRLIAKIPTLAAWSYKYTVGQPFIYPRNDLNYAENFLHMMFATPADRDYKVNPV
                     
LARAMDRIFTLHADHEQNASTSTVRLAGSTGANPYACISAGISALWGPAHGGANEAVL
                     
KMLDEIGSVENVAEFMEKVKRKEVKLMGFGHRVYKNFDPRAKVMKQTCDEVLEALGIN
                     
DPQLALAMELERIALNDPYFVERKLYPNVDFYSGIILKAIGIPTEMFTVIFALARTVG
                     WISHWLEMHSGPYKIGRPRQLYTGEVQRDIKR"
     gene            235807..236199
                     /gene="sdhC"
                     /locus_tag="DSM_02285"
     CDS             235807..236199
                     /gene="sdhC"
                     /locus_tag="DSM_02285"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P69054"
                     /codon_start=1
                     /transl_table=11
                     /product="Succinate dehydrogenase cytochrome b556 
subunit"
                     
/translation="MKSNRPVNLSMGQVLAVNLRSPVAIASILHRLSGVIVFLLVPVL
                     
LWILDKSLSSPEGFDYVKNVVFGNILVRFVVWVFVAGLIFHFIAGVKHLLADLGFAEE
                     LQSGRIAATISLILSVVAIIAAFVWIMF"
     gene            236199..236564
                     /gene="sdhD"
                     /locus_tag="DSM_02286"
     CDS             236199..236564
                     /gene="sdhD"
                     /locus_tag="DSM_02286"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P51057"
                     /codon_start=1
                     /transl_table=11
                     /product="Succinate dehydrogenase hydrophobic 
membrane
                     anchor subunit"
                     
/translation="MKSATGLTGSGSRDWFIQRVSAVVLAAYTVVLFGWILCKGGFDY
                     
QQWAGFMMTLPMKIFSLLAILSLIAHAWIGMWQVFTDYVTTRQMGPSAKGLRLVLTTA
                     VIIAVFVYAIWGIQIFWAN"
     gene            236577..238412
                     /gene="sdhA"
                     /locus_tag="DSM_02287"
     CDS             236577..238412
                     /gene="sdhA"
                     /locus_tag="DSM_02287"
                     /EC_number="1.3.5.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:G4V4G6"
                     /codon_start=1
                     /transl_table=11
                     /product="Succinate dehydrogenase flavoprotein 
subunit"
                     
/translation="MGAINPKEDYSNIQNLTFDAVIVGGGGSGMRASYQLAQAGLKVA
                     
VLTKVFPTRSHTVAAQGGIGASLGNMQEDNWHFHFYDTVKGSDWLGDQDAIEFMCREA
                     
PKVVYELEHLGMPFDRNADGTIYQRPFGGHSANYGDKPVPRACAAADRTGHALLHTLY
                     
QSNVKMGTQFFVEWIALDLIRNEAGDVLGVTAIDQETGNIAVFQAKATLFATGGAGRV
                     
YRASTNAYINTGDGLGMAARAGIPLQDMEFWQFHPTGVAGAGVLLTEGCRGEGAILRN
                     
KDGEPFMERYAPTLKDLAPRDFVSRSMDQEIKEGRGCGPKGDYILLDMTHLGADTIMK
                     
RLPSVFEIGKKFANVDITKEPIPVVPTIHYQMGGIPTNMHGQVCLPEPGTDNYTKPVK
                     
GFYAIGECSCVSVHGANRLGTNSLLDLVVFGKAAGEHIIDYVTKHHGDEYAPLPTNVL
                     
EQTLARVRKLDESTSGENAQEVADAIRDIVQDHAGVFRTQALLDKGVKEILALEPRVR
                     
NIHLKDKSKVFNTARVEALEVENLYEVAKATLISAAARKECRGAHTVVDYELPADHPT
                     YSYGRRDDEWMKHTLWYSSDNRLEYKPVRFKPLTVDPIPPAPRTF"
     gene            238427..239137
                     /gene="sdhB"
                     /locus_tag="DSM_02288"
     CDS             238427..239137
                     /gene="sdhB"
                     /locus_tag="DSM_02288"
                     /EC_number="1.3.5.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P07014"



                     /codon_start=1
                     /transl_table=11
                     /product="Succinate dehydrogenase iron-sulfur 
subunit"
                     
/translation="MSRGTRTFEIYRYDPDKDKAPYMQTFKLELTDKHRMLLDALLAL
                     
KVQDETLTFRRSCREGICGSDGVNINGKNGLACLQNLNDLPEKIVIRPLPGLPVVKDL
                     
VVDMNQFYDQYDKIQPFLINNQPAPPKERLQSPEEREHLNGLYECILCACCSTSCPSF
                     
WWNPDKFLGPSALLNAYRFIIDSRDTATAERLARLDDPFSLFRCKGIMNCVSVCPKGL
                     NPTKAIGHIRNMLLDQAG"
     gene            239708..242548
                     /gene="sucA"
                     /locus_tag="DSM_02289"
     CDS             239708..242548
                     /gene="sucA"
                     /locus_tag="DSM_02289"
                     /EC_number="1.2.4.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFG3"
                     /codon_start=1
                     /transl_table=11
                     /product="2-oxoglutarate dehydrogenase E1 component"
                     
/translation="MQEVADALRLDTELSADSAAYIEELYEQYLTSPTSVAEDWRQYF
                     
DKYPKGDQPHSAVREQFLLLGRNANRVQPVVQSTVSTEHERRQIGVLQLIAAYRNRGH
                     
QKAKLDPLGLAKREDIPDLDLSAHGLTKSDLDTVFNTGNLEIGKSEATLAEMIEAMEA
                     
IYCGSIGVEYMHIVDTKEKRWIQQRLESARGKFNFSNEQKKGFLERLTAAEGLEKYLG
                     
NKYVGAKRFGVEGGESFIPMVNEIIQRAGAVGCKEVVIGMPHRGRLNLLVNIMGKNPA
                     
DLFGEFEGKALHKKGSGDVKYHQGFSSNVMTPGGEVHLALAFNPSHLEIVGPVVEGSV
                     
RARQVRRRDIGGDDVLPVIVHGDAAFAGQGVNMETFQMSQTRGYTVGGTVHIIVNNQV
                     
GFTTSDPRDARSTEYCTDVAKMIQAPIFHVNGDDPEAVIFATQLAHDFRHEFRKDVVI
                     
DLFCYRRRGHNEADEPSGTQPLMYQVIAKKATTRTLYADQLVQEKVLDRAEADQMVED
                     
YRADLEAGNHVANALILEPNTKMFVDWTPYLGHEYTDDWDTSFDINRLKELGEGMSKL
                     
PEGFVMQRQVQKVIEDRVKMQTGETPLNWGAAETLAYATLLDEDYLVRITGEDVGRGT
                     
FSHRHAKLHNQVDGSTYIPLCHVKENQPRFAIYDSLLSEEAVLAFEYGYATTIPKSLI
                     
IWEAQFGDFVNCAQVVIDQFIASGETKWERVCGLTMLLPHGFEGQGPEHSSARLERFL
                     
QLCAEDNMQVITPTTPAQIFHALRRQAVRPIRKPLIVMSPKSLLRHKLATSTLEELAH
                     
GSFQTVIDEIDQINKSDVTRLVLCGGKVYYDLLEKRREQNLTNVAIVRIEQLYPYPEQ



                     
RLAEILAAYPNVKELVWAQEEPKNQGAWLFIAPRLYDDILKSGKQIRISFAGREASAA
                     PACGSPYLHAKQQAQLINDALAIEAEQSGDSQ"
     gene            242548..243744
                     /gene="sucB"
                     /locus_tag="DSM_02290"
     CDS             242548..243744
                     /gene="sucB"
                     /locus_tag="DSM_02290"
                     /EC_number="2.3.1.61"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P20708"
                     /codon_start=1
                     /transl_table=11
                     /product="Dihydrolipoyllysine-residue 
succinyltransferase
                     component of 2-oxoglutarate dehydrogenase complex"
                     
/translation="MATEIKAPVFPESVADGTIATWHKKVGEPVSRDEVICDIETDKV
                     
VLEVVAPADGSLVAIIKGEGDTVLSDEVIAQFEAGAGAAAAAPAAVEQAVAQTQAGAA
                     
PVVERNETVSDQAPAVRKALTESGIAASDVQGTGRGGRITKEDVANHQAKPAANVTPL
                     
SVAVGERIEKRVPMTRLRKRVAERLLAATQETAMLTTFNEVNMKPIMELRKQYKDAFE
                     
KRHGARLGFMSFFVKAATEALKRYPAVNASIDGDDIVYHGYYDIGVAVSSDRGLVVPV
                     
LRDTDRMSYAEVEAGIAAYAAKARDGKLSIEEMTGGTFTITNGGTFGSLLSTPILNQP
                     
QTGILGMHKIQERPMAVNGQVEILPMMYLALSYDHRMIDGKEAVGFLVAIKELLEEPA
                     KLILDL"
     gene            243807..245240
                     /gene="lpdG"
                     /locus_tag="DSM_02291"
     CDS             243807..245240
                     /gene="lpdG"
                     /locus_tag="DSM_02291"
                     /EC_number="1.8.1.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P31052"
                     /codon_start=1
                     /transl_table=11
                     /product="Dihydrolipoyl dehydrogenase"
                     
/translation="MSQQFDLVVIGGGPGGYEAAIRAAQLGFKVACIEKRIHNGKPSL
                     
GGTCLNVGCIPSKALLDSSHRYEDTVHHLADHGITTGEVNFDLAKLLARKDKIVDQLT
                     
GGIDQLLKGNGIEWLKGTGKLLAGKKVEFVPHEGETQILEPKYVILASGSVPVNIPVA
                     
PVDQDIIVDSTGALNFPEVPKRLGVIGAGVIGLELGSVWRRLGAEVVVFEAMDAFLPM
                     
ADKALSKEYQKILTKQGLDIRIGAKVSGTEVNGREVTVKYTQAGEDKEQTFDKLIVCV



                     
GRKAYAEGLLAEDSGIKLTERGLVEVNDHCATSVEGVYAIGDLVRGPMLAHKAMEEGV
                     
MAVERIHGHAAQVNYDTIISVIYTHPEAAWVGLTEEQAKEKGHEVKTGQFGFAVNGRA
                     
LAAGEGAGFVKFVADAKTDRLLGMHVIGPAASDIVHQGMIALEFVSSVEDLQLMTFGH
                     PTFSEVVHEAALAVDGRAIHAIQRKRK"
     gene            245388..246554
                     /gene="sucC"
                     /locus_tag="DSM_02292"
     CDS             245388..246554
                     /gene="sucC"
                     /locus_tag="DSM_02292"
                     /EC_number="6.2.1.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P53593"
                     /codon_start=1
                     /transl_table=11
                     /product="Succinate--CoA ligase [ADP-forming] 
subunit
                     beta"
                     
/translation="MNLHEYQAKALLKEYGMPVQEGILATNADEAVAAFEQLGGKFAV
                     
MKAQVHAGGRGKAGGVKVAKSKEDVIEFANNIIGTRLVTYQTDANGQPVNSIIVAEDV
                     
YPVERELYLGAVVDRSSRRITFMASTEGGVEIEKVAEETPEKIIKVEVDPLVGLQPFQ
                     
AREVAFALGLKDKQIGQFVKIMTAAYQAFVENDFALFEINPLSVRENGEILCVDAKVG
                     
IDSNALYRLPKVAALRDKSQENERELKASEFDLNYVALEGNIGCMVNGAGLAMATMDI
                     
IKLYGGQPANFLDVGGGATKERVIEAFKIILADTSVQGVLINIFGGIVRCDMIAEAII
                     
AAVQEVNVTVPVVVRLEGNNAELGAKLLDESGLKLISANGLSDAAEKVVAAVKA"
     gene            246569..247459
                     /gene="sucD"
                     /locus_tag="DSM_02293"
     CDS             246569..247459
                     /gene="sucD"
                     /locus_tag="DSM_02293"
                     /EC_number="6.2.1.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q51567"
                     /codon_start=1
                     /transl_table=11
                     /product="Succinate--CoA ligase [ADP-forming] 
subunit
                     alpha"
                     
/translation="MSVLINKDTKVLVQGFTGKNGTFHSAQALDYGTKVVGGVTPGKG
                     
GTTHLDLPVFNTMKEAVRETNADASVIYVPAPFVLDSIVEAVDSGVGLIVVITEGVPT
                     
IDMLKAKRYLETNGNGTRLVGPNCPGVITPGECKIGIMPGHIHQPGRIGIISRSGTLT



                     
YEAVAQTTKLGLGQSTCIGIGGDPIPGMNQIEALQLFQDDPDTDAIIMIGEIGGTAEE
                     
EAAEFIKSNVTKPVVGYIAGVTAPKGKRMGHAGAIISGGQGTAEEKFAAFEKAGMAYT
                     RSPAELGSTMLQVLKEKGLA"
     gene            complement(247875..248888)
                     /gene="trpS2"
                     /locus_tag="DSM_02294"
     CDS             complement(247875..248888)
                     /gene="trpS2"
                     /locus_tag="DSM_02294"
                     /EC_number="6.1.1.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9RVD6"
                     /codon_start=1
                     /transl_table=11
                     /product="Tryptophan--tRNA ligase 2"
                     
/translation="MSNVDQRPIILTGDRPTGQLHLGHFVGSLRSRVGLQDSHHQHLL
                     
LADAQALTDNADNPDKVRRNILEVALDYLAVGIDPTKTTICVQSCLPALNELTMLYLN
                     
FVTVARLERNPTIKSEIQMRGFERDIPAGFLCYPVAQAADITAFKATVVPVGEDQIPM
                     
IEQTNEIVRRVNRQIGQDLLPECKALLSNMARLPGFDGKAKMSKSLGNTIVLNASDKD
                     
IKKAVNAMYTDPNHLRIEDPGQVEGNIVFTYLDAFDPNKEEVEELKAHYRRGGLGDGT
                     
VKKRLEGVLKELITPIRERREELAKDPDYIMDVLRQGTDKCRIITQQTLDEVKDGLGL
                     FKF"
     gene            249096..250019
                     /gene="yedI"
                     /locus_tag="DSM_02295"
     CDS             249096..250019
                     /gene="yedI"
                     /locus_tag="DSM_02295"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P46125"
                     /codon_start=1
                     /transl_table=11
                     /product="Inner membrane protein YedI"
                     
/translation="MASGLLLLLDDIATILDDVALMSKMAAKKTAGVLGDDLALNAQQ
                     
VTGVRADRELPIVWKVAKGSFVNKLILVPLALLISVIAPWLINPLLMLGGLFLCYEGV
                     
EKVLHTITHKKASTSEEAQKEFDSEELDLATFEKDKVKGAIRTDFILSAEIVVISLGT
                     
VATATLMTKVSVLSIIAVVMTIGVYGLVGMIVKIDDLGLYLTKQAASFKQTIGRGLLA
                     
FAPLLMKLLSIVGTIAMFLVGGGIINHTIPLLHHVTENTVDHVETIPAVGNIIGALTP
                     TLINFAIGIVAGAIVLLVVSLIQKMWPKASS"
     gene            250049..250948
                     /locus_tag="DSM_02296"
     CDS             250049..250948



                     /locus_tag="DSM_02296"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WL85"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRWRDRRVSTNVEDRRGGGGVRAGGISIIGLVVAFVAWKFFGVD
                     
PQQAYQATQQVTASQQSNATAPESLTAEQKEASDFVGTVLADTEDTWTPIFKQLGKTY
                     
TPPKLVLFNGMIQSGCGTAQSAMGPFYCPADQKVYIDTEFFKDMREQMGISGEQNQTE
                     
LSRQDQAGDFAQAYVVAHEVGHHVQTLLGISSQVQQARAQVSQREGNQLSVRQELQAD
                     
CLAGIWANHNQQRTQFLEQGDVEEAMDAAQKIGDDYLQKRATGQVVPDSFTHGSSEQR
                     MHWFQVGLKTGDINQCDTFNNSI"
     gene            251186..252688
                     /gene="nhaP"
                     /locus_tag="DSM_02297"
     CDS             251186..252688
                     /gene="nhaP"
                     /locus_tag="DSM_02297"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:G3XD29"
                     /codon_start=1
                     /transl_table=11
                     /product="Na(+)/H(+) antiporter NhaP"
                     
/translation="MGNFFLLQAFTVVFALSIATTIFNKRILGFPQAIGVPLVSAIFV
                     
FILQWGASLLNGNQFITINIHNIEEAVRHIDFYDFLINGVICFILTSSALKFKISDLR
                     
SYWKQISILATIALVICAVLFGSLLYGFQLLVGHHVPILVLLLLGAALGATDPIGIKG
                     
VLSSIRAPHHLIVKLEGESLFNDAMCIALFMTLLNVLQGEHFSLVATLEALLYEIVVA
                     
VGIGWAFGIGTLRLLRGKHEMESLILTTALLASGAYLVALFAHASAPIACVIGGLIVG
                     
NKWKEIREEREIREVNHFWHTVEGIINSFLFTLIGLELFILDLNFSLILGGIVAFFIL
                     
HISRFAANFMSFAFFPTMRKTKSYNGSLTILSWGGVRGGISLALILAVANIPALSPYS
                     
SILIGYTFISVLLSGVVCGLGLPAVMNAFYYNPNEETEGLKGFYQKLCHKMNRRGFQY
                     IVGEDALGRETITIFNPDVIVDQKTEDGIATMHDPNKLQEVKRFESPDNF"
     gene            complement(254407..254694)
                     /locus_tag="DSM_02298"
     CDS             complement(254407..254694)
                     /locus_tag="DSM_02298"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLVASAGMFFRTPVIVTLPAASDALITLSAVTESIVKVTPAVFG



                     AAVSTVTTPVSVPALPAASVAVTVMVCGPSVNTGKVLSASVHVPSPLFTAG"
     gene            complement(254980..255468)
                     /locus_tag="DSM_02299"
     CDS             complement(254980..255468)
                     /locus_tag="DSM_02299"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVSIVYVCVSLTLLLLPAASVNVTLASIVLSASAVKSLPGTLTV
                     
HVPAVLSTVAVYVWPLITTVTTVFAASAGTFFNTPVTVTLPDASDALITLSAVTESTV
                     
KLTPSVFGPTASTVAVPGKDGLPAGSVAIASTSSPSLRPGFGTDQLPSGPATTVAVSP
                     LG"
     gene            complement(255556..256044)
                     /locus_tag="DSM_02300"
     CDS             complement(255556..256044)
                     /locus_tag="DSM_02300"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVSIVYVCVSLTLLLLPAASVNVTLASIVLSASAVKPLPGTLTV
                     
HVPAVLSTVAVYVWPLITTVTTVFAASAGTFFNTPVTVTLPDASDALITLSAVTESTV
                     
KLTPSVFGPTASTIAVPGNDGLPAGSVAIAVTLSPSFKPGFGTVQVPSGPATTVVVLP
                     SG"
     gene            complement(256132..256653)
                     /locus_tag="DSM_02301"
     CDS             complement(256132..256653)
                     /locus_tag="DSM_02301"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIGSSTGAFGATVSTVYVCVSLTLLLLPAASVNVTLASIVLSAS
                     
AVKSLPDTLTVHVPAVLSTVAVYVWPLITTVTTVFAASAGTFFNTPVTVTLPDASDAL
                     
ITLSAVTESTVKLTPSVFGPTASTIAVPGNDGLPAGSVAIAVTLSPSFKPGFGTVQVP
                     SGPATTVVVLPSG"
ORIGIN      
        1 tcagaagtga aacctcttag cgctgatggt agtgtgggat tacccatgtg 
agagtaagtc
       61 atcgccagct cattattcta aacaccccaa tctcaaaaga ggttggggtg 
tttttttata
      121 tgggaaaggg ataaaagtgg ctaggtaata aaaataaact gtgtattatc 
taactgaaca
      181 aacttagcct caatcaagca aaaataatgt agcactcaac agaagaaggc 
ttcttgaagt



      241 ataaagagct aactttgcaa gaaagctctc ttttaataat aattatttca 
actgcctgcg
      301 agcatgttta agagcagtac gcaggccttc ttctagtgtt ggatgataaa 
aaggtttctc
      361 taaaatatca tttaaagtta gctcttctcc aataatccag cttaatagat 
gagccatatg
      421 ttctgtagct tcggtaaata actctgcacc aagcaatttc tgactttctc 
gctctatata
      481 aacttcaata gcacccttat ttttcccgag tacgatagct cttccttgtc 
tttcataaga
      541 tgcttcacct gtaacaaagt ctactccatc atctttaagt tgtttataac 
tttgtcccac
      601 aattgccatt tctggatggc taaatacaat tcctaaggga ggaagagttt 
taactgaatt
      661 aagctgtgga taattcaaac agttatgaac aactttttta ccttcatggg 
cagcttcatg
      721 ttgtaaaggg gtagaagtgt atgcatcacc agcaataaaa attggatagt 
tatctagttg
      781 tttagttttt gcatttacag gtagtaattt aatatcttca aaagacttat 
caatattttc
      841 taactttagc gtgtcaagta agctcgaacg acctgttgca gataacacgt 
actcagtctg
      901 gatagactcc tctttttcat taattttata attcaatata acaccatcag 
aagtagattt
      961 aacctcatga ggcaatgtct caaataagaa atttaactct ttactcagtt 
cttcttgagc
     1021 gagttgttgt agcttaggac tagtaaatat cccaattctt ttactacgag 
caaatatagt
     1081 ggtttctaca cccaaatgat gcatggcttg ggcaatttct agggcaatta 
ctccacttcc
     1141 aataatagcg atagacttgg gtagggtgtt taattcaaat atttgatctg 
tagtaataag
     1201 acgatcatct aattcttgtt tccaagtttg atcataatta ggtgtagagc 
ctactgctaa
     1261 aataaaactt tttgactgat accgtttacc atttacttca atagtttttg 
catcaataaa
     1321 atgagcttta cccgaaattt tatgttcagt gggccattgt tcgacatctt 
ttactgtggc
     1381 cttagtaaaa cgatcacgta aggttctcac atgctccata acctgatcag 
tattaatatc
     1441 tgctgaagca ctcagcccaa cctcttgggc attttgtata tcatgcatac 
ggtttgcagt
     1501 agagattaag actttacttg gcatacaccc tacacgtgcg caagtagtat 
cccaagggcc
     1561 atcatttata attaaaagat tattagtgta ttttactgct tctttataag 
cgctaatacc
     1621 agccgtaccc gcgccaatga taataagatc gaacattctt aatgggctgt 
tttttagaga
     1681 tagtcatata gaatatatag aaaaaccctc ctaagcagag ggtttgtttt 
gcttattttg
     1741 acttaaaatg taaatttttg cgcgaatggt gattttaaga tagttgaaac 
aactccattt
     1801 tgattagtag attgaccttc aatacttacg ccattaatta catgtttaaa 
gtctaaagta



     1861 cttccattca aatcttgttt aaaagtaaaa atattttttc cttctaaata 
aatactacca
     1921 ttaaacttct gtagattcgt cgttggggtc tcattctcaa ctctacttcc 
ttcaatacca
     1981 gtaatatttg gtaagcttaa tacttgattc ttacctaatc tcactctata 
tattgcgtta
     2041 ttcgtattgc caggagttga gtttacaaca aatgatattg gttctgcgaa 
aggaacatta
     2101 ggattatcat tgataagtac attgaaacca gaaccacctt ggattacata 
gagatcacca
     2161 tcagttgagg tattatcttt atatacgctc attgcgcctg tggtaacttc 
tttttcagtt
     2221 ggctggcctg tctgtggatc ttggaccatg gtagttgtag taattttata 
atcgcttgtg
     2281 gttgagttaa ttaagacaaa tcttttttgt ttagtttgtt gaagtcccca 
tgactgttgg
     2341 aatggatatg caaaggctcc agtaatagtc acatcctgga agtttttatc 
cttattttca
     2401 ttctcaaaaa tataaattct ggtattagat tgatattcct gtaaatttgg 
agaaatatta
     2461 tcagaagcaa gcttaatatt ctttaaatca tctgctgtaa tatcaaaatc 
ccaatcatta
     2521 taacctgtaa gtaaggattt aatttcttca cctttaaata cgtagcaagc 
gcgataatct
     2581 gtagtactat taataaaaca tttttcacga taatgatcag tatatttagt 
aaggtccact
     2641 tttctaatat ctaaagttaa cttgagcggg ccttgtgcaa aagtatctaa 
tgcatgatcg
     2701 atataacctt ttgataagct ttcattatta agatcatatg caccaaataa 
atattttcct
     2761 tcttgcttta cactatttaa aacagaattg gcaagttctt gatcggttga 
aggtgtagtt
     2821 ggtgttgtcg ttgaacccga gtctgagttt tgattatagt agccatcacc 
acctccacca
     2881 caagctgata agaaaacagc taaagtaagc ccacataccc cttgagtaag 
tttcatcatt
     2941 atccccatta aaatgataag ttatttaaaa taatttttag ttttacaaaa 
taacatatat
     3001 ttcatgagct tgctcaggat atttacatca agaaaattta attaaatgct 
tgttcccata
     3061 cttaccccga cagtagggcg tacttgcata gatgaacacg cgctgagaat 
aaggcagctt
     3121 actaataaca aaatcaattt attcataaaa taactaagta aataaaaagt 
gatttaacaa
     3181 ctttagctga agactgtttg tatatctgtt gaattgatgc agttgtatat 
atttttttat
     3241 taaataaaag ctctatcttt aaataaaaat agagcttatg aatttattta 
atcgtctaac
     3301 aaatccattt gtttggctaa ttgataaaga ttgtttgaac ggtttccagt 
acggcagaac
     3361 atgagaaccg gttttggaag ttcattatag tgatttgcaa aagtacgaac 
atcaagttca
     3421 gtaatttggc cagctacaac aggctgataa acataatcta gaccagcttg 
gcgtgctgct



     3481 tcttcaattt gagcactggt tggttgttct ggaccacctt ccatgtcagg 
acggttatta
     3541 ataatagatt taaagccttt ttctacaact tgacccacat gttctgggcc 
aatttgacct
     3601 gcgaaaccaa cattctctga catttcgtca ctccaaaatt taataaaacc 
tcttatgctg
     3661 tatcatagca ttaagcttaa cctgagatac aagacactaa aacgttgttc 
ctacatagat
     3721 aaaatttatg taaaagaaca gctctagatt tttaaaaggc gatcaggatg 
ttttttgtaa
     3781 attcattact tcgaccataa tgccacggag cacatatgca cgcttatacg 
gttgagcctt
     3841 tatatgttcc atgtgatcag gaaatgatcg cagctgactt ttatattcca 
aaaacaaata
     3901 ataaatctgc ggtaattatc atggcacatg gttttgccgg attgcgtcaa 
ttcaaactca
     3961 tccaatatgc ccagcgtttt gctcaagctg gctatgcggt tattttattt 
gattaccgat
     4021 attggggtgg aagtacaggt aagccccgag agatgatttc tatcaactct 
caactagaag
     4081 actggaagac catgattcaa tatgcttcta cgtgtaaatt tatagataat 
cgaagaattg
     4141 tattgtgggg aacatcctta agtgggggat atgctttaag cctagcttct 
gaattaaaga
     4201 atattcaggc cattatggta caaattccat atgttgatgg tgcggaaaca 
gcaaaattat
     4261 acccattaca gcgttatccc caagctttaa agttgtcgag ccaagattat 
atgggttcaa
     4321 aaatgggcct taaccctaaa aggttgcctg ttgtagatca atataaattg 
tgctttatgc
     4381 caacagcaga tagctattat ggttatttat cgattgtgaa tccggattat 
tactggagtg
     4441 gagaagtccc ggcacgggtg ttttttaatt tgatgcgtta tcgcccaatt 
caacttgtac
     4501 gtcaaattaa tattccagtt ttatttattg cggctcagca tgattctttg 
attccaattg
     4561 agtctagtcg tgaagctgcg actaatattg ctccttttgt gagttatcat 
gaatgggata
     4621 tgaaacattt tgatatctat cacggttcat ggtttgaaaa agcagtgacg 
acccaattag
     4681 aatttttaca tcagcatata ggagtgatgt aaatgattat tgtatgtgca 
tcgtgcggtg
     4741 caaaaaatag agtaccagag gaaaaactta ccgctcaacc gagttgtgga 
caatgtcatc
     4801 agccattact cccgcttgag ccaattgagt taaatgaaca aaactttagc 
aactacatca
     4861 caaatagtga tctgcctatt ttgatagatt tatgggcaga atggtgcgga 
ccttgtaaaa
     4921 tgatggcgcc acattttgca caagttgcaa aacaaaatcc acgtgtcatt 
tttgccaaga
     4981 ttaataccga agagtctcct cgcttaagcc aagcatttaa tgtgagaagt 
attcctaccc
     5041 ttgtattaat gaataaaacc acagaagttg ctcgaatgag cggcgcatta 
cgcgcgcctg



     5101 aattgcaaca gtggctagat caacaacttc aaacgaattt cgggagctaa 
ggtgtcagaa
     5161 gcttatacca aaccagaagg aattttatcc ttacaaacga ttgccatgcc 
agcagataca
     5221 aactggagtg gtgatgtgtt tggtgggtgg atcgtgtcac aaatggactt 
ggctggagca
     5281 attcacgcgg agcgttttag tcgtggtcgc tgtgctacga tttccattaa 
tcagatgacc
     5341 tttttggttc cggtaaaagt aggctttgtt attagctgct ataccaaaat 
cttaaaagtg
     5401 ggtaatacct ctattcaaat gcaaattgaa gtttgggata gccatgatga 
ctctcgtgcc
     5461 ccaattcgta ttactgaagg ggtctttacc tttgttgcag tagatgtaaa 
aggcaacaaa
     5521 cgtcagattc ctgaggaagc gaaacagaaa tttcttgcct ctcaagaatc 
gtaataaaaa
     5581 agcccaaatt tgaatttggg cttttttata tctttatttc ttacgtttag 
gtaaccatgc
     5641 ccataacatt tggcattgaa tcggttcatt acctgcatca tcaatgaccg 
taactggaat
     5701 aacaagttca cctttctcat gatcagcaat atatttttgc tgttcggtag 
agagagtcgc
     5761 tgttgctgtt aaaccacctt caaccacttt taaataatca acatgtaatg 
atttgattaa
     5821 taaaatacgg ttatctggaa tatgtaaacc cgttagaaaa cctgttgcag 
tttctgccaa
     5881 aagcgccata gccgcagcat ggacaccttt aatatggttc tgcatatttt 
tttgattctc
     5941 taagcgaacc gtcacatggt ttacatctac ttccagatag cgaatgtttg 
ctgtacccac
     6001 cattggcaca atgcggccaa atgccttact ccaaagcgta ctccgaatac 
ctttagggaa
     6061 ttttgaagtt gcttttacca gttttaatag acgattggat tgagacatgg 
gattacctta
     6121 attgggaatg tcatgctaag acattaatct ttaaagttat taaattgtaa 
tggcagacca
     6181 aattgttgtt cacgtaaaaa agccatcact tgttgtaaag tgtcacgctt 
tttatcagtt
     6241 acacggattt tgtcgccttg aatagatgat tgcactttga tgccactttc 
tttaatggct
     6301 ttattaattt tttttgctgt atcagagtca aggccatctt ttagtttaat 
cacttgtaca
     6361 aaatttttgc ctgatgctgt tgctttctgt gggtcaagcg cttgcacatc 
aattttacgt
     6421 ttataaaagt gattttctaa catgttataa acttgttcac actggaaatc 
actttctgta
     6481 ctgattttta tctctttatt tttttcattt aattcgatag aaacatcatg 
accacggaag
     6541 tcaaaacgtg ttgcaatctc tttttgggtg ttttgtacag cgtggttaac 
ttcaaataac
     6601 tctaattcag aaacaatatc gaaagaaggc atagtttaga cctttacaaa 
gtgaaagaat
     6661 atttgagatg ctaagagggt tttcttcatt tgccaagtgt tgtttacatc 
aaaggagtgc



     6721 acaatgatcc gtaaacaaga aattacaaca tttgagttcc cagaaaatgc 
tgttatctgg
     6781 gatgtccgtg attcaagtgc ttatgcagaa gggcatgtta aaggtgcggt 
aagccgccca
     6841 attaatgatt taaatgctga tattttgaac caggtcgctg cggatcagcc 
gatttatatt
     6901 ttatgtggtg gtggtagcaa agctcctcgt gcagctgaga aactagaagg 
cttagatgcc
     6961 tcgcgtgaat atgtcgtgct gatgggaggg acgcgtgcag ctcgtgacgc 
aggtttacct
     7021 ctagagcagg gcgcataaaa aaagcacctt cgggtgcttt tttattggga 
ccaaattttc
     7081 tcaagtgcac tattgagatt taaaataagg tttcttagat ttaactttct 
tttgaaaacg
     7141 ttgggcatct aatttctgta ataggctttt gggaacagga caagcttcac 
ctaaaatttg
     7201 ggccactaaa acttcactac aaagcggcgc aaataaaaag ccctttgagc 
ctaaacctgc
     7261 aaaagtagaa atacggcttt cattctgcat ttttcccaca actggaaaat 
aatctggact
     7321 ttgagcgcga actgatgctc gtccttgcca ttgttcgact gacggtaatt 
gttttgcata
     7381 atgaggaaaa acgctgtgga ttaattcaaa gttatgcaca tggtcatcaa 
gcagtacttc
     7441 ttgatcgtct cggtttgggt agaaagaagc ccctagaata agttcagacg 
tattcagttg
     7501 catacaataa ccgccatagc tataggcttc gtttaaaggt aaggttgcaa 
aagaattatc
     7561 aacccagctc acctgtccac gtataggttt taagagcgga taattttcaa 
ataaagcagc
     7621 actttctctg gcgcagcaca ccacgacatg atcagcctct aaagtagttt 
cattaccact
     7681 ttttaattga actttatttt caaaagaaac aaatgtcgta atattggcaa 
ttttcagttc
     7741 aatacctgga tgttgcaaaa tttcagcacg taattggtgc ggagaaactg 
ctccagcttc
     7801 ggtcaacaaa atatgtggat agtctgattc aagtgagctt gtttgctgcg 
tgacaatatc
     7861 agcaggatat tgatcagcaa gatcgagaag atcttgtgca ttctttaaag 
ccatttgctg
     7921 tatttgaatc gggtgaaaag cttgaaaatt tttatagaaa tttaacgcat 
gttgccagct
     7981 taaagtcatg agatgctcat ggctttgttc aattgggcat agtttcggat 
taagcaatgc
     8041 caacggattg ccagaagcac ctgataacgg cgctgtacgc tcaaatagag 
tgacctgatg
     8101 cccacgttga gcaaatgccc aagctgtgct taaacctgca atcccagcgc 
caattacggc
     8161 gatatgctgc tgagtaaaat ggagagtgtc gctaactggt tctaataaaa 
tttcttcact
     8221 tacaggtgct ttccaaacgg ctttaagcat ttcccgttta tgcccaaaac 
cgcggggacg
     8281 agaaatatcg attccgtgag cctttagccc acgtttgagg acaccagcta 
cactaaatga



     8341 ggcaaaggta gtgccatagt cggaaagccg aacaatatta tttaaaacat 
tttgttccca
     8401 catgtccgga ttacaagaag gcgcaaaacc atccagaaac caggcattca 
ctgccttcgt
     8461 ttttaccata cttggaaaaa tatcttgtgc atctcctaac cataggtcga 
tgctgaagcg
     8521 ctcttctgga aaacttaaac gatggcagcc tgcaagaggt aagggatatt 
gctcaataag
     8581 ttgtttggaa agcggtttaa gttcatccca tacatttaaa gcacgaatga 
gatcagcttt
     8641 gcttaaagga aacttttcga cgctaattgc atgtaaatga ctgtggttat 
ttggacgtac
     8701 ttgttgccat agttgccaga gcgcaagaat atttaaacca gtgccgaacc 
cggtttctcc
     8761 tacactgaaa tattcaaaat cttgtaaatt ggctaatcgt tctgttaggt 
cattgccatt
     8821 taaaaataca tgccgtgttt caagcagacc attatcttta gaaaaataga 
catcaccaaa
     8881 ttgtttggaa atgggaactt caataccatc aataaattcc caatccagct 
cagcagtttg
     8941 tatacggttt gatttgttca ttcggtttaa taagtcgctc aggattacca 
ctgacgtcga
     9001 cgtttggtgt aaacataact cgcaataaag aagccaagca gtacgccacc 
tgcaagagtt
     9061 actgcgccat ataagaacat ttgagcacta cgttcacttt gtaaaacttg 
tacctgaaca
     9121 gacaagttat cgttctttag ctgcaattct tggttttgtg ctagcgcttc 
aaggtttgca
     9181 tgttctagct gttttagacg agatgcttga tcttgaacta aagccttaat 
ttttgcatct
     9241 tgctgttgct tgttctttgc gatttgttct gctgtaagcg gttgtgttga 
ggttggtgct
     9301 gttgtagtcg cgggtttagc tacagttgca gaagtaggtg ctggtttagc 
attctgtgtt
     9361 gacgctgcag ttggaggcgt tgctggtgtc gcagcaggtt caactgctcc 
ggcagttgaa
     9421 catatcaaac acaagccaag aaagcttttg gttgcaagct gcatgcgttt 
acccttttgg
     9481 aaatgcttta ttaaatggtt tgacatcaac atgactatag atgccttctt 
tcaaaaatgg
     9541 ttcttctttt aaccattcat ctaaggcttc acgtgtatca aactctacaa 
tcatggtgct
     9601 gccataaaaa ccagcttgcg gatcattagg gtcttttggc atcgctccag 
cagcaactag
     9661 acgaccttca tcatcaagtt tttgcaaacg ttcgatatgt tgaggacgta 
ctgctaaacg
     9721 tttctctaga gttccttcgt tatcggtaca gcttagaaca aaaaaaggca 
tgtcatcgta
     9781 tctctataat caatccgaaa ccacattaag catctggtga cttaaaatgt 
ttacgtaaaa
     9841 taatgaactg aataatgata aatgaaaaca tgacaatcat gtcaccaaat 
gcagtaaatt
     9901 cgccccaata ttttccgccg tggaataaaa acgcaaagaa aacatgtaaa 
ccagacatca



     9961 cgacaaacat agctgcccaa gcaaagttta aatttttcca acctttttcg 
cttaaggcta
    10021 aaatcggatc aaataaacgt tgaataagag gcttacggtc tttaccaaac 
caaggtgaaa
    10081 ctaagaaagc acctgcaaaa actagattca aaatagcggc ttttaagcgg 
atgtaaaaat
    10141 catcgctcaa cataagggta ataccaccaa aaatgactgt catgaacagc 
acaatccatt
    10201 gctgtttatc tagacggaac ttttgcatga tgaacaacgc accatacact 
accagcattg
    10261 aaataattaa accggtagta gcgacaagaa tattattatt atcaacaccg 
ccagcagacc
    10321 cgatcagttt gagtaaagga tgctgtgtat cggctggatc aactgtctta 
tataaataaa
    10381 agaaaataat taatggaaca aagtccagta gtgctttcat gttagagtat 
ctgatcaggt
    10441 ttggtgaatg gcatagtata aaagatgcaa ggcatagatt tacatacaca 
tagcaatatt
    10501 tctgatggaa ctttgtctcc agaattgcta gtgcaagctg ctgtcgatgt 
gaagttgcat
    10561 actttagcgc taaccgatca cgatacgatg gatggattac agcgtgcaag 
aaatgctgca
    10621 caaccccatg atttgcaaat tattactggt gtggagattt caagccagtg 
gtcacgacca
    10681 agcacgaaaa aaagctatgg cgtgcatatt gtggctttaa atatgcaaga 
tgaagcccca
    10741 attttagaag cattagaaca acaaaaaaga attagggcac aaagagcgga 
agttatttgt
    10801 gaactattaa aaaagtgtat tggctttgat atttatcaag atgtgctcga 
taaagttgaa
    10861 aatcaaccag accggattac cagaacccat attgctaaaa ccttagttga 
aaagaatgta
    10921 gtaagtcgtc ctcaacaagc ttttgatcgt tttttaaaag aagggaagcg 
tgcttttgta
    10981 aagtttgaag gattgggttt gaaagagacc attgaggtta ttcataacag 
taaaggattt
    11041 gcagttttag ctcatccaac ccgttatgat ttatcggcta caaatacccg 
gtatttgatt
    11101 gagttatttg caagttgtgg tggagatgcg gtggagttgc cgcctccagt 
agatccttta
    11161 tctactcgcc aaatgattga tcgtatgatt gaccagcatc atttggccat 
ttcaattggt
    11221 agcgattttc atggtgaaaa tatgccgtgg attaaattag gaaacacccc 
taaaccagcg
    11281 agtaaccagc aaggcatttg ggagcgtttt atctaattgc attttagagc 
aagttgttat
    11341 cttgagcttg aattggagga ggtgtgggct taccaagtgt ccccaaaagc 
tcaatttcga
    11401 tactacgtac cattgcatct aaaggtaaat cattactttg cgtaccaaat 
ggttcctcaa
    11461 tttcggtact taaagcatca agccctaaaa atgtataagc cagaattcca 
accagtaaag
    11521 gcgttgctaa accaagtaaa gatcctaagc taaatggcaa cataaaacag 
aaaaaataaa



    11581 cggtacggtt aagcaaaact gaataagcaa aaggaatagg agtatttgca 
atacggtcac
    11641 agccagtttg tacgacactt agatctgcaa cattcttatt catttgagca 
taaataatat
    11701 ctgaaatttc cccttcttta agcgcttgta ataattccca ttgaataagg 
ctaagcgtat
    11761 attgcggtgc gttattttgt tggtaaagtt gggtaagtgc ttgttggctc 
atgccactgg
    11821 tttgtattag ctcggtgggg ttggctgttt gacggcgtaa acggtcacgt 
aatacattgg
    11881 caaatacaat aacgtgctga atgacacgtt cacggcgggc ttgagttaaa 
atccggcagt
    11941 cacggtcgaa atgacgcgaa gttgcaatca ggacccccca taattttcgg 
gcttcccacc
    12001 agcggtcata acatgcagta ttcttaaaac ctaaaaaaat agaaagtacg 
acaccaatta
    12061 aagtaaagcc aactaaagga atttctggaa aacgatagag gttaatatat 
tcaaccccac
    12121 caatgattgc cgaaatcagc attactaccc ctaaagaggg caaaatttta 
ggtaaaatcg
    12181 tccctcgcca agagaataaa actttaaaaa tactgggctg ttcacgaaca 
atcattttat
    12241 tttaaacgtc gctatttttg ttttgatatt ctaagcttag tgaagctttg 
tcaatatcat
    12301 tgaacggcta ttgaggtagg gttgagcagt tgttgttcag caaatgaaaa 
gctaccttcg
    12361 ggcgagataa taaaatggtc cagcagacga atttcgacaa gctgacaggc 
ctgttcaagt
    12421 tgctgtgtga gtttaatatc ttcaggagag ggctgtgggg aaccaaatgg 
gtggttatgt
    12481 gctattacta attggcaagc gtgctgttgt aaggcataac gtaaggtttg 
attcactgaa
    12541 acagcgcagt gttgaactga accaaaaaat aactttttaa aatgtagttt 
tctcaactcg
    12601 gcatctaagc aaagtacggc aaagacttct tgtttttcac cttttaattc 
gtaacgcaaa
    12661 taatctagaa ctaaatgaga agaatgaagg cttagctcag tctgactaaa 
atgatagtcg
    12721 agataacgcc gtccaagctc ttttacggcc agtaattggg aatacttggt 
agctccaata
    12781 ccattaaatt gagctaattc attgtaagat gcatcgaaaa cagcgtttag 
actaccaaac
    12841 tgttgaatca gtaaacgtgc gagctctact gctgaatgtt gacgtgaacc 
tgagcgaaga
    12901 aagatcgcga gtagttcaga gtcagagaga ctttgagggc cttgttgtaa 
taaccgttct
    12961 cttggccgtt cttgttctgg ccaattttta atagaattat tcatattccc 
cagcaatatt
    13021 ctgcttaaaa atttattttg tttgcccaat caatcttggg tctgcgcgta 
tttaatgcta
    13081 ttgtgagcgc cactgcaaca gaaaggtatc ctgttcgtga gctttgattt 
aagtgttatt
    13141 cctcataaaa acattgtttt agctgttaca ggtgggattg ctgcctataa 
gagtgccatt



    13201 ttggtccgtc gtcttaaaga ttatggtttt gacgttcggg ttgtgatgac 
acacggggct
    13261 caagcattta ttacacctct aacctttcag gctctttcag gaaatcctgt 
acataccgag
    13321 cttttagacc ctgaggctga agctggaatg ggccatattg aattggctcg 
ttgggctgat
    13381 ttattactgg ttgctccagc aagctgtgac acattagcta agtttgctaa 
tggtttggca
    13441 gatgacttac tcagtacttt atttttagca actaaagcgc ctgtgtgggt 
cgctcctgcg
    13501 atgaaccagc aaatgtgggc tgcaaaagca actcagcgta atttacaaac 
tctggttgaa
    13561 gatggcgtgc atgtgattat gccagatgca ggggagcagg cgtgtggtga 
tgtaggctta
    13621 ggccgtatgc cggaaccgga agaaattgca aggcaagtgg cgggttattt 
ccatcaagcc
    13681 caacgtgcaa ttgctgaaaa atttgggttg ttggcaggta agcgagttgt 
aattactgcc
    13741 ggaccaaccc gtgaggcgat tgaccctgtc cgttatatct caaatcatag 
tactggaaaa
    13801 atgggctttg ctttagctgc ggcatgttat gcagcaggcg caaaagttac 
gttaattgct
    13861 ggtcccgtaa gtttagatac tccaaacggt gttcaacgtg taaatgttgc 
ttcggctcga
    13921 caaatgttag atgtcagtat ggaatcgctt gagactggct gtgacatctt 
tattgcgacg
    13981 gcggctgtag ctgattatcg cgtcgccgaa gtggcagagc ataaaattaa 
gaaagcaggg
    14041 gatgagctga atgtttccct tgtaaaaaat ccggatattg tggcaaccat 
tgcagctcag
    14101 gaaaaacgtc catttatggt gggctttgct gccgaaacgc agaatgttga 
agaatatgca
    14161 gcagggaaac tcgttgctaa aaagctagat atgattgcat gtaacgatgt 
ttctcgcgcc
    14221 gatattggct ttgcttctga tgaaaatgcg atgacagtat tttttgctga 
aagttaccat
    14281 atgaaaaaac gtgagttaga aaaagcatct aagcaagaaa tttctcaaca 
attggttgaa
    14341 gctatttcgg atgctttacg ccgtaaataa tttttgaacc acataaaaaa 
accgcgaata
    14401 aatcgcggtt tttttatagt cttatttaga caatcaaggg atttcatctt 
caaattcagg
    14461 tttgacctga acaatgaagt cttgacggtt aagaccacgc cataaggcaa 
atgctgtacc
    14521 gatataaatc gaagagtaag taccgacaaa gacaccgaca aacattgcaa 
cagagaacca
    14581 gtgtaagcca tcaccaccta agaacatcat tgcaagtact acgagcaata 
atgtcattga
    14641 ggtatggatg gtacggcgta aagtctcagt taacgcaata tcaacgattt 
cacgtggagt
    14701 tgcaccgcga attttacgga aattttcacg gatacggtct gaaacaacga 
tgttatcgtt
    14761 aagcgagaaa ccaatcaccg caagtacggc agctaaaact gtcaggtcaa 
atggccattg



    14821 gaataaagca aatgcaccaa taatgatgat gatgtcatgg aataaagaca 
tcacggcacc
    14881 cattgcgagt ttgaactcaa agcgaatggt gacatagatc aacattaaaa 
tcagcgcaag
    14941 tgcaacagcg ccagccgaac gaacataaag ctcgttacct acctgaccgc 
ctacagagtc
    15001 cactttatga acttctgctg cattgtttgg taattgcaca gctttggtaa 
tcgcattatt
    15061 aagatcttca accttaatat cttgtactgg catacgaaca agtaagtctt 
tattactacc
    15121 taaagtttgt actacagcat ctttaaaacc agctttgtcg agagcctgaa 
taacttctgc
    15181 ctgatttgct ggctgagcat agttaagctc ggctgaaaca ccacctgtaa 
aatccaaacc
    15241 taagttaaga cctttggtcg caataaagaa aatgctcgct aaagtaataa 
ggatcgagaa
    15301 gattgctgca ggtttagcaa tcttcatgaa cgggatgatt tttgcatcat 
ccggacgacc
    15361 atattgtttt gaaggctgtt gagtcacttt agtcatcata gatctcctta 
aatgctcaac
    15421 tttttcaagt tacggcgttt accataaatg atttgtacaa tcgcacgcgt 
tactgtaatt
    15481 gcagtaaaca ttgagcaaat aataccgatc attaatgtta cggcgaaacc 
tttaatcggg
    15541 ccagtaccga ttgcaaacag aatgaatgca acaaggaacg ttgttaagtt 
cgagtcgaaa
    15601 atggtgttat aggctcgatc ataacctgcc acaatagcct gtttaggtga 
ggccccccag
    15661 agcatttctt ctcgaatacg ttcacatatc agtacgttgg catcgactgc 
cataccaatg
    15721 gtaatgacga tacccgcaat acccggtaag gtgagggaag cacctatcca 
agacataatg
    15781 gttaaaatca ttgccaggtt aaatacaagt gcaaagtttg cgattaaacc 
aaatagacgg
    15841 aagaacacga ccatccagat tgcaacaagt aagaaaccga tttgcgttga 
tagtacacct
    15901 ttatcaatgt tttcttgacc aaggcttgga ccaacaacac gctcttcaac 
gaagtacatt
    15961 ggcgcagcta aagcaccggc acgaagcatt aacgcaagtt cagatgcttc 
ttgaggtgaa
    16021 cttaaaccag taatacggaa agttgaacct aaaacggctt ggacggttgc 
ggcattaatc
    16081 acgacagact cggtatatgg tgtacgaact tctgtttgag caccagtttt 
tggatctgta
    16141 acgtagctaa tcttttgttt attttcgatg aacaataccg ccatgcgttt 
tccaactgca
    16201 ttacgggttg catctgacat cagcttaccg ccagcactat cgagcgtaat 
atttacttcg
    16261 gcaccaccag agtcttggct aaagccagaa cttgcatttt gaacgcgttc 
accagtcaag
    16321 atacggttac gttgcaacaa cagttggcga ccactatcta aagactgata 
agcaaaaact
    16381 tccgtacccg gaggtaacgg ttgaccatta tatttacccg tatatggatc 
aatatattga



    16441 tcatttaagt cagataccaa acggaattcg aggttagcag tacggcctaa 
aacacgttta
    16501 gcttctgctg tatcttgaac acccggtaat tcaacgacaa tacggttgct 
accctgactt
    16561 tgtactaaag cttctgcaac accaagttcg ttaatacggt tacgtagtgt 
tgttaagttc
    16621 tgattaactg cataagcctg aatttcttga cgacgtacat cagtataagt 
gagctttaag
    16681 attgaacctg tcgtgctcgc taatgcctgt tgggtatatt cattaccatt 
acggcgtaaa
    16741 aaatccattg ctgcatcacg atccgcattg tcagcaaact gaacagtgat 
cacattatta
    16801 tttaacgcaa gattgttaaa tttaattttg ttttcacgga actgacgacg 
caaatcggtg
    16861 gcagaggttt ccatacgttg ggaaatggct ttgtccatat ctacttcaag 
caagaagtgg
    16921 acaccaccac gtaagtccaa accaagtttc attggtttcg ccccaatttt 
ttgcaaccat
    16981 tctggagttg ttggtgcaag gtttagggct acaacatatt gatcacctaa 
gtcacggcgt
    17041 aatacttctt ttgctttcaa ttgcgcttca gaagagctga cacgcaagag 
agcagcatta
    17101 tttgtaaaag tattatcgtg gcttgcaata tttgctgttt ttaaaatttg 
ctctgctttt
    17161 tgcaccacac tttgatcaat ttgggtacca gctttggcac cggaaatttg 
aacggcgggc
    17221 tcatccggat atagactagg cagtgcgtat aatgtactga ctaccagaac 
aaccagaatc
    17281 agtaaatatt tccatgcagg gtaacgcatt cgctttcttc ttaaatgaaa 
aagccgtgct
    17341 aaagcacgac tgttttatga ttaaaggtta tttagagtgc cttctggtaa 
tacagaaatt
    17401 acgctggcac gctgaatttt tacttctaca ccacggttaa gttcaacaac 
cgcatagtca
    17461 ccttcaagtt tagttacttt gcccattaaa ccgccagcaa agacaacttc 
gctaccaaca
    17521 cccaagcttt cgattaaaga acggtgttct tttgcacgtt ttgcttgagg 
acgccaaatt
    17581 aagaaataga agattgcaac gaatacaaca atcatcaaaa tgtttggtaa 
aaggccaggg
    17641 ctttgggctg ctgctggagc tgcatgtgca gtagaaatga acaagctcat 
tttaatttcc
    17701 taaagttaaa aaatatgagt cagatacctg acataatcct aattcgtttt 
gcaatttacc
    17761 ttgtcttgag gttgagcgca aatctcgctt attcatcgac agggcatggt 
ggaacttcta
    17821 atccgcggcg ggcataaaag tcctgaacaa attcatcaaa agtgccattg 
tctaatgcat
    17881 cacgcatacc ttcagttaaa cgttggtaat aacgtaagtt atgaatggta 
ccaagcatag
    17941 acgccaacat ctctccacac ttctcaaggt ggaacaggta agcacgagta 
aagttcttac
    18001 aggtatagca atcgcagtgt gggtcaagtg gtccttggtc atgacgatat 
ttactattac



    18061 gaatacgtac cagaccatca gtgacaaaat aatgaccatt acgtgcatta 
cgtgttggca
    18121 ttacacagtc aaacatatcg acaccacggc gcaccgcttc aacgatatct 
tcaggtttac
    18181 ctacacccat caggtaacgt ggtttgtcat gcggcatctt gtttggaaga 
taatctaaaa
    18241 ccttgatcat ctcttctttt ggttcaccaa ctgacaaacc gccaattgcg 
taaccgtcaa
    18301 agccgatttc aagtaagcca tttaaagact catcacgtaa gtcttcatac 
atgccgcctt
    18361 gaataatgcc aaataacgca tttttatttt taagttcatc gtggtgatga 
gtcttacagc
    18421 gttttgccca acgcaaagaa agctgtaatg atttttgtgc ttcttcatgt 
gtcgcaggat
    18481 aaggcgtaca ttcatcaaaa atcatgacaa tgtcagagtt caatacatgc 
tgaatttcca
    18541 ttgaaatttc aggcgataaa aagacttttg aaccatcaat cggagaacgg 
aaagtaacac
    18601 cttcttcctt aattttacgc atagcgccaa gactaaatac ttggaagccg 
ccagagtcag
    18661 tcaaaattgg cttattccat ttaataaagt cgtgcaagcc gccgtgttgc 
ttgatcactt
    18721 caaggcccgg acgcaaatat aaatggaagg tattacctaa aataatttgt 
gcctgaatat
    18781 cttcaatatc acgtggcagc atgcctttga ctgtaccgta agtccccacc 
ggcataaaaa
    18841 caggggtttc aacaacacca tgttctaaag ttaaacgacc acgacgggca 
cggcccgact
    18901 gacctaattt ttcaaacttc atttaaaaat cctgaacaat agcaagcaat 
gccgtagggc
    18961 agtgcaaggg cgaaaaaaca gttcgctgct aaaaagaggg ctattttcct 
tgattctgcg
    19021 acgtagttct actactaaat gtagctgact ataaaatcgg tcaaatttct 
gggtgaccga
    19081 ttgctttttt acttcgacta aaagttcggt ttatagtcaa aattgtcagt 
agccaaatta
    19141 tctcgaaaag ggcgaattgt ttttttagat aaagtcatcg tattgataat 
attatttggg
    19201 aacacttcaa tctgattatt aaatacttcg acgttgcggt taaaaatgct 
gattgccgcg
    19261 ccgacatttt cgttttgttc ctgaatatca tccatcattt tgctatagag 
cgtatttgct
    19321 tttagttcag gataattttc aaccacgaca tttaggctac ggattagctc 
tttactcatt
    19381 ttttcaatct gttgtaattg agcaatatca gtatgatcga cattcaaact 
tagaatttgc
    19441 tgacgtaaag cagttacttg ttctaaagtt gacttctcga actgagtata 
ttgattgagt
    19501 gtggtttcta gtgcttcaag tgtttttact ttctggcgtt cgaaatttgc 
aacctcagcc
    19561 caagcgcgtt tggtcgcgtt aaaataacgc acaatgttat tgcgaatgta 
gatgccccac
    19621 gcaatcagta cgacgaaaat ccccaagaaa atgaataagc ctgtcatttt 
tactcctctt



    19681 attgttattc cctcattatg ccctctaact tcttattttt ttaataagtt 
gccagttcag
    19741 cagtacgaga gatttattta attaaattaa gcatgaattg ctgaaatttt 
tcatattgcg
    19801 gcatagtcat ggtacgtaag tgaccacgta atgcgggaat atcatgaatt 
tcactacgtt
    19861 tactggtggt ttgaaaaaga tcttgctcac cgagataaca taatatttgc 
tcttcatgat
    19921 gataaattaa atcaccgcta aaatgttgaa aaaaatcatg aagttttaac 
gttagacttg
    19981 gactcatttc tttagctaac tggtgctggt gggttccgaa aatactcagt 
tcttggttaa
    20041 tgagaatgtc gctactttgc cattcgctta agtatggttc aaaaaagcga 
gaacgttgat
    20101 tacttacagc aatacctaaa gctggtattt gaaaaataaa agcgccccat 
aagtctttat
    20161 gaatctcttt tactattttt ttatcgctgt tctggtcttg aagaataggt 
aaattattta
    20221 catagtggta tttaaatagc aggacttgat gatctgtaat gccgtcattc 
catgttactg
    20281 aagcaaactc ggtaatttca ttcgcttcat tgcctcggtt aaaaagtgga 
aagtgttgtt
    20341 ttaatttgct taagactaaa atgggttggg cttgtattgg aagataagct 
ggtaactgct
    20401 gaaactttag gccataacgt aaagcagtca tacgctgttc taaataatga 
ataacttcag
    20461 ttaaaggttt ttgcggttca tagagcaaat aggcgaggaa accagttaaa 
aatgcccata
    20521 atagactcca actatattga atatgaggat gaaaaaaata tccaaataat 
agcgtcgtaa
    20581 tactgcaaat acctaacaaa taagacaggg tattcacaaa acgaaggtta 
tgatcttcac
    20641 gccatggatg taacgcgttt aagagttctt gatctgtttg tgacttttgt 
ccagcatccc
    20701 aaagtcgggc aatattacga aagacctgtg tatttttttt acgtcttata 
tgaagtgttt
    20761 gttgtatggt atcaattggc atgaaggtaa tgagttgatt atcataaatt 
gctaactcta
    20821 gattatcttt taaattgaaa gagataaata gaaataagtc ttaaataatt 
acttttatga
    20881 cttcggtatt tgaggttcat caatgaaatg ctgcaatata tttgcaaact 
gctcaaattc
    20941 tggcattgaa agagtttcaa ggcattcagc aagctcacgt acactagtgc 
catataaact
    21001 ttgctggcat aaaagattta cattacagag ccaacataat gcagatgttt 
cagggtgtac
    21061 atagaaatcc cctgggaacc cttccaacat tttctctaat aataacaacc 
gatcagggct
    21121 tagaaatttt actaagtcca attcattaat tccgctttgt tggtattttt 
gattaaaacg
    21181 gatatcactt gattcccaag ctactcctaa gcgacaagcc tttttctgtt 
gacttgaaat
    21241 gctgactccg cgaactggaa aattctctag aatgatgccg tataagttgt 
aactaacatc



    21301 ttttagttcc catttacctt ttgaattata ggccatctct cgattgacat 
aatggtatct
    21361 aaatatttta taggggtgag ttgtttctct tacttgccac ttgccgagta 
ttgcagttaa
    21421 aactgaattt tgttgattgc ctaacttaaa caaaggaaag tctgaagcgg 
acgttccttc
    21481 tttaggtagg ttatcttcag ttgcaaattt gaaattatat ttatgttcat 
aataataagt
    21541 ttggatatct tgaagtaggc aaatcagttc ggccgtcgat gctctatgat 
aaaaaccata
    21601 aaaaatcgca agaatggcaa aagggaagaa gtaaatcgag attaaaaagc 
ctaaggccat
    21661 acaaactaag gcgaaaattg tagcattcca aaaaatataa tttcgaatat 
caagttgttg
    21721 ggggcctgtc caattcttta atgaataaac aagaatatca ggtggtaatt 
gctgattaag
    21781 taaatttctt aatgcctcaa tatttcttaa agtaattttg ttatgtgtat 
tttgattgtc
    21841 aaaagcactt tgaatttttt gaaaaagcag tttcataaat tttattatta 
atcgaaattg
    21901 taggtgggtc agctgggtta aacctcgaat taacttataa gatttaaccc 
agctttagtt
    21961 tttaaacttc taatttatca atcagcattg catcgccata actaaagaag 
cgatagcgat
    22021 ctttaacggc atgttcataa gcagccaaaa tattttctct atttgacaat 
gctgaaacta
    22081 acatgagcag ggtagactca ggtaaatgga agttagtaat taaacggtct 
acgatgcaga
    22141 actcataacc cggataaata aagatttgtg tatcaccagt ccatgctgcg 
atttttccgc
    22201 catgcgcttg agctgcactt tctaaagcac gtgttgcagt tgtacccaca 
gcaatcactt
    22261 tattaccgcg tgctttagtt gccaaaatta aatcaatagt ttcttgagga 
acatcacacc
    22321 attcactgtg cataacatga tttgtaatgt catcagtgcg tacaggcata 
aaagtacctg
    22381 ctccgacgtg aagagtcaca aaggttttct taacgccttt ttggtctaac 
tttgctaaca
    22441 actcttcgtc aaaatgcaag cttgctgttg gggcagccac actggcaatt 
ttttctggat
    22501 tatggaaaac cgtttgatag cgttcagtgt caattgcttc tgcttcacga 
ttgaagtaag
    22561 gcgggatagg taactgacca tattgctcaa gtactggcaa aattggttgt 
gaaaactcaa
    22621 caacaaataa gttttcgtga cggccacgca caatcacggg aatattgtcc 
gcaccaacaa
    22681 aaagctcagc ccctgcttta ggtgaattgc tcgctttaat atggcaatac 
gctgtggtgt
    22741 ggttcagcat acgctcaacc aaaatttcaa tagcaccacc tgtagcacgt 
ttccctttaa
    22801 gtcgagcttt catgactttg gtatcgttga gtaccaataa atcaccttct 
tcgaacagat
    22861 caataatatc tgtgaacata tgatcgtgat attggccctt agcatctaaa 
tgcaataaac



    22921 gcgaagcact acgtgtttcg agtgggtaac gggcaataag ttcatcgggt 
agttcaaagg
    22981 aaaagtcaga cagttgcata ttcaggaaaa acaccgcaaa aattgcgcct 
agtataaact
    23041 ttttcgcttt tttatggctg tgcttctggc ctaaatcatg aaaaatgttt 
aaatgatcta
    23101 aaagtgaacg ataatattca cttagggttt gacaagtttt gcaaacgcgc 
taatatacgc
    23161 aacacaaaca tacttcctct cccgaggtgg tgaaattggt agacgcggcg 
gactcaaaat
    23221 ccgctgtcag agatgacgtg tcggttcgag tccgaccctc gggaccaaga 
ttcagaatct
    23281 tatgattcta tgaaaacccc taaactgacg gtttaggggt tttttgttgg 
atataaaaaa
    23341 gttcctagac tttacgaaat tatgagctac ttgctttggt tccgagggtc 
gggatcaaat
    23401 cgcttataaa tttagagcta ttaaaggttt tttaattttt caattcaagc 
agactttatt
    23461 taaatatgaa atgcatttga taaaagcaaa atttgagtcg aagttaaggt 
ttcatattta
    23521 taagatgatt taagctaatt tttatctctt ttctagctaa ttttgacttc 
ctatttccta
    23581 ttacttacaa ctctttcttc caaaaaaatt gttgtatttt tctaaaccat 
acccacttta
    23641 tgtatctgaa aacctttaat tgaaacttca catttctatt tcgaaaagaa 
agttgctctt
    23701 ttaatgtact gtgttaaagt ttgtagtaga tcataatgat tataagtaca 
ttcttcaaaa
    23761 gagcggttcc gaccaacaat gacaaaatct gtgaggcggg catgacacag 
cgattagaac
    23821 tacatcaggt agagcagtta acagcttgta agatatcact attacttgga 
ttaaatgccg
    23881 agcagaatta tattgagcaa tttttccggt ttagtcttcg cctgttgaag 
tgtcaaaaag
    23941 ctttgcttac ttttaatcag gaaccttatt tttggcatca ttgcccggat 
ggcatgactg
    24001 caatttcctt taaaccttca agacacctaa aacaatgttt tgctaaacaa 
caggtgattc
    24061 atcacaatca tccttcttat caaaatttaa tcaactattt aaaagagcta 
aatattgaat
    24121 gtgggcgtgc cttagctgtc catttggtgc agcctgacca gacatctatg 
ggatttgcag
    24181 ttttcttcga tgacgatgaa aattgttttg aagatgatca aattcagttg 
cttctcgatt
    24241 actgttctag ttttatgcaa caagtcgagt tgaagtttaa ttatgaagaa 
ttaaatgaac
    24301 tctatgagca gcaagtcgcg ctgaactcga gtaaaacaaa gttcttttcc 
attatttcgc
    24361 atgacttgcg ggcaccattt catggcttgt taggtttctc cgaagtgtta 
gctaaagaac
    24421 gtgaaacact ggatgagtcg agtattcaaa acattgccga ttatttatac 
gacacttctc
    24481 aatcgaccta taacttactt gaaagtttgc tgacatgggc aatggccgaa 
ggtggtcgct



    24541 ttgtttatca cccaattaat tttaagctta gacaagtgag caatattgtt 
tgtgatgtgc
    24601 tgcatacttt ggctttaaag aaaaatattg aattggtaaa tgcggtttcc 
gaagatttaa
    24661 aaatctatgc cgatatcaat atgatgactt ccgtgatcca aaacttggtg 
tcaaatgcat
    24721 tgaaatttac cgatgttgac ggctctggaa aagtgttcat tgaagcaaag 
caggtgggta
    24781 caaatgtcga aatcactgtg cgtgatacag ggcttggcat gactgaacag 
caaatggcaa
    24841 atttattcca tccgcgtatt acagcaagct ttaaaggcac cgctggggaa 
aaaggtgcgg
    24901 gtttaggttt gagcttatgt aagcgttttg tcgagattaa tcaggggaaa 
attagtgtaa
    24961 cttcccaaaa aggagtggga acgacattta aagttttatt accctctgct 
caagaagttc
    25021 ctgaacatca tatagaacaa caaaatacat ctgaagcaaa attggtttaa 
tcccttttcc
    25081 tactactact tgaactgcta taactaaaaa gagagtctga ggaaaagagc 
ttttttatat
    25141 gaatgcggag cagttacaaa aaacattgcg tgccagccaa tatgctgaac 
aagttttagg
    25201 gttacatcag gctgttttag aacaagatta tcaaatagat caatttgctg 
caccgctctc
    25261 aacagaacaa atttaccaac ttgtagacac cacccttgac ggaattggcg 
atgaaataac
    25321 gtggatgcgt gcgcttcgta tactgcgcag tcgtttaatg tttcgctgga 
tctggcaaga
    25381 tgccaatcaa ctgacggatg tcgttacact tactcgtgaa ctttcagact 
ttgccgatgc
    25441 aagtatttgt gccgcaaagg cttttgctcg tgttgcattg gttgttaaac 
atggcgaacc
    25501 attaagttat tcaggcaaag ttcaagattt gattgtggtt gccatgggta 
agcttggggc
    25561 acaggaatta aatctatcaa gtgatatcga cctgattttt gcctttgatg 
agcaaggcga
    25621 aaccaacggt cgtaaatgta ttgatgtaca gcagttctgt attttgtggg 
gacaaaaact
    25681 tatttattta cttgaacata tcactgcaga tggttttgtg tttcgagtag 
acatgcgctt
    25741 acggccttgg ggagatggct cagcattagc gattagtcat gcagctttag 
aaaaatattt
    25801 aagtcagcat ggccgtgaat gggaacgtta cgcatggatt aaggcacgcg 
tagttactgg
    25861 gggtaaagaa gggcaagact tattagaaat gacacgtcct tttgtattcc 
gtcgttatgt
    25921 cgattacacc gcttttgctg ctatgcgcga tatgaaagcg atgattgagc 
gcgaagtatt
    25981 acgtcggcat attgaagatg acattaagct cggggcaggc ggtatacgcg 
aaattgagtt
    26041 tattgttcag gtgttccagc ttatttacgg cggttctaaa cgtgagctgc 
aagaccgtca
    26101 atgtttggtc agtcttgaac atattggtga ggcaggcttg ttagaaaaac 
aggccgtact



    26161 agagcttgaa gatgcttacc tattcttacg ccgtgttgaa catgcaattc 
aagccttgaa
    26221 tgatcaacaa acgcaactat taccagaaga agcagattta cgacaacgca 
ttatagatac
    26281 tttgggtttt acgagttgga atgaatttat tgatgttctt aacgagaaac 
gccaaaaagt
    26341 aaaagttcag tttaagcagc tcattgaaga cacaagttcc aatgcagcta 
ccgagaactt
    26401 tggacagtta gagcagcagc tagatgaagt gttagatgat aatgcaaaaa 
atctgattca
    26461 tgagttctgg catggtcatg cacttaaaaa acttccttcc aatgccgtgc 
agcgtttaaa
    26521 aacgttttgg ccccatttaa ttgaagccat tttacagtct gaacaaccac 
aaactgcatt
    26581 attacgttta atgccactga ttgaatcagt catgcgtcga accgtctatt 
tggtaatgct
    26641 gattgaaagt aaaggggcat tacaacgctt agtaaaaatg gcgacagtga 
gcccgtggat
    26701 ttgtgaagag ttaacgcaat atccggtatt gctggatgag ttcttgtcga 
tggactttga
    26761 attaccaaaa cgtaaggact tggaagactc attacgtcag caattacttc 
gtatcgaaat
    26821 tgatcaggtc gaagatcaaa tgcgggtact tcgcttgttt aaaaagagta 
atgtgttaac
    26881 ggtcgctgca agtgatgtgt tagctgaaag tcctcttatg aaggtctctg 
atgctttgac
    26941 agatattgca gaagtcagtg ttaatgcaac tcttaattta gcttatcaga 
ccgtagcaaa
    27001 gcgtcatggt tacccaaaag atgtcgaggg aaaacgttgt tcactcgatt 
ataaagcctt
    27061 tgctgtcatt ggttatggca aggtgggtgg tattgaactg ggctatggtt 
cggacttaga
    27121 tctggtcttt attcactatc tagatgaaca agccgacacg gatggtacta 
agtcaataac
    27181 tggttttgag tttgccatgc gtgtcgctca aaagtttatg tctttaatga 
ccactcaaac
    27241 gcttgatggc cgcgtttatg aaattgatac acgtttaaga ccttcaggtg 
aggcaggttt
    27301 attggtgaca agcctgaaag cctatgagca ttatcagttg aaaagtgcat 
ggctttggga
    27361 gcatcaggca ttagttcgtg cacgttctat tgcaggtgat gaagcgcttt 
gccaaaaatt
    27421 tgaaatattt cgccgcgaga tattgactca atctagagat gaggcttatg 
ttcgtgagga
    27481 agtgctgaaa atgcgtcaga aaatgaaaga ccacttaggt tcatcttctg 
aacaaaaaaa
    27541 acatggtatt tttcatttaa aacaggacgc aggtggtatc gtagatatcg 
aatttatggc
    27601 acagtatgct gtacttgcat ggagcgggac gaaacccgat ctcgcccatt 
attctgataa
    27661 tgtaagaata ttagaagatg ctgctaaagc agactgctta tccagtgaag 
atgccacagc
    27721 attaattcga gcctatctta gtgaacgtgc cgaaagccac cgcttagccc 
ttgcgaatca



    27781 atccatgcaa gtaagcgcag cggactggcg tagtacccgt gcggtcgttt 
gcaatttatg
    27841 gcaaagatta atagacccaa ccgcctcggt tgagttggat agtgaatgat 
tttataacaa
    27901 tttggagtgt tccatgaatt tggctgatcg tgatggtttt atttggcaag 
atggacaatt
    27961 aattgattgg cgtgatgcaa agattcacgt tttaacccat actttacact 
acagtatggg
    28021 tgtatttgag ggtgttcgtg cttatgaaac tcctaaaggt actgcaattt 
tccgtcttca
    28081 agaccacaca aaacgtttgt taaattcagc aaaaatttat caaatgaaag 
tgccgtatga
    28141 tcaagcagcg cttgaacaag cacaaatcga tgttgttcgt gaaaataaat 
tagcttcttg
    28201 ctatttacgt ccactgatct ggatcggttc agagaaactt ggtattgcag 
caacaaataa
    28261 cactattcat gccgctgttg cagcatgggc atggggtgca tatcttggtg 
atgaagcaat
    28321 ggcgaaaggt attcgcgtta aaacttcatc atttactcac caccatccaa 
acgtgaccat
    28381 gtgtaaagca aaagcatctg gtaactacac gttgtcaatt cttgctcacc 
aagaagttgc
    28441 acattcgggt tacgatgaag caatgcttat ggacccacaa ggttatgtgt 
gccaaggttc
    28501 tggtgaaaac gtattcttga ttaaagatgg tgttttacac actccagata 
ttgctggtgg
    28561 tgcacttgac ggtattacac gccaaaccgt gatgacgatt gctaaagatc 
ttggttatga
    28621 agttgttgag cgtcgtatta cgcgtgacga attctatatt gccgatgaag 
cattcttcac
    28681 aggtactgct gctgaagtaa caccaattcg tgaatacgat gaccgtcaaa 
tcggtgcagg
    28741 ttgccgtggc ccaattacta ctgaaatcca aaagactttc tttgatgcag 
ttcaaggtaa
    28801 aaatccaaaa tatgaacact ggttaactta cgtaaaataa gttaatccgt 
taacatgaaa
    28861 aggcgaacgt tggtttcgcc tttttatttt tgggttaggg agcttttatg 
catattgtct
    28921 atgtctctga tggtaaagca gggcatcgct cacaagcttt aggcttgttt 
caggcgatgc
    28981 aaagacagca ggcaaatgca acttttgaag aagtctctat taatgacttg 
cctgttatgt
    29041 ccttaatcaa agcgcttttt tcttcaaaaa aatctctatt tcaacaggcg 
cccgatttta
    29101 tatttggtgt tggaagtcat acgcattttc gtgtctggtt gctcggtaaa 
attttcaaaa
    29161 aggcgaagac cattatttta atgaagccaa atttaccgac ggtttggttt 
aattatgctg
    29221 tgattccaga gcacgacggt attcctgcga ataatcgagt gattgttacg 
cgtggggcat
    29281 taaatcccat tcgtaatgaa aaacgccatc aagcttctag aattttaatt 
gcattaggtg
    29341 gttcgtcaaa acgacatcaa tggaaccaag aaaaagtatt attaagcatg 
caaaagattg



    29401 ttgagaataa tccagatgcc gaaataattc taacgacttc acgtcgaaca 
ccagcagagt
    29461 ttattgatat tttaagacaa caaagttttg cccagcattt acaaatattt 
ccggttgagc
    29521 aaacacctca aggctggatt tttgaagaga tgcaaaaagc agaagctgta 
tgggtaacag
    29581 aagatagcgt ttctatggtt tttgaagcac ttactgcggg ttgtcgcgta 
ggggtcatag
    29641 caatcgatcg gttgaaagac gatagaatta cgcactcgat tgatcaaatg 
atagaatcac
    29701 aactaatttc acagaatact tgtgtcgtac agttgccaca accttatgct 
tttaaagaag
    29761 cagaccgtgt ggcaacatat cttttagcga aaaattaaat tttttatttt 
gagtaaataa
    29821 atgaaaatat tgcatattgc aaattttggc tttaataaac aaggcgcaca 
tttttactgc
    29881 acagaccgta aaatttctgc cggattaatt gaaaatggcc atttcgttta 
tgattttagt
    29941 ttccgtgaca tggctcgaat gggaacaatc tttaaaacca aaaaattagg 
ggcaaagtgg
    30001 gccaataaag aagtactcaa ggttgttaat aatattgaac ctgatttggt 
attgattggt
    30061 catggcgact tgatgagtcc agatgtttta agacagatta aagagtctta 
ccccaatact
    30121 aaaattgcat tttggtatgt tgatccgctt tatcttgaaa acaaactcga 
ctttgtcaaa
    30181 gcattttcac cttatctaga tgctattttc tgcacaacag gtggagaata 
tctccaaaag
    30241 ttaaaacagc ctcatttaag tgtggcttat atgccgaatg ttggtcatcg 
caatgtagaa
    30301 acactacagc aattttcaaa ctcaaaaact gacaaaactt ttattttctg 
cggtgttgtt
    30361 tataaagagc ctgagcgcga gaaattctta aaagatttag cagaggcttt 
gcaacaaggc
    30421 catgtaaatt atcaatatta tggttgtttt gaacagccag gtgtatatgg 
taaggcttat
    30481 tataaggttc tgtctgaaac aaaaatgggg ctcaattact cacgccgtaa 
tgatgtaacc
    30541 ttatatagct ctgatcgtat tgttcagctg actggtaatg gtttacttac 
ctttagccca
    30601 agaattccag gctttgagaa actctatact gagcaggaag tggtttactt 
tgatgatcag
    30661 tttgacttgg ctaagaagat acaattcttt gatcaaaacc cagagcaggc 
tgaaaaaata
    30721 gcgaaagagg gctgggagaa aacgcgtaag tctttcaatg ctaaacgcat 
cacccagttt
    30781 atggttgaag tgacatttaa gcagcccctt tcagaagatt atgaatggtc 
acatgaggtt
    30841 tatgcatgat gtggtttttg tacgttgcgg taggcctgct agcacttgct 
gcactgttat
    30901 atgtgctagg taattataca ttctggcttc cgtttcgttc gagtaaacta 
cctcgcattg
    30961 tgatgttaca tcaggtcact cctaaagatg ctgcttctgg catgaatatg 
cctcctgaaa



    31021 agtttgaaca actcttaacg ttgttaacgc gtaaaggcgc tatcttttgc 
tttgtttctg
    31081 agcttgaaca atatcgtaat caaaagaatg tggttgcttt aagttttgat 
gatggcttta
    31141 tggataatta tctttatgcc tatccactac tcaaaaaata taacgcgaaa 
gcaactattt
    31201 atttagcaac gcaaattgaa ggcatcgaaa agctcactca tgagcaaatc 
catgaaatgg
    31261 ccaactctgg tttaattgaa tttggtgcgc atactcaaca tcatgtgaac 
ttacttaagc
    31321 ttgatgacca aaccgcttat gacgaaatgc ttcagtctaa gcgtgatgtt 
gaagcattag
    31381 ttgggaagtg cccgagtttt gcttatccat ttggtcgatt taacgaaaag 
caccagaaaa
    31441 tggcccaaga gattggcttt aaaaatgcag tatcgactcg taaaaaaatc 
gaagcatatg
    31501 aagcagataa ccaatttaat attccacgtg tcagcacgca tggtgccatg 
aatgctttac
    31561 agatgcgtat cgcccttgct aaaggacgtt ataagttatg aataaaattc 
catgtagtgt
    31621 ttatattgtc actttaaact gtggtgcttg gttagagcga actttacaaa 
gtgtcagtga
    31681 gtttgatgaa gttattattt tagactcggg cagtactgat aatacttatg 
aaattgctca
    31741 gagctttgaa aatacgcaaa tttctcacca agactggcag ggttatgctg 
ggcaaaaaag
    31801 tttagcttta gctaaatgcc gaaatgattg ggtgcttaat ttagatggcg 
atgaagtttt
    31861 atctaatgag ttaaaacaag aaattgttga gaccattcaa cagaacaagc 
ttgatgcact
    31921 catcacccca attaatgatg tatttttagg tgttccgaac agtaaacata 
ctaaaaaaca
    31981 tgcaaaagtg cgttttttcc gtaggtctaa agggcattat gaccttgcca 
ataaagtcca
    32041 tgaaaatgtg atcgtagatg gtgaatctca acgtgctcaa cacgatattt 
accactatgg
    32101 tgagtcgagc attttcgtta aagtcgaaaa aaataaccaa tattccaact 
taaaagcatt
    32161 agagaaatac caaaaaggaa agtctccaag cattgcaaaa ttggttttgg 
tgatgccagt
    32221 gacttttatg aagtcttatt ttattcgccg tagcttctta aatggttggc 
gtggtttcgt
    32281 aaatagtatg attaacgcat tttatgcatt tctaaaagaa gctaagcttt 
ttgaacagac
    32341 catgaataaa gataaaaaat aagtaggcaa gctatgaaaa ttgttcaggt 
attggcaact
    32401 agcggtggag ttggtggatt agagcagcac acttttaacc ttgttaatga 
gcttgcttta
    32461 aaccatgaag tacatgtgat tgcacatcct tgctatgtag acaagtttag 
ccaacaagta
    32521 cattttcatg ctatcgattt tgcccgtagt cgttggaata tttttttact 
ttggcaactt
    32581 aaaaatctta ttcaacaaat ccaacccgct attgttcatg cacaagcagg 
aaaagcggct



    32641 gagctgattg cccgcattaa gccattttta tctgatccaa agtttgtaac 
gactgttcat
    32701 ggtactaaaa agaataagtc tgcttattta gcaggtgatg cagttattgc 
ggtgagccaa
    32761 gcgctcacgc aaggcattcc agagtctaaa gcacacgtag tttataacgg 
agtatatcct
    32821 cagcccgtac ttacaactga aaataaagaa aaattgcttc aatcgattca 
aaaagatttt
    32881 actgagctag acacaagcaa aaaagttgtt atgtgtattg gacgtctaga 
accagtaaaa
    32941 aatatcagtt tattgattga gtcgatgcaa cagattgatg ccaatttatg 
gattgttggt
    33001 gacggttcac ttcgagcaag tttggaaaag caagtcagcg aattgaacat 
gcaaaatcgg
    33061 gtcgcttttc ttgggtttag aactgatgcg cgtgatctgg tacaactggc 
tgatatcgtg
    33121 gttttatcat cagatcgtga aggttttcca cttgttatgg tcgaggcttt 
acaggccgat
    33181 aaagcaatgg cttcaaccaa agtgaacggt gtgatcgagt ggttgccaga 
gcaatatcta
    33241 gccgaaattg gagatactca aggtttagca aaagcgattg aatatgccct 
tcaatctgag
    33301 gctcaaaatg acttcagccc actatatgca aaggccaagg ctgaactgac 
tgtaccagcc
    33361 atggctgagc agacgcttaa catttataaa ggcctgctga aaacttaatt 
attttttggt
    33421 gtaaggcgga tggcatcaag tacgacgaaa ttatcttcga aattaatagt 
atggcaaccg
    33481 tcatctgctt gattccagtc tggtaaaact acttctagta atttttcttc 
ataagctgct
    33541 ggactaagct gagtaattgc ttttaattcg atattgccgc cataacgttt 
taaagaatct
    33601 tggcttggcc gaaccagttg ccctttgtaa acaaaaggtt tgcccgccat 
acggaactgc
    33661 tgacttcctc ggcacactgg gttcattggg tgctcttgcc agttaggatt 
taaaatatct
    33721 tcggtaaaga acaaatctaa acggtcacca aactttttac aatcacggcg 
cgttgaggta
    33781 aaaagatacc ataagccctc atggtaaaaa ggggtgctat caaccgcttc 
aatattttcc
    33841 attaggttag aatgcttctc ccatttcatt ggaaaatcag tacatttcca 
gagttcaata
    33901 gttttgttgg cagaagactc tggaatcatg taccaagtgc tatctatttt 
aaatacgcaa
    33961 ggatatgaga ggtggtaatc gagttttaaa atagtttcgg gcggggtgta 
agtgccatcc
    34021 ttaaagactt ctaaaactga aagaaagcct accggatgtt gatcatccac 
ctcttcaaag
    34081 aaaataaaat gtcgtccatt ttcatgagca taaaagctat cggcaaaggt 
aaactttcca
    34141 ggagaatgga tttcaaagag agaatctaat tgctcaagta ttgtaaaagg 
ttgttctaac
    34201 cagccaaaac gcatatacca atgagagtca aaagtttttg ctttttttgc 
ttgttggtac



    34261 ttgtaccatt ttttttggat taggcgattt agcattaaat tttacactcg 
atataactat
    34321 aattagatag actatccctg actcatttta acatttgaat gaaatgaaaa 
aatatttaat
    34381 cagtattgaa tctacgaata gtgaacgttt aaaaaagttg ttctctcaag 
caacatttta
    34441 taaatatcga gatgaattta aacaatttgg ggtaattggg aaaaatttaa 
gtgttagtga
    34501 gtattttcaa caaggggtag caggcaagaa gaaaccgatg acgcctggtg 
aactaggctg
    34561 tgccatgtct catattgctg cattaaaaga ttttttaagc tctgatgaag 
aatatgccat
    34621 tatttttgaa gatgatgtaa tcgaacgttt tgaaattgat tttcaagatt 
tagaaaaaca
    34681 cattcgttct ttgaattttg gtccttgctt tttcctaagc ttgggcggta 
ttcaaatgaa
    34741 aatatgtaat cgggttcgag gaaaactttt acctgaagaa ttgtataacc 
aaaaaattct
    34801 taaagtggat tacgactatc ttgaaaaact tgcctatgct tatgcctatg 
ttatagatcg
    34861 taaaatggca cagatgttgg tcgactatca tcaaccgata aaaatttacg 
accattggca
    34921 agaccttgta gggcgtggtg aatttagttt ttatgtcagt ttcttattcg 
atcatcccat
    34981 tattgagaac aatgatgctt taagctattt ggagaaggaa agaagtttag 
tcggctcgca
    35041 ttctcaagac gatagtgatt ttttgcgata ccttagagtt aaattaaaga 
aatatatact
    35101 taataaatat ataatttagg tgtctctttc gtttttatta ttaattttat 
gattaagcaa
    35161 aaaaatatta ttattgggtc agctacagga tacaacgctg acctgatctc 
ttcttttgta
    35221 tattctttgg gaaagacaga ctttgatggc atattgactt taattatata 
taaagagcaa
    35281 atgacagagt ttgtgaatgt attctcagac gtcaaaaatt ttaaaattga 
atttaaagtt
    35341 tcaactattg gtaaatttaa atcaaagtca aagtattcag gtatttataa 
atataaattt
    35401 gtgaaaaata tttttaagaa aattattgac ttaaccgtaa acgaagcaaa 
acccgaaaca
    35461 aagataaaag gccttaaaat cacaggttat cctcatgtga gccgtttctt 
tgaatataaa
    35521 gaaattgtag aaaatcatcc tgatgcttca catgtattgc taactgatgt 
tcgagacgtt
    35581 ttttttcaaa gtaatccttt taagaatctt agcaaagctt tatttgtcgg 
aatggaaaat
    35641 ccagacttta cgataggtac tgagcaatat aaccaaaagt ggattttgga 
tgcatacgga
    35701 gagagttttt ataatcttgc aaaagatgag caagtctctt gttctggcgt 
tactattggg
    35761 gatcatgaat caattaaagt ctatatcaat aaaatgattg aagaattctg 
taaacagcca
    35821 tatcaaaaaa tgtctaacag aatttatgat caagccatgc ataataaatt 
attaattact



    35881 aatgagttgg cagaggtaac tcgttgtcag ccatttgaat ctattattgt 
aactcttgga
    35941 ttatatccaa tagagcaaat ttctattaat gatcaaggtt ttattattaa 
ccgtaaccaa
    36001 gaaatcattc ctattgtcca tcaacatgac agacatccgg aactgattca 
gttatgtgat
    36061 aattatattg gaaaataaat ttaagatttt ctaaatgtta ggtcagatgc 
ggatattaat
    36121 ttttatccgc atttcctttt aagaccatat aaatcagcgc aacaaaaata 
agtaatgcac
    36181 cgactaaact acttacgcag aaataaagaa tacgttgatt tgttgtaagg 
ttaaataatt
    36241 cattcgcaag gatatagcgc atgaaaaacc attgtgcgag agaaaataca 
atcacgacta
    36301 aagcatgtcg acgaacgtca ggacgcattg ccataatcaa ttaccatggg 
agaaagagaa
    36361 cagttattat gccatttgcc tactatcatc tcaatagagc cttaattaag 
ctaattacat
    36421 agaaaaatta aaattatgga gaaattgtga agttttatta acattaataa 
accatcattt
    36481 ccttttttat cgaattttat ctagtaaatt actgcattta tttggataga 
tgtttaatgc
    36541 agccgatcga ttttgtaatg atttgggtgg actcaaccga tacgaaatgg 
cagcagcaat
    36601 atatatatta taaatccaaa gaaacaaaaa ccaagattga tgagctcgtt 
gatcaatgtc
    36661 gttatcgtga ctggaataat cttcattact ggtttagatc tgttgagaaa 
ttctgtcctt
    36721 gggtaaggaa aattcatctt gtaacctgtg gccattttcc tgaattttta 
gtcaaaaatc
    36781 atcccaaatt aaatttggtt actcatgacc aaattataga acctcattgt 
ttgcctacgt
    36841 ttaattcaca tgcgattgaa atcaatattc ataaaataga aggcttggca 
gaacactttg
    36901 tctattttaa tgatgacacc tttattaata gtcctttaaa accagagttc 
ttttttaaaa
    36961 atggtttacc ttgcgatggt attcaattac aacctttgat ggtggtgggg 
gaagagaact
    37021 ttttaggcgc agttgctttg acggatgtcg caattattaa taaatatttt 
gataagagaa
    37081 aactctttcg gagtaatcct tctgcacttt ttaatcatcg atattcgata 
agtaataatt
    37141 tgggcaattt tttaagctta tataatcgaa aattctcaag cttttatagt 
actcatttac
    37201 cccaaccgtt tctaaaatcg gtgtttgaag aagtttggag aaacgaagag 
agctacttaa
    37261 aagaagtatc aagtcatcga tttagacaac ctttagacgt gaaccaatac 
ctatttcgat
    37321 tatggcagtt atgttcggct cgtttttacc cagtaaatat atttcagcgt 
ggacagaact
    37381 ttaatttaag aatacaaaat cttcctgaaa ttaatcatgt tattaagaat 
gagcaacttc
    37441 cacagatttg tttaaatgac gatgaacacg tggtcgattt tgaaaaatta 
aaaacagaaa



    37501 ttatccaaat ttttgagcaa aaatttaata cggtttcaag ttttgagaaa 
aagataacac
    37561 attaaaattt tcttaataaa aaaccctgca attgcagggt tttttattaa 
agagcaatta
    37621 agcttctttc ttttgttgtt cacgtaagcg gatgcccaag tcacgaagct 
ggtttgcttc
    37681 aacaggagct ggtgcctgag taagtggaca ttcagcagtt ttcgttttag 
ggaacgcaat
    37741 aacatcacga attgaagtcg cgccagtcat aagcattact aaacggtcaa 
gaccaaatgc
    37801 caaaccaccg tgaggaggtg caccgtaacg aagcgcattg agtaagaagc 
tgaatttttc
    37861 ttctgcttct tcatcggaaa taccaagcgc ttcaaaaatc gctttttgca 
tttctaatgt
    37921 gtaaatacga agtgaaccac caccaacttc agtaccattc aataccatgt 
cgtaagcaac
    37981 agaaagtgct tcgcctggat tgctcttcac gtcttctacg ctagatttag 
gtaatgtgaa
    38041 tggatggtga acagaagtcc atttgccatc gtcagtttct tcaaacattg 
ggaagtcaac
    38101 aacccaaagt ggagcccact cacaagtcgc aaggttcaag tcatgaccga 
ttttgacacg
    38161 aagggcaccc attgcatcat ttacaatttt agctttgtcc gcaccaaaga 
atacgatatc
    38221 accattttca gcaccaacac gttcaagcaa ttgcattacg attggttcga 
tgaatttaac
    38281 gataggagat tgaaggcctt caattccttt ttcgatttca ttgactttaa 
tgtacgctaa
    38341 gccttttgca ccgtagatac cgacaaattt agtgtattcg tcaatctgac 
tacgtgttaa
    38401 tgaacctgcg cccggtacac gaagtgcggc aatacggcct ttagggtctt 
tagctggacc
    38461 tgcaaatact ttgaactcaa cttcttgcat taagtctgca acatcaacga 
gttttaacgg
    38521 aatacgcaag tctggtttgt cagatgcata atcacgcatt gcttcgctgt 
atggcatacg
    38581 gcggaatttt tcaaatttta cgccaagcaa gtcgttaaat aatttaacag 
tcatgccttc
    38641 catcaaatcc ataatgtcat cgtcgtttaa gaacgatgtt tcaatgtcga 
tttgagtaaa
    38701 ttcaggctga cggtcagcac gtaagtcttc atcacggaaa catttcgcga 
tttggtagta
    38761 gcgatcaata ccaccaacca tcaacaattg tttgaataat tgtggtgatt 
gtggaagtgc
    38821 atagaagcta ccattttgta ctcggcttgg tactaaatag tcacgcgcac 
cttcaggggt
    38881 tgcacgagtt aaaatcggag tttcaacgtc taagaaacca tgatcgtcta 
aatagttacg
    38941 aattaagttg gttactttag aacggaagcg taaacgctct aacatttctg 
gacgacggat
    39001 gtccaagaaa cgatatttta aacggtgttc ttctgacacg ttaatagtgt 
catcatttaa
    39061 tgggaatggt ggagtttcag atgcagcaag aacttcgatt tctttgccta 
aaacttcgat



    39121 ttgaccactc accatatttg ggttttcagt accttcataa cggcgacgaa 
cacgacctgt
    39181 aatttttaat acatattcag aacgtgcttt atctgcagtt gcaaatgctt 
ctggagtatc
    39241 tgggtcaata accacttgaa cgagaccatc acggtcacgc atatcaagga 
aaataacacc
    39301 gccatggtca cggcgacgat gtacccaacc gcataatgta acggtctggt 
cgatttgggc
    39361 ttcagttaaa gagccacagt aatgagttcg catcatgatg aagattatcc 
aaactatatt
    39421 ggctgaaaag acggatgcgt aaaccgcgca ccgtcaaaaa aataagtttt 
cgattatgcc
    39481 ctgttgaatg gcatgccaca agaactagat caaaaaacag ctataattta 
gctaaaaatg
    39541 agcaatttgg cagcaagttt agctatttaa cccattcttt gttgtcgatc 
taaaaataag
    39601 aataatagac atcccaaact aaacgtactt aaccaacctt gcataaactc 
attaatagag
    39661 cggccagtaa aataataggt atcagaatgc caaacctcat ggggaatata 
acgggcatag
    39721 tcccaaaatg aaaataagcc taaaagtgta gataaagcaa ataaacacca 
agcaaaaatt
    39781 ttaattttat aatttacttt ccaatgctgt ttatggcgct gatagtaatg 
aatactcatc
    39841 cagcctaaaa aaggtaatgc cagagcagaa gaaccgagtt gaagaaggcg 
atgcaatgga
    39901 taagggcggc caaacaagtg aacagtttgc gataaaaagt cttgaaatat 
aaaagttcta
    39961 aagtctgagt gggtaagccc atcccaaatg agatgtgttg ctataccaat 
gagtagagca
    40021 attatgattc caataaaaaa gctaaaaaaa tgtctaaaag aatctagttt 
taaatcgtgt
    40081 tggataccaa aaaaacggta aaccacaggt cggtaaagta aataccaaat 
ggcagagaat
    40141 aatagcccta atgcaaggtt agggtagaaa agccccttcc attgatgagt 
cagcatacct
    40201 gattgcattg taaataagcg gtaaagatcg ggcgtcatac tgccaattgc 
taaggcggca
    40261 atgggtaacg tatttcggct caatttagca agtggagggg cgataactgc 
atgggagatt
    40321 gtaaaaggca ttagaaaaga aagcttctca catcatcaaa aagttgagtc 
tatcgaaaca
    40381 tgtcattagc gaatgttttt tattgcaaaa caactgaaat gttataatat 
aacaaaacaa
    40441 aaggcgtacg attagagact cacctcatgt tgttctataa aaatattttg 
accttatcca
    40501 ttttggctgt catatccata cctgtatttg cagcagaaaa tgaaaatgtt 
gagaagttag
    40561 aaactatccg catcaaggca cacccccttg agcaaacttc aaaagatttt 
gcagtcgcag
    40621 atactgtagt tgaccaaaag catttgacgg aaggggccgc cactattggg 
gatgcgctca
    40681 atagtgaggt ggggatttat gcgaatcaat ttggggctgg ttcgagtcgc 
ccagtcatcc



    40741 gtggacaaga tggaccacgt gttaaagttc ttcaaaattc atctgaaaat 
gtggatgtct
    40801 caactttgtc tcctgatcat gctgtaacag tagatccagt tctcgcaaaa 
caagttgaag
    40861 tgattcgtgg accctctact ttattgtttg gtgcgggaac tgttggtggt 
ttagtcaacg
    40921 ttattgataa caagatccct acacaaatgc ctgaaaatgg ttatgaagga 
caagttggct
    40981 tacgttacaa cactggaagt gatgaaaaac tggcgagcgc tggcgtaact 
gttggcctag
    41041 gcagccaagt tgctttacgt gttgaggggt taactcgtga tgcgaataat 
tatattgctc
    41101 ccaattatat ttatgaaggt gaaaaagagc gccgtgtaga caatactttt 
gcgcagggtg
    41161 actcggttaa tgttggtcta tcttggattt atgaccgtgg ttatacgggt 
gtttcttata
    41221 gcaaccgcag agaccagtat ggcttaccgg ggcatagcca tgaatatgaa 
acttgccata
    41281 ttcatggttt aagtttgcat tgtggagacc atgaagaggg tgaagaaggt 
cacgatcatg
    41341 agcatgaaga acatgaacat ggtggcccat ggattgattt aaaatctgag 
cgttacgatt
    41401 ttaaaaccga gttaaatgat ccatttgcag gcttccaaaa gttacgtgcg 
caagcaagct
    41461 atactgacta tcagcatgat gaaattgaag agggaacaat tgcgacccga 
ttccaaaaca
    41521 aaggttatga tggacgtatt gagttagtac ataaccctat tgcaagttgg 
gaaggggtaa
    41581 ttggtgcaca gttaggtcaa cagaaattag atttaactgg cgaagaagca 
ttcatggctc
    41641 caaccactac caaaaagtgg agcgtatttg ctttagaaca taaacaatgg 
aaagacgtac
    41701 attttgagct ttctgcccgt gcagatcagc aagaaattga tgtagacgat 
aattctaaac
    41761 aagattttga tggttcggca ttctcttacg caggtgctgc gaattgggag 
tttgcaccga
    41821 actataaact ttcttttgtc gcttcacatc aagagcgttt gcctttagct 
caagagttat
    41881 atgcaaatgg tggacatttt gcgacgaata cttatgagtt aggaaatgat 
caactcggta
    41941 aggaaaaatc gaataatgtt gagttaggtt tgcattttga taatgacaaa 
cttgattatc
    42001 atcttcatgt gtaccataac tggtttgatg actacatcta tgcgcaaacc 
cttgaccgtt
    42061 ataaagactt ccgtttagtt caatacactc aagataaagc acgcttctat 
ggtgcagagg
    42121 gtgaaattgg ttatcaaatt accccaatgt acaagatcag tgcttttggc 
gattacgtgc
    42181 gcggtaagat tgatgccgag ggcaatgctc cacgtattcc ggctgggcgt 
ttaggtacta
    42241 aagttgatgc agattttggt gacggtttta gtggttctgc tgagtactat 
catgtcttta
    42301 atcaagataa gattgcggct tatgaaaccg aaacagaagg ctacaacatg 
ctcaatttag



    42361 gggtagcata ctctggacaa tatggtgcaa aaacagatta tcgcgtttat 
ttaaaagcga
    42421 ataacttgtt agatgacacg gtttatcaac atgcgtcgtt cttatcaaat 
atcccgcaag
    42481 ttggacgtaa ctttaccgtc ggtgtagatt ttagtttcta aggcttcaac 
acgaaactaa
    42541 acttgaaaaa tcaagccaaa agacctaatt tgaaactatc aagttaggtc 
ttttttatgc
    42601 gtatttttca gcgaattcat caaaagttaa attggtcagg acgtcgttat 
atggcggtca
    42661 tactttgcgt tgttgctatt gcatatcttg catcggcaat ttatcacaca 
gtgaaaccat
    42721 tgccgcaagg aattaacttt agtggcaagc tcagacatgc tgatgttaaa 
tttttagccg
    42781 ataaaacgta tattgatgcg aatgggcaac aacaggttga tcagcacatc 
tttgatgaaa
    42841 tcttgaaaat gattgatgag gcaaaaacca caattgtggt ggatatgttc 
ttatttaatt
    42901 cagaagtagg cgattcaaat ctaaagcaaa gaccattgat gcaagagctc 
actgatgcac
    42961 taattagtaa aaaaagacaa aaccgtcaaa ttcaggttgt tatgattacc 
gacccgatta
    43021 attcggtata tggtggtcta agccctgaac actaccgcca attacgccaa 
gctggtgttg
    43081 atgtcatcga aacgaatctg gcacctttac gtgcttctaa cccattctgg 
tcggggtttt
    43141 ggtacatctg ttgccaaaat attggcaata atccagagaa aggctggtta 
cccaacccat
    43201 ttggcgatga aaaaatcacg ctacgtagtt atttgaactt atttaacttt 
aaagcaaacc
    43261 atcgtaaaac tgttgtcgtt gataccgata cgggttggaa gtcattggtg 
acttcagcca
    43321 atccgcatga tggtagttcg cgccattcta atgtggcatt ggtggtaaat 
ggagccacag
    43381 ctgctgatgt acttcaaacc gaagctgctg ttgcgcaaat gtcaggaagt 
agttcaccat
    43441 cacttatatt aggcgatttt gaaaaagacg ttagcaagcc tcaagttcaa 
gtgctaactg
    43501 aaggggcaat ctatgaagct gtattaaaat taattaatac ggctaaacct 
aaagaacatc
    43561 ttgatttaag tatgttctat ttatctgaac gtaagattat taaagctcta 
aaaagtgccc
    43621 aagaacgtgg cgttattgtt cgtgttttac tcgatccaaa taaagatgcg 
tttggtagac
    43681 aaaagaatgg tatcccaaac cgtcaggtag cttcagagtt acatgctgct 
ggcattccaa
    43741 ttcgttggtg tgatacccat ggtgagcaga accatagcaa aatgatcttg 
aaatataatg
    43801 ctcaacaagc tgtgttaatt gtaggatctg ccaattttac agcccgtaat 
ttaaaaaatt
    43861 ataaccttga aacggatatg ttggttgtag gcaaagttca agatcaagtc 
tttaaagatg
    43921 ctcagaatta cttcaatact tcgtggtcaa acctacaagg tagacagatg 
agcgtggact



    43981 atgcgaagta tgccgatgag tctaaagtga agtattggat ttatcgtttt 
atggaatggt
    44041 caggtttatc gactttttaa tcactatctt gaagttttcc aaaaatggct 
tgtgcctaga
    44101 gtcatccaca acctgagcga gggaaagcaa acatcgtctg cttcgagcgc 
aagacaaaca
    44161 aagtgcgtag ttcaaactca agcatagctt tcgccttgcg gtacggcaaa 
gattattaat
    44221 ctttgctatc cgtacctcag gttttgtgga tgacaaatgc ttttggttac 
tttgggcgaa
    44281 accaaagtaa cgaattagct actacaaata gaaattaaag cggtaagacc 
ccgtcgtgct
    44341 aattaaaaat agaaaataaa actttgaata ttttaaggcg ctggcggaat 
caactgatcc
    44401 aacgctttat catctaactt ctctatttca ctcaaatccg tcttaatttt 
ccactgcgac
    44461 tcatcatcta caggattcgg caaacgcgct tcaagccaat cacaaaccac 
atctggagaa
    44521 aactcagggt gattacactg aataacccat gataaaaaat cttttgcttc 
accattcatg
    44581 taaggtggtg gagacacagg aaagaataaa gtaggtaaac gctcattcgt 
cgacaggtaa
    44641 tttaaaacat gccctagttc ttgaacggtt tgccatgcga gagggtgttc 
tacatcaata
    44701 ctgaacttaa accaccaagc gtgttcgcca tctgctccat gagccatgat 
acgggcttct
    44761 tgtacacttg gaactttgca gaaaaattga tgaagacgtt caaaactgat 
ttcagacaca
    44821 gcaattgacc tagcttgaaa aatgctaatg gtagcacaga tacagattct 
tcatattttc
    44881 tttatagtca ttacaaacaa tatcaatcaa agccatttta ttcatggttt 
ctccttgact
    44941 ctctcttaat ctagcttcag atcaagataa aaaggaatac tctccatgaa 
aaagcctatt
    45001 gttctcgtac tttcaacatt aatgttgggt atgtcggcaa ctgcgatggc 
cgattcaaat
    45061 catcgttggg ataactatca cggtaaagac cataatcgct atgaacagcg 
tcatgattat
    45121 cgttatgacc accgcaatga tcatagagct cctgtttggt cacattctga 
gcgtggcaac
    45181 cattatggcc gatatgtagc ctttaagcgc ggtgatcgta ttcctgtgga 
ataccgtaat
    45241 agccgttatt atgtctcaga ctggcgtgca catcgcttat atgcaccacc 
acgtggatac
    45301 cactgggtga agactcctaa ccaatactta ttggttgact cgaaacatca 
catttatcga
    45361 gttcgttaaa tgtaaaataa aaaatggccc gcttggggcc atttttttat 
gccaactcgt
    45421 catcttgcgg ttggggtgtt tttaacgaag taggtgtttt tgaatgtttt 
tctttcataa
    45481 cagatgggta gtgccaagaa gcaaaacgga caactaaaat agagagagct 
aaaataagaa
    45541 ttgagcctgt aataatgact tgatcaaggt cggctttatg atcatgttgg 
atatcagaaa



    45601 tcagtaaacg tgttagggct gtaatggcga cataaataag aaaacgtaca 
ggcatatgat
    45661 tagttttaaa gtaaattcca accattgccc caagttctag gtaaataaat 
aacaataaga
    45721 tgtcatcgat tgatgcatat tttttgacgg tcagaatttc aaaaacggta 
tgagcagcag
    45781 accaagcaat catacagcct atgataaata aggctaaata atgaaaagcc 
tcaacagcat
    45841 aatgtccaaa ccgatcaagg gttctttcaa actttttggg atcaggcata 
gtaaaatctt
    45901 ttttaatatg agaatgttta gaaattaaac aaattttgtg ccaatggaaa 
tagtaaatac
    45961 aaaataaaaa gcgcctgatt attcaggcgt ttttattgaa atttagttca 
attcaaataa
    46021 taagacgata tccactatca aagcgatggc tattccaaat tttcatattg 
ctgaatggca
    46081 tcttcaaatg caatatggcc taaaaattta cctatactct ttgtgggctg 
ttcttgttca
    46141 atcgcatgcg caaatttcac agccgcctca ttttgtaatt gttcataaag 
tcgtttgcag
    46201 tttggaaatt gatcaatatc aataacatta tgatatttca accaccgtgc 
gatacctgcg
    46261 tagtatccgt ctacaaaaga taattgatcg cccattagcc aagtttgatt 
tgtcaggcta
    46321 ttttctaaag cggtaaatgc ttttttaact tggactgctc catattcacg 
taatgcttgt
    46381 ttattacctt ctgatgaaga gtgttcaagg ctataccaga gtgggctaaa 
tgcattaaat
    46441 aaagtcgtat tcaaaaaagc tagtttctga ttaaagagat taaattgttc 
tgttccttgc
    46501 tcataatgaa aagccgcatt caggcttttt gccatgatat ggttcaagat 
agccatgctt
    46561 tccgttaaaa ctttaccatt atcgtagagc agtgcgggtg tttcgccgac 
tggattaatt
    46621 tggcggtatt cctcggtatt acactgagcc ggcatctcaa ttctacagag 
ctgataaggt
    46681 aaacctgacc attctaaggc aacaatagaa ccaaatgaac agccagatgg 
gacgccataa
    46741 aataaagtga aagtagacat gatgattact cttttgtgat gtgtaaaatc 
atcttaagtc
    46801 gccagaaaag tttctagtag tcaggtatta tgagacttat tgtctacata 
tatggacatt
    46861 gaagaatgct acttagacaa aacttgaatg atgtttatct ctttgttgtt 
gctgtagagc
    46921 atcagggatt ttccgcagca gctaaacggc ttaatttacc taaatcaaca 
atcagtaagc
    46981 gtgttgcaat attagaaaaa aagctaggct taaccttaat tcatcgtagt 
tcacgtagtt
    47041 ttgtcttaag cgaagcaggt aaactgtttt atcaacatgc caaaaatgca 
gtagatgagt
    47101 ttcgttatgc agaagaaaat ttattaatac aacaacaaga gccaagtggt 
gtagtcaggc
    47161 tcagtgcttc tgtacccatt gcccagtatc ttttatctga ttgtttgcct 
gaacttgcag



    47221 aacgttatcc taagttgtta ttgcaagtag aggtaactga tcgttacgtt 
gatgtcatga
    47281 gtgaaaactt tgatatcgtg atccgtagtc attttcaacc cttgccggat 
tctgggttaa
    47341 ttcaacgtgt acttaaaaat gataaaatca tcgctgttgc agcgcctgcc 
tacttaatga
    47401 aatcgtctcc tatacataca ccagaagatt tactcaaaca cgaaggtata 
tggcctgaat
    47461 tgcaaatgaa tccatggcat tttcaaaata taaatggtca gaaagagata 
gtacgtccaa
    47521 acatccgctt tgtagcaaat gagtcggaga ttttaaaggg ggctgcaaaa 
aggggattgg
    47581 ggattacgct tttacctgaa actttttgta tgaatgaact atctgagggt 
agcttaattc
    47641 atgttttgcc agaatggtct gctggtagcg taacgacaag tttattgatg 
ctaacaagac
    47701 gagggctttt acccagtgtc aatattactg ctgacttctt ggttgagaaa 
ttaaaaactt
    47761 aaaagttatt ctacttttta tgattagaaa taaaaaacgc ctgattattc 
aggcgttttt
    47821 ataaaaaatt taattacgct tggtttgtaa agtaatcttc actaaagccc 
ataattaagt
    47881 ctgaaccagc tttgatttta gcaatacgtg catcaatatc tggcaagata 
cgttcaacaa
    47941 agtattgagc caatgcaagt ttgttttggt agaaatcacc agacttgtct 
ttagcagcgg
    48001 cagcaatttt tgcaaacata taagagaagc tgagtagacc cactgcatgt 
aagtaatcaa
    48061 cagcagcaga gtttgggaac tctacgttct ctgcagcttg ctcaataata 
aactgagtga
    48121 ttgcttcgat ttcagttgca gcatctaaag ttgcatcttt aatgaagttc 
aaatcagtgt
    48181 ctaagtcatt tgcaaagtca cgaatttcag tgatgtattc agcaatgaat 
gcaccgccac
    48241 atttaatggt tttacgacca attaaatctt gagattgaac gccgttagtt 
ccttcgtaga
    48301 tttgagcaat acgaagatca cggatacatt gttccatacc ccattcacga 
atataaccgt
    48361 gaccaccaaa taccatttga gcatctaaag ttgcttggaa tgctgtatct 
gtgaggtaag
    48421 cttttgcaat tggagttaaa agcgcaacac ggtcattggc ttttttcacg 
gcttctgcat
    48481 cagttgagaa tttagtgata tcgagctgct gacctacata aactgcaaag 
gcacgagaag
    48541 cttcgttgtt tgcacgtacg tttaacaaca tacgacgtac atcgccgtgg 
actaaaatgc
    48601 tgtcagcagg tttgcttggt gactgaacac cagttgcact acgaccttgt 
aaacggtcag
    48661 tcgcgtattg agcagcattt tgataagcaa attcagaagc acctaaacct 
tgaataccca
    48721 ttgataaacg ttcgtagttc atcataacga acatggcagc aaggccttcg 
ttttctttac
    48781 caacgaggta acctttcgca ccgtcaaagt tcatcacaca agttgcagac 
gctttgatcc



    48841 ccatcttatg ttcaatagag cctggaccaa catggttacg gtcacctaaa 
gaaccgtctt
    48901 catttacaag gtatttcggg acaataaata acgagatacc acgtgaacca 
gcaggagcat
    48961 ctggagtttt agcaagtacc aagtgaatga tgttttctgc taaatcgttg 
tcaccgccag
    49021 tgatgaagat tttagtacct gtaatattat aagtaccatc ttcattgcgc 
tcggctttag
    49081 ttttgataat acctaagtca gtaccagcat gcggttcagt caaacacatg 
gtacctgacc
    49141 attcacctga ataaatctta ggtaaatacg tttctttttg ctcttgagat 
gcgtagctac
    49201 ttaaagccat acctgcacct actgaaagaa gtgggtagag catgaaagat 
ggatttgtcg
    49261 cgaataacat ttcatcggca agaacggtaa gcatttttgg catgccttga 
ccgccccatt
    49321 cttcatctgc acctaagcca atccaaccac cttctgcata ttgacgaaat 
gcatctttaa
    49381 agccagcagg agtaaagact tcgccgtttt cgtagcgagc gccttcttca 
tcaccagtac
    49441 ggtttaatgg atgagtcacg ttctgagcaa atttagccat ttcttctaaa 
attgcttcag
    49501 ctgttgcagc atctacatga gcgagtttct cattagcctg ccaaaattgt 
tctgctttaa
    49561 atacatcatt taagatgaat ttcatatcag ctaaaggagc attgtaaatt 
ggcataatcg
    49621 ttcacctttt ttgtgcacat cggcctgtgc tagatatcct gtaaaacgaa 
atggatattg
    49681 aatttaaaat ctaaatttat cattgatttt ataaaaaaag gaccgtcaaa 
actgagcagt
    49741 ccttttttgg tttttaacat tgcatatcgc aactaactat gattagaaag 
cgaaatgttc
    49801 agcatctaat gccatcaatg ggtctaaacc acctgcgata acgtctacat 
gagagcgtac
    49861 acgcggtaaa attttcttga agtagaagcg agcagtagtt actttcgcat 
tgtagaaatc
    49921 aacatcggtt gtacccgcag ctaatttctc ttgtgctaca agcgccatac 
gagcccatag
    49981 ataagctaaa gtaacgtaac cagagaagta gaggtaatct acagccgctg 
cacccacttc
    50041 atccggattt tgcattgcac gcataccgat ttgcatagtg aggtcgcccc 
attctttgtt
    50101 cagcgcagca agtggctcaa caaattcttt catggcagca ttgtctttat 
ttgcttctac
    50161 aaacttgtga acaatcttag tgaaatcacg aagcattgca ccttgagttt 
gtaaaacttt
    50221 acggcctaac aaatcaagtg cctgaatttc agttgtacct tcatacaaac 
aagcaatacg
    50281 tgtatcacgt acgatttgct ccatgccatg ctcagaaatg aagccatgac 
caccgaacac
    50341 ttgaacaccg tgcttagcag attcagaacc tgtttcagtt aagaatgctt 
ttgcaattgg
    50401 agtcaataaa gacaagatgt tgtcagcaaa cttacgctct tcttcagttt 
cgcctttttc



    50461 aacgatatct gcatattgag caagtaagta aacaagtgca cgaccacctt 
cagcaaatgc
    50521 tttttgagtt aaaagcatgt tacgaacggc agggtgaacg ataattggat 
ctgcttcttt
    50581 ttctggagct ttaggaccag aaagtgaacg catagctaaa cgttctttcg 
cgtaagttaa
    50641 agcaccttgg aaagaagact cagatgcaga taaaccttga accgcagtac 
caatacgtgc
    50701 tgtgttcatg aaggtgaaca tacagttcaa accacggttt tcagggccaa 
ttaaataacc
    50761 ttttgcttgg tcaaagttaa tgacacaagt cgcgttaccg tgaataccca 
ttttgtgttc
    50821 gattgaacca caacgtacgg cattacgttc gcctagagtt ccgtctgcat 
tgacattgaa
    50881 cttaggaacg atgaataacg aaatcccttt agttcctttt ggtgcgcctg 
gtagacgagc
    50941 aagaacgata tggataatgt tttcagccat gtcgtgttca ccagcagaga 
taaagatttt
    51001 ctcgccagag attgcatagc taccatctgc atttggttct gctttagtac 
ggataatacc
    51061 taagtctgaa cctgcatgag attcagttaa acacatcgta cctgtccaaa 
cacctgaaac
    51121 aaggtttggt aagtaagtat ttttttgctc ttcagaaccg tgatgttcta 
atgtacgtac
    51181 tgcaccgtga gacaaaccag ggtacatacc ccatgcccag ttagagctac 
ctaccatttc
    51241 tgaaattgcg atacctaaag agttaggtaa accttgacca ccgtattgtt 
cttctgctga
    51301 taaagacggg aaaccaagtt cgatgtattt ttgataagct tctttaaagc 
ctgttggtgt
    51361 agttacaaca ccatcattcc aagtacaacc ttcacggtcg ccaacttggt 
ttaaaggaga
    51421 aagttcattt tcacagaagt ctgccgcagc ttctaaatat tgatcaacca 
attcacggct
    51481 tacgttacct tgaaagtcag gtaattttgc atagtgttct tcagcattta 
ataattcatg
    51541 caaaacgaat tgcatatcac gtaagggcgc tttgtattgt ggcatatcgg 
gttcctcaat
    51601 actggtgaaa ccagagttat aatcctaatc tacgataatg tgccataagg 
caccttgaac
    51661 tattacatcg tgcaacaact tgcataactg tacaagcacc tcggggcctt 
tactttgtga
    51721 ctgcaaagtc aagaaaaaaa tacttgaact atgtaagtgc tttgagtgta 
aacacttttg
    51781 atgaagttta gatgagacaa atagtcaaaa tcgtaaatag ttatgtataa 
acaaaaggcg
    51841 ccttctggcg ccttttgttt tattattttt agaattattt tgcttgagat 
gctactggag
    51901 caggtgcatt gactggtggt tgaggacgtt ttggctcaaa gcggaggtta 
catgtacctt
    51961 caagtgtttt atctccaact tgaacattga cagtttgtcc aacagcttta 
ccttcacatg
    52021 ctttttgaat ttgctcaaaa cgagctttac gctctgcacg gtgttgttcc 
catgctgctt



    52081 tttgttcagg cgtaaattca cggtgtttca tacgatggtg gtgaccatca 
cgtgggccat
    52141 cttgcatcat gccatgttct ggcttaggtg gttgagttgt tgattgacaa 
gcagccaaac
    52201 tacccatagt tacaattgct gcactgaata atgcaatttt agccgtcatt 
ttcatggtta
    52261 aaacccttta atgtttgttt taagatgact taaagattag ataataaaga 
tgaagaaaca
    52321 atggagagtt tttcttttcg ttgttggtta caatgcaaaa tatagagtaa 
aaatgagaga
    52381 gtgcttttga acgttctacg tgttcccata gccttgcggt tatttttaac 
ggttttgctt
    52441 accacgctgt taattgcaac tgcgagtttg agtgtactgc actggacgat 
gcaaaagaac
    52501 tttgccaaat atgtagccga tgttgaaatg caaaagctag atcggcttat 
tactaatctg
    52561 ggaaatgtat ataccgttta tcatgattgg gggaatgcga ttcaggcgca 
aatcttacaa
    52621 attgaaggaa cggcagcacc agatgattat gaccgtcttt cccagtggtg 
gttacgccgc
    52681 caatatgata ttgccattca gcagcattct ttcgatgaac acactctcat 
taatatttct
    52741 ccagatgcgg gaacggtaaa taagaactct atttttagtg atgaagaact 
acgtacgctt
    52801 gagcaaaact taccttcgga atatcaaccg tttgaaggtt taagattccc 
gctaagtgca
    52861 aaccagtttc gtccaagcga tgataaaaac aaatcaaaaa aaggaagcct 
caaagacatt
    52921 gagacgcaaa atggtaagaa gcgttttatt gctttaccag accggctggg 
cttaagttct
    52981 cgtttatctt tatatgatgc caaacaccag ttcgtagtgg gtgaaccgcc 
gtcttcggat
    53041 cagatgtctt atcgcccgat tatggttaat agtcgggtcg taggttattt 
aggtctaaaa
    53101 ccagttttag ataaagaaga tgcattaagt attaatttct tcagtaatca 
aaagcgctat
    53161 ttacttttaa tttatgcttt aacattattg tcgagtttag ttgcagcact 
tttaatggca
    53221 acttatttta aaaagccaat tcagcgtcta ttaaatgcaa caaatgagtt 
aacaaaaggt
    53281 aattatcaac accaagttgt gattaaacga aatgatgagt taggtgattt 
atctactcaa
    53341 ttaaatcatt tagctgaaat tttacatcag catgaagaat cacgacgtca 
atgggttgca
    53401 gatacctctc atgaattgaa aactccattg gctgttctgc aagcgcagat 
tgaagcgatg
    53461 caagatggta ttcgaaaggc aacacctgaa catcttgatg ccatgatgcg 
acaagtttcg
    53521 agtttaaaga aattgactca agatttggca gacttggctc aggctgatgc 
tcaacaactt
    53581 aaatgttatt tgagttcggt taatccttgg gaagttatac tgcaagaagt 
cgaaaatttc
    53641 agacctaaac tcgaacaagc agggttagaa attgaggtgg aaggtgaagg 
cgcttcttta



    53701 ttgttagacc gtgatcgatt taaacaaatt attgttaact tgattggtaa 
tagtattcgc
    53761 tataccgaaa caggtggaaa gattcatatt catacaaatc aaacgcctca 
ggagtggact
    53821 ttatatgttg atgacagtcc atttggttta agtgatgagc aattatcacg 
tttaggtgaa
    53881 cgtttttatc gtgtcgatga ttcgcgtacg cgtagtacag gtggaacagg 
attaggctta
    53941 gctttatctt gtaaaattgc gcaggcgctt ggtggtacac tcagttttga 
acactcacca
    54001 ttaggtggtt tacgttgtgt actgaccttt aaaaagcaga gttaaataaa 
aggaaaaatg
    54061 gcccatgaaa catattatgt tggttgagga tgaagtcgag ttagcgcatc 
tggtgcgtga
    54121 ttatcttgag gctgctggat tcgaagtaag catgtttcat gatggtcagg 
atgcttacac
    54181 gagctttcaa caacgtaaac ctaatttaat gattctggac ttaatggttc 
caagaatgga
    54241 tggtttaacg atttgccgta aggtacgtga acagtctgat ttaccgatta 
ttatggtgac
    54301 ggcacgtacc gaagaaattg atcgtgtctt gggtctaaac atgggggcag 
atgattatgt
    54361 gtgcaaacct tttagtccaa aagaactggt tgctcgtgtg caggccgttt 
tacgccgttt
    54421 agaacgtaag gcggagccag agcaaaatga ttctttccgt attgataaag 
cacagcaaag
    54481 aatttggtat caacaaaaat ctttaagttt aacgccaaca gaatttcgcc 
tacttgagtt
    54541 atttttagaa catgtggggc aagtttattc acgtgcacaa ttattagatc 
atattaatcc
    54601 ggatagcttt gatgttgccg accgagttat tgatagccat attaaaaact 
tgcgtcgaaa
    54661 aatcacggaa gtggccgaaa ctggtaaccg tcatgagtgg attcaagctg 
tttatggagt
    54721 aggttaccgc ttcgaatatc cagaagaata attgcttaga aaagttatgc 
tgtggataac
    54781 cacaatgtta tccacagaaa atgtggataa aaaattaaga agaacagctc 
accgctacat
    54841 caggtacatc gcttggtaac ggacctaaat cttccggttt ttccaaatct 
ggttgtcttg
    54901 tatagggatg gttgagtagc ttaaataagc ggtcaacctc actaaaatca 
tctcgctccg
    54961 ctgcctcaat agctcgctgt gccatatggt tacgtaagat ataaattgga 
tttacctgct
    55021 gcatgtttgc atcaagctca tcaatatctt gatattcacg gatgttttga 
tactgcgtaa
    55081 ggaatgcatc aaattgtcga atatcaaggc agtcatcacg taaagctttg 
tattctttat
    55141 tttgaaggcg aatgaagctt tgggtgtaat cgagctgctc cgcttgcaga 
atacgcaaaa
    55201 agcttaagcc gcattcagta ctgtctttat gaaaatgagg aagccccatt 
ttttgacata
    55261 acccagtggt gtaatgctca ataaaagtcg gctcaaattc ttctaggcaa 
gcggccagcg



    55321 cttctttgaa ctgctcttta tgctcaggtt cggcaagtgg aatgagatta 
tttaaccaag
    55381 tccataagtt ccagtgcgca atactcggtt ggttttgata ggtgtaacgc 
ccttggtaat
    55441 cggaatggtt gttaatccaa tttggtcgga aacgttccat aaaaccgtat 
ggaccaaaat
    55501 caagtgtaga acccgtaata tttaagttat cggtattcat tacaccatga 
gcaaaaccga
    55561 ccaactgcca tttggcgatc ataatggctg tatttctaat cacagcttta 
gcaaaagcta
    55621 aaataggttg ctcttcttgt tggcattctg gatagtgcca ttcaatacat 
ttttgagtga
    55681 actcggccaa tagctcaggt gcatattgat tgatccattc aaaatggcct 
aaacggatat
    55741 gacattcaga tgttctaagt aacattgcgc caggttctag cttttcacgc 
tgtacacctt
    55801 gagtggagct tgtaaaacct actgcgtgac tagaagccac ccctaaagca 
tttaaagcat
    55861 gtcctgctaa atattcacga ataacagagc gtaaaactgc tcgcccatct 
cccatacgtg
    55921 aatagggcgt ggggcctgca ccttttaaat gtaaatctat ggtttggcct 
tttttattaa
    55981 gaatctgcgc aatgagtaag ccacgtccgt cgcctagttg accggcccat 
tgcccaaact
    56041 gatggcctgc atacaccata gccaaaggcg ggaattccga gaaggtacgc 
tgaccactgc
    56101 aaatttctac ccaagcctgt ttttcttcat ctgtccattg taactcttcg 
gctaaagcta
    56161 aattaaagtg tccagccttt gcaccgcgaa gcggagaggg ttgctggata 
tgaaaaagct
    56221 taggattgag cgatgaataa agcggattaa attgcatagg ctggactaaa 
tatttgaggc
    56281 aaaattcact ataccatagt taaaaacaag ccaaaaaata gcacctgcaa 
agtatggctc
    56341 tacaggtgct ttttcgggat aaagacgtat tagtctggta cgacgtttgt 
gttcttttta
    56401 atgttacgca ttaaagtttc taaacactca cggtgatgac tcaaacgatg 
ttcaagcaat
    56461 tggaaatcaa cttttaactt gtgatccatt ttgtgaatct tttcagccat 
tgctgctttc
    56521 tttgcttgta actcttgttc tttgagtttc gcccagtcat ttaaagtatg 
tgtaaatgct
    56581 tcatactctt gagcaatacg ttgcttcatt tgactaatgt cggcatttac 
atcatgacca
    56641 taaatagcca agtcttgttc agcatattta aacttcattg ccaattctgc 
ttttttaata
    56701 ttaaagcttg gaatacgacg taggttcttt gctaaaccga tcttagagca 
tgtccaaatg
    56761 agccattttg ttggatcata ttgccaccat ttcacaccat tacgataatc 
gtactggaaa
    56821 atatggtgat agttgtggta accctcgccc caagttgcaa tcgctaacca 
gaagttatca
    56881 cgtgctgagt tttcatcggt ataaggacgt ttaccgaaca tgtggcaaag 
tgagttgatg



    56941 aagaatgtaa cttgatgact aatgattaaa cgtaatagac caccaagaag 
tacaacaccc
    57001 cataaatcgc cagttgccca gccaaccaaa cctaaaatac caacgtgaac 
tgctacgacc
    57061 atcaaggcgt agtatttatg ttggaacatc accagtttgt cattgagtaa 
gtctggcgca
    57121 tttttaaaat ctggttcaga tggagaatga tcgcggatca tccaacccat 
atgggcatac
    57181 caaaagccac gttcaattga atatggatct tcatctacat cgtcgacatg 
acggtgatgg
    57241 gtacggtgac cagatgccca aaacagaata ctgttttgta cagcaaatgt 
gccgccaatc
    57301 attaaaagaa ttttaagtgg taacgacgct tcataagcac ggtgtgccca 
aagacgatgg
    57361 taaccagcag taatccccat gctacttaaa gctaaaagaa aaaataagct 
tacccatgcg
    57421 cttacactaa aatcataata atacgcataa atcgggatta tgattgcagc 
aagaattggt
    57481 aaaccaatta aggtaatgct agcggtccag ttaattgggg ccttgagtgg 
ggcggaagtc
    57541 atatccggca gcgctcctag aaaccttgtc atacaaggta aaaagacaaa 
tcgacatagc
    57601 aaaaccaatc ttcaagatat attgctattt tgcacatcat attagcacgt 
gcttagtgag
    57661 aatcactagc attattgtac agatgtattg aaagaaccgt aacagaatta 
aaccatgcct
    57721 gacaacattt cagataggag aagttgtgta atgaaaatac agcgattgag 
aaaaaagaat
    57781 agcattgata ttgcaaggaa attgccattg aaatgtcttt tcatcgcaat 
cagccttgta
    57841 ttggcagcat gtcaaagcac gccgcaacca aataatcaca aaggccaagt 
aaaaccaaca
    57901 catcgtgtac aaacaccagt tgtgaaaaag aaagtgagtc cagatggtgt 
tcaagatata
    57961 gattggcaaa ttacccagat aaatggtcat aaggcaaaat tctttaacca 
gtggccgact
    58021 ctttcattga actctacagt caaaacagta actggtcata caggatgtaa 
tcgtgttttt
    58081 ggacgatata cttttgattt cagccaaaag aaacttgata tggaagttaa 
cgcaggtcat
    58141 tcgagttgtg atggcgcgtt ggctcaagaa gcagaattgg tcgattcttt 
acaacgtatt
    58201 aaacgcttcc agttggtagg taatacctta tatctacttg atcaaagcgg 
tcagcgtttg
    58261 attcaggccg agaaaaaata aaaggtggtc agtaccacct tttttatatt 
taaagagctt
    58321 caagcattgt ggttggaata tctgtaatta agccctgaat atctaaatcc 
tgtagtctct
    58381 ttgctctttc tacatcgttc actgtccaga cactaatgtt caaaccagct 
tgatgagaca
    58441 attgaatcat ttcatctgtt gcaagttgat catgccagcc aatatgacag 
cacccatatt
    58501 gatgagcaag ttcaatcgcc gttgctccaa ccggaagttc aactaacaat 
ccgcgtttaa



    58561 attgagagtt gatatcacgt aaagcggtta gaatttgaag atcaaaactt 
gtgatggtca
    58621 cgactttctc gaaaccttgt aactcagtct caagcttttg aactaacttt 
tctgctaatg
    58681 ccatatctct tacagcttta acttcaactt caatatgatc aaagttatca 
agtaaattta
    58741 aaacatctgt aagcgtaggg gttggttcag aggttggcca gttaggccaa 
ttttgacgat
    58801 gatcaaatga taatgcttga gccaatgttg attgctctac aatctggtcg 
acacctgccg
    58861 tgcgcaaaaa attatcatca tgaatgacga ccaactcttg atcttgcagc 
tgacgaatat
    58921 caaattcgac accacgaata cctaaatttt taatgtgctg aaaaccacct 
aatgtatttt
    58981 caggagcttc tcggcgtgca ccacgatgac caataatgcg catagatttc 
tattgtccgt
    59041 tctttttgat aatgatctct ttaaacgtag agatctttct taacttaatc 
tatttttaaa
    59101 tcatctcatt aatatttttt tgccaaagga cttcttgtcc accttcagca 
cgctgtaaag
    59161 cacgcgatgc gacaaataac cagtcagata gacgatttaa aagttgaagg 
gcagtggctt
    59221 gaatattttg atcgcgagtt tgtactgaca tgagcgatcg ctctgcacga 
cgacaaacgg
    59281 cacgggcttg atgggcataa ctgcaagata aagaaccaaa tggcagaata 
aattctttta
    59341 gcataggcaa atcttcattc atacggtcaa tttctttttc aagaaattca 
atacaaacgg
    59401 gctgaagcaa attgtaattt ggaatacaaa cttcgccgcc taagtcaaaa 
agccagtgtt
    59461 gaatcagact caagcttttg tcccaatcag ctttattagc cacttggcta 
tctgtgattt
    59521 gagcacgaag taccccaata atggcgttta gttcatcaac atcaccaagt 
gccgcaattc
    59581 ttagatcatc tttagcaaca cgagagccat cgcctaaacc tgtggtacct 
gaatcgcctg
    59641 tgcgtgtata gattttgctt aaacggtgtc ccatgataga tatcctgaac 
ataaaaaagg
    59701 ggataatgtc ggtcagaaca ttaccccgaa actggagtta agaaaatatt 
tttataataa
    59761 agtttttgct tagtagctta aggtcacacc agctgatgca aggcggccgc 
tggcaatata
    59821 gtatgaacca acctctttat tccatgcagt cttatagtct gtatcatata 
ggttttgaat
    59881 attagtaaag attttaacat ttgggctcat ttgccaataa gcgttaaaat 
caagagtagt
    59941 gtagcctgga acatcttgta tatcttttgc tttgcctttt gcaacgaaag 
cagtgttgaa
    60001 gccatataca ccattatccc atccaatatt catattgaag ttttgacgtg 
ggcgatttgg
    60061 cgcatcttga tcagtttcat catttttagg ttgaatataa gcatattccg 
cattgataaa
    60121 ccaattatct agtgaccact ttaaacctaa ttcagcacca gttaaggttg 
ctttatcaat



    60181 attataaaat acgaaatttg ttgcagcaga agataccatc aagttatcaa 
ctttagtttg
    60241 ataaactgaa ccatatacat tgaagccgtg gtttagtttt tgatcaaatc 
caagttcata
    60301 tgacacgctt tcttctggtt ttaaatctgg attacctccc caccaagctg 
gctctgtaat
    60361 aatttgacct acaactggtg cacggaaagc tgtaccaata tttgcatata 
cgctagttgt
    60421 tggtgtaaca aggaaacgac cagcaagttg tccaactgta tgtgtaccaa 
attggtcatt
    60481 atcttctaca cgaatgcctg cttgggtatt aatgccatca tgttgatatt 
gatgttgtaa
    60541 ataatagcca gtcgtcttat tagaattatc gaatcctgtg tcaccattat 
aagcaactac
    60601 tttctctgca gttgttttat tatgctctac accaaataaa atattttggc 
ttggtgtaaa
    60661 ttgccattta atatttgaat ctacctcttg ttgcttggta tttacaattg 
aaggatacgc
    60721 tgcttttatt aaattatatt gatcttcaaa ttgagaaaga cgagtattcc 
aaataatatt
    60781 gttagttaaa ttaaggcgag cgttaacatt atataagcgg ttagtaaaat 
catacgcttg
    60841 cgctgcgcca taagaaaaaa agtcaccagt acctttattt tctttgattt 
cagctgataa
    60901 agcatattgc tctttatcaa caccaacttt agctgaatac cctttttgat 
caaatccagc
    60961 tttgcgatcg tcattgctaa tgatttgatc accatctgtt tcaaaacgtt 
gaccacgaat
    61021 ttgagcgtaa taaccatctt gggctaaatc tatacctaaa atagatttat 
aagtattctt
    61081 ttcaccagct tcgatcgtcg taaagatttt attttgtgta ggagtttttg 
aaattaattg
    61141 aattacaccg ccaatagcat cagtaccata ctgaactgaa gcagggcctc 
gtaatatttc
    61201 aatttgttta atatctgttg tatcaaataa gtgaatattt tgaccagcta 
cagtcgcagt
    61261 atttgaacgc ataccgtctt gtaaaaatag agtgtgtcca gcactagctc 
ctcggataaa
    61321 tacggaggct gtttggccat aaccacctgt ttgatgaata gttaagccag 
cttcttttct
    61381 taatagcgag ggcaaatctg caattggatt ctgttctatt gttttttcat 
caatcactga
    61441 gatacgcgct ggaacttcac tggctttttc agcacttttt gaagcagtga 
taacaattgg
    61501 gtcaagctga gttgcatttg ttgcatcttc agcaaaaata acaggtgaac 
accccatcgc
    61561 aatagcgata gcccctacca gacgagtagg ttgaaaagat ttagacataa 
catgctccat
    61621 acattcaccc cacgtgaatg atcgggtaga tagatgaaac aagtaggtct 
ccggacttca
    61681 gcgccataat tcatttatgg acatattcac cttcccacac tactgcagtg 
gtgtaagtcg
    61741 attttgactt aaaaaatatg ctttacattg ttaccgttgc gggggcagtg 
ccggactttc



    61801 accagcttcc ctaaagcatg aattgcttac acttgcttcc atttgaacgc 
agtataaagt
    61861 gccgaattac ttcgtacaat gtcatttaaa gcaattccct gagaactttt 
acgcaagggg
    61921 caaaaattgc attacaatgg cgcttatttt aagaaatggt tgtagtttaa 
gcagctcatg
    61981 agccaatcaa accaaaaacg tacacgagca aaaatctgtg gaattactcg 
caagcaagat
    62041 gttcaggcag tagttgcagc gggagcagat gcgataggct ttgttttttt 
tcctccgagt
    62101 ccaagaaatg taacagttga acaggcagaa gaattagcaa aactcgttcc 
gccttatgta
    62161 caaatggtgg gtttgtttgt aaacgcgagt gttactgaaa ttcaggatat 
acttgattgt
    62221 gttcccctag atgtattaca actacatggc gatgaaactc cagaacaatg 
tcaggaaata
    62281 gcgcgtcatt gtaaacgtcg ctggtataaa gcgattcagg ttaaacctga 
tctggatgta
    62341 attgctgaaa ttcaaaaata tcaggcagct ggtgccagtg ctgtattgct 
cgatgcatgg
    62401 catcctgagc ttaaaggggg cacaggacat cagtttgact ggtctaaatt 
cccgaaactt
    62461 gatattccat taatcttggc aggtggttta acccctgaca atgtcattga 
cgctattcat
    62521 actaccggtg cttttgcagt agatgtgagc ggaggcgtag agtccgcaaa 
aggtataaaa
    62581 gaccaacaac tcattgaacg atttatgcaa ggagtccaac gtggatcagc 
aaaataatgt
    62641 gattgactat acccaattcc cagatgcaaa tgggcatttc ggtatccatg 
gcggacgttt
    62701 tgtgtcagaa actttaatgg cggcattaga agatttggaa aatctctatt 
cccgcatgaa
    62761 aaatgatgaa cagtttttgg cagaattcga ccgtgacctc gcctactatg 
taggtcgtcc
    62821 tagtccactt tattatgctg agcgatggtc aaaagagtta ggtggtgcgc 
aaatttacct
    62881 taaacgtgaa gacttgaacc atacaggctc acacaaggta aacaacacga 
ttggtcaggc
    62941 actacttgca aagctttctg gtaaaaaacg tattattgcc gaaactggtg 
caggccagca
    63001 tggggtagca acagcaacaa ttgcagcacg tttaggtctt gaatgtgttg 
tttatatggg
    63061 tgctgaagac gttaagcgtc aagcgatgaa cgtttaccgt atgcgtttgt 
tgggtgcaac
    63121 agttgtacct gtgcaaagtg gctctaaaac gttaaaagat gccatgaacg 
aagcaatgcg
    63181 tgactgggta accaacgttg atacaacgta ttatgtaatt ggtacagttg 
caggcccgca
    63241 tccttatcct caacttgttc gtgacttcca gtcgattatt ggtcgtgaag 
cacgcaaaca
    63301 gattttggag caagcgggtc gcttaccaga tgcattagtt gcctgtgttg 
gtggcggttc
    63361 aaatgcaatg ggcttgttct atccgttctt aaacgatgcc agtgtaaaaa 
tgtatggtgt



    63421 tgaagccgct ggttttggta ttgagactgg taaacactct gcgcctttaa 
atgcgggtca
    63481 tgtgggtgta ttacatggta accgtactta tttaatgagt gatgaacagg 
gccagattat
    63541 tgagacacac agtatctcgg cgggccttga ttatccgggt gttggtcctg 
aacatagctt
    63601 cttgaaagat atgaagcgtg tagagtacgt gccgattaat gatacagagg 
ctcttcaagg
    63661 tttccgtgac ttaaccaaaa tcgaagggat tattcctgcg cttgaaagct 
cgcacgcgat
    63721 ggcgtatgtc tctaagcttg caccgacgat gtctaaagat cagattatta 
ttgcgactgt
    63781 ttcaggccgt ggcgataaag acttaatgac agttgcacgc attgatggcg 
tagaaatggt
    63841 cgagatgtaa gaggatacaa tgccaagctt gtttatggtg atgttgggcg 
ggcgtcatgc
    63901 acgtgctaat acagaagttc atgatgtggt catggctgta ggagatactt 
tggaagaagt
    63961 ttatcctcaa cttaaacaag cttggtttgg tgaggctcaa ggattacata 
ttgatgcttg
    64021 ggctaagctc tcaggagtta gttctcaagg acagaactat caaattcatt 
ttacagatgc
    64081 tgctccacaa ccagatgatt taaagttata tttaattaat ctaggtggat 
ataatgcacg
    64141 tgaattcggt gaacttcatc gttatgagtt tgtggtggca ccgaatgtgg 
tagttgccaa
    64201 acaattaggt aaacaattta tagatcggca gtggcaaaaa gcacatacag 
accgggtcat
    64261 tgatattgat gactgtttag cgatagattg cgtggcaggc cgttatattc 
atttaataaa
    64321 aggcgatttt gctgcaacaa tttgggaaaa tacatatttg actgtgggat 
aggtcatttg
    64381 aaatctaata ttcatatgga agtgggtaaa tggatttaat tcaagaaaat 
ggacagcctc
    64441 gttatgggcg ttttgaatct gtaccgttca ccattcatgt ccaacgttat 
atttataaaa
    64501 ctccttatgg caaagtccta aaaggctggc gcaaacaatt aaaatataag 
aaatttaaat
    64561 tttgtggcat tcaacataaa cattatagta ttggtctggc aattgcagat 
attggctggg
    64621 tcggacacgg ttttttctat atctatgacc atgaaacagg gcaagtcatt 
gagtggaatg
    64681 ctattcagcc gttaggtcac aagacgtatc ttgatgaaca gcctttgttt 
aatcaaagtt
    64741 atttttctaa atcgccttat cagtttgata ttcagcatgc caatggtgtg 
cgatacattc
    64801 gggtaactaa atatggggaa atttgtctga gcgcccgtat tttctgcgcc 
ggaacagata
    64861 ttttaagctt gtgtacccca acaggtatca atggttggac ctatacccaa 
aagcagacca
    64921 ctttggctgt agagggaatg ttcattaata agcaaaatca agttgtacaa 
tttgatgaaa
    64981 agacatttgc ttcacttgat gatacttgcg gatttttacg tcctgaaaca 
gcttggttct



    65041 ggctctcatg taacttctgg gatgaacagg ggcgtcgtat tgggttaaat 
ctggcctcgg
    65101 gtgttaatga aagttttggt aatgaaaact gcctatggat taacggagtt 
ttatttccgc
    65161 taacagacgt tttatttgaa aaagtaaatg atgaactttg gcaaattagc 
tcactagatc
    65221 aaaaacttaa tctacaagtg catattggtt ggtgccgata tgaaaatata 
aacttaagaa
    65281 tgattggcag tcagttcaat caatggcaag ctaaaattag cggcacgatt 
gagcatgaga
    65341 caaccgatat aatctattgc aaagaacaat acggtttact agagcaacat 
tatgcaaaat
    65401 ggtaacaagc aggttataaa cctgcttgcc aaaatgcttc acccgctgca 
atagggtcat
    65461 ttgttttttc caaagtttca atccaaacgg gatactgacg aataacagga 
tgctggcttg
    65521 gatgaaaatc ttttttaaac caatccatat attgtttttt catagctgtt 
aatgtgccat
    65581 ttttgccaaa gaaccaaggt aaacctttaa ggttcatcaa gagtctttct 
cttggactaa
    65641 agccatcaca tttcaacatg atattggtac gataaagcgt aaaaccgaac 
atgagtacgg
    65701 ttgttaaaac aagcacaaag cgacgtgttg actctggaac ttctcccacc 
tgtctcatca
    65761 catcaaaagc tacatcgcgg tgttccatct cttcaatcgc atgccatgca 
aacaaagctc
    65821 gaacataagg atgagcgctt tctaaagttt ttttatggct ataaaaggtt 
tctgccatta
    65881 acgctgttaa atgttcagcg gcagcggtca tggcaatatt atattgtggt 
gaacgttttg
    65941 ttagttcaaa gcggaaaatc tttttaaggg tggttgtgaa ctggtcaaca 
ggcatgcctt
    66001 gctctttcat gagctgattc attttgtcat gtgcaatacc gtgttgagct 
tcttgtttaa
    66061 taaaatccgc aactcgtttt tgtagttcag ggtcatcaat tttatcgcgg 
aacatacgca
    66121 cacattcaat gaagtaacgc tctccatctg gaaaggttaa gctgagtgca 
tcaaacatac
    66181 gagttaaaaa aggatcattg ttaaaccaaa agcgaggtgc ttcgtttaaa 
tgaaaatcga
    66241 gatctttacg aactactggt tcgacctgat aagaaacatg tgcgttcatc 
ttttatttct
    66301 cgcaactata accttttcat tagtatgtcg cgagtgatcg gctttgtttt 
gacagttatc
    66361 gccaattttt atacagtttg cgacaaaatg gcagtaaaaa ggacgcgcca 
tgcaagaatt
    66421 tactatctca aatggttact tctacctttg gaatacgtat ttaaaagaaa 
aaggaataga
    66481 ttggcagaca cttaatttaa gtgaaattca aacacgtcaa gtccaaaata 
ttttatctgc
    66541 ttctatagat gctcaatctt ctttagacct ttttattgaa cttttagaga 
taactgaaac
    66601 gcgattacat gtgactaatt tggctttaga gatggcagcc tgtattaccc 
ctgccaactt



    66661 tggggtcttg ggttatatgg cgtccagaag tgatacctta ggtcaagtgg 
tagagtatat
    66721 tgcaaagttt catcgtttgg tcattgatgg tgcacaggtt gtccctatac 
aaattgaaca
    66781 ggatgcctcc aaaattcgcc tatattggcc tttggtcgat gacagtaata 
ttctactgag
    66841 tgagctgact ttggccgcaa tggtacagct tgctaaacag attgcccctg 
tacatgagtt
    66901 tcttttacag catgtagagt tcgtacaccg agcgcgtggg gcagtggttc 
actatcaacg
    66961 tttctttcag tgcaaattgt catttgaacg gccttactat gcattaactt 
ttgcaagtga
    67021 aagtttaaat gttcgccctc aacatgcaga cccaacttta gtgcaacttt 
tggtgaaaca
    67081 agccgaagaa gctttagttc agcggaaaat acatgccgat ttagttcagc 
aaatacattg
    67141 gatcgtacag gaatacttta agcataagca gcaagcaccc aaaatagaag 
atattgccat
    67201 cgaactgaat gtttccgtaa gaagcttgca gcgccaatta caggcattaa 
acacttcatt
    67261 taaattaatt ttagatgctg agcgtatgaa acgctgcgag atattgttaa 
gccaaaatga
    67321 aagtctgact gcaattgccg accagttggg ttattcggat cagtctgcac 
tggcaagagc
    67381 atataaaaat ttaacagggc aaacattatt aactcgaaaa aagcaattac 
agctcatcca
    67441 gaaaaatgca acgaaataga attttggatg cttttttgct caatttgtaa 
atcaataatg
    67501 gcccaaaaat aggaagcttt gatcattgag aaaagtttca aaatattgat 
aaatgtacgc
    67561 catgggttgt atgaatcata caatcgaata tcgccataac gttagacctg 
ttcaatgaac
    67621 aaaaaatagc gttaaaatgc ggtgttcttg tatttctaca aacaactcct 
caattttaaa
    67681 taattcaagg aaagcacaac cctatgtcac gtcttgccac ccgttttgaa 
aagctgcagt
    67741 cccaacaacg taaagcgctt gtatcttatg tcatggcggg tgatccacag 
ccacaagtaa
    67801 cggtgccgtt acttcataaa atggttgcgg caggagtaga cgtcattgag 
cttggtttac
    67861 cattttcaga cccgatggct gatggtccgg taattgcact tgctgctgaa 
cgcgcacttg
    67921 cggctgggac gaacacctta gatgcgctga acatggtaaa agagtttcgt 
gagcaggatc
    67981 aggaaacacc tgtagtttta atgggttatc ttaatcctgt tgaagtgatt 
ggttacgaga
    68041 agtttgtttc ttatgcgaaa caatgtggtg tagatggctt attacttgtg 
gacttaccac
    68101 cggaagagtc aaaagaattt ggtgcaatct tgaaacaaca tgatatggat 
cagattttct
    68161 tacttgcacc aacttcaact gatcaacgta ttcaacacgt agcgaatcag 
gcaagcgggt
    68221 ttatctacta tgtttcactc aaaggtgtaa caggtgcagc gactttggat 
acttctgaag



    68281 cggctgcacg tattgaaaaa atcaaaggta tgactaacgt tccagttggc 
gttggtttcg
    68341 gaattagtga tgctgcttca gcgaaagcga tgggtagtgt tgcagatgcc 
gtgattgtag
    68401 gtagtgcttt cgttaaatct tttgcaacgt tggcagctga tgaagctgtt 
gaacagacgg
    68461 tgaataaagt caaggagctt cgagcagcgc tcgatgagtt agtatgaatc 
aagaagtgaa
    68521 atcagggaaa gttcttagcc cttcgacgcc atggacacag cgtccagttc 
caggtattga
    68581 agttgcagat gagcaacaga ctctcaaagc aacatttact gagccaacta 
ttgagtgccc
    68641 tgaatgtcat gctttagtga cacgtacagc aatatctttt aatgcgtatg 
tatgtccaca
    68701 gtgtgacgaa cacttacgaa tgaaagctcg cgatcgctta aactggttct 
tcgacaatgt
    68761 tgtggctgaa ttaggtcaag agtttagcgc gaaagaccca ttaaagtttg 
ttgatagcaa
    68821 accgtatcca gatcgtatgc gtgaagcgca aactaaaact ggtgaaacgg 
aagctttaat
    68881 tgccatgcaa ggtaacttaa atggcgtaga tatgattgca tgtgcttttg 
agttcgactt
    68941 tatgggcggc tcaatgggta ctgtagtagg tgaccgtttt gttaaggcag 
ctgaacttgc
    69001 aattgaaaaa cgtcagccat taatctgctt tgcagcttct ggtggtgcac 
gtatgcaaga
    69061 aggtatgttg tcacttatgc aaatggcgcg tacttctgct gcaatccaaa 
aattaaaaga
    69121 tgcaggctta ccttatatcg tggtgttaac acatccggta tatggcggtg 
taacagcttc
    69181 tttagcaatg ttgggtgata tccatattgc agaacctaaa gcaatgattg 
gctttgccgg
    69241 taaacgtgtg attgaacaaa ctgtacgtga aacactagaa gaaccgttcc 
aacgtgcaga
    69301 atatctgctt gatcatggtg tggtcgatca gattgttcat cgtcatgctt 
tacgtgatac
    69361 tgtatctcgt cttgtatcaa aattgatgaa cttaccttga aacaacaagc 
tccactttca
    69421 acagactctt tagatacatg gctcaattat tggagccatg ttcacgttac 
agggatcgat
    69481 cttggtctgg aacgtgttat tcccgtagca gaaaaattag gcgtgactaa 
acccaacgct
    69541 aaagttttta ccgttgctgg aacaaacggg aaaggttcaa ccacaacaac 
gcttgcgtct
    69601 atattaaaag cacaaggtta caaagttggg ttgtatcaat caccgcatat 
ctatcgtttt
    69661 aacgagcgag tcaaattagg tggagttgaa gttgatgacc aaagcctgat 
tgatgctttt
    69721 gtacaagttg atcaggctcg tcgcgagtgt gatttaagcc tatctttttt 
tgaagcaacc
    69781 actttggctg cttttgttat ttttaaacag caacaatgcg atgtatgggt 
tcttgaagtc
    69841 ggtttaggtg ggcgtcttga tgttgtcaac gtaattgacc ctaatatcgc 
cgtgattacc



    69901 aatattggcc tcgaccatac agattggtta ggcgatacca tcgaaaaaat 
tgcttttgaa
    69961 aaagcaggta ttatccgacc tcatattcct gtcatttttg caggtgagca 
atctttgcct
    70021 caagcgattc aagataaggc aaatagctca caagccacgc tatacgcgat 
taatagggat
    70081 tatttttata aactcgctga tgatggaaaa cattggtatt ttgcaagtga 
aggcaccact
    70141 ttaaggttgc cgcttggtac acttgcaatc gagaatattg caggagcagt 
tgcggccgta
    70201 ttaaatagcg gacttgaaat ctcgcaacta gcgctagagg agggcattac 
aaatgcccgc
    70261 ttggctggac gcttcgaagt gcgtcaagtt aatggaaaaa ccattatttt 
tgatgccgga
    70321 cacaatcctc atggtgttga atttttgtta aagcaattgc gaaatttctt 
agaatacaat
    70381 aaacagtaca cagaagttgt cgcagtattt tcaatgctgg cagataaaga 
tataaaatca
    70441 gtagtcgatt tgttgaaacc tactgtttta cattggaaaa ttgctgagtt 
gaatgtgccg
    70501 cgtgctgcac cgattcagca attgaatgac gccctgcaag gccagacaat 
acaacaattt
    70561 ggcaatatca aagaggcttt taaatcagcg cttgagcaaa caaataacaa 
tcagctgatt
    70621 ttagcctgtg gttcgtttca tactttagaa gcgatttggg agtatttgga 
agaatgtcaa
    70681 tgaataacaa acaacgctgg atgggtggcg ttgttttatt aggtggtggt 
gttttattgg
    70741 cagcattact tctaaaagga aatgaagaaa taaaacaggt agatgttcaa 
ccccaaactt
    70801 caacatcacc gaaattacaa gctaaaccaa agcaatcagc acaagaagga 
cagatggtac
    70861 agctacagcc acttgcagtt gatgttgaaa cagaaaaacg tcttcttgaa 
gaacagcgcc
    70921 gttctcgtga aaaagctgta gcagaacaag aggctcgtgc tgccgaattc 
ttggcaatgc
    70981 aacaacaggc agaagcggat gcggctcgta aagctgctgc tgaatatgcc 
gcgattaatg
    71041 ctcgccgagc tgctgcacaa gaaagttccg ataatattcc tcctgaagtc 
gcgggtagtg
    71101 agaataaggc aaaagggcag caaactgata caaaaaagtc agtagatccg 
gctaaagcgg
    71161 atgcagataa aaaagctgct gaagcgaaac gcttagctga agcggataag 
aaagcggctg
    71221 aggcaaaacg tcaggcagaa gcagacaaga aagcagcaga ggctaaacgc 
caagcagaag
    71281 cagataagaa agcagctgag gcaaaacgtc aggcagaagc ggataaaaag 
gcagcagagg
    71341 cgaagcgcca agcagaagcg gacaaaaagg ctgctgaagc taaacgtcaa 
gcagaagcag
    71401 ataagaaagc agctgaagcg aaacgtaagg cagaggccga gaaaaaagct 
gaagcagaga
    71461 aagcacgtga gttgcttgaa aatggtgata aaaaatggat ggtacaggtt 
gcattggctg



    71521 ctaaccaagc aaatgcagat gctgtagtct ctaaattacg tgcaaaaggc 
tataaggtca
    71581 cgacgagtcc aaccagtaaa ggtatccgta ttatggttgg tcctgcaaaa 
gatagagata
    71641 cggcagatac tacacgtaag aaaattactt ctgacgccag tttaaatatg 
aagtcagctt
    71701 gggtgattga ctgggtgcct ttagatcagc gtaagtcaga ttaattttat 
tctgaaatct
    71761 aattaagatg gattcgacag ttgctgttga atccatttta cattttcagg 
ggtaaataaa
    71821 cggtcaatat tcttccaaat aatatgataa ccataacccc cttgtttcat 
ttctttcact
    71881 gcatcatcaa ttgcccagtt ttcaaaaata attcgataca tggcgacgct 
cgcccctgta
    71941 cggtctgaac catgatagca atgtagtaaa acacgttgat tattttgctt 
ggcaagctgg
    72001 atttgctgca taacttctaa taaatcttgt cgatcaattg cccatgtatt 
aatcggaata
    72061 tggacaagat taaagttttc atttttaaag actaaatcat ctgatgcttt 
ggctcttaag
    72121 ttaataacag tcccaatttg atagtgtttt aattcgggaa tcatggctgc 
atcgggctgt
    72181 tcactccgga aaacatcatt gctaatttga taaaaattat gagtttgaga 
aactaaggtt
    72241 ccccaatcgt gaggtctgtg ctcatgggca atactttcgt gttgcataca 
tccttgaagg
    72301 cttaaacaga ccgcaaatgc aataagtgaa aaaaatttca tgtttggtac 
cgccgaagct
    72361 catgggggtc atgtgcacaa atgatttcaa tcgttggctc atgttgagcc 
agatgctgta
    72421 atttttttag gttaataaga cgcttttcat tgtcttcagc aaatgtcttt 
tctagaaggg
    72481 taagagatct taatttattt gctggattta gctctaggtg tgagtagtaa 
gcatctccac
    72541 aaaataataa ccattgattt tgttgcttta tcgcaatacc acaatgtccg 
gcagaatggc
    72601 ccaataatgg caccattaaa atttcatctt gaaatagggg taaacctttt 
actttttcaa
    72661 ggttaaacca tttttcacct tgttgatact caacaaagtt ccagtaccga 
tgttgtttat
    72721 attgattagt tctataacga agcttgcctt taaaattagg cagttgtgca 
gcattgtatt
    72781 cagtggctag cacatggaca gtggcgtggg ggaagtctga aattccgcct 
gcatggtcaa
    72841 agtcgaggtg agtcacaaaa atatgctgca catctttagg atggaaaccc 
agtttctgaa
    72901 tttgttgaat agcactgaac tcaagattcg gttcaatttt ccccaaccgt 
ttgactaaag
    72961 agccaaggcg ctgttgcatg tgtagataat cttgtaggcc aaatccggta 
tcaatcagta
    73021 caaggcctcg atcagtttct accaaaagac aatgacaaac aatttcagct 
ttccagcctc
    73081 tctgcccaaa taaaggtgca catacagggc acatactgcc gcattttaaa 
tgatgaattt



    73141 tatggatcat gatttttgtt ttttgcacaa actcttggga agttataact 
gatctcaaca
    73201 ctaaaaacca tgtgtattca ttaatgtaaa aaaagccatc gggtgagatg 
gcttttaaga
    73261 tggaaatatt tgtttatgtg ctttagttag ttttctttgt tttttctcat 
tattgaatat
    73321 gccgtttatt ggttttttag ggaatctttc agatgtttac ctacgcactt 
tgcttgtctt
    73381 gcaggggacc tttcagacgc ttgcctacgc gctttgcttg tcttgtagtc 
aacttttcag
    73441 atgcttgcct acgcactgcg tttgtcttgc gcttcgatta aagccttgtt 
aaaggcttta
    73501 atcttgctca ggctgtggtg tgaggcgtaa ataaggtttc accgcagtat 
aacctttagg
    73561 gaagcgttgt ttaatttcct cttcatcttt taaagaaggg acaatgacca 
catcttcacc
    73621 ttgttgccag ttcgctggtg tagctacttt atgcttatcg gttaattgta 
atgaatcaac
    73681 aacacgtaag acttcattaa agttacgacc agtcgaagca gggtaggtga 
tgattagacg
    73741 aactttttta tttgggtcaa taatcactaa agaacgaaca gtaagggttt 
cactggcatt
    73801 gggatgaata aaaccgtata gctcagatac tttgcggtct ttgtcagcaa 
taattggaaa
    73861 attgactgtt gtattttgag tttcattaat gtcattaatc cagcctttgt 
gcgactctac
    73921 atcatctaca gataaggcaa ttgctttaac attacgtttt tcaaattcat 
cttttagttt
    73981 tgctgtataa cccaattcag ttgtacatac tggcgtatag tcggccgggt 
gtgaaaataa
    74041 aatgccccaa ctatcaccta gaaaatcata aaaattaata gtgccttcgc 
ttgattcttg
    74101 ttgaaaatca ggggctgtgt cgcctaatcg taatgtcatg ataaatcctc 
aattgcttaa
    74161 aatttgttat atgttgaaat gactatgccg caatttattt attattaaaa 
ttattgtttt
    74221 tatattttat tatgaacttt ttatataagt gtaaatatat atgatcaaaa 
catatgaatt
    74281 tatgggctga atcaatgtaa ctttaagata aatttgctaa attagatttc 
tcggaagttg
    74341 tgctcaatag atgagcatta atgtcgagtt tttaggtgtc agatgcttta 
aaggggctta
    74401 gaaaatgggt aaaaccattt gtctaatgat cagatttttt ttatgggttt 
tgtgcaaacc
    74461 ccttgtactt caaatttctg acaccataat aaacgactga gaaaaaattt 
attcatttga
    74521 ccaagcaaga tttagagagt ttatccatgt tggcaagtct gatcggaggt 
atcttcggta
    74581 caaaaaatga gcgtgaactc aaacgcatgc gcaaaattgt tgagcaaatc 
aatgcgctcg
    74641 agccgacgat atcagcttta agcgatgcag acttatctgc aaaaactcca 
gaattcaaac
    74701 aacgttataa taatggcgaa agtttagata agttactccc tgaggcgttt 
gcagtttgtc



    74761 gtgaggcagc aaaacgtgta atgggcatgc gccactacga tgtccagtta 
attggtggta
    74821 ttaccttaca tgaaggcaaa attgccgaaa tgcgtaccgg tgaaggtaaa 
acccttatgg
    74881 gtactttagc gtgttattta aatgcattaa gtggtgaagg cgttcatgta 
attactgtaa
    74941 acgattactt ggcacaacgt gatgctgagt taaaccgtcc tttatttgaa 
tttttaggtc
    75001 taagcattgg tacaatttat tcaatgcaag aaccagcaga aaaagcagcc 
gcctatcttg
    75061 ctgatattac ctatggtacc aataacgaat ttggttttga ctacttgcgt 
gacaacatgg
    75121 tgttttcttt agcagaaaag aaacaacgtg gtttgcacta tgccattatc 
gatgaagtcg
    75181 actcaatctt gattgatgag gcgcgtacac cattaattat ttctggtcaa 
agtgaagatt
    75241 cttcacacct ctatactgca atcaatacga ttccaccaaa attacgcccg 
caaaaagaag
    75301 aaaaagttgc cgatggcgga catttctgga ttgatgaaaa gcagcgttca 
gttgaaatga
    75361 ctgaaattgg ttatgaaact gtagaacaag aacttattca aatgggtttg 
ttagcggaag
    75421 gcgaaagctt atattcagct acaaatctaa acctcgttca ccatgtttct 
gcggctattc
    75481 gtgcgcactt cctattccaa cgcgacgttc actatattat tcatgacggt 
gaagtcatta
    75541 ttgttgatga gcatactggc cgtaccatgc cgggccgtcg ttggtcagaa 
ggcttacacc
    75601 aagcagttga agcgaaagaa ggtttggcta ttcaacctga aaaccagact 
ttagcaacaa
    75661 ctactttcca gaactatttc cgtctttata aaaagctttc aggtatgaca 
ggtactgccg
    75721 atactgaagc tgcggaaatg aaagaaattt atggtctgga cgtcgttatt 
attccgacac
    75781 accgacctat gattcgtaat gaccagaacg atttaatcta cttaaaccgt 
aatggtaaat
    75841 ataacgcgat tattcaagaa attatgaata ttcgtcagca gggtgttgca 
ccgattctta
    75901 ttggtacggc aacgattgaa gccagtgaaa ttctatcgtc taaattgaag 
caagctggta
    75961 ttcatcatga agttttgaac gcaaaacaac atgagcgtga agcagacatt 
attgctcagg
    76021 caggtagccc gaatgcagta acaatcgcaa caaacatggc cggtcgtggt 
acagatatta
    76081 tccttggggg taactggaaa gcgaaacttg ccaaacttga aaatcctacc 
cctgaagatg
    76141 aagcgcgtct aaaagcgcaa tgggaacagg accatgaaga tgtattgcaa 
gcaggtggct
    76201 tgcacattat tggttctgaa cgccatgaat cacgccgtat tgacaaccag 
ttacgtggtc
    76261 gtgcgggccg tcagggtgac cctggtgttt ctcgtttcta tttatctctt 
gaagatgacc
    76321 tcatgcgtat tttcgcaggc gaccgtgttg ttgccatgat gcgtgcaatg 
gggcttaaag



    76381 aagatgaagc gattgaacac aaaatggtaa gccgttctat cgaaaatgcg 
cagcgtaaag
    76441 ttgaagcacg taacttcgat attcgtaaaa acttacttaa atatgatgat 
gtgaataatg
    76501 aacaacgtaa gatcatttat tcacaacgcg acgaaatctt agctgaaaat 
actttacaag
    76561 aatacgttga agaaatgcat cgtgaagtaa tgcaggcgat gattgctaac 
tttattccac
    76621 cagagtcaat ccatgaccaa tgggatgtgg aaggtttaga aaatgcttta 
cgtattgatt
    76681 taggtattga gctaccagtt caagaatggt tagaacaaga tcgacgtctt 
gatgaagaag
    76741 gtttggttga acgcatcagt gatgaagtga ttgcgcgtta tcgtcagcgc 
cgtgcacaaa
    76801 tgggtgatga atcggcagca atgcttgagc gtcatttcgt tttaaattct 
cttgatcgcc
    76861 attggaaaga tcatttggct gcaatggatt atttacgtca aggtatccac 
ttacgtggct
    76921 atgcgcaaaa aaatcctgag caggaatata aaaaagaagc atttaacttg 
ttcgtgaaca
    76981 tgctgggtgt aattaaaact gatgttgtaa ctgatctgtc tcgcgtacat 
atcccaacac
    77041 cagaagagct tgcagaaatg gaagctcaac agcagcaaca agcagaagca 
atgaagcttt
    77101 cttttgaaca tgatgatgtg gatggattaa caggtgaagt gaccgcttct 
caagaagcac
    77161 ttaatgagtc ggctactgaa caacaaacgt tccctgtacc tgaaagtcgt 
aatgctccat
    77221 gtccatgtgg ttctggtttg aaatataaac agtgtcacgg caaaatttaa 
tttgtgttat
    77281 aaaaaaagca gaacgtttgt tctgcttttt tttcgtttgt agtaagcctg 
tgaataatgt
    77341 ttgcagtttt aagcattaaa tgctatttac ttctcatcca gagtgtatgt 
tggaaagaca
    77401 atgaaaaaag tattacaacc tttattttta actgttcttg ctgtgccaag 
ttttgttttc
    77461 gcagcagaaa cagcttcagc ccctcaaacc acaacggttg ataaagtact 
tgcggcaaaa
    77521 ggcccaactt cggctcaggc tgtagtgaaa caagaaaata cgacggtgat 
tagccctcgt
    77581 acaggtattc gttacacatt gggtaacact ggtaatcgcc caatcatttt 
acaaactgct
    77641 gcgatcgctc cagcaaactc tgcaaatatt aaccgtattg ttgcaagtaa 
cccagctcta
    77701 tctccaaaga gccaagaaaa agcaaaagtt gcattaattg gtgaagctgc 
tgttgctggt
    77761 gcggcagcag ttgcagcgaa taatgtaact gccccagctg taccaaacag 
tgttacacct
    77821 gcaaatcctg catcattgaa ctaagttcta tatataaaaa agccggtcaa 
ttttgaaccg
    77881 gcttttttat atcagggtgt ttgaaaatat ttaaatctga ttatttacat 
ctacattttt
    77941 tgtttcgcgt attaataaaa acgcgattaa tgataaaagt gatgctgctg 
taagataata



    78001 accaactgca tataaaccat atgtttcagc aagtttagtt gcaataagcg 
gtgcaaaaga
    78061 agcaccaaaa ataccagcca agttaaacgt taaagctgaa cccgtataac 
gtactgaggt
    78121 tgggaaaatt tctgaaagga cagtaccaat tggaccatag gtcaagccca 
taattgataa
    78181 gccagtacac aagaacaaaa acacaatgag tgtgtttcca gactctaaca 
tactagagaa
    78241 aaacagtccg aaaattgcag cagcaataca tacaccaata gaagtagctt 
tacggccaaa
    78301 tttttctgca aaaatggcag aaagagggat aaaggctgca aagcaaaggg 
ttgcaaacag
    78361 ttgaagttct aagaactcac cacgcgcata gcctagtttg gttgttcccc 
agttaagtgc
    78421 gaatactgta gttaaataaa acacaacgaa ggtacagatt gctgcaattg 
taccgagaat
    78481 aagtttgccc gtgtgttttg tcaccacttc tttaaatgga atattaactt 
ctttttgctt
    78541 atctaaaacc ttctggaaag caggggtctc atgaagtttt aaacgaatgt 
ataagccaac
    78601 aataaccaag acagcacttg caataaaagg aatacgccag ccccattgca 
tgaatgcttg
    78661 ctcaggaata gcagcactta gaagtaaaaa agaaccagtt gctaaaataa 
aaccgatagg
    78721 tgcgccaagt tgagggaaca tgccatacca tgcacgtttg ccttcaggtg 
cattttctgt
    78781 agcaagtaaa accgcaccac tccattcacc acctaagcct aagccttgtc 
ctaaacggca
    78841 taaggcgagc aataacggtg caacaattcc aatctgagca taggttggta 
ataagccaat
    78901 acatacggtt gagataccca tagtgagcaa tgctgccacc aatgttgctt 
tacgacctat
    78961 acgatctcct aaatgcccaa atagtgctgc accgatagga cgggcaataa 
aggcgattgc
    79021 aaaagttgca agtgattgta agactgcggc actaccacta ctggcaggga 
aaaataggtg
    79081 tggaaaaatg ataacggcag cagttgcata gatataaaag tcgaagaact 
caatggttgt
    79141 accgactaaa cttgcaaaca aaacccgtgt tttcgaattg gtggctacta 
caggagcagc
    79201 agtcgcagag gttgactcca tataagtcct tatatcagtt aaaatttatt 
tttaatttac
    79261 tattctcttt aaaggcatat ttttcttaaa agaatagcgt gaaagaacat 
catccatgac
    79321 tctttcagga tcactgaata tgagtgaaaa atggactaaa caacgtacca 
atagatagca
    79381 agaaagtgtg cacctgcacc taaaagcaca aaaatatgcc atatcgcatg 
ggtatatctt
    79441 acctttttta acgcgtaaaa caatgctcca acggtgtaag ctaaacctcc 
agtaatcaat
    79501 aacatcaaag tatctttgct taaataggtt cgcatatcat ccattacaaa 
aacggcaagc
    79561 caacccataa gaacataagc aagtagcgaa attttctgaa aacggtgaat 
aaaaactaac



    79621 ttgaaaagtg taccaattgc agcaatgctc cagagcgcaa taagtaaaat 
atgagctttt
    79681 tgtgtaggta tagcaatact taagaacggg gtatatgttc cagcaattaa 
ataataaata
    79741 gccgtgtgat cgagtttttt ataccagtaa cgtaaatttt gtgtttgtgc 
aaaatgatag
    79801 agagtcgaac tagtaaacac gagaattaag ctaaaagcat atacccataa 
acctatccac
    79861 tgggcagtgg aaagataaga tccttttata attaaaaaga cagaggcaat 
tactgccata
    79921 accacaccag cgccatggct gtaggcatta aaaagttctt cttttgggtc 
gtaggtttct
    79981 aacaccgatt tactcataag tttatttttt gattaaaaat acaaatgtat 
agaaatacaa
    80041 aacagtcgta aagttatttt atttttcatc ctataccctt taaactttca 
ctttatatga
    80101 gtcaccattt tttaggtata tcagtgtcgg ttttctcctt tgagcaagaa 
cagcaattct
    80161 ttcatgaaat caaacaaatg cttgatcagc agacttttga acgtttgatt 
ttgagccaat
    80221 ataaaggaga gttgacacag ctggaaaaaa ttactttccg tgttgtggag 
ctacatggaa
    80281 aaaaacaact ttccgcgcta tatcatcata ctacccaaga tgtgactaaa 
aattattcat
    80341 tcgaagatgg cttagaacag attgctgtgc tgattacgca atgcaaacaa 
gcgaatttat
    80401 tttccactca tcaagaaatc cagcttaaaa aaaataagaa aaaagccatg 
cttaatatgg
    80461 gtaaaaaaca cagcgtgact accgttccaa ctgtacaagc gcatgatcgt 
gagaaacagc
    80521 gttatgtaca gcagggtagt gcatttttaa aagagcttgg cattaccgat 
gagaaagctc
    80581 aaatcattcc aagcatggct cgtaaatgga aacagattaa taaatttatc 
gaaatttttg
    80641 cgagtgcata cgaacaaatt gatgctgagc aaaaagagtt aaatattgtc 
gattttggtt
    80701 caggaaaagg gtatttaact tttgccttgt atgattattt acaagaacaa 
caaaaggttc
    80761 cgctcattac tggtgtagag ctgcgccgta acttagtgga gttttgccag 
aacgttgcag
    80821 aaaaagtaca ttttaatcat ttagactttt ttgaaggtga cgttcgtagt 
tatcaaccgg
    80881 aaaagctgga cgttatgatt gccttacacg cgtgtgatat tgcgactgac 
tttgctattc
    80941 atacaggaat tcgtttaaac gcttcgatga ttatgtgcgc gccatgctgt 
cacaaagagt
    81001 tgcgtccaca actacatagt cctgaagttt tacaacccat gctacagttt 
ggtattcatg
    81061 cgggacaaca agccgagatg ttgaccgata ccttacgtgc gttactttta 
aaagcatatg
    81121 gttatgaaac taaagttttt gagtttgtat cgcttgaaca caccagtaaa 
aataaaatga
    81181 ttttggcgac taaacgcaaa aacgtgacac aacctgatgc caagattatg 
gctcaaattc



    81241 aagcattgaa agaaatgtat ggaattaaaa aacagacttt ggaattgtta 
ttacaagacc
    81301 agctgccgat cgaaaatatt ggctgcaaat gctaggaagg tgagtggatg 
tataaagtta
    81361 tagcgggtag ttggacgcag tttgaggaag ctgcaaaata catccgtgaa 
caagtcttta
    81421 ttcaagagca aggcattgcg cccaaagatg aatgggatga tttcgacagc 
actgctgtgc
    81481 actttatgat gtatgacaaa gagcagccta tcgctacagc acgtttgttg 
ccacagcata
    81541 gcgtagggcg tgttgctgtt ttaatgcttt atcgaaagca gggtataggt 
aaaattctaa
    81601 tgcagcatat tattgaatat gcgcgccaac ataaattgcc ttatttaaag 
ctttccgcgc
    81661 aaacctatgt gacggctttt tacgaagctt taggtttcaa agtgcagggt 
gaagtgtacc
    81721 aagactgtgg tattccacat attgatatga ctttagcgtt aagttgagat 
tcctttttag
    81781 aaatctcaac tttgaactac ttcatcgcat tccagttttc gatggcttgt 
aagcctgttt
    81841 ccaaaccaac ttcataactg taacgaagct ttttcggatt tgtcgttaaa 
cgccctgcca
    81901 tatttttaag aggcggtgga catacctcta aaatttgctg ttctgggtta 
ctgctacgaa
    81961 caaattcaac tgaagcatta taacgggcac agcggttacg caaactattt 
gcaaaaccat
    82021 aatggtgttt aaaagcatat ttcgcaagga attggtcgcc tcggctactg 
gctttaaaat
    82081 agttcttcgg acgagtacgt aaaactaata gctttttgac accactttgc 
tgagccgccc
    82141 agcgaacggg tagagcatct gcaacgccgc catcaaagta gggttcaccc 
ataatatcga
    82201 cgggatgacg agttaaaacc ggaattgagc tagaagcacg cagtgcattt 
agcaaattat
    82261 ctttaccagc acgaagatac tcagcatgac cagttttagc atgcgtcaat 
accatataaa
    82321 aatctggatt tttggcaaaa aggctctgtt gatcgagagg atgttcttgc 
tcgccaattt
    82381 cccacatcca ttttaaatcg agtaaatcac cacctttaaa gaagcgtttg 
taatcgataa
    82441 attcaggacg tagtgaatga tcaatataga aggttaaggt gcgaccctgt 
tggcctgcca
    82501 ggtagttagc tacattggtc gaaccagaag atacgcctac atataaatca 
aaagggttga
    82561 accgttgttg tagaaaagca tcaagtacac cactggtaaa ggcaccacgc 
atgcctccac
    82621 cttctacaac cagtgcattg cgagaaaaat ctgtcatttg aaaaatatct 
gattactgat
    82681 gtgaatgctg atgttcttgc atgtccattt caggcatatt gtcatgctga 
gtttgctgat
    82741 ctgttgattt ctcagctttt tgctgcattt catgctgttg agctttgcgt 
tgtgctcctg
    82801 gcatatagtc aggctcatta ctcattgcta aatagaaaaa gccaaggaag 
atcgcactta



    82861 aaacaccgac gattagaaca aatttccagc ctaaaattgc tgattcggaa 
gaatttttat
    82921 cggacataag gatatctcga atgtgctgta gaagcacaga aatgaagtct 
atttatagca
    82981 tatttaggta taaggctgaa atcttaaagg tcataaagaa aaacccatat 
aaataaaata
    83041 tatttatatg ggtaaggttt atgcaatttt taaatattca agagctctaa 
cttattgaat
    83101 attttgcttc tgctcagctt tagtttttag taacgttggg ggcgtgaagc 
gctcaccata
    83161 tttggcagcc aactcttcgg cacgtttttg tgctttatca atcccatatt 
gatttaagaa
    83221 ttgaattgct cctcccgtcc acggcgcata accaattcca aaaatagaac 
cgacattggc
    83281 atcaatcact gactctaata ccccttcttc gtaacaacgt agggtatcta 
aggcttgtac
    83341 aaacaaaata cggtcaatca tatcttgctc ggagatatca tgatcttttt 
gccaacggtt
    83401 taagccttcc cataggtgct ttttgccatt ttcaggataa tcataaaaac 
ctgcgccagc
    83461 agctttacct ttacggttta attcatgaat catggtatga atcacttcat 
ctaccggtgt
    83521 tttcggtaac tctttgcctt cagcttgtag tgccttacgc gtttcacttg 
caacatgctc
    83581 cgttaaagtt aaagacactt catcttgaat cgcaagtggt cctaccggca 
tgccagcttt
    83641 cagtgctgcc atttcaatac gcgctggatg gacgccttct gcaagtaagc 
gcataccttc
    83701 ttgaataaaa gtaccaaaca cacgactggt aaagaagcca cggctatcat 
tgacaacgat
    83761 tggtgttttt ccaatttgct gtacaaagtc ataggctttg gcaagtgtct 
ctgcggaggt
    83821 gtttttacct ttaataatct caaccaactg cattttgtcg acagggctaa 
agaaatgcag
    83881 gccaataaat gctttatcat tcttgcttgc ttgcgctaaa cctgtaatcg 
gtagggtgga
    83941 tgtatttgat gccattacac cattaggcgc taagtattgt tcagcttctt 
gagtgacttt
    84001 cgctttgagc tcttggtttt caaatacggc ttcaataatc aggtcacaac 
cttgtaagtc
    84061 ttcagcagaa gctgtagccg taatgagcga taaaatctga tgacgttttt 
ctgcagtcat
    84121 gcggccttgt gaaacacgtt tatctaagag cttttgtgaa tatgctttgc 
ctttttcagc
    84181 attttcaaca gatacatctt taaggataac aggaatgcct ttaattgcag 
tggcgtaggc
    84241 aataccggca cccatcatgc ccgcacccaa cacgcccact ttagtggctt 
gccattttgc
    84301 aatatcagca ggacggctag cacccgactt aattgcattt agaccatgcc 
agaaagtgcc
    84361 aatcatattt ttagaaattt ggcctgttgc tagttgtgta aagtagcgag 
actcgatgcg
    84421 caaggcggta tcgacatcaa cttgagcacc ttcaactgcg gcagccataa 
tcgcttcagg



    84481 agcaggatag cagcccttgg ttttgtcttt taacatggct ggcgcaatgg 
caagaacttg
    84541 tgcaactgcc ggagtttttg gatcgccacc cggaatttta taacccttca 
catcaaaagg
    84601 ctgttgagat tttggattgg ctttgatcca agcaatcgct ttatctaaaa 
gttcttgttc
    84661 attttcagct gcgtcatgaa ttaagcctaa agatttggct ttatcgacac 
cgaactgctt
    84721 accttccatt aaaaatggga atgcattttg aagaccaagc agacggacca 
tacgtacaat
    84781 accaccgccg cccggtagta aacctaaggt aacttctggt aggccaaatt 
tgcttttcgg
    84841 gtcattgatt gcaatacggt gatggcaact taatgcgatt tcccatcctc 
cgcccagtgc
    84901 agtgccattt aatgctgcaa caactggaat tcctagcgtt tcaattgtac 
gtaaatgacc
    84961 ttttagcttt tcaaccatat taaaaaagtc agtcgcatgt tctggctgaa 
cttgaatcag
    85021 ctcatctagg tcaccgccag caaagaaagt ttttttagct gagcggaaaa 
taacacctga
    85081 aagttctgtt tctgatttaa gtttctgagt cgcctcatca agcgagtcac 
gaaactcggc
    85141 attcatggtg ttcgcagatt gacctgttga atcaagcgtt aaaatgacaa 
tattgtcggc
    85201 atttttttcg tattgaattg cactcatctt tatatatccc taaattttta 
tacgcgttca
    85261 ataatggtgg caatacccat accaccgcca acacagagcg tcgctaaacc 
gcgcttttta
    85321 tcttgtcgtt caagctcatc aagtagtgtg cctaaaatca tggcacctgt 
tgctcctaag
    85381 ggatggccta aagcaatcgc accgccattt acattgactt tttcagcagg 
aacgttgagc
    85441 tcattaataa aacgcataac aactgccgcg aatgcttcat taacttcaaa 
taggtcaata
    85501 tcatcaatcg taaggccagc tttttctaaa gctttacgtg cagcaggcgc 
agggccagtc
    85561 agcataatgg ttgggtcagt accgactaat gcagtcgcca aaactttagc 
gcgtggtttt
    85621 aaattttgtt cttttactgc tttttctgag gccaataaaa cgacagctgc 
tccatcgaca
    85681 atacctgatg agttaccagc atgatgaaca tgattgattt tttgtgcttc 
tggatatttt
    85741 tgtaaagcaa ctgcatcaaa gcccatttgc cccatcattt caaaacttgg 
gttgagcttt
    85801 gcaagacctt ctagtgtagt attgccttta ataaattcat ctttttctaa 
aatcacaaca
    85861 cctgcgtgat ctttgaccgg cacaactgat tgatcgaaat aaccatttgc 
ttgagctgcc
    85921 gctgcttttt gttgtgactt tacggcaaaa ttatcaacat cttctcggct 
atagccatct
    85981 aaggttgcaa tgaggtcagc gccaacacct tgtggaacaa aagatgattt 
aaggttggtt
    86041 tccggatcta acgcccacgg tccgccatca gaacccattg ggatacgtga 
cattgattca



    86101 acgccaccag caaccactaa atcttcccaa ccagaacgaa ctttcatggc 
tgccatgttg
    86161 accgcttcta aacctgaagc acaaaagcgg ttaatttgca cacctgcaac 
atcatcattc
    86221 cagcccgctg caatcgctgc tgttttggca atatcaccgc cctgatcacc 
aattggtgtt
    86281 acgcagccca gaacaatatc atctacttta gatgtatcga gttgatggcg 
ttgctgtaat
    86341 tcgtttaata gagtggtgag taatgtgatt ggttttactt cgtaaagaga 
gccgtctttt
    86401 tttccttttc cgcgtggtgt gcgaatggcg tcaataatat aagcctcgct 
cataacagtt
    86461 ccttttttta ttacttaaac tttgtcgtgt tttgagtgta ctgtttttaa 
gagggagtgc
    86521 aatgacgata agcgcaccag tcaggtgatg atttttgcca atggcgatac 
aaaaaagccc
    86581 aagttgaact tgggctaaat gtgaaactaa agagatttaa gaattaatgg 
taaccatgga
    86641 gctggcgata tagacctgga gtaacgccag tccatttttt aaatgcgcgg 
tggaatgtac
    86701 tggtttcact aaaaccgact tgctgagcaa catcttcaag tgttaattca 
ggattgagta
    86761 ataagtgaat cgcagcatct cggcgtaaag cgtctttcac gccctgatag 
cttttacctt
    86821 cggcagctag gcggcggcgt aaagtttgcg gagataaata caacattgat 
gcaacgtcat
    86881 tgagcgttgg catttcttca ccaatttggc ttttgagtac ttcacgaata 
cgtgaagtca
    86941 acgaattggt gtttttgaat tttactaaaa gctgagcagg ggctgctttt 
aagaattctt
    87001 ctaatgtttt ttcatcttgg cgaattggta agtcaagata atcagccgca 
aaggttattt
    87061 cggtacgcgg tgcgtcaaat tgcataaccg gcgcaaagaa taacgcgtca 
tattcatctg
    87121 catgtgcagg acgtggatag ctaaaatgaa cacgttctaa tggtaagcga 
cgttcaatca
    87181 gccatgatgc caatccatgc cagatcatga gcatactttc agtaatgaaa 
tgatccggat
    87241 ctaatgtttt tggaatgaga ggtactaaac gtgcttcgtg tttgtcacgc 
tccagcgtta
    87301 ctgaccattc atcaccaaat aatttgtaaa attgagatga aagttcaagg 
gcttggccca
    87361 aggtttttgc atgaataatc aactgacaca taatggcaaa agtgcccaaa 
cgacgcggtt
    87421 gtacatcgaa accaacgtgt tcgtcttgtg tgaccatcca taacattttt 
ataaaacggg
    87481 tatattgttc tggtgagatt cgagctttag gttgacgtaa tagttccgct 
tcgataccca
    87541 catgtgaaag taacgtctcg acatccatgc caaggcgctt tacgcctgtc 
aaagccgcat
    87601 tcacgaagtg gatgctaatc gtatcgcgac tcatattgaa tccttcagtc 
tctttgatgt
    87661 tcactttaaa ttgacctaaa tgaccgtcta aaaaaataaa ttggcgattt 
acaacagtgt



    87721 aaaagcactt tttacatgtt aaattgccga aatgatcaag gtaaatggct 
gaacatgaca
    87781 ttgttttaga atatttgctt aactaatata aaagaaaatt cgaataatag 
tggttaaaaa
    87841 aacgatgacg actgcattaa atggacttaa agttctcgat ttctcgacgc 
tcttacctgg
    87901 acctttcgcc acaatgtatt tagccgatat gggggcagaa gtcatccata 
ttgaatctcc
    87961 atcacgtcca gacctcattc ggattatgcc gccctatgca aatgggcagg 
cgactgcaca
    88021 tagttatcta aatcgaaata agcagtcgat tgttctcgac ttaaaagatg 
ctgcaagtat
    88081 tgatctgatt aaagccaaga tttctgaatt tgatattgtg attgagcagt 
ttcggccaga
    88141 tgtcatgcgc cgtttagggc tggactatgc cacccttgca gaaattaacc 
cgcgtttaat
    88201 ttattgttca attacaggtt atggccaaac tggaagttat aaggacaggg 
cgggacacga
    88261 cattaattat ttagccttag ctggtattgc tgggtatagc ggccgacaag 
atagcggccc
    88321 accaccgctt ggtattcagg ttgccgatat tgctggtggt tcattacatg 
cagtcattgc
    88381 gatcttggct gctgtagttg aacgtagccg tagcggtata ggtcaatata 
ttgatatttc
    88441 catgacggac tgtgttgcaa gtctaaatag tatggcagct tcagccacgc 
ttgccgcaca
    88501 agttgaacag gctcccgagc aggggatgct caatgggggg attttctatg 
actattatat
    88561 gacgcaagat ggccgttatc tttctatcgg tagccttgaa ccacaattta 
tggcaggttt
    88621 gtctgcggca ttagacttac ctgtgttatt acaaaaaggt gcgtcattag 
atgtgcaaga
    88681 tcgacaggaa gttaagcaag ccattcaaga aaaaattaaa gccaaaacat 
tcaaagaatg
    88741 gcatgaaatt tttgcaaatc tcgatgtttg tgtagaaccc gtattgagtt 
taagtgaggc
    88801 tttaaattca ccgttagcac aacaacgtgg atggattgtg aatgttcctt 
tgcaaaataa
    88861 tacgccagat acagaaccac aaattgcatg cccaattaag ttttcacgtt 
cgcaaatgcg
    88921 atattccttt gtaggtcaaa aacttggcga agggcagtgg tgaggttaag 
gggctatttc
    88981 ttatacagta tgtattgaaa ttattatctg aataatcaat tgattaacat 
tttgaataat
    89041 ttctttacat aaaattagcg taacctttat aaacaaagac ataaaaggtt 
cgtaaacatg
    89101 aaaacgcata aatctttgat ggtttcctgt ttatccgttt tatcaattac 
tctttttgtt
    89161 cagcatgcac aagctgctgc tgcatttgac ccaaatggtt cttggatgtt 
gggtgattgg
    89221 aacgggcaac gtacagcgtt gcaagcacaa ggttatgatt tttcttttgg 
atataccggt
    89281 gaatatgccg gtattttaga ttccaaacaa acatctacac acggtagtgc 
ttatacaggg



    89341 caacttgctt taggttctca tttggaccta ggtaaaattt tagggtggca 
agatacagaa
    89401 gctcaaatca cattaactta tcgtgatggg caatcgcttt ctgaacattc 
tccagcattg
    89461 gctgggcacc aaagttctgt tcaagaagtg tggggccgtg aacaaacttg 
gcgtttaaca
    89521 gatttatgga tcaagaaaaa attccttgat cagaagttag atgttaaagt 
gggccgtttt
    89581 ggtgagggtg aagactttaa tagttttgac tgtgatttcc agaacttggc 
actttgtggt
    89641 tcacaagtgg gtaactgggt aggcgatcag tggtataact ggccagttag 
ccaatgggca
    89701 atgcgtgtca aatataactt gcaacctgat ttatatacac aagtgggtgt 
atatgaatat
    89761 aaccctgaaa acttggaacg tggcaaaggc ttcaacctaa gtacagatgg 
ttctcacggt
    89821 gcaattattc cagcagaagt agtttggtca cctaaactag gtgtgcaaag 
catgcctggt
    89881 gaataccgtt taggttatta ctatagtact gccgatgcca aagaaattgc 
agattcaact
    89941 aaaacatctc ataagcaagg tgtttgggta actgcaaaac agaaattatt 
ccagccagct
    90001 gatcaaactg accgtggttt aacagggttt gtgaacctga ctttccacga 
ctcagatacc
    90061 aacaaagttg ataacatgca aaatataggc ttagtctata aaggtttgct 
gaatcaacgt
    90121 cctcaagatg agttggcact tggtgttgct cgtatccata tcaatgatga 
ttggagcgat
    90181 gttcaagcca aagaatacga caccgaatat aataccgagc tttactatgg 
tattcatgcc
    90241 actaactggc taactattcg tccaaatgtg caatatgttc gtcatgttgg 
tgcattaaaa
    90301 aatggtgata acacttgggt aggcggtatt aagttctcaa ctgcattcta 
agtaattatt
    90361 ccgaaaacgg attgtcgagg gttaaatcat tgattgaagt atcctgacct 
tccgtttttt
    90421 tctttatgcc tgaattttgt tttagacgta ttggtgatgt catttttcta 
taagtttttt
    90481 ggcacatctt tccgataaaa atgatgattg ataagaggtg gtttatgaat 
caaccttctt
    90541 caagatcagg tttaacgact tttaccgtaa ttattattgg gttattggcg 
ttattcctgc
    90601 taattggagg tatttggctc gctacactag gcggttcaat ttactatatt 
gtagctggag
    90661 tcttacttct cattgttgca tggcaactct acaagcgcgc ttctgctgct 
ttgtggattt
    90721 atgccgcatt aatgctaggt actattatct ggagtgtctg ggaagttgga 
acagactttt
    90781 gggcgcttgc accacgttta gatattttag gtattcttgg tttatggtta 
ttggttccgg
    90841 ctgtaactca tggaatcaac aaccttggat caagtaaagt tgccttatct 
tcaactttag
    90901 caattgcaat cgtgttgatg gtttattcta tcttcaatga tccgcaagaa 
attaatggtg



    90961 aaatcaagac acctcaacca gaaactgctc aagccgttcc aggtgttgca 
gagagcgact
    91021 ggcctgctta tggtcgtact caagctggtg aacgttattc tccattgaaa 
cagattaatg
    91081 accagaacgt aaaagatctg aaagttgcct ggacattccg tactggtgat 
ttcaaaacag
    91141 ataatgactc tggcgaaaca accaatcagg ttacaccaat taaaattggt 
aataacatgt
    91201 ttatctgtac ggctcaccag caattaattg cgattgaccc agctacaggt 
aaagaaaaat
    91261 ggcgttttga tccgaagctt aaaacggata aatcgttcca gcatttaact 
tgtcgtggtg
    91321 taatgtatta cgatgcaaac aacacaactg aatttgcgac aagcttacaa 
actaaaaagt
    91381 cgacttcaac tcaatgtcca cgtaaagtct ttgttccagt caatgatgga 
cgtttagttg
    91441 ctgtaaatgc tgacacaggt aaagcatgta ctgactttgg tcaaaatggt 
gaagtgaatt
    91501 tacaagaatt catgccatat gcttatccag gtggttataa cccaacatct 
ccaggtgttg
    91561 ttactggttc aacagtggtt attgccggtt cagttaccga caactattca 
aataaagagc
    91621 catcaggtgt tatccgtgga tatgacgtaa acactggtaa gcttctttgg 
gtatttgata
    91681 ctggtgcagc agatccaaat gcaatgccag gtgaaggtac aacctttgtt 
cataactcac
    91741 caaatgcttg ggcaccttta gcatacgatg ccaaacttga tatcgtttat 
gttccaacag
    91801 gtgtaggtac tccagatatc tggggtggtg accgtaccga gttgaaagaa 
cgttatgcga
    91861 actctatgtt agcgattaac gcttcaacag gtaaattgat ttggaacttc 
cagacaaccc
    91921 atcacgattt atgggatatg gacgtaccgt cacaaccatc tttggcagat 
attaaagaca
    91981 aatctggtaa aactgttcca gcaatttatg tcttgaccaa aacaggtaat 
gcctttgttc
    92041 ttgatcgtcg taatggtcag ccaattgttc ctgtaactga gaaaccagtt 
ccacaaacag
    92101 ttaaacgcgg accacagact aaaggtgagc attattcaaa aactcagcca 
ttctctgatt
    92161 tgaacttggc accacaagat aaattaactg ataaagacat gtggggtgcc 
actatgcttg
    92221 atcagcttat gtgtcgtgtg tctttcaaac gcctcaatta cgatggtatt 
tatacgccac
    92281 catctgaaaa cggtacttta gttttccctg gtaacttagg tgtgtttgaa 
tggggcggta
    92341 tgtcagttaa ccctgaccgt caagttgctg taatgaaccc gattggtctg 
ccattcgtga
    92401 gtcgtttaat tcctgctgat ccaaaccgtg cgcaaactgc aaaaggtgcg 
ggaactgagc
    92461 agggtgtaca gccaatgtat ggcgtacctt atggtgttga aatcagcgca 
ttcttatctc
    92521 cacttggttt accttgtaaa caacctgctt ggggatatgt tgctggcgta 
gatttgaaaa



    92581 ctcatgaagt cgtttggaaa aaacgtattg gtacaattcg tgacagttta 
ccgaacttgt
    92641 tccagttacc agctgtaaaa attggtgttc ctggtttagg tggttctatt 
tctactgcag
    92701 gtaatgtcat gtttgttggt gcaactcaag ataactacat ccgtgcgttt 
aacgtaacga
    92761 atggtgagaa actttgggaa gcgcgtttac cagcaggtgg acaagcaaca 
ccaatgactt
    92821 atgaaattaa tggtaaacaa tatgttgtaa ttatggccgg tggtcatggt 
tcatttggta
    92881 caaaaatggg cgactattta gtggcttatg cattaccaga taacaaataa 
aagtttgcta
    92941 tcaaaaaagc ccggatttat ctgggctttt tttatgtcaa tttagattaa 
agcttatcaa
    93001 taaaaccgtt attaaatatg caaaaaaagc attttattga tgaataaaag 
ctcgctatgc
    93061 tatccgcctt aataatgaat ctactagcca tacgccatgt atttatatac 
cgatttcgat
    93121 cagcagctga ttaatcaacg agttgctcag ttccgcgatc agacagagcg 
ctatttagcg
    93181 ggcaaacttt ctgaagatga ataccgccca ttacgtttgc aaaatggttt 
atatgtgcaa
    93241 cgttatgcac caatgctacg tattgctgtg ccgtatggct taatgaactc 
aaaacaatta
    93301 cgtaaaattg ctgaagtatc aactcaatat gaccgtggct atgcacacgt 
atctacgcgt
    93361 caaaatattc agctaaactg gcctgcactt gaagatgtgc cagaaatttt 
agctgaactc
    93421 gcaactgtac aaatgcatgc cattcaaacc agtggtaact gtattcgtaa 
cacgactact
    93481 gaccagtatg caggtgtagt tgctggtgaa attgctgatc cacgcccaac 
atgtgaattg
    93541 attcgtcagt ggagtacatt ccacccggaa tttgcattct taccacgtaa 
atttaaaatt
    93601 gccgtttctg cacttgaaga aaaagaccgt gcagcaacag cattccatga 
tattggtgtg
    93661 tatatcgtgc gtaatgaagc aggcgagatg ggctacaaaa tcatggtggg 
tggtggttta
    93721 ggccgtactc cgattattgg tagtgtcatt cgtgagtttt taccacgtga 
agatttaatt
    93781 gcttatttag aagcagtttt acgtgtttat aacttacatg gccgtcgtga 
taacaagtat
    93841 aaggcgcgta tcaaaatctt ggttaaagca ttaacgcctg aagtatttgc 
acagaaagtt
    93901 gaagctgaat ttgaacacac acgtgaaaca ttaaaaattc agccagaaat 
cttgaaaaaa
    93961 ttagacgaag agttcacgcc gtttgattat caagatttag aagatgaaga 
ctttacagct
    94021 ttatttgctg agcatccaaa attcaaacaa tggttcaata tcaatacgca 
tgcacataaa
    94081 gtaaagggct atcgtattgt tacgatttct ttaaaacgtg caggcatcgc 
accgggcgat
    94141 atgaccactg aagaaatgaa cttcattgca gatctcgctg ataaatatac 
gtttggtgaa



    94201 cttcgtacga ctcacgaaca aaacattgct ttagcagatg tacctcaaaa 
agatttgttc
    94261 gatgtatggc aagcgcttga acaacacaac atggctcgtg cgcatatcgg 
ctttattacc
    94321 gatattatta gctgcccggg tggtgatttc tgttcacttg caaatgcgaa 
atcaattcct
    94381 attgctgaag cgattacacg ccgttttgaa gatttagata aagtttatga 
tcttggtcat
    94441 ttagacttaa atatttctgg ctgtatgaat gcttgtggcc accaccatgt 
ggggaacatc
    94501 ggtattttag gtgtagataa aaaaggcgct gagttctatc aaattacatt 
aggtggtaat
    94561 tcagaccatg atgcttcaat tggtgacatc ttaggaccat catttgcagc 
agaagccgtg
    94621 cctgatgtca ttgaagaagt attaaatacg tatcttgatt tacgtactga 
aggtgagcgt
    94681 ttcgttgata catatcgccg tgtaggaatt caaccattta aggagcgtgc 
atatgcttaa
    94741 tacagctcta cctgtgcttt ataaagatgg cacgattgca gataatactt 
atcaaatcat
    94801 tgctgaagat ggtgtgattc ctcgaggtga cgttgtttta acaacagcac 
agctcgatca
    94861 actggctaac attcaaggta aaaaagcttt gtatgtgact gtgaacgatt 
caccagaaga
    94921 tcatacattc ccacttagtg aacttgatgc aatttttatc gagttcgcag 
gtttcggaga
    94981 tgggcgaggt tattcattcg ctgcattatt acgtcgccaa ggtttccaag 
gtgaactacg
    95041 tgcaacaggt gatgtattta aggatgtctt aaattattta aaacgttcag 
gttttgatag
    95101 ttttgtcatt aaagaaggta aagatgtgca agaagctgct gctggtttgc 
aagactttac
    95161 tcatccttat caagcttcaa cagctgtgcc aaaagcaagt tatcaaactg 
gtgcttaaat
    95221 agcttctaag tgaaaaggct gaactgaggt tcagcttttt ttataaataa 
tttttaaata
    95281 aatgaattga agaataaaaa tgttcgcttt aatttcaaaa ataaatcctg 
gcgcttggtg
    95341 gttaatattc gctattgcaa cggatgtact ttcaaccttt tattcagcta 
aaggcaatgg
    95401 attagttaat aaaactgctc agggaattgc tctagttttg tatattatct 
cttttgcatg
    95461 tgctgctatt gctttgaaat atatgcaagc tggaatttta tatgtgttgt 
ggtctggggt
    95521 gggggtattg gcgaccgctt ttctcgcaaa gatttttctt gggcaaaaca 
ttgatgtcgc
    95581 aggatggatt gggattggtt ttattacagt cggcttaatg attattgcgc 
aatactctaa
    95641 tatcgatgtt taaagccctt atagaaacac tgagatctct ataagggcta 
aagaattaag
    95701 tatctaactg gcagttaacc atccatttga caccaaattg atcagtaaaa 
gcaccgtata
    95761 aagcgcccca gaacgttttt tctagtggca tttcaatttt gccatttaca 
gataaggcat



    95821 caaaaagttg ctttgccttt tcttgctcat ctttttcaag gttaattgca 
atgtaatgat
    95881 tattgccctg agtaaataca ctatttggtg tacagaattg atcaatgaca 
tctgatgcca
    95941 tgagtacagt gtattcgtta atcggcaggg aaacatgaag cactaaattt 
ttttgagctt
    96001 ccgataacgt gacaccgtca tgaggcggca tatcgctata gcggctcagc 
atggcaaatt
    96061 caccgccgaa tactgattta taaaaattaa aagcttgctc tgcctggcct 
tgaaaattga
    96121 gatagtgatt gagttgcatt gttattgtcc attgttgttt tcatttagaa 
gaataagtta
    96181 aaacggaaaa gagattttgt gggtcatttt ttgtagtttt ttcataaaaa 
atcccaccga
    96241 agtgggattt taaaaaaggt tttaattaaa gaatttcgat ggcaacagct 
gttgcttccc
    96301 caccgccgat gcaaagagca gcgacaccct ttttaccacc agtacgttta 
agcgcatgaa
    96361 taagcgtaag aataatacga gagcctgtcg atcctacagg atgaccaagt 
gcacatgctc
    96421 caccatgaat attgactttt tctggatcaa gtttgaaatc atcaattggg 
cacattgtaa
    96481 ccatcgcaaa tgcttcatta atttcccaaa ggtcaacatc ctgagcattc 
caacctgctt
    96541 ttttaagtac tttttcaata gcgccaacag gagcaattgt aaattctgaa 
ggatgttgag
    96601 aatttgacgc tgtggctatg atttttgcaa gtgactgtaa gccgcgctgt 
gctgcaactt
    96661 cactcgatgt taaaactagt gcagaagcac catcagaaat tgaactcgcg 
tttgcagcag
    96721 taattgtacc gtcttttgca aaagctggtt taagagatgg gattttatca 
atcttggcat
    96781 ttaagggttg ttcatcctga tcgacaatga catccccttt acgggtagaa 
acagtaacag
    96841 gtacaatttc atctttgaag tagccttcag taatcgcagt ttgagcacgt 
tttaaagaac
    96901 gaattgcaaa gtcatccatt tgctcacgag tataaccacg tgtatttgcc 
atatcttgag
    96961 caaatgaacc cattaaacga ccagtttcag catcttctaa gccatcaaag 
aacatatggt
    97021 ctttaatttc accgtggccc atacggtatc ccgcacgtgc tttgggtaag 
acataaggcg
    97081 cattggtcat cgactccata ccaccggcaa ctacaatttc agcacttcct 
gctttaatca
    97141 tatcagccgc ttgcattacc gccttcatgc ctgaaccaca aagtttatta 
attgtcacag
    97201 ctcctgttga atcaggtaaa cctgctttac gcatggcttg acgagcaggg 
ccttgcttta
    97261 aacccgctgg taatacgcaa cccataatga cttcttcgac atctgtaggc 
tgtaaacctg
    97321 ctcgtgcgat tgcttcttta attgttactg ctcctagttc aggagcagtt 
agtcctgata
    97381 gtgatccttg aaaaccaccc atagcagtac gagcaccatt aacaattacg 
atgtcagtca



    97441 ttgttgtaat ctccgattgt tcttaatctc aaaataagaa atgtttaaaa 
cctaagcagt
    97501 atattgcaaa atgaagaacg ggttagcttc tgcattagac tgtagagttc 
taacaatttt
    97561 taagctcttc taagcgcaca tggcccattt tgctaagaat taatttaaag 
tttttaagct
    97621 ggtcataaga acaatagata aaactgccat tcgactcgat gggtaatcca 
gaactacctt
    97681 gaaaaataat actattttgt ttttttccaa aacgttgtaa tttcatagaa 
ccgtagtgat
    97741 ggttaagatc tatagaggtc aataattctt catttaaatc atgctgtaga 
ttacggttat
    97801 tatctacaaa gctgattacg cggttatccc aattcgtatt gcagaccaat 
tgatcagaac
    97861 ttggacaaag tacaacattc ttatgcctaa taattgcgtc atatttggct 
ttttgtatat
    97921 gaattgtgag tatacgcggc gtatttttta gttctacaga tgccataaat 
tgatggtata
    97981 aaggaatggc tataactgac ataatcacaa gaattacgag tgttatagtg 
agctcaactg
    98041 tagtaaaacc aggagattta aacattaaaa aaccttaata tatgtataaa 
tagagcaatt
    98101 ttatgttttc tgacaatgat ttatattatt ttttataatg aggaaacaca 
aaattaaata
    98161 agggttatca gtcggctaga atactggtaa aatcacggca agcgaaacaa 
agaagttgtt
    98221 catatttgct agttgggtaa aaaattaccg aattacaacg gaaattgtaa 
gtaattttgt
    98281 caataattta cttgattaaa attatcaagc acttggaaag tctatcaagt 
gtttgtatga
    98341 ttcaaatgtg aatagcttaa aaataatact ggggtaaaaa aatatctcag 
gggccaataa
    98401 atttaggctg agcttgaaca acaattgtta tctctggagg atatccatga 
aattgagtcg
    98461 tattgcactt gctactatgc ttgttgctgc tccattagct gctgctaatg 
ctggcgtaac
    98521 agttactcca ttattgcttg gttacacttt ccaagacagc caacacaaca 
atggcggtaa
    98581 agatggtaac ttaactaacg gtcctgagtt acaagacgat ttattcgttg 
gcgcagctct
    98641 tggtatcgag ttaactccat ggttaggttt cgaagctgaa tataaccaag 
ttaaaggcga
    98701 cgtagacggc gcttctgctg gtgctgaata taaacaaaaa caaatcaacg 
gtaacttcta
    98761 tgttacttct gatttaatta ctaaaaacta cgacagcaaa atcaagccgt 
acgtattatt
    98821 aggtgctggt cactataaat acgactttga tggcgtaaac cgtggtacac 
gtggtacttc
    98881 tgaagaaggt actttaggta acgctggtgt tggtgctttc tggcgcttaa 
acgacgcttt
    98941 atctcttcgt actgaagctc gtgctactta taatgctgat gaagagttct 
ggaactatac
    99001 agctcttgct ggcttaaacg tagttcttgg tggtcacttg aagcctgctg 
ctcctgtagt



    99061 agaagttgct ccagttgaac caactccagt tgctccacaa ccacaagagt 
taactgaaga
    99121 ccttaacatg gaacttcgtg tgttctttga tactaacaaa tcaaacatca 
aagaccaata
    99181 caagccagaa attgctaaag ttgctgaaaa attatctgaa taccctaacg 
ctactgcacg
    99241 tatcgaaggt cacacagata acactggtcc acgtaagttg aacgaacgtt 
tatctttagc
    99301 tcgtgctaac tctgttaaat cagctcttgt aaacgaatac aacgttgatg 
cttctcgttt
    99361 gtctactcaa ggtttcgctt gggatcaacc gattgctgac aacaaaacta 
aagaaggtcg
    99421 tgctatgaac cgtcgtgtat tcgcgacaat cactggtagc cgtactgtag 
tagttcaacc
    99481 tggtcaagaa gcggcagctc ctgcagcagc tcaataattt gagttcttga 
acagtaaaaa
    99541 agcgactcgt tagagtcgct tttttatggc gatttttaaa atatttggtc 
atttgtaaat
    99601 ctcctgattc ataatctctt ccaatcatta cttaaaatag ttaccaaacc 
cctttcttca
    99661 attgctgttt agtatcttgt ctatttctac gatgttgagc acgaggtttt 
tctgtttcgt
    99721 gcataccacc tttgtgaagt agaggggata gagctacttg attacggacc 
ttaattttcg
    99781 gcatttcttt aattttcatg tcttaacctt taatacataa aacttgttta 
agagtatgaa
    99841 cgacttcaat gagatctgcc tgattggcta taacctcatc aatatcttta 
taggcagttg
    99901 gaatttcatc gactacacca ctgtctttac ggcattcaat cccttgtgtt 
tgttcaatca
    99961 agtcctgctg attaaaaaga acttttgctt tgcttcggct cattttgcgg 
ccagctccat
   100021 gagaacaaga acaaaaagat tcagggtttg ctttaccttt aacaatatac 
gagcgtgctc
   100081 ccatagagcc tggaataatt cctaactcat ctaaacctgc tctaattgcc 
ccttttcttg
   100141 taacaaaaag gttttcacca aagtgtgttt cttgactcac atagttatgg 
tgacaattga
   100201 ttgcttcttt cgtcatttga aaagaaggta gaagagggcg aattgcttct 
aatattaatc
   100261 gcatcatttc tttacgattt tcaaaagcat attcttgagc ccactctact 
gcttctacat
   100321 aatcattaaa gctttgcgag ccttcagcaa aataacttaa atctttatca 
ggcacgtgcc
   100381 caaagcgatg ttgtgcctct ttcttggcca actcaataaa ataagtacct 
atgacgttac
   100441 caagacctcg gctgcccgaa tggagcatca cccatacatc ttgattttca 
tcaatacata
   100501 actctataaa gtgattaccg ccgcctaaag tgcccaactg tttttgccat 
gttgcctcaa
   100561 actgacgaag cattcggaca agacccggat gctttttaat aataggttct 
aagcgttttt
   100621 caagtggaat aatgctagaa gctttcgctt tgacttgttt gtgcaaagca 
aatccaaccg



   100681 gcactttccg ttcaatggcg tcccgcaagc gacttaagtt atctggaagt 
tgtgaagctt
   100741 tcaggctcaa acgaatagca ttcattccgc agccaatatc tacacccact 
gcagcaggaa
   100801 taatggcatg tttagtagga atgacgctgc ctacagttgc accttttcca 
acatgcacat
   100861 caggcataac agcaatatga gaatatataa attgcagttg tgccatcttc 
ttgagttgtt
   100921 caatactttc actatctatg tcttgagtga aaattttaac ggggacacca 
tattgtgcct
   100981 cttcgtttaa tatcttttgt atgcccataa ttattctctt atttattgtc 
cgaataggaa
   101041 taaaaaaacc tagcgaatgc taggtcttaa attcaagcat tcggacaagt 
gaattaaatt
   101101 tgtacacttg tccgtgagct gacatcgtgc caaatcgtta ctgtgtttta 
ccttgtagtg
   101161 ttggcatgat gtcctccttt tttaaaaagt gccgttgaaa atatgaacgg 
cattttacct
   101221 gtttttaact aaagatcaag tttttgacct ttgataagcg ctgattaatt 
acttgaactc
   101281 agtattaatc ttgctctggt tttacatcca tttgatcgta aggaattaat 
ttagttttat
   101341 ttttccattt atatccaagc cagattacta agaataaagg caagctgata 
taagtagaaa
   101401 gtaagccaat ccagtcaatt ttaccgccta aaaccgcttg gtagttttgt 
cctaaaataa
   101461 tgacagaaca gaggataaag gcaaaccaag gtgcgaatgg gaaaaactta 
gcgcggtatg
   101521 caagatcttc taatttataa ccttgagcaa tataaccttt acggaaacga 
taatgcgaaa
   101581 ttgcaatacc taaccagaca atgaaaccac acattcctga catattgagg 
agccagttaa
   101641 atacttgctt ttctccgata aaagtcgtta agaagcagaa tgcagcaatg 
aatgtagttg
   101701 catataacgc attcattgga acaccacgat tatcgagttt tgcaaaccat 
tttggtgcac
   101761 ggccttgttg cgccatatca aataacatac gggtagaaga atacatgccc 
gagttacctg
   101821 ctgacaaaat agcagtcaaa ataactgcat tcattaagct tgcagcaaaa 
gcaaaaccta
   101881 ctttttcata aagtaaggtg aaaggagaaa gagcaatatt ttctgttgct 
gctgcttgta
   101941 ataagtttgg atcatcatag gcaattaggg tgccgataat gaaaatacac 
aagatataga
   102001 ataataaaat tcgccagaaa atctgtttaa ttgcaagcgg aatcgtcttc 
ttcggatctt
   102061 ttgattcacc cgctgcaaca cccaccatct cggttccctg aaatgagaac 
ccggcaatca
   102121 tggctacccc aatcatggct tgtaaaccac ctacgaaagg tgcctcttta 
taagtccagt
   102181 tgccaaaagt tgctactcct ggtgtcaaca taatcttaat aatcatggcg 
ataccaatga
   102241 taataaaggc aacaatggca attactttaa ccatggagaa ccagaattca 
ctttcaccaa



   102301 atccttttac ggtcatcgca ttaatcataa agataatgac gagaaagagg 
gcgctccaat
   102361 agaatccggg aacatctgga aaccagaatt tcataataaa ctgtacggca 
acgagttcaa
   102421 acgcaaccgt aattgcccag ttgtaccagt agttccagcc tagagcgaaa 
ccaaaacctt
   102481 cttcgacgta gcgacttcca taggtaaaga atgcaccgga tgttggtgtg 
tgtgtcgcaa
   102541 gttcacctaa actggtcatt aagaagtaaa tcataatacc aatgagggag 
taggcgagta
   102601 acgccccgcc tggacctgca tttgcaatcg ttgacccaga agcaaggaag 
agacctgtac
   102661 caatggaacc accaatggcg atcatattca gatgacgagc cccaagctta 
cgctggagtt
   102721 tttcaggagc atgtgtttcg ctcatggaga ttccttacat agtttgttat 
gcacaggcat
   102781 ataacacctt aaagccttga agatcagttt taatctcaca ctgaccaaag 
tgcttctcaa
   102841 ttaagatcgg atagtttaaa aaacggttcg ctacaatcca tagctcacct 
gatgccttta
   102901 aatgtttttt agcgttctgg cagagtcctt cacttgcatc atagttggta 
tgaataccct
   102961 gatggaaggg aggattactg acaatggcat caagttctgt tggggcgtct 
gcaattcctg
   103021 taacaggctg caatctcaac tggtctgaac ctattccatt tcgactaaaa 
gtcatttccg
   103081 ttgactgtaa agcgaaggca tcaatatcta gggcatggat aatattactt 
gaatttgctt
   103141 ttgccaaata gcaactgata attccagctc cacacccgaa gtcggcaatt 
ctacctgatt
   103201 tcacctgatt tagataaggg agtaaaacag cagttccggc atctagatga 
gtttggctga
   103261 aaacgccggg tagggcacaa atggtaagtt cttgctcatt tacttgaaca 
gtataggttt
   103321 ttaaccagct ttcaagaggt ttgatctttt cagttttctc aatttttaaa 
tgccataact
   103381 gacaatgtcg ggcactatca agtttaagta ttttgccaaa gctttgtagt 
tgttttgctg
   103441 ctctttcaac accacctttt ttttcaccta ctaaaaaaac tgattggtca 
attttcagat
   103501 ggctcatcac tacatgcaat atatagttta aaagctcttt tgattttgga 
acaaaaatta
   103561 tagcctgatc aaattcttgt gatggaaact caaccgagaa atgagctggt 
gtgcctgcat
   103621 tcacaaaacc ctgatagtca gcataattcc aagtccacac tgatgcatca 
atctcagtgg
   103681 gtaattgact gactagggcg tcattcggtg cattaattaa caagacccta 
ccttttaaat
   103741 agttttgttg tcttaatatc acttcacttc tagggtccat gtacatctct 
catgaagaag
   103801 aatgcccagt gaaaactggg cagtaatcaa aattaaaatt ggttatttat 
gtgtttctgg
   103861 gagtacaaca tttaaaatta atgctgcaat accgcctgtt gctacgccgg 
aactaaaaat



   103921 atttttaaat aattctggca gatgctccaa aatttgtggc acttgagcaa 
cacccaaacc
   103981 taatgcaagt gaaattgcaa taattaaaag agcgcggcga tctaaatgaa 
ttgatgaaag
   104041 aatattaata cctgaggcag caacagcacc gaacattacc atgactgctc 
cacctaatac
   104101 ggcttgtgga acagcttgta ttacaccagc tacagcaggg aatagaccta 
ataaaatgag
   104161 taaagcagca atccagattc ctacataacg acttgctacg ccagttaatt 
ggataacacc
   104221 attattttgg gcaaacacgg agcttgggaa agtattgaat aggccagcaa 
gtagtgaatt
   104281 tgcaccattt actaacacac cacccttaat acgttgcatc cactgaggac 
catctacagg
   104341 ttggtttgat agtttactgg ttgccgttac gtcaccaatt gcttctaaag 
acgtaaccaa
   104401 ataaataaat gccattggaa taaataagcc ccatgagaag cttaagccaa 
aatgcatcgg
   104461 tgtcggaatt tgaatcacgg gcgcatcttt tagaccagag aagtctagat 
atcccataaa
   104521 gccggcaaga atgtagccaa tcactaaagc aattaaaata gctgaacttt 
taatccagac
   104581 aatacgaata cggtttagga caataataat agcaagaacc gtacacgaca 
ttataaggtt
   104641 atcagcactg gcaaaagtat ggtcctgcat ggcttgataa ccaccgccca 
tactaatcaa
   104701 accttcttta atgagcgtta gaccaatcag gagtaccaca atacctgtca 
caaggggagt
   104761 aattagcttt tttacccatg ggagaatttg tgatacgccc atttcaataa 
atgaacctgc
   104821 aatcacaaca ccaaaaatag cagccataac ttgattgact ggtgtacctg 
cagcaaccat
   104881 tgcactgcca ataccgataa tcgggccaat aaagttaaaa cttgtacctt 
gaacaataag
   104941 taagcctgca ccaaacggac caactttttt acattgtaag aaagtcgcga 
ttcctgaaat
   105001 gaccaaagac attgataaaa tcatattggt ttcatttcgt ggaacgccta 
atgctaagca
   105061 aattagaagt ccgggagtaa caatcgggac aataattgca agcaaatgtt 
gaaaggctgc
   105121 caaaaaagcc acgaacggtt ttggtcggtc atctagccca taaacgaggt 
caagactgtc
   105181 ttgtgatggt tgattggaca tgggagtaaa tacgccgcaa tttcgcaaat 
tggcgctatt
   105241 ctaatcgaga tacctatctt tacaaaacga aatacagact attggaaaat 
ttttttgtca
   105301 atgtcaataa actgtcacta ctcaagagta gtgtttttct gtataatttg 
ccctcaaatt
   105361 ttaggcgttt cgaattttca tgtcagatat caaaaatctc cgtaatatcg 
caattattgc
   105421 gcacgtcgac cacgggaaaa ccacacttgt cgataaacta cttcagcaat 
caggtgctct
   105481 cggtgaccga gcaggcgaga ttgagcgtgt catggactcg aatgcgcttg 
aaagtgaacg



   105541 tggtattacc atcttagcga aaaacaccgc tattacttgg ttagacaaac 
gtacagatac
   105601 aacttaccgt atcaacatcg tggatacccc gggacacgcc gacttcggtg 
gtgaagtaga
   105661 acgtgtaatg tcgatggttg actgcgtact acttcttgtt gactcacaag 
aaggcccaat
   105721 gccacaaact cgctttgtga ctcaaaaagc ctttgcccgt ggtttaaaac 
caatcgtgat
   105781 tatcaacaaa gttgacaagc caagtgcgcg tccagactgg gtaatcgatc 
aagtatttga
   105841 tttgtttgat aaccttggcg caactgatga gcaacttgat ttcccaatcg 
tttatgcatc
   105901 aggtttacgt ggtgtagcgg gtcctgctcc tgaagagctt gcagaagaca 
tgactccgtt
   105961 gttcgaaacg attgtagaca tcgttgagcc accagctgtt gatgttgatg 
gtccattcca
   106021 aatgcagatt tcatcacttg actataacag cttcgtaggt gttatcggtg 
ttggtcgtat
   106081 tcaacgtggt tctgtaaaac taaatactcc tgttactgta attgacaaag 
aaggcaatac
   106141 acgtaacggt cgtatcttaa aaatcatggg ttaccatggt ttagagcgta 
ttgatgttga
   106201 ttctgcatct gcaggcgata tcgtatgtat tactggtatt gatgcactta 
acatttctga
   106261 cacgatttgt gatccgaaaa acgttgaagc attaccacct ttatctgtag 
atgaacctac
   106321 agtgtctatg actttccaag taaacaactc tccgtttgct ggtaaagaag 
gtaaattcgt
   106381 aacttcacgt aatattcgtg agcgtcttga tcgcgaatta attcacaacg 
tagctttacg
   106441 tgttgaagat actgacagtc cagaccgttt caaagtgtct ggccgtggtg 
aacttcacct
   106501 ttcagtttta attgaaaaca tgcgtcgtga aggcttcgaa ttaggtgtat 
cacgtccgca
   106561 agtaatcatt aaagaaattg atggtgaaaa acaagaacct tacgaaaacg 
taacgtttga
   106621 cgttgaagag cagcaccaag gcgctgtaat ggaacaaatg ggtcaccgta 
aaggcgaaat
   106681 gaccaatatg gaagttgacg gtaagggtcg tatccgtatt gaagcaactg 
ttccttcacg
   106741 tggtttaatt ggtttccgtt ctgaattctt aaccatgacc tctggtactg 
gtattatgac
   106801 ttcaagcttc tctcactatg gtcctcttaa acaaggtact gttgcgaagc 
gtcaaaacgg
   106861 tgtgttgatt tctatggttc aaggtacatg cttgggctat gcattattca 
gcttacaaga
   106921 ccgcggtcgt ttattcgcta agccacagtt agaagtttac gaaggtatga 
tcgtaggtat
   106981 taactctcgt tcagacgata tggttgtaaa cccaactaaa gcgaaacagt 
taactaacgt
   107041 tcgtgcgtct ggtactgatg atgctttaac tttaacacct gcaattgaat 
tcacgcttga
   107101 acaagctctt gaatttattg aagatgacga gttagtagaa gttactccaa 
aatcaattcg



   107161 tatccgtaag cgttacttga ctgaaaatga acgtaaacgt aaccgtgata 
aataattttt
   107221 cttaaatgaa aaagaaaaac cgctaaattc gtttagcggt tttttattgc 
ttactggtaa
   107281 agctgaaagt aaacttaaag tcatattttt cttgtaagca aatatgttgt 
taaagtgtga
   107341 aatagctttc tttttttgaa aaaaatatta aattatcaat atcatggcga 
gtactatcta
   107401 gacggataag aggccagtga aaaaagaaaa atatgatgtg ttcctccccc 
ctacatctgg
   107461 agatgtttag atgagtatta ttcaagaatt taaagaattt gccattaaag 
gcaatatgat
   107521 ggatttagcc attggtgtaa ttattggtgg tgcttttggc aaaatcgtag 
actcgttagt
   107581 aaaagatatc atcatgccac ttatcactgt aattactggt ggtggtgttg 
atttctcgca
   107641 gaaatttatc gtgttaggtg caaaccctaa taacttacaa tctctagatg 
ccttacaaaa
   107701 agcaggtatc aatgtattaa cttatggtaa cttcctgacc attttaatta 
acttcctgat
   107761 tttggcttgg gttgtgttct taatggtgaa attattaaac aaacttcgcc 
gtgataagaa
   107821 tgagccagaa gctccagctg caactccaga agacatccaa ttattacgtg 
aaattcgtga
   107881 tgagttgaaa aaacaagctt aataaaaagt atttaagtat aaaaaacggt 
acctagtgta
   107941 ccgtttttta ttacatagca ttttatactg gactagagat attgataaac 
ttgctaaatc
   108001 acagttaagt ttagctaagc agatagaaca aggacataaa ttaatgaatc 
agctttttgt
   108061 atatggaact ttatgcccta ataaagcaaa tgctcatatt ttagagcaga 
ttggtggtaa
   108121 ctggacaaaa gcgagtgtac gaggagtgat tcatatttta gattggggac 
cagacaaagg
   108181 cttaaaggcc ttagaattag atccagaagc agattgggta gaaggctatt 
tgtttagcac
   108241 agaaaagtta gcagaaaact ggcaaatgtt agatgatttt gaaggctttc 
aataccaacg
   108301 cgtgacagca gatataaaat tagaatcggg tgagtatgtt aaagcctgga 
catatcaaat
   108361 caatatgcag gctaaagctc cccacaatta caagtaaaat gctgaaatca 
acgtaagcca
   108421 gtcattctga atttaacttc taagagatga tagccaaact ggcttttgat 
tggaccttgt
   108481 aatacacgtt cagcagccgt aaaaactact ttgtcaatga caggcaccaa 
ttgccctttt
   108541 ttgacttcac caagttcacc accacgtttt gccgaattac aggtggagta 
ttgcttggca
   108601 agtttggcaa agtcagcacc actttgtagc ttctttttca gctgttcggc 
taagtcttta
   108661 tctttgacta aaatatgtcg gacaattgct gtttgcatgt tgtcttcctc 
caaaaaatta
   108721 aggctttctc agctttttaa gtggttggca ctgtgggcaa aatacgctgg 
cacgctgacc



   108781 gagttttaag ttttctaatg tggtttcaca gttaacacac atttcaccgg 
cacgaccata
   108841 agcgagtaaa gtctgttgaa aataaccatt ttcacccatg gcattgctgt 
agtctcgtaa
   108901 agtcgagccg cctaaatcaa ttgctgactt taaaattcgc ttaatctcaa 
caaccagttt
   108961 ctcaatctgt tgcatggtta aatcaccagc aggctgtgct ggatgaatgc 
caacattaaa
   109021 caagctttca gttgcataga tattgccaac cccaaccact acatgattat 
ccatgagtgc
   109081 aatttttatg ccgacagctt tatttttaag tttagaagct aaatattctg 
catgaaagtc
   109141 agtacttaaa ggctctggcc ctaaagtatc gatgagtttg ccttgagttt 
cagggttaag
   109201 ccaaagaata cagccaaaac gacgtgggtc atggtaacgt aactgctggt 
cttcaaattg
   109261 aataatgaga tgatcatgct ttctcagttc atcgtttggt tgacacaggc 
gaaaactacc
   109321 cgacattcct aaatgccaga gcatttgatc ttgttcaaac tctgccaaaa 
tatattttga
   109381 acgtcgattt aacccaatga gacgttgtcc aacaagtttc tgaacattat 
ctggtatagg
   109441 ccagcgtaag ctaggattgc gtacttcaac acttagaact ttttgattca 
ataagggaaa
   109501 taaactggtt ttagtggttt cgacttcggg taactcaggc atgccaactc 
gcagaattaa
   109561 cagatatact ggattaatca agtataacgt gtggtatgta atatttcaga 
gaatactatg
   109621 tcagatattt taccattaag ctggtttcaa cgagaaactt cggaagtagc 
atatgattta
   109681 atcggctgcg tattatgtaa gcgacagcct gatggacaag ttatccgctg 
tacaattagt
   109741 gaaacagaag cttatttggg cgtccgcgat aaagcctgcc atagctacaa 
tgacaaacgt
   109801 accgcacgaa cagaggtgat gtatcgccat ggtggtacca tttatgtcta 
tttaatttat
   109861 ggcatgtatg aaatgctcaa cattattact caaacagaag gtgtacctga 
aggagtgatg
   109921 attcgatcag catttttaaa tagtgcttca actaaaaaag aatataagct 
tttggctgga
   109981 cccggcaaac tgacgcgtta tttaggcatt gatcggactt taaaaggcca 
gactttgggt
   110041 gaagaatctg gactatggat cgaggcagcc actatacagc cagaagtggt 
tttaacgcca
   110101 cgtattggaa ttgattatgc cgaggaggca aaagactggc ctgaacggta 
ttgctggaaa
   110161 gatcatccat cattaagtcg ataattctca tctggtgaac aaatttatat 
ggcaaaacga
   110221 gcgttccaga tttacaacaa tgtagaccga attctatatc cagacaagac 
actgcttttt
   110281 gttatcataa ctacaatata aataaaggaa ataagcatgt ccttattacg 
cttagaccga
   110341 cttcattact gtattttgat gagtatgggc tgtatttcta gcccacttgt 
ttgggccgaa



   110401 gacttaaatt cagacgttgc caaattgcca actttacatg tggaagcgac 
acgtactgac
   110461 accggttatt tacaaacacc agcttcggtt ttccgaatcg agacacctca 
agtggacagt
   110521 tcttcacaag taaatttaac tgaagttgtg aagggcatac cgagtttaca 
gattcgtaac
   110581 cgtgaaaatt atgcgcaaga tctacagcta tctatgcgtg gttttggtgc 
acgttctacg
   110641 tttggtgtcc gtggtattcg tctttatgtg gatggtatcc ctgcaacaat 
gccagatggg
   110701 cagggccaaa catctaatat cgacttaagc agtctagatc atgttgaagt 
tctaacagga
   110761 cctttttctt cactttatgg aaattcatca ggcgggacta ttttaacttc 
tactaaagaa
   110821 gggcaaggga aagactcaat tgagctgagc tattcgggtg gtagccatga 
taaaagccga
   110881 gcaggacttg tgctgcaagg tggggcaaaa ggggcgaatg aaccaagtta 
tattattagc
   110941 tcatcatact ttgataccga cggttaccgc gaacatagcg gtgcagaaaa 
agtactaaat
   111001 aatgcaaagc tcagctggaa tcttgatgat ggtagtaaaa tcaactgggt 
aaccaactat
   111061 gtaaaaatcc acgccgatga tccgcagggt ctaacgcatg atcagtggaa 
tgcaaatcca
   111121 aagcaacaag ttccattttt aaagcaattt aatgttcgta aagatattga 
acaaacccaa
   111181 acgggtataa cgtggtctaa accgattaat gataaaaatg aactttatgc 
catggcatat
   111241 ttaggcaatc gccaagttac tcaatatcaa tctattccta aatcaacaca 
agaggctaat
   111301 gataatcagg ctggcggggt tattgatttt gaacgtaatt attatggcgc 
tgatttccgt
   111361 tggacgggta aagagttact tccaaatacc acgctaagtg tcggtgttgc 
acttgatgca
   111421 atggatgaag atcgtaaagg ttttgaaaac tttaatgcgg atggtattta 
tggtgtcaaa
   111481 ggtaagttac gccgtgatga agataatact ttgtggaata tcgatccata 
tgtacaggct
   111541 tcatggcagt tcttacctac atggcgttta gatacgggcg tacgctatag 
taatgttcac
   111601 tataagtcgg aagataacta tttaagtaat ggtgatgata gtggtaagac 
ggattacgat
   111661 aaagttttac cgtcggttgc tttaagttgg caaattttac ctgaactcat 
ggcctatgta
   111721 agttatgcca aaggttttga aacaccaact tttactgaaa tggcatatcg 
acctgatggt
   111781 caaagtggtt ttaattttga tttaacagct tcaacaagtg atacctatga 
aactggttta
   111841 aagtcgcaaa accaactagg tgattttact ttggcagttt tccagactaa 
aaccaaagat
   111901 gacattgttt cggccggtaa ctcaaatggt cgatcaacgt tccgtaatgc 
agataaaacc
   111961 ttacgtgagg gcgtagaatt tgcatggaat aaaaagttat ggcgagactt 
aacagcgacc



   112021 gcaagctatg cctatttaga tgcaactttt gatgcaaatg tgcctgaaaa 
acttgataaa
   112081 aaaggtaaag ttctcgcttc agcaatttcc tcaggaaatg ccattccggg 
tattgccaaa
   112141 aaccaagttt atgcctcttt ggcatggcag ccatcgcacg gtctatatgg 
tggggtagat
   112201 gtacagtata tggataaagt atacgtgaat gataccaaca gtgacgcagc 
accgagctac
   112261 agtgtaacct cagcaaatat tggttatgca tgggtggtta atgattggaa 
aataattagt
   112321 tttgctcgtg tagataatct tttcgataaa aactatgcgg gatctgtgat 
tgtaaatgac
   112381 agcacacaaa tcaaagtaaa cggtcagatg gtacccgcta aacgctactt 
cgaacctgct
   112441 gatggacgta actggagtgc aggtttacgt gtaattaaac aattctagga 
attaaaaatg
   112501 gcaaaattat tcgaaacggt taatttcgat tcactacaac tggtcaatag 
aattgtaatt
   112561 gccccaatgt gccaatattc ggcaacagat gaaggcgaaa ttacctattg 
gcatgaacag
   112621 caatgggcaa attacgcgtt gtctggagct gggctatgta ttgtggaagc 
tacagctgta
   112681 caggcggaag gtcgaattgg ttatgcagat cttggccttt ggaatgatca 
gcaacgtgac
   112741 cagatcaaaa ctttattggg aaaagttaaa acactttctc ctatgccatt 
tggaattcag
   112801 ttagctcatg ctggacgtaa ggcatctact gaaaagcctt ggttgggtaa 
aggccaaatt
   112861 gcaaaagatc agccacatgg ttggcaaaca gttgctccaa gtacaagtac 
tttttcggtt
   112921 catgatgcag cgccacatgc tttaaccatt gccgagatta aacaaattca 
acaagacttt
   112981 gcagctgcgg ccaaacgtgc agttgaagcg ggctttgagt taattgaggt 
acatgctgct
   113041 catggttact tgctacacca attcttatcg ccaattgcaa atcaacgtac 
tgatgaatat
   113101 ggtggctctt tagaaaaccg tatgcgtatg acgctagagg ttcttcaggc 
aattaaactt
   113161 gctgttcccg aaggttatcc ggtaggggta cgtttatctg caacagactg 
gatggatggc
   113221 aatgagcagt gggatattga gtctacggtt ggtttatcaa aagccttaga 
gcagttaggt
   113281 gcggcctata ttcatgtctc tagtggtggt ttacatgagc atcaaaatat 
taccattgga
   113341 gccggttacc aagttccttt cgcggaacag gttaaaaaac atgtagctat 
tcctgtgatt
   113401 gctgtaggtc ttattactga cccacaacaa gctgaacaaa ttttagaaaa 
ccagcaagct
   113461 gatgccattg gtcttgcgcg tgcaatgtta tatgacccac gttggccatg 
gcatgctgca
   113521 gctacattgg gggcaaaagt caaaattgct cctcaatatt tgcgttgcca 
accacatggc
   113581 ttaaaacagc tttttgattc tttttagttt ttaatattcg ggcaaactaa 
gatttgcccg



   113641 tttttctttt gaaatgagtg aggaagtagt ctgtggtttt tcaggtaatt 
ctaccaattt
   113701 tgattttgtt attaatgggg tactgtagtg tcctcattaa actggtaaca 
cctgaacaaa
   113761 ttaaggctct gagtgcattt gttattaaaa tttctttacc tgctttttta 
atccaatctt
   113821 tagccaataa gaacttacaa gatatttggc acccagctta ttttattgct 
tatggtggcg
   113881 gctctttaat cttgtttttt ttggctttta tcttttaccg caagtatttt 
aaaaatagcc
   113941 taacacatag tgcagtcata tcgatgggcg cttctatgtc aaatacaggt 
tttatgggta
   114001 cagcgattct aaccatgcta atggggagtc atgctgcaat ctatatatct 
ttaaccttaa
   114061 ttatcgaaaa tttattaata gttgctttaa tgcttatttt ggcagaagcg 
ggtttgcatc
   114121 aacagcaacg gcttttgcct ttactgaaaa aaacattcat taatttactt 
aaaaatcctg
   114181 taattattgc aattttagtt gggatgagct gcattttgct agatattcat 
ctgccttcaa
   114241 aacttggtca agccttagaa cttttaggaa gaacagcttc gcctctagca 
ttatttgcta
   114301 ttggtggcag cttggttggt attggtatta ccgccgtgaa tttccaaagt 
atattgttgg
   114361 ctggatttaa tgtcatcctt atgcctgttg tgatttttgg gctgttcctt 
ttattgccaa
   114421 acgtgagcca agagatgtta tatgctggca ctttacttgc tgcgctgcca 
atgccgatcg
   114481 cttttggtat ttttgggcaa gcctacggtt taaatgaaag agcattaacc 
cccttaatga
   114541 ttagtaccat tattggcttt atgggggtga gtgggcttat tgctttgtgg 
tggtaaaaga
   114601 aaagccccat gtggggctat tgtctcttta ttatttttta ggagctggct 
gcgtaggagc
   114661 ggcggcagct tgtttattct tctcagcaat aattttttcg accgaagcta 
aagattctct
   114721 agcattagga acattttgct tggcaagctc agtaaagatc tgttttgctt 
gaggcaggtt
   114781 ctgaggaatg atattgccat tcgccatcat ggttgctaaa gccatagatg 
caggcgcata
   114841 acccttttgg gcaattgttt gtaaagcttc aatgccttgg cgtttcatta 
aaggattttt
   114901 attttcaacc ccttggctaa tatcataaag cgctttgact tgaatagcag 
ggtagtttcc
   114961 ttttctaatc aaaggcgcta gcttttgtaa agcaatttgg tgagattgag 
gttttttctg
   115021 cgcaaataaa atggtcgcta ttttgacagt tgcatcatca gaaccttgag 
ctgctgcttt
   115081 ttgaatatat tgactgaatt tgttgctatc tttggcaaca cctaattcac 
cagtctcata
   115141 aatttgtgca agcgtgtaac tcgcttgagc ataaccttta tttgaggcat 
cttcataata
   115201 tttcagagct ttggcattat ctttggcagt gccttggccc atttgtgtca 
tatagcctaa



   115261 gttatagatg gcttgagcat ttcctgtttg tgcaagacgt tggacttctt 
gaaaagcagc
   115321 aggataattt tttgctgcgt atagctgctc agcctgttta aatacatcgt 
ttttagctgc
   115381 agatgtcgta gtgtctgctg caaatattga tgaacttgaa atggcaatta 
gactggcgat
   115441 aagtaatttc ttcatttctt tttaaccttt tactttgtag ctacatcatt 
ccatcgatgt
   115501 attagctcaa ttcaatttct catcataaat attgatggcc gaaagtaaac 
agccgatttg
   115561 tatataaaac gatgtctata aagcaaactg tggagaaaaa taatacgcca 
ctctacttaa
   115621 gagaggggcg tattggatta ttttactgac tgtaataatg cttcaatctg 
ttttgcatca
   115681 cttggtacgc cagagattct ttgaccatct tgtaagaaca gagttggtgt 
gccatctata
   115741 tttaatttct ggcctaaagc aatatttttc tgaactggac ttgtacagct 
tttgccagcc
   115801 gctggcaatt tacggttaag catataattt gtccaagctt ctgaagagtt 
tttagagcac
   115861 cagatttgat tagaaacctt ttcagcattt ggatgtaagc tggtcagcgg 
atataagaat
   115921 acatataccg ttacgttatc caccccaacc atattttgtt ctagacgctg 
acagtaaggg
   115981 caatcagggt cactgaaaat ataaagagta cgctctcctt tacctttgac 
gtatttaatt
   116041 gcctgattta atgggagact tttaacatca attttaccca gttcggcaat 
tcgctcttct
   116101 gtcatatttt tttgttgttt gatatcaact aaattgccta caaaaaagta 
ttttgcatct
   116161 tgattggtat aaacaatacg accacttgta tagacttcat aaattccagc 
gacaggtgac
   116221 tgatagacac cttttacagg gaggtctgga taatttgtct tcagattttg 
ttcaagtgtt
   116281 ttaacatcag catgagcaga accgaaaaaa gccaaactca atatgagtgt 
agcaagttta
   116341 gttttcatat tttttctctt agattacaac atggattatg atggcataga 
aaacttaaaa
   116401 aattgatgcc ctaatttaat gaattcatta gaattttgta tctacagaaa 
agcccgtaga
   116461 tttatccacg ggcttttaat ttattaaata taattattgt ggtctagcaa 
catcaccact
   116521 taaagcttct ggtaaatcta aaacttgaag acctaattct tgaagggcgg 
cgggtttcgc
   116581 aacaactaag gcaatataac cgtcagtagt ttgggtacta ttaaccactt 
ctacgtcatt
   116641 gtgcagttga gttgctggag caggtgcatc acctgtacct tgaactaaat 
gcaaccagtg
   116701 ttttggtttt gctttaaacc aaaggcgcgc cacaatttct tgacctaagt 
aacagccttt
   116761 atcgtaattg acgccttcgc gttgatgtaa acgtaattct tgtggctgaa 
actcatgttc
   116821 agtcgcttga gcaatccatg cttgacctgt catgatggct tgtttttgcc 
attcggaaat



   116881 atcagtttct gtagagctga actcagtatg gccattcaca acttttggga 
atacagcacc
   116941 ttgttcactt aaggtcattt ttgaaaaagc accatatttt ttaatgtgct 
tcgcgaattc
   117001 ttcagcttga tcttgagtga caataatgtc aaaactttct gcattattct 
tttttagcca
   117061 caagccaaaa tggatgcggc ccttaagatc acaaatggct gtatagcgtg 
tttcattttc
   117121 agctaaacgt tcagtatcta cagtcacttg gccttgtaaa aacttttgtg 
catctacacc
   117181 gtttaatgca tatgaggaga aagcgagcag actcatgatt aatctcaaat 
tcaatatgtt
   117241 tctttatgat tgctgactat tttgctccat ttttactaaa aaatcagcca 
tagttttcgt
   117301 aatttacttt tgtataaaac aataggttta ggtcaaaaaa acaccaaaaa 
tatacgttaa
   117361 aagaaattct acggtttaag ctattcaaca taatttttat aacttaaatg 
gacttaaaat
   117421 aaggagaaga caatggcaac aggtacagta aaattacatc gagtgtttaa 
ggcaccagct
   117481 gaacgagttt atcgtgcttt tcttgaccca gatgctttag ttaaatggat 
ggcacctcac
   117541 ggttttaccg caaaggttca tagttttgat gcaaaagtag ggggctcata 
caaaatgagc
   117601 tttaccaatt tctcaactgg gtcaacgcat tcatttggag gtacttatgt 
tgagctcgtt
   117661 cccaatgaat taattcgtta taacgaccaa tttgacgacg caaatttacc 
aggcacgatg
   117721 caggtcacca ttacattaaa aacagtattg gtcggcacag aaatacacat 
tacccaagaa
   117781 ggaatacctg aagttattcc tgtggaagca tgctatttag gctggcaaga 
gtctttatct
   117841 ttattgaagt tgttagtaga agccgacatt ccagatcaat aattgtcttt 
ttaaattgag
   117901 atttaaataa aaagtgagta gaaaaactac tcattttttt atttttaaac 
actatcaaaa
   117961 atgaacaaaa tattgaatga tcatatgaag ctcaatgagt taagccttct 
tgtgagataa
   118021 agatatgaac atacaaatta aaagaattta tgaggatgta agcggtgatg 
atggaaagcg
   118081 aattttggtt gaccgactat ggagtcgagg gattagcaaa gaaaatgctc 
atttagattt
   118141 atggttaaaa gaaatagctc cttcaactga acttcgtaag tggtttcatg 
cagagtccgc
   118201 agaacattgg gttgagttca aacaacgtta tttaaaagaa ctagaaacca 
accccgcagt
   118261 taaagagtta ttagaaatcg tttcacatca taaagtcaca cttttatatt 
cggctaaaga
   118321 tgtggaacat aaccatgcga ttattttaaa agaatattta ttagaaaaga 
gcaaaagtta
   118381 aatatataaa tttttttttg gtaaaagtct tttatttaaa actttaaaaa 
atgagtcata
   118441 tctcgcataa tatacttttt gagatttttt tatgtctttg ccaaactgtc 
caaaatgcca



   118501 atcagaatat acatatcaag acggcgattt attaatttgt ccagaatgct 
cacacgagtg
   118561 gaaagaaggg gaagctttag taactgaaga gcaagaagtt attaaagacg 
ctaatggaaa
   118621 cgttttggcg gatggcgata gcgttactgt aattaaagat ttaaaaatta 
aaggttcttc
   118681 ttcagttgtt aaagtcggaa caaaagtaaa aagtattcgt ttagttccag 
acgcaagtga
   118741 tggtcacaat attgactgta aaattgatgg tattggtcag atgaagttaa 
aatctgaatt
   118801 tgtaaaaaaa gcttaatttg ttaattttaa ttacattttg gtagagattg 
caggcgtgat
   118861 ctctaccttt ttacatttca acatccttat aattttatta cgataatgta 
taaaaagtag
   118921 actatccaaa gcttaagagc tcatttatat tgtcattaag aagaattaac 
tttcgtccag
   118981 aataataacg aaagtcatac ccacaccaac aaaaaaacga ggttcatatg 
gcaggatggt
   119041 acgaaattac acaagcgaat gatggacaat atcgctttgt acttaaggct 
ggtaatggcg
   119101 aaattatttt aaatagtgag ctatataaag cgaaagcatc agcagtcaat 
ggtattgagt
   119161 cagttcaaaa aaatagtagt gacgatgcgc gatatgatcg tttaactgca 
aaaaatggga
   119221 aaccttactt caatttaaaa gctgcaaatc atcaaattat tggttcgagc 
cagttttatg
   119281 ccagtgaagc ttcacgcgat aaaggcattg aatcggttaa aaacaatgga 
tcttccacaa
   119341 ccattaaaga cttaacagtt caggtgtaaa attaaattaa aaaaagcagc 
ttctaaaagc
   119401 tgcttttttt atttatgtat ttattaacgc gctaatttag ctaagagttc 
ttctttagtt
   119461 aaattgctcg cttcagcatc acggcgacct ttatattcaa aagtacccgc 
atcaagacct
   119521 ttttcaccaa tcacaatacg gtgtggaata cccattaatt caaggtcaga 
gaatttaacg
   119581 cctggacgtt cgttacggtc atcaagtaat aagtcaaagc cttgggcttg 
aagttctgca
   119641 taaagcgctt ctgctgcttc aagagtacgt ggtgatttgt gtgcattcat 
tggaacaatt
   119701 gcgatttcaa aaggagcaat cgcttgaggc caaataatcc ctttgtcatc 
gtagttttgt
   119761 tcaattgcag ctgcaactac gcgtgtcaca ccaataccat aacagcccat 
tgttactgta
   119821 aatggtttgc catcttcacc gagaacttta catcctaaag cttcagagta 
tttagtacca
   119881 agttggaaaa tatggcccac ttcaataccg cgtttaattt gtagtgtacc 
tttaccatct
   119941 ggagatgggt caccttcaac cacattacgc aaatcgaaaa cttcagtaat 
ctgtgcatca
   120001 cgttcccagt ttacgcctac agcatgtttg tctgcctcat ttgcaccagc 
aacgaagtca
   120061 gaaagaacag atgcagcacg gtcaacaatt acagtgatgc ctttttcaac 
taaaccttgt



   120121 ggaccagtga agccagcagt taagccaaat gcttgaagtt gttcttctgt 
ggcaaacgcg
   120181 agaggagcgg ccactaaagg atgcttctcg gctttaattt cattaagttc 
gtggtcacca
   120241 cgtaagaata gggcaacgac aggtacattg cctttctcat cagcaacgcc 
ttgaaccaat
   120301 aaggctttta cagattgttt agggtcagca tttaagaact ggcaaacatc 
agcaattgtt
   120361 ttttgatttg gtgtttcaac caatttaaat tcttgtgtag gcgctgcacg 
ctcacccact
   120421 aaaacagctt cagccatttc aacgtttgct gcataatcag actcagttga 
aaatgcaatg
   120481 tcatcttcac cgcttgcagc taatacgtgg aattcatgtg aagctgaacc 
accaattgaa
   120541 cctgtatctg cttgtactgg gcggaaatct aaacctaaac gagtgaaaat 
acggctatag
   120601 gtgtcataca tcacatcata agtttcttgt aatgattctt gagttgcatg 
gaaagaataa
   120661 gcatctttca tgatgaactc gcgtgaacgc attacaccaa aacgagggcg 
gatctcatca
   120721 cggaatttgg tttgaatttg atagaaattt acaggaagct gtttataact 
ttttagctcg
   120781 ttacgtgcta aatcggtaat cacttcttca tgtgtaggac caagcacaaa 
cggattgtcg
   120841 tgacgatctt tgaaacgtaa taattcagga ccatattgtt cataacgacc 
cgattcttcc
   120901 cacaagcttg cgggttgagt tacgggcatg aacacttcca tagcacctga 
acggttcatt
   120961 tcttcacgaa caatggcatc aactttttta agcacacgtg ttcccatcgg 
cagccatgta
   121021 tataaaccag atgccaattt acgaatcatc cccgcacgta acatgagctg 
atgtgaaatc
   121081 acttcagcat cgtttggggt ttctctcaac gttgcaaata aaaagcggct 
tgcgcgcatg
   121141 gaaaaagtcc taaaagttaa gcgttataaa aacgcggatt atacgatagt 
cgctgcatta
   121201 tgacatgaat cgtcgggttt gacgcagcat aaagtttttc aagtcatcca 
gataagtgaa
   121261 aatgacgggg acaaccacaa gagtcaataa ggtagaggta atgacacccc 
caattacagc
   121321 atgagccatt ggtgcacttt gttcaccacc ttcacctaaa cctagagcta 
atggaaccat
   121381 acccatcacc atcgcacttg ttgtcatcaa gattgggcgt aaacgggttt 
tgcctgcttg
   121441 taaaatagca tcataacgac ttatcccatc ttccatcgct tttttaataa 
agtcgataag
   121501 caaaatcgcg tttttggtta ccagccccat cagcataata atgccaataa 
ttgaaaatag
   121561 atttagggta ctcctaaata agaataaggc caggaagaca ccaatcaggg 
acaatggtaa
   121621 agatgccata atcgcagcag ggtgaataaa actattaaac tgagaaccca 
acacaatata
   121681 aataaataca atcgaaaggg taattgccgt taacgcataa cccgcagatt 
cagccatatc



   121741 ggcatttgcc ccttgagtat caaaggtata accagctggc aatttgaatg 
ctttttgcat
   121801 tttatcgata tcttgaccga tatccccact tggacgtcct gaagtgtttg 
cttcaattaa
   121861 aacttcacgt tcaaggtcac gtcggttaat ttgcgaagct ccaagttttt 
cttgggttgt
   121921 ggctacggcg cttaatggaa ctaaaatatt ttgcccattt gcattggttt 
tattcgagtt
   121981 gagatatagg ttctgaacat cttggggaag cacacgttta ttttcattta 
aacggatatt
   122041 cacatcataa gtttcgccgt cacgatcttc ccatgttgtg acattgtcac 
ctgcaatgag
   122101 tggtcgaatc gcattcgcaa tttgagaaac agataaatct aaatcactgg 
ccagtacacg
   122161 gttaatatgt acacctaaag tcggtttagg ttcttttaaa gagctttcta 
aatcgaccac
   122221 accatcaatt ttttccattt cagccatgaa acgatccgag attttttgta 
gttcatttag
   122281 atcagatcct ttaatagaaa tcatgattgg cttttgacca ccagacactg 
agtcttgagc
   122341 agcagcgact gaagtcactc ggatgccagc tacactttgt aaacgatcac 
ggaattcatt
   122401 gttgagtgtt gtcaggtctg cactacgttc ttgttttggt tttagggtga 
ctcctaaacc
   122461 tgcatggttt ttaccggagt cgacttcact gttaaccact ccataagtag 
aaacgacatc
   122521 agggaattgc ctaataatct gatcaacctg atgtaatttt gcttgggtat 
attctaaaga
   122581 agaatcaaca ggggtttcga actgaatacg aatttcacct ttatctggtg 
taggtacaaa
   122641 ttcggttccg atcatttttg ataagcctaa tgccacaacc aatgaaacaa 
ttgcaataat
   122701 gactgtgatg aaacgaaagc gtaaggcaag ctttaaaagc ttttcataga 
tgtgcgttag
   122761 gccatctaat agattagaaa tatagttaaa gaaacgttgc agtcgacttt 
cttttttctt
   122821 tataggatct ttccagtgtg cggaaagcat tgggtcgagt gtaaagctga 
tgaacatgga
   122881 aataagaaca gccgtactta cagttacccc aaattgatag aagaaacgcc 
caattaagcc
   122941 tcccataaag gcaactggta aaaataccgc cacaatggtg agtgtggttg 
caagtactgc
   123001 taacccaatt tctttagtac catctaaagc cgcagtgaca tgatctttgc 
cgagctctgt
   123061 atgtctgaca atgttttccc gaaccacaat cgcatcatca attaatagac 
caatactcag
   123121 tgacagggcc aacagtgtca tcatgttaat gctaaaccca aacgcccaga 
tgaatgttaa
   123181 tgtgccaagt agggtaatcg gtaaggttaa acctgtaata acagtagatc 
ggaaggaacc
   123241 caaaaagagt aaaacaatta aaaccgctaa gaccgctcct tcaataatgg 
tgcgaacaac
   123301 gtctttaatt gaagcacgaa tacctttaga gctgtcggcg acaactttat 
aattcaaacc



   123361 cgcaggcatt tgagctttta gcttctctaa ggtctgatag gtcttgtcaa 
caacctgaat
   123421 tacattagca tcggaacttt ttaaaatatc gacagaaacc gctgttcttc 
cattataaaa
   123481 agcacttgat tgcagttctg cttgagtatc ttcaacggtt gctacttgtt 
ttagaaaaat
   123541 aggggaacca tttttattag caataactaa atcaccaaat ccaagaggat 
ggatgacttt
   123601 tgattgaatc tgaacaacca gttcagaatt cttttgttgt aaggttcctg 
caggtacttc
   123661 tatattttca ttttttaggg tgttaatgac ctgatcaata ccaataccat 
agctttgtaa
   123721 ttgttcagga tgaaccttaa tccgaatttg acgtttagca tcacctagta 
aattgacatt
   123781 acccacacca gaaacagttt taagctgagg cacaattttt ttgtctacat 
aggagcttaa
   123841 ttgagccaag ctcatgctgt tcgattcaaa cacgactgac ataatggggc 
tagatgatgg
   123901 atcgtagcgt tgtacaatcg gcgtatctat ttcatcgcgg aattgggcaa 
taactggagc
   123961 aattttgtcg cgaacatctt gtgctgcaat tgccgaagac gtatcaagat 
taaactctgc
   124021 aatcaccatc gaaagccctt cacttgagcg tgaagtaatt tgtttaatac 
ccgaaatggt
   124081 attgatttga tcttcgagtt ttttggtaat gtccgattca actgcttcag 
gtgaagcacc
   124141 cgcatattgc gtagtgacaa ctacgaatgg gaaatcaata tttggaaact 
cttcaacggt
   124201 catacgtttc caagatgcta acccgagtac cattagactg agcatcatca 
tgatggtaaa
   124261 aacggggtac ttcacactaa ttcgggtaaa ccacataagc tatttgctac 
cttatttatt
   124321 tttttcggtt gtaagcgtca cttttttatt gatatcagaa tcttcaaact 
ggatacgact
   124381 tacctgatct gtactttgta aaccctgaac taaagcgata ttttcgttgt 
atcgttgttc
   124441 aaccactcga attttgactt tctgaatcgt ttgattgcgt attacccata 
caaaaggatc
   124501 atgttgcaga ttttgaatac tatctaaagg aatggtttgt ccctgattgc 
tatcattatg
   124561 caaaataata ccgttaatga acgcaccaat acttaatgaa tcaatcgctt 
ctttagggct
   124621 cgcaaagaat tcaatttgtc ggctatcttg atctgctaca ggtgagatac 
gagtcagtat
   124681 ggcatgtaat tgtttcgagt taccctgaat ctgatactgg atagagctac 
ctacttttaa
   124741 ggcagattgt tgttcaatag gtagtttcgc ttgtatttct aattgatccg 
gattaacgat
   124801 ttcaaataat gtttgtccaa ccgaaacggt ttgtcccggt tcaacttgtc 
gttttgtaat
   124861 aacacctgaa atggggctgg taataatacc gtctcgatca gcttttttag 
caatatccac
   124921 attggcttgt tgagctctaa cactttcaag ttgaccttta taatccacct 
gactttgctc



   124981 aaactctaca cgggcaataa agccttgatt gagtaatctt tgttttcgat 
tcatcaaatt
   125041 acgtgcaagt tctgcttgtg cctgagcaga agcaagatta gcctgtgcct 
gagctaagcg
   125101 tgcagcgttg tcttgattat ttaatctaac taaaacttgg cctttttgta 
ccttttgacc
   125161 tacattggct gtaacggcag tcgctgttgc actaacttgg gcttgaatag 
aactttgttg
   125221 tactgcacga atagttcctg taaaagcggt ttgagcggcg agtgagcctt 
cttttacagg
   125281 aattaaatct tgaggaatga gttcaatttt tttaggttca gatgctgttg 
tttttggtac
   125341 ttcttgctgg ttacatgcag ctaagattaa actcagactg atcaagctta 
atttaaaaaa
   125401 agtagaaggg gtaagatgcg ttgtgcgcat acagcatcat cctgtaattc 
aaattttatt
   125461 ttgcccctat tcttgataaa gctgtaacct tattcaagct tttttaaacg 
ttcgataata
   125521 ttttcataat ctttattggt gcgattatag gttttcgaaa gtatttcaag 
tgtttgttta
   125581 accttattaa tattcataag attgttttca atcaaggttt tatgtctttc 
gggaacttgt
   125641 tcacccttac gaaaatattc catttcttgc cgtttaaata aaattttgtc 
ttgttgtaat
   125701 tgactcagtt ggtcctgctg ataatttatt tgttttttaa ttgccaataa 
tgcttggtct
   125761 cttttaatcg tcgcagtttt actattgcta tatgctcttt ttaatttgtt 
atcttcttct
   125821 ctatatcgag ctgataatgc acgctgtgag gactgattta aatcggcttc 
agaattataa
   125881 ggatgatttc ttttaatgac ctgcatattc tgatcgagtg cttcatatcc 
atagcgaata
   125941 tgagccggcg ttacggatgt actaatattc gcaataccat gctgatcata 
ataacgatac
   126001 cagacagctt taggagcagc atttgcagcc aacgttgggg aagagaaaaa 
cagtgctccg
   126061 caagaggcaa tgcctataga tacagacaag cagttcctat aaaaggcata 
tttcatccgc
   126121 ttattcataa aattccccaa aaaagaaagg taagtcactt atttttaaat 
aattaatctt
   126181 aaatatatta gttattattt aactgaataa aaatatcaac attataaaaa 
aaatgataat
   126241 ttttttgaaa gtgtgatgag gttaaaagtt attgtttata aatgagaaag 
tagacaaaaa
   126301 gcttacattg aaaatagaag tatagatatg ttaaaaatgc gtataaatct 
gtaaaaacaa
   126361 atttaagtta aattgcattt atattttatg ttatggggat ggaagattaa 
atggaagatg
   126421 cattccaaaa tctgaaagta atggttattg atgactcaaa aactatacgc 
cgtaccgcag
   126481 aaactctatt gcaacgcgaa ggttgcgaag tgattactgc tgtcgatgga 
tttgaagctt
   126541 tatctaaaat tgctgaagcg aatccggata ttgtttttgt agatatcatg 
atgcctcgtt



   126601 tagacggtta tcaaacttgt gctctgatta agaactctca aaattatcag 
aacattcccg
   126661 ttatcatgct ctctagtaaa gatggtttat ttgatcaggc aaaagggcgt 
gtggtaggtt
   126721 cagatgaata cttgacgaaa ccttttagca aagatgaatt gctaaatgcg 
attcgtaatc
   126781 atgtaagttc ataataagta atttgagggc aaaagaaatg gcacgtattc 
tcattgttga
   126841 tgactcacca acagaaactt ttcgttttaa agaaatccta actaagcatg 
gctatgacgt
   126901 acttgaagca tctaacggtg cagatggtgt gactttggca aaagctgagc 
agcctgactt
   126961 ggtattaatg gatgtggtca tgccaggtgt aaatggtttt caggcaacgc 
gccagattac
   127021 ccgtgatgaa gacacgaagc atattccggt ggtgattgtg agtactaaag 
atcaggcaac
   127081 tgaccgagta tggggtaaac gtcaaggcgc aatcgattac ttaatcaagc 
caatcgaaga
   127141 aaagcaatta attgatgtaa ttaaacaatt tctaaattaa ctcatccatc 
cataaaaaca
   127201 taaataacgg gataaatacg cccgttttat aggatcgagt atggcagcga 
atggatttat
   127261 cgagttactt cgtttgtcta aacggggtaa taagaattac gcttcagttc 
aaaatgaagc
   127321 acagcgatgg tcaggaattg cttttgaaat gagagggcaa tacttcgtcg 
caccacttgg
   127381 ggaagtgtca gaagttatct atccaccgaa atatacacca gttccaaata 
ctcaaagttg
   127441 ggtcaaggga ttggcaaaca ttcgtggaag gttactttcg gtatctgatt 
tggctcattt
   127501 tatttcaggg cagcggagtt cattttcgtc tacccaaaaa gtgctgtgta 
ttagccatca
   127561 tgaccaatat gtggggttgg ttgtggatca ggttttgggg attcagcact 
ttaataaaaa
   127621 aagttttttt tctgagagtt tagacttagg ggaaaaccta aaagaatatt 
gccaagggta
   127681 ttttcaccaa cacaatcaac attggcatgt ctttttattt agtcggttat 
tgcaaaaccc
   127741 acactacatg aacgcatcga caaaatttat aaactaattt ttatgctgtg 
aatgaacagc
   127801 gtatttttct ggggagaagc tgtatgggct ttaaacttaa aaagaaaagt 
ggcaatcgcg
   127861 gtgctaccgg aaaatcgagt gtcaatttta ttgcaaaaat ccagtcaaaa 
attgagcagt
   127921 ttgccagttt atttggggaa agtgaaaagt ccaagcctat cctttatgca 
gcgctgttat
   127981 gtttagtatg tgcgttaatt tcattagctt atctatttta taatgtacct 
cgtcataacc
   128041 agttaattcg aagtcttggt gagttacgtc tgttatctca aaccatttct 
aagcaagcaa
   128101 ctgaagcaac agagtcgggt tctcaagagg cgatcacaaa gctacagcaa 
tctaaaaaag
   128161 actttgatga gaacttactt gaaattgaaa atattcacgg taagtcgacc 
gatgaatatc



   128221 aaaaagttga gaaaatatgg ggtgaggttt caaaaaatat tgatttgatt 
tcatcacatc
   128281 aacgagttct taaccagtta tatgatacca acatctcgat tagtgaaacg 
gttccagaga
   128341 ttcaggcaga atataacttg atggtcgacc aaatggctcg ccaaggtttg 
ccaagtagtc
   128401 aggtaattat tgctaaaaac caggtattta ttgcagaacg tattttacgt 
tcgattaact
   128461 cggtgttaag tggtacagac ggaaatgtat caactagtga ctttagtgtc 
gatattgaga
   128521 cttttggtac ctatttaaat gctgaactga atggtaatgc cgagttaggt 
gttgatcgta
   128581 ttgctgatcc ggctttacgt gaatctttag aaagtattaa gtctgaatat 
gacaaagtct
   128641 taaaatctgc tgctgcaacg gtattaaaaa atggtagcca gattgtcaat 
gttcgtcagg
   128701 cttcttctca gattttctct aaatcggatg taatgttgga aagtctagga 
catttatctg
   128761 atgttgcaag aaagaactgg ctcaccttat ttttaggtgc tgttcttatt 
ctttcattag
   128821 gcggactaat tttctctgta ttcaagttaa ttacactacg tagtgtaatg 
gataagcaac
   128881 gtgttgctcg attacaggaa gaatatgacc gtaaccagaa tgcgatttta 
cgtttacttg
   128941 atgaaattgc cgatttggcg gatggtgact tacgttcata tgcaactgta 
tctgaagact
   129001 ttacgggtgc cattgccgac tcgattaact tcgcaattga ccaactgcga 
gatttggttt
   129061 cacgaattca tgaaacctct caggaagttg cacgctacac acaagatacg 
caaagtatta
   129121 ctaaccagtt agcagaggca tcagaacatc aggcacaaga aattgcaggt 
gcttctactg
   129181 ccatgaatga aatggcacag tcaattgacc aagtatctgc caacgcttct 
gaatctgcgg
   129241 aagtagcaca gcgttcagta caaattgcat caaatggtgc acaagtggta 
aatcgttcaa
   129301 ttgaaggtat ggatactatt cgtgagcaga ttcaggaaac ttctaaacgt 
attaagcgct
   129361 taggtgagtc ttctcaagaa attggtaaca tcgtatcgct cattaacgat 
attgcagacc
   129421 aaacgaacat ccttgcatta aatgcagcaa ttcaagcatc tatggcaggt 
gaggctggcc
   129481 gtggtttcgc cgtggttgcc gatgaagtac aacgtcttgc tgagcgctca 
gcatctgcaa
   129541 ccaaacagat cgaaacactg gttaaaacaa ttcagaccga taccaacgaa 
gccgttattt
   129601 caatggaaca aacaacgacg gaagttgtac gtggtgcgaa tttggcaaaa 
gatgcgggta
   129661 ttgcactgga tgaaatccaa aaagtatcgg gtgacttggc aaaactgatt 
gcgagcattt
   129721 ccgacgcagc aaaacttcag tcagcatctg cgagtcacat tgcaaccacc 
atgacggttg
   129781 tacaagaaat tacttcgcaa acaacaacgg caacgtttga tactgctcgc 
tccgtatcag



   129841 agttggcgaa tatggcagag tcattacgtg agtcagtaac ggactttaaa 
ttacctgact
   129901 aaattggggg ataagaatag ctattctcat atcgctattc ttttaaaagt 
atgagcagcg
   129961 ccagacaaat attggggaga tagttatttt tctggtgttg actctgtagt 
tttccccact
   130021 cagggggtaa gcaaaagaag cctttgctat gaaagaaata ttaaaaactt 
taactgaagc
   130081 aatgacgcta cctgaagata gctattctga acaagatgct gagtttcttg 
agatcttcat
   130141 tgaagaaatt gaagagattt ttgttgattt gcaacctttg ataaataaat 
ggatgcagtc
   130201 tgagaatatt gctaagctca ctgaaattcg tcgtcatttc cataccttaa 
aaggttccgg
   130261 aagaatgatt ggcgctaaat cttcagctga acttgcctgg acagtcgaag 
atacactcaa
   130321 ccgggtaatc aaccaaagct tacaattaac gccaactatc cagagctatg 
tgcagttagt
   130381 atttaagttc tatttcctta aattagtaga taattttaag caaaaaagag 
cacatacctt
   130441 agatttcaga cctcttattt tattaggtca acaactacaa caacagcaaa 
gtttagaacc
   130501 agctttagaa gagcttttac aactttcaaa tacgcttacg gccgaaacag 
tgactggtct
   130561 tgagctagat tatattgaac aagattcgtt agccgagcca atcattcaag 
ctactcatac
   130621 tgaaattgaa ataaatctag atgaaacttt gaccttattt atggaagagg 
cggaagaaca
   130681 tttagccacg attcatcaat ttttggatca agagttacat cagtatgaca 
gttacaatgc
   130741 tttaatacgt gctttacata ctttgcgtgg tagctctgca atggcgcagg 
tcgaaacaat
   130801 tttcgaggcc agtaccaaag ttgagcattt atttaaaata ctactgcaag 
aagagttatc
   130861 ttctcactct gaagaaattt tattattaca agaatatcgt gagtttgttc 
gagatagctt
   130921 ggaactacta tctagatata gttcaagtga acagctcgaa gcgagattgc 
agcaatttaa
   130981 tcaatcttgg gatgcatatg ttgagcaaca tggtgaccga acagatccgt 
taatgccttc
   131041 tcatggcttg gtatcgcaat tattacaatt agatgtttct gaattactgg 
atgcagaatt
   131101 agattttgag aagggtattc gtaatgagtt tcctgattat cttgaacgcc 
taagagaaca
   131161 ggctgattta ttactgcaac atacacattc tcaagcaatg ttgggtttac 
atgaatatac
   131221 cagccaactg aaagaaagtt atgaagtgct gcttgataaa cctgctttat 
tacaatcgga
   131281 ctatatattt gaaatttatc aaaaagcgca tcaacaactc attcaattat 
ttgatgcttt
   131341 agctgctggt cagcgagtcg gtgttgttaa gcaacaccaa agtattttag 
aagaattaaa
   131401 actttatacg cagtacactc cagacatatc aaatgacctg cctcagcagg 
attcgacatc



   131461 ttttgaacca atatccaata ttgaaccaga gccagaagta gtagctactg 
tagagaattt
   131521 ctcagactct gcagactggg cggtattagg tcaaagtgtg cagcaagatc 
gacaatatat
   131581 ttcatctaca caagtgaatc gaaattttga tgctgatctt ttagatatct 
ttcttgagga
   131641 agctgaagaa ttacttgagg gaattgatac cgatcttaat atttgggtag 
gtgagcaaga
   131701 aaactttgca gctctgaaca acctaatgcg ttatttgcat accttgaaag 
ggggagcaaa
   131761 tatggttcag gcaacgtatc ttggtttgat tgcccatgaa ttagaaagca 
tttatgagcg
   131821 tttaattcaa aagcaattag tagcaacttc agatttaatt gattttattc 
gtttggttca
   131881 agatgacttg gctgatcgtt tacaaatcat gcgtgaacaa caactagatt 
atgcagctcc
   131941 ttacacaatt aacgcattaa aacgagcggg tcaaaactct aacttccaac 
ctgtatcagt
   132001 ggttgaggca tttgatgctg aaagtgaggt attctctgag caagaggtga 
tatctgaaat
   132061 aataatagat gagataccag tagaacttga acctgctctt gcaaagctag 
aaactcatca
   132121 cgatcaggta ttcgatacag cggttaccga gttagctact ccagttgaag 
taattacctc
   132181 ggttacatcg caagagaatg aagttgcagc tgatgaacag gacattgatg 
ctgttgttga
   132241 acagaccttc ctagaagaag ctactgaatt gttagaaatg gctgagtcgc 
tattaaaaca
   132301 atggtttgaa cagcgtacaa atcgtagtat tttgcttcag ctacaaagag 
ccgtgcacag
   132361 tttgaaaggt ggtgcacgaa tggtgggttt agaagccgta caagcaattg 
cctaccaact
   132421 agaaaatgct tttgaacaat ttgcgttgca tcacttcaat tcaaatattt 
atgatcattt
   132481 attagaaagt gcaattgcat ggttaaaaga tgcaattttc aaccacaatt 
atcagcattt
   132541 cgatggatta cagcaaagtt tagaaaatat tcaattcttt gaaactacaa 
tccagattcc
   132601 gactaagtta actagagcgg acttgtttag ctcagaacca gtgatgacct 
ttatacaagg
   132661 tgatggtaca gagcctccac caatgatggg agcgtgggag caaacagagc 
gtctggatca
   132721 gaataatgaa atgatccgtg tctcagccga cttaatcgag aaaatgattg 
atttgtctgg
   132781 tgaaaattcc attaaccgtt cacgaattga aatggaccta agtcagttta 
gccatacact
   132841 agttgaaatg gagttggcga ttcaacgact tgccgatcag ttacgacgaa 
tggaaggtga
   132901 gttagaaaca cagattattg ctaaacatgg aattgaacat tctcgttata 
ccgactttga
   132961 tccgttagag atggaccagt attcatcttt aaatcaattg tcgaaatcgc 
ttgctgaatc
   133021 tgcatcggac ttggtcgact ttaaaaatac gttatctgac aaaatcagag 
ataccgaaag



   133081 tttgctttta caacaatcac gaattcaagc ggaaattcaa gaaggtttaa 
tgcggacacg
   133141 tttggtccca ttttcgcgtt tattgccgcg tttacaacga attgttcgtc 
agacgtctac
   133201 agcattgaat agacctgctg agcttttcgt aaataatacg gaaggtgagt 
tggaccgcaa
   133261 cattttagaa cggttagtga ctccgcttga gcatatgctc agaaacgcaa 
ttgaccatgg
   133321 tttagaagac cgagcgcagc ggcaacaagc aaataaaccg gaaacagggc 
gtattgagct
   133381 taatattcag cgtcaaggta cggatgttgt ggttgtcttt agcgatgatg 
gtcaaggtat
   133441 tgatgttgaa aaagtacgtc agaaagcact ccttgccaga ttgatcaagc 
cagaacaaga
   133501 cttagaacag caagacatac tgcaactcat tttccatcca ggtttaagta 
cagcagagca
   133561 agtcactcag atttccggac gtggtgtagg tcttgatgtc gtgcagagtg 
atattaagtc
   133621 tttgggggga catgtcagcg ttgaatccgt ctatgggcag ggaacaacat 
ttacgattcg
   133681 cgtaccgact acagtagcgg taagtgatgc cttaatggtg aaagtggcag 
atcaacaatt
   133741 tgcgattcca ctcgctcaaa tcgatcgaat tattcgagtg tcaccagcct 
ctttagagca
   133801 gtattttgaa agtcctcaag aactatttga gtatgaaaat aaacgttatc 
cattacgtta
   133861 tctttctgaa tttgttggta accaacccat accacgttta aatggtgtga 
tgtattcatt
   133921 acctgtgtta atgattaaag ccaataatgg ccaaactgtg gcactacttg 
ttgaccagtt
   133981 aattggctct cgagcacaaa ttgtagtgaa accaattggt caacagttct 
ctagcattgg
   134041 agcaattgca ggcgccacaa ttttaggtga tggacaggtc tgcttaattt 
tagatggaca
   134101 aaatattgcg cgacaaattc agtcaactca gcgtcataaa caacttagtg 
aagcagtgta
   134161 tagacaccga gagtctgatg aacgccgcct catcatgatt gtagatgact 
cagtaactgt
   134221 gcgtaaggtc acttcccgat tacttgaacg ccaaggctat gatgtggtta 
cggctaaaga
   134281 tggtgttgac gccatagaac agctagaaaa tattaagcca gatttgatgc 
tacttgatat
   134341 tgaaatgcca cgtatggatg gttttgaggt tctcaatctt gtacgacatc 
atgatatgca
   134401 tcaatacatg ccaattatta tgattacttc cagaacaggc gaaaaacatc 
gtgaacgagc
   134461 attctcgtta ggtgtaagtc aatatatggg taaacctttc caggaagaag 
agttactaga
   134521 gaatatcgat gctttacttg tagcgtctga aagtgaggtc aaatcatgaa 
aggtagtgta
   134581 aatacatcat tgatcgctaa tatggaccaa caagagctac agcatcttat 
tacagtttca
   134641 actggtttta ttgacgctta tatcattgaa tgtaacgatc aggtacctat 
gctattgcca



   134701 caaaacattg tgttgtctgc catggatgta aaaaatggcg taaaacatat 
tgaatggcat
   134761 gatgtgaagc taccggtcta ctcagtacat aacgcaattg atcaacatgc 
agtagcatta
   134821 gtgattgaag gggaaaatat tagccaacgt tttgcattaa tctgtaaaac 
tatgccagtt
   134881 tctactcgtc tgcgtatttc tgaaattgtc gatgaaatgg atgagcatga 
ggctgaacaa
   134941 tatccagcag tatttaaata tgtgcgtatg caagatcaac gctactatat 
acctaactta
   135001 aaatatattg aaaaatcact tggcttataa aggaaaaagg aactcttttg 
agttcctttt
   135061 ttattttatt aagctaataa attttctaaa atttgctcat aaatatcagt 
taatggatca
   135121 agatcatgta catcaacatg ttcattaatt tgatggatag tagcgtttag 
aacaccgagt
   135181 tctaaaactt gtgcacctgt tggcgcaatg aaacgcccat cagatgtacc 
accacttgtt
   135241 gaaagctcag tctcagtacc agtcacattt aaaatagcag tttgagctgc 
gttaactaat
   135301 tcacctactg gagttaagaa cggtaagcca gacaaattcc agacaatttc 
atactgtaag
   135361 ccatgcttgt ctaaaatttc atgaacacgt tgtttaagtt gttctgctgt 
aacctcggtt
   135421 gaataacgga aattaaaagt aacttctaaa gtaccaggga tcacattggt 
tgcgccagta
   135481 cctgcatgga tatttgaaat ctggaatgaa gttgcaggga aatactcatt 
gccattgtcc
   135541 caaactgttt gacacaactc agctaaagct ggcgatgctt catgaattgg 
attacgtgcc
   135601 aagtgtgggt aagctacatg accttgtttg ccttgaacct tcaatacagc 
attaagagaa
   135661 ccacgacggc cattcttaac aatatcacct aatttatgag tacttgatgg 
ttcaccgact
   135721 aaacaccaag taattttttc attacgcttt tccagtgttt cgatgacttt 
aactgtaccg
   135781 ttaacagcag gaccttcttc atctgaagta attaaaaaag caattgaacc 
tttatggttt
   135841 gggtgttttg ctacaaaacg ttcagatgca actaccattg cagctaatgc 
agttttcata
   135901 tctgctgaac cacgaccata taatttgccg tcgcgaattt ctggtgcaaa 
tgggtctgaa
   135961 ttccaagcgt ctaaacgtcc tgttggtact acgtcggtat gaccagcaaa 
acaaaataca
   136021 gggccttcgg ttccacgtcg agcccataaa ttatcgacat ctccaaagcg 
cataggttca
   136081 atatggaagc caactttagc taagcggtca gccataatag tttggcaagt 
atgatcaata
   136141 ggagtaacag aaggctgttg taaaagttct aagctaagcg agagagtgtc 
tgagtggttc
   136201 ataccggaaa ttgcgtactg atgaggtgaa atatagtccg atataatagg 
cgaatctcta
   136261 agggatgggt atttaaaaat aaaaaaacct tatcgaaacg ataaggtttt 
taaatgttaa



   136321 gcataactta cattttattt tcagtttttt gtgcggtgtt agttacagca 
tcaccagctt
   136381 tagagacatc ttgaccaaaa cccttgaacg tattacaacc tgttaaaaca 
aatgccacca
   136441 ttacagatgc gactaaaact tttttcatca ttttctccgt ataaatttaa 
taatgaagta
   136501 aatttagatt aaaaaacaaa cggaaaaaga aacatgattg tttaatagta 
aaaacgttat
   136561 aaattgtttc tataaggacg tggtctcttg taaaacaccg ttatttttga 
tgagagaagg
   136621 ttttaagctt agtaaagcag ggtgcctgaa catataaaat cgggtttcat 
taatattttg
   136681 acaatatagg ccatcagtcc accaataagc agtgtttgaa ctcgcttttt 
gatgaggaca
   136741 aagccattca tgtctttcta agcggtaaaa gtcagattta gggatttctg 
taccccaagt
   136801 acctaagcga cgttttaaat ttatccattc aggaataggc tgttcttgag 
gtaaatttag
   136861 aggaagataa agttgtcctt ttaagacagc gaaacgttgt tgaactttaa 
accctaaagc
   136921 ttctgaaaat tgaaattgtt tgtcagtaaa gtggtaaagc tttttactta 
aagtatcttg
   136981 tctatttaaa ccaatccatt gttctaaatt taattgacct tcacctaggt 
aatattttag
   137041 agcaacttcc caatgttcaa tttcttgagt attttgattt aaaactaaaa 
aatcgagttc
   137101 acctaaagtt tttgctccat caattttttg aatgctatgg cctaataact 
gataaggatg
   137161 atattgatct tcttgtagcc aaaaccaaag taaattttca aaacgtaaac 
ctaagcgtgt
   137221 gctcttaagc cgagacataa attgaagtaa aggttctggt gcttcatcaa 
gctgctttag
   137281 gcggggtaag taattttgaa aatgttgttc ccaattttta tctgtatgta 
attgaaaact
   137341 atgtcgaata gtaaggctgc agggaagttg gctaagtaga ttcgggctgg 
caattgtaaa
   137401 ggccaattgt cttaccattg ggtgactgaa ctgtaaccat ggctcaaaat 
aggatgtttt
   137461 aattgaggca atattcatac gttgagtact cgaaataatt catccaaatt 
tcatggtcaa
   137521 tcaacaaaac aataccagaa aaacacttta tactacgagt aacaatagct 
taaggtttat
   137581 atatgcgaac attgttttgg cgaactctgg tcgtgatttt tatcacgctt 
ggtattattg
   137641 gagcaatttt accaggcatg ccgacaacag tgtttcttat tctggctgct 
tgggcggcct
   137701 caaaagggtg gcctcagatg gatgcgtggt tgttaaacca ccccaagtat 
ggaccaaccc
   137761 tgcgggactg gcgagcaaat gggacagtac cgcgtaaggc aaagtggatt 
gcaaccatta
   137821 tgatgaccgc aagtggtatt ctgatgctgt ttacttcggc gccgttttgg 
gtcaaggttt
   137881 ttaccgatac taccatgctt gttgttgcaa tttggttatg gctacgtcct 
gagccaaaat



   137941 taaaagattg ataatctttt aattttggcg caagacaagc ttccccataa 
tttttcatta
   138001 aagctcaaaa tagttgagtt gatataagag aagaaattcg atgtcccaat 
ttaaacttga
   138061 agatgcagat attcttatcg atttagcaaa tcaaacttta agcttaccta 
aacataataa
   138121 gttttacgtg gtctctactg gcaaaaatgg aattggggaa caagaaaata 
cgggtaaaac
   138181 cccacgtgga tggcatcggg ttgctaagaa atttggtatg caatctccca 
aaaatgcagt
   138241 ttttattgca cggcagccca caggtgaagt ttatagcagt gaattagccg 
cacaatttcc
   138301 tgagcgagat tggatattgt cacgcattct ttggttagat ggcttagaag 
agggctttaa
   138361 caaaggcgaa ggccatgaca cgatgcaacg ttatatctat attcatggta 
cgcctgataa
   138421 agaaccgatg ggggttccaa tgtcacatgg gtgtattcga atgcgtaatg 
aagaaatcat
   138481 tgaattgttt gatttagtct ctgaagacgc attagtttat ttgtctgaac 
aatctttaac
   138541 ctaaaatagg attttaaaga ttattgttta attagccgaa tgatcaaaat 
attaaaataa
   138601 gtgcttaaat aaaatacaaa aaattgtttt ttacttaata atgacttatt 
tttaatcatt
   138661 cattcgcatt tttttgaaaa gttgtcgaaa agcgtttgac acctgttaaa 
gattctctat
   138721 aatgcacctc acaaacgatg aagacgttaa gggcgcttag ctcagttggt 
agagcgtctg
   138781 ccttacaagc agaatgtcgg cggttcgatc ccgtcagcgc ccaccaagcc 
tttacgttaa
   138841 gatctcaagt gcagcggtag ttcagttggt tagaataccg gcctgtcacg 
ccgggggtcg
   138901 cgggttcgag ccccgtccgc tgcgccactt aagacttaac atcgtttacc 
ccacaattgc
   138961 gatattgtga aagtgcagcg gtagttcagt tggttagaat accggcctgt 
cacgccgggg
   139021 gtcgcgggtt cgagccccgt ccgctgcgcc acttttataa aacgcttttg 
cagggcgctt
   139081 agctcagttg gtagagcgtc tgccttacaa gcagaatgtc ggcggttcga 
tcccgtcagc
   139141 gcccaccata atttgtgacc atactttatt tttaaagtat tgcaagtgca 
gcggtagttc
   139201 agttggttag aataccggcc tgtcacgccg ggggtcgcgg gttcgagccc 
cgtccgctgc
   139261 gccattctct tgattccctg atctagagga tgtaatgtat aaagactgcg 
attgttgtct
   139321 ttttcaatca gggcgcttag ctcagttggt agagcgtctg ccttacaagc 
agaatgtcgg
   139381 cggttcgatc ccgtcagcgc ccaccataat tttttcaaat ttaaaaaatt 
aaatacacta
   139441 atttatttgg tgttttttgc gtttctgctc ttcctgtttt ttatctatct 
attttatctc
   139501 ttttttagtt aaccctctct tttccatact taatttttga gttcaaatta 
ttattactat



   139561 cgagtttaac taaagctgcc atgctataaa gcgatagcag ctttctgaac 
caagattaat
   139621 actcgtttag aagccagcca ctagcgtacg caaaatattc acgtagccaa 
gcgttgtagc
   139681 gagtaattaa aggtgtttct gcagcgacca tataaacctg tgtatagcct 
tgtttctttg
   139741 caatagctgc agctcgtggt gtatggaagt cacttgtaac aattgcaata 
ggttgattaa
   139801 cactaatatg agcttgttca agtaaaggtt tactattttt aagattaagt 
tctgtacttg
   139861 tgcttttgtc ttcaaggatc attcggtctt ttgttatatg aaaatgttgt 
ttcaagtagc
   139921 gtgacatgac taatgcttca ggttcttttt ctgaaaagtc caaaccgcct 
gttaaaataa
   139981 cctttgcttg cggttgtgaa agggcaactg gagctgctgt gtcaagacgc 
tttgcaagaa
   140041 tagctgaagg ctctccattt tcgacaccac ttcctaaaac aataattgct 
ttaactgcgg
   140101 ggagattttg acttgcgtct ttattttctt taataaaatt aaaaaaatag 
cctaagccaa
   140161 ttaaccaaat ccagaaacac aaccacccaa aacgccaaag agtatgaagc 
cgatagtgat
   140221 agaagaaaaa ccgttctaaa tgataataaa ataatgcata aagacagaag 
aatgctccta
   140281 aaactaaagg aacaagtgtg cctacatgaa ttttatttag aaaagctaga 
aataagccat
   140341 ccaaaaataa aattgaacca atgactgcta agaaaatccg aatccactta 
ctgacttgca
   140401 ttgtgtttaa agctgcaatt taaattgcag acagtgtatg caaaatcatt 
ccaaattcaa
   140461 tgctgattgt aataaaaagc cgagtaaagc attttggcta ttactcggct 
ttgttattta
   140521 ttgatattta ataaacatca cggcgataac ggccttgttg tcttaactca 
tcgacttgtt
   140581 cttcgcctaa aatatgaata agtgcttgat cgactccact tgccatccca 
tcaatactgc
   140641 cgcatacata gagtactgca ccgcgttcaa tccagttgac taactctgct 
gcattttgtc
   140701 ggatgatatc ttgaacataa acacgttgtt cttgatcacg tgaaaatgca 
agatcaagtc
   140761 gttttaacat tcccatcgtt tgccaagctt caatggttga tgcatagaag 
aaatcatgag
   140821 cacgttggcg ttcaccgaaa attagccagt tttcagtata gttatggcga 
gttcgtgtat
   140881 gaagtaaact cattaaaccc gcgattcccg ttccattacc aatacaaata 
attggacgat
   140941 tatcatcaat caaatgaaaa gactcattgg tacggatacg cagtgcaaca 
ttttgattaa
   141001 tttctgtatg ttgagtcagc caacctgatc ctaaacctaa attaccagac 
tcatcatatt
   141061 gttgacgaac aactagacgt aatacttgct gagaagggat gctagcaatg 
gaatattctc
   141121 gcgttggtag ggtagggagt tgttctagta aatggtccag attggcaaac 
ggttcaattt



   141181 caccagttaa atctttattc caaagtgcct tttcaataga aacctgtagc 
gagtctacca
   141241 ctgcattttt aagaatgtga tgatgctgta aaaacttatt aatacgttca 
gggctgttac
   141301 ctggttgtat ttcagcaatg tctccagctt gccatatagc ttcatgactg 
gcagtaagtt
   141361 caatattgta ggcaggctga cctagactat ttggattgag taaatcacgt 
tgttgtaatg
   141421 tccaattatc aaacactttt tcgatattaa cagcatgcaa atctagtttg 
gttgctttta
   141481 caagcgcctg attccagttt tgaatatctg ccggatttgc attatctact 
tctataatat
   141541 cgaagagggc tttggcacca ttgtttttaa gccattcatc tactgtgtgg 
ccaaaactac
   141601 aataagtatc cggatattcc ttagaaccta aagctaatac tgcatatttg 
acatgttgaa
   141661 gttctaagtt ggtttttaat aactttttag caaaattaga agctaagtca 
ggtgcttctc
   141721 cagtaccata ggtgctaatc acaaataata tttgttcatg ttgctgtaaa 
tcagcttcgg
   141781 ttagttgttg tacagattta acctgaactg gttgatgcgc ctcttgtaag 
ctcgttgccg
   141841 tactccacgc gagttgttcc gcaactccag tttgggtggc ataagtgatt 
aaccaaggct
   141901 tagcattttg atcgatataa tggcctgcta aagactggcg agccgcttga 
gtaagttttt
   141961 tctgcttacg gcgtttaagg taaagcatcc atccggtaac aaagaataat 
ggcatggcta
   142021 aagaagcaag catcgccaca aattgataaa ctggtccgaa gaaactacct 
cggtgcacag
   142081 gtaacatact gctcataatt ttttgattaa gctttttatc ttcataaagc 
tccatttttt
   142141 caatattggc agttttatag ttatagacag cttggttacg tgcacgttca 
tgttgtggcg
   142201 ttgcatctac aaaacttaat tcaatttttc catcatcttt tttaggtaag 
ttaactgtta
   142261 aagtcgaata atcacgtcca atctgattat taaaaccact ccaagtttgg 
ttaagtgcgg
   142321 taatcagttg agcattatct agttgaattt taggcaattg atctttattt 
cgcccagatc
   142381 cactatggcc ttgcatttta ggttgttcta cacctaatac tttgaacata 
ccactacgcc
   142441 accagtcata tgaccaatat agacctgtac atgcaaaaag aagataaaaa 
acaataaccc
   142501 atgtacctac aacagcgtgt aaatcccaaa taaaatttcg acctttaagt 
ttgggcttaa
   142561 cagcaagcca ttgacgtgca gagtgctttt tcggccagcg taaatataat 
ccgctcaaaa
   142621 caaaatatat gagcattagg gcacaagcac cggtaatttg tttaccgaac 
tcaccagcag
   142681 ttaagtttcg gtgaatttgt tgtattaata aaagtagttt acgaccttgt 
acctctggta
   142741 atacttgagc tgtataaggg ttaaccatca tattgtagcc gcgtcgttcg 
ccttcttttt



   142801 caatgtttac tacagatgag gcggtaggat ctttggcaat tgtaatgcta 
ttaattttaa
   142861 tttcaggctg gattgttgtg aaatgctggt aaagctgagc aggggtaagc 
ttaggtgagc
   142921 tttgtgcttg cacaacataa ctatctgtgt ttacccattt taaaatttgc 
tgatcataag
   142981 aataaattgc gcctgtaaca cccataatgg ataagatgag gccagcacta 
atacccagaa
   143041 accaatgaat ttgaaataaa aactttttaa acatggtcga ataatgtaaa 
tatgatggag
   143101 atcttgtaac gaagtatagc cgaagattga gtagataata tggattttgg 
agataatatt
   143161 aattttcatt atcatttatt tttagcataa taaaaaacct cctgtaaagg 
aggcttttta
   143221 aagaggtgaa attataaagt tttcggttca cctacacttt ctttcaaatg 
cttacgaatt
   143281 gtattgaaag aaaagttttt agagtccata cgtttaggca atatatatgc 
accttgttgt
   143341 tcctgacctt taggatcttt tactttaaag ttaactaaaa taaagtcagg 
ggtgttgtac
   143401 cattcataga tatttttcca tccgatagtt ccaacgcctt cttgtaagcc 
catttgctgg
   143461 cgcattacga taccgtgagg ttgtacacct aagcgaatac ctttgatttc 
ctgcacagga
   143521 aactcattca tcttacgctt aacgtaccat tccaaaccat atttgcggcc 
taggtaataa
   143581 agtactacac agacaatagc aacccagcaa atcactgtag agtagttctt 
gataaagata
   143641 agacctaaaa tcgcaagggc taaaattacg cccataatcg cccagatttt 
tgtgctgatt
   143701 ttattggtgc tgcgccagat aagaagttgt gcattacgtt gctcagcttc 
tgatacctcg
   143761 taaggaacag gctgaagcgt ataagcatat aaagttttcg cggtcatagt 
gcaaataaca
   143821 aattgtaaac tgttttaagt ttagcattaa ttggcataag tcaggaaagg 
atattatgcc
   143881 aatttcatac taaattctga ctcaaattta taatgatgca agttcgctag 
catcattatc
   143941 cagatcatga cttagccgtt gttttaacat actaaatcga tttaatacac 
tgagcatcag
   144001 cgataattgc tgtaaaataa tgagcgattt ttggtcatct tcatcatttt 
ggcttaagcg
   144061 ctgacgtatc gtctgtagca tattttgtgc cgtaagatca ggcatttcat 
ctcttaacaa
   144121 agcaccttgt atatcatcta aagcttgatc taatacgtta agaaccgctt 
gatcctgaat
   144181 cttttctcga tgtgctccaa gtgctgcgat ataacttaaa aatgtatgat 
tgaggcataa
   144241 aaattcaaat atatcggatt tacgagtagg gtcgaagtct ggctctgttg 
ctaaagtaga
   144301 aataagcgaa gcgacttctg catcggtatt atgtgctgct cggcggacaa 
tacggtaatt
   144361 gagggcatga ttatgtcctt catgatattg ttttaccact tcagctaaat 
aattacattg



   144421 tgcttgtaag gagcgtcgaa tactgcgtgg gaggcgacgg aatttccagt 
caggccaaat
   144481 aaaggtcacg ccaaaccatg ctaacgcaca accaattagg gtatcaacaa 
acctaggaat
   144541 agctgcagcg actgctgaac cgtccagatt aaagttaatt aatgccaaaa 
tagtaataaa
   144601 agcggttgct tgagcatatt gcttactacg taactcgaaa aacagtacgc 
cactcaaaat
   144661 tagcatgact aattgccctt ccacagaagg tactaaaaat actatgctaa 
ggccgacaat
   144721 aatcccgact aatgtaccta caatacgtaa acgtaagcga cgttttgttg 
cgttaaagtt
   144781 aggttggcta acaaataaag cagtcaacat aatccagtag ccatattcga 
tatgggtcat
   144841 ttgaataaat acatatccaa taaaaagaac aatcgaaact cgtatggcat 
gacggaatag
   144901 tacagattca ggtgttagat tttgttttat tcggacaaca atatcattcc 
aaccttttag
   144961 atcatcatct ttaagttggt tttcagcctg ctttactttg tcagactgaa 
tatgctgttc
   145021 cgtttctaag ttgagtaatt gtgagtcaat agactttaag tttcggtata 
aggcaaaaag
   145081 agcatttacc cacaataagt catactgctg atcatctctt aactttacta 
aagataagcg
   145141 taaattctcg aaactctgct taaagcgttt gttatggata tagggtttac 
gctgtaaaat
   145201 acattcattt agctcttggc aagctttacc ctgaattgcc aaaatgcgct 
gaaacctaaa
   145261 taaaatatca ctgtgctgga aaattttagc taatttttga tagtcgatat 
gggcagaatc
   145321 tgcacgttca tggatatctt gtgcgacaaa ataataatgt aggctacggc 
gagtaccttt
   145381 ttgtccacgg tcacccttta aacgggttaa aagggcggtt ttaagatcat 
taaaaatcgt
   145441 tattaatttg ccattttcta atgaaagatc aatcatgctt tgctgataac 
tcgcaggagt
   145501 catatcgaca tcaaacaaat tagatttggc aaacagaaag tcgcctaatg 
aagcataaga
   145561 ggccgcaagt ttatcttgga gctggcgaac cggaaataat aaaaagctaa 
tggttgcaat
   145621 aagtccgtac catgctgctc ctgcaaccaa aagcgctggc tgaatatacc 
actggtcaaa
   145681 taaatgaact cccaacatgg tataaactga aacaaccaga catccataag 
aaattgttgc
   145741 gtaacggcga cctaatgacc cgagtaaaat ccagccaata caagaggcaa 
tcagccctag
   145801 cgcaaaaagc attggataag ggaaaagtaa ttgcacggaa gctgcggtaa 
tgaagaaacc
   145861 aatataggtg taaatcaaat tcatgattcg cactgaaaag cgatcatcaa 
tatcacttaa
   145921 accagctgcg accacaccta aagtgagggg aatagttgct aattgatgtc 
ctagaaaata
   145981 aggcacgaac gcagttcctg aaaaggcaat cagcatccgc acgttataca 
taaatgatgt



   146041 gttataagtc gctcttttta ggcgtttaaa ccaagatttc aaatgaagtc 
cttgctgatc
   146101 aacctgagtg ataaaggatt tgcgtatttc tacaccaatg ttgcacaaat 
catacgatag
   146161 acagtgtaag cttgtctgta tgcaaatgat tgaaaaatga aatatcgtta 
tgtctgaaca
   146221 aacagcccag cgtcaatatt ctattggctg gattatgttg ctcgctttac 
tcacggcttt
   146281 agggccatta tccattgata tgtacttacc tgcgttgcct caaatggccc 
atgattttgg
   146341 ggtgagtacg caaatggtag caaacacatt gccagcttat ttttttggtt 
tagccattgg
   146401 acaactggta tatggacctt taagcgaccg tattggtcga aaaaagcctc 
tttattttgg
   146461 gcttgcgctt tatgcagttg caagcttgtt ctgcgtgctc gctacaaatg 
aatggagcct
   146521 aattgctgcc cgtattttac aagccttagg tggttgtgtg ggggtggtta 
tggctcgtgc
   146581 tgctatacgc gatagattag atgtccaagg ctcggcacaa gctttttcaa 
gcatgatgat
   146641 cgtaatgggc ttggcaccta ttttggcacc gatgattggg gcctggatat 
taatctggtt
   146701 tccgtggcaa gcgattttta ttgcgctttc aattgtaggg gcaatctgtt 
ggctatgtgt
   146761 acatttcttt tttaaagaaa ctttggcaat ggataagagg ctcaagttat 
ctctatatca
   146821 agtggctacc ttatatggtg ctattttcaa agatgcaagc ttccgtttac 
ctatgtttgc
   146881 aggatgttta acaggtgcag cattattctg ttatatcagc tcagctccag 
ccgtttttat
   146941 ggatcaatat ggcttaaatc agcaagagtt tgcttatgta ttcgggctca 
atgcttttgg
   147001 cattatgtta atgtcatctt taaataagca cctaaccaca cgtgttgaaa 
tcactaagcg
   147061 cttaaaagca ggttcaatgg tacaagtgac aggtgcaagc attgtgttga 
ttgctggctt
   147121 aatttctgca gcacctttat ggctagtaat gttaggactg ttcttagcaa 
tttcaggaat
   147181 tggtttaact ggaccaaatg ctatggctct agccatgtca aagcaaggtg 
ctcgtgcagg
   147241 aacagccagt gcaattatgg gcagtatgca atttgcttgc ggtttattgg 
gtggagtact
   147301 gcttaacttc cttatttggt ctgcatcact caatatggga gtgatgatgg 
tgttatttac
   147361 attaagtggt tttattgttg ttttaaaagc gattcgacaa gcaaaaagcc 
aatcactctc
   147421 ttgattttaa gagagtgatt ggcttgcatc tttaatcaag aaaaactgca 
aaattctcaa
   147481 caggctctct aggcgtaata aaggtattca caatatgttc agggtcggca 
tgacctagtg
   147541 caattgcaca taccaactct tcgtcatctg ctgcgcctaa aatatctaac 
actagcggat
   147601 ggaaatggtt ccaagctgct tgaggacagg tgtctaatcc ccgagccttg 
gcagcgacca



   147661 tgacattttg aatcatcatg gcgatatcca ttttggaacc aattcccatt 
gctttattga
   147721 ctgtaaagaa aattccgact ggagcatcaa acagttcgaa gttacgtaac 
tgctgagcag
   147781 ccattttttc tttttcacct tttttaatat ctaacaaacc gtagagtccc 
caaccatttt
   147841 cacggcggcg gtcaataaaa ggagagaccc atttttcagg gtaatatgca 
aaagtttctt
   147901 tatattgctc tgcaagttcg ggatttttgg aaacctcaat ctgtgctgca 
caaacacgct
   147961 ctaccatttc atcacgttta tgacctgtga ctacataaac tttccatggt 
tgagtgttgg
   148021 taccggaagg tgctcgactt gcgactctta atatatcttt aatgacttct 
ggctcaatgg
   148081 gagtgcttaa aaaagcacgg acagaatgtc gagaggtaat tgcttcgtca 
acaaggcgga
   148141 cttgttccaa attcatgagt actcctgatc ttttccctca atatttaata 
ctttttgaga
   148201 tgcaatttca tctgctgaaa ttgctgtatt tataagcaaa aaatattaga 
aaacagatat
   148261 ccttatatat atgattaatg acttgggtaa gacatgatgt ctgctcaatg 
atagttcgaa
   148321 tatgccactt taggcttaaa atggtaaagt ggtgtgactt tgatagtcat 
tcaattaaaa
   148381 ccaaaataag ggttgagtaa aaatcgctca attagaaaaa aggtataata 
tgtttaaaaa
   148441 cagtacaaaa cagatgtttt tgtataaaaa ataatcttaa gttgcataaa 
cttttaatga
   148501 aaaacataca caaaatttta aatttctgca taataccgac ttttttacgc 
aggtatgatt
   148561 tctccatact cacgttagga aaaaagtagt ggctgcaaat aaaatacttt 
tacagaaagg
   148621 attttgtgca gaaatggaga aatacacgag gtataaggag ctttacatga 
gtttaccgct
   148681 catcaacaag cagttcatga aacaaggatt ggcgattacc attgcaacca 
tgaaaatgaa
   148741 cgtaactcac gcaactactg agccacaaga aatacaacag cttggtaaag 
atctcgatgc
   148801 actcttcttt aatgaaaaag aaaagggcac agatagtcgt gttatgacca 
tggcttgtta
   148861 cagtctttga aatttaaatc cagtttagac attcgcccaa aagtatatgt 
aaatatgctt
   148921 attggcttaa atccagtttt tataactcga ttaattgatg ggaatcatta 
aacgagctga
   148981 tttagcggtg gtcatttgtt agtttccaag tttgtagccg agtcgatgca 
ttctgttcac
   149041 ccaaatggga atatgttcag tggtgcgatg aatttatttt atctgaaggg 
tgctttctct
   149101 catgtaacct tcaaaggctt agtgctgggc atgatgttgc ttaaacttgt 
gacggtaatt
   149161 gctattcaag tgacattaaa agtttttcct taaatgtact gaagaagtcc 
ctatttttag
   149221 gggctttttt gtttattgca gtattttggc ttgtgctaat agcacattag 
caagaacgta



   149281 agcggaccga gtatgaatga acaactcaat gccacactga tgtcgtgggt 
acaatttttt
   149341 aatgaacctt tatgggattt tctggttatt ttcttgctgg ccgtcggtat 
tttttatacg
   149401 gtcttaacag gagcagtgca aattcgcatg ttcttgcaaa gtattcgtgt 
tatgaaaagc
   149461 agccgtacag aaggcgaaga tgagcatggc cttacacctt tccaagcgtt 
tgtaacaggt
   149521 cttgcgagcc gtgttggggt gggtaacatt gctggtgtgg caattgcgat 
cgcaattggt
   149581 ggcccaggcg ccgtgttctg gatgtgggta accgctgtac ttggtatgag 
ctctgctttt
   149641 atcgaatcta ctcttgctca actttttaag gtgagagaca gtaatagcaa 
gcaattccgc
   149701 ggtggtccag cctactatat tactcaaggt ttacgtagta aaacttttgg 
tgtgatcttc
   149761 gcattagcat tgatctttac ttatggtttt gtatttaact cagttcaaat 
caatgcaatt
   149821 gctaatgcat cttcacatgc ttggggttgg gataaagcta atcttattgc 
gcatttaggt
   149881 ggtgttgatt tagaaatttc atgggttggt cttgctcttg ttgtgatggt 
tgcattagca
   149941 atctttggtg gtattaaacg tatcgctaaa ttcgcagaga tgtttgttcc 
tttaaaagca
   150001 ggcctttatc tctctgtagc gttatatatt gcattaagca actatgcgat 
tttacctgat
   150061 gttttaaaac tgattgtgac tgaagctttc cactttaatg ctgcggcagg 
tggtttcttc
   150121 ggtgctgctg tatcaatggc aatgatgcaa gggattaagc gcgggttgtt 
ctcaaacgaa
   150181 gcaggtatgg gttctgcacc aaatgcggcg gctgcgtctg atgtaaaaca 
tcctgtaaac
   150241 cagggtttgg tacaaatgct tggtgtattc gtagatacat tcattgtatg 
tacaagtaca
   150301 gcaatcatca ttttagtttc tggtgtttac caagatgctg gtttcgtcgg 
ggttgaatta
   150361 acccaacgtg cactagagac tcaagtgggg cactggggag ctgacttctt 
agctgttcta
   150421 ttattcttgt tctgttactc agctgtatta ggtaactatg cttatgcaga 
aagtaacgta
   150481 cagttcatta ataacaaccc gaaagtcatg ttcatcttcc gtatttttgt 
attggtgatg
   150541 gtgtatttcg gtgcaattgg tagtgtgcca ttagtatggt caatggcaga 
cttgtttatg
   150601 ggtattatgg ctaccattaa cttggtcgca attttactct taacaccaat 
ggctcgtact
   150661 ttattgaaag attaccgagc gcaattgaag caaggtatta aagaacctgt 
atttaaaatt
   150721 aataaatatc cagagttgaa gaaaaaagtc gattcagata tttggtaatt 
ttgtaagaaa
   150781 agcctcttag aaataagggg ctttttttcg gcataataaa aatgcttgag 
tataaaaatt
   150841 aaacatgaca aattaaataa attcactaca gcatttcaca aaacgagcaa 
ctaaaattgc



   150901 aattcgaaaa ttaacgtcat agtgcaaaga tgggccatga aacagcttaa 
attgtgggtt
   150961 ctcggacttt ctatggtgtt ggccgggtgc caaaccacct cacacttatc 
tgccttaaaa
   151021 ccgcaaacgg cagaggcata ctcacgtttc gtcgatcagc cttttgcgca 
gcttaagaag
   151081 cagcataaga aaccagtagt cgcattagta ctaggtagtg gtggtgcacg 
aggatatgca
   151141 catattggtg ttattgaagt tttagaacag catggtattc gtcctgattt 
cattgttgga
   151201 accagtgcag gaagtattgt tggggcaatt tatgcgagtg gaaaaacgcc 
tgatgaactt
   151261 cgcgatactg cattgaaaat gaaagctgca gatgttcgtg acatcagtat 
tggtttaaaa
   151321 ggtttttttg atggcaaaaa agttgaagac tacgtaaatc agcaagtaaa 
taacttgccg
   151381 ctcgaaaaaa tgaaaattcc gatgtatgta gtggcaacag agctaaggca 
tggcaccaaa
   151441 accgtattta attatggcaa tacgggacag gccgtgagag catcagcctc 
aataccaagc
   151501 atgtttgtac cgactaaaat tggtaaatct gaatatgtag atggcggttt 
agtcagtccg
   151561 gtacctgttg aagtagcccg tgatttagga gccgatgtca ttattgctgt 
cgatattctg
   151621 gctcaaccca tttatacgga aacctcaaat gtatggggac tctttaacca 
gaatattaat
   151681 attatgcaag gacgtttggc tgccgaagaa cttcaatatg cagatgtagt 
aattcaaccg
   151741 gatttaagag aaaaagcaca tatttttgat gtaaaaggcc gtgaagcaac 
catgaaggca
   151801 ggcatagatg cagcaaatgc aaaactgtct gatattcagt ttgcgattga 
tgaaaaaata
   151861 gctgaacaga atctatctac tgacggttta agtgcgcaaa cgcaataaat 
tgaaagcaag
   151921 tatatgaaaa attaagtaaa agcccgctaa gggctttttt gttgaaaaat 
aaaagatttg
   151981 tatgtgctga caaaaatttt tgtatagtgg agctatgctg aaaactactc 
atgacacata
   152041 tgagatattc atgctatttt tcaaaaaaat aattgatttg taacatattg 
aggccagcta
   152101 cttagatgat tcagcaacag gtaaaaaatg agtttccaac attagaagat 
atacatgccg
   152161 ctgcagagcg tttagatggt ttagttgtta aaacaccttt tgttttttca 
gaaaccattt
   152221 ctaaaacctt aggggctgaa atgtggctga aatttgagaa tctacagttt 
acggcttcgt
   152281 ttaaagaaag gggcgcatta aataaacttt tgagcttatc tgaacaagaa 
aaacaacatg
   152341 gtgtaattgc agcttcagct ggtaatcatg cgcaaggggt cgcttatcat 
gcacagcgca
   152401 caggagtcac ggcaactatt gttatgccaa aatcgacgcc caatgtgaag 
gtgcaacgag
   152461 tacgtgaata cggtgcgcgt gttattctgc atggacaaga cttttcggaa 
gctgctgctg



   152521 aaatgcaccg tgtggcacaa gaagaatctt taaccattat tcatccattt 
gatgatgctg
   152581 aaattattgc gggtcaaggt actatcgcgc tcgaaatgct ggaagctgtt 
cctgatttag
   152641 atatcttggt cgtacctatt ggaggtggtg gtctcatttc tggtattgcg 
attgctgcaa
   152701 aatcaataaa tcctaaaatc aagattattg gagttcagtc ggttgtttat 
ccaagtatgg
   152761 cgaaactgct ttgtaactat caactcgcgg tttcaatggg ttcaacggta 
gctgaaggta
   152821 ttgcggttaa aactccgggt gagctgacca cacaaattgc taagcatttt 
gtagatgata
   152881 ttgtggtagt cactgaagat atgattgaag aagcgattgc gctattactc 
aacattgaaa
   152941 aaacagtgtg tgaaggagct ggcgcaactg gaattgctgc aattatgtct 
cgtcccgatc
   153001 tatttttagg tcataaagtt ggtgtggtgt tatctggtgg caatattgat 
acacgcgtaa
   153061 tggtttcagt attacagcgt cacttaactc gtactggccg tatggttcgt 
attcgcgttg
   153121 aattaccaga taatccgggt gccttagcgc gtctaacagc aattattgcg 
gagcaggggg
   153181 gtaatattta cgaacttcga catgaacgct ttgcagcaac aagccgtgct 
aaagaaagtg
   153241 cggtgagtgt cgatattgaa ctaaaaagcg ctccagatct ggaaccatta 
attcaggcta
   153301 tgcaacttga aggctatatt gttcgtaaag aagagattta aacgtacata 
tggctgtgat
   153361 ataaaaactg tatatggctc ttaggggagc catatacaaa gcaatttaaa 
cggattaaat
   153421 tgcataaagg gatgaattta caaaaaaacg atcaaatcct tcaatgaaat 
gggaaaaatt
   153481 gacaattctc taaactttag ccttcacaat tttaaggttt aggttttagt 
attcctttca
   153541 ttgtaaattt gaagaaatat agggatatca acactcaatg ttcaaatcat 
tttttccatc
   153601 accacgatat ttctttatat ctgcggttat ttggctcgcg ctaaatatgg 
tgctctggta
   153661 tacaggggga gatcactggg gacagtatct tggctttcct caggggtatg 
cagatgctga
   153721 gttgcctatt ggggtaagtc gcttctggtc gcctgctttt ttatggtttt 
acctctggtt
   153781 tttagtctcc acagcactgt ttgctagctt ttggaaaatt atatcgaata 
acccatggca
   153841 gcgttggtct atctggggct cggcttttat tttatttaat atctggttta 
gtgttcaggt
   153901 cagtgttgcc attaatgcat ggtatgtacc attttgggat ttaatccaac 
aaatgctttc
   153961 aagtggaggg ggagatctct ctgcacttta tagtgaaact ctagtctttc 
tttacattgc
   154021 aatggttgct gtgactttag ctgtgattaa tgcttttttt acaagtcact 
atgtatttcg
   154081 ttggcgtacg gcaatgaatg aatattacac ggagcattgg gaaaagcttc 
gccatattga



   154141 gggtgcttca cagcgtgtac aagaagatac catgcgcttt gcaacaattt 
tggaagactt
   154201 aggggttgag ctggtcaaag ctgttattac attaattgct ttcttaccaa 
ttttatttca
   154261 gctttctaaa catgttccag ttttaccaat tgtcggcgag ctagaacact 
ccttggtatg
   154321 ggccgcaatt gtatggtcaa tttttggtac tgtcctactc atggtggttg 
gtattaaatt
   154381 acccggtcta caatttaata accaaaaagt agaagcagct taccgtaaag 
aattggttta
   154441 tggtgaggat catgcagatc gtgcaaaacc tgctacttta cgtgagttat 
ttagtaatgt
   154501 acgtaagaac tatttcagac tttacttcca ctatgcctat tttaatatga 
cagcgatttg
   154561 gtatggacag cttgatattc tctataattt ggttgttctt ttcccatcga 
ttgctgctgg
   154621 taaactcaca ttaggtttaa ttcaacaaat tgcgaatgta tttggacgcg 
tacgtgaatc
   154681 atttcaatat ttaattactt cttggaagac gattattgaa ctactttcaa 
tttataagcg
   154741 tttaaaagct ttcgaatcga tattacataa gtaaaaagag cccgcgaaag 
cgggtttttt
   154801 tatgattatt gatttaatgg gttgcattat aaaaattaag gatagggcca 
actagaaact
   154861 gctgcgactt atctaaggtg acttgaatct ctttatagtt aaaagtgtct 
tcatcatcat
   154921 acttggcaat accatgggtt ttattgttca cttgaggaat ttggtagcta 
aaaaaagcga
   154981 cttttttaga gggatgaaca atattgataa ggtttttagg gtctttaaaa 
ccaccatatt
   155041 cattttcaag actttctttt aatagttcag gaaaataaag cgttgcattg 
ggtaatccac
   155101 atccaacgca aaatgaagag tcataaagct ttatcgcttg cttctgatct 
ggactcatga
   155161 ttagagcaaa accagttcca tttgcccctg catttgcttg aacatcttgc 
cagttacgtg
   155221 gaacaagtac taaacctact tcaggtaatg caagaagctt taattgcttg 
gcatgttgag
   155281 catcaagttt aaaattaaaa ctacagcttt taggcgtgca tttttcaaaa 
cttttaagta
   155341 aaccatcttc tattgggttt tgtgccgtaa cgccataaaa agggactgca 
acgccgttta
   155401 aaaattttgc ctctccaaga gcatagaatt gattgtctgc tttgcgggtt 
gtagcagagc
   155461 tataaaattt ggggaaatga ggagtaaagc tttttacttc tgcataagcg 
gttgaattta
   155521 ggctgattaa tattgcccat aataaaaaat ttagtttttt catttttaga 
aagtaatcaa
   155581 tttaaatctt atataaatct aacatattct tttaaactag acggtaactc 
aaaatttaac
   155641 actgttgtta gcttcataat aaaacagacg tgtagagaca tgaaaaaatg 
aaaaatatac
   155701 tttcaatttg ttgtttggca gtaataagtt cttatagttt tgctcaagat 
ataaaaggta



   155761 tttcattttc tcaccaagag tgggaaatct cttgcagtaa tacgggcacc 
tgtaaggctg
   155821 cagggtatca aaacgaagaa aatggtgata atccagcttc aattttatta 
acacgtaaag
   155881 caggcccaaa acaacctgtg cagattgagt ttgctttgtc tgactatgaa 
caaagcatac
   155941 ctgcaaacca gcttaaaaat atccattttt atataaatgg caaagattta 
ggtatggtgg
   156001 gtgtagatgg tactgagctg ccaattatgg gtaagctaaa cagctcgcaa 
gtcaatgctc
   156061 tactacagca gtccaaacag aagactgaaa tagtatttaa aaatgcgcag 
cataaatgga
   156121 aaatttccga tgctgggatg actgccgtat tattaaagat ggatgatttt 
cagaagcgta
   156181 tagggactat tggtgctttg gttaaaaagg gcagcgccaa tgaaactaaa 
gtacttatgc
   156241 cggagccaaa actacttgtt aaacgtatta agacttcaaa caaaccttat 
ttaactttac
   156301 agcctaaaaa taaacagtac caagcaatac accgtagttt gatagctgct 
aaaccgaatc
   156361 cgaaagaaga tggcttttgt gaaggtattt atagtggtaa cagtgatggg 
gctgaaccac
   156421 agaaaattga gctatataaa ctaaccaata agaaagttct ggcgactaca 
ttgtgttgga
   156481 gaggggctta taacgaaggg tatggggcat gggtactcga tgagtcttta 
aacggtaagg
   156541 ccgcgtttgt aactgagtcc gcctcagatt ttgatagcgg tattattagt 
agtgcccaaa
   156601 agggacgagg cattggagat tgctgggcaa gtgaagaatg ggtatgggac 
ggcaagagtt
   156661 ttgtgcatac taaggatatg tggacgggta tgtgtaaagg cttggcagca 
ggtggagtgt
   156721 gggagcttga tcgcattgaa tcagtcataa agtaagtatt ttgcggttac 
agagtcataa
   156781 caggtaactt tagtgactct gtgataaaaa gaacagattg tttattggag 
ctagacctat
   156841 gtcacgtcat ctttatgcta ttgctcgccg taagttttca catctgagcc 
gttcaatatg
   156901 tgtggcggcg actgtactgg gcgcaacaca aattgcgatg gctggtccaa 
cagttgatca
   156961 gctcagtgat tgtttagtta aagcaacaac agcttcagat aaaactacgg 
tgctccaatg
   157021 gacatttaca gctttagcgg ctcatccaga tttaaaagca tttagtaatg 
taacgcctga
   157081 gcaaaaagac cagttagatc aaaaactggc tcaggtttta cagcggataa 
ttgtagagca
   157141 atgttctgct cagaccaaag ctgtaattca ggctgaaggt gtgaaggcag 
ttggggaggc
   157201 tttccaacag ttaggtcaaa gtgcgggtga agatattgtt aaagacccag 
ccgttaaaca
   157261 gcagttgcag ggcacattac gctatatcga tttaaataaa ttggtgacaa 
cgtttttaac
   157321 accagaaatt tggaataaat taggaattac aagataaaaa tctagtttcc 
tattttagta



   157381 ataaagcctg ctatctaaat gcaggcttta ttgtatttgg gatgaagaat 
cttatttaga
   157441 tactaatctt agcgcctaaa actttcacaa attgtgctaa ccaagctgga 
tgtgcaggcc
   157501 aagctggagc agtcaccaaa tgcccatcgg taacggcatc agttacagca 
atgtctgcat
   157561 attgcccacc tgctaatttt acttcggctg cacatgctgg ataagccgag 
cagaggcggt
   157621 cttttaaaat gtctgccgca gcgagtaact gagcaccgtg gcatacggct 
gcaattggtt
   157681 ttttcactct atcgaattca cgtacaattt cgataacacg ttcattcatg 
cgtaaatact
   157741 ctggcgcacg gccacccggg atgactaaac ctatatagtc ttcggtatta 
acggcatcga
   157801 aatcataatt aatcgcgaag ttgtgaccac gtttttcgct ataagtttgc 
tcaccttcaa
   157861 aatcatgaat agctgttgca atatggtcac cgttcttttt attcgggcaa 
acagaatgta
   157921 cggtataacc taaaccagtt aaaaactgga aaggaaccat ggtttcatag 
tcttctgcat
   157981 agtcaccgac caacattaaa atctttttag acatgattta tccctctttt 
taaaatataa
   158041 gtgatttcaa tttttaattt aaattagcac agccgttatg tgatttttta 
gaaaaaagaa
   158101 tattctttag tcgaagtgta tcttgtaggt catataaaaa agccccgata 
aatcgaggct
   158161 tttttgttga gttagctaat ggaattaacc aatcaacttt ttcattaatt 
cattgacttg
   158221 agcagggttg gctttaccct tagatgcttt catgacttga ccaacaagac 
cgttaaaggc
   158281 tttttcttta ccagacttgt attcttcaac cattttttca ttggctgcaa 
gtacttcttt
   158341 aatgattgct tcaattgcac ctgtgtcagt ttcttgcttt aagccttttt 
ccgcaataat
   158401 gtcatcggca gatttacctt ccgattccca cataaagcca aagacttgtt 
tagcaatttt
   158461 accgctaatg gtgttgtcaa caatacgtgc aatcatgccg ccaagctgtt 
cagcagaaac
   158521 aggtgagtct gttaactcta agcccgcttt gtttaaagca ccagagaatt 
cacccattac
   158581 ccagtttgca gcaattttac cttgcttcgc accaccagcc gcagcgacaa 
cagcttcata
   158641 gaagtccgcc atttcgcgtg agagcgtaag tacgtgtgcg tcgtattcag 
ttacaccaaa
   158701 gtctgcaata aagcgtgcac ggcgtgctgc tggcaactca ggcatagttg 
ctttgatggc
   158761 ctcaatttgc tcatctggaa taattactgg taacaagtct ggatcaggga 
agtagcggta
   158821 gtcattcgct tcttctttag aacgcataga acgcgtttcc attttatttg 
gatcgaacaa
   158881 acgagtttct tgatcaattt cgccgcccca ttccaaaatt tccatttggc 
gttcaatttc
   158941 aacattgatc gcttgctcaa tgaaacggaa tgagttgagg tttttaagct 
cacagcgtgt



   159001 gccaaatggt tgtcccggac gacgtaaaga cacgttacag tccgcacgga 
atgaaccttc
   159061 agccatgtta ccgtcagaaa tacctaacca acgtactagt gtgtgaattg 
ctttgatgta
   159121 ggcaactgct tcttcaaccg aacgcatgtc tggttcagaa acgatttcaa 
gcaaaggcgt
   159181 accagcacgg tttaagtcaa tgccagacat accttcaaat tggtcgtgca 
cagacttacc
   159241 cgcatcttct tcaaggtgag cacgagttac gccaatgcgt ttagtcgttc 
catcttcaag
   159301 ctgaatgtcg atatggccca agcccacaat cggattgtcc atttggctaa 
tttgatagcc
   159361 ttttggagag tcaggataga agtagttttt acgtgcaaag actgaagctt 
ggtcgatgta
   159421 agcatcaatc cctaaaccaa agcgaattgc gagttcaacc actttttcat 
ttaaaaccgg
   159481 caatacaccc ggcatcgcca agtctacaag gctcgcttgt gtatttgggt 
cttgaccaaa
   159541 ttcagttgat gaacctgaga aaattttaga attggttgca agctgagtat 
gaatctcaat
   159601 accaataacg acttcccaac cgtcaatcaa tttcaacttt tgagcttcag 
ccattatgca
   159661 ttctcctcag caattgccgc acgtttggtg tgccagtcag tgttttgttg 
gtattggtga
   159721 acaatcgaca acaattgtga ttctgaccag taattaccga ttaactgtaa 
acctactggt
   159781 aagttgtctt tatcaaaacc aacaggagca ttaatcgctg gcaagcctgc 
taagttcact
   159841 gcgatggtat agatatcgcc taagtacatt tcaacagggt ctaaagatgc 
accaattttg
   159901 taggcagttg ttggtgcagc aggtgctgca attacatcta cattttcaaa 
agcttttaag
   159961 aagtcttgtt gaattaaacg acgtactttt tgtgctttta catagtaagc 
atcgtaataa
   160021 cccgcagaaa gagcgtatgt accaattaaa atacggcgtt gaacttctgg 
accgaaacct
   160081 tctgaacgcg aacgtttgta aagatccatc aagtcagctg ggttttcaca 
gcggtaaccg
   160141 tagcgaacac cgtcataacg tgacaagtta gaagatgctt ccgctggcgc 
gatgaggtaa
   160201 tacgttggta cataagcttc agtcatgttg aggtcgattt caacaagcgt 
tgcgcccatt
   160261 tcttcaagct ttttcaaaga ctcttcaaca cgtgctttta cgtccgcatc 
taaacctgca
   160321 acgttaaagt attgtttagg aataccaatg cgtaagcctt ttacagatgt 
gttatttagg
   160381 ttcgcaacgt aatcatcgac ttctttttta accgaagttg agtctttagc 
atcgtgacct
   160441 gcaattacat tcattaggta agcacagtct tcagcagagc gtgccattgg 
acctgcttgg
   160501 tctaatgatg atgcataagc aatgatcccg aaacgagata cacgaccata 
agttggtttt
   160561 aagcctgtta aaccacagaa agaagcaggt tggcgaattg agccacctgt 
atcggtacct



   160621 gtagcaaatg gtgctaaatc agctgctaca gccgcagcag aaccaccaga 
tgaaccgcca
   160681 ggaacatggt caagtgccca agggttactc gttgcaccta catatgaact 
ctcagaagtt
   160741 gagcccatcg caaactcatc catgttcact ttacctaaag taaccagacc 
agctgcttta
   160801 gttttttcaa caacggttgc atcgtaaggt gaaatgaagt tatcgagcat 
ttttgaacca
   160861 gcagtggttt taataccttt ggtacaaaag atgtctttgt gggcaagagg 
aatacccgtt
   160921 aaagcagttg cattgccagc ttttaataca gcatcggcag catcggcttc 
gcgaagtgcc
   160981 tgttctggag taaccgtcac atagctctta acttgcgggt caattttagc 
aatacgtttt
   161041 aaataatgtt cagtcaattc gcgagatgaa aacttcgctt ggcttaagcc 
ttcagcaagt
   161101 tcgcgaattg ataagcgatg taaatcagtc atgagtaaaa tttctttaca 
ttcaaaatag
   161161 ggaagatggg ttgattgatt aaaagttatt caatcacgcg aggaacaaga 
tacaaaccat
   161221 cttgagttgc aggtgcaact gcttggtatt cgtcccgatg attgctttca 
gttaccacat
   161281 cagcacgtaa aggttgagga ttgtcaaaag gactctttaa aggttctacg 
ccttccgtat
   161341 caatgccttt taaggtttcc atcatgccta aaattttatt tagactttga 
gcatattcag
   161401 cagattgcgt atcattgagc gacaatcgag caagattggc gattgctgaa 
actgtttgtg
   161461 catttaaatc tgctgaatgc tgtgcatccg atgtagacat aacatcacct 
aatcagtatt
   161521 aaaaattttc aaaatatcgt gcgttataat aagcgattga cttgttcaaa 
tcatcacatt
   161581 tagtttaaag ttgccacctt gcatccacat gaaagtttaa ctgagaacga 
accgtgattc
   161641 taaaacgact aattggcttg ttttcgccgg atctagccat tgatttaggt 
acagcaaata
   161701 cacttattta tgcaccaggc cgcggcatta tattaaatga accaacagtt 
gtggcaattc
   161761 gtcacagtgg ttcacaaaaa attgttgctg ctgtaggtct agatgctaag 
caaatgctag
   161821 gccgtacacc tgcgaatatt tctgcaattc gtccaatgaa agacggtgta 
attgcagatt
   161881 ttgaagtgac tgaaaccatg ttgaatcagt ttattggtaa agttcacgaa 
aaacgtttgt
   161941 tcccacctgc acctcgtgta gttgtatgtg taccatgtaa atcaactttg 
gtcgagcgcc
   162001 gtgcaattcg cgaagccgta tttaatgcgg gtgctcgtga tgtacgccta 
attgaagagc
   162061 caatggctgc tgcaattggt gctggcatgc cagttgaaca agcatgtggt 
tctatggttg
   162121 tggatgttgg tgggggtaca actgaaattg caattatttc attgcaaggt 
tgtgtctatg
   162181 ctgattcttt acgtattggt ggcgatgtat ttgatgagca aattatcaat 
tatgttcgta



   162241 aagctcacgg ttgcgtaatt ggtgaaacca cagctgaaat tattaaaaaa 
gaagttggta
   162301 tggctgtttc tgatggtacg acattagaaa ttgaagtacg tggccgtaac 
cttgcagaag
   162361 gtgtacctcg tgcaattacc gtaacttctg acgaaattac tcaagcaatt 
tctgacccgt
   162421 tacaaagtat tgtaagcgcg gtgaaatctg cacttgaaca aactcctcct 
gaactttctt
   162481 ctgatattgc tgagcgcggt attgtgttga caggtggtgg agcgttactt 
cgtaaccttg
   162541 ataaattatt agctcaagaa accggtttac cagttgttgt tgctgaagac 
cctcttactt
   162601 gtgtaacccg tggtggtggt aaagtattgg aattcttcga caacccgaac 
catgacatgc
   162661 ttttcgtcgg ttaagtttaa ggattaggcg gtgcaaccga atattttttc 
aagacagccg
   162721 ccatctttcc gctcgttcat tattgcggtc attacatgct tggtggtgct 
gttctttgat
   162781 tggcgcatgc cttatgtaat tcagccagca agggatgtct tgtacgctgc 
atataatcca
   162841 atttatgcac ttgcaagtta tccggtactg tcgagagaat ggctgaatca 
acaaactaaa
   162901 tctgaaacac aactgcgccg tgaaaacact gcaatgcagg ctgagctatt 
acaggctcag
   162961 gtccgcttgc agaagctgtc tgaattatct gctgaaaata cccgcttacg 
tggtttactc
   163021 gatacgccat taattattga cggtcgtatg gaaattgcgg aagtaattgg 
gacagatgcc
   163081 gatccacttc gtcacattat cattattaac cgtggtgcaa tggatcatct 
taaagttggt
   163141 caaacggttc tggatgataa agggattatg gggcaaatta tcaatgtata 
tcctcatagt
   163201 tcacgtgtga tgttgctttc tgacaaagag cattctctat ctgttcgttt 
agagcgtaca
   163261 gggatgcgtg caattgtctc gggtactggt gatttaggcc gtttaaaaat 
ggaatatgtg
   163321 ccaacgagtg caaatattca ggtcggcgat aaagtattaa gttcaggctt 
aggtgagcat
   163381 tttccagcag gttatgccgt gggtacggtg gctaaaatcc gtcgccataa 
ttcaggtgag
   163441 tttgctgaaa ttgatgttac accagcagca caattagcaa ctggtcatca 
tgttgttgta
   163501 cttttctctg actcattagc gaaggagcaa ccatatgccg atcgctaagt 
tgaaacgtga
   163561 gaagcgtaaa gatccattat ggggaattat tctctctata atcgtggggt 
ctgtcctcat
   163621 gatctatcca ctatcttacg acatctcggg ctggcgacca ttattcatgc 
ttatgatcat
   163681 gttgttttgg gttgtgtgcc agccaacatg gtgtggggtg tggttcgcat 
ttggtatggg
   163741 gatttttaca gatctattgc ttgatgcacc tttaggatta aatgcactga 
gttttgttat
   163801 tgtcacgttt attacccgat ttttaatacg cgaacgccgt attttgactt 
ttggtaattt



   163861 atggacgatt gctacattgg tgattattgc tcacttagcg tttatgtggg 
tgactcaaac
   163921 gatggggggc attcattttt cgattgctcg acattggcaa ccattgatga 
caagtatctt
   163981 aacctggcct gttgtctatt attgtttagc aaaatggcgc atttagtttt 
agcttctagt
   164041 tctccgcgtc ggagagagtt gttgcaacaa ctgggcttaa attttgaaat 
ctatagccct
   164101 gatattgatg aatctgttca tgaaggtgag ctggttcacc aatatgtaga 
gcggttagcg
   164161 agagaaaaag cccaagctgt attaaacatt tttccagatt cagtgattat 
tgcagcagat
   164221 acgagccttg gtctggatgg tcagattatt ggtaaacctg actcaaagca 
gcatgccttt
   164281 gacatctgga aacaattatc tggtcgttgg catgatgtat tttccggaat 
ttgtattgca
   164341 acacagcaac aaatcttaag tcaggtggtg cagacccaag ttgagtttgc 
atctctaact
   164401 acgcaagata tggaagatta ctgggccaca ggagaacctg tagggaaggc 
cggtgcatat
   164461 gcaattcaag gaattgcctc acaatatatt cccaaaattc aaggaagtta 
tagtaatgtg
   164521 gtagggcttc ctttgtacga attttcacag ttattcaaaa gagtgaagac 
ataaggggtt
   164581 gttgataatt cttgattgaa ttgcattgtc gatgaacaat ggacaaagct 
acattaacag
   164641 tccctctgac tctttaataa aaattttata atgctttgag tttatgtatg 
tcagaagaac
   164701 tacttattaa tgtcacacct atggagtgtc gggtggcatt aatcgaaaat 
ggaactgtta
   164761 atgagctgta tgttgaacgt acagttaaac gtggacttgt cggcaatatc 
tacaaaggta
   164821 aagttgtacg tgtgcttccg ggtatgcaag cagcctttgt tgatatcggt 
ttatccagaa
   164881 cggccttttt gcatattaat gatatggttt ggccacgttc acagccaact 
ccaaatgtgt
   164941 ttgaactact tcatccaggg cagattctta ccgttcaggt gatgaaggat 
atgctcggta
   165001 ctaaaggcgc tcgcctgagc acagatcttt caattccttc tcgctattta 
gttcttatgc
   165061 catatggtaa ccatattggt gtttctcagc gcattgagtc tgaagaagag 
cgtgatcggc
   165121 tacgtaatat tattgagagc attcaggcgg agcataattt acccggtagc 
gtaattgttc
   165181 gtactgctgc tgaaggggta gatgaagccg aaattgcaca agatatgtgc 
tacctcagta
   165241 agttatggga atatattcag cgtaagcaag ttgatgtggc agtaccttcc 
ttaatttttg
   165301 aggaactacc gctaccgcaa cgaattatcc gtgatctggc aagtgaagaa 
accgcaaaga
   165361 tttatgtcga ttcgagagag attcatggaa aactgcgtga gtttgtagat 
gagtttgttc
   165421 cgaatatgca aagtcgcctg atccattacc cgggtgagcg tccattattt 
gatctttaca



   165481 acgttgaaga agatatccaa aaagcactgc aaacacgcgt tgctttaaag 
tctggtggtt
   165541 atttaatgat tgaccagact gaggcgatga ccacaataga tgtcaataca 
ggctcttatg
   165601 ttggtggccg tagccttgaa gacactgtct ttaagaccaa catggaagcg 
actcaggtga
   165661 ttgcgcgtca gcttagacta cgaaatctag gcggcattat cattattgat 
tttattgaca
   165721 tgcaagaagc gattcatcgt gaagaagtga tgcgtcaatt tgaaaaaatg 
cttgaacgtg
   165781 atcatgccaa gaccaaaatc acgcaggttt ctgaacttgg tctggtagaa 
atgacacgta
   165841 aacgtacacg agaatcatta gaacacttgt tatgtgaatc gtgtccaaca 
tgtcagggac
   165901 gtggttttgt caaaactgca gagacagtgt gttacgaaat atttcgagag 
atattacgct
   165961 acacccgtgc atttgagtct acgagtggct ttactgtcgt tgctcatcca 
tccgtgattg
   166021 accgattatt aacagcagaa gcacctgcag tggcggattt agagcatttt 
atcaacagag
   166081 ttattaaatt tcaggtcgaa aatttatata cgcaagagca atacgatatc 
attttaagtt
   166141 aaagttgtaa caagatatcg cttaatcctt gttacaactg aaattttact 
ttcattcatg
   166201 aattttaaat actacttaca tacagtagcc ctagacgttc tccctattaa 
acgtcttagc
   166261 aaacaataag aggtataacc catgaatgta agtgaaaact taattagcaa 
cggtcttaaa
   166321 catgttttag aaagcacgcc agtcaatagc tgctatatgt tgaatgacca 
aggtaaagaa
   166381 gtaccaatca caactgcaat gattcgttca gtatgtcatc agttgcttaa 
ccagtgccgc
   166441 gcaattaaaa aataaggggc cattttaaag ccccttaatt tttcctaact 
cgctgaatga
   166501 tgtttcagct gtttctcttc aataatttct tcgaaccgtt gaatctcatc 
ttcaagatgc
   166561 gttaaaaggt tttgcatttt aggtaaagca tttcgacatg ctgttaaacc 
tacttcaagc
   166621 ttatccagat agcttgtcat tgtaatattg agcgcttgcc cgtccatgac 
aatagaagca
   166681 gggtagagtg catctaattt cgccccattc caataaagcg gctcacgtgg 
gccaggtaca
   166741 ttggaaatca ctaaattgaa tgcctgacgc ttaggaagca tcccagacat 
gatgttaagt
   166801 ccagctggac cataaacaac agcgctatag tttaaaatct cattcgcggt 
catgcggcta
   166861 aagcgttgct ttgaattttg catactacga cgaatgatct cgagccgctc 
tagaggctgg
   166921 tctttatgag ttcctaaatt tgccaaaatc atggtaatac gattgctcac 
gtcagagtca
   166981 tctgtgcgta gggaagcagg aaccatggca ataagaggct ttttaggcag 
gctgttatga
   167041 ctaatcagat attcacgtaa tgccccagaa cacacagcaa gtacgacgtc 
attgatcgtt



   167101 acaccgagtg ctttagaaat ctttctaagg cgacttaatt caaaagattg 
ggctgcaaat
   167161 cgacgtgaag cacttacacg ttgatttaaa atcgaaacag gagcctgaaa 
ggtagagacg
   167221 taatcaggat ttttacccat ttctttaaaa atggtttgcg ataattcctg 
catgacttta
   167281 ggggtcacct caagttgtga tttgatacca cctaaaatac ttttgatttt 
acttgtactt
   167341 ggttttggta cttttaagcg ttttgttctt ttactttcta cacaccaaag 
tggaaccaca
   167401 tgtttttctt gtggtgtttt tgacagagac ttctcaatta agcgcatgcc 
tgcaacacca
   167461 tcaaccatgg catgatgaat cttaaagtac atcgcgaaac gattgccttc 
gatcccttca
   167521 ataatgtcac acgtccaaag tggttttgca cgatcaatta aagagctgtg 
ctgctgggaa
   167581 atataaacca gtaattcacg aattcggcca ggatgaggca aggcaatatg 
gcgaaaatgg
   167641 tggtcgatat cgaactcttc atcttcatcc caaaatagac catttaaacg 
gttattgaag
   167701 ggtgggacag gaatactttt agattggcga atttcttcta ctaaatcatg 
aacgaaagtt
   167761 tcaggggcat tttcaggtat ttcaaataaa aacaatccgc caacatgcat 
cggttgttgt
   167821 cttttttcta gtgatagaaa aataaaatca atagggtgta atggacgcat 
aactcgttgt
   167881 gcctcatgct tttttctaag aagcccttaa ctgagctctt attagaatta 
tagaaccgta
   167941 aatttagtat atagcgttta ttacagatta aatatgactt tgtgtacgag 
atataactgt
   168001 aaaaaaaacc actgattcat cagtggtttt tttataccga actatttttt 
caagttacct
   168061 gcatgtaagc cacattcttt ttgtgttgct tcttcccacc accaacggcc 
ttcacgttca
   168121 tgttgatttg gaagtactgg acgtgtacat ggctcacaac caatcgaaac 
aaaaccacgc
   168181 tcgtgtagag ggttatatgg aatttccatc atgcggatat aactccacac 
atcggcgcta
   168241 gaccagttcg caagcggatt atacttaata agttgcttac ccggaccaga 
gaagcctgca
   168301 tcagcttgta ccactggaat ttcagtacgt gtaccagggc tctgatcttt 
acgctgacct
   168361 gtaatccagc catctaaggt cgctagtttc ttacgtaaag gttgaacttt 
tcgaatgcca
   168421 cagcattctt gatgtccatc tttaaagaaa ctaaataagc ctttttcatt 
caccatgctt
   168481 tgcacagctt ccgcatcagg gaaacaaatc tcgatattaa tattgtagtg 
cttacgaaca
   168541 gtttcaataa attgataagt ttcagggtgt agacggcctg tatcaagact 
aaaaacacgg
   168601 aaaggtttac ctaaacgtga agccatatca attaagacta catcttctgc 
tccagagaac
   168661 gaaattgcga tctcaccttg ttggcttaat gcaagttcta gaatctcgcg 
cggactttta



   168721 gctgcatatt cagccgcgag agcatcaacg atatcaatag tcggaataac 
ggtcatgggt
   168781 gttcctggca aaaggcttgg gcgcattgag ttatgaaaaa tattctaaag 
gatagtgaat
   168841 aaattgctta gcactttaat ttcgatcctt atgaataaaa ttgatttgat 
caataacaac
   168901 gcaaaactga aaatcttaat ggtatgatac agcaattttt aaccaacgtt 
ggaagcattc
   168961 atggaaatcg tatgcctaga tcttgaagga gttttagttc ctgaaatttg 
gatcaatttc
   169021 gcaaaaaaaa cagggattaa agaactagaa gcaacaactc gtgatattcc 
ggattatgat
   169081 gttttaatga ctcagcgtct gaatatccta aaacaacacg gtttaggctt 
aaaagacatc
   169141 caagaagtta ttgccgagat ggggccacta ccaggtgcaa aagagtttgt 
tgaatgggtg
   169201 agcaatcatt tccagctggt cattttgtcg gatactttct atgagtttgc 
tcatccttta
   169261 atgaagcaat taggctggcc aacaattttc tgtcataaat tagagacaga 
tgaaaatggt
   169321 atgattaccg cttataaact tcgccaacct gaccaaaagc gtgagtcggt 
taaagcacta
   169381 catggtttga atttccgtgt gattgcagca ggtgattcat ataatgatac 
aacgatgctt
   169441 ggtgaagccg accatggttt cttgtttgat gcgcctgcaa atgttattgc 
ggagtttcct
   169501 cagtttcctg caatcaatgg ttatgatgca ttaaaagaag caatccgttc 
tgtttcacag
   169561 cgcaatattc ctgcttaagc aagaaaaaat agacaataaa aaaggcgctt 
atagcgcctt
   169621 ttttatttag attggttttt aaaacttaga atttataacc aagttttaaa 
ccgtaagcga
   169681 tagcattgtt atcagagaag tctgcaacat attcatcgct acctgcttgc 
gcgcctgttt
   169741 gagctttggc atcacccaac cagaagtatt ttacgccacc agcgatgaaa 
gtttgtggag
   169801 tagggctata ttgaacacct aaacctacgt tccagtaacc ttctgttggt 
cctaatgttg
   169861 ttacaggatt acctgcacca gagtcccaac ctacagaaac attaccagcc 
catttatcat
   169921 taagtttacg gcctacacca gcgttcacag accattggtc atcagaatat 
tcaactaggt
   169981 tgaagccatt tggacgccca acaagaccac ctacagcttc tgagactttg 
ccaaatttat
   170041 atggttgaat tgagaaatct ttccaattca cccagcgtac attggcaaac 
gcaactgtat
   170101 ccgccatgat acctgtctga aaatcaaggt taacagactg tggtgttgtg 
attgtagttt
   170161 taccagatga attaattgct tgaagtttag atgctggaac gtctaaacca 
gccaatactg
   170221 aagtaagacc agggaaattt aatatagata aattttcatc aatatttact 
ttgtgatcaa
   170281 tttcagaacg ataagttaca gatgctctaa gtgcgatttc aggaatctga 
taagcagcac



   170341 ctgctaacca accagcacca gtagtttctt taatacttgc atcataacca 
ttataaaggc
   170401 tataagcttg acctcgtaaa cttacattac ctttaacggt ttgtaataca 
gggcctgcat
   170461 agaagttaaa gtttttagtt ggttgataac caaatacaaa agataagttt 
tgtgtatcta
   170521 cctctacttt agttccgcca gtacctaaat aattatttgc tacagcaaga 
gcaccagcaa
   170581 gttgttgaaa ttgaggactt gctaaaactt ggccttttgc tattgctaag 
gtttgatcat
   170641 ttacaggtaa accttgtgct actaaagcct cttttgcttt tttagtaaca 
atcccgtcaa
   170701 ttgcaccagc tgataaaact gagtcagacc ctgggtttga aacaaatgca 
ttattacctg
   170761 tgtattctgc atctgaacca aatggttgat cgtaaagtaa accaaaagaa 
aatttatcgt
   170821 taagttgtaa ttttaaggct gcacttggga aaaaataatc atcagccata 
tcgccaatgt
   170881 tacgacttgt tgtgcttgat cctgcttctt tacctgctac atctgggtct 
agaatagaaa
   170941 taccagcttc aaagtaatta ccaggttgga agaacgcaga cattgactgt 
ccagagcgat
   171001 ctaaagctgc tgcaaaaacc ccagttgcag gcagcgttgc taaaatcatt 
gcagtgctca
   171061 gatgttttaa tttcattttt aatctttcct tgaacttcaa gacatttttt 
aaaagtaata
   171121 gagttaaacc gtttaaactg tgttgccttc agtgctttga attacaagtt 
tcaaagcatt
   171181 gataactcca tgtaacaaaa atagcataat tacactaaga gtaaatctgt 
tctatgaact
   171241 gcagagtact cactttttat acaaaaaatg acaataataa atgaaatatg 
aaggaatatt
   171301 tttgttgttt aattaattta aataattgat gtttatatct tttatctatt 
attaaagtta
   171361 cttgttttta tgacattttt gtcataaatc caagaaaaat ggtcaaagat 
ttttttgtaa
   171421 aaatatgaat tgattgatta tgaaatgagt attagtcatc atttttaatg 
gataagtcta
   171481 gtttctctac acatgtatat tattgattca gttttatatt gttatttgct 
ggataaaaat
   171541 tgagagtatt ttctttacta tttggtcaaa ttttttgagg aattaattgc 
tggatttaag
   171601 cttgctttat ttaagggata accgaaatag aaaagaattc ggttatcgcg 
ccttttagat
   171661 ttaaaacata gcattagagg ggatataact tttcatcaaa ttcttcaagt 
ttaggaaatt
   171721 ttaatggttc aagttggtca aggtgagtga gatacgtgac atagtcctca 
agaatagttt
   171781 cacgcacttc ttggctaatg taaggtacat ggtaggcaat gaatggggga 
agaacttcaa
   171841 agccagtata agccaaagta ccgcgttgaa tcggtgatag ataatgttca 
attggtccgt
   171901 gaatagaatt ttccccaaac atatgtgttc taccaccgag tgttaaacag 
agcattgctt



   171961 ttttacctgc catgccacca tggttgtaaa accgcttacc accataaaaa 
agtccagaga
   172021 caaatacacg atcaatccag ccttttaaaa ttgctggaac agaagtccaa 
taaagcggaa
   172081 agttcaagat aactagatct gcgcgtttta ctttgtcaat ttctgcttga 
atatcaggag
   172141 ccaaaagttg ttgttttgtg gcatttcgct gttctaatgc atagttaaaa 
taatcaggtt
   172201 gattgagttc taaaaaatct tccttagagg ccacaggatt aaactgcatt 
gcatataaat
   172261 cggaaatttc tacttgatgg cccaattttt taaaggtttg ctgtgctgtc 
gtttttaggg
   172321 aagttgtaaa agacagaggt tctggatgag catgaacaat caggatattc 
ataatgtctt
   172381 tactcttaaa gataagatta gtttttagtg gaatgtcgga gagttaagtc 
agtttgtctt
   172441 aagtgactat gcctgaattt aaaagcatgg catagttcaa gaactgacag 
tttttaccat
   172501 ttaacgccac aattacgctt tctaatgggc cgctcatgac tccagaatta 
cccggaactt
   172561 atattaattt attagctgag atcgttaagc gcagaggtat ctcttgtgag 
cagtttttag
   172621 agggtagtgg agtaacaccg gaacaattaa aaaaaccgta ttggtatgtt 
gagtttaata
   172681 ccttaaataa cttacttgaa catgcgattc aactcactca tgagccagca 
ttagcgggtt
   172741 atttagcatt ggaaatgaaa gcttcttgtt atggttctgt cggtatggca 
gccatggtgt
   172801 ctgcaaatct tgaagaggct ttaaaaatac ttgaacaatt tattggttca 
cgttgtgatg
   172861 cctttaaacc tgagttaaag caagagcaag acgatgttta ctggtctatt 
catcaacctt
   172921 taaaaagttt tcaattaagt tcagatgcga ctattttttt gttgttaggt 
tttgtttaca
   172981 tcgcaaaaca tctaacaggg ttatcttctt taggtacagt gcaattgaat 
atgcccgaac
   173041 cactaggttt ttcaaaaata aaagataaat taggcgtaag ttgtttattt 
gagcaaaaac
   173101 ataatatttg gatttttcca aaagaatatt taatgcagcc tgtactcacg 
gctgatccta
   173161 tgctgacacc tttactgaaa gcacagtgta aaaaagatat tgataaattg 
aagttacgaa
   173221 gtggatggaa agcagaaatt agccaagtaa taaaaaaatt attgatcaat 
agtcaggggg
   173281 aaatattaaa agttaagcaa gttgcccaaa tgatgaatat gtcagaacgt 
agcctacagc
   173341 ggtatttggc aatagagaat acaagtttct cagcattagt tgatttaact 
cgaaagcaat
   173401 atgcacaaga acttttgcaa aatagtttaa tgtcaattga atctgtggca 
ttaagtttag
   173461 gctatgccga tacatcccat ttcacccgcg cttttaaacg ctggatgggt 
gtaacaccga
   173521 agtattatca aactcagttg aaactaaaaa atttagatat aagtgaataa 
tcaagaagac



   173581 cacaaatttg aaagtagtct tctaacccta ttttaatttg ttaactcttg 
ttttgatgaa
   173641 agtgtatgaa ttacttcaaa atagctcggt ggagtgggca catgcccacg 
ttctcttaat
   173701 attttgtgca tacgcggtaa tttaaaatat ggaacagacg ccattaaatg 
atgttccatg
   173761 tggtaattga catgaatagg ggccacaaag cttctcgcaa tccaacctgc 
acgtgtggta
   173821 cgagtattgg ttaaagcagt attgctggtt tgcatacctg catgttctgc 
cattgaacga
   173881 attcttaaaa ataatggaaa tggtgtcaaa taagccaaag gccataacca 
ataaaaacgt
   173941 tgttgaccac atgcttttaa aacaccataa agtaataggt tggttgcaat 
agcgcctgta
   174001 ctgttttttg caatactctt tgcatagtca acaaattttt tatcactgcg 
gtctaaccag
   174061 atttgatcat tggctacagt ccatttcatg acatcaaggt ccatcaacac 
acggcctaag
   174121 ctaaacttta atcctgttat accggttaag tcgcgtaaga atttacgagt 
aagagatttt
   174181 ttactgacag gaaagcctgc aactaaagaa agatctgggt catctggtgt 
agatgttttt
   174241 gcgtgatgac gaacatggtg tacacgatat ttttgtaggt cgttccagat 
tgggcgggca
   174301 catagccact ctccaacgaa atcatttatt ttcttatttt tgaataaact 
tttatgggat
   174361 gcatcgtgca ttaaaattgc gaggcataac tgacggccag ctaaaacagc 
tagagcaagc
   174421 atacatgcta ataatttccc ccaactcggt aagtaatccc acatcataat 
taagctggca
   174481 aatgttcctc caataacagc ccatgtgcta gcaacggccc aagcgccata 
tgcatctgaa
   174541 ggttctgtaa gctcttgtat ttcttctctg ctaaatagat cggtaacact 
cacctgtgca
   174601 ttcattttta ttctcccaaa ttagagtttg gtatccatat tttatattac 
aaatatagtc
   174661 ataaaaattt aaaaagtgaa atatttgttt gtaaaaaaat aaatcagatg 
gctataaatt
   174721 taattcctgt tcatatattt ttttccaaag tttctggcca attgcatcta 
gttgctgtac
   174781 atcttgagca aattgattac gagcagattc atttacaaat ggtgcgggta 
ataatgggtc
   174841 attcatgagt aaggcaattg tttcccttcc taaaagaagt gccttgactg 
ctgcatcgtt
   174901 taaaggggag tgagcataat tttcaagcca gtgtgtaata tctcggctat 
acatttcata
   174961 atttttttcg agttgtttgg tatcccataa agaaaaaatt tgcttaagcg 
ttgttgagtc
   175021 gacatgttga ataatacaaa tttttgcttc tttctctagc cctgctaaaa 
caagctcatc
   175081 acaggttttt tcaaagctat aggctaaatt gtctgggcgg atgtaaatac 
cagtttccag
   175141 ctctttaaaa ccaaattgac gaagtgcacg ttcccgtttt tttagtgctg 
ttcggtctat



   175201 gcggcctaag gttcctgtaa atacggcaag ataatgctgc tgccattctt 
tagtttgttt
   175261 aattccattt ttacgattga gaataacttt tgcccaatct tttgcagatg 
gagaaagttg
   175321 atagattccg cgttctacgc tctggatcat accttcattt aacaagcgtg 
ttgtcgcaac
   175381 tcgaatacca ttttcactta agttaaaaag tttagctgca accaaaattt 
gtttgatact
   175441 gagctgagga taagcggaag aaagaaagag gtcgataata agatgacgtg 
cgttaatttt
   175501 ggtatttttc attcagtctg aatttttgat atgagttgta tttaattgga 
ataataacat
   175561 gtttttttaa ggacttttta agatgatttt ctaaactcat ctattgtaaa 
agacttatct
   175621 ataacaaaag aaaatttggc catttttaac caagttttat ctttttacga 
tagttaacct
   175681 aagtttgtca ttatgatgtg atacattatc gcactttaaa taaactgcct 
ttcactagag
   175741 gcaataacca caaatgctag aaatgatctg atattgaaca catgttgagc 
taaataaaag
   175801 gctaactgtg gcgataaaat aaattttaga tcgttctagt gattaactaa 
ctttctttga
   175861 gcaagttatg gaaaattttg aagttataaa agcactgttt ctaggctttg 
ttgaaggctt
   175921 aactgaattt ttacctattt cgagtactgg tcatttaatt ttatttggtc 
atattatcga
   175981 tttccattca gatggcggtc gtgtctttga agtagtgatc cagttaggtg 
ctattctggc
   176041 agtgtgttgg ttatatcgtc agaaaatcat taacttaatc aaaggttttt 
ttagtggtga
   176101 tgtcgagtca cgccattttg ccattagtgt cttaattgct tttttcccgg 
cagtgattat
   176161 tggcgtttta gctgtagact ttattaaaag tgttttattt agcccaattg 
tggttgcgat
   176221 tgctctgatt gtcggcgcgc ttattatttt ctgggttgaa tctaaacaat 
ttgaacataa
   176281 aacggatgat gcgaccaaga tcacgtttaa acaggcgctt ttagttggtc 
tggctcaatg
   176341 tgttgcgatg attcctggga cttctcgttc tggtgcgaca attgtaggcg 
ggatgtttgc
   176401 aggcttgtct cgtaaagctg caacagagtt ttcgtttttc cttgcaatgc 
cgaccatgct
   176461 gggtgcagca acttttgacc taattaaaaa tgctgatgtg ttgacttcag 
acaatatggt
   176521 taatattgga gtgggttttg ttgcggcatt tattgctgct ttattggttg 
taaaagcact
   176581 cgtactcttc gttgagcgtc atacattacg tgtatttgcg tggtatcgaa 
ttgtattagg
   176641 tgtaattatc ctaattgctg ctatgttctt taacttatct gcttaatagt 
caggttaagg
   176701 ataaaaaacc tagagaaatc taggtttttt atgcctaaaa atagctttaa 
cttgcttatt
   176761 tatacaaagt actaccaaga aatacttttt ccttttagtt tgattgatat 
agtaaatctt



   176821 aaatagcccg taaaaaataa agcaatgcaa cagaatgact tgacgaaaag 
tttggtagag
   176881 gcttttttgt atttggctcc tcaagagggg ttatatccca ctcatatttc 
aaatatcacc
   176941 ctgatgaggg tagatcattc cacacagccg gttgccgtat tgcaagagcc 
ttccattgtt
   177001 ttagtcattc agggtgtaaa acgggcttat attggaaaag atatttttaa 
gtttcaacaa
   177061 ggccagtgtt tatttatctc aattgctatt ccttttgatt gcgatacctt 
ggttgagcgt
   177121 gaaccaatgc ttgcaattgc gattaaattt gaacctcaaa tgatggctga 
gctggcgact
   177181 aaaatggata aagagcagcg accacttata gaagattttg ataacaaaga 
gataaaactg
   177241 agctgtggtt taaatattat tgaaataaac tcggttatat ctgatgttgc 
tttacgcttg
   177301 ttgaacttac ttcgttccaa gcaagatact gcaatcttag gagagcaggt 
gaaacgcgaa
   177361 cttatttatc gggttttaca agctggcggt agtgatttta tccagaacct 
ttcggctatt
   177421 atgagccgaa gtggagtgat ttatacgatt tgtgaaatta ttcaaagaga 
ttattatcgt
   177481 aacttaacgg ttcaggagtt ggctaaacaa gcaggaatga gcgtttcgct 
ttttcatcaa
   177541 gcttttaaga aagttaccaa ctattctcca ttacagtaca tcaaaattac 
tcggttacat
   177601 aaggcacgtg atttaatcct aaataaccaa atgggcgttg cagaagctgc 
ctatgaagta
   177661 ggatatgtga gtgcctcaca gtttagtcga gagtttaagc ggctgtttgg 
agtcccacct
   177721 aaattatcaa caaactaaag taaatcaaca cgtcttaaat ataaaccaaa 
catggagcat
   177781 atcaatgaat cttccgacaa ccatgaaaat tgttgaaatt acggttcctg 
gcggacctga
   177841 ggttttaaaa cttcaagatt caaatgttcc ggtacctcaa gctgatgagg 
ttttaattga
   177901 ggttaaagct gctggaatta accgccctga tgtcttacag cgtatggggt 
tatatccaat
   177961 gcctaaaggg gttactcaaa tccctggact tgaagtcgct ggtgtcgtgg 
ttgctgtggg
   178021 tgagcaagtg caacagttta aagtcgggga caaggtttgt gctttaacca 
atggtggcgg
   178081 gtatgcagaa tactgtgcgg taactgcaac tcaagtatta ccaatacctg 
agaatttatc
   178141 atttactcaa gctgctgcga ttccagaaac attctttacg gtttgggcaa 
atctttttga
   178201 tattggccgt ttaaagaaag atgaaactgc actgattcat ggcggtgcaa 
gtgggatcgg
   178261 aaccactgct ttagcgattt gccatgcttt aggtattaaa acttttgcta 
cggttggtag
   178321 tgaagataaa gttgaagcac tctctaactt aaccacagca attaattata 
aaacccaaga
   178381 ttttgagcag gaaattttga accatactca agaacaaggt gttgatgtta 
ttttggatat



   178441 tgtgggtggt tcttattttc agaaaaactt aaatctatta aaacgtgatg 
gccgacttgt
   178501 cattattggc tttatgggag gtcgaattgc aaaagaattt gatttacaaa 
aactgatttt
   178561 aaaacgcgca acgattacag gctcaacgat gcgagcgcgt aatagccaag 
aaaaagcaca
   178621 gattgctcaa tctttacatg aacatgtatg gccgttattg gagcaaggca 
agtgtttacc
   178681 acaaatttat aaaacgtatg ctttttcaga tgtacaaagt gctcatgcat 
gtatggagca
   178741 gggcgaccat attggaaaga tcgttttaga gatgaatgct taatcttatc 
tgtgacagtt
   178801 taggtgaatg acatgtttgc ctaaactgaa attttataat tattaattgt 
gcctatttct
   178861 atataaaaat tgccaaattc tattggcttg ttgcacctgt ttcttgatct 
gaatatacat
   178921 ttaataagga ataataactg tcttaaagct gttatttcgc tcttcaattc 
taaaggatgg
   178981 taaccatgaa taccccagca tcaaatgata aaaatccaac tccagattta 
gctgaagata
   179041 atgcgttctt cccatcacca tattcactga gtcaatatac ttctcctaaa 
acagattacg
   179101 atggcacaac ctatccaacg ccgtatgcgg gcaataaaaa ggttttaatg 
attgcaactg
   179161 atgaacgcta tatccagatg caaaacggta agttcttttc taccggaaac 
catccagtag
   179221 aaatgctttt gccaatgttc catttagata atgctggttt tgaaattgac 
gttgcgacac
   179281 tttcaggtaa tccagccaaa cttgaaatgt gggcaatgcc aaagcaagaa 
caagtagtat
   179341 tagatacttt ccagaaatat gcagataaat taaaaaatcc gttaaaactt 
gccgatattt
   179401 tagaaaatgt agtcggtgaa aactctccat atacggctgt atttattccg 
ggtgggcatg
   179461 gggtattagc gaagattccg catagccttg aagtgaagaa agttcttaaa 
tgggcagttg
   179521 aacaagacaa atttattatt acgttatgtc atggtccagc ttcgttactg 
gctgccgcag
   179581 tagatgaaca gcctgagaat tatattttta aagattatca aatttgtgta 
ttccctgatt
   179641 cgttagataa gggagcgaat attgatattg gttacatgcc tggagcttta 
ccgtggttag
   179701 tcggtgaaaa ccttgaaaaa ctcggtgtaa agattttgaa cactggcatt 
actggtcaat
   179761 gtcatcgaga ccgtaaattg ttaacgggcg atagtccgct tgcttctaat 
aatttaggca
   179821 aacttgcagc tgaaacattg ctggctgaag tgaaggatta attcactaaa 
agtgtgcgcc
   179881 ctgcgggact cgaacccacg tcggtcgctt aggaggcaac tgctctatcc 
agttaagcta
   179941 agggcgcata attttctgat tataaacaaa aaagccattg ccgaggcaat 
gactttttat
   180001 agttttaagt acaagctgtt agattactgt tctttggcat tgagtacttt 
aaacaaaata



   180061 aacatgagaa tgatccaaat aggaatcatc atcactgatt ctttaaagcc 
ctgactccac
   180121 ataatgtaga gtactacagc aataaaacct aaaaccaaat agttactaaa 
cggtgcccaa
   180181 agtgcaggaa agtgagtttt ttgaccgagt tttttcattg ctgatttaaa 
cttaaggtga
   180241 gtcatactga tcatcgccca gttcaatacc agtgctccaa caacaatgta 
cattaagtgg
   180301 cttaaagcat cttctggtac aaagtaattt aaaagaacac agccaaaaat 
gagtaatgcc
   180361 gatagcaaaa ctgctggtac aggtacacct tgtttattta ctttcttgaa 
aatttttggt
   180421 gcattgcctt gttgagctaa accgtaaagc atacggctat ttgcaaacat 
cccactgtta
   180481 taaacagaga gagcggcggt taaaataata aagttcagta agtgtgcagc 
ccaaccaata
   180541 cccatttgac taaaaatcat aacaaatgga cttttgtcga gaccgccaag 
atctaattgg
   180601 ttccatggca ctaatgaaag taagatcgct agtgaaccga tatagaaaat 
caagatacgg
   180661 aaaacgactt ggttaattgc ttttggaatc gtttttttcg gatcttttgc 
ttctgctgcg
   180721 gccataccaa tcagttcaat accaccaaag gcgaacatca agaaagccaa 
catatagaag
   180781 aggccgctaa agccatttgg aaaaaatcca ccatgagacc aaaggttact 
aaacgaaatg
   180841 cttgaaccta catctgctgt aaatagcaaa taaaggccaa aaacaatcat 
agagataacc
   180901 gcagcaactt taataatagc gagccagaat tcggactcac cataaaattt 
gacgtttgtt
   180961 aggttaattg ccgtaatcac gacaaagaaa aataagacag aagtccatgc 
tggaatatga
   181021 ggccaccagt aattaatata tttggctacc gcggtgagtt cactcatcgc 
aaccagaaca
   181081 tagagcatcc aataattcca tccagctaaa aatccggaaa atttccccca 
gtatttatac
   181141 gcaaaatggc tgaacgatcc tgcaacaggt tcttcaacaa tcatttctcc 
caggtggcgc
   181201 ataattaaaa aagcaattaa gccaccaatg gcatatccta aaataatgga 
tggtcccgca
   181261 gattgaatca cttgcgccga gcctaaaaat aatccggtac caattgctcc 
acccatagca
   181321 attaattgga tatgtcgatt ttttagtcct cgttgaagtg tagaagattc 
gttggtcaaa
   181381 ggtcttcact cacaatgaat aagtaaatta ttctaataga tggatttatt 
ttagcctaga
   181441 ctacaattga acaagggatg actgtaaagt aaccataaaa aatatttaaa 
atcataaact
   181501 tgcttttaat catgttaaat tggttgaaaa atcttccaaa aatatatttt 
ttgatagact
   181561 ttttttctta tgattttact ttattcggtc attgcaggca tgaattgaaa 
tttccaaaat
   181621 aaacccgcgt caatacgatt gatgtatgaa agtagagtgc tatctcttga 
tcataaaacg



   181681 atttaagatg aagcgaatga ctaaacaagt ctgcttgttt tgagatataa 
aaacacaata
   181741 gtaaggataa cagttgatat gagcttcgta ccgcaaatta aaattccagc 
aacttacatg
   181801 cgtggtggaa ccagtaaagg tgtattcttt aaacttgatg atttgccgga 
aaaagctcaa
   181861 gttgcaggtc aagcaagaga tcaactcttg ctacgtgtca ttggtagccc 
agacccttat
   181921 ggaaaacaaa ttgatggaat gggtggagcg acttcgagta ccagtaaaac 
cgttattctc
   181981 gctaaaagta cacagccaga ccatgatgtc gactatttgt ttgggcaggt 
ttcaatagat
   182041 cagccttttg tagactggag tggtaactgc ggtaatttga cagctgcagt 
tggttcattt
   182101 gcaatttcaa atggtttggt tgatgccgat cgtattcctg aaaatggcct 
ctgtactgtt
   182161 cgaatttggc aaaaaaatat tcaaaaaact attattgcgc atgtacctat 
caccaatggc
   182221 caagttcaag aaaccggaga ctttgaacta gatggggtaa ctttccctgc 
cgctgaagtt
   182281 caaattgagt ttttagaccc tgccgatgat ggtgaagagg gcggtgatat 
gttcccgaca
   182341 gggaatgttg ttgaccaatt agatgttcca gagattggta gttttcaagc 
cacatttatt
   182401 aatgccggta ttccaaccat tttcttaaat gcagaagatt taggctacga 
aggtactgaa
   182461 ttacaagatc atattaatgg tgatgcagca gcattagcac gttttgaaaa 
aattcgtgcc
   182521 tatggtgcag ttcagatggg cttaattaaa gatatttcag aagcagccgc 
acgtcagcac
   182581 acaccaaaaa ttgcttttgt ctctaaacca aaaaattaca cagcttcaag 
cggtaaaaac
   182641 gtttcagaga aagatgtcga cttactcgtt cgagctttgt cgatgggcaa 
acttcaccat
   182701 gccatgatgg gaacagcagc ggtagcaatt ggtacagcgg ctgcgattcc 
aggcacttta
   182761 gtaaatttag cggctggtgg tggagaacgt gaagcagtac gttttggaca 
tccatctgga
   182821 acattacgtg ttggtgccca agctgaactt acaaatggcc aatgggtggt 
gaaaaaagcc
   182881 attatgagcc gtagtgcgcg tgtgttaatg gaaggttggg tacgcattcc 
gggtgacagt
   182941 ttctaaaagt catttaaatg aaaagcctct ctaccctaga gaggcttttt 
ttacttctga
   183001 catccataac tcatcacgca ctttttacag tgaatcgtgt atgatgtagc 
acatgaatgt
   183061 ttcatcacat tcaataaaat ttttctactg attttacgag gcgactgtgt 
catcactctc
   183121 tcaagttaat gcggatgttt taaaacaagc tcaacaacgt attcaacaag 
atttattgac
   183181 gacactggct gcattctcaa ttcccgaacc tttaaaaagc gctgtacatc 
atgcagttat
   183241 gctcggtgga aaacgtgtgc gtccggcttt gtgttatgct acagcttctt 
tacaagataa



   183301 tccaaatttt gcggctgctc gccgtgctgc agttgctgtt gaactcatcc 
attgttattc
   183361 cttagcacat gatgacctgc cttgtatgga caatgatttg cttcgccgtg 
gtcagccaac
   183421 gtgtcatgtt gcatttggtg aagataccgc gttacttgcg ggtgacattt 
tacaatcgat
   183481 ggcatttgaa gttttaggta gtcgtttgtt tgatgagcaa gggcagggaa 
cggatgctgc
   183541 aattgtctta aagcaaattc aaattttagc tacagctagt tctaaaatgg 
tttgtggaca
   183601 ggtcttagac ttacaagccg aagctaagca aatttctcaa gacgaactag 
aaaatatcca
   183661 ccgtaataaa acgggtgcgc ttattcaggc tgccattatg atgggggcag 
tgacaatttt
   183721 ctcgggcaca gatcaggcaa ttccaaaact acgtcaatac ggacaagcaa 
ttggactggc
   183781 ttttcaggtc caagatgata ttttggatat tacgtcgagt actgaaactt 
taggcaaaac
   183841 cgctggtaaa gacgaacaag tacaaaaatc gacttatcct gctctaatgg 
gactagagca
   183901 agcacaagta tatgccaaag aattgcatga tcaagctttc gaagctttag 
cgcatttcgg
   183961 tgaaaatgca aaagaattag ttgagatttc acaattcctg ttagctcgta 
ctaattaata
   184021 aaaatataaa tcaatcttcc tacttctatt cagacttaat gaatacagga 
gaaaagaatg
   184081 aatggtgaac agcttcatca actcgcaata gaggcggcgc gtaatctccc 
ttttagtgag
   184141 caaactcatc catttggtcc agagtatgaa gtttttaaaa ttttagaaaa 
aatgtttatg
   184201 ctgacagtgg aagtgtctgg cgtaaaaatg attaatgtca aatgtgaccc 
ttataaaagt
   184261 caggaatatc aggaactcta tccatttatt attcccggct atcacatgaa 
taaaaaacac
   184321 tggatttcga ttaaaccgca taaaaattta acaagcgatt ttctccgaga 
tttgattcgc
   184381 gactcttatg acttggtcgt aaaaaagctt cctttgaaag atcagaaaag 
attaaacaac
   184441 caataatata aaagaaaaac ggcgacatga ttgtcgccgt tttgatttca 
atggcttatt
   184501 tgaagcaatt aaattaatta tgctttccca taatgccacg aattgtattt 
aaaacatctg
   184561 caggtaacac aacagtttta gcattgcttg atttcgccat ctcttgcatt 
gctttgacgt
   184621 attgttcacc taacaggtaa gcaacaggaa tttctttatc acctacggca 
cttgttacca
   184681 tttcaatcgc tttttgagaa gcttctgcta aaacaacctg cgcttcggca 
tcacggcgag
   184741 atgcttctaa acgaccatct gcttctaaaa ttgcagcttg tttctcacca 
tcagctttgg
   184801 taactgtagc acgacgttga cgttcagcag cggcttgagc ttccatggca 
gcttgcatgg
   184861 ttgaagatgg ctgaatatct tgaatttcta ctgtttttaa agtgataccc 
caatctgaaa



   184921 tatcatcaga aatcgcagct tttagtttag ctttaatgtg atctcgtgaa 
gatagggcat
   184981 catctagatc catttcaccg acaattgaac gtagtgaagt ctgtacaagg 
ttttgaatgg
   185041 cccatgtata gttttcaata ccgtacaccg ctttttcagg tgtagtcaga 
ttgatatacg
   185101 ccacggcatt catgagtaat acagcattgt cacgggtaat gacttcttgt 
gatggaatat
   185161 caagcacaat atctttagtg gtgactttat aggccacgtc atcaatataa 
ggaataacga
   185221 agttaagccc cggattaagc gtagaatgat attttcctaa acgttgaaca 
atccatttat
   185281 aaccctgagg aacaatacgt acccctttaa aaatggtaac agcaacaaaa 
gccaaaaagg
   185341 ctaaaacaat aatagtacca actggcatga aaataacctc tctttatctt 
taatgtttat
   185401 gaagtgctgt ggggctgaac aattaagtca ttacccgaaa tatcaatgac 
tcgaacccga
   185461 tcaccgactt taacaggggt ggtgcttcga cagttccatt catcggcccc 
taaaataggc
   185521 atagggaaac gaacaataat ttggtcatga gcaagtccgg tctgaatcac 
cataccaatt
   185581 tgcccaatcg tcgcttctcg aggtaaacct gctttagttt tatcaataga 
taaaggctta
   185641 ataaatttaa accagagaag ggtacatagc accgataaca caatccacag 
cactatttga
   185701 gtagtaaggc tgatatctgg aaataaccaa tagagaaagc aaaccattat 
ggctgcaata
   185761 ccaaaccaga gagcggcaaa ggcagggaga atcagctcag aaagaataag 
taagataccc
   185821 aatacaaacc agtgccaagg ttctacaaca aactccatag atctgctctt 
ttatatgtct
   185881 ttatgatggg taaaagtgat ttcatatcac ttttaccact gtagcagatg 
atggagagtg
   185941 tggatagaaa aaaaccacct caattaaaat ttaggacgtg gcgcaggctt 
aaatgcagct
   186001 ggagattttt tgaagtttgc aattgcagtt tcaatttggc gaatttgacc 
ttgagcagct
   186061 ttttcgcctt ctaaaatagc ttcattactt gattttaaat cgagtgtacc 
taagtgccca
   186121 actttaggct gaatcaccac gttagcttgc tttaactctt cattaatact 
ttgttgaccc
   186181 ataatattaa tggtttgatc aagcaatccc cacatattcg caggtcggtt 
tcctgccgga
   186241 cgtgcagaaa tatcaactgc aatcacaata tcagcaccca tatcacgtgc 
tgttttgacc
   186301 ggaattgggc taaccagtcc gccatctaca tatttctgct taccaatggt 
tgcaggtaca
   186361 aacacatttg gaatactgca tgaggcgcga acagcttgtc ctgcattacc 
tttaataaag
   186421 tctgcttttt ggccattatc aagacgggtt gctaccgctg caaaacgaat 
tgggaatttc
   186481 tcaataggct tgttacctac gttacggtta acatagtcct gtaacttttg 
cccaagaata



   186541 ataccttggc gattcagggt taaatcgcga atatcagact cttgcaattt 
aagcgcaaga
   186601 ttttggagtt gataaggcgt ttgtccactg gcatagatac tgcctacaaa 
gctaccggca
   186661 cttgtacccg taacaatttt cggtttaata ccatgtgatt ctaaaacctt 
gataacacca
   186721 atatgtgaaa atccttttgc tccaccgcca cccaatgcaa gtgcaatcac 
tggttcgcgc
   186781 gctttaactg aagtggtcgg tgttggtgtt ttgctgaact tatcacagcc 
gaatagggct
   186841 aaagagataa atccgatact ggcaaattga gcaattttca tctttgaaaa 
acaatctatg
   186901 gcaagataaa ttaagatggc ccatcagacc agattcgttc aatttttgct 
aggttttttt
   186961 cacaagattt tgtaaaggct ctgcaagcca attacgattt ttcggtgata 
tttttccttc
   187021 ataacgttca aaaatcttgg cgagatcttc atcataattt ccgcttggag 
ttaaatagcc
   187081 taagcagtga atagtcttac ggtcataatc aaaagaaaac atcacaatag 
gaatattggc
   187141 ttttgcagca atatggtaaa aaccactctt catttttttt gctttcttac 
gtgtgccttc
   187201 tggcgccatt ccaatccaga tcttgtcata ctgttgaata gtcgcaacga 
cttgttcagt
   187261 cagaccattg gccgagtcac gttttacagg aataacgccc gcccaatcta 
aaacccgttt
   187321 aaaaggtggc ttaaataaac tgtctttacc tagcaccgta atttgaatac 
cgagtccaaa
   187381 aatggcaaga aaaccatacc agccatcaat attggaggtg tggggagaaa 
taatggctac
   187441 agctttagga aagttgggaa cttcaccttc tatagtccag ccttgtgcca 
aaaagagttt
   187501 tttaaataat gctcgactta aagcattacc acgttgggga acctgagacg 
gtagattagg
   187561 gaaatgttgt tccatatttt taagttttaa atcatccttt gttttatctt 
aatcttttga
   187621 aatctgcgct tcattggcaa aatgtaagac cacgcatggt atttcatgtt 
attaccgcac
   187681 aaataaataa aagtaggtat atatgttccg acagcaaaat ctttatcttt 
tgctcttttc
   187741 cttatattgg gcacaaggtt tgcctgtagg ttttatgacg catgccttac 
ctgtcatatt
   187801 aagagctcaa ggtgtatctc ttgcccatat tggtggtttt gggctgctca 
tgttgccttg
   187861 gtcaatcaaa atattttggg cgccgtgggt agatcgacat gccatctcgc 
atttaggtca
   187921 ctatcgtagc tggattttac ctgctcagtt tttgacggtg ggtgtacttt 
gtattttatc
   187981 ttttttccct atacaagttt tagatcagcc tctttatctc tttatttttt 
ttattacgct
   188041 gttatttatg aacttaacag gcacaactca agatatcgcg accgatgctt 
tggcggtcaa
   188101 tttattgcaa cacgatcagc aacattgggg aaatactttt caggttgtag 
gttcacgact



   188161 tggttttatt gtaggcgggg gagccgtgtt atggtgccta gactggttat 
catggcaacc
   188221 aacttttcta ttattagccg ctttagtctt tattaatacc ttacctattt 
tactatttaa
   188281 agagccatct catacttctc attcacctca tcaatatagc caaccaagtc 
tagttacaaa
   188341 gattaaagct tacttggggt acttctctca aaataaggaa cttcgttctt 
ggttaatcgt
   188401 ccttataact tttaaggttg cagatggttt agccgggcca ttacttaaac 
ctttaatggt
   188461 ggatatgggt ttaagtttta ctcagattgg tatttacatc accatgcttg 
gggctgttgc
   188521 tgctttattg ggggcactta gtgctggctg gatgttaaaa catatttcta 
ggtctacagc
   188581 attaatggct ttttcaatat taaaaattat gagtttaggg ggctatgcgt 
atttggctta
   188641 tgcttatgaa caaaaggtaa agataaatgt atggcttatc tatgccgtaa 
atgccctgga
   188701 agatgccttt gctgccatgc tactagttgt gatgttaact ttggttatgg 
attacagtcg
   188761 aaaaaactat gcgggtaccg attttacttt tcaggtttca gtcatggcga 
cagtcagtgg
   188821 tggtctttat agctttagtg gagtcattgc agatgcgttt ggttatttcc 
attatttgat
   188881 agctattgtc agtattgcgg tattcttttt aattcctatt tacttatgga 
aagctgccaa
   188941 aactgtataa aaaataatat taagtagatg aaataaagag acttaaatat 
aactaagctg
   189001 cactaaaaaa tcatacttat atttttagcc aatcttttaa aaatgtatat 
ttttggctat
   189061 ttaaatggct tattaattgt gccatcttgt ttggaaagca aaaggaagct 
gcaaggagaa
   189121 aagtggatgc gaataacaag aaaaatcatg tgaatcaaat aagactggca 
aaaaaatatt
   189181 catttagatt ggatattagc ctaaagtcta aaaaagaata atgaaataat 
gatttaatca
   189241 ttctataaga taagagagtt gtgtaggatt cgttacaaca tgaagttaag 
gtaaaggttc
   189301 tgtaaaccaa aaagtaaatg ctgattcttt tggaccggaa tttttaatct 
tacccagcgt
   189361 taaaattggt tttgattgcg gtaataaaat taatgcaatc aaatttggag 
gatggttgat
   189421 tctttagtgc ttaatggtca cacgaatcaa cttggcatgg acaggcagca 
taaaatatat
   189481 ttttaggagt ctttgatgga tctattcctt aatcgtaaat cgtttgttgt 
taaaagttta
   189541 gctattacag taacagcttt aatgatgagt ggggcaaatg cggcaacttc 
tgataaagag
   189601 gaaattcgaa aacttcgtca agaagttgaa gcattaaaag cattagttca 
agaacaacgt
   189661 caagtacagc aacaacagca acaagtacag cagcaacagc aagtacagtt 
agctgaagta
   189721 aaagcacaac ctcaacctgt ggcagcacca gtgtctccat tagcaggatt 
taaatctaaa



   189781 gctggcgctg atgtgaacct ttatggtttt gttcgtggcg atgctaacta 
tattattgaa
   189841 ggtgcagata acgactttgg tgatgtaagt aagtcagacg gtaaaacaca 
tgataaatta
   189901 cgtgcgactg ctaaaacaac acgcctcggt ttagatttta atacacctgt 
tggagacgac
   189961 aaagttggtg gtaaaatcga agtcgatttt gctggttcaa ccacagattc 
aaatggctca
   190021 ttgcgtattc gccatgctta tttaacctat aacaactggt tgtttggtca 
aacgacttca
   190081 aacttcttat ctaaccatgc accagaaatg atcgacttct cgacaaacat 
tggtggtggt
   190141 actaaacgtg tacctcaagt acgctataac tacaaactag gtccaactac 
acaattattt
   190201 gtttctgctg aaaaaggtga tagtactact tcggtaacag gtgatagtat 
taagtatagc
   190261 ctaccagcat taactgctaa aatcactcaa ggctatgcag aaggcagagg 
ttctgcttca
   190321 gctcgtgttc ttgtagaaaa ttataaatca caacttgctg atgatgataa 
aactggttgg
   190381 ggcgttgcag ttggtactga ctttaaagtg tctgatcctt taaaactctt 
tgctgacgca
   190441 tcatatgttg tgggtgataa tagttacttg tatggtagta actctccata 
cgcagtagat
   190501 gggaattcta ttgagcaaaa tgaatttgta gcagtacaag tgggtggaac 
ttataagatt
   190561 ttacctaact tacgttctac tttagcgtat ggtgctcagt tctctgatga 
tggcactgat
   190621 tatgcgagat taaatgcctc tgcaaatgaa aaagttcaac aagcatggat 
caactttatc
   190681 tatacgccag ttaaaccaat tgacttaggc gttgagtatg taaacggtaa 
gcgtgataca
   190741 tttgaaggta agtcttacaa agataaccgt gttggtttaa tggctaaata 
tagtttctaa
   190801 gaacgatttt tagctaaaaa tagaaaagac gaggttaaac ttaacctcgt 
ctttttttat
   190861 ttgttaaatt taaaaaataa taatgaaata aggcctctca attagatcat 
tttttattta
   190921 agtcattttt aagtttcaat ttctacatta aagcatcata aaaagattgt 
agtcactcac
   190981 gatgctgaat tttttttcaa cattaagaaa taaacagatt tccctgttta 
tgtttaatct
   191041 cattatagcc atttggctag gtgcaatttt aaatattggt ttttatcatc 
aagttcatac
   191101 tttaactcca tattttggag taaaggctat tttgttttta gctgctactc 
tcgtaattct
   191161 tgttgctacc tattatgcgg ttttacaaat cttaaattgg aaatggactg 
ccaaaatctt
   191221 tgcaatttta ttgatattta ttggtggctt tagctcttat tttgtaaaca 
cattgggtgt
   191281 cattatttca cctgaccaaa ttcaaaatat ggtgcagacc gatgtttcgg 
aagttaccga
   191341 tctaatctct ttacgctttg ttttatggac aatttttttt gttattttac 
ccattttttt



   191401 aattactcaa gttaaattta aacaagaaaa agtatcacgg ttgttattga 
agaaagtatt
   191461 ctcactggta gcttcatttg cagtggtcgg tgttttactt tttacctact 
atgtcgattt
   191521 cgctgcaata tttcgtgagc atcgtgattt aaaagggatg atttcaccgc 
aaaatagtat
   191581 ttcatcgctt atgtcttact atcataagaa ggctccgaag aaaaatctgc 
ctcttgtgat
   191641 atatggacaa gatgctcatc aagttcagcg cgtccaaaag aacctcccta 
agttaatgat
   191701 acttgttgta ggtgaaacgg cgcgtgccga aagtttctca ttaaatgggt 
atgcaaaaaa
   191761 tacgaatccg gagctttcta aacaagatat tttcaacttt tcgcaagtga 
gctcatgcgg
   191821 tacggcaaca gcggtttctg taccatgtat gttctcgggt atgccacgtg 
tagattataa
   191881 tgagcaatta gccagtcacc gcgaaggttt actagatatt gcaaaacgtg 
cgggttacca
   191941 agtgacttgg attgataata actctggttg taaaggtgca tgtgatcgcg 
ttgaacaata
   192001 ccagattcca gaaaacttaa agaaaaaatg gtgtaaagat ggcgaatgtt 
atgatgacat
   192061 tctcattgac agcttaaagc agtatttggc tactattgcc aaagatgatg 
atcgcccacg
   192121 tttgattgtt ttgcatcagg tgggtagtca tggacctgca tattacaagc 
gtgcgcctga
   192181 agcatatcaa ccctttaaac cgacttgtga tacgaatgcg atacagggct 
gttcgcaaac
   192241 agaattgcta aatagttatg ataatacaat cgtatataca gaccatgtat 
taagccaaat
   192301 gattaatact ctaaaagaaa tatcaaaata tcagacaggt ttatggtatt 
tatctgatca
   192361 tggcgaatca accggagaac atggtttata tttacatggt tcaccttatg 
caatcgcacc
   192421 gagccaacaa acacatgtac caatgattat gtggttctct gaaagttgga 
aacaacataa
   192481 tcttgctcaa gtgaattgtt taagccaaca aactaaacaa aagttaagtc 
aggataattt
   192541 attcccaagt ttgttaagtt tgctggatgt aaaaactcag gtcatcaacc 
ctcaactgga
   192601 catgttgcac tcttgtgccc atgtaaacta aagcgagcct agaacatgac 
aaaaatcttg
   192661 atgattgaag atgattttat gattgcagaa tcaacgatca cgttgctgca 
atatcatcaa
   192721 tttgaggtgg aatgggtcaa taacggttta gatggtttgg ctcaattggc 
gaagactaaa
   192781 tttgatctta ttcttttgga tttaggattg cctatgatgg atggtatgca 
agttttaaag
   192841 cagatccgtc aaagagcagc aacaccagta ttaattattt ctgctcgaga 
tcaattacaa
   192901 aaccgtgtcg atggtttaaa tttgggtgca gatgattatt taattaaacc 
ttatgagttt
   192961 gatgagttgc ttgcccgtat tcatgcatta ctacgccgta gtggagtaga 
agctcaactt



   193021 gcgagtcaag atcaactatt agaaagtggc gatctggttt taaatgttga 
acagcatatt
   193081 gcgacgttta aaggtcaacg cattgatcta tcaaatcgtg aatgggcaat 
cttaattcca
   193141 cttatgactc acccaaataa aatcttttct aaagccaact tagaagataa 
gttatatgat
   193201 tttgatagtg atgtgaccag taatactatt gaagtatatg ttcaccattt 
aagagcgaag
   193261 ctgggtaaag attttatccg aaccatccga ggactgggct accgtttggg 
gcaatcataa
   193321 tttaaaattt cgggacttca taaaagtgca ttattcatta aaaaaacgac 
tgatttgggg
   193381 cacctcaatt ttcagtgtca tcttaggttg tattttaatt tttagtgctt 
ataaggttgc
   193441 acttcaagaa gtcgatgaaa ttctagatac tcaaatgaag tatttagcgg 
aaagaacagc
   193501 tgagcaccct ttaaaaactg taagcagtaa gtttgatttt cataaaactt 
accacgaaga
   193561 agatctgttt atcgatatct gggcttataa ggatcaggcc catttgtctc 
atcatttaca
   193621 tttgctggtt ccacctgttg agcaagcggg attttattct cataaaaccg 
ctcaaggtat
   193681 agtcagaact tatgttttac ctttgaagga ttaccagatt caggtcagtc 
agcaagagag
   193741 ggttcgtgaa gctttcgctt gggagcttgc gggcagtatg tttattccgt 
atttaattat
   193801 tttacctttt gcaatatttg ccttagcagc cattattcgt cgtggtttaa 
aaccaataga
   193861 tgattttaaa aatgagttaa aagaacgcga ttccgaagaa ctcaccccaa 
ttgaagtaca
   193921 tgattatcct caagagcttt tacctactat tgacgaaatg aaccgtcttt 
ttgagcgcat
   193981 ttctaaagcg caaaatgaac agaagcaatt tattgccgat gctgctcatg 
aattacgaac
   194041 acctgtgact gcactgaact tacaaaccaa gattttgcta agccagttcc 
ctgagcatga
   194101 atcattgcaa aacttaagca aaggtttggc acgtattcag catttggtga 
ctcagctttt
   194161 agcattggca aagcaagatg taactttaag tatggtcgag cctactggat 
attttcaact
   194221 caatgatgtg gcattaaatt gtgtggagca gttggtcaac ttggctatgc 
aaaaagaaat
   194281 cgatttaggt tttgttagaa atgaacccat cgaaatgcat agtattgaac 
ctactgtaca
   194341 ttcgattatt tttaatttaa ttgataatgc aattaagtac accccgcatc 
agggtgtcat
   194401 taatatttca gtttataccg atccagatca ctacgcatgt attcaaattg 
aagatagcgg
   194461 tgcaggaata gaccctgaaa attacgataa agtccttaag cgtttttatc 
gcgtgcatca
   194521 ccatcttgag gtgggaagtg gtctaggttt atctattgta gatcgtgcaa 
ctcaaaggct
   194581 tggtgggact ttaactctcg ataagagctt agaacttggc ggtctttctg 
tattagtgaa



   194641 attacctaaa gtcttacatt taaatgaaac aagagcgtga ttacgtaagc 
tcttgtttca
   194701 cttgtttttc gaactcaaaa cgatgaatac aaatcgcata aaataaaata 
tttattgccc
   194761 aaacgaccca gcctgtccat aagttatggc ttaggaaatg tgctcctcgc 
atcatttgcg
   194821 cccaacccat catgaaacct aataaaatac cggagaataa ataaaagtaa 
gcacgtttag
   194881 gttgttcaag acgataaaca aaataacctg tcattaaaat aaaacctgca 
cttgcatgac
   194941 cgcctggaaa acaatggcca tgtttagcgc taaagtccca aatatagctt 
cctaaagtat
   195001 tagggtgaac catattccaa gggcaggcgt gagcagattg cgactttatt 
aggccaacta
   195061 tactgctacc gagcatactg acaaaaaaca tatagccata ttgccagcga 
taaggtttta
   195121 atttttttaa tttaaatgac gtaagccata agccaaaaaa gataacataa 
acggcggtga
   195181 tgatttgttt tacaatttca tgattaagtc tttctagata ccaattgtcc 
cgattgaaaa
   195241 aatgacctgt tgaatcaatc caaggctgga tgaggtacat atcaattttc 
ccacccactg
   195301 gaaaaacaat taaaagcaga aaaaaactga aaaacagaag aatgatatta 
atctggaaaa
   195361 attgtttttg ctgattcatg ccatgcaaca tcaattagat tgtgagtaaa 
ggcattacat
   195421 aaaataaaac ttaaattgct cttaaactaa atttaatttc gtgaccaaaa 
tgataagtga
   195481 gtgtatccat tcacaacctg ttgagcataa gaagtttaaa gtttttgcaa 
actatttgaa
   195541 tagtaataaa caaggaacag gttttgtgaa tggaaatggt tttggttact 
tttgccgaaa
   195601 caaaagtaac gtaattgact gatgttattt gctattacag aagaaaagac 
tctgtcgtgc
   195661 ctacacagaa ttaaaacata ccttcttcag agtttgctga gatcttatga 
atagataagt
   195721 ctgcaccacg gaactcatct tcttgagata ggcgaatgcc aatggtcgct 
ttaaggatgc
   195781 cataaacaat gaaaccgcca gccagtgcaa tggcaatcgc gagtgctgta 
ccgatgagct
   195841 gagagaggaa tgatacgccg cctaaaccac ctagccattt ttgaccaaaa 
atacctacgg
   195901 caataccacc aaatgcaccg catacaccat gtagcggcca gacaccaaga 
acgtcatcaa
   195961 ctttgagttt gttttgggta taggtgaata gatacacgaa catggcaccc 
gctgcaccac
   196021 caatcacaag agcactgact ggatgaacaa tgtcagaacc tgcgcaaata 
gcgactaaac
   196081 ccgcaagtgg accgttgtgt aagaaaccag ggtcattttt cccaatcgta 
tttgctgtaa
   196141 ttgtaccgcc aaccattgcc ataagtgaat taatcgcaac gagaccggag 
attgcatcaa
   196201 cacgctgtgc actcatcaca ttaaagccaa accagccgac aattaaaatc 
catgagccaa



   196261 gtgccaaaaa tggaatagaa gaaggtgggt gagcacttac acggccatct 
ttcttataac
   196321 ggccagaacg tgcgcccaat aaaatgacag cagcaagtgc tatccaaccg 
cccatggcat
   196381 gaactacgac tgaacccgca aagtcatgaa aagctgcgcc aaaagttgtt 
tctaaccatt
   196441 tttgcagacc gtagttgcca ttccagacca ttccctcaaa gaacggataa 
accagcgcaa
   196501 ccaatgcgag tgtggcaatc gcttgtgaac gcatttttgc gcgttctgca 
ataccgccag
   196561 aaataatggc gggaatggcc gcagcaaaag tgagtaagaa aaagcaacgc 
atgaggttat
   196621 agccatgatc attggataaa accgtaccat catgaaagaa gtgctgacca 
tacgaaatat
   196681 agtagccaac aaagaaatat gcgattgcgg agagggcaaa gtcagtcaga 
attttactaa
   196741 gcgcgttcac ctgatttttg tggcgaactg taccaagttc caagaatgca 
aaacctgcgt
   196801 gcatggcaag aaccaaaact gcaccaagta ataagaaaaa cagatctaca 
ttttgcatag
   196861 catgctcgaa aaaagtgcta aattccattt tggaacaaat ctgggtctgt 
aaattgcacc
   196921 aaaatagatt taaggaatct aaaaacctaa gtttgtcgaa acaaactcaa 
ttgcataaaa
   196981 gtgaatatgc aataagcgca ccaatttgga ttgaaataga ggattttggc 
gataaatggt
   197041 gcgttgtctt attcaagaca gggcaataag ggcgcttttt acgttacaag 
tcatctaata
   197101 tgttgataaa tcgacctgaa agagatcatt attaaatttt taaaaagtat 
ctatatttaa
   197161 ttaatgatca gaccaaacct cttgagcaac ttctataaat gcttttacgg 
ctggactgat
   197221 gtgtttctgg ttttttactg caagaccaat agagcgttta aggtttggtt 
taaatggtcg
   197281 tttaactacg tttggataaa gcgagagtaa ctctttggtg atcaccatat 
cagagacaat
   197341 cgaaatccct aactggttgt ggaccatact gacgatactt agaatttgtg 
acacataaaa
   197401 tttgatatct ggtttgacat taaaactttt taaaattaat tcgacctgat 
gtcgactacc
   197461 cgccattgtc ataatgaaag ggcagttttc taattgtgct ggatcaatat 
agagttgttg
   197521 ggcgagtggg taacctctcg gaattaaggc aacaaaacga tcttcaatta 
agggaaatgt
   197581 atcaaaacgc tcatctggca taatcaaaaa accaacttcg atgcgtcgct 
ctaataacca
   197641 ctgagcaact tctttatctt caccttcatc gatataaatt tcgatttttg 
ggtagcgttg
   197701 ccgaaaggtt tctaaaattt caggcaatag ataaatagat gatgaagctc 
caaaagaacc
   197761 aatacgtaat gtgccttcat ttaaaccatg aatggcagct acttcttttt 
ctaaggtatc
   197821 ggaaatactc aacagctctt ttacatgggt taataactgc tgacctgtcg 
tcgtcagctc



   197881 aatatcgctt tgagttcttg aaatcaggtt aatgccccat tgttgttcta 
atgatttaag
   197941 cgcatgggaa actgccgact gtgaaattcc cagcttttct gctgtagcag 
taaagctttt
   198001 tagttcagca atgagtgcga aaatttcaag ctgggtaaat gtcatgttgt 
acttattatg
   198061 agtaaaaact cattttatca tgagttttca ttatctttaa tatatgagta 
agccaagtta
   198121 gttcccaaac tagcaagcct caacaaaact cgagtaaaga aatgaatagt 
attgttttat
   198181 ctctttttcc tttagttgca ttaattgcat cgggatactt atttaaaaaa 
tatcgttttt
   198241 ttagcgatga gttttgggct ggggcagaga agctgaatta ttatatttta 
ttccccgctt
   198301 tgctttttag tacgctatcg accgcaaaaa ttgacttaca aagcttgagt 
acagccatca
   198361 ttgcgatgtt ggttgtggtt ttagcagtca ccatcttttt atacatcctc 
cgaatatttt
   198421 ggcacatacc acctgcacgt tttggtgtgc acgtacaagg catggttcgc 
tttaatacct
   198481 atatcggttt ggctttagtc acttcgcttt ttaaaagtga aggaatggca 
attctggcaa
   198541 ttttattagc actttgcatt ccgcttgtga atattatttc ggtgcttgct 
ttaacttcta
   198601 aagaacacat ggcaattaaa cccgttttga ttgcactcct taaaaaccct 
ttaattgcat
   198661 catgtgtggt cggagccgca gtcaatgcgc ttcatatccc gatttgggaa 
ggctttaccc
   198721 agtttattaa gcttttttca gtgtcgagtt tgccgttagg tttgttatgt 
gttggcgcag
   198781 ctttacagtt tatgcaaatt aaaaaagaca ttatggtatt ggcagcagat 
acgtttgctc
   198841 gacttttagc agtacctgct ttggcttata cggtctgcat gtggtttgat 
ttaccaagtt
   198901 tgcaaacgca aattttagtt attttctttg cgctaccgac tgcttctgct 
tcatacattt
   198961 taaccaaagt tttggggggt gatagtcagc ttatggcagc cgtgattagc 
tttcaaacct
   199021 tatgtgctgc cgtgactttg ccactagtga tttggtggat ttcttaagat 
ataaatcttt
   199081 agtctgactc atatttaaag aatgcttggc taccttcctc atctgattat 
tgctacactt
   199141 ttttcttttt caggtggatg agtatgtcct ttgatctcaa agtgagcttg 
cagcaaaggt
   199201 ctgaaccgtc tgcacagcag aaaaaactga atcgcctgat tgataaaata 
gagcaacaaa
   199261 aagttagcct gagcacatgg caaaatgcac aagctgagat tcaacagtac 
attcggcaaa
   199321 aactgatgcc tgtatatagc gatttgcatg aagtgctatt tcagcagtta 
gagcaacttt
   199381 ggaatatgct gcatagccat gagttttcca aagcagacat gcaacaacta 
gacgaaaaaa
   199441 ttgcccagct tgcacaaatg ttgaagcgct ccaaaatgct gtctgctgaa 
caattggatt



   199501 tagtgaaaca gatcgatacc ttttatcagc aacatgcagg ggaatcggta 
aaaaagaata
   199561 gaaaagctca gtcaataaaa tctggatacg atgaaagtgc tgagcaaagt 
gtagagttag
   199621 aagaagactt tgagcagtat gctgctgagc aacaacaagc gagagaacaa 
gccaagcagc
   199681 aaagacagca acaaaaacgt gaacaagctg agcaaatggc agcccagtca 
ctcaaaacag
   199741 tttatttaaa aattgccgcg atgattcacc cagaccgtga gcaagatgaa 
actaaaaaat
   199801 tagaaaaaac cgagttgttt caacaagcaa gtcaggccta cgaaaagcag 
gatttgtttt
   199861 atttactcaa actccagtta cagcttgaac agaataaagg gctaggtgct 
aaagacttat
   199921 ctgccgagca gttgcggttt tataaactgg ctttagatgc acaaagtcag 
caacttgaaa
   199981 gtcaaattgg tgagatttta gattcgtttc agttagcaaa gaatgtaaaa 
gcagagcatg
   200041 tacatattag tgatgtgtat aaagctatag atgctgattg tgctgagtta 
aaacaacagt
   200101 tgaagtggga aaaagagcgt ttaaagcata tgaaaaaggt gagtggggtg 
gaaatgctgt
   200161 tggggcatgg ggtgctttaa tcagtttcta ggttttatgt gcagccatga 
gactaccgat
   200221 gatttgataa ggtataaatt ctgaaatagg aaatcgttga gattggattt 
tttataaaat
   200281 atagtgtgga aattataaaa attaaaagat cggatttatg aatgaaaaat 
ttattcaatt
   200341 atcaaaagaa cttaaacata gacctatttt agagaaggct ttaggttatt 
ttcctaactt
   200401 acctttagtt gctatcgatt gtggctgtgg cgctggcaat gaatctgctt 
atctactctc
   200461 aaagggattt aatgttcatg cttttgatat ttcaattgat gcgcaaaaag 
tctgtactga
   200521 gcgattcaaa gatgactcta aatttatttt ctatcatgaa tcttttgaag 
actttaattt
   200581 cccgtctgca agcttaatta ttgcttcatc aagtctgttc ttttgtaacc 
caagctattt
   200641 ttatagcgta attaaacgaa tgataaatgc tctttctgaa ggtggaattc 
ttgtagttga
   200701 tttattggga atttatgatg agtgggttat tagagaacct acaaaattta 
taggatttac
   200761 ttatcaagat atagctgatt tattcttatg tgattttaat ctgctgtttc 
ataaagaaat
   200821 gaatgaaaat ttacctttat tgaatggttg cataaaaaca tggcatcttc 
atatgctgat
   200881 tctacagaaa agtgattttt aaatatagaa aacccagaac ctgcttgcac 
agattctggg
   200941 ttcatttaac taattaaatt aaagcgcagc aatttgctcc atattcgctt 
taactttatc
   201001 taactgcgca gcaaactcag caagcttcgc tttttcacct tcaacaaccg 
ctgctggtgc
   201061 tttagataca aagccttcat ttgcaagttt gcccgcgatt tgatcgtgtt 
gcttttggat



   201121 tttatccaag tctttttgca aacgagcaag ctcagcttta ggatcaatta 
agcccttcat
   201181 tggtacaaat accgatgcat gacctacaac acttgaagaa gaaagcggtg 
gttcttgatc
   201241 tttacctaag aactcaatac tttcaacttt agccaatgct ttgaacaacg 
cttcaatacg
   201301 agtaatttgc tcacgttcag cattagaaat gttttgaagt aatactggta 
ataaacgcgc
   201361 attacctaag cccatttcac cgcgaatgtt acgtaccgca ccaatcaaac 
cttgaagcca
   201421 ttgcatatct gcttcagctt gttcattgat ttttgcttgc tcaggaatag 
ggtattgagc
   201481 agtcataatc gttgggccgc cttgaccaag cattggtgca agagtctgcc 
agatttcttc
   201541 tgtcaaatat ggcattaatg gatgagccaa acgtaatgaa gcttccatga 
ctgcaagcaa
   201601 tacacggcgt acttcagctt tacgctcttc tgaaacttct gcatcgttta 
gaactggttt
   201661 agttaactca acgtaccagt cacagtactc attccagata aagtcgtaaa 
tcgcttgagc
   201721 agcaaggtct aaacggtaag ttgcaaacgc ttggtgtaca gcagcttcag 
ctttttgcag
   201781 acggctgata atccattgtt ctggaagttc ccaaagatca ggacgagcgt 
cggtaccaac
   201841 agtttggcct tcaacattca tgagaacgaa acgagttgcg ttccagattt 
tgttacagaa
   201901 gttacggtaa ccttcaacac gttttaagtc gaacttgatg tcacgaccag 
tgtttgcaag
   201961 ggcacagaac gtgaaacgaa ctgcgtcagt accataagca ttaatgcctt 
ccgggaattc
   202021 tttacgcgtt gatttttcaa tcttcgcagc atctttcggg ttcatgaggc 
cagttgtacg
   202081 ttttgcaact aagctttcta aatcaatacc gtcaatcaag tctaatgggt 
caagaacgtt
   202141 acctttagac ttcgacattt tctgaccttc accatcacgt accaagccgt 
gaacgtaaac
   202201 cgtcttaaat ggaatttgag atgaaccatc ttcatttttc atgaagtgca 
tggtcatcat
   202261 gatcatgcgg gcaacccaga agaagataat gtcaaaaccg gtcaccaaca 
catctgttgg
   202321 gtggaaagtt ttgagttctg gagtttgttc tggccaacct aaagttgaga 
atgtccaaag
   202381 tgcagatgag aaccatgtat caagtacgtc ttcgtcttgt ttaagctcaa 
catcggccgc
   202441 gatgttattt ttcgcgcgaa cttcttcttc gctacggcca acatagatgt 
tgccatcagc
   202501 atcgtaccaa gctggaatac ggtgacccca ccaaagctga cgtgaaatac 
accagtcttg
   202561 aatgtcacgc atccatgcca tgtacatgtt gctgtattgc tctggaacaa 
acttaatacg
   202621 accatcttga accgcttcaa ttgcaggctc agcaagaggt gcaattttta 
cgtaccattg
   202681 gtcagtcaat aatggttcaa tgatcacacc tgaacggtca ccgcgtggcg 
cttttaagtc



   202741 atacggttgg atttggtcta accagccttc agcttccgct tgagcaacta 
attttttacg
   202801 tgcttcgaag cgctctaaac cagcataatc tgcaggtgca gtgatggttt 
tagaaatttg
   202861 ttcgccagct ttggcaatat attcaaactc acctaaaact tcagcgtttt 
tgttgaagat
   202921 attgatgatt ggcaagctat tgcgtttacc taactcatag tcgttaaagt 
cgtgagcagg
   202981 agtgattttt acacagccag taccgaagtc tttttcaacg tagtcgtcag 
caacgattgg
   203041 aattaaacga ccagtaattg gcaatacaat atttttacca acaaggtgtg 
cataacgctc
   203101 atcttctggg tgaacagcaa cagcagtatc accaagtaaa gtttcaggac 
gagtcgttgc
   203161 aactacgaga tagtctttgc catcttgagt tttaactgat ttatcttcaa 
agaaatattt
   203221 aaagtgccaa agtgagcctt tttcttcttt gctttctact tcaaggtcag 
aaagcgcagt
   203281 ttgaagttta gggtcccagt ttactaggcg cttaccgcgg taaattaaac 
cgtcttcgtg
   203341 caatcgaacg aatacttctt taacggcgtt tgataaacct tcatccatcg 
tgaagcgttc
   203401 acgtgaccag tctacagacg aacctaaacg acgaatttgt ttggtaattg 
tgccgccaga
   203461 ttgctctttc cattcccaaa ctttttcgat gaatttttca cggcctaaat 
cgtgacgagt
   203521 gataccttgt aagccaagtt gacgctcaac aaccatttga gttgcaatac 
cagcatggtc
   203581 agtacccggt tgccacaaag tgtttttacc catcatacgg ttataacggg 
tgagggcatc
   203641 cataatggca ttgttaaagc catggcccat gtgcaaacta ccagtgacgt 
ttggtggtgg
   203701 aatcatgata cagaatgatt caccgtgacc agaaggtttg aagtaacctt 
gttcttccca
   203761 cgttttgtac cacttctttt cgatctcggt tggatcgtag gtggtggcaa 
tattttgagc
   203821 ggtttgagcg tcagtcatag tagcttagat cgaatatgca taaaaaattg 
catctattgt
   203881 agcaaaaaat tgcctcgaaa ttaatgtgct gaaaacagat aaacggtttt 
gtattttttt
   203941 caaaaaacgg tagatttatg aagcatggat cacaatttaa tcgtgtagcg 
gcacggcaga
   204001 aaaattacaa aagaattgaa aagggatgcg acatatgagc tacaaagttt 
ttttaaagat
   204061 ttccgattca acctataccc aatttgcttc aattcgagag aaattacatg 
ctggggtaag
   204121 agaaagccag tcgaaagtat tgggggacgt tctttccgat ttgtcgtgtg 
aaattattga
   204181 gcaagttttc tctgtattgt taaaggatga gcaagacaac tctactatga 
ctcaaaaaca
   204241 gcggtatgag tccgagaaag ttcttcagca aattttagat actttccgaa 
aatatatgcc
   204301 ttggtcagtc tcttttttcg gtaatgaaag acttttacct ttagttgatt 
atatgacctc



   204361 actcatgaaa gaacgtgagc aagaggttta tattacatac ccgatcacac 
ctcaacttgt
   204421 acaacaggcc caaacactga cggaacaaat acgtgagggc aatatgcaaa 
gcgtagaaaa
   204481 agcttttcag accttaattc aaattgtgga tttaggtgta acaagcctag 
tacgtgaacc
   204541 taaaaaacgt ttaaaattta atttggttgt cgataaaacc ctaaatgggg 
tcattaatat
   204601 gacaacgcat ttgggctata aacgtttgga aaaattgggg acgcaggttg 
atcaaacgac
   204661 tgcaactcac tatatcaacc actttttggc cttcatgcat caagcagcat 
aatttaaaaa
   204721 gataatagga agttaaaatg gccaaacttg atactttgca aaataaagtg 
gtgtgggtta
   204781 cgggagcatc ttctggttta ggtaaagctt tagctggtga gtttgctttg 
caaggtgctc
   204841 aagttatttt aacttcgcgt cgctttgaag agttagaaga agttcgcgtt 
ggtttactcc
   204901 atccggatca gcacttgtcg gtagttgcag acattaccaa tcaagagcaa 
gttcaagagg
   204961 cttatgagca gattttaaaa gcaaaaggac gaattgactg gcttattaat 
aatgcgggtt
   205021 taagtcagcg tgctcttatt caagacacca caatggcaac agaacgtgcc 
attatggaag
   205081 tcgattattt ctcacaagtc gcattaacca aaactgtgtt accgaccatg 
cttaaacaaa
   205141 agtctggccg agttgtattt gtgtcgagtg tagcagggct tttaggtacg 
cagtaccgtg
   205201 cgagttattc ggctgctaaa gctgctattc atatgtgggc caacagttta 
cgtgccgaag
   205261 ttgccgatca gggtgttgaa gtttcggtta ttttcccggg ctttgtaaaa 
actaatgttt
   205321 cgtttaatgc actaaatggt gcagggcaac ctcaaggcca ccaagatgaa 
gcaatcgaaa
   205381 atggactaga agccgatgtt tttgcagaac agtcagttaa ggcattaatg 
caaggacagg
   205441 aatatattgt agtgggcggt actaaagaaa aattaggcgt gatggtttcc 
cgtatgtcac
   205501 cgaaactact ctataaaatg atccggaaaa caaaagtgaa ataaaaaaaa 
gatttcgccg
   205561 tgctaaattg atggaaaaac ccgcatagaa ggttcgccat ggatcaagac 
taccatcgta
   205621 ttttagaggt cattacgcgt tttcaattgg tttttgacca gaaaaattgg 
gatgcgtttg
   205681 atgagttgtt ggccgatcaa cttgaggtgg actatttgca gtttagaggg 
gaacctttat
   205741 gtgtggtgtc ttgtcatgaa tataaaggtt cacggcaaca agctttgtca 
catttgcggc
   205801 tacagcacaa tttaagcaat cctcttattc ggattgaaca agaccgagca 
tggttagaat
   205861 gtaattatca aatttatcgt ttttcggaaa atgattattt tcattctttt 
ggtcgctatt
   205921 attttacttt ggcaaaacaa cagggcatat ggaaaattac cggaatttgc 
caacacttaa



   205981 ctaaaaatat tggcaatccg cgtatacatt tttctgctat ggggcagtgt 
taatctttga
   206041 ctgctgttcc gtaggcaaat acctctacca ttccaccttg catacccagt 
tcggttgtac
   206101 tcagccgaac tcccataatg tgattggcac cgacactttg agcttgttgt 
tttagtcgta
   206161 cgatagcctc gcggcgagca cgttcaacaa tactttcata actggtcagc 
cgaccaccta
   206221 aaatattttt tatggaggcc agcacatatt taaagtagtc atgcgaaata 
accacattac
   206281 tgctaataaa atgacccaac tggtcgcttg tggcaaaacg attggtatca 
attctgatat
   206341 gggcaaattg ttgctctttt tctagaagtt catttaaatg ttttcgttca 
atatggcggc
   206401 caaaagccca accaatactg aaaagaatga gaaaaataac aagctgaaaa 
ataagattgt
   206461 ccattttcta cctatgcatt aaatggatcg ggcagatgag gtgcttgagg 
ctgcacaacc
   206521 actgctgtgc catatacgaa taactcagaa gcaccttggg caatatttga 
ggtagaaaaa
   206581 cgaataccaa caattgcatt ggcaccgagt tgttctgctt tagcaatcat 
acgttgcata
   206641 gcctcttggc gagattcttc taataattcg gtataacccg taagttcacc 
acctacaata
   206701 ttttttaaac ttgccatcaa gtcgcgaccc acatgcttac tacggacggt 
acttccgtaa
   206761 acgacatcaa gctgctttaa aatttgatgg cctggaacac tttctaaatt 
acttaataac
   206821 attgtttttt atcaaactaa atttcttaag ctttcaagat aaaaaatatt 
cagatgagtt
   206881 gcaataaaaa agcccaccga agtgagcttt tataagaaag tgatttaaaa 
cttattgctt
   206941 tttaagttca gcactagatg gttggtgtac cactgtatct gaagtatttg 
cttttaaacc
   207001 accacctaga gttttgtata actcgatttg gttgtttaag tttgcttgtt 
gaagcaataa
   207061 caaaccttgt tcagctgcat atgaagaacg ctgtgcatca agaacagtca 
agtaactatc
   207121 aataccagca cggaagcggg catttgaaag tgtgtagttg cggttagttg 
cttctactag
   207181 acgttgctga gctgttaaac gctcgccaat gttggcacga gttgcaagcg 
cgtcattaac
   207241 ttcacggaac gcagattgaa ctgatttttc ataatcagac aatgcaattt 
tctgatcagt
   207301 ttcagaaatt tttacattgg cacgacgtgt accccagtca aagattggta 
aatctaagct
   207361 tggaccaact gaccagacaa aaccaccaga cttaaataga tcacttaagt 
cagttgatgc
   207421 ataaccagcc gaacccgtta agctaatggt tgggaataaa cgtgcttttg 
cagcaccaat
   207481 attcgcaccc gcagcgctta agttgtattc agcagctttt acatctggac 
ggttatttaa
   207541 caagtcactt ggtaaaccgg cagtaaatac attttgttga gcaatgcgtt 
ttacaggttg



   207601 tgtaggtaac aagttttgtg gaacaggttg gcctacaagc aagttcaaca 
agttttgtgc
   207661 ttgagcaatt tgagttttgt agttcgctac atcattacgc gcagtttcta 
cagaaatctg
   207721 tgcttgacgt aatggaactt cactgtcaat acctacatca aaacgttttt 
tgttgagatt
   207781 gtaagaatct aactgtgctt taagcgtttg ttctgccagt cttaagtttg 
ctgttgcaaa
   207841 cgaataattt aaccatgctt gagcaacttg gctaatcaga ctgatttgag 
tcgaatcacg
   207901 agcactttgt gttgcaagat aactatctaa agcagcatct ttaaggctac 
gaacacgacc
   207961 ccagaaatct agctcataag cagttacacc caaacctact tgataagtag 
agtaggggtt
   208021 attcggatca cggctttgag aaacctgacg aattgcacta ccacttgctc 
cgattgttgg
   208081 aagctggttg ttctgtgtaa tctgatattg ctgttgagca cgttcaatat 
tgagcgttgc
   208141 tgtacgtaag tcacggttat tggcaagagc caaatcaatc acttcaagca 
aacgcgggtc
   208201 agcaaagaac tgtttataac cctgttcagc aatagacgta ccagaagcgc 
tgttatatgc
   208261 atagctttgt ggtatatcgg ttttcacgac tggttctggg ccgcgcatgc 
tttgacaagc
   208321 tgccaaagca agcgcaagtg cagataccgc aatgctacga cctgaaatag 
accatacttt
   208381 ttgcatcacg atttatgctc ctgagtgttt atggtttttg gtttgtactt 
aaagatacta
   208441 cgaatccaca catagaatac agggataaag aagataccta agaacgtcgc 
gctgagtacg
   208501 ccaccaagta caccaaagcc tacagagtgc tgacttcctg caccggcacc 
tgttgaaagt
   208561 gcaagtggaa gtacaccgaa accgaaggca agggtggtca tgataattgg 
acgtaaacgc
   208621 atttttgcag catgtaaggt tgcatcaagt agatcttcac ctttttcctg 
caattctttt
   208681 gcgaattcaa caatcaagat cgcatttttt gcagaaagac cgataaccgc 
aataatcgct
   208741 acctggaagt aaatgttatt tgagagattt ggatctcctt taataatcat 
tcccaagtag
   208801 gtcaatacga ttgcaccaat gacaccaagt ggtaccacaa gtaaaaccga 
gaacggaatt
   208861 gaccagcttt catatagtgc agccaagcaa aggaatacga ttaacaatga 
aagtgcgtat
   208921 aagaacggcg cttgagcacc agactcacgt tcttcaagtg ataagcctgt 
ccattcatag
   208981 tcgaaacctt gtaagcccat agatggtaac ttaccaataa tttcttccat 
tgctttcatg
   209041 gcatcaccag agctcacacc aggtgcaggt gtaccttgaa tgttaaccga 
tgacacgccg
   209101 ttataacgtt cgagacgtgg agaaccatac gtccattcgc ctgtagcaaa 
tgccgagaat
   209161 ggaaccatct cacctttgtt attacgtaca taccatttgt ttaagtcttc 
aggcatcata



   209221 cggctgcccg catcaccttg aacataaact tttttcacac gaccacggtc 
aacgaaatcg
   209281 ttaatgtatg agccacccca tgcaatacgc attgtattgt tgatttcggc 
aatactaacg
   209341 cccatagcac cagcttgagc ctgatctaca ttaatttgat actgaggagt 
atcttcctga
   209401 ccatttggac gcacccctac aagacgttta tcttgtgatg ccaaacctaa 
aatcgtgtta
   209461 cgagctgcaa tcagtttctc atggccttga ccacttgaat ctttaagctg 
caagttaaat
   209521 ccggcagtta caccaagttc aggcattgct ggaagctgta atggcataac 
gtatgatgca
   209581 tctttaatga tcatatttaa tgccatacca cgctgaatca atgaaccaat 
ttgagtttct
   209641 ggtgtcgtac gtttgctcca gtctttcaac ttaacgaagc caatacccgc 
gttttgacca
   209701 acacctgtga atgagaaacc agaaacagtg aaaatagatt ccacggtatc 
tttttcattc
   209761 ataaagaagt tagtcatggt atcaatcact ttaccggtac ggtcaagcgt 
tgcatttggt
   209821 ggtaattgta caagtgtcat gaccacaccc tgatcttctt ctggtaagaa 
tgaagacggg
   209881 agtttttgga acaagaagac taaaagggca actacaacag catagagcac 
gccagagaag
   209941 attttgcctt taagcatgcg gctaacacca ttttggtagc tatgcgacat 
gcggtcaaaa
   210001 ccattgttaa agcttctaaa gaaacgcgca aagatattat tgcttggttc 
tttattagga
   210061 tcatgctgtt tcaagatagt tgcacaaagt gccggtgtga acgtcaacgc 
tacaattaac
   210121 gacagaacca ttgcagttac aagggtaatc gagaactggc ggtaaattac 
acctgttgta
   210181 ccaccaaaga aagccattgg tacgaatacc gctgtcaata cgctggtaat 
acctactaac
   210241 gcaccagaaa tctgctgcat tgagcgagaa gtggcggtaa ccggatcggt 
atgatcttca
   210301 ctcatcacac gttcaacgtt ttcgactaca acaatggcgt cgtcgaccag 
aagaccgatt
   210361 gccaatacca tagcgaacat ggttaaggta ttaattgaga agccaaagat 
attaatgacc
   210421 gcaaatgtac ctaatacaac tactggaact gcaagcgttg gaataatcgt 
tgcacgccag
   210481 ttttgtaaga ataggaacat gacaatgaat accaaaatca cggcttcaat 
taatgtgtgt
   210541 actacacttt caattgaaag acggataaat ggagtcgtgt cataagccag 
tttatctgca
   210601 agacctgttg gatagttctt acgtagttca gataaacgtt gttcaactgc 
ttcggctgtg
   210661 tcgagtgcgt tagcacctgt tgcaatttta attgcaagac cagctgccgg 
tttaccgtta
   210721 aacttcgagt cgaattgata gttatccgaa cctaattcta cgcgagcaac 
atcttttaat
   210781 cgaacctcag cacctgatgc tgtgttcttt aagaagatat ttttaaactg 
ctcaggagtc



   210841 tgcaataagc tttgtgcatt tactgttgcg ttaagaactt gaccttgtac 
agccggagca
   210901 ccacctaact gacctacagc aacttgcgag ttctgcgctt gtaaggcagt 
tgcaatatca
   210961 ctaggagtaa gttgatagct tgttaattta gctggatcaa gccagatacg 
cattgcgtat
   211021 gaaccaccga agacctgtac ctcaccaaca ccggcaacac ggctaagcgg 
ttctttaatt
   211081 gacgagttta cgtagtcttt aatgtcagag tctgacaggt tgttatctgg 
tgaatagaat
   211141 gcaataactt gcaagaagct cgcaccagat ttagtaactg ttacaccttg 
acgttgtaca
   211201 tcttcaggta aaagcgcagt tgcagattgc aatttgtttt gaacttgaac 
ctgtgcaata
   211261 tcagggtcaa caccttgttc aaagtttaat tgaatagatg cctgaccatt 
accagcactg
   211321 ttagatgaaa tataacgtaa gccatcaaga ccattcattt gttgttcaat 
gatctgggtt
   211381 acagtatttt caactgtttc agccgatgca ccaggataag tcgcagcaat 
cgttacggtt
   211441 ggtggtgcaa tcgttggata ttgtgcaata ggcatttttg ttagcgtaag 
aatacctgcc
   211501 aacataatga ctaatgcaat cacccacgca aatatggggc gatgaataaa 
aaattgtgcc
   211561 attcaatcta ccccttatgc atttgaagct gctttctgtt ctgcttgagg 
tttacctgat
   211621 tgagccggtt tcgcagcatt tggtgctgca ccttgagagt ttgctggttg 
agcttgataa
   211681 ggttttgctg atacttcttg cccttcttta actttggcaa caccatcaac 
aatgacttta
   211741 tcgccggctt ttaagccgtt agtcacaatc cagttttgtc cttgaacacc 
agaggtttca
   211801 acaggacggc tctcaacaac ccctttagca ttaacaagca tcgctacagc 
ttgtcctgta
   211861 ggtaaacgag taatggcagc ttgaggaatc aggtaagcat ttggaacaac 
gccctgaaca
   211921 atttgcgcag tggtatacat acccggaagc aataaatgat tcgggttaga 
gaatacggca
   211981 cgtaatgtaa ttgttcctgt atcttggttt acagaagcgt cagagaaagc 
aagttgccct
   212041 tcgattggat aggtagaacc atcttcaagc tttaatttta ctttcgtgtt 
gttactgtta
   212101 tttaaactgc ctttacttag ttgttgacgt aaacgcaata actcagcact 
agactgatta
   212161 atatcaacat agataggatc taactgttga atcgttacca acgggtcagt 
ctggtttgca
   212221 gtaaccaaag caccagccgt tactgaagaa cgaccagatt ggccagaaat 
aggagagcga
   212281 attgtagaat aaccaagatc tacatttgca tttgttactt gagccttagc 
tgctgcaact
   212341 tgtgcttctg caacattgac ttgaccaagt aagtcatcat attcctgttt 
agacacagca
   212401 ttactagaaa caagttgttt ataacgattt aacttggtac gtagtgaagc 
tagatttgcc



   212461 tgttgttgta ggagtgatgc ttttgcattt tctaacgttg cacggttcgt 
tctagagtcg
   212521 agctcataaa gcgcctgacc ttcacgaaca tagcttcctt cagcaaataa 
gcgttttaaa
   212581 atcacgccac ttgtctgagg acgaacttca gaaatttgat atgctgaagt 
acggcctgaa
   212641 agctcaacgc tttgttcaac actttgtggt tgagcaacaa taacacctac 
ttctgcaggc
   212701 ggcattttct gagcagcagc agcttgctgt ttctcatcgg agcctttgct 
acaaccaaca
   212761 agcgcgatac ttgttgctaa tgcgcaagca gtaagggctg gtgcccaaag 
cttagccgac
   212821 atcattgttc cacctcgttt agataaaatc taaaaatata tttgttttct 
acttaaccta
   212881 ctttgtgttt gtaataacca gagccaaagc agtgcaatcc aaataaaacc 
aatgccccaa
   212941 ccagcgagta cgtctgttgg gaaatgaact cctgcatata ttcttgaaag 
ccccatacac
   213001 acaaaccaaa gacaggagat caaaacaata taaggagagt taatgttgtg 
cttatggcat
   213061 aacataatca ttgccagaca agccagtgtt gatgcataaa cactatgtgc 
acttgggaac
   213121 gatgcaccgt aactttcaac aatatgatat gcctcaggag gtctaggccg 
gttaacacac
   213181 cacttgagca gccaacccat ggtgatactg ccaataactc ccaagctaat 
gaaaataaca
   213241 gtaatatatt ttttatacca tgctaaatat atacatacta gaaaggataa 
aaaacataca
   213301 aaaggcatgc cgcctacgcg tgcaagaaag gtggttatag tattaagata 
atctaaacga
   213361 tggtgactca atgtttgaac ggtgagcaag tccaaagatt gaagacttgg 
tacaaaaaga
   213421 ccaagaacac ctaatcctaa aaaaacgcaa ccaatacaaa gcaatagata 
gggcataaac
   213481 acacctttgc ttattcatat agtttttcac tattgaacgc cgttgaaagt 
gtacttgcca
   213541 gtacactttt tttcaagcct gatagatcat cgtaaattca ttttgaaatt 
tttttaacat
   213601 ttggaaaaac aatcacaaca aaattgacgg acatcacatt ttgtgtacaa 
agcaaaacat
   213661 ttaatgttct gctttttttc cgctattggc ttgggcattt tcttctaatt 
ctagaggctg
   213721 tttcggtggc caaaagaagt cacttggtcg ggtaagaaaa tgggtcatga 
ccagtttagc
   213781 taatggcttc cattgttcaa agcgaactcg acgtgcacgt aatgccacaa 
taatagtgag
   213841 tgtgaaactc acaaataagt tggtgagacc aatacagagt acgcctaaaa 
atgaaactat
   213901 aatcaagcca atatcagggc taccattaat agtcattaaa ccttgaatga 
agttcgctga
   213961 agcaaaagca atgtgacgaa tatctagagg taggcccaaa ataaagccaa 
ttgttcccat
   214021 acttcctaac attacgccaa ataggaaatt acctgcgagc gcccctaaat 
tacgttcaat



   214081 atattctgca aaacggttca ggcgttcttg tccaaataag tttcttaaac 
gtcgatgtgc
   214141 ttttaaacgg ggtcctactt ttctataaac tgccatgttg tcgaagtagc 
ccgcaattag
   214201 gccagataaa aacaaacaca ccccagcaat cgctgcatgc ggaacggcta 
atgacgtaaa
   214261 agggtttagg ctgtgtaata gataagttgc cttggtatga gttaataaag 
gctcatcaag
   214321 atagaactgc caagcaaagg taataagagc ggcagtagga attgcaatcg 
agatattacc
   214381 caaaatagca ataaactgag ttcgaataat attgataata agtgcggcta 
attctgcaat
   214441 ttgtgcagtt ttagagcctt tacgttgctg tacagttgca gcgagggcag 
cggctgtcat
   214501 tgcgggttgt tttgttgcaa cagtaaagtg caatacatga atcagaataa 
agccaagtga
   214561 atagttcata ctgaacgtaa aggcttgcat gagcggagcc atagtcatac 
gtgcagcaag
   214621 aatttttaat gaggccatac aggcaataat cacacctgca ccagcagcgg 
ctttatacat
   214681 gccccaaaag cctttggtgt ctgtacttac ataatgttcg ccagtacggc 
ttgcattctc
   214741 tgtgacttga aaggcaataa gctcactggt cgtgctgagt aacgagcgga 
cacttttttc
   214801 actataatgt gctttagtta agtctgaaat taagtttcct aaagaaacgt 
agcgtccctc
   214861 gctatcgtct acaactagat agagtaataa ttcaatccga tctaaacact 
gttcaagtaa
   214921 agacaaaaga taggtcaaac ttaaactaac accgattctt ttggtcgctc 
gacgtatttt
   214981 taaaacgacg tctcgacact gctctagcat tacaaatgct tgagaggcat 
caggtggtgg
   215041 aagcacagca atgtcgttgc tggaaatatc ctgttttttg tacttctcta 
taaactcaat
   215101 aatttcacgg ttttgtacca aaaatggcga ttcatattcg gttaattcag 
gttgagcgtt
   215161 aataaattca ggataaagac cgataccact aatacggtaa gataagacag 
taattgcctt
   215221 aatcatttct cgctgaatgg catgcttttc atcgacatta ctgttacttt 
gcccaataag
   215281 tccgaacaaa gttgcccaat ccttgtcatc aacattgttt aaccagattg 
aatcactttc
   215341 taaatagaaa atttttccaa tcagaatttt tagctggctt gcatcttcaa 
taagtggcag
   215401 aaaatggccg ccaagtcttt gcccaagctg gttccagaag ccatctaaag 
acaaaatacc
   215461 gctatctgca tataagctga cttgcttata ttgattaatg aggcgtaata 
aaaaggtttg
   215521 taaaagggct ggagcggtag gagtaagtaa taggctatca ataaaggctt 
gtattttttg
   215581 ctctatttca tccgtatctt ggggatcgga tggccgtaaa gcattgacca 
ggtcaatgag
   215641 aatattttcg tcaataacag cttgagggtt ttcaagctgt ttctggattt 
taaaaaaatg



   215701 ttctgaaaaa tttatatgca taggcaaaat aatatctatt gtattcgatg 
taatgcaagc
   215761 cgagttaaat taatcaacgc ttgacgataa ggtgtatcag gcaagattga 
taaggcttgc
   215821 agtgctgctt ctgtttcttc ttgggcacgg cgctggcaat agtctaaagc 
accagacttt
   215881 tgcacaattt caatcacttt aggtaattgg tcaacaccac cagtcgcaat 
actgcgtcta
   215941 ataatggcat gctcttcacc ggttgaatgt gctaatgctg aaattaacgg 
taaagtcggt
   216001 ttaccttcca ttaaatcatc accaatattt ttacctaatg tttcagcatc 
tgaagtgtag
   216061 tctaaaatat cgtcaataat ctggaatgca tttccgaaat gacctgcaaa 
taatcttaaa
   216121 ggttcgcggt aagcttcttg cccagctaaa atagctgcac cttcggttgc 
aagttcaaat
   216181 aaacgagaag ttttcccgtg aataattttt aaatatgttt cttcggttgt 
atccggttga
   216241 tgctgagatt ggagctgtaa tacctcacct tcagcaattt cacatgtacc 
tgttgagaag
   216301 tcttttaata aggtcatgtt gtttaaatca accaaaaggt caaaagcgcg 
ggcaataagg
   216361 aagtcaccaa ccaatacggc cgtttgattg ttccatgttg catttgcagt 
aggacgacca
   216421 cggcgaagtc cagattcatc aactacatca tcatgcacta aagttgcggt 
atgaagcatt
   216481 tcaataatag ctgccagacg ctgtgcattt tgcatattgt cgaggccgca 
agcgcgtgct
   216541 gcaagtaaac acatgattgg gcgcatacgt ttgccgccag cttcaactac 
atgtttactc
   216601 actgacatga ccaagccgac ttttgagcta attccttcat taatcaagtg 
atccatcgca
   216661 gcaaagtctg tagcaacagg agcgagaatg tcttgcttaa aatcgatgac 
catatgaaga
   216721 aaaaccccgt attggtagat aagtggcgtt agtgtatcaa ttaaaagtgc 
attaaacagg
   216781 gaaacaagca attgatatta atcatttgta tgttcatgaa gagttctttg 
ttctttattt
   216841 cggcaaaacg atgtgtttcc gacaaaacaa taaattttaa taacgtcaac 
atgaatacag
   216901 cttgttcttg ttgcaagttg tgtttggaac tgtattttaa attccattca 
gaatcaatga
   216961 aaagtactaa aatcaaattg aagctatttt tattatgtaa gaatgatggc 
ttctgttgct
   217021 tagttaaaga taaagcactt gtcgtttgat caaatttcac ttaaaatctg 
tcgccttgta
   217081 taaccccagt ggcgttcgtt ttaagatcga tatatccctt tatcggcacg 
acgacacggg
   217141 ctgattggag tacgttatgt acgcagtaat ccaaagcggt ggtaaacagc 
accgtgtagt
   217201 tgagggtgaa acccttaaag ttgaattatt gaaggctgaa tctggcgcaa 
ctattacatt
   217261 tgatgatgta ttaatggttg taaacggtga caacattcaa atcggtgctc 
cagttgtagc



   217321 tggcgctaaa gtaactgcag aagtgattgg tcatggtcgt cacgacaaaa 
tccgcatcat
   217381 caaaatgcgt cgtcgtaaac actaccgtaa acaacaaggt caccgtcaat 
ggtttactga
   217441 gttgaaaatt actggtattt caggctaatc acgaggagta agagacatgg 
caactaaaaa
   217501 agccggtgga tcgacgaaga acggtcgtga ttcaaaccca aaaatgttag 
gtgttaaagt
   217561 ttacggtggt caaactgtaa ctgctggtaa catcatcgtt cgtcaacgtg 
gtacagaatt
   217621 ccacgctggt gcaaatgttg gtatgggccg tgaccatact ttatttgcta 
ctgctgacgg
   217681 cgtagtaaaa ttcgaagtga aaggtcaatt tggccgtcgc tacgtaaaag 
ttgaaactgt
   217741 ttaagtttta gcttaagaaa aagcccacat tttgtgggct ttttttatgg 
aaatacatca
   217801 atattgtctt catgatgatg aatgaaattc tacaaacaac atgaataaca 
taacaaaata
   217861 tcttattttc tcaatgatta gcacaaagtt tgtcggttaa tataagtctt 
gaatgaagag
   217921 cttgtttagc tggattaatt gaaaggctag caagttatct tacagcaact 
aaaaaggtga
   217981 tgacatgaat atgcttcgta aaaccatgtg tgctattaca ctcagcgcct 
cagtgcttgc
   218041 tcctgtaatg agtactacag cgttcgctgc acccgtagca gcaccggagc 
aacaggcaat
   218101 tgggaacttg gtaaatcagt tatcaggctt acagcgtttg actgccgatt 
ttgaacagat
   218161 aacgaaagcg aatacaaaaa ctgtagcaca gaaaaaaggc ttaagtgctc 
agcatatgaa
   218221 ccagacattt aaaggttcaa tgaaagttga acgtccgggg aaattttatt 
gggaaactgt
   218281 aagtccctct aagcaaacta ttgtaacaag tggaaaaaca gtctggattt 
atgatcctga
   218341 tctgcaacag gctgtgcgcc aaagcctaga tgatcaggtc gctgatacac 
cggctttatt
   218401 actttctggt aatactaacc aaatcatgaa gtcttaccgg gtaactcagc 
cagataaatc
   218461 taagttatat ttcactttat tccctaaaaa agaagatggc gctttccaaa 
gcttaacgat
   218521 tagttttggt gccaacaaag cacctacact catggtattg caagattctt 
taggtcaaac
   218581 aacttatgtt cgtttcaaga atgttaaagt aaatgcctca attccggctt 
caactttcaa
   218641 ttttacgcct ccgaaaggta ccgatattat tgatcaataa gtctgattat 
ttagaaagcc
   218701 atctttacga tggctttctt tttatatatc aagcctagat acatttttta 
accccgtctt
   218761 aaacctacgc tttgtatagt ggtaggagtg aatttacggg gattaacatg 
caactttacg
   218821 ataaaaaaac tattttcatt cttccaatgt tagctgccat ggttgcggtg 
agcggttgtc
   218881 agccaaaatc tacggctaaa gatgaacaac cggcttctag tgcttcagta 
aaagagcaaa



   218941 agcaagctga agtccctgtc attcaagcaa aagttgttcc ggtaaagctg 
ccaaaaccaa
   219001 aagtttgtct tgaagacggc tgcactgaat atgattttca gaccgtacag 
accaatcaaa
   219061 aatggattaa tgattatttt acgaaccgta taaagaaagc agacccgaat 
gcttttgcaa
   219121 atttggctga taaacctgtt gaggtaccag aaggggagcc gagctcaagt 
cagagtgcaa
   219181 tctatgtccg ttatttaggg caaaattata accttgcaac ctttgcattc 
cagacatatt
   219241 catactctgc gggggcagca catggtatgt cacatcaaga gtttgtaaat 
tttgacttgc
   219301 taaataaaaa gcacattacc gttgaagaac ttattaagcc agatgttgaa 
aaacagttgg
   219361 ttgatgcact ttttgatgca aatactaatt ggcttcaaga gcacaatatt 
agccgcgaaa
   219421 aactgcaatt aagtgataat ttctactatg gtgcaaatgg gattgttttt 
gtctatccaa
   219481 tttatgaatt agcttcttat gcagaaggta tgtctgaatt aaccttgcca 
tattttgaag
   219541 cagctaaata tattaaacct gagtatttac cgagtgtacc gaactataac 
ttataaaata
   219601 taagatctat tctaagaatt gtgtgaaagc tattcgttat gaagatgatc 
actatatttt
   219661 ttagtgttaa gggcttacac tatagccagt tttttaccca tattatgatt 
gattatgatc
   219721 gaccctaagt tactcagaaa taatattgaa gtcgttaatg cagctttggc 
aaaacgtggt
   219781 gttcagttag atgttcaaga atgggcatct ttagagactc gccgtaaaga 
cttgcaatca
   219841 aaaactgaaa agttacaggc agagcgaaat gctggtgcta aacaagtggg 
tcagattaaa
   219901 aaatccggtg gtgatgcttc tgaaatcatg gcacgtatgc aagccattgg 
tgatgaaatt
   219961 aaagctgccg aagttgcttt atcagagcta caaaacgaga ttgagcaaaa 
agcgcttagc
   220021 attcctaact tgccggacga atctgtgcca gctggtaaag atgaaaatga 
taacgttgaa
   220081 atctcaaaat ggggtacacc tcgtcagttc gattttgaaa tcaaagatca 
tactgattta
   220141 ggcgagtgga tgggtggact agagtttgaa actgccacta aactcacagg 
ctcacgtttt
   220201 agtgtgttga aggggccttt agcgcgtcta caacgtgctt taactcagtt 
tatgctcgat
   220261 acccatactt taaagaatgg ttataccgaa gcgtatgtgc cttatttggt 
aaatgctgat
   220321 tcattacgtg ggacaggtca gttaccaaaa tttgaagaag atttatttaa 
acttcaaggt
   220381 gaaaaagaat actacctcat ccctacagca gaagttccag tcactaactt 
tgtccgtgat
   220441 gaaattattg atgcagatcg cttaccatta aaatatgcgg ctcatactcc 
atgtttccgt
   220501 agtgaagcag gttcttatgg tcgtgataca cgtggtttaa ttcgtcagca 
ccaatttgac



   220561 aaagttgaaa tggtgcaaat cgttaagcct gaaacatcta tgcaggcact 
tgaagagctt
   220621 actgcacatg ctgagggcat tttacaggcg cttggtttgc cttaccgcaa 
aattttgctc
   220681 tgtggtggtg atatgggctt cggtgcgact aaaacttatg atttagaagt 
ttgggttcca
   220741 agtcaaaata cttaccgtga aatttcaagc tgctctaata tgggtgattt 
ccaggcacgt
   220801 cgtatgaaag cacgctaccg tatggatcag aagaagaccg aattggtgca 
cactctaaat
   220861 ggttcaggcc ttgctgtagg gcgtacttta cttgcagtaa tggaaaacta 
ccaacgcgaa
   220921 gacggttcaa ttgagattcc agaagtatta cgcccatata tgggtggtgc 
aacgtttatt
   220981 gattaagctt tgcatctaaa ttgtgcatgg tttttgctta aacatagtca 
gatgattgat
   221041 gtagaggttt aaggtggata tttttccaat ctctttgaag ttgcagcagc 
aacgttgtct
   221101 gattgtgggc ggagggcata ttgctttacg caaggcaacc ttattagcta 
aggcaggagc
   221161 aataattgat gttgttgctc ctgcaattga agatcagctt ctgcaattaa 
ttaaaacaac
   221221 aggcggcgag ccgtttattg aagcttttgc tgaaaaattt ttaagtacac 
cctatcgttt
   221281 agttattgca gcgaccaatg atgcagaagt aaataaaata gtttttgagc 
agtgtgaagc
   221341 acgcaattta cttgtaaata gcgtcgatga tattccacat tgtcgtttta 
tggtgcctgc
   221401 gattattgat cgatctccat taattgtttc tgtggcctca aatggaacat 
ctcctgttct
   221461 atctcgtcaa atccgtacgc agttagaaac ctctattcca catggcatgg 
gcaagttagc
   221521 tgagttttca ggaaaatggc gcaatcaggt taaagaaaaa atttctaatc 
cagatgagcg
   221581 ccgtatattt tgggaaaact tgtatgcaag ccccttaaaa gaacaagttt 
ttaatgacaa
   221641 tctagatgtt gccgatagca tgcttgaaca agcactgcag gagtggaaag 
cacctaaagg
   221701 cgaggtttat ttggtgggtg caggtccagg tgatcctgaa ctcattactt 
taaaagcttt
   221761 acgtttaatg cagcaagctg atgtggtcat ttatgaccgt cttgtttctg 
cacctatttt
   221821 agaattgtgc cgtcgagacg caacaaaaat atatgttggt aaagcgcgtt 
ctaaccatag
   221881 tgttcctcaa gaaggtatta atgcattatt ggttgactac gcgaaaaaag 
gtaaacgtgt
   221941 ttgtcgttta aaagggggag acccttttat ttttggccgt ggtggcgaag 
agatccaaga
   222001 gttattccaa gctggcgtcc catttcaagt tgttcccggt attactgctg 
cgtcaggttg
   222061 ttcagcttat gcaggtattc cgcttaccca tcgtgattat gcccagagtg 
tccgctttct
   222121 tacaggccat ctaaaagaag gttctcctga gttaccgtgg aacgaactgg 
tatacgaaaa



   222181 ccagacatta gtactgtata tggggttggt gggattagag cgtatttgtg 
agcagctgat
   222241 tgcgcatgga caacgtccag atatgccagt tgcattaatt tcaaagggta 
cgacacctga
   222301 acagaaagtt gtggtggggt cacttgctga tattgcatct aaagtgacag 
aacatcaaat
   222361 tcatgcgccg acactcacaa ttattggtga ggttgtacgt ttgcgtgaac 
agttacagtg
   222421 gaattagtag gcttattgat atctgcaaaa gagatgtaat tattgcctga 
gctaaccaat
   222481 aagtaattta agtgagtaat taagtgattc atgttgttct atacgagcca 
gagattcctg
   222541 ctaatacagg taatattatt cgtctatgcg cgaatacagg cgctcaattg 
catttagtta
   222601 agcctttagg ctttgaactt gatgataaaa agcttaaacg tgcagggctt 
gattatcatg
   222661 aatgggcaag aatgcaaatt tgggacaaca tagagctttg tcttgcggac 
ttaaaagcaa
   222721 aaggtgttga gcatgttttt cctttaacta cgaaaggttc tgctacgcct 
catacagttg
   222781 atttaaatag acctgtggct ttattgatgg ggccagaaac acgcggcttg 
cctgaacatg
   222841 ttcgtctgat gttccctcaa gaacaatgga ttcgtttacc aatggcagaa 
aactcaagaa
   222901 gtttaaactt atctaatgca actgccgtaa ttgtatatga agcatggcgt 
cagcaaggct
   222961 ttaaaaaatt aggttaattt cttaagtact aaataaaaat aaggccctta 
gtggccttat
   223021 ttttattcaa gcttgctcta gcactttttc atcataagtc atttgggctg 
ctaaaacctg
   223081 ttcaatattg gtttcggccc attcctttaa ttggaacgcc attgaagcga 
cattttgccc
   223141 cagagaagtg agtgagtaat caacacgaat aggagacgta ttctgaattt 
tacgctcaat
   223201 aaaaccatct ctttctagca tctttagttt ttgtgataag actttaggag 
agatgccttg
   223261 tatattcttt ttgagcaaat tgaagtgctg agtttcctct tcaagcacat 
ttaaaatcaa
   223321 taaaacccat ttatctgcaa ttttttcaaa aaataaacga gcagggcaat 
gttgttgaaa
   223381 aacattatat tttagacctt cattcatact ttttacctgc taatttctta 
aaaaattacc
   223441 atagttacca gttagtaact aattgacacc tagtatctaa aatatatcat 
taaatggaat
   223501 ttaataaaac ataggttttc ttccatgtct aattctaata ttgcggttgt 
atatttctca
   223561 ggttatggcc acactaaagt agtggctgaa acttttgcta atgaaattaa 
tgctcaactt
   223621 atccagattg atcaggaagg taatatcact gagcaagatt gggaaacatt 
gaataatgca
   223681 aaaggtattg tgtttggtgc gccgacctat atgggtacag caccatggca 
atttaaaaaa
   223741 tttgctgatg caacttcaaa ggtttggttc acacgtggtt ggcaagataa 
agtatttgca



   223801 ggctttacga atagtgcaag tttaaatggg gataaacaag ttacgcttat 
ccagctgcaa
   223861 actttagcat cacagcatgg tggcatttgg gtgagtctgg gcttattgcc 
agcgaataca
   223921 aaagatgcaa cacgtgaaga tgtaaataac ttaggcggtt cggtagggct 
tttagttcaa
   223981 tcgccttcgg atgcaagtgt agatgaagtc ccaacagggg atttggaaac 
agctaaagtt
   224041 tatgcaaaac gtgtacaagc cattgtaaat aaaatatatg gttaatgagt 
ccataaaaaa
   224101 ggcgctttta agcgcctttt ttattattca tgctcattat gttgaggagc 
attatattta
   224161 aagcctttgg ttttataggc aagataacct accccaaaca ctgcccaagc 
taagccaatt
   224221 tgcaaagcaa gcttgtcaat ttctaaccac attaagaaca cactagcaaa 
gccaagcgtt
   224281 ggtacaataa tgtaattaat aatatctttg atagatttgt ttttaccatc 
tctcagcgcg
   224341 tagcgcgaaa tcaccgagaa gtttacaaaa ctaaaagcag ttaaggcccc 
gaaactaatt
   224401 aagttaacaa tatgttcaag gtctaaaaag ccagcagata atgcaaccac 
accaacaata
   224461 agaatgttgt aagtcggagt atgcaatctt gggctaatat gaccaaacaa 
ctttttattg
   224521 ataaccccat cacgacccat tacatacatt aagcgagata caccagcatg 
tgctgaaata
   224581 ccggatgcca ttactgcaac tacagcaaaa tataaaacta atgttttaaa 
tgcaatgctg
   224641 ccaattgctg caaccataac aggttgtgat tcatctaacg gtttaaaata 
gatgtttggg
   224701 ttgctaggga aatacaactg gataaagtaa gtgcttacga taaaaataat 
acctgcaagc
   224761 aatgctgttg agaaaatcgc ttttggaagc gttttttcag catctttagt 
ttcttctgca
   224821 agtgaagata aagcatcaaa acctgtaaaa gaaaagcaca gtactgttgc 
accaccaatc
   224881 aaagcactaa tagaagtcat atcattccaa aaaggagtta atgaccataa 
ttcggcttta
   224941 tcgggattaa gcgtaccatc agcatatacg ccttgggtaa ggagaatata 
tacttgataa
   225001 acaaagtaaa aaataacacc aagttgaata accacaattg tactgttaaa 
acgcgcgaca
   225061 aagcgtgcgc caaataagtt aatcacagtc attaatgcag ttaagccaat 
aacccatagc
   225121 caattattta cttctggaaa taaagctctt aaataaatat cggccaaaat 
gatattgacg
   225181 agtggtgaaa gtagatagtc tagccaagat gaccaaccca ccataaaacc 
aacattaggg
   225241 tgaattgact tttgggcgta ggtatatgct gatcctgaag aaggatagcg 
tttgatcatg
   225301 tgtccataac tgatcgacgt caataaaatt gcaactaagg caaagatata 
agaagtaggt
   225361 acatgtccac cacttcgttc tgatactaaa ccaaaagtat caaataaagt 
taatggctga



   225421 atataagcta aaccaataat aatgatgtgc caaagcacaa gattcttttg 
aagtttagct
   225481 gttggtttag tcccagataa gtttgtcaac ggcgttatcc tcataatcgt 
tgatcaagga
   225541 tcagcttggt gttaaggatc gtttgagacg aacgatcccc cctacataaa 
agataaagtg
   225601 cgccaatcta tcctaaattg atgcaaattg tcagtacttt cgtggatttt 
ttagcaaatt
   225661 ttttgccata tttccaaaga aaatgatgaa taaaaattca tagatataaa 
aaaggtctga
   225721 tttgtcataa aaatcagacc tttagctttt tgctttagat atctaaatct 
taacttacca
   225781 agctttttgt aagatctctc gtagatcttt taagcttgct tctttaggat 
tataaataat
   225841 tgagccatca tttagtgctt tctctgccac ttcatcaagc tgtgcttcag 
taactttacc
   225901 tgtttcacgt aaggtacgtg gtaatttggt taagctaaat aaacgatcac 
gcattgctaa
   225961 aatagttgcg attgctctgt ctgcacgctg agtagcagga gtctgggcat 
aaatatcggc
   226021 acctgcaagt ggtaatagca actcgccaat tttctgacca ttgacttgtt 
tattgtactc
   226081 aagcacataa ggtaagaata agttcatgca cagcccgtgg ggcaggtgag 
caactgcacc
   226141 taatgcatgt cctaatgagt gtacaagacc taccatcgag ttagagaatg 
cgatacctgc
   226201 cattgtagaa gcttgtgcaa gttctaaacg accttgtgag tcatttggat 
tttctaagac
   226261 attaaataga ttttcgctaa tttttttaat acctgcactt gcataggcat 
cactaagcgg
   226321 gttagctgcc atacaggtgt acgcttcaac acaatgtgtt aacgcatcca 
tacccgtcat
   226381 tgcagttaag tgaggtggta aagttaatgt catgcgtgga tctaaaatcg 
cagcatgtgg
   226441 cattaagtaa tatgaagcaa atgccagttt aacattcttt tgtgtatcag 
acacaacagc
   226501 aaccatggtc acttcagatc ccgtacctga tgtagtcggg atgacgaaaa 
atggttttaa
   226561 tggttttggt aggttgtgtg caccagaata ttgaagaaga tcatctccac 
cttctgatac
   226621 taaaatgtta gttgctttag aggtatcgat aacagaacca ccgcccacag 
caataatcgc
   226681 atcacattta tttgtgcgat aagcttccgc ggcaagtcga acaacttcaa 
gacttgagtc
   226741 tggtggaaca tcatcaaaaa catgaccaat gactgcatca gttgtgctaa 
aagcagcttc
   226801 aatagggttc aacaagccat ttgcacgaac gcctttatcg gtaatgataa 
gagggcgttt
   226861 tgcacctaaa gtcgcaagtt caaacggaat atgttctaaa gcagcattac 
cggcaatgac
   226921 ttttacagga caaaagaatt cgtaatatgg tttagccatg ttatgcgctc 
cgcttgaagt
   226981 aagacttagc tacttttaaa taaatatttg cagcttggtt gaatttttct 
tttagggtaa



   227041 gttcagttgg gtattcttta acagcgagtg aagccaccaa tttcggtaaa 
atgagagact
   227101 ccattttatt gaggcagcga actaaacgaa ttgctgcgga tacatcacca 
tcagcaatca
   227161 tacggtcatt tgcaaaggct tgagcagtac tttcctgaaa agagaaaacc 
aaaaaagcat
   227221 gagttacatg cttaaacgta atggttaaat caggcttttt ttccgctctt 
ttcagcagtt
   227281 ctaattgttt atcttctgtc actcgtgcaa aaaatgctgg tccatttggg 
aagacattca
   227341 ttgaaagtac aaagtgaaca ggaaatttag acacttcctc ttgtatttca 
ctatctactt
   227401 gactcgccat gactaagcct cgaccaacaa cgtccatcat gagcttaacg 
taggcaagtt
   227461 gcagagtggg ctttacagct tttgtcgaaa tcacttgcta tcccttctta 
aaattatgca
   227521 aaagcaaatt tagagtaatt actctaatat atttttattc catctcaaaa 
tcatttattc
   227581 aattttgact tctgggtcat taaagtaccc agtagcttta atatactcaa 
taaagtcctg
   227641 acaaagttgt tcaaatgatg gatatggagt cactaaatct tgtatgcgga 
ccatttctag
   227701 ccctgcataa ccacatgggt tgatggtttg aaaaccagtt agagcacagt 
ctaagtttag
   227761 ggctaaacca tgataactac gtccacggcg aattttgaag cctaatgaac 
caatctttct
   227821 gccatccaca taaacgcctg gtgcatcagg ttttgcatat gcttcaatgt 
tatatttctt
   227881 taaaacatct atcataaatt gttcagcaaa actgaccaat gtgcgtacat 
tccatttcag
   227941 tcgattaagg tcaaacataa agtaagcgac gagttgacca ggaccatgcc 
atgtcacttg
   228001 tccaccacgg tcagtttgta ccacaggaat gtttgatgga atcagaatat 
gttctggttt
   228061 tcctgcctga ccttgagtta gtactttgtg atgctggagt aaccacagct 
cgtctgctgt
   228121 attttcatca cgttgattgg tcaggttctt catcgattcg aatttgcttt 
gataatcttg
   228181 taaatcgttc cactgacgaa taatcaaagt gggtttatca aggctcatta 
aacattttcc
   228241 tgtgcatggt acttaacaga agggaagtct ctcaacttta aattatgaga 
gtatgctttt
   228301 gatgagttta aagtattttg cctaaacggt tctaaatatt tgtaattatt 
tctataaaga
   228361 ttggtataaa taaaaatgcc atgacattaa aattgtcatg gcattttaaa 
attaaagcgc
   228421 agttcttatt tgcggacaag cagccaagtc tgcatataaa gcatgcactt 
gttccaattc
   228481 atcaaagcgt aattgcgcgg ttaatgaatg gtatttgcct gtacgtgatt 
cttgtacttt
   228541 taacgttgtt tggtcaaagt caggaaaatg tttcactaga atatcaacga 
cagctatacg
   228601 taattcttca cccgcatcgc caatgagttt aattggatag tccattggaa 
atacccaaag



   228661 gtcttcacgg agttcgcgag atggagtgcg gtctaacata agtaacctca 
tcatgtgaaa
   228721 cgcctgcatc atcgcaggcg tttatagctc tttctattaa atggggacta 
gtctcgaaat
   228781 ttcaagattt caaaaattag tcattctcta ggaaagaacg caagtgttcg 
gaacgagaag
   228841 ggtgacgtaa tttacgcaat gcttttgctt caatctgacg aatacgctca 
cgtgttacat
   228901 caaactgctt acctacttct tctaaagtat gatcggttgg catatcaata 
ccaaaacgca
   228961 tcttcaatac ttttgcttca cgttcagtta agttttctaa aacttcacga 
gttgcttctt
   229021 ttaagccttc tgaagtcgca gcatcaattg gagaagtgat gttctggtct 
tcaataaaat
   229081 ccccaagatg cgaatcttca tcatcaccga ttggagtttc cattgaaatt 
ggttctttcg
   229141 caattttaag aaccttacga actttaacct catccatttc taagcgttca 
cctaactctt
   229201 caggagtagg ttcacggccc atttcctgta ataattgacg cgatacacgg 
ttaattttgt
   229261 taatcgtttc aatcatgtgt acaggaatac gaattgtacg agcctgatcg 
gcaatagaac
   229321 gggtaattgc ctgacgaatc caccaagtcg cataagttga gaatttataa 
ccacgacggt
   229381 attcaaactt gtctacagct ttcatcaaac caatgttccc ttcttgaatc 
aagtcaagga
   229441 actgtaaacc acggttggta tattttttcg caatcgaaat taccaaacga 
aggttggcct
   229501 ctaccatttc ttttttcgca cgacgagctt tggcttcacc aattgccata 
cgtttagaaa
   229561 tatctttaat ttcactaacg tttaggccaa gctctttttc gatatctgca 
attttttgct
   229621 ggaaggctaa aacatcagga cgaacttttt ccaagtgagc cttgatttca 
gctggagctt
   229681 tagcaatttg ttcatctaac caagcaggat tagattcctg tttcgggaaa 
gatgtacgga
   229741 actggttacg gtccatacgg ccacgacgta ctgcataacg cataatttca 
cgttcattgg
   229801 cacgaatttg ttcatgagtt ccgcgaatca tttctgaaat gatgtcaaat 
aaacgtggag
   229861 taaatttaaa catcataaat acagttgcta aagactcaag agcttcattt 
gcttcagggc
   229921 tattacggcc atgtttttca atgacagctt tagtttgagc ccatgcagct 
tctaattcag
   229981 caaaacgaac ttttgcaact tcagggtctg gacctgaatc accttcagaa 
tcatcatcac
   230041 cttcagactc ttcttcttca tcgtcatcat caagcttaac ttctttcgtt 
gactttgtag
   230101 atgattcgtc ttcttcctca agctcttcaa cgtcttctaa aacttcagga 
atatcttcat
   230161 cagtttcagg gtctaaataa ccagataaga tatcggcaag acggcgttcg 
ccagttaaaa
   230221 aatcattata ttcttttaat acaacttcaa cagcatttgg ccagtaagcg 
attgagttca



   230281 agacatcacg aatgccttct tcaatacgtt tagcaatgct gatttcacct 
tcacgggtta
   230341 acagttctac tgtacccatt tcacgcatgt acatacgtac agggtctgtc 
gtacgtccag
   230401 gctcattttc aacagatgca agtacggcag cagcttcttc ttcagcaact 
tcatcagttg
   230461 catcagctga ttcgccgaac atggtatcgt cagattcagg tgcacgctcg 
tgtacaggaa
   230521 taccaacgtc ttgaagcatc tggatgatgt cttcaatctg ttcgctttca 
gtaatcgagt
   230581 ccggcagatg atcgttaacc tcagcgtaag ttaagtaacc ttgttctttg 
cctcggctaa
   230641 tcagagccgc tacttgagaa gtaggggaat gcatatcgct catctttgct 
tactctttgt
   230701 tgaatctgtg gcagtgaaaa accgtgcatg atagcacaat ttgcttgaaa 
tgtttgggct
   230761 ttgatcggtg accgttaaat aaaaaatatc tttgaattca cgactatttt 
ttgaatattg
   230821 ggctaaaatc atttttttca aggttaaatc atagaaaaat ttgtagaaat 
cttcgcttat
   230881 caaaagattg ttctgtttta taaatacaca attttttggg tgaaaaaaag 
tacaaatgag
   230941 caattaaatg aaaaaaatat aaataaaact tgacaaggaa aagtaagaca 
gataaatagc
   231001 ggctagaccc attcacattt tttcattatg aggtagtttt agtgtcttct 
acagattttg
   231061 aactagatga taactacggc gatgatgatg atgtcggttt tgatgagtca 
tcaggcaaaa
   231121 tcagtgcaaa agaatcgttg gaaaaacgta gattaattga tgatctattg 
gcacagcgcc
   231181 gtttagagcg tgagttaaaa gatttcgatt atgatttaga cgatgatgat 
cttgatgacg
   231241 aagactaatc aaaactaaat agggcatcgt cagcttaagt gctatgctat 
cgtcaatttc
   231301 tttttaaagt caggtaacac acaatgagtg cattagattt agaccaatta 
agtgaatatc
   231361 tagatggaga ccacaatgag tatggtctag actttgctgc aactcatgga 
tttttgtgtg
   231421 caattgcagt aggtcctcag tttgaccgtt ggttagatga attgttcgaa 
ggtaaccaga
   231481 aaaaggttcc ggctgaaatt attcaacaaa tcaaggtttg gctagagtcg 
attcgtcaag
   231541 atttagcaaa tgaaaatggg attgaatttc catttgaagt tgaagaagct 
gacgttgaat
   231601 caagcctagg tgattggagt gtagggtttg ttgatgcaat gttcttaaac 
gaagaggcat
   231661 ggtttgcccc tgagtatgaa gaacaattgg ttgatttgac tttaccgatc 
atggttttta
   231721 gcggaattga tgaagaagat ccacagatgg aatctttccg tcgcaatgga 
cagttaatgg
   231781 atgaactggc agaagaaatc ccagataatt tgaatgagtt atatttgatg 
taccatactc
   231841 caaattaatt tattagaaga aataataaat aacgtccttt ctagggcgtt 
ttttattgtc



   231901 agaatttatc tatatgaatt aaaaaaggca tttagaaaac taaatgcctt 
ttttgaaaat
   231961 ctattaaatc ttatagacgt ttacgtttag cggcagcaat ttgtgattgg 
cgcatacgga
   232021 aaccagcttt ttgtttttca gtggttttat caatacaata caagcaagaa 
acaccatgtt
   232081 catagcttgg tagcgcagac tcttcaggag ttaaaggcca gccacaagca 
tgacatttaa
   232141 tgtttgcacc ttcttcaaca ccatgcgtta cagcagtacg tccatcaaat 
acgaaacatt
   232201 cgccttccca aaggctttca tcaggaggag tttcttctaa atatttaaga 
ataccgcctt
   232261 taaggtggta aacctcttta aagccttctt gaagaagtaa agaagttgat 
ttttcgcagc
   232321 gaataccacc cgtacagaac atcgcgattt tcttatcttt atgttgttct 
aactcttttt
   232381 ttacatattc aggaaattcg cggaaagttt ctgtttttgg gtcaatcgcc 
cccttgaaag
   232441 ttccggcttt atattcatag tcattacgtg tgtcgattag aatcacatca 
tcacgtgcaa
   232501 taagctcatt ccattcttta ggatcaagat agtgacccac taaatcacga 
ggttttactt
   232561 caacgcctaa agtcacgatt tcttttttaa gcttgatttt cattttacgg 
aaaggtttgt
   232621 cagaactatg ggattcttta tattccatag cgttaaaacc ttcgtttaac 
aaaaattgat
   232681 gaatcgtatc aattgcctca cggtccccag caacggtgcc attaattcct 
tcacctgcta
   232741 caatcagagt tccgcaaagg ttaattgttt tcactaagtc taaaagacgt 
tgttgaagat
   232801 cagctggatc ttgaacttct ttaaattgat atagtgctgc aacaacccaa 
cccgcggtcg
   232861 cttgctgttc tacaggtgca agctgttcta cagtagcgtt catggaaaac 
tccaaatgta
   232921 ttaagataga aatttaaggc gcatatttta gcgcgaaaat tcgtaataag 
cgagaaaacc
   232981 ataaaaagta tatggtttat ttaaggagtc tgttttgagt agtgatcatc 
gaatgctctc
   233041 tctcacccca tgtgcagggc gttgttcaac agtttttggt gatcaggtat 
gtcgtggttg
   233101 tcgccgcttt aaccatgaag taattcaatg gaatacctat acggcagagc 
agcgtttagc
   233161 tgtctggaag cgtttagatg atcaattgga tcagattttg gtacctatgt 
tgccgcaggc
   233221 gaatctacag catgtagaag gatttatatt aggtaaacgt gtcaggttaa 
tggaaggggc
   233281 gagtaaaggg cgtaaactct accatgcctt aaaaatatgt gaaaagaata 
agcatttagc
   233341 tcatgacagt ggtttaggga tttcagaagc gcaagttaaa caagtatgga 
ctgagtttga
   233401 aagacgtatt ttagctttgg ccaaagcaag ttatgagttg gcttggctaa 
gagctgatgg
   233461 tattagtcat cacttattaa atatgtttga agaagaataa cttttaaaac 
ttatttataa



   233521 aaaaaagctg ccattaggca gcttttttac attaatattc tttcgaatat 
taacgcttga
   233581 tgtcacgttg cacttcacca gtgtaaagct gacgaggacg accaattttg 
taaggaccgc
   233641 tgtgcatttc taaccagtga ctgatccagc caactgtacg tgcaagagcg 
aagataacgg
   233701 taaacatttc tgttgggata ccaatcgctt taaggatgat accagagtag 
aagtctacgt
   233761 tagggtaaag tttacgttca acaaagtacg ggtcgttcaa tgcaatacgt 
tcaagttcca
   233821 tagcaagcgc taattgagga tcattgatac ctaatgcttc aagaacttcg 
tcacaagttt
   233881 gcttcatcac tttagcgcgt ggatcgaagt ttttgtaaac gcggtgaccg 
aagcccataa
   233941 gtttaacttc tttgcgttta actttttcca tgaactcagc aacattttca 
acgctaccga
   234001 tttcatcaag cattttaaga actgcttcgt tcgcaccacc gtgtgcagga 
ccccaaagag
   234061 cagagatacc agcagagata cacgcatatg gattcgcacc agtagaacca 
gcaagacgaa
   234121 ctgtagaagt agacgcgttt tgttcgtggt cagcgtgaag cgtaaagata 
cgatccattg
   234181 cacgagcaag aacagggttt actttgtagt cacggtctgc aggagttgca 
aacatcatgt
   234241 gtaagaagtt ttccgcgtaa tttaagtcat tacgtggata gatgaatggc 
tgacctacag
   234301 tatatttgta gctccaagca gcaagcgttg gaattttagc aatcaaacga 
atcgcagtaa
   234361 tttcgcggtg gttgatgtct tcaatgtcaa ggttgttgtg atagaaagca 
gataatgcgc
   234421 ctactacacc aaccatgatt gccatagggt gagcatcacg acggaaacca 
ttgaagaaac
   234481 ggctaacttg atcatgaacc atagtatgag cacgaacttt cgcatcgaac 
tcaacttttt
   234541 gttcagcagt tggtaactcg ccatttaata ataaataaca agtttcaagg 
tagtctgctt
   234601 gagtcgctaa ctggtcaatc gggtaaccgc ggtgtaataa aatacctttg 
tcaccatcga
   234661 taaatgtgat tttagactcg catgaagctg tcgccataaa accaggatca 
aaagtaaagt
   234721 gacctgaggc caatacatct ttaacgtcga ttacatcggg acctaatgtg 
ccactgtaaa
   234781 ttggtaattc aatttctttg ccatcaagat gtaatacggc ttttttgcca 
gttgcttcag
   234841 acattcaata gatctcctgt cctggtgaat gattatctga ctcgaaatcc 
taattttctc
   234901 atgtgcgaat cagacggtgt caaaatttgc tataagatta gtgagtactg 
aaattttgtc
   234961 aattatactt atggataaaa aatgacgttc ccacagagag ttagtcatca 
agacccgagc
   235021 aaaaaaagtc agtaaaatca ctgcatcggg atggtatcat aagtcaattc 
aagaagaacg
   235081 tgcagaaaaa aatgaagcgt gagtacaatt gtaagcaaat ttttaaataa 
aaattaagaa



   235141 tagggtaacg ttataaaatg ccaatccgat taaaaaaatc ataaaactca 
gactgtaatt
   235201 ttaaattgtg attcaaaaat cgccacatta tcactatttg ataattccaa 
aagttgtctt
   235261 ttttttaagt ttaattgttt aaaaaatagc tcattgaacg gtctagaaaa 
aattaaaact
   235321 cattttttgt aaaaatagtg atcattgtta acagtcaagt agcactttat 
ttcttttgat
   235381 ataaatacgg ataatccctc tttatagata aaaccgaata aaattagcag 
gtaagaagta
   235441 gttttattta tatttttgtc ttgagttgat gatttattaa ctttatcttt 
agtctaaaat
   235501 gcacttattt taaataaaac tgtagaaaag caatttttta taaaagatga 
gattaaacaa
   235561 gcacatgttt tgtttaatct taacttcggg atagggaagg atgctgtttg 
gctatgtgaa
   235621 tgattcttat ttgatgagtt tttgcggaaa agccaaagtc gattgtttgt 
attttgatat
   235681 ttcgcgtttt ataattcagt gtcgtttata ggttaggcat gagctgtgct 
tgcctaacaa
   235741 tgccagcttt ccttggaatt aattcaacaa actccggtcg gagtttctac 
ctacaggatg
   235801 cccgctgtga aaagcaacag acctgtcaat ttgtccatgg gtcaggtgtt 
agcggtaaat
   235861 ttacgctcac ccgtggctat tgcatcaatt ttacaccgtt tatcaggtgt 
catcgttttc
   235921 ttattagtac cagttctctt atggatccta gataaatcat tatcttcacc 
agaaggattt
   235981 gactacgtta aaaatgtcgt ttttggaaat atcctcgtac gttttgttgt 
gtgggtattt
   236041 gtagccggct tgattttcca ctttattgct ggggttaagc atttgcttgc 
agatctaggt
   236101 tttgctgaag aactgcaaag cggtcgtatt gcagcgacaa tttcattgat 
cttatctgtg
   236161 gtagccatta tcgcagcctt tgtatggatt atgttctaat gaaaagtgct 
acaggtttaa
   236221 caggttcagg ttctcgtgat tggtttatcc agcgtgtaag tgctgtggta 
ttggcagctt
   236281 atactgttgt tctttttggt tggatcctct gcaaaggcgg atttgactat 
caacaatggg
   236341 ctggcttcat gatgacatta ccaatgaaga ttttctcttt attggcaatt 
ttgtcgctta
   236401 tcgcacacgc atggattggt atgtggcagg tttttactga ctatgtcact 
actcgtcaaa
   236461 tgggtccttc agcgaaaggt ttacgccttg tactgactac ggctgtcatt 
attgcagtgt
   236521 ttgtgtacgc aatctggggt atccagattt tctgggcgaa ttgataggaa 
gatatcatgg
   236581 gcgcgataaa ccctaaagaa gattattcaa atattcaaaa cctcactttc 
gatgctgtta
   236641 tcgttggtgg tggtggttct ggtatgcgtg catcttacca acttgctcaa 
gcaggtttga
   236701 aagttgcagt acttactaaa gttttcccaa cacgttcaca tacagttgct 
gctcagggcg



   236761 gtattggtgc gtcgttaggt aacatgcaag aagataactg gcatttccac 
ttttacgata
   236821 cagtaaaagg ttctgactgg ttaggtgacc aagacgcaat cgaatttatg 
tgtcgtgagg
   236881 cgccaaaagt tgtttatgaa cttgaacact taggtatgcc gtttgaccgt 
aacgctgatg
   236941 gtacaattta ccaacgtcca ttcggtggtc actctgcaaa ctatggtgat 
aaaccagttc
   237001 cacgtgcttg tgctgctgcc gaccgtactg gtcacgcttt attgcacacg 
ctttatcaaa
   237061 gcaacgtgaa aatgggtact caattcttcg ttgagtggat cgctcttgat 
ttgatccgta
   237121 acgaagcagg tgatgtactc ggtgtaactg caattgacca agaaactggt 
aacattgcag
   237181 tgttccaagc aaaagcaaca ttatttgcaa ctggtggtgc tggtcgtgtt 
taccgtgcat
   237241 caacaaatgc ttatatcaac actggtgacg gtcttggtat ggctgctcgt 
gctggtattc
   237301 cattacaaga tatggaattc tggcaattcc accctacagg tgttgcgggc 
gcaggcgtat
   237361 tgttgactga gggttgtcgt ggtgaaggtg cgatccttcg taacaaagac 
ggcgaaccat
   237421 tcatggagcg ttatgcacca actttaaaag acttggctcc gcgtgacttc 
gtatcacgtt
   237481 ctatggacca agaaattaaa gaaggtcgtg gttgtggtcc aaaaggtgat 
tatatcttgc
   237541 ttgatatgac tcacttgggt gctgacacaa ttatgaagcg tttaccatct 
gtatttgaga
   237601 ttggtaaaaa attcgcaaac gtggacatca ctaaagaacc aattccagta 
gtaccaacaa
   237661 tccattatca aatgggtggt attcctacga atatgcatgg tcaagtgtgc 
ttaccagagc
   237721 ctggtacaga caactacact aaacctgtaa aaggtttcta tgcaatcggt 
gagtgttcat
   237781 gcgtatcagt acatggtgcg aaccgtttag gtactaactc acttcttgac 
ttggttgtat
   237841 ttggtaaggc tgctggtgag cacattatcg attacgtaac taagcatcat 
ggtgatgaat
   237901 atgcgccgct tccaacaaat gtattagagc aaactttagc tcgtgtacgt 
aaattggatg
   237961 aatcaacttc tggcgaaaat gctcaagaag ttgctgatgc aattcgtgat 
atcgttcaag
   238021 accacgcagg tgtattccgt actcaagcat tgcttgataa gggtgttaaa 
gagattcttg
   238081 ctcttgaacc acgcgtgcgt aacatccact tgaaagataa atctaaagta 
tttaacactg
   238141 cacgtgttga agcgcttgaa gttgaaaact tatatgaagt tgcaaaagct 
acattaattt
   238201 cagctgctgc gcgtaaagaa tgtcgtggtg cgcatacggt agttgattat 
gaattaccag
   238261 ctgatcaccc aacttattca tacggtcgcc gtgatgatga gtggatgaaa 
catactttat
   238321 ggtattcatc agataaccgt ttggaatata agccagtgcg cttcaagccg 
ttaactgttg



   238381 atccaattcc accagcacca cgtacattct aatcgggagt ataaagatga 
gtagaggtac
   238441 tcgtacattc gaaatctacc gctatgatcc tgataaggat aaagcgccgt 
acatgcaaac
   238501 tttcaagctt gaattgactg ataagcaccg tatgttgctt gatgcattgc 
ttgctttgaa
   238561 ggttcaagac gaaactttaa cattccgtcg ttcttgccgt gaaggtattt 
gtggttctga
   238621 tggtgtgaat attaatggta aaaatggttt ggcttgcttg caaaacctta 
acgatttacc
   238681 agagaaaatc gtaattcgtc cattacctgg tttgccggtt gttaaagatt 
tggttgttga
   238741 tatgaaccaa ttctatgatc agtatgacaa aattcagcca ttcttgatca 
ataaccaacc
   238801 tgctccacct aaagagcgtt tgcaatctcc tgaagagcgt gaacacttaa 
atggtttgta
   238861 tgagtgtatt ctttgtgcat gttgttcaac ttcatgccca tcattctggt 
ggaaccctga
   238921 taaattcttg ggtccttcag cgttgttgaa tgcatatcgt tttattatcg 
actctcgtga
   238981 tactgcaact gcagaacgtt tggctcgtct tgacgatccg ttcagtttgt 
tccgttgtaa
   239041 aggtattatg aactgtgtgt cagtatgtcc taaaggtttg aatccaacaa 
aagcaatcgg
   239101 tcatatccgt aatatgttgt tagatcaagc gggttaattc tgcgcaaata 
gagaacgcac
   239161 atccttgatg tgcgtttttt tttaatttta taatacgtgt cttatacttt 
agtcggtaaa
   239221 agaggggttt ttatataaag caccatatat taatagataa aattggatat 
gtatttcgcc
   239281 aatttataga tggtatgtgt caaaaaaatc aatcgttcgt taagaacatg 
atacgatttg
   239341 ccacaaagtt ataggtgaaa aaagcgtata ctagtgaaat taaattaagt 
ggcacgatct
   239401 tagatctgtg cttaattttt atggttaaag tcattttaga aaagttaatt 
ttaaagttaa
   239461 tttttctaaa aagatttgca aaaaattgct cggtttttta tcgagtataa 
ggtgagtgat
   239521 gatgccattg agggcgttgt gattcattaa ttacctatgg agttttctct 
ctaggtagta
   239581 tgacgcccca tggtcttgaa gacctgttgg gtaagtagtg tcatttttac 
caatttgaca
   239641 ttatgcatca tgggtatgct taaaaggcag cctgtaatat tttttgcaat 
aggaaatggg
   239701 tccacaaatg caagaagttg ctgacgcatt gcgtcttgac actgaacttt 
ccgctgatag
   239761 tgcagcgtat attgaagaac tttacgagca gtacctgact tccccaacct 
ccgtcgctga
   239821 ggactggcgc caatatttcg ataaatatcc aaagggtgac caaccacaca 
gcgctgtgcg
   239881 tgagcaattc ctattactag gacgtaatgc taatcgtgtt caacctgttg 
tacaaagtac
   239941 tgtaagtact gaacatgagc gtcgtcaaat tggcgtttta caactcattg 
ctgcttatcg



   240001 caatcgcgga catcaaaaag ctaagttaga tccgttaggt cttgctaagc 
gtgaagatat
   240061 tcctgattta gatctttcag cacacggttt aaccaaatca gatttagaca 
cagtattcaa
   240121 cacaggcaat cttgagatcg gtaaaagcga agcaacgctt gctgagatga 
ttgaagcaat
   240181 ggaagcaatc tattgtggtt cgatcggtgt tgaatatatg catatcgtgg 
acacaaaaga
   240241 gaaacgttgg attcaacagc gtcttgaaag tgcccgtggt aaattcaatt 
tctcaaatga
   240301 acaaaagaaa ggcttcttag agcgtttaac cgctgctgaa ggcttagaaa 
aatatctcgg
   240361 taataaatac gtcggcgcta aacgttttgg tgttgaaggc ggcgaatctt 
ttattcctat
   240421 ggtaaatgag attatccagc gtgctggtgc cgtaggttgt aaagaagttg 
ttatcggtat
   240481 gccacaccgt ggtcgtttga accttcttgt taatattatg ggtaaaaacc 
ctgcggactt
   240541 atttggtgag ttcgaaggta aagcacttca taagaaaggt tctggtgacg 
ttaaatacca
   240601 ccaaggtttc tcaagtaatg taatgactcc aggtggtgaa gttcacttgg 
cattggcatt
   240661 taacccatct cacttagaaa tcgttggtcc tgtagtcgaa ggttctgtac 
gtgcgcgtca
   240721 agtacgtcgt agagacatcg gcggtgatga cgtattacca gttattgttc 
atggtgatgc
   240781 tgcatttgca ggtcagggcg tgaacatgga aaccttccag atgtcacaaa 
ctcgtggcta
   240841 tacggttggt ggtacagttc atattattgt gaacaaccaa gttggtttca 
caacttctga
   240901 tccacgtgat gcgcgttcga cagaatactg tacagacgtt gctaaaatga 
ttcaggctcc
   240961 tatcttccat gtaaatggtg atgatcctga agctgttatc tttgctactc 
aattagcaca
   241021 tgatttccgt cacgaattcc gtaaagatgt agtcatcgat ttgttctgtt 
accgtcgtcg
   241081 cggccataac gaagcagatg agccatctgg tacacaacca ttgatgtatc 
aagtgattgc
   241141 taagaaagca actactcgta cactttatgc tgatcaattg gtacaagaga 
aagtacttga
   241201 ccgtgctgaa gctgaccaaa tggttgaaga ttatcgtgct gatttagaag 
cgggtaatca
   241261 tgtagcgaat gctttgattc ttgaaccgaa cactaaaatg tttgtagatt 
ggactccata
   241321 tttgggccat gaatatacag acgattggga tacttcattt gacataaacc 
gccttaaaga
   241381 attaggcgag ggcatgagca agcttcctga agggtttgta atgcagcgtc 
aggttcaaaa
   241441 agtaattgaa gaccgcgtga aaatgcaaac tggtgaaact ccattgaact 
ggggtgcagc
   241501 agaaacttta gcttatgcaa ctttattaga tgaagactat ctagttcgta 
ttactggtga
   241561 agacgtgggt cgtggtacct tctcacaccg tcatgcaaaa ttgcataacc 
aagttgatgg



   241621 ttcaacttac attcctcttt gccatgtgaa agagaaccaa ccacgttttg 
cgatttacga
   241681 ttctctttta tctgaagaag cagttcttgc gttcgaatat ggttacgcaa 
ctacaattcc
   241741 taagagcttg attatttggg aagcacaatt tggtgacttc gtaaactgtg 
ctcaagttgt
   241801 gattgaccag tttattgctt ctggtgagac taagtgggag cgtgtttgtg 
gtttaacaat
   241861 gttgttacca cacggtttcg aaggtcaagg tccagagcac tcttcagctc 
gtttagaacg
   241921 tttcttacag ttatgtgctg aagacaacat gcaagtgatc actccaacga 
cacctgcaca
   241981 gattttccat gcattacgtc gtcaggctgt acgcccaatt cgtaagccat 
taatcgtaat
   242041 gtcaccgaaa tctttacttc gtcataaact tgcgacttct actttagaag 
agctagcaca
   242101 tggttcattc caaactgtaa ttgacgaaat cgatcaaatt aacaagtcag 
atgtaactcg
   242161 tcttgtactt tgtggcggta aagtttatta cgacttactc gaaaaacgtc 
gtgaacaaaa
   242221 cttaactaat gttgcaattg tacgtattga acagttgtat ccatacccag 
agcaacgtct
   242281 tgcggaaatc ttggctgctt atccaaatgt gaaagaactc gtttgggcgc 
aagaagagcc
   242341 gaagaaccaa ggtgcttggt tgtttatcgc accgcgttta tatgacgata 
tcttaaaatc
   242401 tggcaaacaa atccgtatca gttttgcagg tcgtgaagct tctgctgcac 
cagcttgtgg
   242461 ctcaccgtac ttgcatgcaa aacaacaagc tcagctaatt aatgatgcat 
tggcaatcga
   242521 agctgaacaa tcaggagatt ctcaataatg gcaaccgaaa ttaaagcacc 
ggtattccca
   242581 gagtctgttg cagatggaac catcgcaact tggcataaaa aggtgggtga 
acctgtatca
   242641 cgtgatgaag taatctgtga tattgaaacc gacaaagttg ttttagaagt 
tgttgctcct
   242701 gcagatggta gcttggttgc aatcattaaa ggtgaaggcg atacagttct 
ttctgacgaa
   242761 gttattgctc aattcgaagc tggtgctggc gcagcggctg ctgctcctgc 
ggcagtagaa
   242821 caagcagttg ctcagactca agctggtgct gctcctgttg ttgagcgtaa 
cgaaactgta
   242881 tctgatcaag ctcctgcagt acgtaaagcg ttaactgaat ctggcattgc 
tgcttctgac
   242941 gtacaaggta ctggtcgtgg tggtcgtatc actaaagaag atgttgcgaa 
ccatcaagct
   243001 aaaccagctg ctaacgttac tccattaagc gttgctgttg gcgaacgtat 
cgaaaaacgc
   243061 gttccaatga ctcgtttacg taaacgtgta gctgagcgtc ttcttgcagc 
tactcaagaa
   243121 acagcaatgt taactacatt taacgaagtt aacatgaagc caatcatgga 
attacgtaag
   243181 caatataaag atgctttcga aaaacgtcat ggtgctcgtt taggcttcat 
gtcattcttc



   243241 gttaaagcag caactgaagc gcttaaacgc tacccagctg taaatgcttc 
aattgatggc
   243301 gatgatatcg tttatcacgg ttactacgac atcggtgttg cagtatcttc 
tgatcgtggt
   243361 cttgttgtac cagtattgcg tgatactgac cgtatgagct atgcagaagt 
tgaagcaggt
   243421 attgctgctt acgctgctaa agcacgtgat ggtaaattat ctatcgaaga 
aatgactggc
   243481 ggtactttca caatcactaa cggtggtact ttcggttcat tactttcaac 
tccaattttg
   243541 aaccagccgc aaactggtat cttgggtatg cataaaatcc aagaacgtcc 
tatggcggta
   243601 aatggtcaag ttgaaatctt gccaatgatg tacttagcgc tttcttatga 
ccaccgtatg
   243661 atcgatggta aagaagctgt aggtttcttg gtagcaatca aagaattgtt 
agaagaacca
   243721 gctaaactca ttcttgatct ttaatttctt cgaataaata cctaccaggg 
tagagtaatc
   243781 ctctatcctg gtttatggag ataaaaatgt ctcaacaatt tgatcttgtt 
gtcattggcg
   243841 gtggtcctgg tggttatgaa gctgcgattc gcgctgctca actaggcttc 
aaagtcgctt
   243901 gtattgaaaa acgtattcac aacggtaagc cttctttagg tggtacttgc 
ttaaacgtag
   243961 gttgtatccc ttctaaagct ttgcttgatt cttctcatcg ttatgaagat 
acagtgcatc
   244021 atttagctga tcacggtatt acaactggtg aagtgaattt cgatcttgca 
aaacttcttg
   244081 ctcgtaaaga caaaattgtt gaccaattaa ctggcggtat tgatcaattg 
cttaaaggca
   244141 acggtatcga gtggttaaaa ggtacaggta aattacttgc tggtaaaaaa 
gttgagtttg
   244201 ttccacatga aggtgaaact caaattttag aacctaaata cgtaattctt 
gcgtctggtt
   244261 ctgtgcctgt aaatattcct gtagctcctg tagatcaaga tattattgtt 
gattcaactg
   244321 gcgcattaaa cttccctgaa gtacctaagc gtttaggtgt aattggtgca 
ggtgtaatcg
   244381 gtttagaact tggttcagta tggcgtcgtc ttggtgcaga agttgttgta 
tttgaagcaa
   244441 tggatgcatt cttgccaatg gctgataaag cactttctaa ggaatatcaa 
aaaatcttga
   244501 ctaaacaagg tttagatatc cgcattggtg caaaagtatc tggtactgaa 
gtaaacggtc
   244561 gtgaagtgac tgttaaatac actcaagctg gtgaagacaa agaacaaacg 
tttgataagt
   244621 taatcgtttg tgttggccgt aaagcttatg ctgaaggttt attagctgaa 
gattcaggta
   244681 ttaaattaac tgaacgtggt ttagttgaag taaatgatca ctgtgcaact 
tctgtagaag
   244741 gtgtatatgc gattggtgac ttagtgcgcg gtccaatgct tgctcataaa 
gcaatggaag
   244801 agggcgtaat ggctgttgaa cgtatccacg gtcatgcagc tcaagtaaac 
tatgacacaa



   244861 tcatttctgt tatctataca caccctgaag cggcgtgggt tggtttaact 
gaagagcaag
   244921 ctaaagaaaa aggtcatgaa gtaaaaactg gtcaattcgg ttttgctgta 
aatggtcgtg
   244981 ctttagctgc tggtgaaggt gcaggttttg ttaagtttgt tgctgatgca 
aaaactgacc
   245041 gtttattagg tatgcatgtg attgggcctg cggcatctga tatcgttcac 
caaggtatga
   245101 tcgcacttga atttgtatct tctgttgaag atcttcagtt gatgactttt 
ggtcacccaa
   245161 cattctctga agttgttcat gaagctgcac ttgctgtaga tggtcgtgca 
attcacgcga
   245221 ttcaacgtaa gcgtaaataa aataaagagc ggtcctccgc tctttttcac 
attcgatggt
   245281 gtgattaaaa aatcatcaag ttgatagacg tagacagcaa tttgcttata 
caacatgaga
   245341 atgttgcgca aattgaagac aacaaacaaa gttaagtagg taactaaatg 
aacttacatg
   245401 agtatcaagc taaagcgtta ttgaaagaat atggtatgcc ggtacaagaa 
ggtatcttgg
   245461 caaccaatgc agacgaagca gttgctgcat ttgaacagct tggtggtaaa 
ttcgctgtaa
   245521 tgaaggcgca agttcatgct ggtggtcgtg gtaaggctgg tggcgttaaa 
gttgcaaaat
   245581 ctaaagaaga tgttatcgaa tttgcaaaca atatcattgg tactcgtctt 
gtaacgtatc
   245641 aaacagatgc aaatggtcaa ccagtaaaca gcatcattgt tgctgaagac 
gtatatccag
   245701 ttgagcgtga gctttacttg ggcgcggttg tagaccgttc tagccgtcgt 
attactttca
   245761 tggcttctac agaaggtggt gtagaaatcg agaaagttgc ggaagaaact 
ccagaaaaaa
   245821 ttatcaaagt tgaagttgat ccattagttg gtttacaacc attccaagca 
cgtgaagttg
   245881 catttgcttt aggtttgaaa gacaaacaaa tcggtcaatt cgtgaaaatc 
atgacagctg
   245941 cttaccaagc atttgttgaa aatgatttcg ctttatttga aattaaccca 
ctttcagttc
   246001 gtgaaaatgg cgaaatttta tgtgtagacg cgaaagtagg tatcgactct 
aacgcgcttt
   246061 accgtttacc taaagttgct gctttacgtg acaaatctca agagaatgag 
cgtgagttaa
   246121 aagcatctga atttgatctt aactatgttg ctttagaagg taacattggt 
tgtatggtta
   246181 acggtgctgg tcttgcaatg gcaactatgg acatcattaa actttatggt 
ggtcagcctg
   246241 caaacttcct tgatgttggt ggcggtgcaa ctaaagagcg tgtaatcgaa 
gcgttcaaaa
   246301 tcattcttgc tgatacgtct gtacaaggtg ttttaatcaa catcttcggt 
ggtatcgtac
   246361 gttgtgacat gattgctgaa gcaattattg cagcggttca agaagtaaat 
gtaactgttc
   246421 cagtggttgt tcgtttagaa ggtaacaacg ctgagttagg tgcgaaatta 
cttgatgaat



   246481 ctggtttgaa attaatttct gcgaacggtt tgtctgatgc cgcagaaaaa 
gttgtagctg
   246541 cagttaaagc gtaaggggag tatcaatcat gagcgtatta attaataaag 
acactaaagt
   246601 attggtacaa ggttttactg gtaaaaacgg tactttccac tctgcacaag 
ctttagacta
   246661 cggtacaaaa gttgttggtg gtgttactcc aggtaaaggt ggtacaactc 
accttgactt
   246721 accagtattc aacacaatga aagaagctgt acgtgaaaca aatgcagatg 
catctgtaat
   246781 ctatgtacca gctccattcg ttttagactc aatcgttgaa gcggttgatt 
caggtgttgg
   246841 cctaatcgtt gtgatcactg aaggtgttcc aacaatcgac atgcttaaag 
caaaacgtta
   246901 tttagaaact aacggtaacg gtactcgttt agttggtcct aattgcccag 
gcgtgatcac
   246961 tccgggtgaa tgtaagatcg gtattatgcc tggtcacatc caccaaccag 
gtcgcattgg
   247021 tatcatctca cgttcaggta cattgactta tgaagctgtt gctcaaacaa 
ctaagcttgg
   247081 tttaggtcag tctacttgta tcggtatcgg tggtgaccca atcccaggta 
tgaaccaaat
   247141 tgaagctctt caattgttcc aagacgatcc agatactgat gcaattatca 
tgatcggtga
   247201 gatcggtggt acagcggaag aagaagctgc tgaattcatc aaatctaacg 
tgactaaacc
   247261 tgtagtaggt tacatcgctg gtgtaactgc gcctaaaggt aagcgtatgg 
gtcacgctgg
   247321 tgcgatcatt tctggtggtc aaggtactgc tgaagagaaa ttcgctgcat 
ttgaaaaagc
   247381 aggtatggct tacactcgta gcccagctga gcttggttca actatgttgc 
aagtattaaa
   247441 agagaaaggt ttagcttaat tgcttccttg aatctttaaa aaataccgca 
tctgaaaaat
   247501 gatgcggtat tttttttgta ttattgaaaa gttaaataaa attgatacaa 
ggaataattt
   247561 ggttaaaaaa agacaaaaaa atacgcaatg attggggtga tcactgcgta 
gaacaacgaa
   247621 tctgttaaaa acagtttcgg cttaaggaga aatgtcgtga ggttcatatc 
aacctactca
   247681 agttatatta gtgacgcatt cttatttgtt cattaaggtt cacgttaatt 
agtgttactt
   247741 cacgttaaaa gggtaaaagc gtgtgaatca taataaatat atagaaattc 
taaaaaatta
   247801 aattgttgaa tctaaaaata attataaaaa aagccccgta gggctttttt 
gatttatatc
   247861 tttaatataa aaaattagaa cttaaataag cctaagccat ctttaacttc 
gtctaaagtc
   247921 tgctgggtaa tgattcgaca tttatcagta ccttggcgta aaacatccat 
aatgtagtca
   247981 ggatctttag caagttcttc acgacgttca cgtataggtg taattaattc 
ttttagtaca
   248041 ccttcaagac gttttttaac tgtaccatca ccaagaccac cacggcggta 
gtgtgctttt



   248101 agctcttcaa cttcttcttt atttgggtca aatgcatcta aataagtaaa 
tacaatgttt
   248161 ccttcaactt gacccggatc ttcaatgcga agatgatttg gatcggtata 
catcgcattt
   248221 acagcttttt taatgtcttt gtcagaagca tttagaacaa tggtattgcc 
taatgactta
   248281 gacattttcg ctttaccatc aaaaccaggt aaacgagcca tattagaaag 
caatgcttta
   248341 cattcaggta aaaggtcttg accaatttga cggtttacac gacgcacgat 
ttcgttagtt
   248401 tgctcaatca ttggaatttg atcttcgcct actggtacta cagtcgcttt 
aaaagccgta
   248461 atatcagctg cctgtgctac agggtagcaa aggaaaccgg caggaatatc 
acgttcaaaa
   248521 ccacgcattt gaatttcaga tttgatggtt gggttacgct ccaaacgagc 
tacagttaca
   248581 aagttaagat ataacattgt aagctcattc agtgcaggca agcatgactg 
tacacaaatt
   248641 gtggttttag ttggatcaat gcctaccgct aaatagtcta gagcaacttc 
taaaatgtta
   248701 cggcgtactt tatctgggtt atcggcattg tctgttaacg cttgtgcatc 
tgctaataag
   248761 agatgttgat gatggctatc ctgtagacct acacgagaac gcaaagaacc 
gacaaaatgc
   248821 ccgaggtgaa gttgtccggt tgggcggtcg cctgtcaaaa taattggacg 
ctgatcaaca
   248881 ttactcatta tttattccac tatggtattg gcttaatcag ggataataag 
ccctgcaata
   248941 taaaagattg gcattattgt acgggaaata aaattttttc gtcagcaatt 
gggtaaactt
   249001 ttcttaaaat aatattgtga atttattcag taaaattaca aaaattgaaa 
aaaatcatct
   249061 tacaatagtt taataaatac aaacctggat aagaaatggc aagtggctta 
cttttactac
   249121 tagatgatat tgcaacaatt ttagatgacg tcgccttaat gagcaaaatg 
gcagcaaaaa
   249181 aaactgctgg tgttttaggt gatgatttgg ctttaaatgc acaacaggtt 
acaggtgtcc
   249241 gtgctgatcg cgaattaccg attgtgtgga aagttgctaa aggctccttt 
gttaataagc
   249301 tcattttagt tcctctagct ttattaatta gtgtgattgc tccttggttg 
attaatcctt
   249361 tattaatgct tggcgggcta ttcttatgtt atgagggtgt tgaaaaagtt 
cttcatacca
   249421 ttacccataa aaaagcctca acctcagaag aagcacaaaa agagtttgat 
agtgaagagt
   249481 tagacttggc aacttttgaa aaagataaag tgaaaggagc tattcgtaca 
gactttattt
   249541 tgtcagctga aattgtggtt atttctttag gtactgtggc aactgcaact 
ttaatgacta
   249601 aagttagtgt cctcagcatt attgcagttg tgatgacgat cggcgtttat 
ggtttggtcg
   249661 gcatgattgt taaaattgat gacttgggtc tatatttaac aaaacaggct 
gcttctttta



   249721 aacaaactat tggtcgcggg ctgcttgcat ttgcgccact tttaatgaag 
ttattgtcta
   249781 tcgtcggcac tattgcgatg tttttggtag gtggagggat tattaatcat 
acgattcctt
   249841 tactccatca tgtcactgaa aatacagttg accatgtgga aactatacct 
gctgtaggca
   249901 acatcattgg tgctttaacc ccaacgctta ttaactttgc aataggaatt 
gttgctggtg
   249961 caatagtatt gcttgttgtt agcttgatac aaaaaatgtg gccaaaagct 
tctagttaat
   250021 caggccatct acaaagaaga gggaaattat gcgttggaga gatcgtcgag 
tcagtaccaa
   250081 tgttgaagac cgtcgaggcg gaggcggtgt tagggcaggt ggtattagta 
ttattggttt
   250141 ggttgtggca tttgttgcat ggaaattttt tggcgttgac ccccaacaag 
catatcaggc
   250201 aacgcagcag gttactgctt cgcaacaatc aaatgcaact gcacccgaaa 
gtttaaccgc
   250261 cgagcaaaag gaagcttctg attttgttgg aacagtatta gccgatacag 
aggatacgtg
   250321 gacacctatt tttaaacagt taggtaaaac ttatacgcca ccaaaattag 
tcttgtttaa
   250381 tgggatgatt cagtcaggct gtggcacagc tcagtctgca atgggtccct 
tttattgccc
   250441 ggcagatcag aaggtttata tcgatacaga attcttcaaa gatatgcgtg 
agcagatggg
   250501 aatatctggt gaacaaaatc agacagaatt atcgagacaa gatcaggcag 
gggactttgc
   250561 ccaagcttat gtggttgccc acgaagtagg acatcatgtt caaactttgc 
ttggtatttc
   250621 atctcaagtg caacaggctc gtgcacaagt cagtcaaaga gaaggtaatc 
agttatctgt
   250681 acgtcaagaa ttacaagctg actgtttagc gggtatctgg gccaatcata 
atcaacagcg
   250741 tactcagttt ttagagcagg gggacgtcga ggaggcaatg gatgccgcgc 
aaaaaattgg
   250801 agatgactac ttacaaaaac gagcaacagg acaagtcgtt ccggatagct 
ttactcatgg
   250861 tagtagtgaa cagcgaatgc actggttcca agtcggttta aaaaccggtg 
atattaacca
   250921 atgcgatact tttaataatt ctatctaaat ttataaataa gatgagttta 
caaggtgttt
   250981 aagtaggctc atctttttaa tcatcccttc tacataatta atgttaagaa 
atttaactaa
   251041 ttgatagaat gattaacgta attcgttaaa cttgtattcc aactttttaa 
ttgcttgggc
   251101 acacatgagg tgtctatttt ctcgttctgt tcagttcagc tgtctagatt 
ttttatttgg
   251161 tcattgaccc agaagaaggg tgttcatggg taattttttc ttattacaag 
catttacggt
   251221 tgtatttgcc ttatcaattg cgaccaccat atttaataaa cgtattttgg 
gctttcctca
   251281 ggctatcggc gtacctcttg tttctgcgat ttttgtcttc attttgcaat 
ggggagccag



   251341 tcttttaaat ggtaatcaat tcattacgat caatattcat aatattgagg 
aagcagtacg
   251401 tcacatcgat ttctatgatt ttttaattaa tggtgttatt tgctttattc 
tgacatcttc
   251461 agcacttaaa tttaaaattt cagatctaag aagctattgg aaacagatta 
gtattttggc
   251521 cactattgcc ttggtaatct gcgctgtatt gtttggtagc ttactttacg 
gtttccaatt
   251581 gttagttggg catcatgtac caattttggt tcttctatta ttaggtgcag 
cattaggtgc
   251641 aacagacccg atcggtatca aaggtgtttt aagttcaatt cgtgctcctc 
atcatctcat
   251701 tgttaaatta gaaggagaat ctttatttaa cgatgcgatg tgtattgcct 
tatttatgac
   251761 attactgaat gttttacagg gtgaacattt ttcattggtt gcgacattag 
aagctttgct
   251821 ttatgaaatt gtggtagctg ttggtattgg gtgggcattt gggataggta 
ctttacgctt
   251881 attacgtggt aaacacgaaa tggaatccct gattttaaca actgcattac 
ttgcaagtgg
   251941 agcatatttg gtggctctat ttgcccatgc atctgcaccg attgcctgcg 
tcattggtgg
   252001 tttaatcgtc ggcaataaat ggaaagaaat tcgtgaagag cgtgagatca 
gagaggttaa
   252061 ccatttttgg catacggtag aagggattat caattcattc ttatttactt 
taattggcct
   252121 tgagttattt attcttgact taaactttag cctgatttta ggtggaatag 
ttgctttctt
   252181 tattctgcat atttctcgtt ttgccgccaa ctttatgtct tttgctttct 
tcccaacaat
   252241 gcgtaagacc aaaagttaca atggtagttt aactatttta tcttggggtg 
gtgttcgagg
   252301 agggatttca ctcgctttaa ttttggcggt cgcgaatatt ccggcgctga 
gtccttatag
   252361 tagtattctg attggatata cctttattag cgtattgtta tctggtgtag 
tgtgtggact
   252421 tggccttcct gcggtaatga atgcgtttta ttacaatcct aatgaagaaa 
cggaagggct
   252481 taaaggcttt tatcaaaagc tatgccataa aatgaatcgc cgtggctttc 
aatatatagt
   252541 tggagaagat gcattaggaa gagaaacaat tactatcttt aacccagatg 
ttattgttga
   252601 tcaaaaaaca gaagacggga tcgcaaccat gcatgatcca aataagttac 
aagaagtaaa
   252661 acgttttgaa agtcccgata atttctaaaa gtaaataaaa aataattttt 
atttgaatat
   252721 aaaaatgagg ctttagtgta atagtaaaat attatataaa gccatttttt 
tttctatata
   252781 tatcattatt aatatatttt attttattga gatattaaaa cttgttatat 
aaaaatttaa
   252841 attaaaataa ttttcaatga atgttcaata ataagaaact aattttgttt 
tatatataaa
   252901 acagttaata agcttgttga ataaattata agtagaaaaa tcagattttt 
atttatataa



   252961 aatttgtatt aattaatttt ttttctttga gtactttagt atttgttttt 
tttattttaa
   253021 agtgtttaat gtaaaaatga tcacattact taatgttttt aagttgtagg 
tcaaaaactc
   253081 gaaaacatta agtaaaaaga attatacata aaatcattta aatcaataat 
ataaaaggaa
   253141 tatagatatg cctgagatac aaattattgc caaggataat cataaaacct 
tggtaaccac
   253201 agagggaact tctgcaaaac tttcagaagc gtcagttgtg ttggtgaaag 
tggctgccag
   253261 tgatgtattg gtagtgaata gggagggtac caatgcagtc atacgtctga 
aaaatggcga
   253321 gactattgtt attgaaggct tctttagtgg aacagctgag cctaaagata 
acagtctggt
   253381 tttccaagat gaaaatggac agttgatttg ggcaaaattc aaagatgctg 
aaaatgatgc
   253441 agatgctgat agtgatgcgg atgcagatgc tgacagtgac gtggaaccac 
aagcactttt
   253501 aggtgaagat ttaccagcag ctctaccagc agaagctcca caagagttgg 
tatctgatgt
   253561 tatttaccag cctatttctt caattgagcc tctactttat catgatgcag 
gcgtgaaccc
   253621 atggttatgg gctgctattc cactagttgc aggcggtatt atcgctgcag 
catcaaatca
   253681 tgatagtaat gatgattctt cagtacctgc tgacaccact ccaccaagta 
ccgatggcgt
   253741 aactttctcg gttgaccctg ttacttctga taatgtgatt aatgcatcag 
aagcatcagg
   253801 taatgtcacc attacaggtg ttttgaaaaa cattccagca gatgcggcca 
acacggccgt
   253861 tacagttgtt attaatgggg taacttataa tgcgactgta gataaagcag 
caggtacatg
   253921 gacagtaagt gtaccgggca gtggcttagt tgcggatgca gataaaacaa 
ttgatgccaa
   253981 agtaacgttt acagatgcag caggtaatag cagcagtgtt aacgatacac 
aaacttatac
   254041 acttgatacc actgcaccaa atgcaccagt gattgaccca gttaacggga 
cagacccgat
   254101 tacaggtaca gcagaacctg gttcaacagt gactgtgact tatccggacg 
gtagtacgaa
   254161 aactgttgta gcaggaccgg atggtacttg gactgtgcca aacccaggtt 
tgaatgatgg
   254221 cgatgaagtt acagctgtag caacagaccc tgctggcaat acatcaggac 
caggaacagc
   254281 tattgttgat gcagttgcac cgacagtagc gcttaacgat gtattgacca 
atgacagtac
   254341 accagcactt actggtacag tgaacgatcc aacagcaact gtggttgtga 
aggtggatgg
   254401 tattgactat ccggcagtaa ataatggtga cggtacatgg acgcttgcag 
acaatacctt
   254461 gcctgtatta acagacggtc cacacaccat taccgtgact gcaacagatg 
cagcaggcaa
   254521 tgcgggtaca gatacaggtg ttgtgacagt tgatacagct gctccaaata 
cagctggcgt



   254581 tacctttacg attgattcag taacagctga caatgtgatt aatgcatcag 
aagcagcagg
   254641 taatgtcacg attactggtg ttctgaaaaa cattccagca gatgcgacta 
acacggccgt
   254701 tacagttgtt attaatgggg taacttataa tgcaacggta gataaaacag 
caggcacgtg
   254761 gacagtaagt gtgccgggca gtggcttgac tgcggatgca gataagacga 
ttgatgccaa
   254821 agtaacgttt acagatgcag caggtaatag cagcagtgtt aacgatacac 
aaacttatac
   254881 acttgatacc actgcaccaa atgcaccagt gattgaccca gttaacggga 
cagacccgat
   254941 tacaggtacg gcagagcctg gttcaaccgt aacagtaacc tatcctaatg 
gtgacacagc
   255001 aacagttgta gcaggacccg acggcagttg gtcagtacca aaccctggcc 
ttaatgatgg
   255061 tgacgaagtt gaggcaattg ctacagatcc agcaggcaac ccatctttac 
caggtacagc
   255121 tactgttgat gcagttggtc caaataccga tggtgttaac tttacggttg 
attcagtaac
   255181 agctgacaat gtgattaatg catcagaagc gtcaggcaac gttactgtta 
ctggtgtatt
   255241 gaaaaacgtt ccggcagatg cagcaaatac agtagtaact gttgtgatca 
atggccagac
   255301 gtatactgca actgtagata gcacagcagg cacatggaca gtaagcgtac 
caggtagtga
   255361 cttgactgcg gatgcagata agacgattga tgccaaagta acgtttacag 
atgcggcagg
   255421 taatagcagc agtgttaacg atacacaaac atatacaatc gataccactg 
cacctgatgc
   255481 accagtaatt aacccggtta acgcgacaga cccgattaca ggtacggcag 
agcctggttc
   255541 aacagtaact gtgacttatc cagatggcag tacaacaaca gttgttgcag 
gaccggatgg
   255601 tacttggaca gtaccaaatc caggtttaaa tgatggcgat aaagttacag 
caattgctac
   255661 agatccagca ggtaacccat cattaccagg cacagctatt gtcgatgcag 
ttggcccaaa
   255721 tacagatggt gttaacttca cggttgattc agtaacagct gacaatgtga 
ttaatgcatc
   255781 agaagcgtca ggcaacgtta ctgttacagg cgtattgaaa aacgttccgg 
cagatgcagc
   255841 aaatacagtg gtcactgttg tgatcaatgg ccagacgtat actgcaactg 
tagatagcac
   255901 agcaggcaca tggacagtaa gtgtaccggg cagtggcttg actgcggatg 
cagataagac
   255961 gattgatgcc aaagtaacgt ttacagatgc ggcaggtaat agcagcagtg 
ttaacgatac
   256021 acaaacatat acaatcgata ccactgcacc tgatgcacca gtaattaacc 
cagttaacgg
   256081 gacagacccg attacaggta cggcagagcc tggttcaaca gtaactgtga 
cttatcctga
   256141 cggcagtaca acaacagttg ttgcaggacc ggatggtact tggacagtac 
caaatccagg



   256201 tttaaatgat ggcgataaag ttacagcaat tgctacagat ccagcaggta 
acccatcatt
   256261 accaggcaca gctattgtcg atgcagttgg cccaaataca gatggtgtta 
acttcacggt
   256321 tgattcagta acagctgaca atgtgattaa tgcatcagaa gcgtcaggca 
acgttactgt
   256381 tacaggcgta ttgaaaaacg ttccggcaga tgcagcaaat acagtggtca 
ctgttgtgat
   256441 caatggccag acgtatactg caactgtaga tagcacagca ggcacatgga 
cagtaagcgt
   256501 atcaggcagt gacttgactg cagatgcaga taagacgatt gatgccaaag 
taacgtttac
   256561 agatgcggca ggtaatagca gcagtgttaa cgatacacaa acatatacag 
ttgatacggt
   256621 tgcaccaaat gcaccggtgc ttgatccgat caatgcaaca gacccagtaa 
gcggtcaggc
   256681 agagcctggt tcaaccgtga ctgtgactta tcctgatggc accactgcaa 
cagtggtagc
   256741 aggaccggat ggtagctggt cagtaccaaa cccgggtaac ctggtggatg 
gcgatacagt
   256801 gactgcaaca gcgactgacc ctgcaggcaa cacttcattg ccaggtacag
//
LOCUS       NODE_7_length_255792_cov_104.630892255792 bp   DNA linear
17-DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..255792
                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
     gene            complement(116..469)
                     /locus_tag="DSM_02302"
     CDS             complement(116..469)
                     /locus_tag="DSM_02302"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSNFVFKRGDTFNLNLQLVDMDEALQYPPDDVRRAIDLTGYTFT
                     
SQVKALADGATVATLTCTALSQSTQKGWLNIKSSASTATWPLGLCQMDIKAVVSGTTQ
                     HTETLTFQVIDGVTA"
     gene            complement(566..1087)
                     /locus_tag="DSM_02303"
     CDS             complement(566..1087)
                     /locus_tag="DSM_02303"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKSTLGWGAAGLVALGIFGSGNDNSPKQTSDSENAQSAVEEVI
                     
ESKYINTNSLNIRDKPNGQVVGKLGRGEKVDIYEMKGNWARISLNSSSPQWLSTKLLC
                     
ETDGCFKQKSRSTTSNNYQALKSHPHHSERKQKKTYYDSDCSCAVVDYCVGPRGGHYC
                     ITSGGNKRYKPRY"
     gene            complement(1196..1414)
                     /locus_tag="DSM_02304"
     CDS             complement(1196..1414)
                     /locus_tag="DSM_02304"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSCMLTLEEIEIKRQELERHLEDVMSVELSKWQSENKLCVSDVN
                     IRLANVVSLGGPKHNVVTGVSVDLDNEL"
     gene            complement(1416..1859)
                     /locus_tag="DSM_02305"
     CDS             complement(1416..1859)
                     /locus_tag="DSM_02305"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MASRLTLFLKSTVVKMAMTLEQTRQAIIDRMQSFTGIAQDRIQY
                     
PNAPGFNVPKDGVWCRLTIAGGPSFNSGIADKPCTRRTGNIMIQCFARPNSGIIEITK
                     LSDALLAHFEYFTIEHLECLNGQSIYAGKDADFIQYNVSIGYKVN"
     gene            complement(1816..2184)
                     /locus_tag="DSM_02306"
     CDS             complement(1816..2184)
                     /locus_tag="DSM_02306"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MGWKGKKPTSFSLDVSKAAEAHVKNIVMDTVQSLVNLSPVDTGA
                     
YRASHIVSIGSADFGVREPETNPIQDAAIQAVKIKLGNLVYIQNNKAYAPRLENGWSD
                     QAPQGIYGLTFNFISQKYGG"
     gene            complement(2156..2566)
                     /locus_tag="DSM_02307"
     CDS             complement(2156..2566)
                     /locus_tag="DSM_02307"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11



                     /product="hypothetical protein"
                     
/translation="MVNTNYVPLWLISPFQHVHYTLVRNQLHMDLLFEDMNKVDQFLS
                     
IEGAAAQVDFYSEGAYAVVQLGDTSERNQIEVYGLLLHEAVHVWQKIKKLMGEREPSS
                     EFEAYSIQAIAQDLFKMYEESEVKSHGVEGEKAD"
     gene            complement(2618..2911)
                     /locus_tag="DSM_02308"
     CDS             complement(2618..2911)
                     /locus_tag="DSM_02308"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MATQAYVIVIEIPEKKCPNVRGKASLIKDGKAKVYLSNNTTSRD
                     
AENGFDRYGVTGGRNAVVVTEATFPKYEEEITNYLNRRFGEDWSLKLEKCSVA"
     gene            complement(2919..3116)
                     /locus_tag="DSM_02309"
     CDS             complement(2919..3116)
                     /locus_tag="DSM_02309"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MGYIVKLTDSGKYLIPDNEGLLTTTDSKEKAVEFGQIDDEESAK
                     LTAHSFSGGMTTGVDFIIEKV"
     gene            complement(3185..3553)
                     /locus_tag="DSM_02310"
     CDS             complement(3185..3553)
                     /locus_tag="DSM_02310"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MGLREEIQADIAEAFNDDLADAVHSFTCDRISRKDWDPKTETYV
                     
EVKENYSGRGVLFGSYSQYEIQTLGVLATDKKATVLQNEVTKEPKIDDEWLTALGSFR
                     VIHIQQDPASTIWKCQLRKV"
     gene            complement(3554..3934)
                     /locus_tag="DSM_02311"
     CDS             complement(3554..3934)
                     /locus_tag="DSM_02311"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSFITEQEAIEHVEGFDALSASDKAQYLQMAEAYLLARNVKPYE
                     
DATQVPEPLKTASYQIIKGIMKGDLYQGQEQALKRKKVKADTVETEKEYQDGSVKLSA
                     IEQFILDLIKPYSKRKAVFFVRKI"



     gene            complement(3938..4273)
                     /locus_tag="DSM_02312"
     CDS             complement(3938..4273)
                     /locus_tag="DSM_02312"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MGLSSFNRARERQQMTETKIAELEEQLATVKGEFIAFQNDTEAM
                     
KARIAELESGEGGQTPEDDQKPSDTQPQPINYAGLKVDELRAVLTEKGIAFEAGAKKD
                     ELLALIPKE"
     gene            complement(4318..5268)
                     /locus_tag="DSM_02313"
     CDS             complement(4318..5268)
                     /locus_tag="DSM_02313"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MAETKIADVIVPELFTPYVLNKTAEKSALWQSGIVGELDEKVAF
                     
GTEGGTTVNIPFWNDLSGESEVLSDGKALGVNNITAGKDIAILHARGKAWGANDLSKA
                     
LSGDDPLGAIADLVADYWAREFQGFTVNTLKGVFGSASMAGNTHDISAGTGAAAVIDG
                     
HSFIDASYKLGDAVDKLTAISMHSFTMAALAKQGLIETVRDADGVVLYKTFMDRRVIV
                     
DDGMPVDGDVFTSFLFGQGAIGFQDIGAPVGVETDRDSLAGTDILINRRHFVLHPRGI
                     KWAGDTGIAPNNAGLATAANWERVYDPKQIRIVAFKHKIK"
     gene            complement(5282..6073)
                     /locus_tag="DSM_02314"
     CDS             complement(5282..6073)
                     /locus_tag="DSM_02314"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSLPFIVDSLDAIKEEHRALYVEENGKFRLDLEGYEDPKGLKSA
                     
LQSERDAAKNAKLELQKLQKQFEGIDPEIVKKVFAQIDQDEEAKLIAEGKVNEVIQKR
                     
TEKMREEHEKLLKAEKERADKAEAYAQKFKQSVIQSQIVQAAIELEALPEATPDIAFL
                     
AQSKFALDENGKAVAVDENGEVVIGKDGQTPMTPKEWVESLREQKPYYWPKPNGMGAP
                     GSNNSKGQPDILKADGSVNMTKLAQLRNENPQLAKELAAKHGIKL"
     gene            complement(6160..6474)
                     /locus_tag="DSM_02315"
     CDS             complement(6160..6474)
                     /locus_tag="DSM_02315"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1



                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIKEVTEQELAEKSVAPRVTKAQIDSLMERVTYTVEQRPGGTTS
                     
TFVHAFLDGKFFLATGFSACVNAENFDAEIGERMARGNAEKSAENKLWELEGYRLFAT
                     NY"
     gene            complement(6526..6678)
                     /locus_tag="DSM_02316"
     CDS             complement(6526..6678)
                     /locus_tag="DSM_02316"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSEKQINMSDAQYILSTKLILVPFLQIKISRAMAIYGFTFERLK
                     AIALIN"
     gene            complement(6694..6924)
                     /locus_tag="DSM_02317"
     CDS             complement(6694..6924)
                     /locus_tag="DSM_02317"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSESRHLVLKRHPTLKGYLVICDEETGQPLAGQRAVQMNSDALN
                     GPATITVTFEAYGAHGVRLLTDEPRPTQTKQM"
     gene            complement(6921..8027)
                     /locus_tag="DSM_02318"
     CDS             complement(6921..8027)
                     /locus_tag="DSM_02318"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MASKEDKSLIEVLTQHQAYLYRVSSQSVNELLKIFNDESILMLA
                     
KLRDLLDELNDSEKMALASGQYTTTNLKEIRDLIAQWFIGLNTALPEAFAVSATALAV
                     
YEANYTAKLYGGKIKKPNGEKLYAAAKKVPLVGGALVDELLSKIAETARQKVEYAIRD
                     
GINSGKTNQEIVQRIRGTKRLNYEDGLLSSSKTDIDRTVRTVRSHVANQAYLNSFNQI
                     
GFEYVRLVATLDGRTSKLCATLDGSVWEINDPAKRVPPLHPNCRSILVPVEKDGKLVG
                     
ERPFVMDERRVKDIPKEERSQLIGQLDANTTFREFFKKTDDFFQREWLGPKRYKLYKE
                     GKFDFDKFFDPEGRLYTLDQLRKLDEQTFKELGL"
     gene            complement(8037..9377)
                     /locus_tag="DSM_02319"
     CDS             complement(8037..9377)
                     /locus_tag="DSM_02319"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MAVTDKHPQYIAAQKSWEIMRDAVAGEEQIKQAQTKYLAKSAGM
                     
IEAEKQGDTTGEIYKAYLSRAQYPLWVQDALRTMIGLVSKLEPNIVIESSLLKGLIEN
                     
ATNDGFGLKQLFIRICSELLEFGRCGLLVDVDGAGVPYFALYDALSIINWKENSIGGR
                     
KDLKLLVLEEQFENSEDEFGHDTKTVHRVLSMVDGALTVRLFDGSVEEDKTPDLGGNQ
                     
LSFTPFVFCGTTDNSPQVGTVPLLTMAKAALKYYQLSADYYQSLHHTAHPQPWINGLE
                     
GDEDISVTGVMAVWSLPSESQCGYLEISGSGIELTKKEMDAQKNSALEAGAKVIDTNS
                     
QESGEARRARQDDQQASLHSIVTCAAAAIEQAIKYAAQWLKLDSTKYAFTVEPEFIVQ
                     
QYDINLAKQLYEGAIAGKNSFRTYWEYLMTGKLPAHDYQEEVKRVEGERDSMPL"
     gene            complement(9417..10709)
                     /locus_tag="DSM_02320"
     CDS             complement(9417..10709)
                     /locus_tag="DSM_02320"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPNINPTLNVPQANFLQMEKKFRAFVAGFGSGKTWVGCSSLCNK
                     
AWEFPKVPLGYFAPTYPQIRDIFFPTIEEVAFDWGLKTKVYETNKEVDIYYGRQYRTT
                     
IICRSMEKPATIVGFKIGHALIDELDVMAKVKAQQAWRKIIARMRYKQAGLLNGIDVA
                     
TTPEGFKFTYEQFVKEANKSEAKRKLYGMIQASTYDNEANLPDDYISSLYESYPPQLI
                     
SAYLRGQFVNLTSGAVYPDFDRVLNHTDEEIKKGEPLLIGMDFNVLKMAAVVYVIREG
                     
KPRALDELVGVRDTPTMCQLINERFPDHDITVIPDASGQATSSKNFSESDHAILKKNG
                     
FKVEVNGVNPGIKDRITAVNAQILNAEGERHLKVNTNKCPNFTATLEQQVYDDFGMPD
                     KSAGLDHVGDAGGYPIAKRFPVIIQKIFKRRAIAGFSR"
     gene            complement(10669..11184)
                     /locus_tag="DSM_02321"
     CDS             complement(10669..11184)
                     /locus_tag="DSM_02321"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MAALKEQVKIFIVQALACMDTPQQVANAVKQEFNIEIDRKQVQL
                     
YDPTKAAGKNLSKKYKDLFHKTREDFKKNVYDIPLANKAYRLKELQKIYEDWKNNRLM



                     
KQGVIKQVREEMQGYDLMLLNLELKQLEIEKLREGEGDEDPTPVKVTIQVVDASKKDA
                     EHQSDTECTSG"
     gene            complement(11243..11884)
                     /locus_tag="DSM_02322"
     CDS             complement(11243..11884)
                     /locus_tag="DSM_02322"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MEQIRPFPPTDFIDQADEEEAIRLTPAPDLKKWVVANYLTIGGP
                     
LYNPDHDHIAELLHDNEEFLAFAWASSAYKSKQAMVLGQCEKVMFNVGGWRKARQEQQ
                     
MRDWFGFVPTYLITIDATFCDKANDREFCALLEHELYHIGVERDEDGEMIFSSSTGLP
                     
KHYLAGHDVEEFVGVTKRWGASQSVKRIVEAAKNPPFVSKLDISKCCGNCVIN"
     gene            complement(11853..12287)
                     /locus_tag="DSM_02323"
     CDS             complement(11853..12287)
                     /locus_tag="DSM_02323"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDSTEYFWLTRKKEPKTKPKSRPLPKPTQKYLEAEATLKEELED
                     
LSIGFEQKFQPIHTKHWRFDFHIVKLRLLIEIEGGSWSGGRSGKLSNKAWSLDRYDHA
                     EEMGYKIERFHPDSVLSGYVINWIKDELARIEDGADQTISTD"
     gene            complement(12348..12803)
                     /locus_tag="DSM_02324"
     CDS             complement(12348..12803)
                     /locus_tag="DSM_02324"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPQYLMFAENIYNKIKDEELFSHDCIENMNLLMTCIRREIEGTE
                     
FKLKYNFIDFVELFSKQLDECKVKIDVSLIPPHNSEGEYILWLAGFIEKITEGGPKPP
                     PPIKKFIPEYMSLKYELDFLPLNEEKIQTEGKEITDYFNSKLYKATFKK"
     gene            complement(13468..13704)
                     /locus_tag="DSM_02325"
     CDS             complement(13468..13704)
                     /locus_tag="DSM_02325"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTIITLLDVETKKKVIVRSVIDPIARIDKKGNIQIIQIHKWLDD



                     ESGDFVDEDLYEALNNGEVGIYLTLQYMIIDIEN"
     gene            complement(13913..14257)
                     /locus_tag="DSM_02326"
     CDS             complement(13913..14257)
                     /locus_tag="DSM_02326"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNKNVELINYIDVAETVYERVYENNKISNNLIVNLNRIMAEIKN
                     
QAAEKRLKLKYSSIDFEHCLSLPLADRKIKVDLSLIPHFEDREESILWLTNFIGKICE
                     PRKMQRQKKKLH"
     gene            14900..15133
                     /locus_tag="DSM_02327"
     CDS             14900..15133
                     /locus_tag="DSM_02327"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MEHQTLLDELNSQIEYYSKRTDCPPTRIRIGYKTYYELMQNPKF
                     ADEVSNSALDPNKRKYKKLKIKVTKDDNQLELE"
     gene            complement(15307..15858)
                     /locus_tag="DSM_02328"
     CDS             complement(15307..15858)
                     /locus_tag="DSM_02328"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKNYLIGLVITLGISGCVSIPSIDFSQQKVERFNPVKNWISVDT
                     
APVKDMPNGKEIFKLKGGSEVYVFWYQDEWALLNPNMDRQQWIDTKYLCSFAGCYTPP
                     
VTYRYSKGSFDNRQPVYSTPQRESKGYNNTRTRSSATTRTPRSYSKTTNNSCYCTSGT
                     YCVGPRGGHYCLNSTGSKRYLPR"
     gene            complement(16072..16290)
                     /locus_tag="DSM_02329"
     CDS             complement(16072..16290)
                     /locus_tag="DSM_02329"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNICVGGELDGQVIEKEGRLLKASDIDPSFKTEYYKQVFNRDNI
                     NYHFWLPIGSNLHEMSKRVLDILRASKN"
     gene            complement(16536..16790)
                     /locus_tag="DSM_02330"
     CDS             complement(16536..16790)
                     /locus_tag="DSM_02330"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKTYTVKLYEGVSREKVNETLKYYPDYFGKISIITNVINNKLQL
                     TLKAFEGIDVITANDLMIKIVERLKASQLVEKHNLDLLTV"
     gene            complement(16762..17238)
                     /locus_tag="DSM_02331"
     CDS             complement(16762..17238)
                     /locus_tag="DSM_02331"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSAVLKTQQMDWSKYTIDGWLEQFGAWCETVRMKGGDLPDGLHI
                     
NQIYWLMREAGKEVQKSKSYIRCEISDYEADQIQALLRSLLNSDKTDFTTKFALICLI
                     
KNKVENKGLLKVAQETNQSKAQVAIMVSCARFYLLGHDKRLRHNGGSNENIHCKTI"
     gene            complement(17235..17636)
                     /locus_tag="DSM_02332"
     CDS             complement(17235..17636)
                     /locus_tag="DSM_02332"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSSVSIAEYRKLFPIKKNKKRRSAKQVARQPSVGEMVLATHLRA
                     
CKIGFEQEYKFHPKRKWRADFLIIGTKILIEVEGGIWSGGRHTRGKGYIGDMEKYNSA
                     AMMGFTVLRFSTEQVKAGVAIKQIEQLVGEK"
     gene            complement(17636..18028)
                     /locus_tag="DSM_02333"
     CDS             complement(17636..18028)
                     /locus_tag="DSM_02333"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFEQILKRRPKGATHWQAGYYYNSDECGIWSIWENGKWHGDFKF
                     
PDGVMTKLPEEKEPVMSEFEGKSGKWAWEIQKEQQANLVELRSSIENLVQKYKHDAHA
                     SSLFGDQDKARVYNCFANQLKNLLKGGA"
     gene            complement(18021..18359)
                     /locus_tag="DSM_02334"
     CDS             complement(18021..18359)
                     /locus_tag="DSM_02334"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MKASKLIRDKGLQYAKEIVDSAPSNATEWNEGFEFQCGQSVEIS
                     
KADREKYFVDLSELKRLVESVDLVESWGGIDDVKLYDLSHCKNRPESAGYKLLQAIAD
                     YESIYGGGYV"
     gene            complement(18356..19156)
                     /locus_tag="DSM_02335"
     CDS             complement(18356..19156)
                     /locus_tag="DSM_02335"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNELAPFESFLKELIAAYRTKYAVQFNKNFPVEGKNAVPMQIVE
                     
QQLAKALVGVTPNQLQRGLALFYASTNTYMPNFAEFRAMCMGDDWWSAEKAWVKACEY
                     
TQISQHKKVTLPDGREQNQEITTLTKFVLDQVYLLIQDGEMYKAKMEFIKIYDEYKAE
                     
AQLKGKTQAWYQEPILLAQKNEQKVHIPVSNEEAQKHLKSLMERLKINGRKPAPVQKL
                     QAKEKEPELAKELGPDPFDNPYEYAEMCRREGMPIPRNILQLIEGANV"
     gene            complement(19159..20040)
                     /locus_tag="DSM_02336"
     CDS             complement(19159..20040)
                     /locus_tag="DSM_02336"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSNFVPNSFQVPNAFVDEVLNKISDAACKIYLVICRKTRGWNKE
                     
MDSISLTQFEEITGKSRPTVVKCLNELIKVGLVVEQPSTIHGNTFKLGNDTSVGLVLK
                     
FPSKNFLLPEIYGQTSKNSLPLLVKNFNYTSKNFLPLLVKIFNTQSITIKNNSQSNKK
                     
INKKRGSVSEKPKTEKPNEFNPRSVELPACVDSELWNNFVDMRISIKKPLSENAVKLI
                     
LKKLISFGPLANQSLENSIIGNYQGVFEPRQNQIQENPQSHNVPEEPGYFTQMYAESN
                     RSNVIDVTPVSQDFGGY"
     gene            complement(20033..20257)
                     /locus_tag="DSM_02337"
     CDS             complement(20033..20257)
                     /locus_tag="DSM_02337"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MILNELHDRNRKNLRAKGYDENNAAITREEFSQTMAQRFRTNQW
                     LAGQIVNSLANADLVQKFGGYVKPKVGVHE"
     gene            complement(20329..20601)
                     /locus_tag="DSM_02338"
     CDS             complement(20329..20601)



                     /locus_tag="DSM_02338"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQNNLSNQTTERNQPEFLVGDVVVLTKECRTFKSNDLFEVKNKT
                     LTRLWTIKSENHLILVSSKEIRTATVAELNAKRRLTSAEQALAEVS"
     gene            complement(20663..20983)
                     /locus_tag="DSM_02339"
     CDS             complement(20663..20983)
                     /locus_tag="DSM_02339"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSKVLNELPASASNNESLILQALNASNQRQVAEMINVDASILSR
                     
MKTEKKSNGWTEIEFISFLLTAIGLKVVQESDVYCSPEIAEATRVYLAHAFTSPEYMR
                     ILFK"
     gene            21287..22039
                     /locus_tag="DSM_02340"
     CDS             21287..22039
                     /locus_tag="DSM_02340"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSLHTRIRQKLEEKKLRAADLARATKKSPVAAKKWLDGTSVPTA
                     
ENLKVIAKFLGVSDDWLLYGGSDEQESSNNLAQLNVIDIEAFKQKYNIPDSEDAVKFV
                     
QAPAKPFPIQKRYVPVKAYSKMGMDGYFTDMGYDGNAGDGYVPTHTAGPRAYGIKGTG
                     
DSMFPAIRNGWYVVCDPDADLVPNEFVQVCLKDGRCTIKEFVGINGGVLSLLSVNGGE
                     RFFFEMDEVESITAITDIVPPSQHRQEHPYSH"
     gene            22054..22269
                     /locus_tag="DSM_02341"
     CDS             22054..22269
                     /locus_tag="DSM_02341"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDNSKRPINQIIARINDAAKHGEALVLTAEEVKILSKDIGDKVF
                     IPVLTNEQVVQLVKEGKLGQKINNTKD"
     gene            22321..23328
                     /locus_tag="DSM_02342"
     CDS             22321..23328
                     /locus_tag="DSM_02342"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1



                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSKTVVKDKTVHYKKVDFLKGANLGQLLKAQLLDKDSFYYKAIN
                     
RQQFVSATKDDFILINHASSHQSMFFGELIIVESGKAQAVLKIDSDDATEFPIKTYLT
                     
DDLPDDEDGVDATEVVRKEFIDSVLYFGVIDNHVAIIQSRSLTARTLESYLGWLLGEA
                     
AKALPENSALILKDAPNPTVKQKLESTPAKTISISSGIGSTELQPVHTVESSIPAKID
                     
YKIEDNVVDVLKSAFGVDLENLKLEDGLDDANLKLKLTLTYNRKTSKSGQKVIDTVAS
                     
SMRHNDDYVITLEDGTKVTADNLKMSGKISVETINNKVYNDGLKVQLYNWMTTNINFG
                     D"
     gene            23330..23833
                     /locus_tag="DSM_02343"
     CDS             23330..23833
                     /locus_tag="DSM_02343"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MAKRYLPFYNNARFIALVLVGLFAIFSIIFKYLELNITINLVQF
                     
SFVLLLPLSQIYLAYKGMLDALKLDGLNQSERDRLTSTVDIRSKSSLYVAMLFIILVF
                     
SMYILNLLGLLSAKHLLALILSVGLTSIFSFFLAWSDLREISLLEKTLKDRKESREAK
                     AKVLSNK"
     gene            23972..24175
                     /locus_tag="DSM_02344"
     CDS             23972..24175
                     /locus_tag="DSM_02344"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKTEIIEALALELTKATIADTDPSTINIKSADLWVKTYQESLKA
                     VEEALKELKPKPKATSKPISGMS"
     gene            complement(24182..24424)
                     /locus_tag="DSM_02345"
     CDS             complement(24182..24424)
                     /locus_tag="DSM_02345"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSLGEEMFEWRKQMVEKLLLQESNIDQLEEKVDRAEKILFGDCT
                     AAFKIECTLRNAYALKAILDDFATKNNCKVSIVECE"
     gene            24618..25061
                     /locus_tag="DSM_02346"
     CDS             24618..25061



                     /locus_tag="DSM_02346"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNVKATPFNSFAFVSMAALAISGGSLVACQLQPAFQTKDAPTLF
                     
TPKTQPSTYSVLTAKITGKHSGVAVIKLDSFRLNVSFDFEAHPDSYGVPGSEFTTVDI
                     TQLTVNEITDINGKSYNDFTEFEDIRNINSLLKGFIERNKLVEAA"
     gene            25061..25351
                     /locus_tag="DSM_02347"
     CDS             25061..25351
                     /locus_tag="DSM_02347"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKDYNCPTCKKMIPVDRSKIKAGDEVSFCRVTQSSKSARFSSKE
                     
GIVDCREGDVVLVKYRKEIIPLNIKDVSPVDAPSPLTYAFVGACECKEAEHV"
     gene            25344..25667
                     /locus_tag="DSM_02348"
     CDS             25344..25667
                     /locus_tag="DSM_02348"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSNFKKHPDGYKSFLGRDDKGLYSVRIGWQVYASNANGSVLYKV
                     
KDGFKTPLNVFRFQTDYPKVWNELTQEIDFQRRKQLAIKLRETNIPTYDRKAYKTKRG
                     FTGSR"
     gene            25679..26800
                     /locus_tag="DSM_02349"
     CDS             25679..26800
                     /locus_tag="DSM_02349"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MALPIITADQTLLVQAIIVYLYADPGLGKSSMGFTAEKAISFDF
                     
DRGAHRTGELRRGAVVQVQQWSDVANLTPQDLAPYKTVVIDTVGAMLECIKTHLLLTA
                     
NNRQKDGSLKLKAQGLANQTFKQYINTLISLGKDVVFIAHASEDQNGDQIIYRPDLGG
                     
KNRNELYRIADVMGYLTTVTTGEGKNARVINFKPSPTHHAKNSGALGGETGEVWVPDL
                     
KAHPTFLADLITQAKDHINTLTPAQLAAAKAQEELENWKQSCEEAEHAGDLNQLTESL
                     
DKEHMYYQNMRQAMLMRAKALNCTFDKQRGTWISPPEFNGISDQQRDELQNFIAERGL



                     DVKTVCEHFGIDALIQIEAAKLTAVKQEIETLAKTGMTA"
     gene            26797..27729
                     /locus_tag="DSM_02350"
     CDS             26797..27729
                     /locus_tag="DSM_02350"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKILNKVEAKLAWANGELLLVNNTERNGWEPFNPYDFGFDVFDK
                     
FEFQLKPRTIFIGEFEVPEPLRVAPEKGSTCSYPSPTVELGVQQFKWNGSKGQLRMLQ
                     
HGQVHSSFDNAFAHCCAIIKISGGEFAEDILKLLNKPTEEVEEEKPSESHAESLKVKN
                     
SKPEVVEKAQTAEPAIESETADSEYQKKLDTLLQRVKDSKTPDEVNAVYRYTRTWSDK
                     
QMEPLLLATHKRLEELEKSKAQATEPPSLMVQIQNAPDLTTLDALEIDVAARDPQIQS
                     RLMDFVKKRRFELENPTSTPLQEAEPDYLLGDGF"
     gene            27731..27982
                     /locus_tag="DSM_02351"
     CDS             27731..27982
                     /locus_tag="DSM_02351"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKDQYKKVSQKHMLGFMYYLQLLGYVIVRQGMDQAMFLTKHYAV
                     PVAWRRITIDYHNRLNKPAQQLYKEFVEWTKEEYAEMVA"
     gene            27983..28390
                     /locus_tag="DSM_02352"
     CDS             27983..28390
                     /locus_tag="DSM_02352"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTGNERIPFESQFKTTEIFKRESAIRKNDILAFSETMNGYFNIV
                     
TNDAWQLWNKAKAETVPDTPTPSVTLTCAELKEAFDFGAPDGEKDQFQMETEMTIKWL
                     QDGYDGEGYYCWYADLPEEGCIKLGVSESGAEG"
     gene            28387..29109
                     /locus_tag="DSM_02353"
     CDS             28387..29109
                     /locus_tag="DSM_02353"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSESTLWAVAMRPEGYSPFKQTPAASKEIAERAVERYRKMHEKE



                     
GNNFFLEIFDDVIKVQKWHGSRKDHIKNLFYVESWFSEPMYQCFDLKTAERVFKFDEI
                     
VICYKKGSAPLVTKSFDEAKLFYGSSETGFKYQIQPIEPPENLFNWFHPDIELFDTIE
                     
EGAEAYTREQWAQLQMNLRVEIETQLLDYDEIPNIPEDAVVWPNWKPEPPEQGLFLIA
                     AFDSEDGPVLWWANPKAESKEK"
     gene            29110..29373
                     /locus_tag="DSM_02354"
     CDS             29110..29373
                     /locus_tag="DSM_02354"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSRLTKLDRMTHAEKEAAKKEFWEAADNQTFPPETVAIVMHVSL
                     PWLQKKRCEGGGIPFSKPHKRQVNYMKSDVLAYIEQNKMAHTA"
     gene            complement(29794..30111)
                     /locus_tag="DSM_02355"
     CDS             complement(29794..30111)
                     /locus_tag="DSM_02355"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKFKILLLSFIAIGCYANESTADPDICNIVKKVAYNVMEARQQK
                     
VPAQDLQQIADGLADEKAKQLYQDLISSAYAAKVFKTSFFKRQAIEDFQAGWYEGCLR
                     RNE"
     gene            complement(30184..30297)
                     /locus_tag="DSM_02356"
     CDS             complement(30184..30297)
                     /locus_tag="DSM_02356"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /translation="MQILKFLQSFNTVGTYLTLASILLVVMIIYFYVINPA"
     gene            complement(30405..30746)
                     /locus_tag="DSM_02357"
     CDS             complement(30405..30746)
                     /locus_tag="DSM_02357"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKLKFLTMMLWVALLSGCTKQAESEAPQIDYKAQFEESDRKIGE
                     
FLDQLDNPNTPQEVKVKILCHDYPDVYKKQYMPALIEVSPKPYTEEKLLSDLKSATDY
                     YKGTLGIKCKE"
     gene            30988..31572
                     /gene="ygfA"



                     /locus_tag="DSM_02358"
     CDS             30988..31572
                     /gene="ygfA"
                     /locus_tag="DSM_02358"
                     /EC_number="6.3.3.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AC28"
                     /codon_start=1
                     /transl_table=11
                     /product="5-formyltetrahydrofolate cyclo-ligase"
                     
/translation="MNELSFIRKNLRSRRRALTQFEQKQAQLNVLHYLNHLPIFHSSK
                     
KIGLYLHAFGEIHTDLLIKLCFKKNKQVYLPMICSMNQRLVWVKINKNQYLSRRFSHH
                     
PLGMKEPMATRGKHVAQLDLLLMPLLACDHYGTRIGMGGGYYDRTLASAKHKPYRLGL
                     AHQFQFIEHTLERQSWDQPLDGLLTPQHFYYFKR"
     gene            complement(31684..32463)
                     /gene="ompA"
                     /locus_tag="DSM_02359"
     CDS             complement(31684..32463)
                     /gene="ompA"
                     /locus_tag="DSM_02359"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P24017"
                     /codon_start=1
                     /transl_table=11
                     /product="Outer membrane protein A"
                     
/translation="MNKTIQSLVVAAFAGFAVTTYANEQAQQQKIHFPAIEKSYLKQV
                     
KRYEYQDVARLDTGLNKDQIRALLGNPQFSEGLFAVKVWNYVLDIRVPNTHQYQRCQL
                     
RIDFDKHYLAERLSWKGEACEGLVVLGANNQAPARSTVIADCTASVLFAFDRFDASAI
                     
EEGTNSVVKIAEQIKKSPTTTPIIVSGFTDPLGKFSYNQELSSKRANTVAKLLVRQGV
                     EPSRIQIQANSQTDLYKQCSDNNSSQLIQCLAPNRRVNISW"
     gene            complement(32521..39297)
                     /gene="ata"
                     /locus_tag="DSM_02360"
     CDS             complement(32521..39297)
                     /gene="ata"
                     /locus_tag="DSM_02360"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A3M3H0"
                     /codon_start=1
                     /transl_table=11
                     /product="Adhesin Ata autotransporter"
                     
/translation="MNKVYKVIWNASIGAWVATSEIAKSKTKTKSKTLNVSAAVLSGV
                     
ICFAPNAFAGTNTEGGIGQGTSISGTTSCREGNANTANQKDIAIGCGAQTQDRTGSNI
                     
ANRNNPYNNSTGAYAGAMKQGGAISVGTGAVVEKGLGTAIGSYATTQGISGVAIGTGA



                     
LSSGNTALAVGRQSAATADFSQAIGNVAAATGKGSLAIGHSATAEGYRSIAIGSPDIE
                     
NADPVAGQAGAAYQPKMATKATGKDSIAFGGGAVATEENALAIGAFSESKGKKSVAIG
                     
TGAKAQKDNAVVIGDQAEASFEGGVAIGKGARSEAENSIALGKDSKASQATGESFLTK
                     
QSAPTGVLSIGDIGTERRIQNVADGAADSDAATVRQLKAARTHYVSINDNGQQGGNFE
                     
NDGATGRNAIAVGVNASAAGREAMAIGGSAQAIGSGAIAMGSSSQTVGRGDVAIGRNA
                     
STQGAEGVNSNQSVAIGDQTKAIGDQSVAIGADVIAKGNSSVAIGGDDVDKIARDTEL
                     
SNTYTEITGGTLQAGKYPTTEANHGSTAVGVQAVGTGAFSSAFGMTSKATGDASSAFG
                     
VMSNASGKGAAAFGAVAQAIGDGASAMGINSLASGTNSTAIGSGNKPGEGAKATGNSS
                     
AAIGSGAQATGDNSAAIGKGAEATNENAAAVGGGAKATGKNAAAIGGGAIADQENAVA
                     
VGQGAQSLVEGGVALGARSKVEAKNSVALGQDAVATEATETSFLTNRDASQSNGVISV
                     
GSAGKERRITNVEDGSADSDAVTVRQLKNVDGRVNQNTSNISKNAQNITNLNQKLDDT
                     
KTDLGNQITDTNKNLNDAKKDLGDQIADTNTKLNTTKDQLTTQINDTKTELNNTIGNT
                     
KTELNSKIDSTKTELENKGLNFAGNSGADVHRKLGEKLNIVGGAVASTPASKTSGENV
                     
ITRTTQDGIQIELLKDSKFDSVTTGNTTLNTNGLTIKEGPSITKDGINAGGKQITNVA
                     
DGINAKDAVNVDQLTKVKENLNGRITDTNNQLNDAKKDLGNQIADTNKNLNDAKKDLG
                     
NQITDTNTKLNTTKDELTTQINDTKTELNNTIGNTKTELNTKIDNTKTELENKGLNFA
                     
GNSGTDVHRKLGEKLNIVGGAAASTPAAKTSGENVITRTTQDGIQIELLKDSKFDSVT
                     
TGNTTLNTNGLTIKEGPSITKQGINAGSKQITNVADGINAKDAVNKSQLDNLAAKQNA
                     
TDDAAVKYDDAKTKDKVTLKGKDGTVLDNVKAGHISSTSKEAVNGSQIHNISNSIKNS
                     
IGGNTVINPDGSLTTNNIGGTGKNNINDAISEVKNTATKAKTTVTEGDNIVVKETVNK
                     
DGSTNYEVSTKKDLTLNSVTTGDSVLNNNGLTIKEGASITKEGINAGGKQITNVADGI
                     
NAKDAVNVDQLSKVKENLNGRITDTNNQLNDAKKDLGDQINNTNTKLNTTKDQLTTQI
                     
NDTKTELNNTIGNTKTELNSKIDSTKTELENKGLNFAGNSGSDVHRKLGEKLNIVGGA
                     
AASTPVAKTSGENVITRTTKDGIQIELLKDSKFDSVTTGNTTLNTNGLTIKEGASITK
                     
EGINAGGKQITNVADGINAKDAVNKSQLDNLAAKQNATDDAAVKYDDAKTKDKVTLKG
                     
KDGTVLDNVKAGHISSTSKEAVNGSQIHKISNSIKNSIGGNTVVNPDGSLTTNNIGGT
                     
GKNNINDAISEVKNTATKAKTTVTEGDNIVVKETVNKDGSTNYEVSTKKDLTLNSVTT



                     
GDSVLNNNGLTIKDGPSITKDGINAGSKKITDVANGVIAQNSKDAVNGGQVHHISNSI
                     
KNNIGGNTVVNPDGSLTTNNIGGTGKNNINDAIKSVDEKVTNGVNDLTQKGLNFGAND
                     
QKTTQGKAVHRKLGDTINIVGGANPETAEDKTSGENIITRTTEDGVKIEMLKDVKFDS
                     
VNVGGHVLNQQGLIIKGGPSITVNGINAGGKQITNVADGINAKDAVNKGQLDKKINEV
                     
KDQIGKDIGKLSDHAVQYDKDKNGNVDKNSVTLGGGEKGTNLKNVADGKVAEGSKDAV
                     
NGGQLWNVQNQVDKNSNDIKNIQNNIDNISNGKAGLVQQQKPNGEITVGKDTGGTSIN
                     
MAGKEGDRVVQGVKDGEIKAGSNQAVNGGQIHKISESIKNSIGGNTTIDPKDGSITTN
                     
NIGGTGKNNINDAIGTLNQSNQELGNKITNLGDQLQQVFYDTNKRIDDVEKKANAGIA
                     
AAMALENAPFVAGKYTYAVGAAYHGGENAVGVTLRKTSDNGRWSITGGVAAASQGEPS
                     VRVGISGVIN"
     gene            40076..42505
                     /gene="lon"
                     /locus_tag="DSM_02361"
     CDS             40076..42505
                     /gene="lon"
                     /locus_tag="DSM_02361"
                     /EC_number="3.4.21.53"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A9M0"
                     /codon_start=1
                     /transl_table=11
                     /product="Lon protease"
                     
/translation="MSELIMNEKTDLEPQVPSVLPLLALRDVVVYPHMQIALFVGREK
                     
SINAVDVARNSDNLVFVVAQKDSLTEEIDHDNLYQYGTVAKIVQVVNHENDENCIKVL
                     
IEGLHRSKLKKIIDEDSYLTAEHELSPMTINVDKATQETRLQELRNLFAQYAEAKLRN
                     
ARELVAAANKIEDLLQLMFFVATRVPLNIEIKQKFLEYDEFEAHLQELMNYLMNQSAE
                     
QQIEQTLHDSVKRQMEKNQREYFLNEKMKVIQRELSDMNGGAEDDVAEIEKRLAEADL
                     
PEHVRKKAEAEFRKLKAMQPASSEAAVVRNYLEVILDTPWNKASKVSINLNKAQEILD
                     
ADHYGLDDVKDRIVEYLAVQSRVKKLKGPILCLVGPPGVGKTSLGESVAKATGREFVR
                     
MALGGVRDEAEIRGHRRTYIGAMPGKIVQSLTKVGVKNPLFLLDEIDKMAQDYRGDPA
                     
SALLEVLDPSQNSKFNDHYLDLDLDLSEVMFICTANSMNIPEALLDRMEVIRLPGYTE
                     
DEKVNIAERYLVPKAIKNNGLRPKELTIHEEAIRDIVQRYTREAGVRNLEREVSKIAR
                     
KVVKEAVSKKSKNLQLDVTSANLPEYLGPHKFDFGMAEDEAQVGRVNGLAWTSVGGEL
                     
LTIEVAAVKGKGKFITTGSLGDVMKESITTAMTVVRTRADELGIEASRFEETDVHVHL



                     
PEGATPKDGPSAGLALTTALVSAFTGIAIRPDIAMTGETSLGGRAMRIGGLKEKLLAA
                     
HRGGIKLVFIPQDNVRDLAEIPDNVKEGLEIKAVKSIDEILPLALTSMPKPLPKTPIV
                     KPVEGSKAARH"
     gene            42807..43286
                     /gene="rlmH"
                     /locus_tag="DSM_02362"
     CDS             42807..43286
                     /gene="rlmH"
                     /locus_tag="DSM_02362"
                     /EC_number="2.1.1.177"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A8I8"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribosomal RNA large subunit 
methyltransferase H"
                     
/translation="MKIRILTIGQKMPAWVLTGFEDYFKRIQPFVQTQVIELPMAKRG
                     
KNDSEADILKYCQIEGESILNALKPNETLIALEVGGRELSTEKLADTMKQWMLEGNDV
                     
ALAIGGPDGLSDQVRKAAAWHWSLSKLTMPHPLVRILLIEQLYRAMSINHNHPYHRA"
     gene            43399..44175
                     /gene="ygiD"
                     /locus_tag="DSM_02363"
     CDS             43399..44175
                     /gene="ygiD"
                     /locus_tag="DSM_02363"
                     /EC_number="1.13.11.29"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P24197"
                     /codon_start=1
                     /transl_table=11
                     /product="4,5-DOPA dioxygenase extradiol"
                     
/translation="MELQTLPGLFISHGSPMLALDPEQVGPALHRLSVNLPTPKAIIV
                     
MSAHWESKALEVSSSTRPETWHDFRGFPPELYEIRYTAPGQPELAEEILKLLADAHFV
                     
AHANSTRPRDHGVWMPLLHMYPDADIPVVEISLPMGLTAQEIYRIGQTLALLREKQIL
                     
LIGSGSITHNLAELSWQGDNSKVPEWASTFRNTVVSKLSHQDYDGVLEWQTLPFVKRN
                     HPSLEHFAPLFFAMGTGHRFTIVHSSFTMGSLGMDIYRFD"
     gene            44347..45456
                     /locus_tag="DSM_02364"
     CDS             44347..45456
                     /locus_tag="DSM_02364"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKIKYLILALLPFSLMACQTVSNTQAPIVSEQQQNLATTLSEYA



                     
WTYQNVKASKPLILNFNADGKLAINTGCNGQGGTWKVEGNQLVTSPLASTMMACQDDL
                     
MKQEQLSNSIFSEAKLPIEISNNNGQVILSVTDKAGQKHIFQGEKATNTQALTDYSWS
                     
YQPENTKKPIVLNFTNDRLSIDTGCNRQGTTWKVENNTIVTTDVMSTMMACEPALMKQ
                     
EQFSSSLFQKRAIPFELNTTNVDQPTLTVADAQGQKYTFTGKMTPEAKYQSEGKTVFL
                     
EVAPETKSCTGVAPQTCLQVREVKYDDKGVKTYADKNWSLYYGQIEGFEHNPNQRVIL
                     RVKRFEVKNPAADQSSQADVLDMVVEQELVKKPKK"
     gene            complement(45512..46915)
                     /gene="gdhA_2"
                     /locus_tag="DSM_02365"
     CDS             complement(45512..46915)
                     /gene="gdhA_2"
                     /locus_tag="DSM_02365"
                     /EC_number="1.4.1.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P00370"
                     /codon_start=1
                     /transl_table=11
                     /product="NADP-specific glutamate dehydrogenase"
                     
/translation="MMHFKMYCTNLIHYYAEDRALKYNNLNEFLNYVQARDPHQPEFL
                     
QAVEEVMTSLWPFIEKNPEYAEQGLLERLVEPERVIQFRVSWMDDQGQTQVNRAFRVQ
                     
YNSAIGPFKGGMRFHPSVNLSILKFLGFEQTFKNSLTTLPMGGGKGGSDFNPKGKSDA
                     
EIMRFCQALMIELYRHLGPNTDIPAGDIGVGAREVGYMAGMMKKLSNDTACVFTGKGI
                     
SFGGSLMRPEATGYGTVYFAEEMLKTRGQSFAGKTVSISGSGNVAQYAAEKAMFLGAK
                     
VVTLSDSNGTVYLKNGFTDELLAEVMELKNIQRGRISEFASKHGFEYFEGKTPWHIPV
                     
DIALPCATQNELTGGDAKTLIANGVICVAEGANMPSTLEAVEHFIEAKILYAPGKASN
                     
AGGVATSGLEMSQNAIRLGWTHAEVDERLHAIMKDIHANCVRYGTKEDGTVNYVDGAN
                     IAGFVKVADAMLAQGIY"
     gene            47187..47978
                     /gene="rsxB"
                     /locus_tag="DSM_02366"
     CDS             47187..47978
                     /gene="rsxB"
                     /locus_tag="DSM_02366"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77223"
                     /codon_start=1
                     /transl_table=11
                     /product="Electron transport complex subunit RsxB"
                     
/translation="MNPSISLIREIDALLPQTQCGLCGHRDGCLPYAKSIAEGEEANK
                     
CVPGGQPVADALAQLLNRPLLPAETSVWPVQADGRPQRMKAIIREDECIGCTKCINAC



                     
PVDAIIGSGKLMHTILTDLCTGCELCIPPCPVDCIDLVEDTQALPSEQQRIAEQNDLR
                     
QRYYAHIQREEKRRIHRKGPVVRAEIDTQLFAQFSQALDDLPSIQLIEKPKEAIVSDA
                     KTTIELAKIRTQIKKLEKQLSVREDAKKRLQLDELQQQLIQLQEV"
     gene            47979..48671
                     /gene="nth"
                     /locus_tag="DSM_02367"
     CDS             47979..48671
                     /gene="nth"
                     /locus_tag="DSM_02367"
                     /EC_number="4.2.99.18"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AB83"
                     /codon_start=1
                     /transl_table=11
                     /product="Endonuclease III"
                     
/translation="MAVKNMTKKQIQIFFERLREQRPSPQTELNYSSPFELLIAVMLS
                     
AQATDVSVNKATDKLYPVANTAEKIYNLGVDGLKEYIKTIGLYNAKAENVIKTCKILM
                     
EQFNGEVPSDRKDLEALPGVGRKTANVVLNTAFGQPTMAVDTHIFRVGNRTGLAIGKN
                     
VLEVEHRLVKVIPKEFILDAHHWLILHGRYCCIARKPKCSECVVADVCNWPDRFEFGA
                     QKQIAVKNIEAE"
     gene            complement(48910..49563)
                     /gene="adk"
                     /locus_tag="DSM_02368"
     CDS             complement(48910..49563)
                     /gene="adk"
                     /locus_tag="DSM_02368"
                     /EC_number="2.7.4.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P69441"
                     /codon_start=1
                     /transl_table=11
                     /product="Adenylate kinase"
                     
/translation="MRIILLGPPGAGKGTQAQLICKRYNIPQISTGDMLRAAIREGTE
                     
LGLKAKSVMESGGLVSDELIIGLVKERIAQPDCVNGCIFDGFPRTIPQAEALEKEGIS
                     
IDHVIEIDVPDEEIVKRLSGRRQHPASGRVYHVVYNPPKVEGKDDETGEDLVQRPDDQ
                     
EETIRKRLASYHTETEQLVGFYQGRAASGENAPTYDKLDGLRTIEDVQKDLFNILDK"
     gene            complement(49650..50963)
                     /locus_tag="DSM_02369"
     CDS             complement(49650..50963)
                     /locus_tag="DSM_02369"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MLEYVSGLWQTFLHRPDFWAVLSIIPVTAFVTWAHVWMALKMVF
                     
YPIKFWGFHLGPLPVGWQGIVPRKAGRISGIITDNTLSKLGSLREFLEAMDPEDMARI
                     
IGEQVGFELEHLIDEVMIDRNAVLWENLPYSIKRRIYAQAHKQLPGVLRELVTELTMN
                     
VESLVDMREMVVSQMEGDRRLMVRMFLKVGQKEINFIWHISALIGMFFGVFQMVVWFV
                     
VPWHWTVPFWASIWGFLTNWIAIWMVFNPIEPHYIRYPQIFRLTKDRKFPWIVPVLRI
                     
GTYNVQGAFMKRQEEVSEVFSSVVTEDLITLKSIMTEMMYGSRKDKTRRIVKRHINEI
                     
METPLVRTSLQLSLGPREYARLKTDLIDRSIEITMGPVCDPALNASRAQKIFQMFKER
                     IRELTPKEFQNLLRPAFQEDEWILIVLGGVTGFIAGTIHLFVAFL"
     gene            complement(51025..51543)
                     /locus_tag="DSM_02370"
     CDS             complement(51025..51543)
                     /locus_tag="DSM_02370"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRKIYPLLAVLTVSSWAHAQDYSFLPEAKLADHKASTWNVGAGF
                     
TQKLLHLNGERVNPYGIAYAKVGAFLNGDKTAGGQVGFRYPYYLTGTDKNGYYIGFYA
                     
GHLDSKSVDGDYKSRLGAGVDLAYVLLNSERISTFSVGIGAAEKLTDQNGDVAADTKP
                     QIQFSYSLSFGL"
     gene            51780..53798
                     /gene="mrdA"
                     /locus_tag="DSM_02371"
     CDS             51780..53798
                     /gene="mrdA"
                     /locus_tag="DSM_02371"
                     /EC_number="3.4.16.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AD65"
                     /codon_start=1
                     /transl_table=11
                     /product="Peptidoglycan D,D-transpeptidase MrdA"
                     
/translation="MKQHFPLKDIQQEKRIYRGRIFFAVGLVIICLLVLASRYAYLQI
                     
FHYDEFSTASDKNRIRLQPLPPARGYIYDRNGVLLADNYPVFTATLSKADVENVDTVI
                     
EQLQPILELTQEDVDRFKSRIKTARKTERVAIKLNLTETNIAKFSEVKYKFPGVRIET
                     
QMTRYYPHGDLFAHVIGYVGRINDKELKSIDKDLYAGTNLIGKIGVEKSYEDLLHGTP
                     
GYESVEADAHSNILRHLGRKDPTRGNDLYLSLDYGLQVVASQQLAGRRGAIVAIDPRT
                     
GEILALVSSPSFNPNLFVTGINHKDYSSLRDNIDQPLYNRAVQGVYPPGSTIKPMEAM



                     
GGLHYGIVDWATAISDPGYFHLPGDSHKFRDWKKTGHGIVNMHKAIIMSCDTYFYILA
                     
NQMGIDQMNQWMRQFGFGQKTGVDLPSESEGLYPNPEWKMRTRKSKWMKGETISVSIG
                     
QGAFTATPLQLAMATAITANHGSHVVPHVLRATHGAKPFTVRNAPDGKINFNGTDEDW
                     
VKMREAMIDVIQSGTGRGIRTPLYQIAGKTGTAQVKSIAQGKRYNEAALSERQLDHGL
                     
FVGFAPADKPEIAIAVIWENGRHGGSAAQLAKPVFDYWLLTRKKNPIRPANHQVNGGL
                     MTAGIKPGELPSGNESASSTPATSAPTSAAASTPQATPTRPATNEVDE"
     gene            53798..54349
                     /gene="rsmD"
                     /locus_tag="DSM_02372"
     CDS             53798..54349
                     /gene="rsmD"
                     /locus_tag="DSM_02372"
                     /EC_number="2.1.1.171"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P44869"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribosomal RNA small subunit 
methyltransferase D"
                     
/translation="MKNQLRIIGGEWKRRVLPFASIEGLRPTPDRVRETLFNWLMWDI
                     
QNAHVLDICTGSGALGFEALSRGAASVYMIEPDKMQARFLKDNIQLLKAQNCHLINAT
                     
AQQALPRLKEQFDVVFLDPPYSLNLWQELAHLADSHIKNNGYIYVEADRDLSQLYLPA
                     TWQQIKSTKAGTVHAGLYQKVSE"
     gene            complement(54390..54959)
                     /locus_tag="DSM_02373"
     CDS             complement(54390..54959)
                     /locus_tag="DSM_02373"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNFIKKWNVGLLSMLPALAMAHPGHDHAHSGFMAGFIHPFTGLD
                     
HLVMALGFGVLLWSAAKQWKIAGVITLSITLIIGFLVGAEGLVPASMAEYGIIASLIV
                     
TAIALWTKSNRILPIAAALLASFHGMAHGVELAHAGHIVALVTGMVTGMALIYCGGLA
                     LGAVFTRYVPYGKKIVGACAAVVAVIGLS"
     gene            complement(54969..55583)
                     /gene="ureG"
                     /locus_tag="DSM_02374"
     CDS             complement(54969..55583)
                     /gene="ureG"
                     /locus_tag="DSM_02374"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q03287"
                     /codon_start=1



                     /transl_table=11
                     /product="Urease accessory protein UreG"
                     
/translation="MTERSPLRVGIGGPVGSGKTALTLNLCRALRDKYNMAVVTNDIY
                     
TKEDSNFLTRNEAMSPDRIVGVETGGCPHTAIREDASINLAAIDDLCEKFDGLELIII
                     
ESGGDNLAATFSPELSDLTLYVIDVAGGEKIPRKGGPGITKSDLLIINKTDLAPMVGA
                     NLDVMDQDAKRMRGEKPFLFSNMKTQDGLEEIIQFIEKQGLFKA"
     gene            complement(55607..56272)
                     /gene="ureF"
                     /locus_tag="DSM_02375"
     CDS             complement(55607..56272)
                     /gene="ureF"
                     /locus_tag="DSM_02375"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P17091"
                     /codon_start=1
                     /transl_table=11
                     /product="Urease accessory protein UreF"
                     
/translation="MSTHNAAQLLQLLTLSSTALPVGAYCYSQGVETAIDIGLIHDES
                     
SAIAYFEEVLEMLLVRFELPVLKRLMQHYDDPDQFLIWAHLYKASRESKELLAESQQL
                     
AFSLNAWIKDVLKKTVEVKKQFGFVPVYAQLCGRLELKDVDVLTAYTFTVLENQVLAA
                     
VKTVPLGQMAGQRILWHLHGRVPQAVEKALKLKDEQLSSALPRYAMLSMKHETQYSRL
                     FRS"
     gene            complement(56259..56741)
                     /gene="ureE"
                     /locus_tag="DSM_02376"
     CDS             complement(56259..56741)
                     /gene="ureE"
                     /locus_tag="DSM_02376"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P18317"
                     /codon_start=1
                     /transl_table=11
                     /product="Urease accessory protein UreE"
                     
/translation="MKIYTQRLEDISPDQAFETVELTFDTRQKSRFRAALASGVDIGA
                     
DLPRTGILRSGSYIATQEGDVLRVDAKPERLMKVTAQTEFDLLKAAYHLGNRHVPLML
                     
TPTALYFEPDHVLAEMVEGLGLTVTETDHPFEPESGAYAQHSHDHRLSPIKALHHVHS
                     "
     gene            complement(56811..58511)
                     /gene="ureC"
                     /locus_tag="DSM_02377"
     CDS             complement(56811..58511)
                     /gene="ureC"
                     /locus_tag="DSM_02377"
                     /EC_number="3.5.1.5"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:P18314"
                     /codon_start=1
                     /transl_table=11
                     /product="Urease subunit alpha"
                     
/translation="MKMSRRAYAEMFGPTVGDRIRLADTALFIEVEQDLTTYGEEVKF
                     
GGGKVIRDGMGQSQLLADEVADTVITNALIVDWWGIVKADVGLKNGRIWKIGKAGNPD
                     
IQPDITIPLGAATEVIAGEGQILTAGGIDTHIHWICPQQVETALMSGTTTMVGGGTGP
                     
AAGTSATTVTPGPWHIATMLQAIDDLPMNIGLLGKGNLSLPDPIREQIKAGVIGLKLH
                     
EDWGSTPAAIDNCLSVADEYDVQVAIHTDTLNEGGFLEETLAAFKGRTIHTYHTEGAG
                     
GGHAPDILKAIGQSNVLPSSTNPTRPYTINTIDEHLDMLMVCHHLDPAIAEDIAFAES
                     
RIRRETIAAEDILQDLGAIAMMSSDSQAMGRVGEVILRTWQTAHKMKVQRGPLEGDNE
                     
FHDNNRVKRYIAKYTINPAITHGLSHEIGSVEVGKLADLVLWKPAFFGVKPSMIIKGG
                     
MIAAAPMGDINASIPTPQPVHYRPMFGAYPRGVHNTCITFLSQAAIDEKVAEKLNLKK
                     
LISPCKNTRSITKADMKHNTYCPVMQVHPETYEVRADGELLTCEPADVLPMAQRYFLF
                     "
     gene            complement(58548..58856)
                     /gene="ureB"
                     /locus_tag="DSM_02378"
     CDS             complement(58548..58856)
                     /gene="ureB"
                     /locus_tag="DSM_02378"
                     /EC_number="3.5.1.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q03283"
                     /codon_start=1
                     /transl_table=11
                     /product="Urease subunit beta"
                     
/translation="MIPGEVITPETDIELNVGRETLKVVVANLGDRPIQVGSHFHFYE
                     
ANDALQFDREVAKGFRLNIAAGTAIRFEPGQSREVELVALAGKREVYGFAGRVMGKLD
                     "
     gene            complement(58869..59171)
                     /gene="ureA"
                     /locus_tag="DSM_02379"
     CDS             complement(58869..59171)
                     /gene="ureA"
                     /locus_tag="DSM_02379"
                     /EC_number="3.5.1.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9FAS7"
                     /codon_start=1
                     /transl_table=11
                     /product="Urease subunit gamma"



                     
/translation="MELNPTEKDKLLIFTAGLVAERRKARGLKLNYPEAVAFISAALL
                     
EGARDGMTVSELMHFGTTLLKREDVMDGVPEMIAEVQVEATFPDGSKLVTVHQPIV"
     gene            complement(59273..60148)
                     /gene="ureD"
                     /locus_tag="DSM_02380"
     CDS             complement(59273..60148)
                     /gene="ureD"
                     /locus_tag="DSM_02380"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P17089"
                     /codon_start=1
                     /transl_table=11
                     /product="Urease accessory protein UreD"
                     
/translation="MNRIQQNFQTSSAPFWYAQLELGFCYENSRTIMSHRKHYGPVRV
                     
QKMLWPEKTGVCHAIIVHPPAGIAGGDHLTFQIETEGQAHAVITTPGAGKWYRTNGKQ
                     
AFQHIYLNVKDDSILEWMPQETMLFDGALAHSETDIHLEQTASFIGWDMLVLGRQARA
                     
ENFVQGSYHNQFKLWRKNKLLVADTLYFEGGDRWLSSCLGMNNQAVMASFWAVPPEKF
                     
RSSFYLEQHIELIRELIMRMDVPVTLTLLEDVLCARFLGNDVRRCHDAFAAIRAKLRR
                     YWFDLDEEFPRIWKT"
     gene            60343..60666
                     /locus_tag="DSM_02381"
     CDS             60343..60666
                     /locus_tag="DSM_02381"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKIFFVLVPFVFLTGCIFGQSSEVKRAEKLLNNFQCKNIETNEI
                     
STSSINSYYQQSLAVSKEKATSYVESYKNGEELFAMPLDEVVEQQYQLYKAACDSLGG
                     VSAQP"
     gene            60870..61349
                     /gene="nlpE"
                     /locus_tag="DSM_02382"
     CDS             60870..61349
                     /gene="nlpE"
                     /locus_tag="DSM_02382"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P40710"
                     /codon_start=1
                     /transl_table=11
                     /product="Lipoprotein NlpE"
                     
/translation="MKKSLLAIALMSTLLVACNKHENKTETTSDASTPVQTAQSNNNE
                     
AVDTAHTAENSLDWDGKYKGTLPCADCEGIKTELELKDDKTYELTETYLGKGDANPFE



                     
THGKFTFDKDNTSVITLDDKAQNRKFFIGENTATALDMEGKKVEGSLAEHYVLKKED"
     gene            complement(61412..63016)
                     /locus_tag="DSM_02383"
     CDS             complement(61412..63016)
                     /locus_tag="DSM_02383"
                     /EC_number="4.1.3.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9I0K4"
                     /codon_start=1
                     /transl_table=11
                     /product="Isocitrate lyase"
                     
/translation="MTTYQTAIDAVRELKAKFGNTWADISPEDAARMQLQNRFKTGLD
                     
IAKYTAAIMRRDMAEYDADSSKYTQSLGCWHGFIAQQKMIANKKYFGTTSKRYIYLSG
                     
WMVAALRSEFGPLPDQSMHEKTSVPALIEEIYTFLRQADAKELNDLFRALNKAKEAGD
                     
SAKVAEITAQIDNFETHVVPIIADIDAGFGNEEATYLLAKKMIEAGACALQIENQVSD
                     
AKQCGHQAGKVTVPHEDFIAKIHALRYAFLEMGVEDGVIVARTDSEGADLTQKIPVVK
                     
EPGDIASKYISYLDTQEIDISEAQEDEILIKRDGKLHRPTRLASGLYQFREGTQIDRV
                     
VLDCITSLQNGADLLWIETPTPNVQEIAHMVNRVKEVVPNAKLVYNNSPSFNWTLNFR
                     
QQAYDRWVAEGKDVSAYDRAKLMSAEYDNTELAAEADEKIRTFQADAAREAGVFHHLI
                     
TLPTYHTAALSTHELAQGYFGDQGMLAYVAGVQRKEIRGGIACVKHQAMAGSDIGDDH
                     KEIFAGENALKAGDDAKNTMNQFSAH"
     gene            63605..64594
                     /gene="syrM1"
                     /locus_tag="DSM_02384"
     CDS             63605..64594
                     /gene="syrM1"
                     /locus_tag="DSM_02384"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P55619"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator SyrM 1"
                     
/translation="MNLERVDLNLLIYLDVLLREKNVTRAAEQLGVTQPAMSNILRRL
                     
RNLFNDPLLIRSSEGMTPTERALELQPRIRDALSDLSMILEPRTEFRPYTSNRVFRIM
                     
TSDYAEATLVPRLVKALRSEAPNVVLDFLTPSDVSYRDMEQGKVDLAINRFNEIPQSF
                     
HQVLVWRDSFSCILNDKHPAVTHLNLKSYLDAQHIWVSKTGMGVGFGVNPDKQGGLGW
                     
IDQALERIGQRRKISVFTRHYQMPALLAQNVDLIATLPTRMARLQAQNPKLVIKDPPF
                     
YIPEFELKMAWCPLLHHHPAHRWLRQLILFVARQMIEEENREFLTNNSQFSHY"
     gene            64718..66043



                     /locus_tag="DSM_02385"
     CDS             64718..66043
                     /locus_tag="DSM_02385"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AE45"
                     /note="UPF0053 inner membrane protein YtfL"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSLFQNIIIIVLLIIAAGFLSLTEIALAGARKVKLKILAEAGEE
                     
RAQKVLDLQEQSADFFAASQIGLNAVAILGGILGEAAFRPFFVNLVDRFHEGPWTQTI
                     
GFALSFTLVTSLFILFADLMPKRLAMIAPEKIAISVINPIQIFIKICKPLAWGINAIA
                     
NLLFRLFKVNTTREDNITFDDISAVMDAGAQAGVLQKQEHHFIENVFELEERTVPSSM
                     
TTRENVVYFTLNEHEDSIRQKLAEYPYSKFLVCNENIDQVIGYVDAKDILVRILNNQS
                     
LTQLNESTIRTVLMIPDTLTLSELLDRFRSTKEKFAVVINEYALVVGVITLSDIMITV
                     
MGDWVTPMEEEQQIIKRDNNSWLIDGSTPIEDLKHALEMDELPDEENYETLAGFMMYR
                     LRKIPRPADFVEFGGYKFEVVDVDHFKIDQLLVTRVLEKNDLPSPPDEN"
     gene            66597..67934
                     /gene="citN"
                     /locus_tag="DSM_02386"
     CDS             66597..67934
                     /gene="citN"
                     /locus_tag="DSM_02386"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P42308"
                     /codon_start=1
                     /transl_table=11
                     /product="Citrate transporter"
                     
/translation="MLTLLGVGMILCFMYLIMSKRLSPIIALILIPFIFSLIAWGLGH
                     
YFESLSHIELKGLSEMMLDGIKKLAPTGVMLLFAILYFALMIDAGLFDPPVKWILKKV
                     
KGDPLKITLGTVFLTTLVSLDGDGSTTYMICVAAMLPLYQRLGMNTLIMTALMLLCSG
                     
VMNLTPWGGPTARAASALQVDPSHIFVPMILPMVISIGWLFFLAYLYGRYEQKRLGVI
                     
ELESHHGDNITVSKDPEATRPHLRKVNMVLTILLMIALIKGILPMSVLFMLAFCIAML
                     
INYPDVDMQKKRIAMHADSILAVVGLIFAAGIFTGILSGTGMVEAMSKEFVAMIPTSM
                     
GPYLAPITALVSMPLTFFMSNDAFFYGVLPILAEAASHYGISPEAIARASIVGQPVHL
                     
LSPLVPSTYLLCGLAKVDFADHQKFTFKWAFITCMVLMGTALVIGVFPLFSTM"
     gene            complement(67981..68493)
                     /locus_tag="DSM_02387"
     CDS             complement(67981..68493)
                     /locus_tag="DSM_02387"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFEQSPESLSDIEILDILQSMKKDKLDTEANEIIRNGGKAGRQE
                     
AHKQALVVLNTNFEEKFVEAVTLALGLNAGQAKKIRYKKDRIRILKARGIDYLAIDGA
                     
ETAQVLAQISQAIVREDAIVTHDLHNIFPFWKEGFPMVQFDNAYKILQEDISLHFHAF
                     LDAMIEYVNK"
     gene            68715..69263
                     /locus_tag="DSM_02388"
     CDS             68715..69263
                     /locus_tag="DSM_02388"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNTKITYTAFTGSTLIASDSLVELAKKLKALPKTTENILIFNDQ
                     
TGQQIDLDLSGSEQELQQRYAEPEEIKKVGRPKLGVISREITLQKKHWDWLDQQSASA
                     
SAVIRKLIDKELNNPNSEGNIMLAKQAIDRFMSAMLGNMPNYEEATRALYQGDRDVFL
                     KMIQSYPKDLREYLTLKAQNVF"
     gene            complement(69316..70929)
                     /gene="cysN"
                     /locus_tag="DSM_02389"
     CDS             complement(69316..70929)
                     /gene="cysN"
                     /locus_tag="DSM_02389"
                     /EC_number="2.7.7.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P23845"
                     /codon_start=1
                     /transl_table=11
                     /product="Sulfate adenylyltransferase subunit 1"
                     
/translation="MSHQSDLISQDILAYLKQHEQKDLLRFLTCGNVDDGKSTLIGRL
                     
LYDSKLIYEDQLQAVTRDSKKVGTTGDAPDLALLVDGLQAEREQGITIDVAYRYFSTE
                     
KRKFIIADTPGHEQYTRNMATGASTADLAIILIDARYGVQTQTRRHTFIASLLGIKNI
                     
VVAINKMDLVEYSSERFNEIQVEYDAFVSQLGDRRPANILFVPISALNGDNVVNPSAH
                     
TPWYKGQTLMSILESVEINRESSKHEFRFPVQYVNRPNLDFRGFAGTVALGEIKVGDE
                     
IVALPSGKRSTVKEIVTFDGNLEQAVAGQAVTLTLNDEIDISRGNVLVRAGEQPLISR
                     
SVRASVVWMNEHPLVKGKLYNIKIGTQTVPAKVTNINYRVNVNTLEHTQVEELELNAI
                     
ADVVVEFDAPVVFDRYQDSRYTGSFIFIDRLSNVTVGAGMVEAAVEWTAHSNPVTAED



                     
RAARLGQKPAVIGVSAQLIEKSQALESLLIQQGVVAIAKTSLTAEQLVLLRETGVVII
                     TTSVDGTDTEITAETVEEAVEKIVELVRL"
     gene            complement(70960..71868)
                     /gene="cysD"
                     /locus_tag="DSM_02390"
     CDS             complement(70960..71868)
                     /gene="cysD"
                     /locus_tag="DSM_02390"
                     /EC_number="2.7.7.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P21156"
                     /codon_start=1
                     /transl_table=11
                     /product="Sulfate adenylyltransferase subunit 2"
                     
/translation="MTESRLTHLKQLEAESIHIIREVAAEFENPVMLYSIGKDSAVML
                     
HLALKAFYPAKLPFPLLHVDTGWKFKDMIAFRDNMAKTHGFDLIVHQNKEGREAGINP
                     
FDHGSSKYTDIMKTQALKQALDKYQFDAAFGGARRDEEKSRAKERVYSFRDSKHRWDP
                     
KNQRPELWNLYNGKVNKGESIRVFPLSNWTELDIWQYIYLENIQIVPLYFSAVRPVVE
                     
RSGTLIMVDDERMRLKEGEVPQMKSVRFRTLGCYPLTGAVESEADTLPEIIQEMLLAT
                     SSERQGRMIDHDEAGSMEKKKQEGYF"
     gene            complement(71861..71959)
                     /locus_tag="DSM_02391"
     CDS             complement(71861..71959)
                     /locus_tag="DSM_02391"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /translation="MALVPPHGLLSGGVIPLLDFMGKMDREGRVHD"
     gene            complement(72251..73693)
                     /locus_tag="DSM_02392"
     CDS             complement(72251..73693)
                     /locus_tag="DSM_02392"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFLRKTLSIALLATASSAVFAQGLVLNNDDLRTDLNWLNQQGVI
                     
NISTSTWPLSGDEIQRALSQAKVTHPAQQKVINSVLNALKADNDTVKVGAFAETDIKN
                     
IPQAFGDNQKSQYQGSLEFNAGGENWDAKIRVNAEKDPQIDSGHDVNVEGSYVAGKLW
                     
NQWLVAGQIPTWWGPGHDGSLIRGDASRPVYGVTAQRAVQNAFETKWLSWIGPWQYQA
                     
FAGQLDDYKAVPHAKLLGLRLTARPLPYLELGASRTLQWGGEGRSESWDSLWNAIKGN
                     
DNVYDSDEDRSNQIAGFDARLNLQSLINAPVGIYGQYVGEDEAGLLPSKKMYLAGVDY



                     
SSSYNNMPYQLYAEWADTRTNNDVKGISYNHYVYKDGYYQHGFPLGHAMGGDGQMYSV
                     
GGDIRFDVMNRLSGRAMVVKVNQSNLAINKAFPKDDEIKALDLTWTHYIKPDLPLKIN
                     GWVSDSDLEGNDAGASIGVEIPLERKMFGF"
     gene            complement(73883..75412)
                     /gene="lysS"
                     /locus_tag="DSM_02393"
     CDS             complement(73883..75412)
                     /gene="lysS"
                     /locus_tag="DSM_02393"
                     /EC_number="6.1.1.6"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A8N3"
                     /codon_start=1
                     /transl_table=11
                     /product="Lysine--tRNA ligase"
                     
/translation="MTQQNAQSTSEPTISENDLIAQRHAKLKQIQDVAKETGKSPWPN
                     
TFKREHYAADLQEQFKDQSKEQIESAEHVYVKVAGRVMLNRGSFMVIQDMTGRIQLYV
                     
DRKGLPKDTLETIKGLDLGDIIAAEGYIGRSGKGDLYVHLEGFELLTKSLRPLPDKFH
                     
GLNDTEVKYRKRYLDLIVNEETRKTFEIRAKVVAGIRAFLTNERFMEVETPMMHVIPG
                     
GASARPFETHHNALDMPLFLRIAPELYLKRLVVGGFERVFEINRNFRNEGVSTRHNPE
                     
FTMIEFYQAYADYKDLMALTENMLEKLAIDILGTTDVPYQGEVFSFKGPFKKISMFDA
                     
ILENNPQFTPENVGDREFLAKFIREELKEEVKPGFGLGKLQTIVFEETVETKLRQPTF
                     
ITEYPAETSPLARRNDDNPHITDRFEFFIGGRELANGFSELNDPIDQAERFQAQVAEK
                     
DAGDDEAMHYDAEFVEALEYGLPPTAGEGIGIDRLVMLFADAPSIRDVILFPHMRRKE
                     G"
     gene            75669..76157
                     /locus_tag="DSM_02394"
     CDS             75669..76157
                     /locus_tag="DSM_02394"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKILFLHGLDSSRESTKFHAILHPEKFCIDVDYRNLSYASVKDF
                     
YHQAIETIKPDLLVGHSLGGYWALKTAAQHKLAVIVANPSLTPNFRNDYPHLCDEDLD
                     
HSNPKMAYLELGDEQLDMYQVQEKLSPYMTIETYDGGHHRLAYPSRLNDLITKIHKKY
                     FA"
     gene            complement(76227..76664)
                     /locus_tag="DSM_02395"
     CDS             complement(76227..76664)
                     /locus_tag="DSM_02395"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="METLIYEVEINAPIEKVWDVLWNSETYNAWTKFFAPDSSMRTDW
                     
KVGGKTYFLDGEGNGMVSTIEEMKKPEVLIFKHLGMIKDGKEDLESEEVKGWSGSLEK
                     YFLSQNGGTTTVKVELATLPEYIGMLKSGFVQGFEAVKQMAEK"
     gene            77108..77272
                     /gene="rubA"
                     /locus_tag="DSM_02396"
     CDS             77108..77272
                     /gene="rubA"
                     /locus_tag="DSM_02396"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P42453"
                     /codon_start=1
                     /transl_table=11
                     /product="Rubredoxin"
                     
/translation="MKKYQCIVCGWIYDEAEGWPQDGIAAGTKWEDIPDDWTCPDCGV
                     SKADFEMIEI"
     gene            77365..78546
                     /gene="rubB"
                     /locus_tag="DSM_02397"
     CDS             77365..78546
                     /gene="rubB"
                     /locus_tag="DSM_02397"
                     /EC_number="1.18.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P42454"
                     /codon_start=1
                     /transl_table=11
                     /product="Rubredoxin-NAD(+) reductase"
                     
/translation="MHPIVIIGSGMAGYTLAREFRKLNPEQELVMICADDAVNYAKPT
                     
LSNAFAGKKAPEQIPLGDAAKMSAQLNMRIEPFTWVKEILAERHELVLEKDGVISQQP
                     
YSKLILAVGANPIRLAIAGDGSDDIHVVNSLIDYRSFRENLAQRKDKRVVILGAGLIG
                     
CEFANDLLHSEYDVTVIDLAPQPLGRLLPSHIASAFQQNLEEAGVKFALGTTVEKVSK
                     
INNGEDYAVTLANGQTLVADIVLSAIGLQPNISLAQSANIQTSRGVITNSLLETNQAD
                     
IYAIGDCAEVNGTLLPYVMPIMQQARALAKTLSGQQTNVHYPAMPVAVKTPAAPLTVL
                     
PAPVDVDVNWETEEFDDGMLAKAIDNEGTLRGFVLLGATAGKQRLTLTKLVPDLIPAQ
                     A"
     gene            78601..79545
                     /gene="rdmC"
                     /locus_tag="DSM_02398"
     CDS             78601..79545
                     /gene="rdmC"



                     /locus_tag="DSM_02398"
                     /EC_number="3.1.1.95"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q54528"
                     /codon_start=1
                     /transl_table=11
                     /product="Aclacinomycin methylesterase RdmC"
                     
/translation="MNSALQFSISPYTPFMQETKVNLGNGIELHVEVGGKPEHPTILL
                     
IMGLGAQMLFWPDFFCKSLIDQGFRVIRFDNRDIGLSSKVRHQGKRLNTMKLMGRFAL
                     
GLRNQGAPYTLYDMADDVSMLLDRLGVSKAHVIGASMGGMIAQILAAKYPEKVEKLGL
                     
MFTSNNQPFLPPPFPKQLLSLIGKPESRDEEGIVNHSLKLFQLIGSPGYINHIEAVQT
                     
ARKLYQRSYYPAGVLQQFLAILCTGSLLQLDREIKQPTLVLHGSRDRLLPPSHGKAVA
                     KAISGAKFELIDGMGHDIPAHFIPQLSGLFAHHFKSSY"
     gene            79552..80460
                     /gene="oxyR"
                     /locus_tag="DSM_02399"
     CDS             79552..80460
                     /gene="oxyR"
                     /locus_tag="DSM_02399"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACQ4"
                     /codon_start=1
                     /transl_table=11
                     /product="Hydrogen peroxide-inducible genes 
activator"
                     
/translation="MAALPSLRQLSYLVTLSETLHFTEAARRSFVTQSTLSGGIMELE
                     
RLLGGVLVERDRQNVRLTPLGEQVVARARVLLADAQDLMRLSREMSEPLTGDLHLGVI
                     
PTIAPFILTRLLDEVHQQLPKIQLHLHEAQSEKIVERLEHGNLDMIVLALPFDTRSLK
                     
VAEISKENLYLVCSKQDTNALQANSLDDLDLSRLILLEEGHCLRDHVLSACPIGERKN
                     
DNRLKASSLPTLVEMVSSDLGFTLLPEIAIENSMIKFNDQITAKPIEDAPSRTLALVT
                     RKSTPLQSEFDVLLQIMQKITTNLHE"
     gene            complement(80491..81081)
                     /locus_tag="DSM_02400"
     CDS             complement(80491..81081)
                     /locus_tag="DSM_02400"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQGFIKSLFIRIFLGLMPVTAYADQKCYGDIIVFQKFDDQMIYP
                     
YFIHPSREKNKKNEIQNKTIVIQKRKLTQEELLAQKKIDDNQLKKIEEKKNIEKKKQL
                     
DAAVAKEILENGEKKWMVQVALAPNQNKANMIQSQLQAKGYKVVTSPTTKGIRVMVDP



                     ANDYAIAQIIREKIIADDSLDLRSAWVFKWASLTAQ"
     gene            complement(81321..83399)
                     /gene="ppk_2"
                     /locus_tag="DSM_02401"
     CDS             complement(81321..83399)
                     /gene="ppk_2"
                     /locus_tag="DSM_02401"
                     /EC_number="2.7.4.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0DP44"
                     /codon_start=1
                     /transl_table=11
                     /product="Polyphosphate kinase"
                     
/translation="MNTAITATTPTEYSYNDRYINRELSILDFHLRVLEQAVDPLHPL
                     
LERMNFLLIFSRNLDEFFEIRVAGVMEQFALGNESRSPDGLTPRQVLQKISETAHAAI
                     
ERQYRILNEEILPKLREEDICFLRRGELTPAQSAWVKKYFQEQVAPVLTPISLDPAHP
                     
FPRLVNKSLNFIVTLEGKDAFGRQIDLAVVPAPRSLPRVVRLPDELTGGKEHHVMLSA
                     
IIHEHVSDLFPGMTATGCYQFRVTRNADLALNEDVEDLAKALKGELSSRRFGRAVRLE
                     
VTQNCPQHIYEYLLEEFDLNEEQLYKVDGPVNLARLVSNFKRPHLRYDSHTPVVPKVF
                     
KKTESIFSAMQKQDILLHHPFESFAPVIQLLREAARDPQVLAIKQTLYRSGADSEIVQ
                     
VLAEAARNGKEVTAVIELRARFDEESNIEVANVLQEAGAVVVYGIVGYKTHAKMIMVV
                     
RRENNKLVRYVHLGTGNYHAMNARIYTDYGLMTTDKDLCEDVHRIFQELTGMGKMAKL
                     
KKLLHAPFTLHAQLINFIDEEIANAKAGRKAQIIVKVNALTEVQLINKLYEASQAGVQ
                     
VDLIIRSICCLRPGLPNLSENIRVRSIVGRFLEHTRVYYFSNNGDARIYCSSADWMDR
                     
NLFNRVEACFPIEDPALKKRIYQQGLLNYLQDNQQAWLLQGDGTWVRAQPAAGEKLHN
                     AQRELLETFK"
     gene            complement(83504..84181)
                     /gene="mtgA"
                     /locus_tag="DSM_02402"
     CDS             complement(83504..84181)
                     /gene="mtgA"
                     /locus_tag="DSM_02402"
                     /EC_number="2.4.1.129"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P46022"
                     /codon_start=1
                     /transl_table=11
                     /product="Biosynthetic peptidoglycan 
transglycosylase"
                     
/translation="MKAFIVRVLLIFIGAILLIQLWIFSSLVWWRTHEVDTTMFMRID
                     
YWSDPSEPIIHEWLDYDDISDNFKHAILAGEDAKFIHHHGFDWDGIRFALERNNEQGE



                     
VVAGGSTVSQQLAKNLFLYNKRSFIRKGQETVATWMMERMWSKRRILEVYMNSVEFGK
                     
NLYGVEAAAQYYYGKSAKSLTREQAAFLAALLPDPKYYQDHRNDRKLQYRKRVILRYM
                     NSTQIPE"
     gene            84258..85067
                     /gene="aarA"
                     /locus_tag="DSM_02403"
     CDS             84258..85067
                     /gene="aarA"
                     /locus_tag="DSM_02403"
                     /EC_number="3.4.21.105"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P46116"
                     /codon_start=1
                     /transl_table=11
                     /product="Rhomboid protease AarA"
                     
/translation="MTQSQPPHINRKLNVQAWWLTALLISINVGLFIWQIISGVDISD
                     
PAIKDALRWGADFTPLTFSGQPERLFTSVFFHFGIIHLMLNMGALYIFGNVAEVLFSR
                     
SYFIILYLLAGVFGSLLSSYINIQNGYELLQHFDQSLLPHVSAGASGAIMGLGTALTV
                     
LSLFPPLPHQVRILNKKVYLVTMAINLIFGFIATGINNAAHVGGMIMGALLAFIWYLS
                     YRTQFKSLLKFLGLVGGLFMTVGFYVYCNQLNSPLLPLWHEVLIQNPEILP"
     gene            complement(85069..87528)
                     /locus_tag="DSM_02404"
     CDS             complement(85069..87528)
                     /locus_tag="DSM_02404"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRNLLKPLLLQSLRTGGLYLLIIALSLAISATTALKFSNDQVKN
                     
AVSLQAAQMLAADLVLSNNEPIDAKWQKRADQLGLKQTNVTMFSSMAHTQDQFVMVNV
                     
KAIEPAFPLRGKLEIEPIARGIQPGEVWLSQRAADLLKVKLGDMVSIADAAFRFSGVI
                     
VRDSNQELGFSGFSPTVIIHQADIAKTHAIQTGSRIDYRLLMSGQPEQVQSFSRQFKQ
                     
QHQPANEQEETIGLRLRDASESNSRLLRPLENLDTFLQLANILTILLCGIAIALTSQR
                     
YVQQNQDHIALIRCLGASKFQILWAYIGLLCVVSAISIAIGSLLGIMMGYGLLELMLQ
                     
LIPQLELSFSVVGFLLGPLPIAIFTSVIVLLGFILPSIWELLNTPPIRVIREQAKSRK
                     
SLFFMFFAGITSLVIFSLVLSENLMLSIWVLTAIILLCILLYTVVWLLLRALKKMKTR
                     
LSFYIRSASQSALQITALALGLSLITVLSVLRTDLLERWQQQLPEGTPNQFVYGLPPF
                     
DLKAFEQQLKQNGWQSTPLYPNIRGRLVAKNDVPFSEEAIKQNNALRRELNLTQSSAL



                     
PNDNVITKGQAEFNAVGQVSVESKTAESLGIQIGDRLTFSLPEGSLQAKVINFRSVEW
                     
ESFSPNFFFIFSPKTLDENAGSYLGSFYVPKQDQPKMIHMIQQFSNTVFIDVDRILDE
                     
VKRLMNVLVKIVTVLAALVGFSGILVLIACLNLLMDERRREVALLRSFGLSKNKMKQM
                     
LSLEIGFLGLLAGIVACCFAEVISAIASYKMNMALQWHIEIWLILPLAMMLLCALIGR
                     YRLGYLCNLPPLQSLRELNQI"
     gene            complement(87532..88224)
                     /gene="lolD_2"
                     /locus_tag="DSM_02405"
     CDS             complement(87532..88224)
                     /gene="lolD_2"
                     /locus_tag="DSM_02405"
                     /EC_number="3.6.3.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75957"
                     /codon_start=1
                     /transl_table=11
                     /product="Lipoprotein-releasing system ATP-binding 
protein
                     LolD"
                     
/translation="MPQPIIAAHQVTQTIQINQNQFTILKNIDLDIYEGEQVAITGRS
                     
GSGKSTLLGILATLDQPFEGEVWLCGQAVHKLTEEQRAQIRMQHIGFVFQSFQLLPQL
                     
SALENVMLPLRLRKDFDYKIAEKKALDWLHRVGLSRQAEQTPKVLSGGEQQRVAIARA
                     
LIAEPQIIFADEPTGNLDGQTAQEIETLLFDLNRELGTTLILVTHDRNLAALCQRHVE
                     LDDGRLKTVQGG"
     gene            88332..88892
                     /gene="tesA"
                     /locus_tag="DSM_02406"
     CDS             88332..88892
                     /gene="tesA"
                     /locus_tag="DSM_02406"
                     /EC_number="3.1.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HZY8"
                     /codon_start=1
                     /transl_table=11
                     /product="Esterase TesA"
                     
/translation="MFVSAKTILILGDSISAGYGIDPKQGWVQLLQKRLDQQYPKQHK
                     
VVNASVSGETTSGALARLPKLLQTYKPEVVVIELGGNDGLRGQPPQMIQKNLSQLIQL
                     
SQKQKAKVILFGMKIPPNYGTAYSKAFENSYKTVSQKYQVKLLPFFLDGVAGQKQLMQ
                     NDLIHPNAQAQSKLLNLAYPYIKGAL"
     gene            complement(88925..89539)
                     /gene="mtcA2"
                     /locus_tag="DSM_02407"
     CDS             complement(88925..89539)



                     /gene="mtcA2"
                     /locus_tag="DSM_02407"
                     /EC_number="4.2.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WPJ9"
                     /codon_start=1
                     /transl_table=11
                     /product="Carbonic anhydrase 2"
                     
/translation="MPTAQEVLDRLKAGNQRFVNGNTSLAKTLSHHERAEMAKDQNPF
                     
AIVLGCSDSRVPAEMVFDQGLGDLFVIRVAGNVVAPSQVGSVEFAAERYDCPVVVVLG
                     
HSHCGAIQATIDTLMNPEHPPSSNLMSIVNRVRPSVEILMQTDLKNDLKKLSCHAVRS
                     NVFASVNQLRHGSAVLENLIAKGELIVVGAEYSLETGEVTFFDF"
     gene            89824..90849
                     /gene="lip1"
                     /locus_tag="DSM_02408"
     CDS             89824..90849
                     /gene="lip1"
                     /locus_tag="DSM_02408"
                     /EC_number="3.1.1.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q02104"
                     /codon_start=1
                     /transl_table=11
                     /product="Lipase 1"
                     
/translation="MTRLSAPIKASMKKTATALTLACSLLSVMSISQAQAADNIDVSF
                     
QTILQQERNWAGLQSKSLKVGDITWSYSEGGSSTKPTLLLIHGLAGSRDNWNRVAHYL
                     
TTNYHVIIPDLPGSGETIVSHDFDYSVPNLAEKLRRFVEAANLKGPIHIAGHSLGGSI
                     
ALLYAGQYPFETKSLFLVDSGGIFRSANTIYLKDPTYLKQLLVSKKGDFNYLLKQTMF
                     
NPPFIPKEFLQAQEKLMINQAPQTQKLVDQLIALNKVYTPDSFAVLTKTIDAPTLILW
                     
GKQDKIINVEVANELKRLLKNAQPPVILENVGHMPILEAEQLVIQQYVPFLLKVETNQ
                     SSKTTTP"
     gene            90876..91883
                     /locus_tag="DSM_02409"
     CDS             90876..91883
                     /locus_tag="DSM_02409"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSTQPMIEKLIEAHLDFLDEQFAQTQVIQQEFEQFYHWLGSRQL
                     
QHLWTFEQVQQLIQKQILDTPASDFLIEQIAEHIRFALIHPANDTTTVEDVIPVLTID
                     
RIAQYVASKEEHRKKLIKTIVNNPAFSALLTQLIQQTMHDYLDESMSKRVPGVGRFMK



                     
MGKSVLETVTDSNLDDTINHYLQKNILKLSQMSERVLNQHFDNDKLYHFQANVWHKVK
                     
TSPLSVLKNYIEVQDLTKTVGLGHEIWDHIRQTDYLKQQVHDGIYTWYVRNQERNFDL
                     
LLRDLNIDENLVKHELTELLVPVLQQLVTTGHLRRRARVYLEKFYYSEKALEILNNKG
                     A"
     gene            complement(91906..94170)
                     /gene="pfeA"
                     /locus_tag="DSM_02410"
     CDS             complement(91906..94170)
                     /gene="pfeA"
                     /locus_tag="DSM_02410"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q05098"
                     /codon_start=1
                     /transl_table=11
                     /product="Ferric enterobactin receptor"
                     
/translation="MSKRIIQSVLSVSVLASMMSMAFAAQNEQEQAEQTLEKPAEPVK
                     
LETIFVTAEEQVKQSLGVSVITKEDLEKLPVRNDISDYVRRMPGVNLTGNSATGQRGN
                     
NRQIDIRGMGPENTLILVDGKPINSRNSVRYGWKGERDTRGDSNWVPAEAIESIEVLR
                     
GPAAARYGSGAAGGVVNIITKKVTNETHGSVEFYTSQPEDSKEGSSNRVGFNVSGPLI
                     
KDVLSYRLYGNYNKTEADDVDINKSIGSTAAGREGVKNKDISGRLAWQATDQQTVLLD
                     
ISSSKQGNIYSGDSQLNANAEADAILSQLIGKETNTMYRDSYALTHEGDWSWGKSKLV
                     
AQYDKTHNKRLPEGLAGSVEGKINNLDDKATSRLETLRFNGEANIPFEYYLPQVLTVG
                     
TEWVEDRFKDNVSTTQGKDSSGSGYGDQLAKGDRSKMESRIASAYIEDNLKVTDSTDV
                     
VLGLRFDDHSKSGSNWSPSLNITQKLNDYFTLKGGVAKAYKAPNMYQNAEGYLLSTNG
                     
NGCPANIESRCLLQGNGDLKPETSVNKELGIQFQKDIVNASLTWFRNDYKDKIVAGTH
                     
VVGTVDGSSTNANTGAVTNTKWNILRWENTPKALIQGFEGSLGLDFGDIRWTNNFTYM
                     
MDSKDKQTGNPLSLVPIYTINSIFDYDITDQLDVNFVFTQYGRQKSRQFAENRLESGI
                     
GSGGANSALKPSTVKSYSTAGINVGYKFSDQISTRVGVSNLFDKQILRDSNSISQTYN
                     EPGRAYYASLKYSF"
     gene            complement(94340..94978)
                     /gene="nfuA"
                     /locus_tag="DSM_02411"
     CDS             complement(94340..94978)
                     /gene="nfuA"
                     /locus_tag="DSM_02411"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P63020"
                     /codon_start=1
                     /transl_table=11



                     /product="Fe/S biogenesis protein NfuA"
                     
/translation="MSTENTNTAVAEEIPNLLITPSAQEYLHELLAKQNTPGIGVRIF
                     
VEHPGTPRAECCMAYSAPEEVVPTDYKQDYPDFPAYIDAPSIPYLLDAVIDYNKDRFG
                     
GQLTFRAPNSKVPRVGPDASIEERITYVLQAEINPGLAGHGGNCSLVEVQDDPEHGLT
                     
AVLKFGGGCQGCSAIDVTLKQGVETTLKEHIPELQRVVDQTDHTQAEGAYFK"
     gene            95136..95753
                     /gene="glpG"
                     /locus_tag="DSM_02412"
     CDS             95136..95753
                     /gene="glpG"
                     /locus_tag="DSM_02412"
                     /EC_number="3.4.21.105"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_01594"
                     /codon_start=1
                     /transl_table=11
                     /product="Rhomboid protease GlpG"
                     
/translation="MLHLPFNHTITLIIITVIVSLLAFSNQNVMNRLIFWPPAMQRGQ
                     
FDRFITHGFIHADGTHLLFNMITLFFFGSIIESFYRQYFYDMGFVLFYLGGLIFAILP
                     
SYLQHKNDANWASLGASGAVSAVLFAYILFQPWKLIFVFFIPVPAIIFAVLYVAYSIW
                     AGKRGNTHINHSAHLWGAAYGVIVTILIEPRVIPHFLDQLTRLPF"
     gene            95924..97600
                     /gene="atsA"
                     /locus_tag="DSM_02413"
     CDS             95924..97600
                     /gene="atsA"
                     /locus_tag="DSM_02413"
                     /EC_number="3.1.6.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P51691"
                     /codon_start=1
                     /transl_table=11
                     /product="Arylsulfatase"
                     
/translation="MKYKALLSSLSIALFSLSLAGCNDNDSQETAVSTPKQPNILFIM
                     
ADDLGYSDLGAFGGEIHTPNIDSLAQEGRILTDYHTAPTCSPTRSQLISGTDHHLAGI
                     
GAMAELTPDHLKGQPGYEGYLNERSLSIAQVLKDNGYRTYISGKWHLGLTPETNAHAK
                     
GFDHSFTLLQGLDHHFKQAPSAFKRNSTYTEDGQIIPVSALPNDFFSTNYFTDKLLSY
                     
LESGKNSGKPFFAYAAYTAPHWPIQAPAEYREKYRGVYDVGYDAIRNARIARQKQLGI
                     
IPVNFEAAEPIATQNAPQKYGKWDELTAEQKALEARKMEIYAGMVENLDANVGRIIQY
                     
LKQNNLYDNTLIFFVSDNGAEGFVRGSYGSESGFDNSVANVGTPTSYHYIGPRWAEVS



                     
AAPFHLWKDTAGEGATTAPAIVKLPNQKKAEETNHSFASVLDVFPTLLDYAHIPVPQG
                     
QYKGRTINTPSGYSWKSVLENKSQTIRPANFSFADELHGSKYAKQGEWKIALQGRPEL
                     GTGSWELYNIATDRGENHNVAQLYPAKVQELLAVYQKYTEQNGVQEYNAK"
     gene            97597..98604
                     /gene="pkn1"
                     /locus_tag="DSM_02414"
     CDS             97597..98604
                     /gene="pkn1"
                     /locus_tag="DSM_02414"
                     /EC_number="2.7.11.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O84147"
                     /codon_start=1
                     /transl_table=11
                     /product="Serine/threonine-protein kinase pkn1"
                     
/translation="MKLKLVLSTTISLLFITGCSKSEHNADTKTILPKHAIQAAALGS
                     
IEQCKSYTGLPTGWLKNTTAGMVFIPDGHFNFGSEKAYPDELNFGKKQREVKGFWIDQ
                     
TEVTVAQFASFVKATGYITDAEKQKQAAVFSPDPHHPQQWWQLKTGYTWKTPNGKNGA
                     
LPNPHEPVRYVTKNDAEHYAVWLGRDLPTELEWEYAAKANSPTDTPLHQAPTDEHQHP
                     
QANYWQGAFPFENLNQDHFTGIAPVGCFKPNGFKLFDMIGNVWEWTSSPYQGAHDQHM
                     
GNYSALRQQEMSSTQYVIKGGSFLCAENYCSRYRNSSRYPQDFDLAATHVGFRTILRS
                     P"
     gene            98714..98878
                     /locus_tag="DSM_02415"
     CDS             98714..98878
                     /locus_tag="DSM_02415"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKTLLLCAAAIFTMSLSACAVHTPEGSIVIDPDSPYYGHPGGFC
                     PPGQAKKGRC"
     gene            99415..100962
                     /locus_tag="DSM_02416"
     CDS             99415..100962
                     /locus_tag="DSM_02416"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSSQSSAEGLQFPIHASIKKQSTSLTGQEILSEALSIVDNKTAQ
                     
QILAEKNWRKNYPIYFKALVKHGITNSNNPITIAKQGLHKAHHLFDYYRDGKHYLLKD
                     
ALHIPTSTPLNTVKFKGESEAAPEWYVPYKGQKLSGQSLLDQIQKWENAGIIEPSHAK



                     
ALREAAAHPEWFDLSDRTMVLFGAASEAGPLPWLAKWKANIVAIDLPNPRVWGKILNT
                     
IQQGNATLIAPSIEKIDSSAKASALRDKLGANLLTQIPEIAQWLVQFPQKLDLAAIAY
                     
LDGEKHVRVSMAMDSIMQYVSEHKPDTSLMFMCTPTDVYAVPKEVAEAAQEKFKSRSQ
                     
LQKMAVKGVSTLSLKRFFQAPYQDLITSENGKTYGIADCLVVEQGPNYALAKRIQQWR
                     
ATLARHQGQRVSINIAPSTTTHSVTKNPLLKAAFNGAELFDVEAFSPETTNAIMAALW
                     
IHDLRNDSSVANPETVLDHPLELMMEGANHGGLWRVAYLARTALPFAAIYGFAAEKFP
                     FRKFSKK"
     gene            complement(101006..102340)
                     /gene="dsdA"
                     /locus_tag="DSM_02417"
     CDS             complement(101006..102340)
                     /gene="dsdA"
                     /locus_tag="DSM_02417"
                     /EC_number="4.3.1.18"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P00926"
                     /codon_start=1
                     /transl_table=11
                     /product="D-serine dehydratase"
                     
/translation="MNAVQIDQLKQQFPLIETLQAYQETFWFNPHRYPLNEALAKVCL
                     
TEQDVKEAEARLARFAPYLAKVFPETQAQHGKIESALVEIAEMQQALSLQKHKTLTGK
                     
LWLKKDSHLPISGSIKARGGIYEVLAHAEKLAIEAGLLKLEDDYSKLDQDSFRTFFSK
                     
YQIAVGSTGNLGLSIGIMSAKLGFRVSVHMSADARQWKKDKLRSLGVNVVEYASDYGV
                     
AVEEGRKAAEQDPFCFFIDDENSTTLFLGYAVAGLRLKQQFEQKQIKVDADHPLFVYL
                     
PCGVGGGPGGVSFGLKLAFGEHVHCIFAEPTHSPCMLLGVYTGLHDQISVNDIGLDNI
                     
TAADGLAVGRASGFVGRAMQQLIDGYYTIHDECLYELIALLNQTENIQVEPSAAAGMM
                     
GPYYVQTTPDYLALHQLSAEKLQHATHVVWATGGGMVPPDEMQKYLTHSQSN"
     gene            complement(102507..104138)
                     /gene="pitA"
                     /locus_tag="DSM_02418"
     CDS             complement(102507..104138)
                     /gene="pitA"
                     /locus_tag="DSM_02418"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFJ7"
                     /codon_start=1
                     /transl_table=11
                     /product="Low-affinity inorganic phosphate 
transporter 1"
                     
/translation="MNSNLPPVSDSKLAANLQAKSTNVHVPTPKFFMPVFLTIIIATL



                     
IYIGFQVSADLAHVPPLSLYSVILLSTALLIALGFEFVNGFHDTANAVATVIYTNALP
                     
APVAVMWAGFCNFLGVMVASGAVAYGIIALLPVELIMNMGSGAGFAMVFALLIAAILW
                     
NLGTWFLGIPASSSHTLIGSILGVGIMNHLLSASTGVTTSGVDMDQVIKVGKALLFSP
                     
LIGFAFAAIVFLLVKTIFKRQLELFQPPEGNKPPPAIIRAILIFTCTGVSFAHGSNDG
                     
QKGMGLIMLILVGLVPLAYSLNKNLDTQQVQSFHQLSSQTAVLLNQNQPELTDEKARA
                     
VLTKYIQTKQQTPEVVPALASMTDHLGERVSSYSNLKDIPEAAISEIRNDMYLSTTTF
                     
KRLDKADALPKMDDSQKKLVKDYRSSLDSFLQYIPNWVKVAVALALGLGTMVGWKRIV
                     
VTVGERIGKHHMTYGQGMSAELVAMSTIAAADGLGMPVSTTHVLNSAVAGTMVANKSG
                     LNFNTVKTILSAWVFTLPATICLSGGLYWLFLQFV"
     gene            104601..108287
                     /gene="metH"
                     /locus_tag="DSM_02419"
     CDS             104601..108287
                     /gene="metH"
                     /locus_tag="DSM_02419"
                     /EC_number="2.1.1.13"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P13009"
                     /codon_start=1
                     /transl_table=11
                     /product="Methionine synthase"
                     
/translation="MSTLATLKALLAKRILIIDGAMGTMIQRHKLEEADYRGERFADW
                     
AHDLKGNNDLLVLTQPQIIQGIHEAYLDAGADIIETNSFNGTRVSMSDYHMEELVPEI
                     
NREAARLAKAACEKYSTPDKPRFVAGVLGPTSRTCSISPDVNNPAFRNISFDELKENY
                     
IEATHALIEGGADIILIETVFDTLNCKAAIFAVKEVFKQIGRELPIMISGTITDASGR
                     
TLTGQTAEAFWNSVRHGDLLSIGFNCALGADAMRPHVKTISDVADTFVSAHPNAGLPN
                     
AFGEYDETPEQTAAFLKEFAESGLINITGGCCGTTPDHIRAIANAVKDIAPRQVPETV
                     
PACRLSGLEPFNIYDDSLFVNVGERTNVTGSKKFLRLIREENFAEALEVAQQQVEAGA
                     
QIIDINMDEGMLDSQNAMVHFLNLVASEPDISRVPIMIDSSKWEIIEAGLKCVQGKPV
                     
VNSISLKEGYDEFVEKARLCRQYGAAIIVMAFDEVGQADTAERKREICKRSYDILVNE
                     
VGFPAEDIIFDPNVFAVATGIEEHNNYAVDFIEATGWIKQNLPHAMISGGVSNVSFSF
                     
RGNEPVREAIHSVFLYHAIKQGMTMGIVNAGQMAIYDDIPTELKEAVEDVILNQNQGE
                     
SGQAATEKLLEVAEKYRGQGGATKEAENLEWRNESVEKRLEYALVKGITTYIDQDTEE
                     
ARLKSKRPLDVIEGPLMDGMNVVGDLFGSGKMFLPQVVKSARVMKQAVAWLNPYIEAE



                     
KTEGQSKGKVLMATVKGDVHDIGKNIVGVVLGCNGYDIVDLGVMVPCEKILQTAIDEK
                     
CDIIGLSGLITPSLDEMVFVAKEMQRKGFNIPLLIGGATTSKAHTAVKIDPQYQNDAV
                     
IYVADASRAVGVATTLLSKEMRGAFIEEHRAEYAKIRERLANKQPKAAKLTYKESVEN
                     
GFKIDESYVPPKPNLLGTQVLKNYPLATLVDYFDWTPFFISWSLAGKFPKILEDEVVG
                     
EAATDLYNQAQAMLKDIIDNNRFDARAVFGMFPAQRTDADTVSVFDEAGQNVTHTFEH
                     
LRQQSDKVTGKPNLSLADYIRADREQQDYLGGFTVSIFGAEELANEYKAKGDDYSAIL
                     
VQSLADRFAEAFAEHLHERIRKEFWGYKADEQLSNEELIKEKYVGIRPAPGYPACPEH
                     
SEKAVLFDWLGSTDKIGTKLTEHFAMMPPSSVSGFYYSHPQSEYFNVGKISQDQLEDY
                     AKRKGWTLDEAKRWLAPNLDDSIV"
     gene            complement(108367..109371)
                     /gene="dxs_2"
                     /locus_tag="DSM_02420"
     CDS             complement(108367..109371)
                     /gene="dxs_2"
                     /locus_tag="DSM_02420"
                     /EC_number="2.2.1.7"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9RUB5"
                     /codon_start=1
                     /transl_table=11
                     /product="1-deoxy-D-xylulose-5-phosphate synthase"
                     
/translation="MSQLANPPKKKLTTSAMIASIAAEGQPTKPAPFGHALNALAKER
                     
DDIVGLSADLSKYTDLHIFAKENPDKFFQMGMAEQLLMSAAAGLAREGFVPFATTYAV
                     
FASRRAYDFICMAIAEDNLNVKIVAALPGLTTGYGPSHQATDDIAIFRAMPNLMVIDP
                     
CDAFEIEQAIPQIAAHNGPVYMRLLRGQVPLVLDKYNYQFKLGKAQVIKPGKDLLIIS
                     
TGLLTMRALEAAEELEKEGIEVSVLHVPTIKPLDEQTILDEVAKGGRPVLTAENHSVI
                     
GGLGEAVGSLLLRNGQHPRFDMIGLPDAFLDAGALPTLHDRYGISTEAVKEKIKSHLK
                     "
     gene            complement(109382..110233)
                     /gene="tktB"
                     /locus_tag="DSM_02421"
     CDS             complement(109382..110233)
                     /gene="tktB"
                     /locus_tag="DSM_02421"
                     /EC_number="2.2.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P33570"
                     /codon_start=1
                     /transl_table=11
                     /product="Transketolase 2"



                     
/translation="MTMLNVDKVGQIAELQQRAYHIRQHALRMGQVQGQGYVGQALGA
                     
ADLLAVSYFHAMKYQPENPEWEGRDRFYLSIGHYAIALYAALIEAKTIPLEELETYGA
                     
DDSRLPMSGMASYTPGMEITGGSLGHGLGIAVGACLGLKQKKSDAFVYNLLSDGELNE
                     
GSTWEAVMSASHWKLDNLIAIIDVNNQQADGHSSEILAFEPIIDRWQSFGWYTQRVDG
                     
NDMEALLEAFDQARNHEGACPRVIICDTKMGKGVSFLESREKTHFIRVDEHEWDDALN
                     ILTHYGQ"
     gene            complement(110247..111575)
                     /gene="nicT_2"
                     /locus_tag="DSM_02422"
     CDS             complement(110247..111575)
                     /gene="nicT_2"
                     /locus_tag="DSM_02422"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q88FY6"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative metabolite transport protein 
NicT"
                     
/translation="MAKCKGIRMMDTVFSSEVDTTVRKSAYRKIAFRLMPFLMLCYFC
                     
AYLDRVNVGFAKLQMMSDLQFSEAVYGLGAGIFFIGYFLCEVPSNIVLHKVGARRWIA
                     
RIMITWGILSGCFAFVQTEWQFYTLRFLLGVAEAGLAPGLLLYLTYWFPSYRRARMTV
                     
LWFIAIPISGMIGGPLSGLIMDRMSGVHGWFGWQWMFVIEAIPTVLVGLLVLAVLKDS
                     
VQDANWLTQDEKNLVKQELAQDNQHKEGHASVKEFIADKRLWLLAGIYFCVVMGQYAI
                     
TFWLPTLIRNSGISDNWHIGLLTSLPYMCAIVVMILAGRSGDHFQERRWHLIIPMCAG
                     
AIALTFATLFASNLTLSLICLCIAASGVLTASSLFWMLPTNFLGGVSAAAGIAAVNSF
                     ANLAGFCSPYLIGWVTTNTGSNAIGMFLITTVLIFGASLVLRVPAKLVNR"
     gene            complement(111624..112373)
                     /gene="fabG_7"
                     /locus_tag="DSM_02423"
     CDS             complement(111624..112373)
                     /gene="fabG_7"
                     /locus_tag="DSM_02423"
                     /EC_number="1.1.1.100"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AEK2"
                     /codon_start=1
                     /transl_table=11
                     /product="3-oxoacyl-[acyl-carrier-protein] reductase 
FabG"
                     
/translation="MLLQGKVALITGAASERGIGRATAEIFAQQGAKVIIVDLDIAQS
                     
QNAAKALGGGHLGLAANVANEEQVKAAVEQALQHYGKIDILINNAGITQPVKTLDIQR



                     
SDYDRVLDVSLRGTLIMSQAVIPSMKANGGGSIVCLSSVSAQRGGGIFGGPHYSAAKA
                     
GVLGLAKAMAREFGGDQIRVNSLTPGLIQTDITGGLMNDDRRHDILAGIPLGRLGKAQ
                     DVANAALFLASDLSAYLTGVTLDVNGGMLIH"
     gene            112528..113433
                     /gene="perR"
                     /locus_tag="DSM_02424"
     CDS             112528..113433
                     /gene="perR"
                     /locus_tag="DSM_02424"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q57083"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator PerR"
                     
/translation="MDSSENNFNQMPSIKTLQAFEQTARFGNVAKAAENLNLTPSAVS
                     
HQIAKLEEMIGQSLFIRGARGVTLTPSGERYFQDVTTILHNLMLATEKAADKSPKDSL
                     
YIHSSPSFGLLWLLPRLESFKEKFPMIQVNLSCSYENLHFTRDKIDIDIRHGLPNWTG
                     
VEIRTIRNEKLEVLASPKLLERSPVHKPQDLLKKDLILSRSTLVTWPQWFAHQGLSIP
                     
EFPYTLSFDRSYMSLEAATHGLGFVLESNLLTQNYLESGKLVRVFADELSIPISAHHL
                     VYPRTHQFIPKIELFLNWIQDELAS"
     gene            complement(113445..113891)
                     /locus_tag="DSM_02425"
     CDS             complement(113445..113891)
                     /locus_tag="DSM_02425"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNHLNSILKFSLDINSLSFDVDSQHIHLEQGLGFVGSKSIGHGV
                     
IDELAIEKMIYFIEEIIESQPLRNLNINGVAVTADTAMAQLSELFFSAKKQISRTELE
                     HGFNHFIERLSYYTNQVAPDQVYVFTYFVFIREMMHHLRVEQIQII"
     gene            114083..115228
                     /gene="mro"
                     /locus_tag="DSM_02426"
     CDS             114083..115228
                     /gene="mro"
                     /locus_tag="DSM_02426"
                     /EC_number="5.1.3.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P05149"
                     /codon_start=1
                     /transl_table=11
                     /product="Aldose 1-epimerase"
                     
/translation="MKKLAILGVTVYSFAQLANAATLNVKSYGTTQNGQKVDLYTMSN



                     
NNGVSVSFISFGGVITQILTPDAQGKQNNIVLGFDDLKGYEVTDTKEGIHFGGLIGRY
                     
ANRIGNAKFSLDGKTYNLEKNNGPNSLHSGNPGFDKRVWQVKPLVSKGETVKASLKLT
                     
SPNGDQGFPGKLDVEVIYSLSDQNEFKIEYKAKTDQPTVVNLTNHSYFNLSGAGNNPY
                     
GVLDHVVQLNADRILVTDQNSLPTGEIASVAGTPFDFRTPKAIVKDIRANNQQLAYGY
                     
GYDQTWVINQKSQGKLNLAAIVVDPKSKRTMQVLTTEPSVQMYTANHLLGNIVGANGV
                     LYRQADALALETQHFPDSPNQPTFPSTRLNPNQTYNSVTVFKFGVQK"
     gene            complement(115296..116516)
                     /gene="fsr"
                     /locus_tag="DSM_02427"
     CDS             complement(115296..116516)
                     /gene="fsr"
                     /locus_tag="DSM_02427"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P52067"
                     /codon_start=1
                     /transl_table=11
                     /product="Fosmidomycin resistance protein"
                     
/translation="MTSSIQLKDGIANTVANDQSQGMIIKIVGAVAVAHLLNDLIQAV
                     
LPAIYPMLKANFSLSFAEVGLISFVYQITGSLLQPWIGLYTDKHPKPYLLPLGMVVTF
                     
CGIILLAFSPSFAVLLCASALIGVGSATFHPEASRVARMASGGRFGTAQSTFQVGGNT
                     
GTAIGPLLAALLIVPFGQHAVAGLVIFALLAIWVLFGVSRWTVNHAKSQVVTRATQAH
                     
TKLHGRKLIIALGTISVLMFAKFTYIASISNYFTFYLIQKFHISIQTAQLHLFAFLAA
                     
VAVGTFAGGPIGDKIGRKAVIWVSFVGMAPFALMMPYANLFWTTVFSIIAGLVLSSAF
                     
AAMVVYAQEAVPGRVGMIAGLMFGLMFGVSGIAAAGLGHLADINGIEWVFGLCSLLPL
                     LGFATALLPNTKVK"
     gene            116623..117411
                     /gene="nimR_3"
                     /locus_tag="DSM_02428"
     CDS             116623..117411
                     /gene="nimR_3"
                     /locus_tag="DSM_02428"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76241"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator NimR"
                     
/translation="MSDSLIQSDLSELVIGLSSEHSYREITPTHTHTRAQFLYASTGN
                     
IQVFTPNHVWIVPPMCALWIPANVEHSVISLSHVKLNTALVEVNAAALMGQHCFIIRV
                     
SNLLHELLIRLNEIEREETPNTATSQELSRSLQILIFEEIHRANLLPIQIPWPKDKRL



                     
LKICQELLHTPDSSKDLTDWADDIGASSRTLMRMFQKETGLSYRAWVQQMHIALALSK
                     IANGESIAQISESLGYTNPSAFSAMFKRHLGKTPQQFRSAAMSL"
     gene            complement(117378..118700)
                     /gene="glsA"
                     /locus_tag="DSM_02429"
     CDS             complement(117378..118700)
                     /gene="glsA"
                     /locus_tag="DSM_02429"
                     /EC_number="3.5.1.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q5KY26"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutaminase"
                     
/translation="MKTPLPDYLANVIEACDIDNSGHLADYIPELANANPNRLALAMS
                     
TVDGEIYSVGDDDVEFTIQSISKPFVYAYVLQQLGIDAVLAKVGVEPSGEAFNEISLG
                     
KDGRPKNPMINSGAITTHSLIQVKHGLHSAEILRRFMSELAGRELSFDESVYDSEVKT
                     
AYRNLSIGYMLRTVGILETDPVDIVNGYIRQCAIMVTVKDLVRMGSVLANGGVDPKTG
                     
KRLLNRSVVRQVLSVMMSCGMYDAAGDWLSTVGIPAKSGVAGGILGVLPGQVSIAAFS
                     
PRLDEHGHSVRGIDILERLSRDMGLHLMEGTPSAQTIVQSHYRTGKDASLSVYVLRGV
                     
LKFTEAEMLLRILQDETTDQSTIVIDLTQISLIHDVGKRMFLEGVDRLIDDGHTLVLV
                     DPEQRLDHARTAKDRELHVYHDFDDLLEKHEIRSKKKTYSDIAALLNC"
     gene            complement(118879..119361)
                     /gene="def_1"
                     /locus_tag="DSM_02430"
     CDS             complement(118879..119361)
                     /gene="def_1"
                     /locus_tag="DSM_02430"
                     /EC_number="3.5.1.88"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q93LE9"
                     /codon_start=1
                     /transl_table=11
                     /product="Peptide deformylase"
                     
/translation="MSVVLPVAKRGEDILKLIAAPVSANELNSNWLYQLADAMHATML
                     
ERNGVGIAAPQVYISKRVIIVASRPNPRYPDAPEMNAVVMVNPEILEFSSEMCLGEEG
                     
CLSVPDERGQVERAEMVKVKYLTLQGETVETIFHGFPARIVQHEVDHLDGILFVERIS
                     "
     gene            119596..120894
                     /gene="proP_3"
                     /locus_tag="DSM_02431"
     CDS             119596..120894
                     /gene="proP_3"
                     /locus_tag="DSM_02431"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0C0L7"
                     /codon_start=1
                     /transl_table=11
                     /product="Proline/betaine transporter"
                     
/translation="MDQELTLQDANYLNKEDKRTLALSSLGGALEFYDFVIYVFYAKI
                     
ISDLFFPSTLSPFWAMLNTYGIFAAGYFFRPLGGVVMAHFGDLVGRKKLFSLSILLMA
                     
LPTLFIGILPTFENIGYLAPLLLLLMRMVQGIAIGGEIPAAWTFVSEHVPERKIGLAN
                     
GLLTAGLSLGILLGALMSLWISLNFSEGQIHDWAWRIPFIVGGIFGLVALYLRTYLKE
                     
TPVFKAMQARKEISKEMPVKQVLKTHKTAVAIGMLFTWFLTGCVVVVILAMPNLLIGS
                     
FGFERAQTFEMQSAAIVMQMVGCILAGYFADRFGCGKVMMVGALAVALTAAVFYNSLG
                     
HAAHSTIFGLYMLLGLCSGTVGMVSSSMVKMFPAPVRFSGISFSYNLSYAIVGGMTLP
                     LVHWLSQYSDIGAMYYIFALTILAFVTAFVFWNKFEKNRY"
     gene            complement(120957..122153)
                     /locus_tag="DSM_02432"
     CDS             complement(120957..122153)
                     /locus_tag="DSM_02432"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKTSLIMAFIAPLTLGVSVNAFAKDSLLEWKSDDGTDSLKLGG
                     
VVRLNQRYEDWEGPNRGFGKLHFDIFRVDLKGKFDDAYINASYMFQDQQKTSIEKAYV
                     
GYNLDANNSIEAGLVYKPFTIYPYPQNGWTYHIPFFLGYGNNIAPGINWNYHDKDWDL
                     
KLGYYPQMLETNLRYSPESATYDDLAGNAFPSQKAYQNEKRNQVNTRIVRKLETDFGK
                     
QEFGVSGAIAQLHNDITDKDGKYYAVGLHTENNYKRFNLQSSVIHYQYDAKNPDGVNS
                     
DMTLMGANGLTPAYFIASEGTIASLNLAYTLPVTNMGKLKSIKFYNDYSYLDKKRDDW
                     
SDSQMNTTGMMFIASPFMVWADYTWGKNSNIIGGATNSTGYTSATSPNSDKWLYRINF
                     NIGFTF"
     gene            complement(122309..123949)
                     /gene="ilvB"
                     /locus_tag="DSM_02433"
     CDS             complement(122309..123949)
                     /gene="ilvB"
                     /locus_tag="DSM_02433"
                     /EC_number="2.2.1.6"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P08142"
                     /codon_start=1
                     /transl_table=11



                     /product="Acetolactate synthase isozyme 1 large 
subunit"
                     
/translation="MTERVNVGEAIARVLEAHQVDSIYGVISIHNLPIADAVGRREKM
                     
RFVAARGEAGAVTMADAHSRFKGLGVALTSTGAGAGNAVGSLIEAMNAGSPVLHLTGQ
                     
VEREYLDRDASFIHETKDQLTFLRASSKAAFRITSPDNAVGVIREAIRVATTVPMGPV
                     
SVELPIDVQAAEIDLPLNLGPVKALELPQAEQAEIDLLVSEIKKAKRPIFWIGGGTLN
                     
SIAEVKAIADLGIPVVSSTHARGVLPDDHPRSLGAFHNSAGVEQLLKDADLMVVVGSR
                     
LRSNETKTYSVEFPENIIQVDANPVAQQRNYKIRNFICGDAKDVLTRVLEQLQGTSKV
                     
DADYDAAVVAAKQAAIDALRKQIDQYALICDHLRAALPQDGIFVRDITMSGSTWGSRL
                     
FPVQAPNQNIHSLAGAIGLGLATAIGASIANPDKKVIGLVGDGGLMLGIGEIATMVQE
                     
NTNMVLMIMNDGGYGVMRGIQNNYFGGRQYFNELHTPDYKLLGESMGVKSWKVGSADE
                     FKTVIQEAVAFEGPTVIELDMNSIGPLNFAGPPQKKLY"
     gene            complement(123988..125454)
                     /gene="betB_2"
                     /locus_tag="DSM_02434"
     CDS             complement(123988..125454)
                     /gene="betB_2"
                     /locus_tag="DSM_02434"
                     /EC_number="1.2.1.8"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HTJ1"
                     /codon_start=1
                     /transl_table=11
                     /product="NAD/NADP-dependent betaine aldehyde
                     dehydrogenase"
                     
/translation="MAKEIYIAGEWRLGRGAVIQSLFPADQSVNAELSTATLEDVNEA
                     
IEKADQAWRQPSWRNSLPHERARILYKVADIIEARVDELAKLQTRDNGKPLTETRGLV
                     
MSAAATARYVAAACETLNDELTTQRAPDFMTMSVHEPVGVVAAITPWNSPIASEVQKL
                     
APALAAGNAVVLKPAEATSLIALELAKIFEEAGLPKGLLSVLVGRGSIIGDAIAQHPL
                     
VRKISFTGGTTTGRHLAHIAADKLITTSLELGGKSPTIVLPDADVELAAKGVAYGIFS
                     
SAGQACIAGSRLFIHSSLYDQFLTRLVEITKGLRVGHPEQAGVHLGPLVNDKHLQSVD
                     
RYVQLAKSEGGQVLIGGEALTTGDYAKGSYYLPTIITGLNNSAQTCQEEIFGPVLVVM
                     
KYDNEQDLIAQANDSCFGLAAGIWTESYRKAWRIARALEVGTVWINTYKKFSISAPFG
                     GFKDSGIGREKGRLGILSYMQQKSIYMGLNEQPNPWCD"
     gene            complement(125468..126259)
                     /gene="nadX"
                     /locus_tag="DSM_02435"
     CDS             complement(125468..126259)



                     /gene="nadX"
                     /locus_tag="DSM_02435"
                     /EC_number="1.4.1.21"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9X1X6"
                     /codon_start=1
                     /transl_table=11
                     /product="L-aspartate dehydrogenase"
                     
/translation="MKKLMMIGFGAMAAEVYAHLPQDLQLKWIVVPSRSIEKVQSQVS
                     
SDIQVISDIEQCDGTPDYVIEVAGQAAVKEHAQKVLAKGWTIGLISVGTLADSEFLVQ
                     
LKQTAEKNDAHLHLLAGAIAGIDGISAAKEGGLQKVTYKGCKSPKSWKGSYAEQLVDL
                     
DHVSEPTVFFTGTAREAAMKFPANANVAATIALAGLGMDETMVELTVDPTINKNKHTI
                     VAEGGFGQMTIELVGVPLPSNPKTSTLAALSVIRACRNSVEAIQI"
     gene            complement(126275..127069)
                     /gene="baiA"
                     /locus_tag="DSM_02436"
     CDS             complement(126275..127069)
                     /gene="baiA"
                     /locus_tag="DSM_02436"
                     /EC_number="1.1.1.392"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A7B3K3"
                     /codon_start=1
                     /transl_table=11
                     /product="3-alpha-hydroxycholanate dehydrogenase
                     (NADP(+))"
                     
/translation="MSFQVEGKVAVVTGGSSGIGLAAVEILVAEGAKVAWCGRDEERL
                     
NASKHYILEKFPHANIFTKACNVLKKEEVQQFAKEVKLNLGNVDMLINNAGQGRVSNF
                     
ENTQDEDWMKEIELKYFSVLHPVRAFLDDLKQSANASITNVNSLLALQPEPHMIATSS
                     
ARAALLNLTHSLAHEFTQYGVRVNSILLGMVESAQWKRRYETRSDLNLSWKEWTGNIA
                     KNRGIPMQRLGRPEEPARALVFLASPLASYTTGSAIDVSGGFNKHL"
     gene            complement(127085..127909)
                     /gene="catD_4"
                     /locus_tag="DSM_02437"
     CDS             complement(127085..127909)
                     /gene="catD_4"
                     /locus_tag="DSM_02437"
                     /EC_number="3.1.1.24"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P00632"
                     /codon_start=1
                     /transl_table=11
                     /product="3-oxoadipate enol-lactonase 2"
                     
/translation="MMTLIEKLAEFPVKTVNVQGQQQAYREAGQGEYLVLLHGISSGS
                     
ASWVNQLEVLSHHFHVIAWDAPGYGKSAELLTDQPNATDYAKRLAGLFDALKIEKAIV



                     
VGHSLGALQGSAFAALYPERVKHLVVANLAQGYQRHDEQTQIQVFEKRPKMLKELGAK
                     
GMAQSRGPHLIYRQEPQALALVSEVMQQLTLQGFTHASYLLAYDEIRNYLTDLKVPCT
                     
VIAGQQDQITPALGIQELAQELQLEQRFVIEDAGHLSYVDQPQAFNQIMLTIQEQS"
     gene            complement(127946..128467)
                     /locus_tag="DSM_02438"
     CDS             complement(127946..128467)
                     /locus_tag="DSM_02438"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTTQQFESWKQPEGASLEDWLNTRIARFETRKYDFEALKFQADY
                     
DPKYRRAQMRYMGTGATGVANDSNTVPAENFTFSTMVLPPQCEGPLHIHHDVEEVFFM
                     
LRGEIDLFIEHNGEKFQTRLKERDLISIPPGIYRGLFNPGQEDALMCVMLGTGKPTIP
                     NYPPEHPLSQIKR"
     gene            complement(128491..129714)
                     /gene="gudP_1"
                     /locus_tag="DSM_02439"
     CDS             complement(128491..129714)
                     /gene="gudP_1"
                     /locus_tag="DSM_02439"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q46916"
                     /codon_start=1
                     /transl_table=11
                     /product="putative glucarate transporter"
                     
/translation="MSNEEKSGLKHWVPAFVLMVCVVLAFFDKISIAVLFSDPHFQSS
                     
MGIAEDKAKLGWLMTSFLLAYGFSSVFLSFLGDIFNPKKMLFWSVTSWGLLMLCMGFT
                     
TSYSGMLILRVLLGLAEGPLFALAYTIVKQTYTDRQQARASTMFLLGTPIGAFLGFPI
                     
TAAVLAHHDWHTTFFVMAALTLIAILSIVFGLRNLQLKKTVELEGESKRTNFKGHIAN
                     
TKVLVSNSAFWLVCLFNIALMTYLWGLNSWVPSYLMQDKGFNLKEFGVYSSFPFIAML
                     
IGEVVGAFLSDKLGRRAIQVFSGLLLAGIFMYVMVIMTEPLLIIAAMSLSAMAWGFGV
                     
AAVFALLARVTTSNVGATAGGIFNGLGNFASAIAPVLIGYIVMQTHSFNLGITFLAAV
                     AVIGSLFLVPLLKRY"
     gene            complement(129757..130968)
                     /gene="thcD"
                     /locus_tag="DSM_02440"
     CDS             complement(129757..130968)
                     /gene="thcD"
                     /locus_tag="DSM_02440"
                     /EC_number="1.18.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:P43494"
                     /codon_start=1
                     /transl_table=11
                     /product="Rhodocoxin reductase"
                     
/translation="MEKIVIVGAGQAAGWAVSTLRQNGYVGEIHVVSNEDQVFYERPP
                     
LSKQVLSKEASYESLNLFSPEQVQEFNIQWHKPEIATKVDREQKQVHLESGQVLPYDK
                     
LLIATGSRARVPVNTWQFIPNVVTLRNVRDCERLAEILKNAKNVAVIGGGWIGLEIAA
                     
TARKQGKDVHIFEYGDRLCARSVSPEVSAFLKNMHEAQGTKIHLDSKSLHLVEAPDQK
                     
VEVVNHPQHSQLFDCVVVGAGAEIAKELGVHAGLDVKDGIVVNCFGQTSDQDIYAAGD
                     
VAIHPGLGYCIQSWANAQNQAIAAAKSMLGIETEYTDIPWLWSDQYHFNIQILGTYQP
                     
EKTKEVVIRQSGEDQVSYLYLDHENRLLNMIAINDSKLIKLAKRWMQANTVLDPKLLA
                     DAEFNVMKLKP"
     gene            complement(130998..131927)
                     /locus_tag="DSM_02441"
     CDS             complement(130998..131927)
                     /locus_tag="DSM_02441"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MITGIEILKFGVEDRAASNKFLADFGLSQSTSDIEGADLYQTQN
                     
GSKIYLFNCDDNRLPPAIEQGSTLREVTWGVDSLQDLEDLAARLADVDGFKRTENTVQ
                     
CLDPNGMTIRFEQSFVKEVPELKTEGINQYGNIQRVNAASPVYEKGQPVAIGHVVFFT
                     
PDLATTENFYIEKVGFHLSDAYKNRGAFLRCRGEGYHHDLFLLSVPNKPAGLNHVAFV
                     
VRDIHEVIGGGLHMNRSEWSTFIGPGRHPISSAYFWYVNSPLGGAFEYYTNDDYLTEE
                     WQPRVEEHRLELFTEWAIEGGLDDKTRRQVKPV"
     gene            complement(131939..132703)
                     /gene="cpnA"
                     /locus_tag="DSM_02442"
     CDS             complement(131939..132703)
                     /gene="cpnA"
                     /locus_tag="DSM_02442"
                     /EC_number="1.1.1.163"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8GAV9"
                     /codon_start=1
                     /transl_table=11
                     /product="Cyclopentanol dehydrogenase"
                     
/translation="MANVALLQGKKVLVTGAARGLGRDFAQAIAEAGAEVVMADILSD
                     
LVQQEAQALQQQGLNVHAVTVDLANADSIENAVAKSVEVLQGLDGLVNCAALATNVGG



                     
KNMIDYDPELWDRVMNINVKGTWLITKACIPHLKQSAAGKIINVASDTALWGAPNLMA
                     
YVASKGAIVAMTRSMARELGQFNICVNTLSPGLTLVEATEYVPQERHDLYVNGRAIQR
                     QQLPQDLNGTALYLLSDLSSFVTGQNIPVNGGFVFN"
     gene            complement(132696..133763)
                     /gene="tsaM1_1"
                     /locus_tag="DSM_02443"
     CDS             complement(132696..133763)
                     /gene="tsaM1_1"
                     /locus_tag="DSM_02443"
                     /EC_number="1.14.14.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P94679"
                     /codon_start=1
                     /transl_table=11
                     /product="Toluene-4-sulfonate monooxygenase system
                     iron-sulfur subunit TsaM1"
                     
/translation="MNAIVSTSQSAEEYLELGLRDQWHPVLASWEVAANPVGITRLGE
                     
NIVVWRDAEGQVHALEDRCPHRGARLSLGWNLGDRVACWYHGVEVRADGVVADVPAVH
                     
ECPMTGTKCLKSYPVIEQHGAIFIWFGIDANEQPAPLEFPEQLASEEWSSFLCQADWK
                     
VNHQYAIDNVMDPMHGTYLHCTSHSMAEGERTAEMKHRTTENGFVFEKEGQTGVNFDW
                     
VEYGSTGASWLRLSIPYRKQFGPGGEFWIVGYATPIDANNTRVFFWRCRKVSGWQRNV
                     
WRFLYRNHLEQLHWDVLEQDRIILENLAPNARAREFLYQHDVGLARLRRLMKKEAEKQ
                     LKKIAALNASNRIEMQEEAHG"
     gene            complement(133780..134079)
                     /locus_tag="DSM_02444"
     CDS             complement(133780..134079)
                     /locus_tag="DSM_02444"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKTFNEKLASWIHATPATEAGINNIQVPGQSELLVWQTRYKEPT
                     
LYEQDFVKNLIQAFSAGATELDEVVSALNQQGFRCESGDEWTSESFTEEMQRLGY"
     gene            complement(134107..134412)
                     /gene="ndoA"
                     /locus_tag="DSM_02445"
     CDS             complement(134107..134412)
                     /gene="ndoA"
                     /locus_tag="DSM_02445"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A185"
                     /codon_start=1
                     /transl_table=11
                     /product="Naphthalene 1,2-dioxygenase system, 
ferredoxin



                     component"
                     
/translation="MSWISVCQQGDVSEDEPKAVEVEGKKIGVFFVDENYFAIENVCP
                     
HAYALLTEGFIEDQTVECPLHEAIFDIQTGELKSGPGCRNLCTYPVRVEGQDIQIQL"
     gene            134686..135498
                     /gene="kdgR"
                     /locus_tag="DSM_02446"
     CDS             134686..135498
                     /gene="kdgR"
                     /locus_tag="DSM_02446"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76268"
                     /codon_start=1
                     /transl_table=11
                     /product="Transcriptional regulator KdgR"
                     
/translation="MSLEIEEDSQESETTKNDDRYLVPGLVRGLAILQAFNQQAQEMT
                     
ITEIAEILEVNRSSAFRLIYTLEACGYLRKASQKTYALDSKVMELGFNSLSKLSLLDL
                     
STPLMKELRDQTKLAVHLTVLEGTHIVFVNNVQSMGTFTSNISLGTRWPAHATVIGQM
                     
LLSDLPEAEVRQRYRNFNDWDSYSELTPTSLKALLQKLNYVKTQKSMVSWGHYNHDMA
                     
ACAAPIFKQSNGKMVAVLSVSCPITTYDEKTFKEDIAALVIATADKISKFIY"
     gene            complement(135546..135845)
                     /locus_tag="DSM_02447"
     CDS             complement(135546..135845)
                     /locus_tag="DSM_02447"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLLSLDAYKQQQFDQIAAKIMAEPAKYIDFNSVADFYNAAWLKD
                     
FPQGTQVSATGLDDGAEEFYAVVQFKQQYLKFDIKENHSTLSFQDMNGETFKRNF"
     gene            complement(135860..136441)
                     /gene="pnuC"
                     /locus_tag="DSM_02448"
     CDS             complement(135860..136441)
                     /gene="pnuC"
                     /locus_tag="DSM_02448"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFK2"
                     /codon_start=1
                     /transl_table=11
                     /product="Nicotinamide riboside transporter PnuC"
                     
/translation="MSPLEIFAVLISLIGVGLTVIRNMWCWLFNFFAFVLYAYLFYEF
                     
KLYGETILQFFFMVVNFYGFYYWLKGKQQDHDIRIEPIAVQTAIIQMIIAAVGGLLFG
                     
LVLKNFTDAAVPMLDSQLAAFSLLATYWTSRKHIATWILWVFVDIVYVGMFIYKDLFL



                     TSALYAAFVLMAAYGWYQWEKVKRKQNLGAGQL"
     gene            136690..137478
                     /gene="paaF_5"
                     /locus_tag="DSM_02449"
     CDS             136690..137478
                     /gene="paaF_5"
                     /locus_tag="DSM_02449"
                     /EC_number="4.2.1.17"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76082"
                     /codon_start=1
                     /transl_table=11
                     /product="2,3-dehydroadipyl-CoA hydratase"
                     
/translation="MSNQEGKVSRETRGHIFLIGLDRAAKRNAFDSHMIKDLSLALTE
                     
YENNDALRCAIVFAHGDHFTAGLDLVELQPKLATGVFDFSENEINPWGTVGRKLSKPL
                     
IVAVQGYCYTAGIELFLNADIAIASENTQFAQMEVQRGILPFGGATARFTQAAGWAKA
                     
MRYLLTGDSFDAKAAFDMNLITEICPEGTELKRAIELAEHIAQAAPLAVKATLASARE
                     AVNEGYEVAFNQLQNHLQPLLTTEDVQEGVFAMLQKRPPVFKGK"
     gene            complement(137581..138000)
                     /locus_tag="DSM_02450"
     CDS             complement(137581..138000)
                     /locus_tag="DSM_02450"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKTNSLIIDLRRQLPWHKRYASTTSTAMMWAAWLLLWRPFVFIW
                     
VLAELQKTHLVHRLFSAFGVGIEHGITALIACAVGLLLWSHVLPERRVEGSELNMKQT
                     DDYARYFDLPVQEIEQGRSQKITVVHHNEFGKIIRVE"
     gene            complement(138083..139342)
                     /gene="pgaC_2"
                     /locus_tag="DSM_02451"
     CDS             complement(138083..139342)
                     /gene="pgaC_2"
                     /locus_tag="DSM_02451"
                     /EC_number="2.4.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75905"
                     /codon_start=1
                     /transl_table=11
                     /product="Poly-beta-1,6-N-acetyl-D-glucosamine 
synthase"
                     
/translation="MTIFAAIWSHALKFVFYYPLFMSYLWMIGAIIFYWKERKAPPYD
                     
QPAPLESYPKVAVLIPCFNEGDNAEETITHALKLDYPHFEVIAINDGSSDNTGEVLDR
                     
LAEQHEKLRVVHLAQNQGKAMGLQAGSLMTDAEFLIGIDGDALLDPHAAKWMVRHFLQ



                     
NPTVAAVTGNPRIRTRSTLLGRIQVGEFSSIVGMIKRAQRTFGRLFTVSGVITAFRKS
                     
AVHQVDYWSPNMLTEDIDITWKLQRAGWDIRFEPNALVWILMPETLNGLWKQRLRWAM
                     
GGAQVLIKNIDVFTKPKLNFLWPLMFELCLTLVWSYLMLAMALLWLVHFILPVPALAV
                     
VSSPFLPYGSGILLGATCLIQFALSKWMDSRYEPHLGKNYFWMIWYPLVFWLITISAT
                     IVAFPKVLRRGDEKRARWVSPDRGIRG"
     gene            complement(139356..141350)
                     /gene="pgaB_2"
                     /locus_tag="DSM_02452"
     CDS             complement(139356..141350)
                     /gene="pgaB_2"
                     /locus_tag="DSM_02452"
                     /EC_number="3.5.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75906"
                     /codon_start=1
                     /transl_table=11
                     /product="Poly-beta-1,6-N-acetyl-D-glucosamine
                     N-deacetylase"
                     
/translation="MITRFASPLLNLTLGLALAGLSGMALANPPKIDASTLTVIGYHE
                     
ITDTKNALIPQYAVTTQQFTEHVDWLQKNGFHFITVDQLIRAHQGKAALPTKPVLLTV
                     
DDGYQSFYQNAYPVIKAKKIPVVLAVVGSWLEPKAGQKVDFSGEEIPRDKILSWGELK
                     
EMQDSGFVEIASHSYHLHRGITGNPQGNSEPAATTRFYDVKTKTYENDSQYQARIYND
                     
LKKNNQLLKEHGIRSPRIMVWPYGRYNMQTVQIAKKLGMPITITLDDGADHAKQSLQN
                     
MSRILVEGGMSTNDLAQEIKNRELNLTDNNRPQKIMHIDLDYIYDPDPQQQERNLGHL
                     
LDRINAMGVNTVYLQAFSDPDANGSADMVYFPNRHIPMRADLFNRVAWQIQTRTPVSR
                     
IYAWMPLLAWELPKTDPVSKDLVVTEQAKAGEHLNMGYIRLSPFSPEARQTIREIYQD
                     
LAKSASFNGILFHDDVTLSDYEDASPDALKAYAKQGLPTDLAKIRENDQDLQKWTAYK
                     
TKYLDDFAMQLVEDVRQYEPFLLTARNLYAQVALKPYAENWYSQSLEESLRRYDFTAI
                     
MAMPYMEQVDNADQFYKDMIDRVKKYPNGIKKTVFELQATNWRNNEKVPSTEMAATIH
                     SLYQQGAMHVAYYPDDPIKDHPDVNVMHKAFAEKSSRLVP"
     gene            complement(141587..141928)
                     /gene="fbp_2"
                     /locus_tag="DSM_02453"
     CDS             complement(141587..141928)
                     /gene="fbp_2"
                     /locus_tag="DSM_02453"
                     /EC_number="5.2.1.8"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A0W2"
                     /codon_start=1



                     /transl_table=11
                     /product="FK506-binding protein"
                     
/translation="MITELEIIDLKVGEGKEAVKGALITTHYTGWLEDGTKFDSSLDR
                     
GNYFECVIGTGRVIKGWDQGIMGMKVGGKRKLMVPAHLAYGERKMGKIIPANSNLIFE
                     IELFDVKTRDD"
     gene            complement(142015..142545)
                     /gene="yaeQ"
                     /locus_tag="DSM_02454"
     CDS             complement(142015..142545)
                     /gene="yaeQ"
                     /locus_tag="DSM_02454"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AA97"
                     /codon_start=1
                     /transl_table=11
                     /product="putative protein YaeQ"
                     
/translation="MALKATIYKADLNIANMDDHIYGDYQLTLALHPSETLERLMVRV
                     
MAFARFASDSLEFTKDLFETDEPALWQKDLTGQLETWIEVGLPSEDKVKKASARCKTV
                     
AIVAYGSQVEDWWKRNSKIKTLSNVQVWQLAPESTAELEQLCERTMQLQLNVMDNEWT
                     LLSDKGQANVVWTQLQ"
     gene            142734..143996
                     /gene="dctA_2"
                     /locus_tag="DSM_02455"
     CDS             142734..143996
                     /gene="dctA_2"
                     /locus_tag="DSM_02455"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A830"
                     /codon_start=1
                     /transl_table=11
                     /product="Aerobic C4-dicarboxylate transport 
protein"
                     
/translation="MWQKLKRSLFLQVLCALFLGIAVGLAFHDFSLALKPLGDGFISL
                     
IKMLIAPIVFCVVVLGIYGANDIKKMGKVGAKTILYFEVVTSIALILGIIVAYVFKPG
                     
VGMNIDITHLDAKDLSTYTERAHDMHTGSEFLLNIIPKTFTAAFANGDILQVLLIAIL
                     
FGVSLLLIPKHLAELVRQALEAFSEVFFKIMGLIIRLAPIGVFGSVAYTTAKFGLDSL
                     
LQLGYLVLLFYATCILFVVIILGSILKLTGLNIFKFVGYFKDELAIVLGTASSDSVLP
                     
QIMKKLKNLGIKDSTVGLVIPTGYSFNLDGFSIYLTLGVIFIAQACNINLSMHDLLAI
                     
LLVSLITSKGAHGIPGSALVILAATLSVIPSLPAIGLVLLLSVDWFIGIIRACTNLIG
                     NCVATVVIAHWEKDIDHAQAKQVLNIKN"
     gene            complement(144034..145032)
                     /gene="yeiR"
                     /locus_tag="DSM_02456"



     CDS             complement(144034..145032)
                     /gene="yeiR"
                     /locus_tag="DSM_02456"
                     /EC_number="3.6.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P33030"
                     /codon_start=1
                     /transl_table=11
                     /product="Zinc-binding GTPase YeiR"
                     
/translation="MKLIAQKTVPTHIISGFLGAGKTTLLQHLLSQKPKDEVWAVLMN
                     
EFGQIGVDQQLLPQDQGYAVKELLGGCLCCSSQLPMHIALARLLSEQKPDRLFIEPTG
                     
LGHPSQLFDQLTEPHWQNSLAMRALVTVVDGSRLHDTNWVKQNLYEDQLKAAQIVVVS
                     
HADTMTFEDEQALVELKEEYQPYQQQWLKTEHGQLELAQIDVSARLTARSIQPLLKLQ
                     
KQMTEAEVAKEIHQLPYHYVESAQGYMVAGWKFPKRWKFEFYALLDVLCAQQDWLRIK
                     
GIFNTDQGWKTFNFNPEQFNYKSGEEGIDNRIEMISQHEHDWLAFETELLACRIEQ"
     gene            145531..145731
                     /locus_tag="DSM_02457"
     CDS             145531..145731
                     /locus_tag="DSM_02457"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKLAKTLLATTLALTAASTFAASKHDQAHNTAGEEKVVVSTQEQ
                     ANTANAASDAVGSASEAAPATR"
     gene            complement(145842..146357)
                     /locus_tag="DSM_02458"
     CDS             complement(145842..146357)
                     /locus_tag="DSM_02458"
                     /EC_number="3.1.2.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P44886"
                     /codon_start=1
                     /transl_table=11
                     /product="putative acyl-CoA thioester hydrolase"
                     
/translation="MPTLDEMTTVTDDQSELTMSVLMTPDMANFSGNVHGGTILKLLD
                     
QVAYACASRYSGSYVVTLSVDKVNFKEPIYVGELVTFLASVNHVGRTSMEVGIRVEAQ
                     
NIQKRTVRHTNSCYFTMVAVDEHGKPREVPKLNLDTEWKRCRFEAAEHRKVLRLQENH
                     NPSCSMYKKTS"
     gene            complement(146619..147233)
                     /locus_tag="DSM_02459"
     CDS             complement(146619..147233)
                     /locus_tag="DSM_02459"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P67143"



                     /note="UPF0056 inner membrane protein YhgN"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVSPYLHSFALFFSLLNPFLMSIYMIGLIRHSETKVFNKALIQG
                     
SLIAYIVFMLFAWGGEAIFSKYLNVRFEAFQIFGGLIFLVIGYRYVFQGADTIGEMRG
                     
APEHLAGTIAMPFMIGPGTISAAVVTGIEMSIGAAALVIGFTMFLTCSILILMKFSHD
                     HLRYKHAKYIDRYFDIVGRLSALLIGTIAVDMIINGVTGLIHKV"
     gene            complement(147245..149311)
                     /gene="betT2"
                     /locus_tag="DSM_02460"
     CDS             complement(147245..149311)
                     /gene="betT2"
                     /locus_tag="DSM_02460"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q6FDF5"
                     /codon_start=1
                     /transl_table=11
                     /product="Osmo-dependent choline transporter BetT2"
                     
/translation="MATDNPRAVDDLTLSKSKKDPLNRVVFYISALIILIFSLVTFLF
                     
NDFANRTINTVLAWVTSTFGWYYLLAATLYMVFVIFIACSRYGEIKLGPKHSKPEFSL
                     
LSWSAMLFSAGIGIDLMFFSVAEPLSHYMQPPVGVGQTYEAARQSMVWTLFHYGLTGW
                     
CMYALIGMALGYFSYRYNLPLTIRSALYPIFGNRINGAIGHSVDTAAVIGTIFGIATT
                     
CGIGVVQLNYGLHVLLGLPENIWMQFALIAIAVGISIISVTSGVNKGLRILSEINIYV
                     
SIGLLLFILFLGNTEFLLNALVQNIGDYLTRFPTLALQSFAFEQPKDWMSSWTLFFWA
                     
WWIAWSPFVGLFLARISRGRTIREFVCGTLIIPLLFTLTWLSIFGNSALHSVIFEGNQ
                     
TLAATVLSNPAHGFYDLLAQYPGFTFIASVATVTGLLFYVTSADSGALVLGNFTTKLT
                     
HIDNDAPRWLSVFWAIAIGLLTLAMLMTNGITALQNATIIMGLPFSFVMFLVMAGLYK
                     
SLRLEDYRHASRSMNAAPVVGNVDILNWKQRLTRVMHHPGTTETRRMLDTVCKPAVQA
                     
VADELIKQGMNVDVQQTPLEDEEALYHLDITIHLEEEQNFVYQIWPVRYSAPNFSQRV
                     
KRGKQFYYRLETYLYEGSQDNDLVGYSKEQVINDILDKYERHMTFLHINRISPGNRPL
                     FPDPQA"
     gene            complement(149429..151051)
                     /gene="betT1"
                     /locus_tag="DSM_02461"
     CDS             complement(149429..151051)
                     /gene="betT1"
                     /locus_tag="DSM_02461"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q6FDF6"



                     /codon_start=1
                     /transl_table=11
                     /product="Osmo-independent choline transporter 
BetT1"
                     
/translation="MVLKSDGYSSDHIRLNRFVFWSSAVSIGIFGLLFVLFPEKSQFW
                     
LTYVQEQVNHFFGWYYMLVIVLCLGFVAWLAFSRVGQIPLGKDHDKPEFGYLAWTSML
                     
FSAGIGIALLYYGVAEPVDHFLRPPEGEAGTIQAARNAMTYSFLHWGIHGWVLYALLG
                     
VTLGYFAFRQDLPLALRSALYPIFGERVHGLVGDFVDGFGILATVISLVTNLGIGALV
                     
LVSGICYLIPEIPDNSATLITAVLIMMFVATVTTVVGIEKGLAWLSRINLRLLYALLL
                     
FVFLTGPTNHLLNGLVQNTGDYLNNFMGKSFDMYLYNQKASGWLGSWTVFYWAWWIAW
                     
APFVGMFIARISKGRTIREVVLGVCLIPLGFTLAWISIFGNTAIHLILNQKQKVLGDM
                     
VLSDPALSLFKLLEYLPFNPYIAGIVVVICFVLFLTPVGSGTLMIANLSSKGGTSDSD
                     
SPIWLRIFWSVVITIVSIGLLLAGSFNSMQSAVVLCGLPFSVIILLYMFGLAKALKQD
                     DFDPNVAKKQLAISKDISIPSNCDQNKVTEVL"
     gene            151317..151940
                     /gene="betI_3"
                     /locus_tag="DSM_02462"
     CDS             151317..151940
                     /gene="betI_3"
                     /locus_tag="DSM_02462"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P17446"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator BetI"
                     
/translation="MTKRRVKPEHVRREEIMNAALDVIYEVGLSNTTIAQIAKKAELS
                     
TGIVSHYFGDKQGLINTCMQEMLNVLRRKTEQYRAEADSHPESQIKAIIDSNFDISQV
                     
NEKAMRVWLDFWSASMHVPDLSRLQKINDQRLYSNLKFYFLKLMDEQQASVAARGLAA
                     LIDGLWLRGSLSRHNEFDSELARSIAYDYVKTQLQFANKPLQERQNE"
     gene            151933..153405
                     /gene="betB_3"
                     /locus_tag="DSM_02463"
     CDS             151933..153405
                     /gene="betB_3"
                     /locus_tag="DSM_02463"
                     /EC_number="1.2.1.8"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HTJ1"
                     /codon_start=1
                     /transl_table=11
                     /product="NAD/NADP-dependent betaine aldehyde
                     dehydrogenase"



                     
/translation="MSDVQVHQLYIHGRYVEATSGKTFNSINPANGEIIATLQQASEQ
                     
DIEAAVKSAQQGQKIWAAMTAMERSRILRRAVDILRERNDELARLETLDTGKAYSETS
                     
TVDIVTGADVLEYYAGLATAIQGEQVPLRESSFFYTRREPLGVVAGIGAWNYPIQIAL
                     
WKSAPALAAGNAMIFKPSETTPLTALKLAEIYTEAGLPDGVFNVVQGAGREIGQWLTE
                     
HPVIEKISFTGGVETGKKVMASAAGSTLKEVTMELGGKSPLIICEDADLNRAADIAVM
                     
ANFFSSGQVCTNGTRVFVPKSRLADFEKAVVERVKRIRIGDPMAEDTNFGPLTSFPHM
                     
EKVLSFIESGKQQGAKVLIGGGRATEGELAKGAYVLPTVFSDCTDQMAIVQEEIFGPV
                     
MSILSYETEEEVIQRANDTTFGLAAGVVTQDISRAHRIIHQIEAGICWINTWGESPAE
                     MPVGGYKQSGVGRENGLTTLGHYTRIKSIQVELGDYQSIF"
     gene            153501..155159
                     /gene="betA"
                     /locus_tag="DSM_02464"
     CDS             153501..155159
                     /gene="betA"
                     /locus_tag="DSM_02464"
                     /EC_number="1.1.99.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P17444"
                     /codon_start=1
                     /transl_table=11
                     /product="Oxygen-dependent choline dehydrogenase"
                     
/translation="MNIKEYDYIIIGAGSAGNVLAARLTEDKDTTVLLLEAGGPDYRL
                     
DFRTQMPAALAYPLQGRRYNWAYLTDPEPHMNNRRMECGRGKGLGGSSLINGMCYIRG
                     
NAMDLEQWATHKGLENWTYADCLPYYKKAETRDIGGNDYHGDSGPVSVATPKNGNNVL
                     
FHAMVEAGVQAGYPRTDDLNGYQQEGFGPMDRTVTPKGRRSSTARGYLDMAKGRPNLT
                     
ILTHATTNKILFNQKQAIGVEYIIGADQNNLQRALVKREVLLCAGAIASPQILQRSGV
                     
GQSTFLKSMDIDVVHDLPGVGENLQDHLEMYLQYKCKQPVSLYPALKWYNQPAIGAEW
                     
LFNGTGIGASNQFEAGGFIRSSDEFKWPNIQYHFLPVAINYNGSNAVKEHGFQAHVGS
                     
MRSPSRGRIKLKSKDPFAHPSILFNYMSTEQDWREFRDAIRITREIMHQPALDPYRGD
                     
EISPGKHLQTDAELDDFVRNHAETAYHPSCSCKMGEDEMAVVDGQGRVHGMNGLRVVD
                     ASIMPLIITGNLNATTIMIAEKIADQIRGREALPRSTAPFYVAS"
     gene            155671..157311
                     /gene="mqo"
                     /locus_tag="DSM_02465"
     CDS             155671..157311
                     /gene="mqo"
                     /locus_tag="DSM_02465"
                     /EC_number="1.1.5.4"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P33940"
                     /codon_start=1
                     /transl_table=11
                     /product="Malate:quinone oxidoreductase"
                     
/translation="MKKFLKYLLVLIILILIAGIVFLFRPIASKQVQTAKDEPVVDAV
                     
LVGGGIMSATLGTYFTELEPNWQIRMFERLDQVAQESSNGFNNAGTGHSGFMEMNYTE
                     
EKNGKMEIAKAEKVASQFEVAKQFWSYQVKQGVLAEPKTFINPVPHIAFVWGDNVKFL
                     
EKRYAAMIQSPLFKGMKFTEDPAVIKQWAPLVMTDRDPTQKVAATRMEVGSDVNYGSI
                     
TKQLVNHLNQNPNFKLQTSTEVTGISQNDDKTWTVSFKDLKTGKTDHVKTRFVFIGAG
                     
GAAVKLLQLTGLPEAKQYAGFPVGGEFLITDNPAITAQHTAKVYGRAELGAPPMSVPH
                     
IDTRYIDGKKYVLFGPFATYSNKFLKNGSQLDLLASTNKSNVLPMTTVGLENLDLVKY
                     
LVSQVMMSDEDRLNELRKYYPDAKAEDWRLSQGGQRVQIIKKEPGKPATLQFGTEIFA
                     
SKDGAVTALLGASPGASTSPYIMLNLLEKAFPQQTEGKWNQKLHEIVVSYKQDLSKDP
                     VLLDKVRQYTSSTLGLNYTSPFKAANDETAAAPVAKAN"
     gene            157404..157874
                     /locus_tag="DSM_02466"
     CDS             157404..157874
                     /locus_tag="DSM_02466"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTPLKSSPRLLPFCFKLVLVLLLAYLLLSGFYMWMIGGTAIYVS
                     
SAVLFVITAYAFKLGKYQRLCAVLNVLMSAVALYFSTAHLFFSPIQFFIFLPALFFVV
                     
LAFTQVSKVRSLSKVLILISLLIWSGVHFTQLEQLKAYYQTQHTGESWQQYGAL"
     gene            158091..158969
                     /gene="mmuM"
                     /locus_tag="DSM_02467"
     CDS             158091..158969
                     /gene="mmuM"
                     /locus_tag="DSM_02467"
                     /EC_number="2.1.1.10"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q47690"
                     /codon_start=1
                     /transl_table=11
                     /product="Homocysteine S-methyltransferase"
                     
/translation="MKILDGGLGRELARRGAPFRQPEWSALALIEAPETVKEVHLDFI
                     
NAGAEVITTNNYAVVPFHIGQERFETDGVRLIKVAIEQAKNAVKESGKNVKIAGCLPP



                     
LFGSYRADLFQPGQAKNLAEPIINTLAPEVDFWLAETQSCLKEVETVHALLPQDGKDY
                     
WVSFTLQDEIKQEQALLRSGENMQQVADFIKQSNAKAVLFNCCQPEVILQAINEIKGL
                     
IPESVQIGAYANAFPPQDESATANDGLDEIRKDLDAPAYLGFAKQWQQAGASLVGGCC
                     GIGPEHIAELSQFFKE"
     gene            158975..160309
                     /gene="ydgI"
                     /locus_tag="DSM_02468"
     CDS             158975..160309
                     /gene="ydgI"
                     /locus_tag="DSM_02468"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AAE5"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative arginine/ornithine antiporter"
                     
/translation="MSAAKIGLLSLTALVFSSMVGSGVFSLPQNMAQVANGSALLVAW
                     
LITGVGIIFLALSLLHLTRQRPDLDGGIYNYAREGFGDLIGFCSAWGYWLCTTIGIVG
                     
YVVIAFSGVGMFTDSKDHVIFGEGNTLYSLIGSSIFVWLVHWLVSRGIKEAAIVNLLA
                     
TIAKIIPMVVFIFFTFIAFKFDLFKLNLNDFSLKVPLWQQVKDLMLITLWVFTGIEGA
                     
VVLSSRAKNRHDIGKATILGVLLALSFYVMVTVLAYGVVSREALAGMHNPSMATILQQ
                     
LIGLPGTIIITIGLIISVSSSYLSWTLFATEIPYLAAKNGAFPKLFLKNNQNNVPISS
                     
LWLTTIVVQGSLIAVYFFNKNYTQLLLISSVMILLPYFLVSAFYLKESIRHKRTPHIA
                     
IASVASIYALWLLYAAGLDLLLLSGVLYLVGLVIFSISYFEHKKSLKQNQLN"
     gene            complement(160364..162277)
                     /locus_tag="DSM_02469"
     CDS             complement(160364..162277)
                     /locus_tag="DSM_02469"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTKSGHYLVLTIMGLLSGCQVIHLKESNLSSALKSKNESILTDN
                     
TLSHQTQNLLYLVKESETSCLQNFNVCLNKIQGLSENSSREERYAALSEIYLAKALDV
                     
GRSSQCNVTLKSNSCVEQELALFDKSLRYSYVYLFDSEESPFDRVFDHRQNQVRIFYN
                     
VALSKLMTTYFNHLNTLHFPPLLKADGHEYHVNFVHAVDVQHIEVDTFRSSYNMNFSG
                     
FNTVNRKDGLGAEFIVGRKEHDVNHGFILDPDAFYAHQSNPNIHLPRFFPVTAIAYPK
                     
QKATADQVIDGAELEIAMFDPYRQDRVKVEGVDYPLTANYSAPYGLWLSKYNLGAAGY



                     
WSLINKEANLIMPHLYMLEPFNPNKKIIVFIHGLASSPEAWVSLTNDIMGDAELRQNY
                     
QVWQVFYSTNMPIFESRFQIYSLLNQAFQNVAKDSYAAHDAVLVGHSMGGVISRLLVS
                     
DADVSDLAMQKMNEAQLKRLKENQVIRERFQFKDLPYFKRVVFVSAPHHGTDYADRWF
                     
TQIARRIIRLPADFFIAVEMRDEKNTKLRKGLIENGASNLSRSSNFMQLTQAIQPSSN
                     
VVYHSIMGNINGTTDKTKMSDGIVPYQSSHLGGEQSELIIKGGHSIQTSPEAILELRR
                     ILRLHLKQSPPSK"
     gene            complement(162401..163108)
                     /locus_tag="DSM_02470"
     CDS             complement(162401..163108)
                     /locus_tag="DSM_02470"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPETSIQQETQSTWAICRDPVLLTMVGGAIDTIGFIALFGFFTA
                     
HVTGNLVLAGAALVKGGAGLWIKLAAIPLFIVTVVITKLLIDRSQTKHKTLSYLFLFE
                     
AIFLFAFMAAGLYFEPFKNADSITVAITGGLGLIALAIRNTSSKTLIKNISPSTMMTG
                     
NTTQLGIDIANLLKNNNAANRASLLKSASIVIGFVIGALMGAVLYVYFDFWSVAPFIL
                     PILYFSYLASQQKFKQA"
     gene            complement(163408..164922)
                     /locus_tag="DSM_02471"
     CDS             complement(163408..164922)
                     /locus_tag="DSM_02471"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTQAIQNETRSVRDMLIAAKVLAKDGKATESPCKTCRVPVWVSF
                     
FFDGTGNNKDADAATLNQSNVVALFEAHKQDSKNGIEKFYYEGLGTQFRFDKYSVVDS
                     
GKITAAARSLQGRKIDITDAEWRKQGYSESGKGVQGALGLGVALGIKQRLQKAIFELV
                     
DYLDKIYTQKGITEINISAFGFSRGATEARIFMNWLQHAPNVTTQGTGSGKKLFYRGK
                     
PLKAKFLGIFDTVESIGNAAQNKNPELYRTRIEDYIEHSMHLVASLEMRQSFPLTPTG
                     
KPTANTVKGLIHDQKVYPGVHSNVGGGYMPMEQARILGLSRITLHAMYNRACAYGLKF
                     
FTLNELNAAKQRKIVFTRFYAFDSKWQQDLNNFMAYVKGGTSFEQQMQGQIALYHQWI
                     
REGGYARFIHRKTRERIGRKEKITAITKLNDGLFENIRQALNVYVPEGARPYDVIKGR
                     
DRKSTLPKEVIYYFENYVCDSVGGFIAEASDFQAILNDGKAPNYFIPRGIVRPT"
     gene            complement(164951..165466)



                     /locus_tag="DSM_02472"
     CDS             complement(164951..165466)
                     /locus_tag="DSM_02472"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKNIFKLVLSAALLPLMVACQAQTVDLTFLVYNYSTEGLGEIQV
                     
NGKGSTIADAAERLGSIGEAGTACCVHLVENSDTADVSFYTDRGDGYKQYHIKVPVEN
                     
LKDTPRSYAVLHYFPNNTGVIEVSMRRPSFRKDLFDKALGNKAKNIQLDSPTMWRTIS
                     ENQAARMQFPD"
     gene            complement(165672..166574)
                     /locus_tag="DSM_02473"
     CDS             complement(165672..166574)
                     /locus_tag="DSM_02473"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MEIFTQSADFLENIFAPTEEIDESFYYFLIDSSSFSGVDSFCKD
                     
FPFDGGQKINLYLDFSENLQENGALLYSFTHEECIKNIELIKNIRDQGGLNFFNSYFE
                     
IEQIKEHLEELMEIKQPNGKSALFRFQDSFAFHATVSVLNELKWRKILSFKINYWIWQ
                     
NIDNTFHRLDNFPTNRSILTTLSFSEDEFKDININLKPMRLMPLLKEYDENLKDLPFY
                     
QLYEIAINLLKEAKKQQLISFEDEILFSTLYHKFGEFLLAEGPFKKALNKTQMTAMSF
                     QKTTDEIDLEELDDWYKRYQEVQV"
     gene            complement(166577..169213)
                     /gene="vgrG1_1"
                     /locus_tag="DSM_02474"
     CDS             complement(166577..169213)
                     /gene="vgrG1_1"
                     /locus_tag="DSM_02474"
                     /EC_number="6.3.2.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA 
sequence:UniProtKB:A0A0H3AIG7"
                     /codon_start=1
                     /transl_table=11
                     /product="Actin cross-linking toxin VgrG1"
                     
/translation="MLNNIFDFLDKIGFASQKRALHIYFTNPEINNQVFLQRIDGFHS
                     
INEGLSAELICLSINPYISLKQFIGSQVAVEQVTDSGKLFRTTGIITGASQGQSDGAL
                     
CLYKLTMQDATSLWYKRRNSRVFMNKSAVEIIEIIFKEWQNKSSLFAASLQLDSSGLT
                     
KNYDIRPFSMQSNESDYAYLTRLMREEGINWLIDESESMVLSNSQTIEPQKLRLIDHN



                     
NEYKVLERRAIRYHRSDATEQNDSITSFIAQRQLQPTAIHLQRWQADNLSQEDASGSV
                     
LSAHQHSSQRDNESLSLEQAWTIAPAWITDLNGEDQATTSSNSQIEKLNKQLNQYQAL
                     
QAKYFIARSSVRDAQVGYWFKLNEHPELERNHESSDKEFLILSKRFYNQNNLPKDIRD
                     
QVEQLLSLSHWQVSHDRAQERQANELMVVRRYIDIVPEFDPLIHRPSAHVQRAKVVGL
                     
DGEEIHVDEWGRIKVRFLFTRTDDHQHDGGAGSNDNDTDSAWVDVLTPWAGEGYGARF
                     
LPRVGEIVVIDFFDGNIDRPFVTGRVHEGQRSPTKFDIKGQLPDTKKLSGIRTKEVSG
                     
SGFNQLRFDDTTGQISTQLHSSHGASQLNLGNLSYPKDSATSEGWGEGFELRTDQWGA
                     
VRAGDGLLISTYKQKNAAHDALNLEQTIADLKTHKEWNTVLEDNVKEHKVMALDALAT
                     
LTKSIEALEAAGKETEVQTLKEAIIILTSPADITLNSSKNIFLQSQSNTHISAKENIN
                     
LMSDQNTVLASQKKLSLFSYEDFMQIISAKGKLEIQTHEKSIEMIANEVVKILSVKSN
                     
IELTSPEEITLTAKESQIKINGSGVFITTNGKFEVKAGQHVFLSGAKADLPKLTWSFK
                     EKTASCMKNASESHEAFVGFEG"
     gene            169627..169902
                     /locus_tag="DSM_02475"
     CDS             169627..169902
                     /locus_tag="DSM_02475"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSLYNFSVFLGGLLFVSIASAGYKSNAHRDFYLKCVAAGHSRAT
                     CLCIYHRLERQYSPKFMHKLGKLSLQSPEVPRDFVKTMLRTMQQCQS"
     gene            complement(169917..170807)
                     /gene="cynR_2"
                     /locus_tag="DSM_02476"
     CDS             complement(169917..170807)
                     /gene="cynR_2"
                     /locus_tag="DSM_02476"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P27111"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator CynR"
                     
/translation="MNYELWKIFLDAVELGSLSKVAMLHNTNQPQISRQMNELEAQCG
                     
GRLFNRTGRGVELTDLGQHLLPKIRSWLNVTDQLNNEILHSTDTPIGTVRIASLPSTA
                     
HPLLSTLYKVLQEKYPLIKLSVREGQGVHLEKWLEDGSVDLAILYRFNPTPKQGDVYL
                     
TQADTYLVGCEGDALTQASEVDFKAINQLPLVTFCRPSNWRNFLDHMAYENGVELNIV
                     
FEADSISLQTHLVSESRMYTMLGPQALKKASQYTSIQAAKIINPALKRYISLSISKNG



                     YLTPACKAVMEEIRNLADLL"
     gene            170995..171939
                     /gene="dapA_2"
                     /locus_tag="DSM_02477"
     CDS             170995..171939
                     /gene="dapA_2"
                     /locus_tag="DSM_02477"
                     /EC_number="4.3.3.7"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9JZR4"
                     /codon_start=1
                     /transl_table=11
                     /product="4-hydroxy-tetrahydrodipicolinate synthase"
                     
/translation="MSLDLRGLTPAPVTPFTRDGQVDHNAIQRLGSWLGSIDGVKGLV
                     
VLGHAGEGTFLSQKEQMQVIESFVKSVDDKIPVIAGITLEGTSVAAEEAKRAVSAGAS
                     
AGLIYPSHGWLRFGYQKGAPQDRYKAIYEESGLPSILFQYPDATKATYDLDTLLDISA
                     
QPGVFAMKNGVRNMRRWDVEIPIIRRERPDLQVLTCHDEYLLHTMFDVDGALVGYGNI
                     
APELLIEMIKAGKAKDYAKARAIHDQLLPVTRNVYHRGSHMEGTVALKHALVARGILD
                     HATVRSPLLPLADGAEQEIHDAMRQAGIGKVDLTQAVA"
     gene            172112..173497
                     /gene="naiP_1"
                     /locus_tag="DSM_02478"
     CDS             172112..173497
                     /gene="naiP_1"
                     /locus_tag="DSM_02478"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O34691"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative niacin/nicotinamide transporter 
NaiP"
                     
/translation="MTNLADVEQISHHQKNAEIIARLERLPVTGRLQFMRITIGIATF
                     
FDAYTVLAIAFALPQLITEWHLTPAYVGAIIAAGYVGQLVGAIFFGSLAEKVGRLKVL
                     
SFTILLFVAMDISCLFAWSGMSLLIFRFLQGVGTGGEVPVASAYINEFIGAEKRGKFF
                     
LLYEVLFPLGLMFAGMAAFFLMPIYGWKVMFIVGLVPSLLVIPLRFFLPESPRWLASK
                     
GRFKEADQVVKSFEDGAIKSGKTLAEPVVKEINPQGLAKTDWRELFRGIYRKRTFTLW
                     
GMWFCVYMVNNAMVTWLPSLYKQHFGLSLQTSLGYGWITSGVGVIASIICALMIDKVG
                     
RRPWYSAAFFLAIIPLMSLSILGAKSAMQVVILATLSYAILQTISFSLYLYAAELYPT
                     
RLRAMGIGFSTAWLRAGSAIGPVMVGLVVGGYGIQYVFSVLAVVALIGGLVTFLFAIE
                     TKGQVLEKLSP"
     gene            173576..174922
                     /locus_tag="DSM_02479"



     CDS             173576..174922
                     /locus_tag="DSM_02479"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNKYLLWGCIGLSSVSNAYAELPQEFGKLELKLNTRYWNDEGTA
                     
HPTLANPSPSSSEYEQSALGLELNYQSPYLWDWLGVDGSLYAVTKLFDSGKPSAQLLE
                     
VENNGKLDQNFATLGQLYIKAKLGDKGEIKLGRQLQDSLLLKSTNNRAVPDTFSGASG
                     
QFQLNDQLQTYIAYYDRWKPRSMDSFEKLVTENDERIDYVGLLGAKYQYKNWSVNAEY
                     
LNSKDYLKKYGAIAQYKFPLHGLVWTFNTGAFFSRDDGKLFKCGAETELDCVKGQDIN
                     
NRGNGYFVDVNVAKNNLEGGIAVSKFDGFWIEDNFAVHSARNSILTQDHGTNPFPTSA
                     
TIGPDFTNNDETAIALRLKYNWKDYVKGLKTEAKYIYGFGAHQSNISSDIEGKERYFD
                     
FTVSYALPWVKNLDVRYSFLHYESKIENANLGEKINGMSRKDWDQHRVFINYRYTF"
     gene            175559..175843
                     /locus_tag="DSM_02480"
     CDS             175559..175843
                     /locus_tag="DSM_02480"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKFYKTILVLGLVVVDYSVSGCDLRTQQEFEKICLSGGHTQASC
                     DCIYQRLEQVYSPQLMQRLEHVSLQSPALPQDFAPTFFSVMRRCDKNDMG"
     gene            complement(176105..176539)
                     /locus_tag="DSM_02481"
     CDS             complement(176105..176539)
                     /locus_tag="DSM_02481"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNVDIINSIKLIFISSLILLSSGCSILKREPQLIGSIESKNLLF
                     
SFKNKDTVILAYQVNSLEEFEKDGLNYKNILKYQDYEGFKKISIEDYKKKNILDNHAY
                     YLIVTKEGTVLQTFGFCIKDKTVYLQEDKKDDQGFTNKCHNL"
     gene            complement(176622..177191)
                     /locus_tag="DSM_02482"
     CDS             complement(176622..177191)
                     /locus_tag="DSM_02482"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MIYNVVNKTTQMLNLRPSIWGITLKVLCIKLLYLLLFMSGSVGA
                     
SPGSILYVKIKDNDACVFTKGGYDKAYGNQTLIYMGKVDGINAFHSSYSKIYLNLKMP
                     
ITEENCIRINSLEFKENFPYSITLEVDREYNQRICVKQNSEGKTVLLEAKADLEKGTY
                     CGTNQYNYSSNSLLAKLKNLYYWVVGLLI"
     gene            complement(177181..177429)
                     /locus_tag="DSM_02483"
     CDS             complement(177181..177429)
                     /locus_tag="DSM_02483"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTYKRLFVSQEIDKEMKEIILENYKSNEIVEKHAYYMLLGEQGL
                     NNTGVGFTTIGFCLYKDKILTEQKSENTNTFIQKCHDL"
     gene            complement(177651..178133)
                     /locus_tag="DSM_02484"
     CDS             complement(177651..178133)
                     /locus_tag="DSM_02484"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKLLYLLLFISSAVNASPYATLYVKIKDNDVCVFTKGDYDKTPD
                     
DKTLIYMGKVDGINTFHDSYSKTYLNLKMPIIEENCIKINKSEFKENLPYSIWLETDQ
                     
EYNQRICVNQNSEGKTVLLEAKADLEKGTYCGTNQYDYSSNSLWTKLKNLCYWLVSLF
                     "
     gene            complement(178140..178844)
                     /locus_tag="DSM_02485"
     CDS             complement(178140..178844)
                     /locus_tag="DSM_02485"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MADIFTNKNEIDTREKIFSMSETLEELKKKGPAPTKTINIVTRR
                     
RLTDREIIMCKSVFKDSIDYKKIWIVMGGFVQSLSGNAITPFGHIITLPRKDYIDNPD
                     
FTTADPSLKHWFMHEVTHVWQNALGFQGMNKVKRVCRGEYFKTVGSPDASRGEDISPY
                     
ATDLRGRDLYKKFNEFNYEQQGRIIELYFDAKFLRYAKPTRRHHQLSLKLEPYVLYTL
                     KEFLENPSDKSLLPKS"
     gene            complement(178837..179355)
                     /locus_tag="DSM_02486"
     CDS             complement(178837..179355)
                     /locus_tag="DSM_02486"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MAKGFAIHNAITDHGGVIPSTQAISSQMGNLFVRAGDGHMCPKC
                     
RCWSVVIKSHDHVIFDGKPVAYVGDKLSCGATIQPQQSHVVGESGSPYSRSSDNTNNS
                     
SFVPTLQYGQRFLLQDELTGEPLSNICYEIEKGGNIIHGKTDENGFTDLITSENKEEI
                     QIHIIYEEHDHG"
     gene            complement(179359..179799)
                     /locus_tag="DSM_02487"
     CDS             complement(179359..179799)
                     /locus_tag="DSM_02487"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTSPIFLQDLPIEQLEKLSENDIQKISNAEKIYWNNKPHVIYYV
                     
AVHGAKTQNDGLVNASSTNTKIKGLSIARVGDEVIYADGTTSKIISGAGTACVVEGLP
                     VALVGSRLENGDEIIDSPNTSVAIRIYKDQPKPKNFLVMTNFKE"
     gene            180104..180631
                     /locus_tag="DSM_02488"
     CDS             180104..180631
                     /locus_tag="DSM_02488"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKSKLCIILLSLLTVACSQVRPQKHGITEADITQAYEASLYAQF
                     
NQLYYTKSLYKAAYNEVNKVTQTNDQLLSYATFLMYAVNTTYDSLDIKLNDDLDLIAS
                     
GQKSKMSIDALDSLCVSNKYIEKYIKLKEKNGSEISAKAKELSKEALILQPKIEKIIM
                     KTDSPLNDIECKKLI"
     gene            complement(180834..181226)
                     /locus_tag="DSM_02489"
     CDS             complement(180834..181226)
                     /locus_tag="DSM_02489"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTFLSCNEIYELMTDLGYTQTNTRKYAHEFKLKNGQYIYVKRLE
                     
DNQKRVSEPSRLMIHPKYIDHKDELRKLEKVEFNFEQKGNMNSAFAKFPKCDLSKCDG
                     NPTRYGIGVNFKDKLALINFLKFIESNK"
     gene            complement(181397..184633)
                     /gene="cas3"
                     /locus_tag="DSM_02490"
     CDS             complement(181397..184633)



                     /gene="cas3"
                     /locus_tag="DSM_02490"
                     /EC_number="3.1.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q02ML8"
                     /codon_start=1
                     /transl_table=11
                     /product="CRISPR-associated nuclease/helicase Cas3 
subtype
                     I-F/YPEST"
                     
/translation="MHVILISACEKRALKKTRAILDSYAIRTGHSSWQAPMTMDGLKE
                     
IRSSLKKVATRQTAVAAYINFGVRRMKLAWVVGAKHKFAHDGAYPVASTKKQQKLLML
                     
DEWVKASSLLAGAAGDMHDIGKASQHFQKKLSPEMGGQKIRDDIRHEWLSLKLLQQLR
                     
KNGWDWQLAWKNLGKGLEKFTLGDRHEIEQGIQNELEAVDYLVVTHHGLLGVEEALKN
                     
DPLALPHYENHVRTLVPSLEQMSCAGELADSIFKSHQKRMQRLTALIPKQKIDQLLYW
                     
KALALHSRAALIHADHIVSAQQYSLQKPENVSLFANTKLKTIDQDKKAKLQDQPLEWH
                     
LHQVGDRASRIAVQMMTDLSLSGLSEQTVEYICQPTTHPRFQWQNIAANALQKNIQKH
                     
PETPALVFNIAGTGSGKTRMNLRAACTLRPDDPRLAIALNLRSLTLQTGHALKTSMNL
                     
SEDEIAVIIGDTVTQTLFDQSKEKIEFVDEDENHPEPIFDAWGEDCDLPEWLHPLFTV
                     
EKNGHKVLDQKETTILASPLLVSTIDYLIAAGEPHRQGHHVKALLRVVSSDLILDEVD
                     
GYEPKALIAVLRLVQLAAMYGRNVICSSATLSLTVAKTIHRAFESGMQMRAALYGTEK
                     
KSIIAIIDNELKPQVWLERSSQKSEFNTNYQKHLDNLQVHLLSKPTHRLAQLLSLPET
                     
TVLSWKQSVLEAVKQLHQEHAWNFKKTEKKISLGLIRVANIKHAIRLAQFLSDHLPEA
                     
KIACYHANDWLISRFYKEQRLDQLLTRHKDGKKRKTGNEQIEQDDEIINLIQKSSSLN
                     
IPFIVIATPVEEVGRDHDFDWAIIDASSVQSIVQTAGRVNRHRLEKVQQPNIMIPQWN
                     
YRYCEQRDIEKLKQQSKQRRPVFVYPGYEGYGLSVTSTYSSQDLKELLPWDHQSQLVI
                     
NARLRFDQVNCLFAKHDDQQIGDFCQNYFNDQGEQLFSRSDVDASIMTENIYNLTPLR
                     
ERNYQETYMFEWTNSLIVKKQVYGFDEKATKTLKYPKYGLVWDLVKFEEIPAKPQAWL
                     ALDPQQMKDYCYEYQIANEQGCRISLTPYNRDEVPTWSYDYGFGVMQK"
     gene            185050..185457
                     /locus_tag="DSM_02491"
     CDS             185050..185457
                     /locus_tag="DSM_02491"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MVIKKADIRPEKLHICFCPFPKLYNLKKDYPNDSTTFQTFVSSC
                     
YTARRRSTFNPYDLGRVRTMSKFIINQNVQANGDYEVHNLTTGCSFMPYPQNRVDLGE
                     HLNCFSAVLAAKRRWPNARINGCYYCCNACHTS"
     gene            185633..186799
                     /locus_tag="DSM_02492"
     CDS             185633..186799
                     /locus_tag="DSM_02492"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPEPQADIFINALEESVHFSLKTINSNIEKGGIRLSKRQALDLP
                     
YLSARTLLNEDFLIPTDYQANAGKTASIFKVVKAAMINDDISSEEAEFQQQVEQLKPS
                     
ISSIFNEPYQAGTENIDIRMRQLLIPKNGEYVSVSPLTAAGVNYLVNQEVDAVNELRK
                     
EKDSEFNRIQTAVFGIGGANPQNVGSLVRSMQRPITVDAPQASEKVRQALAIFYNGFT
                     
IRLSRKIKLLNGTKRAKEAIKEWSEILNRQLIITATNTIQNWHDLEIFAPSTNRDVRD
                     
QEVIFLNILAKDVLRQATFQKNILEEAESILPSMEEIERPSFWVHPSLSFVLQGLIDP
                     
ELRDDHWRIKFSDYLARKITNETFDIEINNETVTISLDSNSEGYITRRLREIIR"
     gene            186796..187680
                     /gene="csy2"
                     /locus_tag="DSM_02493"
     CDS             186796..187680
                     /gene="csy2"
                     /locus_tag="DSM_02493"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q6D0W7"
                     /codon_start=1
                     /transl_table=11
                     /product="CRISPR-associated protein Csy2"
                     
/translation="MSRYVVIPRMRVQNANMQTNGFLLGGVPLFAANMFAHHLARQLG
                     
TQEEGIIYIHHDQQRLGGQAYGRFTPAQRRGAVFIGKKDYSSKNKYALSLQPTASCHL
                     
EFSLVIKFSSSRISPEKLTNILKCSRFAGGQIIEFLEITTHSENELETALKKIKTGFA
                     
ILDRQDLLIEYQQRKQINRVQAFTQLLALKADALRAFFNDQNLSWISATNLGYALLEP
                     
LTDQRAGIRQAQDQENTAHAYAEPLTGIIQYFSLGEILRRNTEAEDDTWHNLQKLLWT
                     YHWPQDDIFLLKQNCINA"
     gene            187710..188771
                     /gene="csy3"
                     /locus_tag="DSM_02494"
     CDS             187710..188771
                     /gene="csy3"
                     /locus_tag="DSM_02494"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q6D0W6"
                     /codon_start=1
                     /transl_table=11
                     /product="CRISPR-associated protein Csy3"
                     
/translation="MTIFKKLPGSLSLQRGTVVSDGAFFNLFEDGKQEPLHVMYHGIR
                     
GTQNVAGNKEKGAATGNSLAREVTNIQLTESAKLQPKAKLLVKWDFRFIDLSYVLFAS
                     
ASKAGADKTEEYNFRQAFLNFVNRAKESDGLKEVVRRYVRNIVNGRWLWRNRIVAESI
                     
TIQVTAQDYPEIFSFDALSYNLKSFDQPSEQEQKLAEILLKGITGESTSAALHIEAIV
                     
DFGMGGVEVFPSQNYLEDKPKGFSRSLYQLTPKKPDHQANDNQYLGQAALRDQKIGNA
                     
LRTIDTWYPLFKENDEKPIAVEPNGANLEGQIFYRVGKDKVSAFDILKEIDELDPNSE
                     KGMFLIACLIRGGVYSEGE"
     gene            188774..189382
                     /locus_tag="DSM_02495"
     CDS             188774..189382
                     /locus_tag="DSM_02495"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDANYYLDIRVLESSDDTDLKLGHIRNQIYTVIHGAFRKLPAHY
                     
ALALEISDKLKAKQEQFEKKHGRSAKPNFDILRIFAEKQDELDELIEAIKGHWKIRDY
                     
TVLGAAIPVPTAKISGWKSYRKFRIPTLKSERTKLSHQNEPLRDRRLKTAKGMPFFQV
                     VSSTGHGFTVIIDVQESENAGYGLPDSYGLARKESPFALPVF"
     gene            189394..190347
                     /gene="cas1"
                     /locus_tag="DSM_02496"
     CDS             189394..190347
                     /gene="cas1"
                     /locus_tag="DSM_02496"
                     /EC_number="3.1.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q02ML7"
                     /codon_start=1
                     /transl_table=11
                     /product="CRISPR-associated endonuclease Cas1"
                     
/translation="MSQLRQERSRPLMLSKRACVFYLEKVRVVLKDDRIVYLTENSQP
                     
VEYFYNIPEKNTAFLLLGKGSSLTDAAARRLAESNVMVGFCGSGGSPLFSSLDLTFLA
                     
PQSEYRPTEYMQIWMRAWLEDDARLLMAKILLLERIALVSQSWKKNFDLIQSGIYIDE
                     
NALNTFKQDIDRSENLQELLAAEGRWAKTLYKQLAKGFGVEFIRDEGKNSQDSIADIA
                     
NSYLDHGNYIAYGYAAVALNGMGISFALPILHGKTRRGGLVFDLADLVKDAFVMPVAF



                     TCAAKGLNQKEFRMQLIETCQDQDILDYMFSFITDICSKIK"
     repeat_region   190447..194382
                     /note="CRISPR with 66 repeat units"
                     /rpt_family="CRISPR"
                     /rpt_type=direct
     gene            complement(196615..197820)
                     /locus_tag="DSM_02497"
     CDS             complement(196615..197820)
                     /locus_tag="DSM_02497"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTMNPVQIYRDIFLSMQDRQESCDQFVSWMELDADKLASLKALN
                     
AYSLAAGSLDVKVEGKQRGSGVDLERIQSSQFNSKYIFEVKLNKTNINLGHDFIVCDS
                     
WNTVLKYEHYIKNPIKKIFLTDVEDYFDIDSSDSKYKNYLAMGELYSFIKFLSEESNA
                     
DKDCIFYNRSYKFKIKACEDDLNYPIDTKSLGKFKHQDMHREAIINLMCKELTSFVKD
                     
EIEDVRFSYLIRNLNPLITNINHSYQSYVEDYTFDKVRKEYKEKKTEYIKKLNDTFDS
                     
VATKMFAIPAGIWFATAQMTTMKTISSFIYTKNFIVLMTVLSMIFIMILNVHGQRNTL
                     
NQVKEEYLDIFDELEKKFEDVDAEIRKIKGEVNDKFDRVMSYIYVAIIICVALGVYTA
                     YLFYQSSIL"
     gene            complement(197823..198869)
                     /gene="yejK"
                     /locus_tag="DSM_02498"
     CDS             complement(197823..198869)
                     /gene="yejK"
                     /locus_tag="DSM_02498"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P33920"
                     /codon_start=1
                     /transl_table=11
                     /product="Nucleoid-associated protein YejK"
                     
/translation="MSIQHIIVHEIRRVKEEKKSTETLIAKIKDTENDLRSLNGELAA
                     
KLLKLFSSSSLMVGQFSIGNDTEKKPAFEQGLDNFYSGENCLDFVEMTRELAEYFKTF
                     
LVENKSITGGFLVFFEFKGDEHTKLAVAVINKSNATDINPDLNFIAKEILDLDKLHLG
                     
ATINITEWRDEFSERYIRFKNGQSEQVTDYFQKFIGCEVDKQAANEETKKLKEAIESF
                     
ATEKLKLSQTAADDYLALAHSYINDCITKGDDVVLSNVAKHVFPADSNEFFEYASEGH
                     
NLSGILQISKTELKGFKKFSSSRKDLSITFAKALLNDKIKFENDILKIDSSLLSDSLV
                     AELKAATTASNSDE"
     gene            complement(199843..200418)
                     /locus_tag="DSM_02499"
     CDS             complement(199843..200418)



                     /locus_tag="DSM_02499"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSNLEIITESRFTTVFIIKMLYAFMCGAHLDSIINEIRELEKPS
                     
KNYKRMKPATKFIKQPLEGLWHKHYEQVGLKSMAMNIKQQMGLNNKQQKIFNNTFFKE
                     
FCDIFNNSEIPQDKRIEALGYLCSGKQYIDRINDGKLTGEWIIYHHCNGKNYYLNVGN
                     HSDGDDALAQEIREIALFEFPFFKGSLPIFD"
     gene            complement(200418..200507)
                     /locus_tag="DSM_02500"
     CDS             complement(200418..200507)
                     /locus_tag="DSM_02500"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /translation="MGKIEKIYENLKTNNENLPQEVHFFSIGY"
     gene            complement(200563..200751)
                     /locus_tag="DSM_02501"
     CDS             complement(200563..200751)
                     /locus_tag="DSM_02501"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKAFFRSVSLAPIRKANQNMIDGKRADVLSLPTSIQQDILNRRY
                     SADEINSAYARAISKREN"
     gene            complement(200751..201425)
                     /locus_tag="DSM_02502"
     CDS             complement(200751..201425)
                     /locus_tag="DSM_02502"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIAIYLDESGDLGWTFTAPYGKGGSSRTLTIACVICPRDKTKHL
                     
NRIVTGFYKARKRPLNNELKSYDLSSKEKEQFVQQIIKLHSNHPDIKLLSITVNKKRV
                     
KTKLRNDPNALYNYMVKNMLLNHLCNHKHIDFIPDSRCEKVNVGWNLEIYLKQMIAER
                     
SQLDDVLNETLNVKPFDSRVTKELQFIDFYAGLVWSKYEFKDERVDQYFDVANPSNQL
                     MFFEYQ"
     gene            complement(201768..203210)
                     /locus_tag="DSM_02503"
     CDS             complement(201768..203210)
                     /locus_tag="DSM_02503"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1



                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSEQQLRKVKGIWCKFNNQNRMSTVTLDEMRICCIKRGIEIIEI
                     
EECTFGFNQSIPAIKISIVNNVTALLPRQKLSEIQIYQNNIIPFQKQEEFWAKVDWFP
                     
PVFMNREQIGEGFKVANLKIGYHEFLPKEELQKRFQEFFPTVYNFSNIIPITVQTFSD
                     
SIAISKHVPLIKESILAFYSGMRVASIASLIPMIEDILNTIIEDSFENLDLKTKVDRC
                     
IKRAKHNIKHDHILGADWIPEEYVQDDVLKVMNVRIRIIELIGNWLKNSFYENTENYQ
                     
NTSGFNRHFFAHAKSEIWQNQSNFFRAMGLIQALAFIECFAMKESKLSIFPPTPDIRS
                     
ESFRNDVFACLNLQVIKNTLLQQLQIDGCLPFNPTASDDGWLGRSATLSTKMNDEIVK
                     
RLRDNGWQCHSFGQPVKSGGYITVRASKLGKEIGIALLYSCATDNKVYKELEVTNDYI
                     LYQGAPYQQESFAYGINKYVGPLNAWLAPD"
     gene            complement(203347..203550)
                     /gene="ssb_1"
                     /locus_tag="DSM_02504"
     CDS             complement(203347..203550)
                     /gene="ssb_1"
                     /locus_tag="DSM_02504"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P25762"
                     /codon_start=1
                     /transl_table=11
                     /product="Single-stranded DNA-binding protein"
                     
/translation="MPNVKKVTVMGVLGLNPETKQFSNGGSVTTFSVATTEFWKDKTT
                     GERKEANSINLYQQSFKECCQRP"
     gene            complement(203874..206339)
                     /locus_tag="DSM_02505"
     CDS             complement(203874..206339)
                     /locus_tag="DSM_02505"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNIKPTWDTKPDMFEGSISNITPQTQQSPLEEVGNGASHSIIEA
                     
LEEHTVPLFNNNPLHGAMAEMVGGCPVEIRRSVIEKATQYGEADDNALYGLAVFDLYN
                     
EHLQPTGAVFTNPTIKGFKDIVFGHGGLYFNRSKLNELPLIVTDDIHLAFKTAYPIYA
                     
PYQSDKINAYTLKILMQAHADLCVIAPVHQQDAIQRRYSGMDVKMAFIPEPPNIAMLQ
                     
DELDSMIKVAIDQAKSLAKGHLAKPFKIKEGEYLNILMDGLYLVKEHDDGEGGIKRTR
                     
TRISDSAIILGEARSLNNNNWKRVIQFNDKDNVQHTLLIPYEHFMGEAQEALKIIANH
                     
GLMPPRQPNKKNVFINYIQDYPIEKRFRCVDRTGWHGHSYVTPSKTYGDSSGEELLFN



                     
SEMKNPYAVHGSLAGWQELSRLIEPHALGVLAFSCAFSGQLVAPLNLESGGFHIYGSS
                     
TDGKSTITKAACSVWGNPREVSKQWRTTDNALENEAELRNDSFLNLDELRQAPPKAVS
                     
DIVYMLTGGQGKSRSSKTGKNRDSKQFNLMYTSTGEVTLEEHLRRGGIELDAGLLLRF
                     
AHIPSDAGKGYGVFECVNYGSNSSDLGNRINELAAKHYGHAGIKWLEYLTSDKDVVMQ
                     
QAQKLLDSFIEQHTQAKNGQANRVLRRFALVAVAGELATLAGITSWQQGRAFEAVAQC
                     
FNTWLNSLGGGENMEETKILEHIKAFFESNGTSRFEDLTVIRQADGEVIRPRTHNRVG
                     
YYDPDDKVYLVSPTMFKKEMCIGMNEANVKKVLIKHGWIKEFIEGGKKLYVKKSSVNL
                     PDGTRPRMMHFSTEAMQNSDSEI"
     gene            complement(206351..206629)
                     /locus_tag="DSM_02506"
     CDS             complement(206351..206629)
                     /locus_tag="DSM_02506"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNNQNAKNTPKTYDAGDLLDIQSLAEFDMNWMEVAISDIKNRLK
                     EIKAELGGKDVLGFYALENVIDMYQYIAEKRHSYHAEQAEKYKKEWHG"
     gene            complement(206635..206751)
                     /locus_tag="DSM_02507"
     CDS             complement(206635..206751)
                     /locus_tag="DSM_02507"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPKNIHQITRQRIQSAAFAQKQGLVKRISLMLKKVWGV"
     gene            complement(206744..207055)
                     /locus_tag="DSM_02508"
     CDS             complement(206744..207055)
                     /locus_tag="DSM_02508"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKNESFDIANMPKYGYINRALSKISKLALVGYEYSAHTVRLKGF
                     
FCMRHFSMRSHVMAKLEGEAFALASHLSYWSTNPFQLCHLNYLVVIGKAPTNSGAHYH
                     A"
     gene            complement(207065..207433)
                     /locus_tag="DSM_02509"
     CDS             complement(207065..207433)
                     /locus_tag="DSM_02509"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1



                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNKYVNPEFFKAFDHYKAMLAQYGEHHPITEQALILTIHYTPEH
                     
IKAEMHQKAKELNLLPPPSGYTDDGEPMYQLEDIAKHFGISFEEAEQRLLQMMDNRQQ
                     VGLSNDGVLIDSNIHINRVQ"
     gene            complement(207426..207980)
                     /locus_tag="DSM_02510"
     CDS             complement(207426..207980)
                     /locus_tag="DSM_02510"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNAITHFDFKSRSVRIVLDDNQEPWFCLTDVCKALDISRSSDLL
                     
QIQRGDVKNETPKRNGALDSKGVADYHTPTNGGIQKLKFINEPNLYRIIFRSNKTEAL
                     
NFQNWVFAEVLPSIRKTGSYSARQSAYEELNRLCMQEKVSKDKGTFHSLGMHRRKYEK
                     HLNAKRIQTCKANLQIAFEGVHHE"
     gene            complement(207977..208186)
                     /locus_tag="DSM_02511"
     CDS             complement(207977..208186)
                     /locus_tag="DSM_02511"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNHQTVILDYLKQGKTLSQAEAIELCDCYRLSAVIQRLRLLGHN
                     IVTHQEPNLNSKGTHARYELKEVTA"
     gene            complement(208189..208416)
                     /locus_tag="DSM_02512"
     CDS             complement(208189..208416)
                     /locus_tag="DSM_02512"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MGFFMTIKPIRVQFKTACELLDISRESLRHIQRTDETFPKAIKI
                     GTTKQAPVYFDYAELVEWHNNQKQSLAAMEA"
     gene            complement(208532..209158)
                     /locus_tag="DSM_02513"
     CDS             complement(208532..209158)
                     /locus_tag="DSM_02513"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTIEYDEFDYELSRYFRETYKSDSRIANDILNLVDLIGIQDIQL



                     
FHECMTNIYENKITPQVVSIFEKNENEIIEKIRDASKIKMEDYAYISLSDAYTTYQVC
                     
SYIFNKETPPTNEDIGFAMDSFDRIYKDIGIVYSHIVSDLNVFNKIQSLGGRTRAKKY
                     DTYKSEIFREWEKGAFHSYSRCARDFSSKFDLNPKTIELWLSKKYSKS"
     gene            complement(209308..210591)
                     /gene="intS"
                     /locus_tag="DSM_02514"
     CDS             complement(209308..210591)
                     /gene="intS"
                     /locus_tag="DSM_02514"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37326"
                     /codon_start=1
                     /transl_table=11
                     /product="Prophage integrase IntS"
                     
/translation="MYTALYIAHFVELAGVQAMKRTEIKRRPLSDTVLANLEPESKEY
                     
RELDGEGLYFRVKPDGKKAWLFRYKKADGKWSWLGIGTYPELSGAGARKKAREIIKDI
                     
SQGDNPIISKQERKRQELEQNNATFEVLAREWLDTKANTWVKDTMTRNKGALEKHIFP
                     
IFGKRLYTSIKPIEWMNHLKGIQQHQGIYEQVNRVRAMCRDIYDFAKVTGRIDYNPLE
                     
GLQKFLQQGVKQNMSHVSEQELPALLRAINSYPTMDVRMGLQLLAMLFCRPTELREAK
                     
WQEFDLNQGIWNIPAERMKKRREHVVPLPRQAIAILNELKTYETNSEYLFPSRSDKSK
                     
PKSDTVFIMALRRMGYEGRQTPHGFRHIASTLLNNRGFDERHIEAALAHVKDGVAGVY
                     NKAQYLDDRKIMLQWYANHLEEIADQSIIQFKKAK"
     gene            complement(210717..211076)
                     /gene="ssrA"
                     /locus_tag="DSM_02515"
     tmRNA           complement(210717..211076)
                     /gene="ssrA"
                     /locus_tag="DSM_02515"
                     /product="transfer-messenger RNA, SsrA"
                     /inference="COORDINATES:profile:Aragorn:1.2"
     gene            complement(211238..213223)
                     /gene="ggt"
                     /locus_tag="DSM_02516"
     CDS             complement(211238..213223)
                     /gene="ggt"
                     /locus_tag="DSM_02516"
                     /EC_number="3.4.19.13"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P54422"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutathione hydrolase proenzyme"
                     
/translation="MNKRYSFLFSSLLAVGLLQGCGDDSSSDQPKDDSNTTPPNLIVD
                     
NDPTSCSKLAQDGSSVVVGSNQNGDPAAPEGASGYRLGNTVKYADKYMVVANTPLAVK



                     
AGCDVLKAGGSAVDAAVAVQAVLGLVEPQSSTIAGSGFMMYYDAKTKQVTAYDGRETA
                     
PAAANEFYLIRQNIYDPNSPPPVPSARRSGRSIGVPGVMRLLEQAQKEHGKLKWNQLF
                     
GEAIVLADNGFRIPGRLADAIASNASNLALDANAMATYFYPDGSPRKVGETMTNKAYA
                     
RTLEALASQGANALHTGPIAQAIVAKAGQTVGDDPARTPITPSLMTLQDLSNYQVKKR
                     
DPICTTYRDRYYVCTMPPPSSGGIAVAQTLGILENFDMSLYPPKNPENEGGVPDVMGV
                     
HLVSEAERLAYADRDKYVADTDFVRLPAQGIPSFIDKNYLKQRAALINPNQSMGVAPA
                     
GNFNTAAGVDTTVEHGTTQFTIVDAYGNVVSMTSTVESSMGSFHMVDGFLLSNQLTDF
                     
SANPYDSTGAPVANRVEGGKRPRSTMAPTLVFKGTTPDEFYMATGSPGGGTIIQYVVK
                     
TLVGALDWNLNAQQATSLVNFGATNSKNTNVDSSNVQLSLVDLIEGLKAKGHGISNTA
                     QTSGISTIMKVNINNQSKYAGGVDPRREGIVLGNGAL"
     gene            complement(213527..215050)
                     /gene="emrB_2"
                     /locus_tag="DSM_02517"
     CDS             complement(213527..215050)
                     /gene="emrB_2"
                     /locus_tag="DSM_02517"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AEJ0"
                     /codon_start=1
                     /transl_table=11
                     /product="Multidrug export protein EmrB"
                     
/translation="MKTQTPFAELSGGRLLLAAFVIALSNFMVVLDTTIANVSVPHIT
                     
GNLAVSSTQGTWVVTSYAVAEAICVPLTGWLAGRFGTVRVFIFGLIGFTVFSFLCGLA
                     
TSLEMLVFFRIGQGLCGGPLMPLSQTLLMRIFPQEKHAQAMGLWAMTTVVGPILGPIL
                     
GGLISDNLSWHWIFFINLPVGIVCVLAAMRLLRVAETETISLRIDTVGLGLLILWIGA
                     
LQLMLDLGHERDWFNSTSIVVLALTAAIGFVVFLIWELTDKHPVVDVKVFRHRGFAIS
                     
VLALSLGFGAFFGSIVLIPQWLQMNLSYTATWAGYLTATMGFGSLTMSPIVAKLSTKH
                     
DPRALASFGLILLGIVTLMRAFWTTDADFMALAWPQILQGFAVPFFFIPLSNIALGSV
                     
LQQEIASAAGLMNFLRTMAGAIGASIAVTVWDDHAKVARSEMVSNLHTTEVQNTLLQN
                     
GFTADSTLGIISNLVDKEAITMSANHVFLLFAIVFVFAGLVIWLCPKPKQVSGMPSH"
     gene            complement(215057..216208)
                     /gene="emrK"
                     /locus_tag="DSM_02518"
     CDS             complement(215057..216208)
                     /gene="emrK"
                     /locus_tag="DSM_02518"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:P52599"
                     /codon_start=1
                     /transl_table=11
                     /product="putative multidrug resistance protein 
EmrK"
                     
/translation="MTDAQSNVQETVPTTSASDDNMQNKRKKFLGFFALILLIAAILY
                     
AIWALFLNHSVSTDNAYVGAETAQITSMVSGQVAQVLVKDTQTVHRGDVLVRIDDRDA
                     
KIALAQAEAELAKAKRQYKQTAANSSSLNSQVVVRADEINSAKAQVAQAQADYDKAAL
                     
ELNRRAQLAASGAVSKEELTKAQSAVETAKAGLELAKAGLAQATSSRKAAESTLAANE
                     
ALIQGVSETSTPDVQVAQAHVEQAQLDLERTVIRAPVDGVITRRNIQVGQRVAPGTSM
                     
MMIVPLNDLYVDANFKESQLKKVRPGQPVTLTSDLYGDDVEYHGKVVGFSGGTGSAFA
                     LIPAQNATGNWIKVVQRLPVRIALDPKELAEHPLRVGLSMEAKVDLSAK"
     gene            complement(216478..216975)
                     /locus_tag="DSM_02519"
     CDS             complement(216478..216975)
                     /locus_tag="DSM_02519"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSDEKKNWTGNIQLGAKTDLNVVLNQLCKAFNSCPFFKHSGMIM
                     
RVVDGHIEGYVEMQPDLIGNLAFQVLHGGVAATLLDSIGGIVAMEHLYRRSTPETLPE
                     
TIKQVTRLATVDMRVDYLAPGRGKYFIARAEVLRLGRKGCTMRMTMVNDEDKAIAAGI
                     ASYAY"
     gene            217034..218131
                     /gene="hemB"
                     /locus_tag="DSM_02520"
     CDS             217034..218131
                     /gene="hemB"
                     /locus_tag="DSM_02520"
                     /EC_number="4.2.1.24"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q59643"
                     /codon_start=1
                     /transl_table=11
                     /product="Delta-aminolevulinic acid dehydratase"
                     
/translation="MGLQYSSRLTVMEYPPTYPSVIPNIEIVMTYTFNRPAFPATRMR
                     
RIRKNDQLRAMVSETQLTTNHLIYPVFVLPGQNQTQDIPSMPNIQRLSADLLLKKAER
                     
LLELGVSKLALFPVTPQEDKSLTAEAAWREDGLVQTTCRLLKKELPEMVLITDGALDP
                     
YTTHGQDGIIDETGYVLNDETVECLIKQALSHAEAGAEVIAPSDMMDGRIGAIRQALE
                     
ANGHIYTNIMAYSAKYASSFYGPFRDAVGSASNLKGGNKYNYQMDFANRAEALHEIAL



                     
DIQEGADMVIVKPGMPYLDVVREVKDTFGIPTFIYQVSGEYAMLAGAIQNGWLSDSVI
                     LESLMCCRRAGADGIWTYFAETAAEKLKEMN"
     gene            218157..219272
                     /gene="thiO"
                     /locus_tag="DSM_02521"
     CDS             218157..219272
                     /gene="thiO"
                     /locus_tag="DSM_02521"
                     /EC_number="1.4.3.19"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q88Q83"
                     /codon_start=1
                     /transl_table=11
                     /product="Glycine oxidase"
                     
/translation="MHIAIIGAGISGLMSALELVEQGCTISIFDQQQAGQAASWAGGG
                     
ILSPMYPWRYVHAVNQLAQFGKASYQAWNQKLYPVTGIDFEIHDTGMLIFDEEDFDVG
                     
LSYAEQHQEPMQRCEYLQRDALEQVNPHISEQFQEAIYFPELSNIRNPRVLQSLISYL
                     
KQHPNVEFFEHTPVKKLIQQGDAIQALQTEDGRKHTADHFVITSGAWSHYWNSQLQLD
                     
IPVEPVQGQMLLFKTPAHWLPTMCMNRVMYLIPRMDGHIVCGSSMAHRGFDTSTDETT
                     
QHNILEACLEMVPELADFPIVHRWAGLRPSSPNGVPYIGRMPEMDNLWANFGHFRNGL
                     CMGAGSAQLLRQLMLGQPTLVDAKAYSPERLQNKILA"
     gene            complement(219264..220169)
                     /locus_tag="DSM_02522"
     CDS             complement(219264..220169)
                     /locus_tag="DSM_02522"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q7A6Q5"
                     /codon_start=1
                     /transl_table=11
                     /product="Epimerase family protein"
                     
/translation="MNKNVLITGASGFIGTHLIRFLLQKNYNVIAVTRQAGKKSDHPA
                     
LQWVQKFEDISTRQIDYVVNLAGANIGEKRWTESRKKHLIESRVNTTQKLYAWLKQSQ
                     
IFPEVIVSGSAIGYYGIDNQEKWTEVCTEQSSPQPIFMSQLCQEWERAALADSQQNTK
                     
IIRLGVVFGQGGGILPKMLLSIRLNLVGQIGHGRQPVVWVHIEDVLNAIEFIFKHPQS
                     
AQIHNVVAPENVTQKVFVEQAAKVLNKKPMLSAPSTVFRCLLGEQSQLILNGQYVKPA
                     ALQAEGFEFAYPQLKMALENILASG"
     gene            complement(220258..220710)
                     /locus_tag="DSM_02523"
     CDS             complement(220258..220710)
                     /locus_tag="DSM_02523"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11



                     /product="hypothetical protein"
                     
/translation="MTKLRSYFLWFFALCIVLTLIVGVIAALLPASVGGILTAVPYLG
                     
AMIFVLFRFLKKERRAPTVPEKKKFTLGFTLIFWGYNLCGVLFGLFLFSRQDPEILQN
                     FMLYLKQPQFLSIMVIMLLMLAIPLYLITYWFYGKQAQRMANKMFNAS"
     gene            221090..221467
                     /locus_tag="DSM_02524"
     CDS             221090..221467
                     /locus_tag="DSM_02524"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNNIAYFEIQSSNPARDAQFYQAVFGWQFKLDESLPIEYYRIET
                     
PSIMGGLLKRPAQTPPMEYGTNAFTCSVQVENFDEVAAKILAQGGIVAMDKFAIPGRA
                     WHGYFVDLDHNVFGIFQVDENAA"
     gene            complement(221541..222032)
                     /locus_tag="DSM_02525"
     CDS             complement(221541..222032)
                     /locus_tag="DSM_02525"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNFENKMAIHKYEVKIQWEGNTGTGTSSYRSYKRDFSIQHPQKT
                     
TIQGSSDPAYLGDVTRWNPEDLLVVSASACHKLWYLHLCAVNHIHVVSYVDHALGFME
                     
DTDPVKRGHFTQIILRPEVVLEKGADQELAAKLHEEAHHECMIANSVNFPITCEASFS
                     FAE"
     gene            222179..223447
                     /gene="sbcD"
                     /locus_tag="DSM_02526"
     CDS             222179..223447
                     /gene="sbcD"
                     /locus_tag="DSM_02526"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AG76"
                     /codon_start=1
                     /transl_table=11
                     /product="Nuclease SbcCD subunit D"
                     
/translation="MSVSMSVHFLHTSDWHLGQFFYNHSRHYEHQQFLSWLLTQIQEK
                     
QPHALLIAGDIFDVINPGSQAQKQLYQFLADAHRIAPHMQTLMIAGNHDSGYRIEQVE
                     
PLLEKYNAKTVGVVRWNEDKTLDLDRLLLPIYNQNQDIVAWCLALPFLRSAEITGFNE
                     
HTTNSKNAIAYLHQQLIAEAKRRKTPDQALILMSHAHMQGGETSDSERPIIIGNEEAL
                     
STTLFEDAVDYVALGHLHKPQKVGQPHIRYSGSPIPLSFSEINYKHQVVEVKIDPSQD



                     
TDSRLQFEAVEIPRCIQLHRIRGELNEVLQQLQALPHGVIENIDHREYVDIEYYSLTP
                     
PQPNLRQQFEAALPPDRYRLVRISRQYVNKDATNSNTTQHIALEPPTPEKLFQNIWEK
                     QGYSADDAVLKDFLSLVQEAQKHLENDASH"
     gene            223457..227053
                     /gene="sbcC"
                     /locus_tag="DSM_02527"
     CDS             223457..227053
                     /gene="sbcC"
                     /locus_tag="DSM_02527"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P13458"
                     /codon_start=1
                     /transl_table=11
                     /product="Nuclease SbcCD subunit C"
                     
/translation="MKILSIRIKNLASLADEHFIDFESAPLAHAGLIAIVGKTGAGKS
                     
TILDAMCLALFNRVPRLKDSDGKLKDVDGSELLTNSPLTVLRRGTGHGFAELCFIAQD
                     
QKRYLARWEIKRARENPNGKLQSVQRHLKCLTDGVVLADKAKAVDEKVKQITQLSFEQ
                     
FTRAVLLAQSEVTAFLKARDSERGELLEYLTNSSIFAKIGELAFRKTADIAKQRKQLE
                     
EFLGHIEILSDEEIAAFTEQYQQAEQNYQQLEQQKHVLDKQQQWFERKAKLEQEVQSK
                     
QQQFQTQQNHHQQLASEREQLKRLEVFSEIRPQVFQQAQNLQTLQQLEPQIQQAQTKF
                     
NELVQIFETGQKQYQLAEQQLKQTLDFEQQHQQALNQVRQSIQERAFIADEYKKCKEK
                     
RQVLEQNLSPLQQQQNAVQQHIAQLEQNKIHLQQQLIQTQQYAVLDKGLSAHLHQLGQ
                     
FIQNYQAIEEQLGNPTLARQKLSEAKNELEQLTVSLGTVEQIELKLEQQRKDKDQKLA
                     
QVTQLDLIQQKIKIYHELYAELQQFTEKHTQASAQEDQLKTVCQLAEQDYQTAKTERE
                     
KLQHILQQQRLLHTENIEQLRANLKEGEACLVCGSTHHPYRIDDSAVSKALFDLQQQQ
                     
EQQAIALEQTKFNAWQTQQHALTQCRAELEQVQKYLAQLQVKQTHLQQELEQAFNLNQ
                     
LHIELNQAPEQILQTLNELRQATQTAISLFDSENVRLTQAIKQHNQLVQTIQRNESLL
                     
NTAQQWQQQVQHIVECLSETEQHAWQQASSQTAKQTWAILDARAKQLELQEQLAQRFE
                     
QQQQDLKMLAANLEQMIKQIDEIEQNLQEITLKGQQNNEKAVSLIQQMTGRSDIKPHE
                     
WLIEHDAKRQHQQTAYHEAKQRFEQTRQHFEQQKQALDQLKHQHQHTEQHQQQIDGQI
                     
QNWLKAHTDFQASDLTALIQINSAQEQDIRNRLNHAERLLSEASSALKTMQEQLSEHL
                     
QTQPDIEYEKLVTLIQDNIAKLKAQLEVRDGLKLKLELHQQNLAKQQKYAEQIQNIQQ
                     
EEHRWSKISGLIGDAKGKEFRDYAQQYHLDILVEHANQQLAMLSQRYTLKRLDQSLSL



                     
AIIDHDMDGETRSVASLSGGESFLTALALSLAIANMASGSMKIESLFIDEGFGTLDAS
                     
SLHMVMNALDQLQNQGRQVILISHIQEMHERIPVQIQVKPLGAGASTIEIVG"
     gene            complement(227254..227946)
                     /gene="yggS"
                     /locus_tag="DSM_02528"
     CDS             complement(227254..227946)
                     /gene="yggS"
                     /locus_tag="DSM_02528"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P67080"
                     /codon_start=1
                     /transl_table=11
                     /product="Pyridoxal phosphate homeostasis protein"
                     
/translation="MNYLQDARQHVLQQIRTACELAQRAPETVQLLAVSKTHPSERLR
                     
EMYAAGQRAFGENYLQEALDKIDALQDLDIEWHFIGHVQRNKTKHLAEQFDWVHGVDR
                     
LIIAERLSNQRGDDQAALNICLQVNIDGQESKDGCAPEDVAELVAQMSQLPKIRLRGL
                     
MVIPAPDNTAAFADAKKLFDAVKVQHAHPEDWDTLSMGMSGDLEAAIAAGSTMVRVGT
                     ALFGARDYSQKG"
     gene            228043..229110
                     /gene="pilT_1"
                     /locus_tag="DSM_02529"
     CDS             228043..229110
                     /gene="pilT_1"
                     /locus_tag="DSM_02529"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P24559"
                     /codon_start=1
                     /transl_table=11
                     /product="Twitching mobility protein"
                     
/translation="MTYFDLLGEIMDITELLAFSVKNGASDLHLSAGMPPMIRVDGEV
                     
RRINLPALEHKDVHRLVYDIMNDKQRRDYEEKLETDFSFEVPNVARFRVNAFNQNRGA
                     
GAVFRTIPSKVLTMEDLGLGQIFKDICDYPRGIVLVTGPTGSGKSTTLAAMLDYINEN
                     
RYDHILTVEDPIEFVHQSKKCLINQREVHRDTHGFNEALRSALREDPDIILVGEMRDL
                     
ETIRLALTAAETGHLVFGTLHTTSAAKTIDRVIDVFPAEEKDMVRAMLSESLQAVISQ
                     
TLLKKNGGGRVAAHEIMIGIPAIRNLIRENKVAQMYSAIQTGANHGMTTLDQSLKGLV
                     ARGVISPQTARTAAKQPESFL"
     gene            229138..230256
                     /gene="pilT_2"
                     /locus_tag="DSM_02530"
     CDS             229138..230256
                     /gene="pilT_2"
                     /locus_tag="DSM_02530"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:P24559"
                     /codon_start=1
                     /transl_table=11
                     /product="Twitching mobility protein"
                     
/translation="MDFNDLLNLMVEKKSSDLFITDGVAPSMKINGQIVPISKNSLSG
                     
EVIGQLLHSIMSEKQRKEFAETRECNFAIMNREKTARFRVSAFQQRDMPGMVLRRIET
                     
KIPSIDDLQLPPVLKDLSMTKRGIIIFVGATGTGKSTSLASMISHRNHNSKGHIITIE
                     
DPIEFIHEHAGCIITQREVGIDTDSFEIALKNTLRQAPDVILIGEIRSREVMDYAIGF
                     
AETGHLVLATMHANNANQALDRIIHFFESDRHSQLYMDLSLNLKAMIAQQLIPTPDGN
                     
SRRAAIEILINSPLISDYIRKGEIHEIKDLMKRSRELGMQTFDQALFDLYKAGQITYK
                     DALKHADSPNDLRLTIKLADEGPDQLSDGKQHLTFDRQ"
     gene            complement(230326..230763)
                     /gene="fur_2"
                     /locus_tag="DSM_02531"
     CDS             complement(230326..230763)
                     /gene="fur_2"
                     /locus_tag="DSM_02531"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A9A9"
                     /codon_start=1
                     /transl_table=11
                     /product="Ferric uptake regulation protein"
                     
/translation="MPISNQDLRKAGLKVTLPRIKILELLENSKQHHLSAEDIYKTLL
                     
EQGEDVGLATVYRVLTQFEAAGIIQRHHFENNHSVFEIMQEDHHDHLVCQNCNKVIEF
                     TNDVIEKEQHSVAEQHGFTLTGHSLNLYGYCNEPECQEALRKK"
     gene            230875..231273
                     /gene="bamE"
                     /locus_tag="DSM_02532"
     CDS             230875..231273
                     /gene="bamE"
                     /locus_tag="DSM_02532"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A937"
                     /codon_start=1
                     /transl_table=11
                     /product="Outer membrane protein assembly factor 
BamE"
                     
/translation="MQKLVLTLFVTSLLAGCSIFGVYKVDIPQGTPLTKAQASQVQVG
                     
MNFQQVRFLLGSPTVTDPLNPQRWDYIYNYIPGTYAKKAKIPAAHGQHLKIYFDGTGT
                     VTKIEGLETIPESQPGLPASKEAILTAPPL"
     gene            complement(231328..231651)
                     /gene="pasI"
                     /locus_tag="DSM_02533"
     CDS             complement(231328..231651)
                     /gene="pasI"



                     /locus_tag="DSM_02533"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8FEY5"
                     /codon_start=1
                     /transl_table=11
                     /product="Persistence and stress-resistance 
antitoxin
                     PasI"
                     
/translation="MERTQQVWVAFAVPEQQFLISVPFEEGMTAAQAVQASGLSNQVD
                     
LPEPLQLGIFGVKVEIDAVLHAGDRVEVYRPLTINPKDIRRKRAAKNPVGRYIKGNRF
                     KQSAQ"
     gene            complement(231651..232718)
                     /locus_tag="DSM_02534"
     CDS             complement(231651..232718)
                     /locus_tag="DSM_02534"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSRWLSPLMAFCLSFVIMATLAPTMGIQIDRQIDFWLLWFGTML
                     
LLALPVCYLEIALAKRSKTTALNALSSLTREADSSPKWRVVGWLAVVFIPFLAGNVLS
                     
TASNILVAQFAPSISGQIIFAGLAVAALVLSFIPRQILILLMTLGVIASIVLANMMGS
                     
TLQPWHWTSVEFKEWGNATVLALVASGLGLGLYWQNSVGAVQAQEGATKTVLPIWLAQ
                     
LIAVVAFGFFSLQAQLPVLTWIFTRVMTSALFVQLAREQLAQRQLMPVLQWVIIVVAI
                     
AVWAVSEVHNLFTLILMLWGLLICLIYAIFAGWIMKISHLRKSMNFSNELFYNLWRIA
                     VRIVLPLSIIVAMIAVIGQSI"
     gene            complement(232871..233326)
                     /locus_tag="DSM_02535"
     CDS             complement(232871..233326)
                     /locus_tag="DSM_02535"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q60AX2"
                     /codon_start=1
                     /transl_table=11
                     /product="Bacteriohemerythrin"
                     
/translation="MKMKWASEYNTGIDVIDEQHKRILDYINEIDDVKDDEDRRRIKD
                     
VLDNIIDYTQSHFTFEESLQEEADYKYRVPHKRVHDLFIKKIELYRERFEMGHTIEAE
                     LQEILAKWLINHIQHDDADYVGAVKENMMGIIREKEKKKGKNWFARFFS"
     gene            complement(233579..234409)
                     /gene="yafJ"
                     /locus_tag="DSM_02536"
     CDS             complement(233579..234409)
                     /gene="yafJ"
                     /locus_tag="DSM_02536"
                     /EC_number="2.4.2.-"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q47147"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative glutamine amidotransferase YafJ"
                     
/translation="MNCATPTDITFSFRGFSQRAGITSDHSDGFGIAFFEDKACRLFV
                     
DNQSAVESPIADLIRNYPIKSRNVIAHIRKATQGKITLENSHPFIRELWGRHWIFAHN
                     
GDLHDFNPPLSGRFTPVGNTDSERAFCYLLDQLVEVFGYEEPTLEQIFEVLEKISPQI
                     
AEYGTFNFCLSNGQALFSYAITKLHWLVREYPFNNAHLIDLDVEVDFSQVTTPEDRVA
                     
VITTEPLTHNETWIAYQPGEMILFQHGKPIKKAITQVERLIREEKNPELKRITRADQY
                     "
     gene            complement(234536..235318)
                     /locus_tag="DSM_02537"
     CDS             complement(234536..235318)
                     /locus_tag="DSM_02537"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLEKFNQYRQTWTLPLNRHKANNQTQFRFEWVDNLKELQDVQRF
                     
RAQQFSKQFGIQFEDNLDQDIYDFGCEHAVLREKWTGEIVAYTRLKLFQGHEIGQSYS
                     
ANEFDIVPHLSHLPNVLEIGRTCVHPRFRNGKALSTLWLNLAPKVLWSMRAKYLMGCV
                     
SIHLQDNLARAYYTHRQIQQLPDTKTIDIRSKKIYEPEYPEFSFPQDERMPKLFQMYL
                     SMQSKLSKDAFFDAEFNCLDYFVFLEVNKIATSFVMNKMAQR"
     gene            complement(235439..236347)
                     /gene="argB"
                     /locus_tag="DSM_02538"
     CDS             complement(235439..236347)
                     /gene="argB"
                     /locus_tag="DSM_02538"
                     /EC_number="2.7.2.8"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HTN2"
                     /codon_start=1
                     /transl_table=11
                     /product="Acetylglutamate kinase"
                     
/translation="MPQDQHLGVDKAKILIEALPYIQRFSGKTLVVKYGGNAMTDPEL
                     
ESSFARDIVLLKTVGLNPIVVHGGGPQVDSFLKQLGRESDRIDGMRVTDEATMEVVEM
                     
VLGGSVNKSIVNLINKHGGRAIGLTGQDGNLLRARKLLMEKQEEDGSIKHIDLGMVGE
                     
VTGVKTDVLEMFTQSDFIPVIAPLGVDEKGNTYNINADLVAGKVAEALGAEKLILLTN
                     
ISGVLDENKNLLTGLTTQEVDRLIETGVIYGGMIPKVGCALDAVKGGVVSAHIVDGRV



                     PHATLLEIFTDHGVGTLISNRTQTTH"
     gene            complement(236362..237780)
                     /gene="algC_1"
                     /locus_tag="DSM_02539"
     CDS             complement(236362..237780)
                     /gene="algC_1"
                     /locus_tag="DSM_02539"
                     /EC_number="5.4.2.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q02E40"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphomannomutase/phosphoglucomutase"
                     
/translation="MNVRHSFPKNIFRAYDIRGKLSYLTTDVVRSIAYGLAQQYKQAE
                     
QTQLIIGYDARLTSPAYAHLIEEILLEQGLNVTNIGCCSTPMMYYIAREFGGNGIMVT
                     
ASHNPKSDNGIKWILRGEPPSPEMIQQVGEFAQTYVPTHTISLLELSTPQFNSEFCKK
                     
YQQAIFNDIQLKRPLKVVLDGLHGSAGHCSKLVLEKMGCEVIALRTTPNGEFPDHAPD
                     
PSHAAHLKELRKTIIEQGADIGIALDGDGDRVVLLDEKANILTADRLLSLFAQMCLEQ
                     
QPDKEIVFDVKCSLMVQRTVERLGGKPKMIRTGSSFLRAYLSQSNGNAIFGGEYAGHY
                     
VFNDGRGFGYDDGLYAALRVMEYFTESSATTISDLFSNYPERCCTEDTYIGTHQSDPK
                     
HVLQDIEILSHRLGARISKIDGVRLDFDDGFGIIRASNTGEYFTVRFDADNPLRLKEI
                     QQKFIDMLQERYPQIAQELSEA"
     gene            complement(237980..238432)
                     /gene="dut"
                     /locus_tag="DSM_02540"
     CDS             complement(237980..238432)
                     /gene="dut"
                     /locus_tag="DSM_02540"
                     /EC_number="3.6.1.23"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P06968"
                     /codon_start=1
                     /transl_table=11
                     /product="Deoxyuridine 5'-triphosphate
                     nucleotidohydrolase"
                     
/translation="MKVQVKLLDPRLGKEWPLPSYATAGSAGLDLRACLDEAIEIEPG
                     
QTVLVKTGMAIYIHDVNFAGLILPRSGLGHKHGIVLGNLVGLIDSDYQGELMVSVWNR
                     GQTTFRLEPGERLAQYVLVPVVQAEFEQVEEFEETLRGAGGFGHTGKQ"
     gene            complement(238458..240497)
                     /gene="rep_2"
                     /locus_tag="DSM_02541"
     CDS             complement(238458..240497)
                     /gene="rep_2"
                     /locus_tag="DSM_02541"
                     /EC_number="3.6.4.12"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P09980"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent DNA helicase Rep"
                     
/translation="MSSASQLNNKQEEAMKYTQGPLLVLAGAGSGKTSVITRKIAYLV
                     
QHCRIPAHRITAMTFTNKAAREMKERVTKLLSREEAKGLSVSTFHTFGLNLLRLELKN
                     
LPLKANFSILDADDCKRILMDLMHRDNLSGAESKELIAKAMKKISDWKNDLILPEQAH
                     
STCETPEDVQFAHLYQLYERNLRAYNAVDFDDLIVMPTRLLQENAEVRDKWQNRVRYL
                     
LVDEYQDTNTAQYILVKLLVGVMGQFTAVGDDDQSIYAWRGAKPENMALLKQDFPNLH
                     
IIKLEQNYRSTSRILKAANCVIQNNPHIFDKKLWSDKGHGEVIRIITCRNDDDEAERV
                     
VKDLLTHKLMNGKNWKDYAVLYRGNFQARVLETQLRQMQIPYKLSGGTSFFARAEIKD
                     
VMSYLRLIINPEDDSAFLRIINTPKRAIGPVTLEKLGLFAQENNLSLLGASSDQRLSM
                     
VLPKKAETQLHEFADFISTFTRELLEDDEPVPKVRQMMNEAGYIDYIREQSATPAQEK
                     
SKLDNIENLFSSIQNLINRAEDVDEKNIESVIRKLVLLDMLEQQQEEEDTDKVNLLTL
                     
HAAKGLEFPYVYIMGLEEELLPHKNSIAAETIEEERRLMYVGITRARQGLTLTLAEQR
                     
KNGGQMKQMTPSRFLDELPQDELEWLGRKKKIAANVDPKEQAQQYLANLKALLKR"
     gene            complement(240691..241344)
                     /gene="yiaD_2"
                     /locus_tag="DSM_02542"
     CDS             complement(240691..241344)
                     /gene="yiaD_2"
                     /locus_tag="DSM_02542"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37665"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipoprotein YiaD"
                     
/translation="MRALVISTVVGAAVVLSGCQTTGNNLGGVEYDKAALGTLIGAAA
                     
GYGISKSNANSSRQNNRAAAIGAVLGAAGGLYLDQKEKKLREQMAGTGVEVGRNPDGS
                     
VQLIMPGSITFDTNKSNIKPNFYATLDKVAQTLAEDNKSAILVTGYTDNTGNDSINIP
                     
LSQARAQSVKNYLAGKGVPSSRIDAQGYGSSNPIADNSTASGREQNRRVEISIYAKQ"
     gene            241589..242515
                     /gene="yihG"
                     /locus_tag="DSM_02543"
     CDS             241589..242515
                     /gene="yihG"
                     /locus_tag="DSM_02543"
                     /EC_number="2.3.-.-"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P32129"
                     /codon_start=1
                     /transl_table=11
                     /product="putative acyltransferase YihG"
                     
/translation="MSTAPNKQSALKKITRGLTVGTVITGSTFFHGPPVLALGLTKLF
                     
KKSSKIDETNIQITNSWLGVNNWLIDHVLPNLKWDISIDEGLDLNMQGRYLMTCNHQS
                     
WVDTTVNQYFGLTRMPLTRFFTKWELIFIPFVGQAFKILGFPMMKRHTKEQIAKNPEL
                     
KDRDMMEARKACEQLLSQPFTLLNYLEGTRFTQEKHDQQKSPYKHLLKPKAGGLALAL
                     
NILGDKIDALVDMTIVYPDGVPGYGDFWLGDVSKIAVNLRKIEIPDWVLGGNYEDDQV
                     YRERFQQWVHELWTEKDQLIEKMKAQYATTNL"
     gene            242532..243578
                     /locus_tag="DSM_02544"
     CDS             242532..243578
                     /locus_tag="DSM_02544"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQNSSGKQTKYHRVDSSSLSFKLFLVYDIFMVFIIIFNLFCLAA
                     
NFFLMSSIGAWFFEHIHLPQVLSFYRTHLHPWVITSEAWFIGFLIIELLVRWGIAIVY
                     
KHHKRWFFFPFIHWYEILAIIPQLRFLRLFRAGIIAYRLHELGYPVIPESWRKTGLFY
                     
YRVVMEELSDRVVITVIDGIRYELETSSSHKQIIHDLVNHHREQFTVTLTALLQESLA
                     
TALKEQKPAITRAVGQIVDQAIEDTPELTQLLRLIPLVGGRIEQQIQSIGQRLGENIS
                     
AGLIEPLIEGSAAHPNSTYQLISQKISHINIDNHELEQLVESVVFETLEAVRKQVKVK
                     QWQQTLAEYDRIKE"
     gene            243700..244422
                     /gene="minC"
                     /locus_tag="DSM_02545"
     CDS             243700..244422
                     /gene="minC"
                     /locus_tag="DSM_02545"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P65359"
                     /codon_start=1
                     /transl_table=11
                     /product="Septum site-determining protein MinC"
                     
/translation="MADIRITGRMVNFSRITFDTNDHDVIRQQLSNILNEGSYQGTVV
                     
IIDSTVEQELIALIQLLVSMGLQPMAVIDGILGDEARAIQFPVLPADQPLQRIKPTAE
                     
QVAIVEKPSSAQASVETKKPLNNNAVAHITSYHDEILRTGQSLVQDQGDIILKAGMNS



                     
GSEVIASGNIHIYGTVRGRVIAGAGGHAAARIFCQSLEAELVSIAGTYCVADDIPKHV
                     VKKPVHIYLNEKQELEFEALEL"
     gene            244469..245305
                     /gene="minD"
                     /locus_tag="DSM_02546"
     CDS             244469..245305
                     /gene="minD"
                     /locus_tag="DSM_02546"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q7DDS7"
                     /codon_start=1
                     /transl_table=11
                     /product="Septum site-determining protein MinD"
                     
/translation="MTIIGVDSVAKIVVVTSGKGGVGKTTTSASFATGLALRGHKTVV
                     
IDFDVGLRNLDLIMGCERRVVYDFVNVINNEARLQQALIRDKDIENLYILPASQTRDK
                     
DALSDEGVARVIDELSQEFDYIICDSPAGIERGAILAMYHADEAIIVTNPEISSVRDS
                     
DRIIGMLDSKTKKVEHNEGRIRKHLCITRFNPERADRQEMLTIDDISKDILRVPTLGV
                     
IPECPSVLQASNEGKPVILYSETKAGQAYDDLVARFLGEDRPYRHITAQPKGWLARLF
                     GA"
     gene            245308..245580
                     /gene="minE"
                     /locus_tag="DSM_02547"
     CDS             245308..245580
                     /gene="minE"
                     /locus_tag="DSM_02547"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P58152"
                     /codon_start=1
                     /transl_table=11
                     /product="Cell division topological specificity 
factor"
                     
/translation="MAGFWSKLFSSEEKPSSAQTAKDRLKVIVASEQGLGRRLSQDKI
                     DQMKKEIMQVVSRYVSGVGEQHIQMQVRSEANIEMLEMNINLPEER"
     gene            245664..245951
                     /locus_tag="DSM_02548"
     CDS             245664..245951
                     /locus_tag="DSM_02548"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MALSQPATFNEEWSDERVFAYLNQLPPNGVNADFHVLYHAFKHM
                     RPNDYERLLTKFVADGRDINATNPEGERIHDVIAKFPRQSAPFLEVLAKFA"
     gene            complement(245994..246614)
                     /gene="rhtC_3"
                     /locus_tag="DSM_02549"
     CDS             complement(245994..246614)



                     /gene="rhtC_3"
                     /locus_tag="DSM_02549"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AG38"
                     /codon_start=1
                     /transl_table=11
                     /product="Threonine efflux protein"
                     
/translation="MLVALITLAFIHFCALITPGPDFFLVSQTAVSRSRKEAMLVVAG
                     
ITAGVMFWASLALMGLNIIFEKMAWLKQGLLIAGGLYLCWLGYQMLRSAFSKNQQEEV
                     
TTVELPKAPYLFFMKGLLTNLSNPKAVIYFGSVFSLFLANPQLDQVHWLLFIIVSVET
                     ILWFCFVTFIFSLPSFRAAYRNFSKWIDGISGGIFTVFGIFLIGNR"
     gene            complement(246763..249795)
                     /gene="ftsK"
                     /locus_tag="DSM_02550"
     CDS             complement(246763..249795)
                     /gene="ftsK"
                     /locus_tag="DSM_02550"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P46889"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA translocase FtsK"
                     
/translation="MTAVSSVYAQRLLMTLFLVSFGIYMFLATVTYTPFDPGWMHISS
                     
DTQQVSNASGIAGAWIADLLFGFLGWASLLIPIFLFVEAIQVWWPHSFLNRPFRYAAQ
                     
FFLILVVSSLLYLHWNVPADTLDNAAGGIIGYELGQSLSQLLTIYGATLFLLVFGVVL
                     
FTLAFGVQWSKTWVTLKAMPGYLQDLFYKNVSPNESAYDLTTQPANKAATVKVAEMPK
                     
AEEVTDEVELNAQPEKTQSKASSTRHDEIAERLFADVLAKEQSQPETIEEKPTPQPEN
                     
FERTLEQAQQLKKDSERLVATGEVWRALQRDDVSHKQEIDALLRAADDSSEQPSTHEQ
                     
FQQTVYQAKQNQPSNTHQGLDWNDDEIFDELLAAVPNSKTATDVHTPFVQDHHVEPEV
                     
TPQAPQTLVESSVPVSNLNQSPKNLSNEEVFDDFDDLLIDEDIPPATQPIKASSYAQS
                     
SAFVKAPIQTTIGAEKLSKEEFIEAWQETAGKPQDDLEDEFDFDAPLTDASGRPMSRA
                     
MQVAKKRLDLPTLPGFELLDKVDPNKKVNFTEEQLSRLSELLEIKLQEFNVKAQVVEA
                     
QPGPVVTRFELDLAPGVKASKVTNISRDLARSMSMASVRVVEVIPGKPYIGIEVPNSA
                     
REMVRLIELLETPAYRDPSALISMAMGKDISGNPVLTDLAKAPHMLVAGTTGSGKSVA
                     
VNSMILSMLLKYTPDQLRLILIDPKQLELANYNDIPHLLTPVVTDMKDAVSALNWCVN
                     
EMERRYKLMSFLKIRKLSDYNRKVEEALANGEDLIDPTWKPSDSATQERAPRLTPLPS
                     
IVIVADEFADMIMQVGKKAEEMITRLAQKSRAAGIHLLLATQRPSVDVITGLIKANIP



                     
TRVALRVNSKIDSRTILDAGGAEDLLGHGDMLFLGPGKIEPERVHGAFISDDEVNRIC
                     
DAWRERGEPDYVDEILTPFDEEPASRGFEEGDGGSDRDALYDQCVSFVLETRKASTSS
                     LQRKFSLGYNRAARIIDQMEENGIVSGMGANGKRDILV"
     gene            250065..251012
                     /locus_tag="DSM_02551"
     CDS             250065..251012
                     /locus_tag="DSM_02551"
                     /EC_number="4.3.1.9"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q93HX6"
                     /codon_start=1
                     /transl_table=11
                     /product="Glucosaminate ammonia-lyase"
                     
/translation="MSARHSRLIILGSGPAGYSAAVYAARANLKPTLIAGLQLGGQLT
                     
TTTEVDNWPGDPEGLTGPVLMDRMQAHAERFGTELVYDHINEVDLNVRPFVLKGDMDE
                     
YTCDALIIATGATAQYLGLESEQKFMGQGVSACATCDGFFYKNQNVMVVGGGNTAVEE
                     
ALYLSNIAEHVTLVHRRDSLRSEKILQDHLFAKEKEGKISIVWNHEVEEVLGDNTGVT
                     
GVRLKSTKDDSKQEVQVQGLFIAIGHKPNTSMFEGQLNLRDGYIQVQSGTSGNATATS
                     VAGVFAAGDVADSIYRQAITSAGSGCMAALDAEKYLDNL"
     gene            251133..251864
                     /gene="aat"
                     /locus_tag="DSM_02552"
     CDS             251133..251864
                     /gene="aat"
                     /locus_tag="DSM_02552"
                     /EC_number="2.3.2.6"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A8P1"
                     /codon_start=1
                     /transl_table=11
                     /product="Leucyl/phenylalanyl-tRNA--protein 
transferase"
                     
/translation="MKTLPLSQYIFPDPEESDPDGHGLICIGADLSPSTLYEAYTHGL
                     
FPWFNEDEPICWWSPEPRCVIYPQNYKPSKSLIRNMKKYDYTITVNRAFEQVIRSCSL
                     
PRSYANETWISEDIIEGYCGMFDAGYGYSVEVWQEEQLVGGLYGVTIGKGCFGESMFS
                     
TQTDVSKMAFYTLMLIGQENQLPWVDCQLVNSHLISLGACTLSRQEYLKSLQDVIIHP
                     SINWKKYQERVFSSKTIALNAKLME"
     gene            251883..252698
                     /gene="bpt"
                     /locus_tag="DSM_02553"
     CDS             251883..252698
                     /gene="bpt"
                     /locus_tag="DSM_02553"
                     /EC_number="2.3.2.29"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8UG81"
                     /codon_start=1
                     /transl_table=11
                     /product="Aspartate/glutamate leucyltransferase"
                     
/translation="MKSYHPKSLLNDLQYYITPPHDCSYLENKSARMVFLDPIHRIDV
                     
VTLSELSRLGFRRSGDFVYRPECHLCRQCLSCRVPVADFQMNSMQKKAWKRNQDLTMT
                     
VLPTRQASQIHYDLYERYINERHADGDMFPPSLDQFEKFLVHSCTDSFFLELWKDNRL
                     
ISVSTCDLMDDGLSAVYTFFDPDEHRRSLGVYSILNQIEYVKTLGLEYVYLGYWVPHS
                     
AKMNYKSQYTPLELLLDGQWRRLNRSLSPEEINQLGNSLMTTLPSEWNNLIIK"
     gene            complement(252743..253198)
                     /gene="rimI"
                     /locus_tag="DSM_02554"
     CDS             complement(252743..253198)
                     /gene="rimI"
                     /locus_tag="DSM_02554"
                     /EC_number="2.3.1.128"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A944"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribosomal-protein-alanine 
acetyltransferase"
                     
/translation="MIRTMQVSDIDSVAQIEKLVQTHPWSRQQFVESLNSYQCTVIEI
                     
NNKVVGFCILQPVLDEANLLLMAIDPQMQGKGLGYQLLDASIERLENHPVQIFLEVRE
                     SNKAAIGLYEKTGFHQIDVRRNYYPTQEGGRENAVIMVKSCTDDFASLF"
     gene            complement(253306..254181)
                     /locus_tag="DSM_02555"
     CDS             complement(253306..254181)
                     /locus_tag="DSM_02555"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNAKVNISNRAGASFPVRRMDFEFAQVPRYWANYDAGLTHFMTA
                     
LSALFPEGEQFFVNSTRAVRNDPKLADPALQKEISAFIGQEAMHSKEHLAFNASAQAY
                     
GYDVRKMEKQTGKVIKVGTAVVTKLMKPFGYTKEMIDLTGTCALEHFTSTIAAELLQN
                     
PEIQAMFQDDTMYHLWMWHAVEENEHKAVAFDVYTNMYGQGPKAYFMRSTALIIAMAL
                     
IFATQSYFTAKLLKTDDKLTWKDTKYMLKFMYGRKGFMTRQIPELLDFLRPKFHPNDS
                     DTTALLATWREKLGL"
     gene            complement(254418..255299)
                     /locus_tag="DSM_02556"
     CDS             complement(254418..255299)



                     /locus_tag="DSM_02556"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNAKVNITNRAGASFPVRRMNFDFNDVPEYWMNGSAGLTHFMTA
                     
LSALFPAGEKFFIDSVRAVRYHPAIKDNEELQKEISAFIGQEAMHTQEHVNFNASAQK
                     
FGHDVETLEKFTDTAIQTARKTFAKLVKPFGMTQEMVDLTATTALEHFTATIASQLLV
                     
NTHIQELMTDKTMSTMWYWHAIEENEHKAVAFDVYEGVFGKGVKAYALRTSSLVFAMA
                     
LIFAIQSSFVVRLLKQDHKLNLDELFVIYKYGYSPSKGIITGMAKEMMAYFKPGFHPN
                     DLDTVSLLKTWKSKLGL"
     gene            complement(255503..255640)
                     /gene="tufB_2"
                     /locus_tag="DSM_02557"
     CDS             complement(255503..255640)
                     /gene="tufB_2"
                     /locus_tag="DSM_02557"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0CE48"
                     /codon_start=1
                     /transl_table=11
                     /product="Elongation factor Tu 2"
                     
/translation="MVMPGDNVEMSVELIHPIAMDPGLRFAIREGGRTVGAGVVAKVT
                     A"
ORIGIN      
        1 ggtgccagat tgggaatacc tgacgcaaat ggcaacataa actgccgctt 
gccctgtgag
       61 gcgttatatg ggaatggccg atgatcccaa ctaaatttaa aaacaagatt 
tgccattatg
      121 ctgttactcc gtcaatcact tggaaagtca aagtttcagt gtgctgtgta 
gtgccactaa
      181 ctacagcttt aatatccatc tgacacagcc ctaaaggcca agttgcagtg 
cttgcactag
      241 atttaatgtt cagccaccct ttctgtgtgc tttggcttaa tgcagtacaa 
gttaatgtgg
      301 ccacagtagc accatcagcc agagctttaa cctgtgaagt gaaggtataa 
cctgtaagat
      361 caattgcacg gcgcacatca tctggtggat attgcagggc ttcatccata 
tcaactagct
      421 gaagatttaa gttgaaagtg tcaccacgct taaatacaaa attgctcata 
agtgattcct
      481 atagacataa aaaaaccacc gatgaggtgg tagtgattaa gacataaagt 
acctctcaaa
      541 atggaggtct cataattcaa attaattaat atctaggttt atatctcttg 
tttcctccac
      601 tcgtaataca gtagtgccca cctctaggac ccacgcaata atccaccaca 
gcacatgaac
      661 aatcactatc gtagtaggtt tttttctgtt ttctttcaga atgatgagga 
tgagatttta



      721 aggcctgata attatttgac gtggttgatc gagacttttg tttaaaacag 
ccatccgttt
      781 cacataatag ctttgttgat aaccactgag gtgatgagga atttaaggaa 
atacgtgccc
      841 agtttccttt catctcataa atatcaactt tttccccacg tcctaacttt 
cctactactt
      901 gaccgtttgg tttatctcta atatttaaag aattagtgtt gatatatttt 
gattcgataa
      961 cttcctctac tgcactctgc gcattttctg agtctgaagt ttgttttgga 
gagttatcat
     1021 tgcctgaacc aaaaatccct aaagctacta atcctgcggc accccagcct 
aaagttgatt
     1081 ttttcatgtt ttaccatttg ttataaattt ccattactgt aacagaatgt 
aatcacaaat
     1141 gataatatgc tgaggtcatt aaaaataatc gccttgcagt agctttttct 
tgaactcaaa
     1201 gctcattatc taaatcgaca cttactccag taacaacgtt atgtttaggc 
cctccgagac
     1261 taacaacatt agccaagcgt atattcacat cagaaacaca tagcttgttt 
tcagattgcc
     1321 atttgctcaa ctcaacagac ataacatctt caagatgccg ttccagttct 
tgccgtttaa
     1381 tttcgatttc ttctaaagtc agcatacatg acatatcaat tcaccttgta 
cccaatgctc
     1441 acattatact gaatgaaatc agcatcttta cccgcataaa tagattggcc 
attcaaacat
     1501 tctaagtgtt cgattgtgaa atattcaaaa tgagcaagta atgcatcact 
caattttgtg
     1561 atttcaatta ttcctgaatt gggacgtgca aagcattgaa tcatgatatt 
accggtacgg
     1621 cgagtacatg gcttatctgc aatgccagaa ttaaaactgg gaccacctgc 
aatcgttaag
     1681 cggcaccaaa caccatcttt aggtacatta aagcctggag catttggata 
ctgtattctg
     1741 tcctgcgcaa taccagtaaa gctttgcata cgatcaataa tagcttgcct 
tgtttgctct
     1801 aaagtcattg ccatcttaac caccgtactt ttgagaaata aagttaaacg 
tgaggccata
     1861 aataccttgt ggtgcttgat cagaccagcc gttttctaag cggggtgcat 
aagctttatt
     1921 gttctggata taaaccaaat tgcccaattt aatctttaca gcttgaattg 
ctgcatcttg
     1981 aattgggttt gtttcaggtt cacgcacgcc gaaatcagca gatccaatcg 
aaacaatatg
     2041 tgaagcacgg tatgctccag tatcaacagg acttaaatta actaaggatt 
gcacggtatc
     2101 catgacaata ttctttacat gtgcttctgc tgctttagac acatcaagac 
taaaactagt
     2161 cggctttttc cccttccacc ccatgacttt taacctcgct ttcctcatac 
atcttaaaga
     2221 gatcctgagc gatcgcctga attgaataag cttcaaactc agagctcggt 
tctcgttcac
     2281 ccatgagctt tttaatcttt tgccagacat gaacagcttc atgtaaaagc 
aatccataca



     2341 cttcaatctg atttctttct gaagtatcac caagctgaac aactgcatat 
gcaccttcgg
     2401 aatagaaatc aacctgagct gcagcccctt caatagacaa gaattgatcg 
accttattca
     2461 tgtcctcaaa tagcaaatcc atatgcagtt gatttcgaac taatgtgtaa 
tgcacatgct
     2521 gaaatggtga gataagccac aaaggaacgt agtttgtatt taccattcaa 
actcctaaat
     2581 tgcgcccatt aaaaaaccca ccgaagtggg ttttaattta tgcaactgag 
cacttttcta
     2641 attttaaaga ccagtcttct ccaaatcttc gattaagata gttagtaatt 
tcttcttcgt
     2701 attttggaaa tgttgcctca gttactacta cagcatttcg accacctgta 
actccatatc
     2761 ggtcaaagcc attttcagca tctctagaag ttgtattatt tgaaagataa 
acttttgcct
     2821 taccatcttt aattagacta gctttgcctc ttacatttgg gcatttcttt 
tctgggattt
     2881 caatgacgat tacatatgct tgagttgcca taatttaatt acaccttctc 
aattatgaaa
     2941 tcaacgccag ttgtcattcc accactaaaa ctatgggcag ttaacttagc 
agactcttca
     3001 tcatctattt gaccaaattc tacagctttt tcttttgaat ctgttgtagt 
aagcaatccc
     3061 tcattgtctg gaattaaata tttaccagaa tcggttaact taacgatata 
ccccataatt
     3121 tccccaagaa agtattttaa aaataggtat atagcttaaa tcaactaaat 
taatcaatac
     3181 aagcttatac cttcctcaac tgacatttcc aaatagtaga agctggatcc 
tgttgaatat
     3241 gaattacccg gaatgagcct aaggctgtta accactcatc atcaatcttt 
ggctctttgg
     3301 taacttcatt ctgcagcact gtagcctttt tatctgtggc cagtactcca 
agcgtctgaa
     3361 tctcatattg actgtatgag ccaaacagaa cgccacgacc agaatagttt 
tctttaactt
     3421 cgacataagt ttcagtttta ggatcccaat cttttcttga gatccggtca 
caagtaaatg
     3481 aatgaacggc gtccgctaaa tcatcattaa atgcttcagc aatatctgcc 
tgaatttctt
     3541 cacgtaagcc catttaaatt ttcctgacaa aaaatacagc ttttcgtttg 
ctgtaaggct
     3601 taatcaaatc aagaatgaat tgttcgattg cactaagctt tactgatccg 
tcctgatatt
     3661 ccttttcggt ctcaaccgta tcagctttga ccttcttacg ttttagtgcc 
tgttcctgcc
     3721 cttgatatag atcacctttc ataatgccct tgatgatttg ataggaggcc 
gtttttaaag
     3781 gttcaggtac ttgggtagca tcttcataag gcttaacgtt acgtgctaat 
agatatgctt
     3841 cggccatttg gaggtattga gccttatcac tggcagataa agcatcaaag 
ccttcaacat
     3901 gttctatcgc ttcttgttca gtgataaagc tcatgaatta ttcctttgga 
attaatgcta



     3961 aaagttcatc ttttttagca cctgcttcaa atgcaatgcc tttttcagtt 
agtacagctc
     4021 gaagctcatc tacttttaga ccagcatagt taattggttg tggttgagta 
tcacttggtt
     4081 tttggtcatc ttcaggtgtt tgaccacctt cacctgattc aagttcagca 
atacgtgctt
     4141 tcattgcttc ggtatcattt tgaaaggcaa taaattcgcc ctttactgtt 
gccagttgtt
     4201 cttcgagttc agcaattttt gtttctgtca tttgttgtct ttcccgtgca 
cggttaaatg
     4261 atgaaagtcc catatgtgga tctccaaaaa gataaggcgg tgttacccgc 
ctttttgtta
     4321 tttgatcttg tgcttgaatg ccacaatacg gatctgttta ggatcgtaga 
cacgttccca
     4381 gtttgcggct gttgctagac cagcattatt aggtgcaata cctgtatcac 
ctgcccactt
     4441 aatgccacga ggatgcaata caaagtgacg gcggttaata agaatatctg 
tacctgctag
     4501 gctgtctcgg tcagtctcta caccaactgg tgcaccaata tcttggaaac 
caatcgcacc
     4561 ttggccaaac aagaaagagg taaatacatc accatccact ggcataccgt 
catcgacaat
     4621 cacacggcga tccataaaag ttttgtaaag caccacacca tcagcatcac 
gcacagtttc
     4681 aattaaacct tgcttggcta gtgctgccat tgtgaatgag tgcattgaaa 
tcgctgttaa
     4741 tttatcaaca gcatctccca atttataaga tgcatcgata aatgaatgac 
catcaattac
     4801 ggctgctgct ccagtaccag ccgaaatgtc atgggtatta cctgccatgc 
ttgcagaccc
     4861 aaatacacct ttaagtgtat ttacggtaaa cccctgaaat tcacgagccc 
agtaatctgc
     4921 tacaagatca gcaatcgcac ccaatgggtc atcaccagat aatgctttag 
ataaatcatt
     4981 tgcaccccaa gccttaccac gggcatgcaa aatagcaata tctttaccag 
ccgtgatgtt
     5041 atttacccca agagctttac catctgaaag tacttcggac tcaccgctta 
aatcattcca
     5101 gaaaggaata tttactgtgg taccgccttc tgtaccaaaa gcgacttttt 
catcaagctc
     5161 cccaacaatg cctgactgcc ataatgcaga cttctcggca gtcttattta 
atacgtacgg
     5221 agtaaataac tcaggtacga ttacatcagc aatttttgtc tcagccatta 
ggctttactc
     5281 cttaaagttt aataccgtgt tttgccgcta gctctttagc tagttgcggg 
ttttcatttc
     5341 gtaattgcgc caatttggtc atatttaccg agccatctgc tttgagaatg 
tctggctgac
     5401 cttttgaatt gttgctacca ggtgcgccca tgccattagg tttaggccag 
taatacggtt
     5461 tttgctcgcg tagagattca acccattctt ttggggtcat cggtgtttgg 
ccgtctttac
     5521 caatgactac ttccccgttt tcatcaactg ccacagcttt gccgttttca 
tctaatgcaa



     5581 actttgactg agctaaaaag gcgatatcag gggtcgcttc tggcaatgct 
tcaagttcaa
     5641 ttgcagcctg cacaatttgg ctttgaatta ctgattgctt gaacttttga 
gcataagctt
     5701 cggctttatc ggcacgttct ttttcggcct tcagtaactt ttcatgctct 
tcacgcatct
     5761 tctcggtgcg cttctgaatc acttcgttaa ccttgccttc tgcgattaat 
ttggcctctt
     5821 catcctggtc aatttgagca aagactttct taacaatttc aggatcaatt 
ccttcaaatt
     5881 gtttctgaag tttttgaagt tccaactttg cattcttagc agcatctcgc 
tcgctttgaa
     5941 gtgcagattt caaacctttt ggatcttcat aaccttctaa gtcgaggcga 
aacttcccgt
     6001 tttcctcgac atataaagct cggtgttctt ctttgattgc atcaagtgaa 
tcaacaataa
     6061 atggcaatga catgttcaaa cctctcgttt gattgggtaa agacttatct 
caaggcatta
     6121 aaaaagcgcc cctaaggacg ctaaatttcg attgaaaact tagtaatttg 
ttgcaaataa
     6181 acggtagcct tctagctccc aaagtttatt ttcagctgac ttttctgcat 
ttccacgagc
     6241 catacgctca ccaatttcag catcaaagtt ttcagcattc acacatgcac 
taaaacccgt
     6301 tgctaggaaa aactttccat ctaaaaatgc atggacaaaa gtagatgtcg 
tgccaccggg
     6361 gcgttgctca accgtatatg taacacgctc catcaatgaa tcaatttgcg 
ctttagttac
     6421 tcggggtgcc acagactttt cagctaactc ttgctctgtt acttctttga 
tcattttctt
     6481 ctcacaaaaa aagcacccga aggtgctaag gttaaaaatt aagttctaat 
tgatgagtgc
     6541 aatcgctttt aatctttcaa aagtaaaacc ataaattgcc atggctcttg 
aaatcttaat
     6601 ttgaagaaat ggcaccagaa ttaattttgt gctcagaata tattgagcat 
ccgacatatt
     6661 gatttgcttt tcagacattt gtagtacctt tcgctacatt tgctttgttt 
gagtcggcct
     6721 tggttcatca gtcagtaagc gaacaccatg agcaccatat gcttcaaaag 
ttacagtaat
     6781 tgttgcaggt ccatttaagg catcagaatt catctgtact gctctttgtc 
cagctagtgg
     6841 ttgtccagtt tcttcatcac aaataaccag ataacctttc aaagtagggt 
gacgctttag
     6901 cactaaatgt cttgactcac tcataagccc aactccttaa aggtttgctc 
atccaacttt
     6961 cgaagttggt ccaatgtata taaccgcccc tctggatcga agaacttatc 
aaaatcaaat
     7021 tttccttcct tatagagctt gtaacgtttc ggccccaacc attctctttg 
aaagaaatca
     7081 tctgtcttct tgaagaactc tctaaacgta gtattggcat ctagctgccc 
tattaactgg
     7141 ctacgctctt ctttcgggat gtctttaact cgacgttcgt ccataacaaa 
tggccgttca



     7201 ccaactaatt tcccgtcttt ctctacaggt accagaatac ttcggcaatt 
aggatgcaac
     7261 ggcggtacgc gctttgccgg atcgttaatc tcccatacgg aaccatcaag 
agttgcgcaa
     7321 agttttgaag ttcttccgtc taaagttgct accagtctta cgtattcaaa 
gccaatctgg
     7381 ttaaagctat tgagataagc ttgattggct acatgactac gaactgttct 
caccgtacgg
     7441 tcgatatcag tcttactgct acttagaagc ccatcctcat aattaagccg 
cttggtgccg
     7501 cgaatgcgct gaactatttc ctgatttgtt ttacctgagt tgataccatc 
ccgaatggca
     7561 tactcaactt tttggcgtgc agtttcagca atcttagaaa gcagctcatc 
aaccagtgct
     7621 cctcccacca acggtacttt tttagctgct gcataaagct tttcaccatt 
tggctttttg
     7681 atcttgccgc catatagctt cgccgtataa ttggcttcat atactgccaa 
ggcagtagca
     7741 gaaactgcga aagcttcagg taatgcagta tttagtccta taaaccactg 
agcaatcaga
     7801 tcacgaattt ctttaagatt agttgtagtg tactgtccac ttgctagagc 
catcttttca
     7861 gaatcattta attcatcaag caaatcccga agctttgcca acattaatat 
tgactcatca
     7921 ttaaagattt ttagtagctc attaacagat tgagaagaca cccgatataa 
gtacgcctga
     7981 tgttgggtaa gtacttcaat caatgattta tcttcttttg aagccatacg 
tcacctctac
     8041 aacggcatac tgtcccgttc accttcaacc cgcttcactt cttcctgata 
gtcgtgagct
     8101 ggtaatttac ctgtcatcag gtattcccaa tatgtgcgga aagagttctt 
tccggcaata
     8161 gcaccttcat aaagttgttt ggccagattg atatcgtatt gctgaacgat 
aaattcaggt
     8221 tcaaccgtaa atgcatattt tgttgaatcc agctttaacc actgagctgc 
atatttgata
     8281 gcttgttcaa tagctgcagc agcacaagtg acaatgctat gtaggcttgc 
ttgttggtca
     8341 tcctgacgcg cacgtcgtgc ttcacctgat tcttgtgagt tggtatcaat 
cacctttgct
     8401 ccagcttcta atgccgaatt cttttgagca tccatttcct ttttagtgag 
ttcaatgcca
     8461 ctacctgaaa tttcgagata accacactga gattcactag gaaggctcca 
gacagccatc
     8521 acaccagtaa cgctaatatc ttcatcaccc tcaagtccat taatccaagg 
ctgcggatga
     8581 gctgtatggt gaagtgactg gtaataatcc gcacttagct ggtaatactt 
gagtgctgcc
     8641 ttggccatgg taagcaatgg taccgttcca acttgtggag aattatcggt 
cgttccacag
     8701 aaaacaaacg gcgtgaaaga tagctgatta ccgccgagat ctggcgtttt 
atcttcttca
     8761 acagagccat caaataaccg tacagttagc gcaccatcaa ccatagataa 
aacacggtga



     8821 accgtctttg tatcatgccc aaactcatct tcactatttt cgaattgttc 
ctcgagcact
     8881 aacagcttta gatccttacg gccaccaatg ctgttttcct tccagttaat 
gattgatagc
     8941 gcatcatata gagcgaaata tggcacacca gccccatcaa catcgacaag 
caaaccacag
     9001 cgcccaaact ctagcaactc tgaacaaatg cgaataaaga gctgtttaag 
cccaaaacca
     9061 tcattggttg cattctctat caaacccttt aacagagaac tttcaattac 
gatgttaggt
     9121 tccagctttg aaactaaacc aatcatcgtg cgtaatgcgt cctgaaccca 
tagcggatac
     9181 tgagctcgac ttagataggc cttataaatc tctccagtcg tatcaccttg 
cttttcagcc
     9241 tcaatcattc cggccgattt agctaggtac tttgtttgtg cctgtttgat 
ctgctcttca
     9301 ccagcaacgg cgtcccgcat aatctcccag cttttttgtg cagcaatata 
ctgcggatgt
     9361 ttatcagtaa ctgccataaa aacaccaata aaaaagcacc tgagaaggtg 
cattgattaa
     9421 cgagaaaaac cagcgattgc gcgccgttta aatattttct gaatgatgac 
tgggaatctc
     9481 ttagctattg gatatccacc agcgtcccca acgtggtcca aaccagcgct 
tttatctggc
     9541 attccaaaat catcatagac ttgctgttct aaagtagccg taaagttagg 
acacttgttt
     9601 gtgttcactt ttaagtgtcg ttcaccctca gcattcagaa tttgtgcatt 
aactgcagtg
     9661 atacgatctt taataccggg attcacacca ttaacttcaa ctttgaatcc 
atttttcttt
     9721 aagattgcat gatcagattc actgaagttc tttgatgatg ttgcctgacc 
tgaagcatct
     9781 ggaatcacag taatatcgtg atctggaaag cgctcattaa tcagttgaca 
catcgtcggt
     9841 gtatctctca cgccaaccag ttcatctaaa gctcttggct tcccttctct 
aatgacataa
     9901 accacagcag ccattttaag cacgttaaaa tccataccaa tgagtaaagg 
ctcacctttc
     9961 ttaatttctt catccgtgtg gtttagaact cgatcaaagt cggggtaaac 
agcaccactg
    10021 gttaaattga caaactgccc tcttaaataa gctgaaatta attgcggcgg 
ataagactca
    10081 taaagtgatg atatgtagtc atctggaaga ttagcttcat tgtcataagt 
tgaagcttga
    10141 atcattccat agagcttacg cttagcctct gatttatttg cctctttaac 
aaattgctcg
    10201 tatgtaaact taaaaccttc tggtgttgtg gccacatcaa taccgttgag 
caaaccagct
    10261 tgcttataac gcatacgagc gatgatctta cgccaagcct gttgagcttt 
gaccttggcc
    10321 ataacatcaa gctcatcaat caaggcgtgg ccaattttaa aacctacaat 
ggttgctggt
    10381 ttctccatag accggcaaat gattgtagtt cgatattgcc gaccataata 
gatatccacc



    10441 tctttattgg tttcataaac cttagtttta agcccccaat cgaaagcaac 
ctcttcaata
    10501 gttggaaaga aaatgtcgcg aatctgcggg taagttggag caaaataacc 
caaaggtact
    10561 tttgggaatt cccaagcttt gttgcataaa ctggagcatc caacccaagt 
ctttcccgat
    10621 ccaaagccag cgacaaatgc gcggaacttc ttttccatct gcaaaaaatt 
agcctgaggt
    10681 acattcagtg tcggattgat gttcggcatc ttttttactc gcatctacaa 
cttgaatagt
    10741 taccttgact ggtgttggat cttcatcacc ttcaccctct cttaactttt 
caatctcaag
    10801 ttgctttaac tcaagattta aaagcatgag gtcataaccc tgcatttctt 
ccctaacctg
    10861 tttaataacc ccttgcttca taagcctgtt gttcttccag tcttcataga 
tcttctgaag
    10921 ttctttaagc cgataggctt tattagctaa agggatgtca taaacattct 
ttttaaagtc
    10981 ctctcgggtt ttatgaaaaa ggtctttata tttcttactt aaattctttc 
ctgccgcttt
    11041 tgtcgggtca taaagttgta cctgttttcg atcaatctca atgttaaatt 
cttgcttgac
    11101 agcattagct acctgttgag gggtatccat gcaggcaagc gcttgaacaa 
taaatatttt
    11161 tacctgttct ttaagtgcag ccataccccc acctttgtct agctacgtct 
agcaaagaag
    11221 gcaaaaaaaa gagccattcg gctcagttga ttacgcagtt tccgcagcat 
tttgaaatat
    11281 caagtttcga aacaaacggc ggattctttg cagcttcaac gatacgttta 
acgctttgac
    11341 tcgcccccca ccgtttggtt acaccaacaa actcttcgac atcgtgacca 
gctaaataat
    11401 gtttaggtaa acctgttgag ctactaaaga tcatttcacc gtcttcatca 
cgttctacgc
    11461 ctatatggta gagttcatgc tcaagcaaag cacaaaactc acgatcattt 
gctttgtcgc
    11521 aaaatgtagc atcaatggtg atcaagtatg ttggcacaaa gccgaaccag 
tctcgcatct
    11581 gttgctcttg tctggcctta cgccatccac caacattgaa catgactttt 
tcgcactgac
    11641 ctaacaccat agcttgcttg cttttatatg cagaagaggc ccaagcaaat 
gctaaaaatt
    11701 cttcattatc gtgaagcagc tcagctatgt gatcatgatc gggattataa 
agaggtccac
    11761 caatagttaa gtaattagca acaacccatt tttttagatc tggtgctggt 
gttagtctta
    11821 ttgcttcttc ttcatctgct tgatcaataa aatcagtcgg tggaaatggt 
ctgatctgct
    11881 ccatcttcaa ttctcgctaa ttcgtctttt atccagttaa tgacatatcc 
cgacaaaaca
    11941 gagtctggat gaaagcgctc tattttgtaa cccatctctt cagcatgatc 
atatcgatca
    12001 agactccatg ctttatttga cagttttcca ctacgcccac cagaccagga 
accgccctca



    12061 atttcaatga gcaaacgcaa tttcacaata tgaaagtcaa agcgccagtg 
tttggtatgg
    12121 atcggctgaa acttctgttc aaatccaatc gacaaatcct caagctcttc 
cttaagtgtt
    12181 gcctcagcct cgagatattt ttgtgtaggc tttggcagtg gccggctttt 
aggtttagtt
    12241 ttaggttctt ttttccgagt aagccaaaag tattctgtag aatccattat 
tcttacccat
    12301 aaaaaaaccg ccctaaggcg gtggctaaaa atagagacaa ctaactatta 
tttcttaaaa
    12361 gttgccttat aaagctttga attaaagtaa tccgtaattt ctttaccttc 
ggtttgaatt
    12421 ttttcctcat ttaaaggtaa aaaatctaat tcatatttca agctcatata 
ctctggaata
    12481 aatttcttta taggcggagg tggtttaggt ccaccttctg taattttttc 
gataaatcca
    12541 gctaaccata aaatatactc accttctgaa ttatgaggag gaatcaaact 
cacatctatt
    12601 tttactttac attcatctaa ttgtttacta aacaattcaa caaaatcaat 
aaaattatat
    12661 tttaatttaa attctgttcc ctcaatttct ctgcgtatac atgtcataag 
taagttcata
    12721 ttttcaatac agtcatgtga aaacaattcc tcatctttaa ttttgttata 
aatattttcc
    12781 gcaaacatga gatactgtgg catttcggca gctcctcatt tttataaagt 
atttttctta
    12841 aggtagtcct attataacaa tgttgcaaca agaaattttc catttttagt 
ttaaggaaat
    12901 tttaaaaatt ataaaaacga ttatattcaa taaattagta cgaataaaag 
ctagggaaag
    12961 tttgattttt ctattgagct ttaaaatgga ttattgtgtt taaattatca 
atttaaaaag
    13021 cttgcctagt aggcaagctc cccctttttt gatatttgcg ctgatcaata 
aggtttaggg
    13081 ttacttaaag caacacactg ataatactga aatattcaaa aataaaaaag 
cccacttcct
    13141 atttttattc agaaatgggc ttagcgaaaa aaaacgctta gacctgaaat 
aggaaatatc
    13201 tattcggaaa tatctccaac ttcatattgg cataatattt aagcactagc 
aatagggatt
    13261 gaattaaaaa tatcaaatat tcatatttaa atagataaag atttcttttt 
ttaaatggtt
    13321 ttatttttag cctacataat ttttttactt atcaagactt ataaagaata 
tgtgcccatc
    13381 aataggtaat acttaataag gtcttatgtg tagtaaccat taggctctag 
agagtaagaa
    13441 atcacactga ctaaaaataa aaaataatta attttcaata tcaatgatca 
tatactgcaa
    13501 agttaagtat attccaactt ctccattgtt gagtgcctca tataagtctt 
catcaacaaa
    13561 atctccagat tcatcatcta gccatttatg aatttgaata atttgtatat 
tccctttttt
    13621 gtctattctt gctattgggt ctattacgga ccgaactatc accttcttct 
tcgtctcaac



    13681 atcaagcaat gtgataattg tcattttaaa atccttataa atatcctgta 
taacaactac
    13741 gctcaatcaa taaagatttt tatatttaaa ttactccaat agcaatcttt 
tcaatctaaa
    13801 aaataaataa aaaacacttt aatagtatgt gcctattaga aaagatacct 
taaatattct
    13861 actagcaata aaaaaccgct ttaagggctg ttcatctaaa attcacaggt 
acttaatgaa
    13921 gttttttttt ctgtctttgc atctttctgg gctcacaaat ttttccaata 
aagttagtta
    13981 accacaaaat actttcttca cgatcttcaa aatgaggtat aagacttaaa 
tctactttta
    14041 tcttgcgatc agctaaaggc aaacttaaac aatgttcaaa gtctattgag 
ctgtacttca
    14101 atttgagtct tttttctgca gcttgattct ttatctcagc cataatgcga 
tttagattaa
    14161 cgatcaaatt atttgaaatt ttattatttt catatacccg ttcgtaaact 
gtctcagcta
    14221 catcaatgta atttattagc tctacattct tattcacgac atttgtactc 
cgttttttat
    14281 aattatccgt ctaaaataat gtttatttga tttactaaat ccttcgccta 
ggtaaagatt
    14341 gtttaaattc tgtcaccctg attttaagta aatatttgaa tttattatgc 
aattactgag
    14401 ttttataata tttatataca tctttgttct taacgcccct tttttctatc 
acttgcccat
    14461 tgagttcacc atcaacgcaa ataaacattg tactaatcca taaaattatg 
gagatcagct
    14521 taacacaaaa agaaaaagcc cccactaatc aatagtgagg ctttgccgta 
tttcccggct
    14581 agcacattta aaaatcgata gctaaaaaaa agccaacttg ttagagtcag 
cttaattcaa
    14641 tcgtttgaga atcatgcttg catagttatt gtccgttgca atcttctatc 
atttttattt
    14701 ttataaatat aatttaaacc agccatgtga cattttgatt aaatttcact 
caacactttt
    14761 tttgttaaat aagtcacatt taatcttatt aatgcactaa ccattacaac 
ctataaacac
    14821 aatgtgtatc aattacttct gcttgatttt gtaaattaca gtatccttag 
tttacctaac
    14881 tgccaaaatc aataacacaa tggaacacca aacactttta gacgaattaa 
attcgcagat
    14941 tgaatattac tcaaaaagaa ctgactgccc accaactaga attcgtattg 
ggtataaaac
    15001 ctattacgaa ttaatgcaga atcctaaatt tgccgatgaa gtatcaaact 
ccgctttaga
    15061 tccaaacaaa cgcaaataca aaaaattaaa aataaaagtt actaaggatg 
acaatcaact
    15121 tgaacttgaa tgatttctca taaaaaagcc tactctttca agtaggcttt 
ccccttatga
    15181 cttttgcgct gatcattaag gtttattgtt gtttaaagca acactcagat 
cttacagaaa
    15241 tacttaacaa taaaatagcc ccgccaataa tcgatattta gcagagcttc 
ttaaagctta



    15301 tacagtttat cgtggaagat atctttttga acctgtgcta ttaaggcagt 
aatgtccacc
    15361 tctaggccca acacaataag ttccagatgt gcagtaacaa gagttattag 
tcgttttact
    15421 ataacttctt ggagtccgtg tagtagcaga acttctagtt ctagtattat 
tatagccttt
    15481 tgattctctt tgaggagttg agtaaacagg ctgcctgtta tcaaaactcc 
cttttgaata
    15541 tctataggtg actggtggag tataacaacc agcaaaactg cacaaatatt 
tagtatcaat
    15601 ccattgttgt ctatccatat ttggatttaa taacgcccat tcatcttggt 
accagaatac
    15661 ataaacttca cttccccctt tcaatttaaa gatttctttg ccatttggca 
tatccttgac
    15721 tggagcggta tcaacactaa tccaattttt aactggatta aacctttcaa 
ctttttgctg
    15781 cgaaaagtct atggacggta tagatacaca tccactaata cccaaagtaa 
taactaaccc
    15841 tattaaataa tttttcattt tattaacttc ttagaaagaa taattttaat 
gcgaagtaaa
    15901 caataagcta cctaataaaa gcaacatata ctttcatcta atttaaatac 
ataaagaaaa
    15961 attaaaaaac ccgcttctaa aaagaaacgg gtcaaaaaac aaaaaacttt 
cagcgcagta
    16021 tttgtgacat atcatacaag ttagaagatg tatttacaat atactttaag 
cttaattttt
    16081 tgatgctctc aaaatatcca aaactcgctt tgacatttca tgcaagttgg 
accctattgg
    16141 tagccaaaaa tgataattaa tgttgtcacg gttaaaaact tgcttgtagt 
actcagtttt
    16201 gaatgatgga tcaatgtcag aagccttaag taatctgcct tctttttcga 
tcacttgccc
    16261 atctaattca ccaccaacac agatattcat ttttaccagc ctggactata 
tagcaaaaaa
    16321 taaaaaaaat ccgtaccttg gggaaagtac ggactaagct tttcaactga 
aaaacactat
    16381 aatggaaata gacatcatat agtaagttta atatacgata aatttcatgt 
tttttcaaat
    16441 cctaattaaa agcccacgat taagtgagct tttaaaacaa attggtgcaa 
cgcttataac
    16501 tttgtccact atatcaaaaa tatgccataa agcgtctaga cagtcaacaa 
gtctaaatta
    16561 tgcttttcta ctaattgaga agcttttaaa cgttcaacga ttttaatcat 
tagatcattg
    16621 gcagttataa cgtcgattcc ttcaaatgct tttagtgtta attgcaattt 
attattaatt
    16681 acatttgtaa ttattgatat tttaccaaaa taatcagggt agtatttcaa 
agtttcatta
    16741 actttctccc gactaacgcc ttcatatagt tttacagtgt atgttttcat 
ttgaacctcc
    16801 attgtgtctt aatcttttat catgacctaa taaataaaat ctagcgcaac 
tcaccataat
    16861 tgcgacctga gctttagatt ggtttgtttc ttgagcaacc ttcaacaatc 
ctttattttc



    16921 aaccttattt ttaattaaac aaattaatgc aaacttagtt gtaaaatctg 
ttttatcaga
    16981 atttaataga cttcgtaaaa gtgcttgaat ttgatccgcc tcataatcac 
tgatctcaca
    17041 tcgaatataa gatttacttt tttgtacttc tttgccagct tcacgcatca 
accagtaaat
    17101 ttgattgata tgaagcccat ctggcaaatc accccctttc attctaactg 
tttcacacca
    17161 tgcgccaaac tgctctaacc aaccgtcaat agtatattta gaccaatcca 
tttgttgtgt
    17221 ttttaaaact gcactcattt ttcacctacc aattgctcaa tttgtttaat 
cgccacgcct
    17281 gctttcactt gctctgtgct gaaccgtaaa actgtaaaac ccatcattgc 
tgcggagttg
    17341 tatttctcca tatcccctat atagcctttg ccccttgtat gacggcctcc 
actccagatc
    17401 ccgccttcaa cctcaatcaa aatttttgta ccaataatca gaaaatcagc 
tctccatttg
    17461 cgttttggat ggaacttata ttcctgttca aaaccgatct tgcatgctct 
taaatgcgtt
    17521 gccagaacca tttcacccac acttggttgt ctggcaactt gctttgctga 
acgccgcttt
    17581 ttatttttct ttatcggaaa taacttgcgg tattcagcaa tgctgactga 
tgacatcaag
    17641 caccaccttt cagcaaattt ttcaactgat tagcaaagca gttataaact 
cgtgctttat
    17701 cttgatcgcc aaaaaggctt gaagcatgag catcgtgttt atacttttga 
actaggtttt
    17761 caattgaact tcttagctca actaaattcg cttgttgttc tttttgaatc 
tcccaagccc
    17821 actttccaga tttaccctca aactcactca tgactggctc cttttcctct 
ggcaacttag
    17881 tcataacacc atctggaaat ttaaaatctc catgccactt cccgttttcc 
caaatagacc
    17941 aaatcccaca ttcatcactg ttgtagtaat atccagcctg ccaatgtgtc 
gcacctttag
    18001 ggcggcgttt taatatttgt tcaaacataa ccgcctccgt atattgattc 
gtaatcagca
    18061 attgcttgaa gcaacttgta tccagccgat tcaggcctgt ttttgcaatg 
agacaagtca
    18121 tatagcttta catcatcaat gccgccccat gattcgacca aatcaaccga 
ctccactaga
    18181 cgcttaagtt cagaaaggtc tacaaaatat ttttctcggt cagccttgct 
aatctctaca
    18241 ctttgaccac attggaactc gaaaccttca ttccactcag ttgcgttaga 
aggtgctgaa
    18301 tcaacgattt ctttcgcgta ttgcagccct ttatctctaa ttaatttgga 
tgctttcata
    18361 cattcgcccc ttcaattagc tgaagaatat ttctaggtat tggcataccc 
tcccgacggc
    18421 acatctctgc atattcatat ggattatcaa aaggatctgg acctaattct 
tttgcaagtt
    18481 caggctcttt ttcttttgcc tgaagttttt gtactggtgc tggtttacgg 
ccattaatct



    18541 ttaaccgttc catcaaagat ttgagatgct tttgcgcttc ctcattggaa 
actggtatat
    18601 gcactttctg ctcatttttc tgagctaata aaattggttc ttggtaccaa 
gcttgggttt
    18661 tacccttcag ttgtgcttca gccttgtatt catcatagat cttgataaat 
tccattttgg
    18721 ctttgtacat ttcaccgtct tggattagta aataaacttg gtctaaaaca 
aatttggtca
    18781 aggttgtaat ttcttggttc tgctctcttc cgtctggcaa tgtcactttt 
ttgtgttgag
    18841 agatctgagt gtattcacaa gccttaaccc aagccttctc agcgctccac 
caatcatcac
    18901 ccatgcacat agcacggaat tcagcgaagt taggcatgta tgtatttgta 
cttgcgtaaa
    18961 atagcgctaa gcctctttga agttggttag gtgtaacccc aaccaatgct 
ttagcaagct
    19021 gctgttcaac gatttgcatt ggaacggcat ttttcccctc tactggaaaa 
ttcttattga
    19081 actgaacagc gtatttagtt ctgtaagccg caattagttc tttcaaaaaa 
ctttcaaatg
    19141 gtgctaattc attcatgatt aatagcctcc aaaatcttgt gacactggcg 
taacgtcaat
    19201 cacgtttgaa cggttgctct cagcgtacat ttgagtgaaa taacccggtt 
cttcaggaac
    19261 gttatgagat tgtgggtttt cctgaatttg attttggcga ggctcaaata 
caccctgata
    19321 atttccgata attgagtttt ccagtgattg gttagccaaa ggtccaaacg 
agataagttt
    19381 tttaaggatt agctttactg cgttttcaga aagtggtttt ttgatgctga 
tacgcatatc
    19441 aacaaaattg ttccacagtt ctgaatctac acatgcaggt agttcaactg 
aacgtggatt
    19501 aaattcattt ggtttttctg ttttaggttt ttcagaaaca gaccctcttt 
ttttatttat
    19561 ttttttatta ctttgagagt tgtttttgat agtgatactt tgtgtgttaa 
aaatttttac
    19621 tagtagcggt aaaaaatttt tactagtgta gttaaaattt ttaactagaa 
gtggtaaaga
    19681 atttttacta gtttggccat aaatttcagg tagtaaaaaa tttttactag 
ggaatttaag
    19741 cactaaacca acgctagtat cgttacctaa tttgaatgta tttccatgaa 
ttgtgcttgg
    19801 ttgttccacg actaaaccaa ctttaattaa ttcattaagg catttaacaa 
ctgtcggtct
    19861 actcttccct gtaatctctt caaattgagt taaagagatg gaatccatct 
ccttattcca
    19921 gccacgagtt ttacggcaaa taactaaata aattttgcat gcagcatcag 
agattttatt
    19981 taaaacctcg tcaacaaatg cattaggcac ttgaaaggaa ttaggcacaa 
aattactcat
    20041 gtacaccgac cttaggcttt acatacccac caaatttttg aaccaagtca 
gcattagcca
    20101 aactattaac gatctgccct gctaaccact gattagtgcg aaaacgctgt 
gccatagttt



    20161 gtgaaaattc ttcacgcgtt attgcagcat tattttcgtc ataacctttg 
gctcttagat
    20221 ttttacggtt acgatcatgt agctcattga gaatcactaa cgctggatca 
aagaaggact
    20281 gaatttcctg aatctgtttg tactcaggtt tatacttaaa ttaactattc 
atgacacctc
    20341 cgctaatgct tgctctgcgc ttgttagccg gcgtttggcg ttgagctctg 
ctactgttgc
    20401 tgtacggatt tcttttgatg aaaccagaat caaatgattc tccgatttga 
tagtccacaa
    20461 cctagtcaaa gttttgtttt taacttcaaa caaatcattt gatttgaaag 
tacggcactc
    20521 tttagtaagc actacaacgt cacccactaa aaattctggc tggttgcgtt 
cggttgtttg
    20581 atttgataaa ttgttttgca tattcatggg ttcctaaatt tgtgaatgcg 
aaaccactcc
    20641 tgttacagca ggtagtggtt ttttatttga ataaaatccg catgtattca 
ggtgaagtga
    20701 atgcatgtgc taaataaact cgcgttgctt ctgcaatttc aggtgagcaa 
tacacatcac
    20761 tttcttgcac aaccttcaaa ccaatggctg tcaacaaaaa gctaataaac 
tcaatctcag
    20821 tccatccatt tgatttcttt tctgttttca tccgtgaaag gatgcttgca 
tcgacattta
    20881 tcatctctgc tacttgtctt tgattgctag cgttaagtgc ttgcaatatg 
agcgattcgt
    20941 tattgctagc gcttgcaggc aattcattta atactttgct catggtttag 
ttcctaagcg
    21001 gttaatgctt gtaaatcggc tttaagtttg cctttggttt tgacttgcag 
gactgcttga
    21061 gttctggctg gtataccgtt gttttcccac ttccagaggg tcacggttga 
atatccagtt
    21121 ttttcagaca actctttccg atttttgcag ccgtggtatg tcatgaggtc 
actaattttc
    21181 atggttacac caagttaact atagttaata aaccaaattt accacttgtt 
aaccatagtt
    21241 tcaatagatc gtattaacat tagttaatgt ttttggaata tttgttatgt 
ctttacacac
    21301 tcgaattagg caaaaacttg aagaaaaaaa attaagagcc gctgatttag 
caagagcaac
    21361 taaaaaatct cctgttgcag caaagaaatg gctagatgga actagcgtac 
ctacagcaga
    21421 aaatttgaaa gtcattgcga aatttttagg tgtgagtgac gattggttgc 
tttatggtgg
    21481 atcggatgaa caagaatcga gtaacaattt agctcaatta aatgttattg 
atattgaagc
    21541 atttaagcag aagtacaata ttccagatag tgaagatgcc gttaagtttg 
ttcaagcgcc
    21601 agctaagcct ttccctatac aaaaaagata tgttccagtt aaagcctatt 
caaaaatggg
    21661 aatggatggg tatttcacag atatgggata cgatggaaat gctggggatg 
gctatgttcc
    21721 aactcataca gcaggtccac gagcctatgg cattaaaggc actggcgact 
caatgtttcc



    21781 agcaattcgt aatggctggt atgttgtatg cgaccctgat gcagatcttg 
tgccgaatga
    21841 gtttgttcag gtgtgcttga aggatggaag atgcacaatt aaagaatttg 
tcggcatcaa
    21901 tggtggggtt ttaagtttgc tttctgtgaa tggtggtgag cgatttttct 
ttgaaatgga
    21961 cgaagttgaa agtattaccg ctattacaga tatcgtgccg ccaagtcagc 
acagacaaga
    22021 acatccttat tcgcattaat cacaggaaga cttatggaca attcaaaacg 
accaatcaac
    22081 cagattattg ctcgcatcaa tgatgctgcg aaacatggtg aagctttggt 
gctaacagcc
    22141 gaagaagtga agatcctctc aaaggacatt ggtgataaag tctttattcc 
agtccttaca
    22201 aatgaacaag tagtgcagtt ggtaaaagaa ggaaagcttg ggcagaaaat 
taacaacacc
    22261 aaagattaat aagttgtgaa cccgacacag tactttagag cgattcggga 
ggaggaaata
    22321 atgagtaaaa cagtagtaaa agacaaaaca gtacactaca aaaaagtaga 
ttttctaaaa
    22381 ggcgccaatc taggtcaatt actaaaagca caattgctgg ataaggattc 
tttttactat
    22441 aaagccataa atcgtcaaca atttgtctcc gcaacaaaag atgattttat 
tctaattaat
    22501 catgctagtt cacaccaaag catgttcttt ggcgagttga ttattgttga 
gtcaggcaaa
    22561 gctcaggctg tattaaagat agacagtgat gatgctactg aatttcccat 
taaaacctat
    22621 ttaacagatg atctgccaga tgatgaagat ggcgttgacg ctacagaggt 
tgtaagaaaa
    22681 gagtttattg atagtgttct ttactttggt gttattgata accatgtcgc 
aatcattcaa
    22741 tcaagatcac ttaccgctag aaccttggag tcatatttgg gctggctttt 
gggtgaagca
    22801 gccaaagcat tgccagagaa tagtgcatta atattaaaag atgctccaaa 
tcccactgtt
    22861 aagcaaaagc ttgaatcaac tccagctaaa actatttcaa tctcatctgg 
cattgggtca
    22921 acagaacttc aacctgttca tactgtcgaa tcaagcatac ctgcgaaaat 
tgactataaa
    22981 attgaagata atgtggttga tgtgcttaag tcagcttttg gagttgattt 
agaaaattta
    23041 aaactagagg atgggcttga tgacgcaaac ctaaagttaa aattaacact 
tacatacaac
    23101 cgcaaaacct caaaaagtgg gcaaaaagtt attgatactg tagcttcatc 
catgcgacat
    23161 aatgatgatt atgttattac tcttgaggat gggaccaagg ttacggctga 
taatctaaaa
    23221 atgagcggca agatttcagt tgaaacaatc aataataaag tttataacga 
cggcctaaaa
    23281 gttcaattgt ataattggat gactaccaat ataaattttg gtgactaata 
tggctaaacg
    23341 ctacttaccc ttctacaata atgctagatt tatcgcacta gtgttagtcg 
gtctgtttgc



    23401 tatattttca ataattttta aatatttaga gttaaatatt acaataaatc 
tggttcaatt
    23461 ttcatttgta ctgcttctcc ctttaagtca aatttatttg gcttataaag 
gtatgctcga
    23521 tgcattaaag cttgatggtt taaatcagtc agaacgagat aggttgactt 
caactgtgga
    23581 cataagaagt aagtcatctt tatatgtggc tatgcttttt attattcttg 
tttttagtat
    23641 gtatatactt aatttattag gcttactttc agctaagcat cttttagctc 
taatactttc
    23701 tgttggactc acctcaattt ttagcttctt cttagcttgg tctgacttaa 
gagaaatctc
    23761 tttgcttgaa aaaacattaa aagatcgcaa agaatcaaga gaggcaaaag 
caaaagtatt
    23821 gagcaataag taaaaagcga tccaattcat ctaatctacc caccaccacg 
gtgggttttc
    23881 ttttttaata tattcaaatt ttccctgata ttatgggatt aagactttgt 
gccaacattg
    23941 atcttaaata accattaata tcggagaaaa tatgaaaact gaaatcatag 
aagctctagc
    24001 gttagagctt actaaggcaa ccattgctga tactgatcct tcaaccatca 
atataaaaag
    24061 tgctgatctt tgggttaaaa cctaccagga atcactgaaa gcggtagaag 
aagctttaaa
    24121 agaacttaag ccaaagccta aagccacatc aaaacccatt tcaggaatga 
gctaaccctg
    24181 attactcaca ctctactata cttaccttgc agttattctt ggtggcaaag 
tcatcaagaa
    24241 tagctttcag cgcatacgcg ttccgaagcg tgcactctat tttgaaagcg 
gctgtgcaat
    24301 caccaaaaag aatcttttca gcacgatcaa ctttttcttc tagttgatca 
atattacttt
    24361 cctgaagcag tagtttctca accatctgct tgcgccattc aaacatttct 
tcgcctagac
    24421 tcatttctat cacctttgat agttgggttt tcttttgtct attaaagcat 
gaattatagt
    24481 taataaaaag attaaccatt gttaactttt ctcttgacta aaaaattaac 
catagttaat
    24541 ataaatctcg tagacaacaa aaaagcacat cgactctctt accttccgat 
gtgcttttgc
    24601 aaactgcgag atcaattatg aacgtaaaag ctaccccttt caactcattt 
gcatttgtca
    24661 gcatggctgc tcttgcaatc tctggtggtt ctttagttgc ttgccaattg 
caaccagctt
    24721 tccaaacaaa agacgcacct actcttttta cacctaaaac tcaaccaagt 
acttacagcg
    24781 tgttaaccgc aaaaatcaca ggtaagcatt ctggagttgc tgtaattaaa 
ttagatagct
    24841 tccgtttaaa cgttagcttt gattttgaag ctcatccaga cagctacggc 
gttccgggtt
    24901 ctgaattcac cactgttgat attacccaac tcacagtaaa tgaaatcact 
gacattaatg
    24961 gtaagtcata taacgatttc accgaatttg aagacatccg caacatcaat 
agccttctaa



    25021 aaggcttcat cgaacgtaac aagttggtgg aggcagccta atgaaagatt 
acaactgccc
    25081 tacttgcaag aagatgattc ctgttgaccg ttcaaaaatc aaagctggtg 
atgaggtttc
    25141 attttgcaga gtaacccaat cttctaaatc tgctcgtttt tcttcaaaag 
aaggaattgt
    25201 cgattgccgt gaaggtgatg tggttttagt taaatatcgc aaagaaatta 
ttcctttaaa
    25261 tattaaggac gtctcacctg tagatgctcc tagcccgctt acgtatgcct 
ttgttggtgc
    25321 atgcgaatgt aaggaggctg aacatgtcta atttcaaaaa gcaccctgac 
ggctataagt
    25381 cttttttagg tcgtgatgat aaagggctgt attcagttcg catcggctgg 
caagtgtacg
    25441 catctaatgc taatggctca gttctttaca aagttaaaga cggatttaag 
acgcctttaa
    25501 atgtgttcag gttccaaact gactatccaa aagtttggaa tgaactcaca 
caagaaattg
    25561 attttcagcg cagaaagcag ctcgctataa aactgcgtga aacaaatatc 
cctacctatg
    25621 accgcaaagc ttataaaact aagcgcggct tcactggctc aagataagga 
taataaaaat
    25681 ggctctaccg attattactg ctgaccaaac tttattagtt caagcaatta 
ttgtgtacct
    25741 atacgctgat ccgggtttag gtaaatcatc gatgggcttt actgcggaaa 
aagcaatttc
    25801 ttttgacttt gaccgtggtg ctcaccgtac tggtgaatta cgtcgaggtg 
cggttgtaca
    25861 ggttcaacaa tggagtgatg ttgcaaacct tacgccgcag gacttagcac 
cctataaaac
    25921 cgtagtcatt gataccgtgg gtgcaatgct tgaatgcatt aaaacccacc 
tgttacttac
    25981 ggcaaataac cgtcaaaaag atggttcttt aaagttaaag gctcaaggat 
tagcgaacca
    26041 aacgttcaag caatacatca atactttgat cagtttaggt aaagacgttg 
ttttcattgc
    26101 acacgcttca gaagatcaaa acggtgatca aattatttac cgaccagatc 
taggtggtaa
    26161 aaaccgtaac gagctttacc gtatcgcaga tgtgatgggt tatctaacaa 
ctgttactac
    26221 aggtgaaggt aaaaatgccc gcgttattaa ttttaaaccc tcgcctacac 
atcatgcgaa
    26281 aaactcaggt gctttaggtg gtgaaactgg tgaagtatgg gtaccagatc 
ttaaagcaca
    26341 tcctactttc ttggctgacc tgattactca agctaaagat cacattaaca 
ccttaacgcc
    26401 tgcacaactt gcagcagcta aagcccaaga agagctagaa aactggaaac 
aaagctgtga
    26461 agaagctgag catgcaggtg accttaatca attaactgag tcgcttgata 
aagaacacat
    26521 gtattaccag aacatgcgcc aagcaatgtt aatgagagct aaagcattga 
attgcacgtt
    26581 tgataaacaa cgtggcactt ggattagtcc accagaattt aacggtatct 
cagatcaaca



    26641 aagagatgaa cttcaaaact ttattgctga acgtggcctc gatgtaaaaa 
cagtttgtga
    26701 gcacttcggc atagatgccc tgatccaaat tgaagcggca aaactaactg 
cagttaaaca
    26761 agaaattgaa accttagcga aaacggggat gacagcatga aaattctaaa 
taaagttgaa
    26821 gccaaacttg cttgggccaa cggtgaatta cttttagtaa ataatactga 
gcgtaatggc
    26881 tgggaaccat ttaaccctta tgactttggc tttgatgttt ttgataaatt 
cgaatttcaa
    26941 ttaaagccta gaactatttt tattggtgaa tttgaggtac cagaaccatt 
aagagttgcg
    27001 ccagaaaaag gttctacttg ctcttaccct agcccaactg ttgaattagg 
tgtgcagcag
    27061 tttaagtgga atggatctaa aggacaattg cgcatgctcc agcatggcca 
agttcactca
    27121 agttttgata atgcatttgc tcattgctgc gcgattatta aaatcagcgg 
tggtgagttt
    27181 gcggaagaca ttctaaaact tctaaataag cctactgaag aagtcgaaga 
agaaaagcct
    27241 tcagaaagtc atgcggaatc tctaaaagtt aaaaattcaa aaccagaggt 
tgtagaaaaa
    27301 gcacaaacag ctgagccggc tattgaatca gaaaccgctg attcagaata 
tcagaagaaa
    27361 cttgataccc tgctgcaacg agttaaggac tcaaaaacac cagacgaagt 
aaatgcagtt
    27421 tatcgatata cacgcacttg gtctgataaa caaatggagc ctttgctact 
tgcaactcac
    27481 aaacgtcttg aagagctcga aaaatctaag gcgcaagcaa ctgaaccacc 
ttcactaatg
    27541 gtccagatcc aaaacgcgcc cgacctcaca acattagatg ctttggaaat 
agatgtggcc
    27601 gcacgagatc cacagattca atcacgactc atggactttg ttaagaaacg 
ccgctttgaa
    27661 ttagagaacc ctacatctac gccacttcaa gaggctgagc ctgattattt 
attaggagac
    27721 ggtttctaat atgaaagatc agtacaagaa agtgagccaa aaacacatgc 
ttggttttat
    27781 gtactacttg caattgctgg gctacgtaat agtccggcaa ggcatggatc 
aagcgatgtt
    27841 tctaaccaag cattatgcgg taccagtcgc ttggcgccgc ataacgatcg 
actatcacaa
    27901 ccggttaaat aaacccgcgc agcagcttta taaagagttt gttgaatgga 
ctaaagaaga
    27961 atatgcagag atggtggctt aaatgacagg taatgaacgt atcccttttg 
aatcacaatt
    28021 caaaactaca gaaattttta aacgtgaaag tgctattcgt aaaaatgaca 
tcctagcatt
    28081 cagtgaaaca atgaatggct atttcaatat tgtaactaat gatgcttggc 
agttatggaa
    28141 taaagccaaa gccgagacgg tgccagatac tcccacccct agtgtcactc 
taacttgcgc
    28201 tgaactaaaa gaagcctttg attttggtgc gccagatggg gaaaaagatc 
aattccagat



    28261 ggaaactgaa atgaccatca aatggctcca agatggttat gacggtgaag 
gatactactg
    28321 ttggtatgct gatttacctg aggaaggttg cattaagttg ggtgttagcg 
aatcgggagc
    28381 tgaaggatga gtgaatcaac tttatgggcg gttgcaatgc gacctgaagg 
ttacagccct
    28441 tttaagcaaa cgccagcagc ttcaaaagag atagctgagc gagctgttga 
gcgttataga
    28501 aaaatgcatg aaaaggaagg caacaacttt ttcttagaaa tttttgatga 
tgttatcaaa
    28561 gttcagaaat ggcacggttc ccgcaaagat catattaaaa atctatttta 
tgttgagagt
    28621 tggtttagtg aacctatgta ccaatgcttt gatttgaaga cagctgaacg 
tgtttttaaa
    28681 tttgatgaaa tagtaatttg ctacaagaaa ggctctgccc ctcttgtaac 
caaaagcttt
    28741 gatgaagcaa aactatttta tggatctagt gagacgggtt ttaaatatca 
gatccagcca
    28801 atagaaccac ctgaaaacct tttcaattgg tttcatccag atattgaatt 
gtttgacacc
    28861 attgaagaag gagctgaagc ctatacaaga gaacagtggg cacaacttca 
aatgaatctt
    28921 agagttgaaa ttgaaactca actattagat tacgatgaaa taccaaatat 
accggaagat
    28981 gcagtagttt ggccaaactg gaagccagaa ccgccagaac aaggactctt 
tttaattgca
    29041 gcatttgatt cagaagatgg ccctgtactt tggtgggcaa atcctaaagc 
ggaaagtaag
    29101 gagaaataaa tgtcacgttt aactaaatta gatcgtatga ctcatgcaga 
aaaagaggct
    29161 gctaagaagg aattttggga agctgctgat aatcaaactt ttccacctga 
aacagtagct
    29221 attgttatgc acgtatcctt accgtggttg cagaagaaaa gatgtgaagg 
tggcggcatt
    29281 ccattctcta aacctcataa acgacaagta aattatatga agtctgatgt 
tttggcttat
    29341 attgaacaaa acaaaatggc acatacagca taagcggcta agtgccgctt 
ttttaatcac
    29401 caaaaataga cctttaatag acttaaactt gaaaaataga ccgtatttat 
caaaatagac
    29461 cattaataga ctatttttgt attgctaaag attgtgtaat attgcattgt 
attgctttaa
    29521 tataaattat taaaaatatt gattttttaa tatcgctagg tattgcttaa 
tattgcaatg
    29581 tattgctaga attgagaaag acccgctgaa ctttagggtt caagggtaac 
gacatgcagc
    29641 ggcatcttcg gagcatttat ttttaaataa atacctataa attcgaattt 
tatttttaaa
    29701 ttaaaacacc tagacagacc tgtcagtcta ttttttattc tcttaactaa 
ttagttgttc
    29761 ttaaaaatta aatactcatt atttttttaa ttattattca tttctacgta 
agcatccctc
    29821 ataccatcct gcttggaaat cttcaattgc ttggcgttta aagaaacttg 
tcttaaatac



    29881 tttggcagca taagctgagc taattaagtc ttgataaagc tgcttggctt 
tttcatctgc
    29941 tagcccatcg gcaatttgtt gtaaatcttg tgctggtact ttttgctgtc 
gtgcttccat
    30001 cacgttataa gcgacctttt ttacgatatt acaaatatcc gggtcagctg 
tactttcatt
    30061 agcatagcaa ccgatggcaa taaaacttaa taataatatt ttaaatttca 
tatccctatc
    30121 ctattattca tcttccgttc ttaaaaaagt aatagatgag aagacctatt 
cctttcaaaa
    30181 tgttcaggca ggattaatta cataaaaata aatgatcatg accacaagca 
agatggaagc
    30241 aagtgttaaa taggtgccga ctgtattaaa actctgtaaa aattttaaga 
tctgcatttc
    30301 aaatccagag aaaagttgaa gtaattaaca gaagaaattt agcacaacta 
aataatgcca
    30361 atcaattcac acttttaaat ttttatcgtg atttaattca aatattattc 
tttacatttt
    30421 atccccaaag tccctttata gtagtcagtt gcacttttca aatctgacaa 
taatttttct
    30481 tcagtgtacg gttttggtga aacttctatc agtgcaggca tgtattgttt 
tttatacaca
    30541 tcaggatagt catgacataa aattttaact ttaacttctt gaggggtatt 
tggattatct
    30601 aactgatcta aaaattcacc aatttttcgg tccgactctt caaattgagc 
tttataatca
    30661 atttgaggtg cctcagattc tgcctgtttc gtacatccgc tgagcaatgc 
cacccataac
    30721 atcattgtta aaaattttaa cttcatagat ttcacatttt catattcatc 
cttaaatata
    30781 cttatcctga ttaaatgtaa ataaatactg taaatacgta aaaaagaaaa 
aattatatgt
    30841 agatagcttc tcctaacaac aaaactattt ttacctggtc taatacatta 
gaagactgct
    30901 ttttaataat ttttaaattt cggtgaaacc atagaaaagt aggtataatt 
ttgctcgact
    30961 gtccgcaaat ctttgttaga tttctccatg aatgaattaa gttttattag 
aaaaaattta
    31021 agatctagaa gacgagcttt aacccaattt gagcaaaaac aggctcagct 
taatgtttta
    31081 cattacctaa atcaccttcc tatttttcat tcatcaaaaa aaatcggttt 
atatctgcat
    31141 gcttttggtg aaatccatac cgatcttctt atcaaattat gttttaaaaa 
gaacaaacaa
    31201 gtttatttac ccatgatttg ttcgatgaac caacgtttag tatgggtaaa 
aataaataaa
    31261 aaccaatatt taagtcgtcg tttttctcat cacccattgg gaatgaaaga 
acctatggcg
    31321 actcgcggaa aacatgtagc acagcttgat ttgctactta tgccactttt 
agcttgcgat
    31381 cactacggga cacgtattgg tatgggtggt ggttattatg atcgtacatt 
agcaagtgct
    31441 aagcataaac cttaccgttt aggattggca catcaatttc aatttattga 
acacacttta



    31501 gaacgtcaaa gttgggatca accattagat ggtttactga ctccacagca 
cttttattat
    31561 tttaaaagat gatttttata taaaatttat aaaatctcca atatatcctt 
ttactttttt
    31621 agctccttaa aaaacgaaaa agtaaccacc ctaaggatgg ttactttgcc 
gtgacagacc
    31681 gttttaccaa cttatattaa cacgtctatt tggcgctaaa cattgaataa 
gttgtgaact
    31741 attgttatca ctacactgct tgtataagtc ggtctggcta ttcgcctgta 
tttgtatacg
    31801 gcttggttca acaccttgtc gtaccagtaa cttggcaacc gtattcgctc 
gtttagatga
    31861 taactcttgg ttataactaa acttacccaa tgggtctgtg aatccagaaa 
caataattgg
    31921 ggttgttgtt ggacttttct taatttgctc agcaattttc acaacgctat 
tagtaccttc
    31981 ttcaatcgca ctcgcatcaa atcgatcaaa agcaaatagg acactcgctg 
tacaatctgc
    32041 aattacagtg ctacgtgctg gtgcctgatt atttgctccc aaaacaacta 
aaccttcaca
    32101 cgcttcaccc ttccaagata aacgttctgc taaatagtgc ttatcaaaat 
caatacgcaa
    32161 ctggcaacgc tggtactggt gtgtgttggg aacacggata tctagcacat 
agttccaaac
    32221 ttttactgca aaaagccctt cactaaattg gggattgcct agtaaagctc 
gaatttgatc
    32281 tttatttagt cctgtatcta aacgagcaac atcttggtat tcataacgtt 
ttacttgttt
    32341 caaataactc ttttcaatcg ctggaaaatg aattttctgt tgctgagcct 
gttcatttgc
    32401 ataagttgtg actgcgaaac cagcaaaagc tgctacgact aagctttgga 
ttgttttgtt
    32461 catctctata atctctttaa tctgtcgagc aaggagagca ttgccctcct 
aaccagtttc
    32521 ttaattaatc acaccactaa taccaacacg gacgcttggc tcaccttgag 
aagcagctgc
    32581 cacaccacct gtaattgacc aacggccatt gtcagaggtt ttgcgtaagg 
tcacaccgac
    32641 tgcgttctca ccaccatgat atgccgcacc aacagcatag gtatatttac 
ctgctacaaa
    32701 cggcgcattt tctaaggcca tggcagcggc aatacctgca ttagcttttt 
tctcaacgtc
    32761 atcaatacgt ttattggtgt catagaacac ttgttgtaac tgatcgccca 
gattggtaat
    32821 tttgttaccc aattcttggt tcgactggtt taaggtccca atcgcatcat 
taatattgtt
    32881 cttacctgta ccaccaatat tgttggttgt aattgagcca tctttaggat 
caatcgtagt
    32941 atttccacca atactgtttt tgatgctttc tgaaatttta tggatttgac 
caccatttac
    33001 agcttggttc gaaccagctt taatctcacc atctttaaca ccttgaacaa 
cacgatcacc
    33061 ctctttacca gccatattaa tgctagtacc accagtatct ttaccgaccg 
tgatttcacc



    33121 atttggtttt tgctgttgaa ctaacccagc tttaccatta gaaatgttat 
cgatgttatt
    33181 ctgaatattc ttaatatcat tcgagttctt atcgacttga ttttgaacat 
tccataattg
    33241 accaccattc acggcatctt tagagccttc agcaacttta ccatccgcta 
catttttcag
    33301 attggtacct ttttctccac cacctaaagt gactgagttc ttgtcgacat 
tgccattttt
    33361 atctttgtca tactgcacag catgatcaga aagcttgcca atatctttac 
caatttgatc
    33421 tttaacttcg ttaattttct tatctaattg gcctttgttc accgcatctt 
ttgcattaat
    33481 accgtctgca acattggtaa tttgtttacc acctgcatta ataccattca 
ctgtgatgct
    33541 tggcccgccc ttgatgatta gaccttgttg atttaagaca tggcccccga 
cattcacgct
    33601 atcgaacttc acatctttta acatctcaat tttgacacca tcttctgtgg 
tacgggtaat
    33661 gatgttctcg ccactagttt tatcttcagc agtttctgga ttagccccac 
ccacaatatt
    33721 gatagtgtca ccaagcttac ggtgaactgc tttgccttgg gttgttttct 
ggtcattcgc
    33781 accaaaattt agcccttttt gagtcaagtc atttacacca ttggtgactt 
tttcatctac
    33841 agacttaatg gcgtcattga tgttgttttt acctgttccg ccaatgttat 
tggtcgtcag
    33901 actaccatcc ggattaacaa cggtatttcc accaatattg tttttgatgc 
tattagagat
    33961 atggtgaacc tgaccaccat ttacggcatc tttagaattt tgtgcaatta 
caccattagc
    34021 cacatcagta attttcttac taccagcatt aatgccatct ttagtaatgc 
ttgggccatc
    34081 tttaatagtc aaaccattat tattaagtac gctatcacct gtggttacac 
tatttaatgt
    34141 cagatctttt ttagtcgaca cttcatagtt agtgctgcca tctttattaa 
cagtttcttt
    34201 tacaacaatg ttgtcgcctt cagttacagt agtcttcgct ttagttgcag 
tattttttac
    34261 ttcactaatt gcatcattga tgttgttttt acctgtccca ccaatgttat 
tggtcgtcag
    34321 gctaccatcc ggatttacaa cggtatttcc accaatactg tttttaatac 
tgtttgaaat
    34381 cttgtgaatt tggctaccat ttactgcttc ttttgaagtc gatgaaatgt 
ggcctgcttt
    34441 cacattatct aaaaccgtac cgtctttacc ttttaaggta actttatctt 
tagttttagc
    34501 atcatcgtat tttaccgcag catcatcggt tgcattttgc ttggcagcaa 
gattgtccaa
    34561 ctgactctta ttcactgcat ctttggcatt gataccatca gccacattgg 
taatctgttt
    34621 gccgccagca ttaatgcctt ctttggtaat acttgcacct tctttaatcg 
tcaaaccatt
    34681 cgtatttagg gtggtgttgc cagtagtcac actgtcaaac ttcgagtctt 
ttaacagttc



    34741 aatctgaata ccatctttgg tagtacgggt aataacgttc tcaccgctgg 
tcttagccac
    34801 cggagttgac gcagctgcac cacccacaat attaagcttc tcaccaagtt 
tacgatggac
    34861 atcactcccg ctattaccag caaagttcaa gcctttgttt tcaagctcgg 
ttttagtgct
    34921 gtcaattttg ctattcagct cagtcttggt gttaccaatc gtattattta 
actcagtttt
    34981 agtgtcgtta atctgagttg ttagctgatc tttggtggta tttaacttgg 
tgttggtatt
    35041 attaatctgg tcaccaaggt ctttcttggc atcatttaac tgattattcg 
tgtcagtaat
    35101 tctgccattt aagttctctt tgactttgct gagctgatca acatttacgg 
catctttggc
    35161 attgatacca tcagctacat tggtaatctg tttgccacca gcattaatgc 
cttctttggt
    35221 aatgcttgca ccttctttaa tggttaaacc attattatta agtacgctgt 
cacctgtggt
    35281 tacactattt aatgtcagat cttttttagt cgacacttca tagtttgtac 
taccatcttt
    35341 attaacagtt tcttttacaa caatgttgtc gccttcagtt acagtagtct 
ttgctttcgt
    35401 agctgtattt tttacttcgc taatcgcatc attgatgttg tttttgccag 
taccaccaat
    35461 attattggtc gtcagactac catccgggtt tataacggta tttccaccaa 
tactgttttt
    35521 aatactgttt gaaatattgt gaatttggct accatttact gcttcttttg 
aagtcgatga
    35581 aatgtggcct gctttcacat tatctaaaac cgtaccgtct ttacctttta 
aggtaacttt
    35641 atctttggtc ttggcatcat cgtatttcac cgcggcatca tcggttgcat 
tctgcttggc
    35701 agcaagattg tccaactgac tcttattcac tgcatctttg gcattgatac 
catcagccac
    35761 attggtaatc tgtttgctac cagcattaat gccctgtttg gtaatgcttg 
gaccttcttt
    35821 aatagtcaaa ccattcgtat ttaaggtggt gttgccagtg gtaacactgt 
caaacttcga
    35881 gtcttttaac agttcaatct gaatgccatc ttgagttgtg cgagtaataa 
cgttctcacc
    35941 gctggtttta gccgctggag ttgacgcagc tgcaccacct acaatattaa 
gcttctcacc
    36001 aagtttacga tggacatcag tcccgctatt accagcaaaa ttcaagcctt 
tgttttcaag
    36061 ctctgtcttg gtgttgtcaa ttttggtatt tagttcagtt ttcgtattac 
caatcgtgtt
    36121 gtttaactca gttttagtgt cgttaatctg agttgttaac tcatctttag 
tggtatttaa
    36181 cttggtgttg gtatcagtaa tctggttacc aagatctttc ttggcatcat 
tcagattctt
    36241 gttggtatcc gcgatctgat tacctaaatc ttttttcgca tcatttaatt 
gattattcgt
    36301 gtcagtgatt ctgccattca agttctcttt gactttggtg agctgatcaa 
catttactgc



    36361 atctttggca ttaataccat cagctacatt ggtaatctgt ttgccgccag 
cattaatgcc
    36421 atctttagtg atgcttggac cttctttaat agtcaaacca ttcgtattta 
atgtggtgtt
    36481 gccagtagta acactgtcaa acttcgagtc ttttaacagt tcaatctgaa 
taccatcttg
    36541 agtagtacgg gtaatgacat tttcaccact tgtttttgaa gctggtgttg 
aagcaactgc
    36601 accacctaca atattaagct tctcaccaag cttacggtgg acatctgctc 
cgctattgcc
    36661 agcaaagttc aagcctttgt tttcaagctc agtcttggtg ctgtcaattt 
tgctattcag
    36721 ctcagtcttg gtgttaccaa tcgtgttgtt taactcagtt ttagtatcgt 
taatctgagt
    36781 tgttaactga tctttagtgg tatttaactt agtgttggta tcagcaatct 
ggtcaccaag
    36841 gtctttcttg gcatcattca gattcttgtt tgtatccgta atctggttac 
ccaagtcagt
    36901 ttttgtatca tctaactttt gatttagatt ggtaatattc tgagcatttt 
tactaatatt
    36961 gctcgtgttt tggtttacac gtccatcaac atttttaagc tgacgtactg 
ttaccgcatc
    37021 cgagtcagct gagccatctt caacattggt aatacggcgt tcttttccag 
ccgacccaac
    37081 agaaatcaca ccattagatt gagaagcatc acgattagtc aggaaagaag 
tttctgttgc
    37141 ttctgtcgct acagcatctt ggcctaaagc aacactattt ttggcttcta 
ctttactgcg
    37201 tgcgcctaaa gcaacaccac cttcaactaa tgactgagca ccttggccaa 
ctgcaactgc
    37261 attttcttga tcggcaattg caccgccacc aatcgctgca gcatttttac 
ccgtggcttt
    37321 agcaccacca cctacagcag cagcattttc atttgtagcc tcagctcctt 
taccaattgc
    37381 cgctgagtta tcacctgttg cctgcgcacc actaccaatt gctgcagaac 
tgttcccagt
    37441 cgcttttgct ccttcacccg gtttattacc agagccaatt gctgttgaat 
ttgtacccga
    37501 tgccaatgag ttaataccca ttgccgatgc gccatcacct attgcttgtg 
caacagcacc
    37561 gaatgcagcg gcgcctttac ccgaagcatt tgacatgacg ccaaaagcag 
aagaagcatc
    37621 accagttgct ttagaagtca taccaaacgc agaagaaaac gctcctgtac 
ctacagcttg
    37681 aaccccaaca gcagttgaac catgattcgc ttcggttgtt ggatatttac 
ctgcctgtaa
    37741 agtaccacca gtaatttccg tataggtatt acttaattcc gtatcacgtg 
caattttatc
    37801 aacgtcatcg ccaccaatcg caactgatga atttcctttt gcaatcacgt 
cggcaccaat
    37861 tgctactgac tggtccccaa ttgctttcgt ctgatcacca atcgcaacag 
attgattact
    37921 attgactcct tcggcacctt gagtcgatgc attacgacct atagcaacat 
ccccacgtcc



    37981 tacagtttgg ctactacttc ccattgcaat agcaccagaa cctattgcct 
gtgcactacc
    38041 accaatcgcc attgcctcac gaccagcagc agaagcattt acccctacag 
caatagcatt
    38101 acgaccagtc gcaccatcat tttcaaagtt accaccttgc tgaccattgt 
cattaatact
    38161 gacataatgg gtacgagcag cttttaactg acgcacagtt gcagcatcag 
aatctgctgc
    38221 accatctgct acgttttgaa tacggcgttc cgttccaata tctccgattg 
acaaaacacc
    38281 tgttggtgct gattgtttag tcaagaaact ttcaccagtt gcttgactgg 
cttttgaatc
    38341 tttacctaaa gcaatactgt tttccgcttc agaacgggca cctttaccaa 
ttgctacgcc
    38401 gccttcaaag ctagcttctg cttggtcccc aataacaact gcattatctt 
tttgtgcctt
    38461 tgcaccggta ccaattgcga cagacttttt acctttagac tctgaaaatg 
caccaattgc
    38521 taaagcattt tcttcagtag caaccgcacc tccaccaaat gcaatcgagt 
ctttacccgt
    38581 tgctttagta gccatttttg gttgataagc agcgcctgcc tgcccagcaa 
caggatcagc
    38641 attttcaata tctggtgagc caatcgcaat tgaacggtaa ccttctgcag 
tggctgaatg
    38701 ccctatggct aaagaacctt tacccgtcgc agcagcaaca ttaccaatag 
cttgtgagaa
    38761 gtcggctgtc gctgcagatt gacgaccaac tgcaagagca gtatttccag 
aagataaagc
    38821 acccgtacca attgccacac ctgaaatacc ttgagtcgtc gcataagaac 
ctattgctgt
    38881 tcctaggcct ttctcaacta cagcccccgt accaacactg attgctccgc 
cttgtttcat
    38941 tgcgccagca taagcaccgg tagaattatt atatggatta ttacgatttg 
cgatgttaga
    39001 gccagttcgg tcttgagttt gtgccccgca gccaatagca atatcttttt 
gattagccgt
    39061 attagcgttt ccttcacgac atgaagttgt accagaaatg gatgttcctt 
ggcctattcc
    39121 cccttcggta tttgtcccag caaaagcatt tggagcaaaa caaattacac 
ccgataaaac
    39181 tgccgctgat acatttaaag tttttgattt agtctttgtt ttactttttg 
caatttcaga
    39241 agttgcaacc catgctccaa tcgaagcatt ccaaatgacc ttgtaaactt 
tattcataaa
    39301 acttctcaga caaataccga actcaacgac caataaaaat atacaaatac 
atttttaaaa
    39361 tttttggccc caaaaaaaga ggcggcatcc taattgaata aatttaaagg 
gtaaatataa
    39421 aaccgaaaca atgataagaa aatttgtgat tttaattaca aaatatattt 
ttataattaa
    39481 ttttaagttt ttgaattaat ttaataaaat ttaaattata aatattgtgt 
gttgtttttg
    39541 ttaataataa gtaactttat tttaaaatag aataataact ctaaataaat 
gtttattttt



    39601 tatcaaatta attaaatata aatattttaa aaaatcaatt ttacttcaaa 
aaaaatagaa
    39661 tattagctct aaaaaataat atctaatttt atttaaaata tattataaaa 
atacaggtgt
    39721 atattataaa ttatagtgtg attattctaa tatcaggcaa atgatataaa 
taattaatat
    39781 ttaaatatac ttaataaaaa tatgtatttt aaaattaaaa ctaaacaaat 
aattttactt
    39841 acaaacaagt cttgctccag taagagaaga agaattatta agtaaaaatg 
agtagccgct
    39901 ctacaaaatt ttattcttct taagaattaa tctattgatt cataacattt 
ttaaaaaaaa
    39961 gttgactaaa ttagtccttt tttcaacatt ttctattgtc atgcccttgt 
aatttttaaa
    40021 atacacatca ctataaaaaa catggcaacc tcgttgtcac tcattaggag 
tgcccatgtc
    40081 tgaacttatt atgaatgaaa aaactgactt agagcctcag gttccaagtg 
tattaccact
    40141 attagcctta cgtgatgtgg tggtttatcc acacatgcag attgcgctat 
ttgtgggtcg
    40201 tgaaaaatcg atcaatgcag ttgatgtggc tcgtaacagt gacaatttag 
tatttgtagt
    40261 tgcgcaaaaa gattcgctta cagaagaaat tgatcacgac aatttatacc 
agtacggtac
    40321 agtcgctaag attgtacaag tagttaatca tgaaaatgat gaaaactgca 
ttaaagtact
    40381 tattgaaggc ttacatcgtt ctaagttgaa aaaaattatc gatgaagata 
gttatttgac
    40441 tgccgaacat gaattaagtc caatgacgat taatgtagat aaggcaacgc 
aagaaactcg
    40501 tttacaagag ttacgtaact tatttgctca atatgcagaa gcaaaattac 
gtaatgcacg
    40561 tgaactggtt gctgctgcca acaaaatcga agacttattg caattgatgt 
tcttcgtagc
    40621 aactcgtgtg cctctaaata ttgaaattaa gcagaaattt ttagagtacg 
atgagtttga
    40681 agctcatttg caagagttga tgaactactt gatgaatcaa tctgctgaac 
agcaaattga
    40741 gcaaacttta catgacagcg taaaacgcca aatggaaaag aaccaacgtg 
aatactttct
    40801 aaatgaaaaa atgaaagtca ttcaacgtga actttccgac atgaatggcg 
gtgctgaaga
    40861 tgacgttgct gaaatagaga aacgtcttgc tgaagctgat ttacctgaac 
acgtacgtaa
    40921 aaaagccgaa gctgagttcc gtaaacttaa agcaatgcag cctgcatcta 
gtgaagctgc
    40981 tgtggtacgt aactatctag aagtgattct agatacgcca tggaacaaag 
cgagcaaagt
    41041 cagtattaac ctgaacaaag cgcaagagat tcttgatgcc gatcattatg 
gtcttgatga
    41101 cgttaaagat cgtattgttg aatacctagc tgttcaatca cgtgtgaaaa 
aactcaaagg
    41161 ccctatcctt tgcttggttg gacctccagg ggttggtaaa acttcacttg 
gtgaatcagt



    41221 agcgaaagca acaggtcgtg aatttgttcg catggcgctt ggtggcgtac 
gtgatgaagc
    41281 agaaattcgt ggacaccgtc gtacttatat tggtgcgatg ccaggtaaaa 
tcgtgcagtc
    41341 tttaacaaaa gttggtgtga agaacccatt attcttactc gacgaaattg 
acaagatggc
    41401 acaagactac cgtggtgatc ctgcttcagc tttgcttgaa gtgcttgatc 
catcacaaaa
    41461 cagtaagttc aacgatcact atttagatct tgatcttgac ctttctgaag 
tgatgttcat
    41521 ctgtactgca aacagcatga atattccaga agccttgttg gaccgtatgg 
aagttattcg
    41581 tctaccgggt tataccgaag atgaaaaagt taacattgct gagcgttacc 
ttgttcctaa
    41641 agcaattaag aacaatggcc tacgtccaaa agagttaact attcatgaag 
aagcgatccg
    41701 tgacattgtt caacgttata cacgtgaagc tggcgtacgt aatttagaac 
gtgaagtttc
    41761 taaaattgca cgtaaagtcg taaaagaagc ggtaagtaaa aaatctaaaa 
acttacagct
    41821 tgacgttacc tctgccaatc ttcctgaata cctaggtcca cataaatttg 
actttggtat
    41881 ggccgaagat gaagcacaag taggccgtgt aaatggcttg gcatggactt 
ctgtaggtgg
    41941 tgaattgctt actattgaag ttgcagctgt taaaggtaaa ggtaaattca 
ttacaaccgg
    42001 ttcactcggt gatgtaatga aagaatcaat taccacagca atgacagtag 
tacgcacacg
    42061 tgccgatgaa cttggaattg aagcatctcg ctttgaagaa actgatgtac 
acgttcactt
    42121 acctgaaggt gcaactccaa aagatggtcc atctgctggt ttagcgttaa 
caactgcact
    42181 tgtatcagca tttactggaa ttgcgattcg accagatatt gcaatgacag 
gtgaaacaag
    42241 tctaggtggt cgtgcgatgc gtatcggtgg cttgaaagag aaacttcttg 
ctgcacatcg
    42301 tggtggaatc aagctcgtct ttattcctca agataacgtt cgtgatttgg 
cagaaattcc
    42361 agacaatgtg aaagaaggat tagaaatcaa agctgtgaaa agcattgatg 
aaatcttacc
    42421 tttagcatta acttcgatgc caaagccttt acctaaaaca ccgattgtaa 
aaccggtgga
    42481 aggctcaaaa gcagcgcgtc actaatttaa atataaaaaa agagggcttc 
ggctctcttt
    42541 tttttgttac acaatttgat tgaaaaatat ccaaccatcc tcataataag 
aagtaagagt
    42601 aattaattct attatttgct cttgtctatc ttatgtcaca gatagccttg 
tttttattct
    42661 ctatgatcat ctgaactcca gacagatgat catttgatcg cagtccaaca 
ccgttttttg
    42721 gactgcgttt tttatgccca cttactcccc cgcagttaac ctctcctcag 
gtataatgtg
    42781 ccagctgttt tgactgaata gacaacatga aaattcgtat tctgaccatt 
ggtcaaaaaa



    42841 tgcctgcttg ggtacttact ggttttgaag attatttcaa acgcatccag 
ccttttgttc
    42901 aaactcaggt tattgaactc ccaatggcaa aacgcggtaa aaatgattca 
gaagcagata
    42961 ttttaaaata ctgccaaatc gagggtgaaa gtattttaaa tgccttaaaa 
cctaatgaga
    43021 cccttattgc tttagaagtt ggcggacgcg agctcagcac agaaaaacta 
gcagacacca
    43081 tgaaacaatg gatgcttgaa ggtaatgatg tggcactcgc tattggtggc 
ccagatggct
    43141 tgtcagatca ggtacgtaaa gccgctgctt ggcactggtc actttcaaaa 
cttaccatgc
    43201 cgcacccttt agtacgtatt ttattaatcg agcaacttta ccgagcgatg 
agtattaatc
    43261 ataaccatcc ttaccaccgt gcataaaaag aacaaacgtt tcattttaag 
aacaatccgt
    43321 tgaaatcagg atacttttaa catgtcctga ttttggcata atgactatta 
ttctgctttt
    43381 caactcaggt gtaatgaaat ggaactacaa acccttcccg gactgtttat 
ttcacatggt
    43441 tcgcccatgc ttgcacttga tccagaacaa gtgggtcctg ccttacatcg 
tcttagtgta
    43501 aatctgccta ctccaaaggc aatcatagtg atgtctgctc actgggaaag 
taaggcactc
    43561 gaagtaagta gttcgactcg tccggaaaca tggcatgact tccgtggttt 
cccgccagag
    43621 ttgtatgaaa ttcgctatac tgcccccggt caacccgagc ttgcagaaga 
aattttgaag
    43681 ttgttagcag atgctcattt tgtcgcacat gccaatagca ctcgtcctcg 
tgaccacggc
    43741 gtatggatgc ctcttttaca tatgtatcca gatgcagaca ttcctgtcgt 
tgaaatttct
    43801 ttacctatgg gcttaactgc acaggaaatt tatcggattg gccaaacgct 
ggcactttta
    43861 cgtgaaaaac aaattttact gatcggttct ggaagtatta cccataatct 
tgctgaactg
    43921 tcttggcaag gtgacaattc gaaagtacct gaatgggctt caacttttag 
aaatacagtg
    43981 gtcagtaagc tgagtcatca agactatgat ggtgtactgg agtggcaaac 
cctgccgttt
    44041 gtgaaacgta atcatccttc acttgagcat tttgcacctt tgtttttcgc 
tatgggtacg
    44101 ggacatcgtt ttacgattgt tcatagtagc ttcacaatgg gctcactagg 
tatggatata
    44161 tatcgttttg attaattttt ggaaaatacc cccgtttcgc ggggtatacc 
actatttttg
    44221 ttgaaaatta gaataattta caaacttata cattttaaaa accgaaacaa 
tcaaatgttt
    44281 acattttctt tttttaagaa tgttttaagc ttagtgctgt tgttttttta 
cttgaagttt
    44341 ttttaaatga aaattaaata tttaattctt gcgttattac ctttttcttt 
gatggcgtgt
    44401 caaacagttt caaacactca agctccaatt gtatctgagc aacaacaaaa 
tttggctact



    44461 actttaagtg aatatgcttg gacttatcaa aatgtaaaag catctaagcc 
acttattctt
    44521 aactttaatg cagacggtaa attagcaatt aacactggct gtaatggcca 
aggcggtact
    44581 tggaaagttg aaggcaacca acttgtaact tctccacttg catcaacaat 
gatggcttgc
    44641 caagacgatt taatgaaaca agaacaattg tctaatagca tctttagtga 
agcgaaattg
    44701 ccaatcgaaa ttagtaataa caatggtcag gtaatcttaa gcgtgacaga 
taaagcaggt
    44761 caaaagcata ttttccaagg cgaaaaagca actaatactc aagctttaac 
tgattattca
    44821 tggtcatacc aacctgaaaa tactaaaaag ccgattgttc ttaactttac 
aaacgaccgt
    44881 ttatcgattg atacaggttg taaccgccaa ggcaccactt ggaaagttga 
aaacaatacg
    44941 attgtaacga ctgatgtcat gtcaactatg atggcttgtg aacctgcttt 
aatgaaacag
    45001 gaacaattct ctagcagcct cttccaaaaa cgtgcgattc catttgaact 
caatacaaca
    45061 aatgttgatc aaccaacatt gacagtagct gatgctcaag gtcagaaata 
tacgttcaca
    45121 ggtaaaatga cacctgaagc aaaatatcaa tctgaaggta aaactgtttt 
ccttgaagta
    45181 gcgccagaaa ctaaatcttg tacgggtgtt gcaccacaaa cttgcttgca 
agttcgtgaa
    45241 gttaaatatg atgacaaagg cgtaaaaact tacgctgaca aaaactggtc 
attatattat
    45301 ggtcaaatcg aaggttttga acacaatcca aaccaacgcg taatcttacg 
tgtaaaacgt
    45361 tttgaagtga aaaatccagc agcagatcaa tctagccaag cagatgtgtt 
agatatggtt
    45421 gtagaacaag aactcgttaa aaagcctaaa aaataagttt tagactaaaa 
aaatccgatg
    45481 cttttgcatc ggattttttt atttctatat tttaatagat accttgtgca 
agcatcgcat
    45541 cagcaacttt tacaaaacca gcaatattgg caccatctac ataattcaca 
gtaccatctt
    45601 ctttagtacc gtatctaaca caattggcat gaatatcttt cataattgca 
tgtaagcgtt
    45661 catcgacttc agcatgtgtc cagcctaaac gaatcgcatt ctgagacatt 
tctaaaccag
    45721 acgttgccac cccacctgca ttagaagctt taccaggcgc atacaaaatc 
ttagcttcaa
    45781 taaaatgctc aacagcttca agtgtagatg gcatattagc gccttcagcc 
acacaaatta
    45841 ccccattagc gatgagcgtt ttggcatctc cgccagttaa ttcattttgt 
gttgcacatg
    45901 gtaaggcaat atctacagga atatgccaag gtgtcttccc ttcaaaatat 
tcaaagccat
    45961 gcttagaagc aaattctgaa atacggccac gctggatatt tttgagttcc 
ataacttcag
    46021 caagcaactc atctgtaaaa ccatttttta aataaacggt accatttgag 
tccgatagcg



    46081 taaccacttt tgcacctaag aacattgctt tttcagcagc atactgcgca 
acgtttccag
    46141 aaccagatat cgaaacggtt ttaccagcaa aagactgccc acgtgttttt 
agcatttctt
    46201 ctgcaaaata aaccgtaccg tagcctgttg cttctggacg cattaagcta 
ccgccaaatg
    46261 aaattccttt acctgtaaac acacatgccg tgtcattact gagctttttc 
atcatgccag
    46321 ccatataacc tacttcacgt gcacccacac caatatctcc agcagggata 
tcggtatttg
    46381 gacctaaatg acggtaaagc tcaatcataa gtgcctgaca gaatcgcata 
atttcagcat
    46441 cagatttacc tttagggtta aaatctgaac caccttttcc tccacccatt 
ggcaaagttg
    46501 taagtgagtt tttaaaagtt tgctcaaacc ctaaaaattt taaaatagat 
aggttgaccg
    46561 acggatggaa acgcatcccc cccttgaatg gaccaattgc tgaattgtat 
tgaacacgga
    46621 aagcacggtt aacttgagtt tgcccttgat cgtccatcca tgaaacgcga 
aattggatca
    46681 cacgttctgg ttccaccaaa cgttctagca atccctgctc ggcatattct 
ggattttttt
    46741 caataaatgg ccataagctt gtcatgacct cttcgacagc ttgtaaaaac 
tcaggttgat
    46801 gcggatcacg cgcttgcacg taattcagga attcattcag gttgttatat 
ttcaatgcac
    46861 ggtcctcagc atagtaatga attaaattgg tgcaatacat tttaaaatgc 
atcatttagc
    46921 agcaaaatat taaatccctt tccatcaatt ttaacaatag ttattttaaa 
ttattttatt
    46981 tatcttaatt atcataaact tatttttaga aaaactgtct aacaatcaat 
aatagtcatt
    47041 tatcttttca cttttattga tctattattg tgcaatattg gcgacatttt 
aggtcaatca
    47101 aaaagccaat aaattcgtta aaatccattg accttactta ggtttttctt 
cattatcgca
    47161 tcgttttaag caagctattt tcctctatga atccatctat ttctctcata 
cgcgagattg
    47221 atgcgttact accacaaaca caatgtggtc tgtgtgggca ccgtgacggc 
tgtctacctt
    47281 acgcaaagtc cattgctgaa ggtgaagaag caaataaatg tgttcctggt 
ggacagccag
    47341 tggccgatgc actggcacaa ttattaaatc gcccattatt acctgctgaa 
acgagtgtct
    47401 ggcctgtaca ggcggatgga cgcccacaac gcatgaaggc aattattcgc 
gaagatgaat
    47461 gcatcggatg tacaaaatgt attaatgcct gcccagtaga tgccattatt 
ggtagtggta
    47521 agctcatgca tacaattttg actgatctat gcacaggttg tgagttatgt 
attccaccct
    47581 gcccagttga ctgtattgat ctagtcgaag acactcaagc attgccaagc 
gaacagcaac
    47641 gcattgcgga gcaaaatgat ttacgacaac gttattacgc gcatattcaa 
cgtgaagaaa



    47701 aacgccgtat tcaccgcaaa ggccctgttg tacgtgctga aatcgatacc 
cagctgtttg
    47761 cacagttctc tcaagcactt gatgatttac cttcaattca gctcatcgag 
aagccaaaag
    47821 aagcgattgt aagtgatgca aaaaccacaa ttgaattagc gaaaattcgt 
acacaaatta
    47881 aaaagttgga aaagcagctc agtgttcgag aagatgccaa aaagcgtctt 
caacttgatg
    47941 aactacaaca gcaactcatt caattacagg aggtctgaat ggccgtcaaa 
aatatgacga
    48001 aaaagcagat tcaaattttc tttgaacgcc ttcgtgaaca aagaccttct 
ccacagaccg
    48061 aattaaatta ttcatcacca tttgaattgc tcattgccgt tatgttatcg 
gcgcaagcaa
    48121 ccgacgttag tgtcaacaaa gcaactgata agctctatcc tgttgcgaac 
actgctgaaa
    48181 aaatctataa cttaggcgta gacgggttaa aagagtacat taaaacgatt 
ggtctttata
    48241 acgcaaaagc cgaaaatgtt atcaagacct gtaagatttt aatggagcag 
tttaacggtg
    48301 aagttccaag tgaccgaaaa gatttggaag ctttgccagg tgtaggccgc 
aaaacagcta
    48361 atgtggtttt aaatactgca ttcggtcaac cgactatggc tgtcgatact 
catattttcc
    48421 gtgttggaaa cagaacgggc ttagcaatag gtaaaaatgt tctggaagtt 
gaacatcgcc
    48481 tagtaaaagt cattcctaaa gaatttattt tagatgcaca tcactggctg 
atattacatg
    48541 gtcgttactg ctgtattgcc cgtaaaccaa aatgttcaga gtgtgtggtt 
gctgatgtat
    48601 gcaactggcc ggaccgcttt gagtttggtg ctcaaaaaca aattgcggtt 
aaaaacattg
    48661 aggcagaata aaagttgggt atagcttata cccaatttag ttactttaaa 
cgcttttgct
    48721 gttttctttc ttctttcgct tgtttttgta cttttctcag cattttgtag 
ctttgataca
    48781 gtaaaaataa caatagtgcc agactcagca ataccaccaa aatcaaaatg 
attttcaaat
    48841 cattctcctg cacttaatga aagaaaagag ccctcacaaa gagggctcgg 
tattacaaat
    48901 aatattaaat tatttgtcta agatgttgaa caaatctttt tgtacatctt 
caattgtacg
    48961 caagccatca agcttgtcat aagttggcgc attttcacca gaagcagcac 
gaccttggta
    49021 gaaaccaacc aattgttctg tttcagtgtg ataagacgct aaacgcttac 
ggattgtttc
    49081 ttcttggtca tctggacgtt gaacaagatc ttcaccagtt tcatcatctt 
taccttccac
    49141 tttaggtgga ttgtatacaa cgtgataaac acgaccagaa gctggatgct 
gacgacgacc
    49201 agaaagacgt tttacgattt cttcatcagg tacatcaatt tcgattacat 
gatcaatgct
    49261 gatcccttct ttttccaaag cttctgcttg aggaatagtg cgtgggaagc 
cgtcgaaaat



    49321 acaaccattc acgcagtcag gttgagcaat acgttctttt actaaaccga 
taatgagttc
    49381 atctgaaact aaaccgccag attccatcac acttttagct tttaaaccta 
attcagtacc
    49441 ttcacgaatt gcagcacgga gcatatcacc ggttgaaatt tgtgggatat 
tgtagcgctt
    49501 acagatcaac tgagcctgag tacctttgcc tgccccaggt ggtccgagta 
agataatgcg
    49561 cataaaaaac atcctcattt aaaacaatga atgtgaggtc cggcagattt 
agtttcattg
    49621 atcttcaata gatcctgccc gacttcgaat tataagaaag ccacaaacaa 
atgtattgta
    49681 ccagcaataa atccggttac cccacctagt acaataagaa tccactcgtc 
ctcttgaaat
    49741 gctggacgta acaaattctg aaactctttt ggtgttagtt cacgaatacg 
ctctttaaac
    49801 atttgaaaaa tcttctgtgc ccggcttgca tttagtgcag ggtcacatac 
cggtcccatc
    49861 gtaatttcaa ttgaacgatc aatcaagtcc gtctttaacc ttgcatactc 
tcttgggcct
    49921 aaagaaagct gtaaagatgt tcgaacaagt ggagtttcca tgatttcgtt 
aatatgacgc
    49981 ttaacaatac gacgcgtttt gtccttgcgt gaaccataca tcatttctgt 
cataattgat
    50041 tttaacgtaa tcagatcttc tgtcactacg cttgagaaga cttctgaaac 
ttcttcttga
    50101 cgcttcatga aagccccttg aacattataa gtaccaattc gtaaaacagg 
tacaatccaa
    50161 gggaacttac gatcttttgt taatctaaat atttgcggat aacgaatgta 
atgcggttca
    50221 atcgggttaa ataccatcca gattgcaatc cagttagtta aaaagcccca 
aatagacgcc
    50281 caaaacggta ctgtccaatg ccaaggcacc acaaaccaga ccaccatttg 
gaaaacacca
    50341 aagaacatcc cgattaaagc actaatatgc caaataaagt tgatttcttt 
ttgtccaact
    50401 tttaaaaaca tacgtaccat taaacggcga tcaccttcca tttggctcac 
caccatttca
    50461 cgcatatcaa ccagtgactc aacgttcata gtcagctcag tcactaattc 
tctgagtaca
    50521 cctggtaatt gcttatgcgc ttgagcataa atacggcgtt taatcgaata 
aggtaaattt
    50581 tcccaaagca ctgcattacg atcgatcatc acttcatcaa tcaaatgctc 
aagttcaaat
    50641 ccgacttgct caccaataat acgcgccatg tcttcagggt ccattgcctc 
taaaaactca
    50701 cgcaaagaac ctaacttgga taaagtatta tcggtaataa ttccagagat 
acgtccagct
    50761 ttacgtggca caataccttg ccagccgact ggtaaaggac ctaaatgaaa 
tccccaaaac
    50821 ttgattgggt aaaacaccat ttttaaagcc atccacacat gtgcccatgt 
gacaaaggca
    50881 gtgaccggaa tgatactcaa aacggcccaa aaatcaggtc tgtgtaaaaa 
ggtctgccac



    50941 aatccgctga cgtactctaa catgtaagac tctcgtattt atttgtgctc 
tgcttatggc
    51001 gagttaacga taaactgctt tgttttataa accaaaactt agagaataag 
aaaattgaat
    51061 ttgtggttta gtatctgcag caacatcacc attctggtcc gttaattttt 
ccgctgcgcc
    51121 gatacccaca ctaaacgtac taattctttc tgaattcaac aatacatatg 
ccaaatcgac
    51181 accagcacct aaacgagatt tataatctcc atcaaccgat ttgctatcaa 
gatgtccagc
    51241 gtaaaagcca atatagtaac catttttatc tgttccagta aggtagtacg 
gatagcggaa
    51301 tccgacttgt cctccagcag ttttatcgcc atttaaaaat gcaccaactt 
ttgcgtaagc
    51361 aattccataa ggatttaccc gctcaccatt gagatgtaac aatttttgtg 
taaaaccggc
    51421 gcctacattc caggtagatg ctttatgatc tgctaatttt gcttctggaa 
gaaatgagta
    51481 atcttgagca tgtgcccaac tgcttactgt caaaactgca agtaagggat 
aaatttttct
    51541 cattattttc tccattttcc ctaatcgtat ggtgagaaca accctattct 
attgaatgag
    51601 agactttaac agaattattt tgcttcttat atacaagact ctacaatttt 
gttgtctaca
    51661 aagtcaaaaa agccaatttg cctcttcact gaaactttga aaaatatgcg 
atattttaag
    51721 tgcgcttgcg ttagaataag cagctatttt tctcacccta tgtcattaag 
tcgatccgta
    51781 tgaaacagca ctttccttta aaagatatcc agcaagaaaa gcgcatttat 
cgaggtcgta
    51841 tattttttgc cgtagggctt gtgattatct gtttattggt actagccagc 
cgatacgctt
    51901 atctacaaat ttttcattat gatgagttct cgacggcatc ggataaaaac 
cgtattcgcc
    51961 tacaacccct tccacctgct cgtggttata tttatgaccg caatggggtt 
ttactggcag
    52021 ataactaccc tgtttttacc gcaacattaa gtaaagcaga tgttgagaac 
gttgataccg
    52081 ttattgaaca attacagcct attttagaac tcactcaaga agatgtagat 
cgttttaaaa
    52141 gccgcattaa aacagcacgt aaaactgaac gtgtggccat taaactgaat 
ttgaccgaga
    52201 caaatattgc caagtttagt gaagttaaat acaagttccc cggggttaga 
attgaaaccc
    52261 aaatgacgcg ctattatcca catggtgatt tatttgctca cgtgattgga 
tatgttggcc
    52321 gtattaacga taaagaatta aaaagtattg ataaagattt atatgctgga 
acaaacctga
    52381 ttggtaaaat tggtgtagaa aaaagctatg aagatttact tcatggaaca 
cctggttatg
    52441 agtctgtaga agcagatgct catagtaata ttttgcgtca cctaggccgt 
aaagacccaa
    52501 ctcgtggtaa tgatctctac ttatcattag attatggttt gcaagttgtc 
gcgtcgcaac



    52561 aactcgctgg tcgacgtggt gcaattgttg cgatagaccc acgcactggt 
gaaattcttg
    52621 cgttggtttc aagcccaagc tttaacccta acttatttgt gacgggtatt 
aatcataaag
    52681 attatagttc tctacgtgac aatatagatc agcctcttta taaccgtgca 
gtacaaggtg
    52741 tataccctcc tggttcaacc attaagccaa tggaagcgat gggcggttta 
cattatggaa
    52801 ttgttgattg ggctactgct atttccgacc ctggctattt ccatttaccg 
ggtgactcac
    52861 acaaattccg tgactggaaa aaaaccggtc atggcattgt gaacatgcac 
aaagccatta
    52921 tcatgtcttg tgatacctat ttttatattt tggctaatca aatgggcatc 
gatcagatga
    52981 accaatggat gcgccaattt ggctttggcc aaaaaacagg tgtcgattta 
ccaagtgaaa
    53041 gtgaaggctt atatccaaat cctgaatgga aaatgcgtac acgcaaatcc 
aaatggatga
    53101 aaggtgaaac gatttcagtc agtattggtc aaggtgcatt taccgcaacc 
cctttacaac
    53161 ttgccatggc aactgccatt acggcaaacc acggctcgca tgtagttcca 
catgttttac
    53221 gtgcaaccca tggtgcaaaa ccttttaccg tacgtaatgc acctgatgga 
aaaattaatt
    53281 tcaatggtac agatgaagat tgggtaaaaa tgcgagaagc catgattgat 
gtaattcaat
    53341 caggtactgg tcgtggtatc cgtacaccgc tctatcaaat tgccggaaaa 
acaggtacag
    53401 cacaggttaa aagtattgct caaggcaaac gttataacga agctgcgctt 
agtgaacgcc
    53461 aacttgacca tggtcttttt gttggctttg ctccggctga taaaccagaa 
atcgctattg
    53521 cagttatttg ggaaaatggc cgtcatggtg gttcagcagc ccaacttgct 
aaacccgtgt
    53581 ttgattactg gttattaacc cgtaagaaaa atccgattcg accagccaac 
catcaggtta
    53641 atggtggctt gatgactgct gggattaaac cgggtgaact cccaagtggt 
aatgaaagtg
    53701 ccagctctac tccagcgacc tctgctccga cttccgcagc agcctctact 
ccacaggcaa
    53761 caccaactcg tcctgctaca aacgaggtcg atgaataatg aaaaatcaat 
tacgcattat
    53821 tgggggcgaa tggaaaagac gagttttacc attcgccagt attgaaggat 
taagaccaac
    53881 tcccgatcgt gtccgcgaaa ctttatttaa ctggctcatg tgggacattc 
aaaacgctca
    53941 tgttctcgat atctgtacag gttctggggc attaggcttc gaagcattat 
cgcgcggtgc
    54001 tgcatctgtt tatatgattg agccagataa gatgcaggca cgatttttaa 
aagataatat
    54061 tcaattgctc aaagcacaga attgccattt aattaatgca actgctcaac 
aagctctacc
    54121 acgcctaaaa gaacagtttg atgtcgtttt tttagaccct ccttatagtc 
ttaatttatg



    54181 gcaagagctt gctcacttgg cagactcaca tattaaaaat aatgggtaca 
tttacgttga
    54241 agctgaccga gatttatctc agctttacct tcctgcaaca tggcagcaaa 
ttaaatcaac
    54301 caaagctggt acagtccatg cagggcttta ccaaaaagta agcgaataaa 
aaggtagctt
    54361 aaagctacct tttcgctaca aagttttaat taactcaaac caatcactgc 
aacaactgct
    54421 gcacaggcac ctacaatttt tttgccatat ggcacataac gtgtaaatac 
tgcaccgagt
    54481 gcaagcccac cacaatagat aagtgccata ccagtaacca taccggttac 
taacgccacg
    54541 atatgccctg catgtgctaa ctcaacacca tgagccatgc catgaaaact 
tgcgagtaat
    54601 gccgcagcaa taggcaaaat ccgatttgat tttgtccata gtgcaatcgc 
cgtaacaatc
    54661 aaagatgcaa taattccgta ttcagccata ctcgctggca ccaagccttc 
agcacctact
    54721 aaaaagccta taattaaagt aatacttaaa gtaatgactc cggcaatttt 
ccactgttta
    54781 gctgctgacc ataacaggac accaaaacct aaagccatca ccaaatgatc 
gaggccagta
    54841 aaagggtgaa taaaacctgc cataaaccct gaatgtgcat gatcatgtcc 
cggatgcgcc
    54901 atggctaatg cgggcaacat gctaaggagc ccaacgttcc attttttaat 
gaagttcata
    54961 gttactcctt aagccttaaa cagcccttgc ttctcaataa attgaataat 
ttcttcaagc
    55021 ccatcttgtg ttttcatgtt tgaaaataaa aatggctttt caccacgcat 
gcgttttgca
    55081 tcttggtcca tgacatcaag gtttgctccc accattgggg cgaggtcagt 
tttattaata
    55141 atcagtaaat ctgacttggt aatacctggt ccacctttac gtggaatttt 
ttcaccacct
    55201 gccacatcaa taacatacaa ggttaaatca gaaagctcag ggctaaatgt 
cgcagctaaa
    55261 ttatcaccac cgctttcaat aataatgagt tctaagccat caaatttttc 
gcacagatca
    55321 tcaatcgcag ccaagttaat tgaggcatct tcacgaattg ctgtatgcgg 
gcaaccacct
    55381 gtttccacac ccacaatacg atctggtgac atcgcttcat tacgggttaa 
aaagtttgag
    55441 tcttctttgg tataaatatc atttgtcacc actgccatat tatatttatc 
acgcaaggca
    55501 cggcataaat taagcgtaag tgctgtttta cctgaaccga ctggtccgcc 
aattccgact
    55561 cgtaatggac tacgttctgt catgattttt atcctttttc ctaaacttaa 
gacctgaata
    55621 accgtgaata ttgagtttcg tgtttcatgc tcagcatggc atagcgcggc 
aaagcactac
    55681 tcaattgctc atctttaagt tttaaagcct tctctacagc ttgtggtact 
cgcccatgca
    55741 aatgccataa aattctttgt cctgccattt ggcccaatgg gacagttttt 
actgcggcta



    55801 aaacctgatt ttctaaaacg gtaaaggtat acgccgtaag tacatccaca 
tctttaagtt
    55861 ctaaacgacc gcaaagctgc gcatagacag gcacaaaacc aaactgcttt 
ttaacctcaa
    55921 ctgttttctt taaaacatct ttaatccatg catttaaaga aaatgcgagt 
tgctgagatt
    55981 cggccaatag ctctttactt tctcggcttg ccttatacaa atgtgcccaa 
attagaaact
    56041 gatctggatc atcataatgt tgcataagac gtttgagtac aggtaactca 
aagcgtacta
    56101 aaagcatttc aagcacttct tcaaagtaag caattgccga ggattcatcg 
tgtattaagc
    56161 caatatcaat ggcggtttcc acaccttgcg aatagcaata tgctccaact 
ggcaatgccg
    56221 tagaagacaa tgtcagcagt tgcagtaatt gcgcagcatt atgagtggac 
atggtgtaaa
    56281 gctttgattg ggcttaaacg atgatcatgg ctatgctgtg cataggcacc 
gctttcaggt
    56341 tcaaacggat gatcggtttc tgtcacagta agccccaaac cttccaccat 
ttctgcaagc
    56401 acatgatcag gctcaaaata taaagccgtt ggtgtcagca ttaatggcac 
atgtcggtta
    56461 cctaagtgat aagccgcttt aagcaagtca aattcagtct gagcagtgac 
tttcattagc
    56521 cgttcaggct tggcatcaac acgtaataca tcaccctctt gcgttgcaat 
atatgaaccg
    56581 ctacgcaaaa tgccggtacg tggcaaatcc gcaccaatat ctacgccact 
cgctaaagcc
    56641 gctcgaaaac gtgatttttg gcgggtatca aacgttagct caaccgtttc 
aaatgcctga
    56701 tcaggagaaa tatcttcaag acgttgggtg taaattttca tttagctttt 
ctctccttac
    56761 ttatttcttt catatataag gtaatgaggc aaatcacctc tataaattca 
ttaaaacaag
    56821 aaataacgtt gtgccatcgg taatacgtca gcaggttcac acgttagtaa 
ttcaccatcg
    56881 gcccgcacct cgtaagtctc aggatgaacc tgcataacag gacaatatgt 
attgtgtttc
    56941 atatcggctt tggtaattga acgcgtgttt ttacacggac taattaactt 
tttaaggttt
    57001 agcttctcag caactttttc atcgattgcc gcttgagata aaaaggtaat 
acaggtgtta
    57061 tgcacaccac gtggataagc accaaacatt ggacgataat gcactggttg 
aggtgtagga
    57121 attgaagcat taatatcacc cataggtgcc gctgcaatca tgccaccttt 
aatgatcatg
    57181 gagggtttca cgccaaaaaa tgcaggcttc cataacacta aatcagcaag 
ttttccgact
    57241 tcaaccgaac caatttcatg acttaaacca tgggtaattg ccgggttaat 
tgtatatttg
    57301 gcaatgtagc gtttaacgcg attgttatca tgaaactcat tgtcaccctc 
taatgggcca
    57361 cgttgtactt tcattttgtg ggcagtttgc caagttcgta aaatcacttc 
acccacacgt



    57421 cccattgcct gagaatcaga tgacatcatg gcaattgcgc ctaagtcttg 
taaaatatct
    57481 tcagcagcaa tggtttcacg gcgaatacga ctttctgcaa aagcaatatc 
ttcagcaatt
    57541 gcagggtcta aatgatggca aaccatgagc atatctaaat gctcatcaat 
ggtattgatc
    57601 gtataaggtc gtgttgggtt ggtcgaagat ggcaacacat tactttgccc 
aattgctttt
    57661 aaaatgtcgg gagcatgccc gccgcccgca ccttcggtat ggtaagtatg 
aatcgtacgg
    57721 cctttaaatg ccgctagcgt ttcttctaaa aaaccacctt catttaaagt 
atccgtatga
    57781 attgcgacct gtacatcata ctcatctgca acgctcaaac agttatcaat 
agccgcgggt
    57841 gttgaacccc aatcttcgtg tagttttaac ccaattactc ctgctttaat 
ttgctcgcga
    57901 atggggtcag gtaaacttaa attcccttta cccaatagac caatattcat 
aggcaaatca
    57961 tcaatcgcct gcaacatggt cgcaatatgc caaggccctg gagtcactgt 
cgttgccgaa
    58021 gtacctgctg ctggtcctgt cccaccaccc accattgtcg ttgtcccaga 
catcagcgcg
    58081 gtttcaactt gctgaggaca gatccagtga atgtgagtat caataccacc 
agctgttaaa
    58141 atttgtcctt cacctgcaat tacttctgtc gcagcaccta aaggaatagt 
aatgtcgggt
    58201 tgaatatcag ggtttccagc tttccctatt ttccagattc gtccattctt 
taagcccaca
    58261 tcggctttaa caattcccca ccaatctaca attaaagcat tggttatgac 
tgtatcagca
    58321 acctcatcag ctaaaagctg agattgcccc atcccatcac gaataacttt 
tccgccacca
    58381 aatttaactt cttcaccata tgtcgttaaa tcttgctcaa cttcaataaa 
aagcgctgtg
    58441 tcagccaaac gaatacgatc accaaccgtt ggaccaaaca tttctgcgta 
tgcacgacgt
    58501 gacattttca taacttatta ctcatctttt cattattgtt gttatcttta 
atccagcttg
    58561 cccattaccc gaccagcaaa accatatact tctcgcttac cagctaaagc 
aacaagctct
    58621 acttctcgac tttgtcccgg ttcaaaacgt attgctgtgc ctgctgcaat 
atttaaccga
    58681 aagccttttg ctacctcacg atcaaactgt aaggcatcgt ttgcttcata 
aaaatggaaa
    58741 tgcgaaccga cctgaatagg cctgtcgcca agattagcca ccacaacttt 
taaagtttct
    58801 cgtccaacat ttaattcaat gtcagtttct ggagtaataa cttcaccggg 
aatcataagt
    58861 attccttttt atacaatggg ctgatgaaca gtgactaatt tcgaaccatc 
aggaaaagtt
    58921 gcttcaacct gtacctcagc aatcatttcc ggtacaccat ccatgacatc 
ttcacgcttt
    58981 aataaagtcg ttccaaagtg cataagttca ctcaccgtca taccatcccg 
tgcaccttca



    59041 agtaaggctg cagaaataaa tgcaacagct tccggatagt tcaactttaa 
gcctcgtgct
    59101 ttacgacgct cagccactaa gcctgcagta aaaatgagta acttatcttt 
ttctgttgga
    59161 ttgagttcca tatctctttc ctaaatagca tctaattttc tttaagcaaa 
atgcgtgctc
    59221 aaaagcagca taccggtttt aatcgttttt aaaatacgca atttaacgta 
acttaagttt
    59281 tccaaattct tggaaattct tcatctaaat caaaccaata acgtcttaat 
ttagcccgta
    59341 tagctgcgaa agcgtcatga catcgtcgta catcatttcc taaaaaacgc 
gcacacagta
    59401 catcttctaa taaggtcaac gtcacgggaa catccatacg cataataagt 
tcacggatga
    59461 gttcaatatg ttgctctaaa taaaatgaag aacggaattt ttcagggggc 
acggcccaaa
    59521 aactggccat caccgcctga ttattcattc ctaaacacga gcttaaccag 
cgatcgcctc
    59581 cctcaaaata taaagtatcg gcaactaata acttgttttt gcgccataat 
ttaaactggt
    59641 tgtgatagct tccctgaaca aaattctcag cccgagcctg ccgccccaag 
accaacatat
    59701 cccatccaat aaaacttgct gtttgttcaa gatggatatc tgtttcagag 
tgggctaaag
    59761 caccgtcaaa aagcattgtt tcttgcggca tccactctaa aatagaatca 
tcttttacat
    59821 tcaaataaat atgctggaaa gcctgttttc catttgttct ataccactta 
cccgctcccg
    59881 gtgtggtaat tacagcatgt gcctgccctt ctgtttcaat ttgaaaagta 
agatgatcac
    59941 cccctgcaat tccagccggt ggatgaacaa taatggcatg acaaacccca 
gttttttcgg
    60001 gccagagcat tttttgcacc cgaacggggc cataatgctt tctgtgactc 
attatggtgc
    60061 gagagttttc ataacaaaac cccagttcta actgggcata ccaaaatggt 
gctgaagaag
    60121 tctgaaaatt ttgttgaatt cgattcattt tggctcattt ttgataatgg 
cttttttgat
    60181 aagcaaaata tgcaccaaaa gcaaaaagtg gctattacaa acttagaaac 
aattttttta
    60241 ttttaatgag tcaaaaaatc atcaatgtct aacataaaac cacagtaaag 
catggaatta
    60301 tttatacaat agcgcccatc ctcgctctta taaatttttc ccatgaaaat 
ctttttcgtg
    60361 ttagtaccgt ttgtattttt aactgggtgt atttttggcc aatcaagtga 
ggtcaaacgt
    60421 gcagaaaaac ttttaaataa ctttcaatgt aaaaatattg aaacaaatga 
aatttctaca
    60481 agttcaatca actcttatta ccagcaatct ttagcggtga gtaaggaaaa 
agcgacctct
    60541 tatgtagaaa gctataaaaa tggtgaagaa ttattcgcga tgcccttaga 
tgaagtcgta
    60601 gaacagcaat accaacttta taaagcagcg tgcgattctt taggtggggt 
ttctgcccaa



    60661 ccataaattc ttaaaagtat ccattaaatc actttagtgg atacttttaa 
ttctcaacta
    60721 aaatataaaa aaacatagcc ccaatctgtg caatttttac ttactttacc 
ttttgttaaa
    60781 attaagctac atactagagc ttttattttc gattcctttt tcctagcctg 
tcagtacttt
    60841 atatttattt ttttgaggtt ttattcatta tgaaaaaatc attattagca 
attgcactta
    60901 tgagtactct tcttgtcgca tgtaataaac atgaaaataa aacagaaaca 
acctctgatg
    60961 catctactcc tgtacaaact gctcaatcaa ataataatga agcggtagat 
acagcacata
    61021 cagccgagaa ttctttagat tgggatggta aatataaagg tacgcttcct 
tgcgcagact
    61081 gtgaaggcat caaaactgaa ttagaattaa aagatgataa aacttatgag 
ctaacagaaa
    61141 cctatcttgg taaaggtgat gcaaacccat ttgaaaccca tggtaagttt 
actttcgata
    61201 aagacaatac ttctgttatt accttagatg ataaagctca aaaccgtaaa 
ttctttattg
    61261 gtgaaaatac cgcgaccgct ttagatatgg aaggtaaaaa agttgaaggt 
tctttagctg
    61321 aacattatgt tttgaaaaaa gaagattaat ctatttttca atataaataa 
aaaacccgct
    61381 caaatgagcg ggttttttat gaagtcaatt cttagtgagc tgagaattgg 
ttcattgtgt
    61441 ttttagcatc gtcaccagct ttaagtgcat tttcaccagc gaagatttct 
ttgtggtcat
    61501 caccgatgtc agaaccagcc attgcttggt gtttcacaca tgcgataccg 
ccacggattt
    61561 ctttacgttg tacgccagca acataagcta acataccttg gtcaccgaag 
taaccttgtg
    61621 ctaattcatg agtagaaaga gcagcagtgt ggtatgtagg aagtgtgatc 
aagtgatgga
    61681 acacaccagc ttcacgcgca gcatctgctt ggaaagtacg gattttttca 
tcagcttcag
    61741 cagctaattc agtattgtcg tactcagcgc tcattaattt agcacggtcg 
taagcagata
    61801 catctttacc ttctgcaacc caacgatcgt acgcttgttg acggaagttt 
aaagtccagt
    61861 tgaatgatgg gctgttgtta taaacaagct tcgcattcgg aactacttct 
tttacacggt
    61921 taaccatgtg tgcaatttct tgtacgtttg gagtcggagt ttcgatccaa 
agtaagtcag
    61981 caccgttttg aaggctagtg atacagtcaa gtacaacacg gtcaatctga 
gtgccttcac
    62041 ggaattggta tagaccagaa gctaaacgag ttggacgatg taatttacca 
tcacgtttaa
    62101 ttaagatctc atcttcttga gcttctgaga tatcaatttc ttgagtatct 
aagtagctaa
    62161 tatatttaga tgcgatatca cctggctctt taactacagg gatcttctga 
gttaagtcag
    62221 cgccttcaga gtcagtacga gcaacaataa caccgtcttc aacacccatt 
tctaagaatg



    62281 cataacgaag tgcatggatc ttagcgatga agtcttcatg tggaacagtt 
actttaccag
    62341 cttggtgacc acattgtttt gcatcagata cttggttttc gatttgaagc 
gcacaagcac
    62401 cagcttcaat cattttctta gcaagtaagt aagttgcttc ttcgttaccg 
aaaccagcat
    62461 cgatgtctgc aataattggc acaacatgag tttcgaagtt gtcgatttga 
gctgtgattt
    62521 cagctacttt cgcagagtca ccagcttctt ttgctttatt taaagcacgg 
aacaagtcat
    62581 ttaattcttt tgcatcagcc tgacgtaaga aagtgtagat ttcttcgatc 
aaagcaggta
    62641 ctgaagtttt ctcgtgcata gattggtcag gaagtggacc aaattctgaa 
cgaagagcag
    62701 caaccatcca accagaaagg tagatataac gtttgcttgt cgtaccgaaa 
tactttttgt
    62761 tagcaatcat tttttgttga gcgatgaaac catgccagca acctaatgat 
tgagtatatt
    62821 tgcttgaatc agcatcgtat tcagccatat cacgacgcat aatcgcagct 
gtatacttag
    62881 caatatctaa acctgttttg aaacggtttt gaagttgcat acgagcagca 
tcttctgggc
    62941 taatgtctgc ccaagtgttg ccgaattttg cttttaattc acgtactgca 
tcaatcgctg
    63001 tttgatatgt agtcatgata ttgtcctgta ttcattttag gatttcatcg 
atcgaagcct
    63061 agagtcatgt tatgaaaatt ccctatgaca ccagctgctt cttcatgtac 
acagcttaga
    63121 cttagccaat caattaatcc aatatccttc gttaatcttc agtatttatt 
taaaaaatat
    63181 accaataaat cgatattata agtaaaacta aaaaacataa cactttgttt 
ataaaaacaa
    63241 aatcatccta aaggagtata gaattttgat taaaaaacac tccaagcttt 
atttttatac
    63301 agtttttaaa aattttccat tcatttttac tataaaaagt caattgtaaa 
ttaggtgaat
    63361 tttgccaatg caaaatgtca atcaacatgc tagaacagta ctaaatatta 
agaaaatatt
    63421 tttgttcaat aattataaaa ataaaaacag atcaacgata atagaatcca 
gcatttgaga
    63481 tactttttgc ccatacttaa tttcaacaaa aaatgtcgtt tttctcatca 
ttttttcaca
    63541 caatgttctt taaatatggc ataatttgaa acaattttag ggttttattt 
tcggtatttt
    63601 ttttatgaat ctggagcggg tagatcttaa tctattaata tatcttgatg 
ttcttcttcg
    63661 tgaaaaaaac gttactcgcg cagccgaaca gcttggtgtt actcaacctg 
ccatgagtaa
    63721 tattttacgc cgtttgcgta atttatttaa tgaccccctc ctgatccgct 
catctgaagg
    63781 gatgacaccg acagaacgtg cacttgaatt acaaccgcgt attcgtgatg 
ctctttctga
    63841 cctttcaatg attttggaac cgcgtaccga attccgccct tataccagta 
atcgcgtttt



    63901 ccgtattatg acttctgact atgcagaagc caccctagtc cctcgtcttg 
ttaaagccct
    63961 ccgctcagaa gcgccaaacg ttgtactcga ttttcttact ccaagtgatg 
tgtcatatag
    64021 agacatggaa caaggtaaag ttgatctcgc tattaaccgc ttcaatgaaa 
tcccgcaaag
    64081 cttccaccaa gttttggttt ggcgtgatag ctttagctgt attttaaatg 
acaaacatcc
    64141 tgctgtgact catttaaatc taaaaagcta tttagatgct caacatattt 
gggtatctaa
    64201 aacaggtatg ggtgttggct ttggggtaaa cccagataaa caaggtggct 
tgggctggat
    64261 tgatcaagca ttagaacgta ttggtcaacg ccgcaaaatt tctgtattta 
cgcgtcacta
    64321 tcagatgccg gcattacttg ctcaaaatgt tgacttgatc gctactcttc 
caactcgaat
    64381 ggcgcgttta caagcacaaa atccaaaatt agttattaaa gatccaccgt 
tttacattcc
    64441 tgagtttgaa cttaaaatgg cttggtgtcc attattgcac catcacccag 
ctcatcgctg
    64501 gttacgccaa ctcattctat ttgttgctcg ccaaatgatc gaagaggaaa 
atcgtgaatt
    64561 cctaaccaat aattcacaat tttcccacta ttaaataagt tttaatttaa 
ttgtctcttt
    64621 caaacattat ctttaagcgc tgagcaatca atctgattac ctcagcgctt 
ttttgtgtta
    64681 aaacatagtc ataataatga tgatcctcgg gtgatttgtg agtctctttc 
aaaatatcat
    64741 tatcatcgta ctgctcatca tcgcagcagg ctttttatct ttaactgaaa 
ttgctctagc
    64801 tggtgccaga aaagtaaagt taaagatttt agccgaagct ggcgaagaac 
gtgctcaaaa
    64861 agtacttgat ttacaagaac aatctgcaga cttttttgca gcgtcccaaa 
ttggcttaaa
    64921 tgctgttgca atcttaggcg gtatattggg tgaagctgcg tttcgtcctt 
tttttgtgaa
    64981 cttagttgac cgtttccatg aaggaccttg gacgcaaacc attggatttg 
ccctatcttt
    65041 cacattggta acttctttgt ttattttatt cgccgattta atgccaaaac 
gcttggcaat
    65101 gatcgcacct gaaaaaattg caattagtgt aattaaccct attcagattt 
ttatcaaaat
    65161 ctgtaagcct ttagcatggg gaattaatgc aattgccaat ttgctattcc 
gcttgtttaa
    65221 agtaaatacc acacgcgaag acaatattac ttttgatgat atttcagcag 
tgatggatgc
    65281 aggtgctcaa gcaggtgtac tacaaaaaca agaacatcac tttattgaaa 
acgtatttga
    65341 gcttgaagaa cgtacagtcc cctcaagtat gacaacacgt gaaaatgttg 
tttattttac
    65401 gcttaacgag catgaagata gcattcgcca aaaactggca gaatatcctt 
attccaaatt
    65461 tctggtttgt aacgaaaata ttgatcaagt aattggctat gtagatgcta 
aggatattct



    65521 tgtacgtatt ttaaataacc aatctttaac ccagctcaat gaatcgacta 
ttcgtacggt
    65581 tctaatgata cctgatactt taacactatc agaattactc gatcgtttcc 
gctcaacaaa
    65641 agaaaagttt gctgttgtaa ttaatgagta tgcgcttgtc gttggggtaa 
ttacactaag
    65701 tgatatcatg attactgtta tgggggattg ggttacccct atggaagaag 
aacagcaaat
    65761 tattaaacgt gataataatt cttggctgat tgatggtagt acacctattg 
aagatcttaa
    65821 gcatgcgctt gaaatggatg aactacctga tgaagagaat tatgaaacat 
tagctggttt
    65881 catgatgtac cgtttacgca aaattcctcg tccagccgac tttgttgaat 
ttggtggtta
    65941 taaatttgaa gttgttgacg tagaccattt taaaattgat cagctattag 
taacacgtgt
    66001 attagaaaaa aatgatttac catctccacc tgatgaaaat tgatttattt 
tggtgcaaaa
    66061 tatcctgcaa atgcaggata tttttttgat aaataattta ttccttttaa 
gataattatt
    66121 atttttaaat aattttatat taaaagttaa attaattatc ctaatcacaa 
tttcaaatat
    66181 ataaattaac tcattcatta aaataaaaaa attaaattga attaaaataa 
aattttgcac
    66241 ataaaagatt tacagattca ctttcgttat gtaacgtagg gagtagaagc 
attgtaaatg
    66301 ggtatacttc tcatttcagt attcaaacag aatataattt ttaaaaatac 
atgataattt
    66361 caaacatgat aaaggtttta taagtatata taataagcac tatacattat 
aaatagacta
    66421 taccattatt atatatgttc agtatttctt caaaatatac ctttccaagt 
gaatatatat
    66481 taaccaaata aactaaatat attatttgtc tttttaataa aaattcataa 
gaataatcga
    66541 ggtcagagtt tttgaataaa cttgttcagt aaaactaaag gcaaaggatt 
gattgtatgc
    66601 tgacattact tggtgttggt atgattttat gcttcatgta tttaatcatg 
tccaaacgtt
    66661 taagccctat tattgcttta attctcatcc catttatttt ttctcttatt 
gcctggggcc
    66721 ttggtcacta ctttgaaagc ttgagccata ttgagcttaa aggtctcagt 
gaaatgatgc
    66781 tagatggcat caaaaaactt gcgcctactg gcgtaatgct attatttgca 
attttatatt
    66841 ttgccttaat gatcgatgca ggtcttttcg atcctccggt taaatggatt 
ttgaaaaaag
    66901 ttaaaggtga tcccctaaaa attacattag ggaccgtttt tttaactaca 
ttagtctctc
    66961 ttgatggcga tggctcaacc acttacatga tttgcgtggc agccatgctc 
cctctttatc
    67021 aacgcctcgg tatgaataca ctgatcatga cagcacttat gttgttatgt 
agtggtgtaa
    67081 tgaacctgac cccatggggt ggccctactg cgcgtgcagc aagtgcactc 
caagttgacc



    67141 caagccatat ctttgtacca atgattcttc caatggtgat tagtattggc 
tggttattct
    67201 tcttggcata tttatatggt cgctatgagc aaaaacgttt aggcgtgatt 
gagcttgaaa
    67261 gtcaccatgg tgataacatt acagtttcaa aagaccctga agcaactcgt 
ccacatttac
    67321 gtaaagtaaa tatggtactc accattcttc ttatgattgc attgatcaaa 
ggtattttac
    67381 cgatgtcagt gttattcatg ctggcgttct gtattgcaat gctcatcaac 
taccctgatg
    67441 ttgatatgca gaaaaagcgt atcgctatgc acgcagacag tatcttggct 
gttgtaggtt
    67501 taatttttgc tgcaggtatt tttacaggta ttttatctgg tacaggcatg 
gttgaagcca
    67561 tgtctaaaga atttgttgca atgatcccta caagtatggg gccatatcta 
gcgccaatta
    67621 ctgccctggt gagtatgcca ttgacgttct ttatgtcaaa tgatgcattc 
ttctatggtg
    67681 tattgccaat tcttgctgaa gcagcttcac attatggtat tagcccagaa 
gcgattgctc
    67741 gtgcatcaat tgtaggtcag ccagtgcatt tgttatcacc tctcgttcca 
tcaacctact
    67801 tgttatgtgg tcttgctaaa gtcgactttg cagaccatca aaagttcact 
tttaagtggg
    67861 catttatcac ttgtatggtg ttaatgggta cagcattagt gattggtgtt 
ttcccacttt
    67921 ttagtacgat gtaatttgct ctactataaa aataaaagcc cctatcgggg 
cttttatttt
    67981 ttatttattt acatactcaa tcatggcgtc taagaacgca tgaaagtgca 
agctaatatc
    68041 ttcttgtaaa attttatagg cattatcaaa ttgcaccatt ggaaagcctt 
ctttccaaaa
    68101 tgggaaaata ttatgcaagt catgagtaac tattgcatct tctcggacaa 
ttgcttgtga
    68161 aatttgtgcc aaaacttgcg ctgtctctgc gccatcaata gcaagataat 
caataccacg
    68221 cgcttttaaa atacgaattc gatctttttt atagcgaatt tttttagctt 
gacctgcatt
    68281 taaacctagt gcaagagtaa ctgcctctac aaacttctct tcaaaatttg 
tatttagtac
    68341 caccaaagcc tgcttatgtg cttcctgacg ccctgctttt cccccgttac 
ggatgatctc
    68401 atttgcttcc gtatctagct tatctttttt catcgactgt aaaatgtcta 
aaatttcgat
    68461 atcgcttaaa gattcaggag attgctcaaa cataggagtc tctatacata 
caactaaagg
    68521 cgtattctct cataaaagcg atactaaagc agagtaaaat tttaaatagc 
atattatctt
    68581 gactattttt atagtcccaa tctcagagac tgcactcata aaatcagtta 
attctttggt
    68641 tatgatttta ccatttgcca aattaatttt accctgataa tattatttta 
cccagataaa
    68701 aatatacggc taaaatgaat actaaaatca cctatactgc tttcactgga 
agcacgctta



    68761 ttgcgagtga ctctcttgtt gaacttgcaa agaaactaaa agctcttcct 
aaaacaacag
    68821 aaaatattct gatttttaat gatcaaacag gtcaacaaat tgatcttgac 
ctttctggtt
    68881 cggaacaaga acttcaacaa cgttatgctg aaccggaaga aattaaaaaa 
gttggacgac
    68941 ctaaacttgg agtaatttcg cgtgaaatca ctttacagaa aaaacattgg 
gattggttag
    69001 atcagcaaag tgcgagtgca tcagcagtga ttcgcaagtt aattgataaa 
gagttaaata
    69061 acccaaattc tgaaggcaat attatgctag ccaaacaagc catcgaccgc 
tttatgtctg
    69121 ctatgttagg caatatgcca aattacgagg aagcaacacg cgccttatat 
caaggtgatc
    69181 gagatgtatt tttaaaaatg attcagagct atcctaaaga tttaagagaa 
tatttaactt
    69241 taaaagctca aaatgttttc taaactcaat aaaaaaaccc gcttacgcgg 
gtttttagaa
    69301 cttattttca atttattaaa gacgaactaa ttccacaatt ttctctactg 
cttcttctac
    69361 cgtttcagca gttatctcgg tatctgtacc atccacagaa gttgtgataa 
tgacaacacc
    69421 cgtctcacgt aatagaacca attgctcagc tgttaagctt gttttcgcga 
tcgcaactac
    69481 accttgctga atcaataaac tttctaaagc ttgagatttt tcaattaact 
gtgcagaaac
    69541 accaataaca gcaggttttt gacctaaacg agcagcacga tcttcagcag 
taacaggatt
    69601 actatgagcc gtccactcta ccgcggcttc taccatgccc gcaccaacag 
ttacgttact
    69661 taaacggtca ataaaaataa atgaacctgt gtaacgtgaa tcttgataac 
ggtcaaacac
    69721 gactggagca tcaaactcaa ccacaacatc tgcaatcgca tttaactcaa 
gctcttctac
    69781 ttgagtgtgt tcgagcgtat tcacatttac acggtagtta atattagtta 
cttttgctgg
    69841 aacagtttgt gtaccaatct taatattgta caacttacct tttacaagtg 
ggtgttcatt
    69901 catccatacc actgaagcac gaacacttct tgaaattaat ggttgctcgc 
ctgcacgtac
    69961 taagacatta ccgcgactaa tatcaatttc atcatttaac gttaaggtga 
ctgcttgacc
    70021 cgcaactgcc tgctcaaggt taccgtcaaa agtaacaatt tccttaactg 
tagaacgctt
    70081 accagaaggc aacgccacaa tctcgtcacc aactttaatt tcacctaatg 
caactgtacc
    70141 cgcaaagcca cggaagtcga gatttggacg gtttacatat tgaacaggga 
aacggaattc
    70201 atgtttactt gactcgcggt tgatttccac agactcaaga atactcatta 
aggtttgccc
    70261 cttgtaccaa ggagtatgag ctgatggatt tacaacgtta tcgccattta 
aagcagaaat
    70321 tggaacaaat aaaatattgg ctggacggcg atcacccaat tggctcacga 
acgcatcata



    70381 ttcaacctga atttcattaa aacgttcaga tgaatattca accaagtcca 
ttttattaat
    70441 ggcaacaaca atatttttaa ttccaagcaa actcgcaata aacgtatgac 
gacgagtttg
    70501 agtttgtaca ccatagcgcg catcgatcag gatgattgca agatcagcag 
tcgatgcacc
    70561 tgttgccatg ttacgagtgt attgttcatg gcccggtgta tcagcaataa 
taaacttacg
    70621 tttttcagtc gaaaaatagc gataagcaac atcaatggta ataccctgct 
cacgctcagc
    70681 ctgcaaacca tctacaagta atgccaagtc tggtgcatca cctgttgtgc 
ccactttctt
    70741 actgtcacgt gttacagctt gcaattgatc ttcataaatc aattttgaat 
cataaagtaa
    70801 acgaccaatt aaggtacttt taccatcatc tacgttacca caagtcaaaa 
agcgcaaaag
    70861 gtctttttgt tcatgttgtt ttaaatacgc cagaatgtct tggctgatta 
agtctgattg
    70921 atgagacatt gctcaaactc cacaaattta gaaactgtct tagaaatagc 
cttcttgctt
    70981 tttcttttcc attgagcctg cttcatcatg gtcaatcata cgaccttgac 
gctcagaact
    71041 tgttgccaac agcatttcct gaataatttc tggcaatgta tcagcttcag 
actcaactgc
    71101 acctgttaat ggataacagc caagcgtacg gaaacgtaca gacttcattt 
gtggaacttc
    71161 accctctttt aagcgcatac gttcatcatc aaccatgatt agcgtaccac 
tacgctcaac
    71221 cacaggacga acagcagaga aataaagagg aactatttga atattttcta 
aatagatata
    71281 ttgccagata tccaactctg tccagtttga taacgggaat acacgaatac 
tttcgccttt
    71341 gttcacttta ccattgtaaa ggttccaaag ttcaggacgt tggtttttag 
gatcccaacg
    71401 atgtttacta tcacggaatg aatacacacg ctctttcgca cgtgattttt 
cttcgtcacg
    71461 gcgcgcccca ccaaaagcag catcgaactg atatttatcc aaagcctgtt 
ttaaagcttg
    71521 ggttttcata atatccgtat atttcgaact gccatgatca aatgggttga 
ttcctgcttc
    71581 acggccttct ttattctgat gaacaattaa atcaaaacca tgtgtttttg 
ccatgttatc
    71641 gcgaaacgcg atcatgtctt taaacttcca gcccgtatct acatgtaata 
aagggaaagg
    71701 aagttttgca ggataaaatg ccttcaatgc aagatggagc atcacagccg 
agtctttacc
    71761 aattgagtaa agcatgactg gattttcaaa ttctgcggct acttcacgga 
taatatgaat
    71821 actctcagct tcaagttgct tgagatgtgt aagtcttgat tcagtcatga 
acacgccctt
    71881 ctctatccat tttgcccata aaatctagaa gcggtattac accaccactt 
agaagaccat
    71941 gtggaggaac gagtgccata acaactccaa tttttcgtga taaatagtcc 
aaccacaagc



    72001 ctttatatgg cttatagcat tagttatgca ttatagtgat ttaaaaccga 
ttccttttgc
    72061 ttgttttttc atattgatat tcaaattcat catatacatg taatatgctg 
attcacttat
    72121 acaactttgt aatcctagct tgtgtagtcg acttaagcaa atcatgttct 
agtctttaga
    72181 tttctttaaa aaccataaaa aaagagaagc ctctgtagcc tctctttctt 
attataaggt
    72241 taactaaaaa ttagaaacca aacattttac gctctagagg aatttccact 
ccaattgatg
    72301 cacccgcatc attaccttct aagtcagaat cacttaccca accattaatt 
tttaatggaa
    72361 gatcaggttt gatgtaatgt gtccaagtta gatcaagcgc tttaatttca 
tcatctttag
    72421 ggaatgcttt attaattgcc aagttagatt ggttaacttt aaccaccata 
gcacgaccgc
    72481 ttaaacggtt catcacgtca aagcggatat caccacccac agaatacatt 
tgtccatcgc
    72541 cacccatcgc atgtcctaat gggaagccat gttgataata accatcttta 
taaacataat
    72601 gattatagga aatacccttc acatcattat tagtgcgggt atcagcccat 
tctgcataaa
    72661 gttgatatgg catattatta tagctagaag aatagtcgac tcctgctaaa 
tacatttttt
    72721 tagaaggaag tagtccagct tcatcttcac caacatattg accataaata 
ccaacaggag
    72781 catttataag agattgtaga tttaaacgag catcaaaacc tgcaatttgg 
ttagaacgat
    72841 cttcatcaga atcatacaca ttgtcattcc ctttaattgc attccacaaa 
gaatcccaac
    72901 tttcagaacg tccttcacca ccccattgta aagtacgaga agcacctagt 
tctaaatagg
    72961 gtaaaggtct tgcagttaaa cgtaagccta ataatttcgc atgaggaaca 
gctttataat
    73021 catctaattg gcctgcaaaa gcttgatatt gccaaggtcc aatccaagat 
aaccattttg
    73081 tctcaaaagc attttgtaca gctctttgtg ccgtcacgcc atacacagga 
cgacttgcat
    73141 cgcctcggat taagctacca tcatgtccag gtccccacca tgttggaatt 
tgacctgcaa
    73201 caagccactg gttccagagt ttaccagcga catatgaacc ctcaacgtta 
acgtcatgcc
    73261 cactatcaat ttgagggtct ttttctgcgt ttacacggat ttttgcatcc 
caattttcac
    73321 caccagcatt aaactctaat gaaccttggt actgcgattt ttggttatca 
ccaaatgctt
    73381 gaggaatatt tttgatatca gtttcagcaa aagcacccac tttaactgta 
tcgttatctg
    73441 cctttaatgc attgagaact gaattaataa ctttttgctg tgctggatga 
gtcactttag
    73501 cttgagagag agctctttga atttcatcac cacttaatgg ccaagtagaa 
gtgctgatgt
    73561 taataacacc ttgttgattc aaccagttta agtcggtacg taaatcatca 
ttattaagca



    73621 ctaaaccttg tgcaaaaaca gccgatgaag cagttgctaa taatgcaatc 
gaaagtgttt
    73681 ttcttaaaaa catgtcagca caattctcaa agttatttat gagcaacaca 
ttaatttttt
    73741 tatcgcaaat ttgcaattgt taaactgtgc aattacattt tttaacggtg 
ttttaagttt
    73801 tctataactt aagtattttt tatatataaa tagttaataa aaaaggcagt 
ataaactgcc
    73861 tttttctgta ttgaagatta aattaacctt ctttacgacg catatgcggg 
aacaaaatca
    73921 catcacgaat acttggtgca tctgcaaaaa gcataaccaa acggtcaata 
ccaatacctt
    73981 cacccgctgt tggaggtaaa ccatattcaa gtgcttcaac aaactctgca 
tcgtaatgca
    74041 ttgcttcatc atcaccagca tctttttcag caacttgcgc ttggaaacgt 
tcagcctgat
    74101 caatcggatc atttaactca ctaaagccgt ttgccaattc acggccacca 
ataaagaact
    74161 caaaacgatc agtaatgtgc ggattatcat cattacggcg agcaagtgga 
gaagtctctg
    74221 ctgggtactc agtaataaaa gtaggctgac gaagtttagt ctcaaccgtt 
tcttcaaata
    74281 cgattgtttg aagcttacct aaaccaaaac caggtttaac ttcttctttt 
aattcctcac
    74341 gaataaattt tgcaaggaat tcacgatcgc ctacattttc aggcgtgaac 
tgcggattat
    74401 tctccaaaat cgcatcaaac atagagattt tcttgaatgg ccctttaaag 
ctaaacactt
    74461 cgccttggta aggcacatca gtcgtaccta aaatatcaat tgctagcttt 
tcaagcatgt
    74521 tttcagtcaa agccatcaag tctttataat cagcatatgc ctgataaaac 
tcgatcatgg
    74581 taaattcagg gttatgacgt gttgacaccc cttcattacg gaagttacgg 
ttaatttcga
    74641 acacacgctc aaaaccacca acaactaaac gctttaaata aagctccggt 
gcgatacgca
    74701 agaataatgg catatctaaa gcattatgat gcgtttcaaa cggacgtgca 
gatgcgccac
    74761 ccggaatcac atgcatcatt ggcgtttcaa cttccatgaa acgttcattg 
gttaaaaatg
    74821 cgcgaatacc tgcaacgact ttggcacgaa tttcaaaagt cttacgcgtt 
tcttcattaa
    74881 caattaaatc aagataacgc ttacgatatt taacttctgt gtcgttcaaa 
ccatgaaatt
    74941 tatccggcaa tggacgaagc gattttgtaa gaagttcaaa accttcaagg 
tgtacatata
    75001 agtcaccttt gcccgaacgg ccgatataac cttcagcagc aataatatcg 
ccaaggtcta
    75061 aacctttaat agtttcgagc gtatcttttg gtaaaccctt acggtcaaca 
tataattgga
    75121 tacgaccagt catgtcttga atcaccatga aagaaccacg gtttaacatg 
acacggccag
    75181 caacttttac ataaacatgt tcagcgcttt cgatttgttc tttagactga 
tctttaaatt



    75241 gttcttgtaa atcagcagcg taatgttcac gtttgaatgt atttggccaa 
ggactctttc
    75301 cagtttcctt tgcaacatct tggatttgct ttaatttggc atgacgctgt 
gcaattaaat
    75361 cgttttcgga aatagttggt tcagaagtcg attgagcgtt ttgttgcgtc 
atctctgcct
    75421 cggttaagta aaaatgaagt ggcatagctt aacagattgc tgaggttttt 
cgaacgattt
    75481 caatcaaaca aaaacgaaaa aagtccaagc cgtcaatctg agtggacatt 
gaatgataaa
    75541 aattacttag accaatcgct aagttcattt tttttaggtt tgagtaaaat 
ataaaaaaat
    75601 ccaaataacc tcgatttgaa aaggccctat ttgcctttta ttttatctat 
gagattgtgt
    75661 agtaaataat gaaaattcta tttttacatg gcttggattc ttctcgtgaa 
tcaacaaaat
    75721 ttcatgccat tttacatcct gaaaaatttt gtattgatgt tgattatcgc 
aacctaagtt
    75781 atgcttcagt taaagacttt tatcatcaag cgattgaaac aattaaacct 
gatttgttag
    75841 tcggtcatag cctcggcggt tattgggctt tgaaaactgc tgctcaacat 
aaattagctg
    75901 ttattgttgc caacccaagc cttacaccta attttcgtaa tgattaccct 
catctttgtg
    75961 acgaagatct tgaccactct aaccctaaaa tggcctattt agagttagga 
gacgagcaac
    76021 ttgatatgta tcaagtacag gaaaagctgt caccatatat gacaatagaa 
acttatgatg
    76081 gaggccatca tcgtcttgct tatccttccc gtcttaatga tctcattacc 
aaaattcata
    76141 aaaaatattt tgcttgaatt gaagtatgac acataatttt caattacctt 
attatgtaaa
    76201 aagataacaa atcgaattac agaaacttat ttttcagcca tttgttttac 
agcttcaaag
    76261 ccttgaacga agccactttt taacataccg atgtactcag gtaaggtggc 
taattctact
    76321 tttaccgttg tagtaccccc attttgactt aaaaaatatt tttctagcga 
accactccag
    76381 cctttcacct cttcactttc taagtcttct ttcccgtctt taatcattcc 
taaatgttta
    76441 aaaattagta cttcaggctt tttcatttct tcaatggtcg aaaccattcc 
atttccttct
    76501 ccatctagaa aatatgtttt accaccgact ttccaatctg tgcgcattga 
agaatctgga
    76561 gcaaagaatt tcgtccatgc attataggtc tcactattcc agagtacgtc 
ccatactttt
    76621 tctatagggg cattaatttc tacttcatat attagagttt ccatattcga 
cttccttatt
    76681 ctccgttaat taagtgttcc ataaactttt ctgttttata taaacattaa 
tttatttgtc
    76741 catttattaa ccagattact tttttaagaa ctttatttat ataaatgctt 
tgctcttttt
    76801 gtaacccttc atatcactca tcgcctcctt gcatgaataa acttataaaa 
acatatgatt



    76861 tattatgtgt ttatgttgaa gttttgccta aataaccatt tatttgtctc 
gatatgccat
    76921 tcatctttgc ttatgaatga ttaaactccc ttatatgctt tactttaaat 
gtagaactgc
    76981 gtaaaaattt gatatccgat caaagcgaca ttagttatta ttgagcggat 
cgtagttaca
    77041 ttattaatag atggaatagt tttactgaaa ggcagctttg agcaaactta 
tcagtgcgga
    77101 gagtctcatg aaaaaatatc aatgtatcgt ttgtggatgg atttacgatg 
aagcagaagg
    77161 ttggccacaa gacggcattg cagctggaac aaaatgggaa gatattcctg 
atgactggac
    77221 ttgccctgat tgcggcgttt caaaagctga cttcgaaatg atcgaaatct 
aatgtcttaa
    77281 attaaaaggc catgatttac atggtctttt ttatatatca ccaatcaccg 
ttttaaatta
    77341 aaaattctaa ttctggagaa aaaaatgcat ccaatcgtca ttatcggatc 
aggcatggcg
    77401 ggttatacct tagcacgtga attccgtaag cttaacccag agcaagaact 
tgtgatgatt
    77461 tgtgcggatg atgcggtgaa ctatgcaaaa ccaaccttat ccaacgcttt 
tgcaggaaaa
    77521 aaagctccag aacagattcc attaggtgat gctgcaaaaa tgagtgccca 
actcaatatg
    77581 cgtattgaac cttttacttg ggtgaaagaa attttagctg agcgtcatga 
acttgttcta
    77641 gaaaaagacg gcgttatttc tcagcaaccc tattcaaaat taattttagc 
tgtcggtgct
    77701 aacccgattc gccttgctat tgctggtgat ggtagtgatg acatccatgt 
ggtgaactca
    77761 ctcattgact atcgttcttt ccgagaaaat ctagctcagc gcaaagataa 
acgtgttgtg
    77821 attttgggtg caggtttaat tggttgtgaa tttgccaatg acttacttca 
tagcgaatat
    77881 gatgtaacag taattgattt agcgcctcaa ccattaggcc gtttattacc 
ttcacacatt
    77941 gcttcagcat tccagcagaa tcttgaagaa gcgggtgtta aatttgcatt 
aggcacaacc
    78001 gttgaaaaag tcagtaaaat caataacggt gaagattacg cggttacatt 
ggcaaatggt
    78061 cagactttgg ttgctgatat tgtgctttca gcgattggct tacaaccgaa 
tatttctctg
    78121 gctcaaagcg caaatattca aaccagccgt ggtgtgatta ccaatagttt 
acttgaaacc
    78181 aatcaagcag atatttatgc gattggtgac tgtgcggaag ttaacggtac 
cctgcttcca
    78241 tatgtaatgc caattatgca acaagcccgt gctctagcaa aaacattaag 
tggtcaacaa
    78301 acaaatgtac attaccctgc tatgccagtt gcggtaaaaa ctccggctgc 
accgcttaca
    78361 gttttaccgg caccggttga tgtagatgta aattgggaaa ctgaagaatt 
cgacgatggt
    78421 atgcttgcca aagcaattga caatgaagga acattgcgtg gtttcgtatt 
gttaggtgca



    78481 acagcaggca agcaacgttt aactttaact aagcttgttc cagatcttat 
tcctgcccaa
    78541 gcataaggtt taaattggga atgctcatga tcttgagtat tccctcaagg 
aatgaataac
    78601 atgaatagcg ccttacaatt tagtatttca ccgtacactc catttatgca 
ggaaaccaaa
    78661 gtcaatttag gcaatggtat cgagctacat gtagaagtag gtggaaaacc 
agaacatccg
    78721 actattttgc tgattatggg tttaggtgcc caaatgctat tttggccgga 
ctttttctgc
    78781 aaatcactca ttgatcaagg ttttcgtgtt attcgttttg ataaccgtga 
tattggcctt
    78841 tcttcaaaag tccgccatca aggtaaacgt ttaaatacca tgaaattgat 
gggacgtttt
    78901 gctttaggac taagaaatca gggggcgcct tatacgctct atgatatggc 
agatgacgtt
    78961 tctatgcttc tcgaccgttt aggagtaagc aaagcacatg tgattggtgc 
ctcaatgggt
    79021 ggcatgattg cccagattct cgctgcaaaa tatccggaaa aagtagaaaa 
attaggtttg
    79081 atgtttacca gtaataatca accgtttcta ccacccccat tccctaagca 
acttttaagc
    79141 ttgattggca agccagaatc acgtgatgaa gaaggaattg tgaatcacag 
tttaaaatta
    79201 ttccaattga ttggttctcc tggttatatt aaccatattg aagccgttca 
aactgcaaga
    79261 aaactttatc aacgtagcta ctatcctgcc ggtgtacttc aacagttttt 
agcaatatta
    79321 tgtacaggtt ccttactgca actggaccgt gaaattaagc aacccacttt 
agtcttgcat
    79381 ggctctcgtg accgcttact tccaccgagt cacggtaagg ccgtagcaaa 
agcaatttcc
    79441 ggtgctaagt ttgaattaat tgatggaatg gggcatgata tccctgccca 
ttttattcca
    79501 cagcttagcg gtttatttgc gcatcatttt aaatcatcat actaggacac 
tatggctgca
    79561 ttaccctcac taagacagct atcatattta gttacgttgt cggaaacttt 
gcattttact
    79621 gaagcagcac gtcgctcttt tgttacccaa tcgactttat cgggcggcat 
tatggagcta
    79681 gaaaggctac taggtggcgt tctggttgag cgtgaccgtc agaatgtgcg 
tttaacgcca
    79741 ttaggtgagc aagttgttgc tcgagcccgt gtattgctag cagatgctca 
ggatttaatg
    79801 cgtttaagcc gtgaaatgag tgaaccatta acaggtgatc ttcatttggg 
tgttattcca
    79861 acaattgcac cttttatcct gacacggtta cttgatgaag tgcatcaaca 
attaccgaag
    79921 attcagttgc atttacatga agctcaaagt gagaagattg tagagcgcct 
agaacatggt
    79981 aatttggaca tgattgtcct tgccctacct tttgacacaa gaagtttaaa 
agtagctgaa
    80041 atttcaaaag aaaatttata tcttgtttgt agtaaacaag atacaaatgc 
acttcaagca



    80101 aactcacttg atgaccttga cttatcacgt cttattttgc ttgaagaagg 
ccactgttta
    80161 cgtgatcacg tattaagtgc ctgtccaatt ggtgaacgta aaaacgataa 
ccgcttaaaa
    80221 gcaagttctc taccaacatt ggttgagatg gtttcttccg atttaggctt 
taccctttta
    80281 ccagaaattg caattgaaaa tagtatgatc aaatttaatg atcagattac 
tgcaaaacca
    80341 attgaagacg cacctagccg tactttagca cttgttactc gtaaaagtac 
gccgttgcaa
    80401 agtgagtttg atgttcttct gcaaatcatg cagaaaatta ccacaaactt 
acatgaataa
    80461 aaaaaaggag tctttggact cctttttatt ttactgtgct gttagggaag 
cccatttaaa
    80521 tacccaagcc gatctcaaat ccaagctatc atctgcaatt attttttctc 
gaataatttg
    80581 tgcaattgcg tagtcattgg cagggtcgac catgacccgt attccttttg 
tggttgggct
    80641 ggtaacaact ttataccctt tagcctgtaa ttgggactga atcatatttg 
ctttattttg
    80701 attaggtgcc aaagcaactt gcaccatcca ttttttttca ccgttttcta 
aaatttcttt
    80761 cgcgaccgct gcatcaagtt gctttttctt ctcaatattt ttcttttctt 
caattttttt
    80821 taactgatta tcgtcaattt tcttttgtgc taacaattcc tcttgagtaa 
gttttctttt
    80881 ctggatcacg attgtcttat tttgtatttc attcttctta tttttctctc 
tagaaggatg
    80941 tataaaataa ggatatatca tttgatcatc aaatttctga aatacaataa 
tatctccata
    81001 gcacttctga tccgcataag cagtcactgg cattaacccc aaaaatattc 
taataaataa
    81061 acttttaata aagccttgca tattattcac ttaccaaagt taagtatatt 
taatgcggcg
    81121 tattaaagta gatttcttgt gatttgtata tttttaaaat tcaatgtttt 
atgtaaagaa
    81181 tcacatattt ttcaaacata ttgccttaat tcaaattatt gccgtttatc 
ctacaaccat
    81241 ttagaaaaat taattaaatt attatgaaat tcagttaatt aaaaagccga 
catgatgtcg
    81301 gcttttttaa aaataatttt ttatttaaaa gtttctaata attctctttg 
agcattatgc
    81361 aatttttcgc ctgcggcagg ctgggcacgt acccatgtac catcgccctg 
taataaccaa
    81421 gcttgctgat tatcttgtaa ataattaagg agtccttgct gataaatacg 
ttttttcaaa
    81481 gcaggatctt caattgggaa gcatgcttca acacgattaa ataagttacg 
atccatccag
    81541 tccgcacttg aacagtaaat acgagcatcg ccattattac taaagtaata 
aactcgagta
    81601 tgttcaagga aacggcctac aattgaacgt acccgaatgt tttccgataa 
atttggtaat
    81661 cccggacgta aacagcaaat cgaacgaata atgagatcta cctgcacccc 
tgcttgagaa



    81721 gcttcatata atttattaat aagctgaact tcagttaaag cattcacttt 
gacaataatt
    81781 tgggctttac gaccagcctt tgcattggca atttcttcat caataaagtt 
aatgagctga
    81841 gcatgcagag taaaaggtgc atggagtaac tttttcagtt ttgccatttt 
acccataccc
    81901 gtaagctctt ggaaaatacg gtgtacgtct tcacacaagt ctttatcggt 
ggtcattaga
    81961 ccgtaatccg tataaatgcg agcattcata gcatggtagt tacccgttcc 
taaatggaca
    82021 taacgcacca gtttgttgtt ttcacggcgt accaccataa tcattttggc 
atgggtttta
    82081 taacccacaa taccgtaaac aacgactgcc cctgcttctt gtaaaacatt 
agccacttcg
    82141 atattcgact cttcatcgaa acgggcacgt aattcaatta ccgctgtcac 
ttctttacca
    82201 ttacgcgcag cttctgctaa aacttgaaca atttccgagt ctgcaccact 
acgataaagt
    82261 gtctgtttaa ttgcgagtac ttgcgggtca cgtgctgctt cacggagtaa 
ctgaataaca
    82321 ggtgcaaaag actcaaatgg gtgatgaagt aaaatatcct gcttttgcat 
agccgagaaa
    82381 atactctcgg tctttttaaa cacttttggt acgactggcg tgtgtgaatc 
gtaacgcaaa
    82441 tgaggacgtt taaagttcga aaccagacga gccaagttta caggaccatc 
aactttatat
    82501 aattgttctt cgtttaagtc gaactcttca agtagatatt cataaatatg 
ctgtggacaa
    82561 ttttgggtta cttctaagcg tactgcacga ccaaatcggc gtgaacttaa 
ctcacctttt
    82621 aacgcttttg ccaaatcttc aacgtcttca ttaagtgcca aatcggcatt 
acgagttaca
    82681 cggaattgat agcaaccagt tgcagtcatg cccgggaaca agtctgaaac 
atgttcatga
    82741 ataattgctg acaacatgac gtgatgttct ttaccacccg ttaactcatc 
tggtaatcgt
    82801 acaacacgtg gcaatgaacg tggggctggt acaacagcca aatcaatttg 
tcgcccgaac
    82861 gcatctttac cttctaaagt cacaataaag ttaaggcttt tattgactaa 
acgcgggaat
    82921 ggatgggctg gatctaaact gattggagtt aaaacaggcg caacctgttc 
ctgaaaatat
    82981 ttttttaccc aagctgattg agctggtgtt aattcaccac gacgtaaaaa 
gcagatatct
    83041 tcttcacgta acttaggtaa aatttcttcg tttaaaatac gatattggcg 
ctcaattgca
    83101 gcatgagcag tttcagagat tttttgtaag acttgtcttg gcgttaaacc 
gtccgggctt
    83161 cgactttcat tgcctagagc gaattgctcc ataacacctg ccacacgaat 
ttcaaaaaac
    83221 tcatctaaat tacgcgaaaa aatgagtaag aagttcattc gttccagtaa 
tggatgtaaa
    83281 gggtcgacgg cctgttccaa tacgcgcaaa tgaaagtcaa gaatagacaa 
ttcacgatta



    83341 atataacggt cattataact atattctgtt ggggtcgttg ctgtaatcgc 
tgtattcatg
    83401 tctaacctaa tctctttcca accaaaatct ctgcaaaata gtatgctgca 
aaattatgtc
    83461 aatttgataa aaactaaaaa aataacacat ctttaagaca gtgttattca 
ggaatctggg
    83521 tgctattcat ataacgtaaa ataacgcgtt ttctatattg tagtttacga 
tcattgcgat
    83581 gatcttgata atatttcgga tcaggcaata acgcggctaa aaaagcagct 
tgttcgcgcg
    83641 ttaagctttt ggcacttttg ccgtaataat attgggctgc tgcttcaacg 
ccatacaaat
    83701 ttttgccaaa ttcaacagag ttcatataca cctcaagaat tcgacgtttc 
gaccacatgc
    83761 gctccatcat ccatgtcgct acagtttctt ggcctttacg aataaatgaa 
cgtttattat
    83821 ataagaacaa gttttttgca agttgttgag atacggtaga accaccagca 
acaacctctc
    83881 cttgctcatt gttacgctct agcgcaaaac gaataccatc ccagtcaaaa 
ccatgatgat
    83941 gaataaattt tgcgtcctcc cctgctaaaa ttgcatgttt gaaattgtca 
ctaatatcat
    84001 catagtcaag ccattcatga atgatcggct cagatggatc tgaccaataa 
tcaattcgca
    84061 taaacatggt ggtatcaact tcatgtgtac gccaccaaac caaacttgag 
aaaatccaga
    84121 gttgaataag gagaattgcc ccaataaaaa ttaacaacac gcgaacaata 
aaggctttca
    84181 tgttcgtctt gatctcctgt attcaacttt tttcatgtta cgctgtaaag 
catgttcata
    84241 tataacaaaa gcatagcatg actcaatctc agcctccgca cattaatcgt 
aaactcaatg
    84301 tacaagcttg gtggctgacc gccctactga tctcgattaa tgtaggttta 
ttcatctggc
    84361 aaattatatc tggagtcgac attagtgacc cagctataaa agatgcactt 
cgctggggtg
    84421 cagattttac accacttact ttttctgggc agccagaacg tctatttacc 
agcgtgtttt
    84481 ttcactttgg tattattcac cttatgctca acatgggagc cttatatatt 
ttcggcaatg
    84541 ttgctgaagt tttgtttagc aggtcatatt tcattattct gtatctgctt 
gcaggcgtat
    84601 ttggcagcct tttgagtagt tatatcaata ttcaaaatgg gtatgaatta 
ttacaacatt
    84661 ttgatcagag cctgcttccc catgtaagtg ccggagcatc aggcgccatt 
atgggattag
    84721 gtactgcatt aactgttctt tctttatttc cacctctgcc acatcaagta 
cgtatactca
    84781 ataaaaaagt atatctggta acaatggcga ttaaccttat tttcggtttt 
atcgcaacag
    84841 gtattaataa tgctgcacat gtcggcggta tgattatggg tgccttactc 
gcattcattt
    84901 ggtatttaag ctaccgcact caatttaaaa gcctcctaaa attcttaggg 
ttagtgggag



    84961 gacttttcat gactgtcggc ttctatgttt actgtaatca gcttaactca 
ccattacttc
    85021 cactttggca tgaggtttta attcagaacc cagaaatact cccctaactt 
aaatctggtt
    85081 cagctcacgt aaactttgta gtggcggtaa attacacaga taaccgagtc 
gatatcggcc
    85141 aatcagagcg caaagcaaca tcatggcaag tggtaaaatc aaccatattt 
caatatgcca
    85201 ctgtaaagcc atattcattt tataacttgc aattgcgcta attacctcgg 
caaaacagca
    85261 ggcaacaatg cctgctaaca aacctaaaaa accaatttcc aggctgagca 
tctgcttcat
    85321 tttattttta gagagaccaa atgaacgcaa caaagccact tcccgacggc 
gttcatccat
    85381 taatagattt aaacaagcaa ttaaaacaag tattccagaa aagccaacta 
aagctgcaag
    85441 cacagtcacg attttgacta gaacgttcat taagcgtttt acttcatcta 
aaattcgatc
    85501 aacatcaata aaaaccgtat tggagaattg ctgaatcata tggatcattt 
taggttgatc
    85561 ttgcttaggt acataaaaac tgcccaagta gctaccagca ttttcatcta 
aagttttagg
    85621 tgaaaaaata aagaaaaaat taggactaaa gctttcccac tcaacgctcc 
gaaaatttat
    85681 aactttagct tgcaagctac cttctggcag actaaaagta agcctgtcac 
caatctggat
    85741 tcctagactt tctgctgttt tactctcaac tgaaacttgg cctactgcat 
taaattccgc
    85801 ttgacctttt gtaatgacat tgtcatttgg taaagcactc gactgagtta 
aatttaattc
    85861 gcggcgtaga gcgttatttt gttttatagc ttcttctgaa aaaggaacat 
catttttggc
    85921 aactaatcgc ccacgaatgt ttggatataa cggtgtgctt tgccaaccat 
tttgtttcaa
    85981 ctgttgctca aaagctttta aatcaaatgg tggtaggcca taaacaaact 
ggtttggtgt
    86041 tccctctggt aattgctgtt gccaacgctc taataaatct gttcttaata 
cacttaacac
    86101 ggtaatgagg cttaaaccca aagccagtgc tgtaatttgt aaggcacttt 
gcgatgctga
    86161 acgaatataa aaagacaaac gggttttcat cttttttaaa gcacgaagca 
atagccagac
    86221 aacggtgtaa agtaaaatgc aaagcagaat aatcgctgtt aatacccaaa 
tgctgagcat
    86281 taaattttca cttaaaacta agctaaaaat aacaagactg gtgatgcctg 
caaaaaacat
    86341 aaagaataat gattttcggg attttgcctg ttcccgaata acacggatgg 
gaggagtatt
    86401 taacaactcc caaatgcttg gcaaaatgaa tccaagtagc acaattacac 
tggtaaaaat
    86461 ggcaattggt aagggaccaa gtaaaaaacc aaccacagag aaacttaact 
ctagttgtgg
    86521 aatcagttgt agcatgagct caagcaagcc atagcccatc attattccta 
agagactacc



    86581 gatcgcaatc gaaattgcac tgactacaca aagtaacccg atataggccc 
ataaaatttg
    86641 aaacttactc gcacctaaac aacgtattaa agcaatgtga tcttggtttt 
gctgaacata
    86701 tctttgactc gttaaagcaa tggcgatacc acacaataaa attgttaaaa 
tattggccaa
    86761 ttgcaaaaag gtatctaggt tttctaacgg acgtaataat ctgctatttg 
attcactggc
    86821 atcgcgtaaa cgtaacccta tggtttcttc ctgttcattt gcaggttgat 
gctgttgctt
    86881 aaattgcctt gaaaatgact gaacctgttc aggctgacca gacattaaca 
gtcgataatc
    86941 gattctacta ccagtttgaa ttgcatgagt tttagcaata tctgcttgat 
gaataatgac
    87001 agtaggcgaa aaaccagaaa aaccaagttc ttgatttgaa tctcgcacaa 
tcacgccact
    87061 aaagcgaaat gccgcatctg caatagatac catatcgcct agtttaactt 
taagtaaatc
    87121 ggctgccctt tgactcaacc atacttcacc tggttggata ccacgcgcta 
taggttcaat
    87181 ctcaagcttt cctcttaatg ggaatgcagg ttctattgct tttacattga 
ccatgacaaa
    87241 ctgatcttga gtatgtgcca ttgaactaaa catggtcaca ttagtctgct 
ttaagccaag
    87301 ctgatctgcc cttttttgcc attttgcgtc tataggttca ttattcgaca 
gaaccaaatc
    87361 ggctgctaac atttgcgctg cttgtagact taccgcattt ttaacttggt 
cattactaaa
    87421 cttaagagcg gtggttgcac tgatcgcaag tgaaagcgca ataatgagta 
aatataagcc
    87481 cccggtacgc aagctttgta gcaaaagtgg tttgagaaga ttacgcataa 
tttaaccacc
    87541 ctgtaccgtc tttagtcggc catcatctaa ctcgacatgt cgttggcaaa 
gtgctgccaa
    87601 attacgatca tgtgtgacca aaataagtgt agtaccaagc tcccgattta 
aatcaaaaag
    87661 aagggtttca atttcttggg cggtttgacc atcgaggttt ccggtcggtt 
catcggcaaa
    87721 aataatttgt ggctcggcaa tgagagcccg agcaattgcc acacgttgtt 
gctctccacc
    87781 ggataagacc ttaggcgttt gttcagcttg acggcttaag cctacccgat 
gcaaccaatc
    87841 taaagctttt ttctcagcaa ttttataatc aaaatcttta cgtaaccgaa 
gcggtaacat
    87901 cacattttca agtgcactta actgtggcaa aagctgaaaa gactgaaata 
caaaaccaat
    87961 atgctgcatt cgaatttgag cgcgctgctc ttctgttaac ttatgaaccg 
cctgaccaca
    88021 taaccacacc tcaccttcaa agggttggtc taaagtcgct aaaataccca 
gtaaagttga
    88081 ttttcctgaa ccagaacgtc ctgtaattgc tacctgctcc ccttcataaa 
tatctaaatc
    88141 aatatttttt aaaatcgtaa attgattttg gttaatctga atagtttgtg 
taacttgatg



    88201 ggcagcaatg ataggttgtg gcatgatgtg aacagtccta tatattgagt 
attcgggtcg
    88261 aaacacaaat gtataaatct tatttgtttg gttctaaaag tctcttgctc 
atctcattga
    88321 gcatgttgcc catgttcgtc tcggcaaaaa ctattttaat tttaggagat 
agtattagtg
    88381 ccggttatgg aatagaccct aaacaaggtt gggtacaatt actacaaaaa 
cgtttagacc
    88441 aacagtatcc caaacaacat aaagtggtca atgcaagtgt gagtggggaa 
accactagtg
    88501 gcgctttggc acgattacca aaacttttac aaacgtataa acccgaggta 
gttgttattg
    88561 aattaggcgg gaatgatggc ttacgtggtc aaccaccaca aatgattcaa 
aaaaatctgt
    88621 ctcagctcat tcaattaagc cagaagcaaa aagccaaggt tattcttttt 
ggtatgaaga
    88681 ttccgcccaa ttatggcacg gcttatagca aagcattcga aaatagctac 
aaaactgtaa
    88741 gtcaaaaata tcaggtgaaa ttgctaccct tttttcttga tggcgtcgct 
gggcaaaaac
    88801 aactaatgca aaatgatttg attcatccaa atgcccaagc acaatcaaaa 
ttactgaatt
    88861 tagcttatcc atacataaaa ggtgccctgt aggcaccttt tagttttaaa 
tatttttatt
    88921 atgatcagaa gtcaaagaaa gtaacttcac cagtttctag cgaatattca 
gcaccaacga
    88981 caatcaactc accttttgca atcagattct ctaatacagc cgaaccatga 
cgtaattggt
    89041 ttaccgaagc aaatacgttt gaacgcaccg catgacatga gagttttttc 
aagtcatttt
    89101 ttaaatcagt ctgcattaaa atctcaactg atggacgaac acggttcaca 
atcgacatta
    89161 agttagaaga tggcgggtgc tcagggttca tcaacgtatc aattgtcgct 
tgaatcgcgc
    89221 cgcaatgact gtgtcctaat acaactacaa ccggacagtc ataacgttct 
gccgcgaact
    89281 caacactacc aacttgtgaa ggtgcaacaa cattaccagc aacacggatt 
acgaataagt
    89341 caccaagacc ttgatcgaat accatttctg ctggtacacg agaatctgaa 
cagcccaata
    89401 caattgcaaa tggattttga tcctttgcca tttcagcgcg ttcatgatgt 
gataaggttt
    89461 ttgcaaggga agtatttcca tttacaaatc gttgattacc tgctttcaaa 
cgatctaaaa
    89521 cttcttgcgc agtaggcatt ttatatttcc attgtttttt caaggttaga 
aatcatttta
    89581 atgtgtcaaa atttgaatgt cactgacaaa aaataaatcc tttttcagga 
aaatttttta
    89641 aaactttaat tagttttata aggaagatca ccgcacaatt acctactgtt 
tagtgaaaaa
    89701 atagacatac tttagtttat agattgacta taattttctt gattccaaac 
gtttggcaaa
    89761 tgactcattg gcaaagtttt tcaataattt ttcaaactcg cttaagcatc 
aaggatgaaa



    89821 tctatgacaa ggctgtccgc cccaattaaa gcctctatga aaaaaactgc 
tactgcactg
    89881 actttggctt gtagcttatt gtcagtcatg agcatttctc aagcgcaggc 
agccgataat
    89941 attgatgtca gctttcaaac aatattacag caagaacgta actgggcagg 
actgcaaagc
    90001 aaaagcctaa aggtgggtga tatcacttgg tcatatagtg aaggtggctc 
tagcacaaag
    90061 ccaactttac tactcattca tggcctagcg ggcagtcgag ataactggaa 
ccgagttgcc
    90121 cattatctca cgacaaatta tcacgttatt attcctgact taccgggcag 
tggcgaaact
    90181 atcgtctcgc acgactttga ttattcagtt ccaaacttag ctgaaaaatt 
acgtcgcttt
    90241 gttgaagccg ccaatttaaa aggcccaatt catattgctg ggcactcact 
cggcggatct
    90301 attgccctac tctatgctgg acaatatcca tttgaaacca aaagtctatt 
tttagtcgat
    90361 agcggtggta ttttccgttc tgccaacaca atttatctaa aagatccaac 
ctatctaaaa
    90421 caacttttag tctctaaaaa aggtgatttt aattatttat taaaacaaac 
catgtttaat
    90481 cctccgttta ttccgaaaga gttcctgcaa gctcaagaaa aactgatgat 
taatcaagca
    90541 cctcaaaccc agaaactggt tgatcaattg atcgcactca ataaagtcta 
taccccagat
    90601 tcttttgccg tacttactaa aacgattgac gcccctacac tcattttatg 
gggtaaacag
    90661 gataaaatta ttaatgtaga agtagcaaac gagctaaaac ggcttttaaa 
aaatgcccag
    90721 cctccagtta tcttagaaaa cgtaggtcat atgccaattt tggaagctga 
acagttagtt
    90781 atccaacaat acgtaccgtt tttactgaaa gtagaaacaa accagtcgtc 
aaaaacgaca
    90841 acaccttaaa taaaacttcc gacttgtgag accttatgtc tacccaaccc 
atgattgaaa
    90901 aacttattga agctcatcta gattttttag atgagcaatt tgctcagact 
caggtaatcc
    90961 aacaagagtt tgagcagttt tatcattggt tagggagtcg acaattacaa 
cacctttgga
    91021 cgtttgaaca agttcaacag ctcattcaaa agcagatttt agacacaccc 
gcttcggatt
    91081 ttcttattga acagattgcg gagcatatcc gctttgcact gattcatcct 
gcaaatgaca
    91141 caacaactgt tgaagatgtt attcctgttt taaccattga tcgaattgca 
caatacgtag
    91201 caagtaaaga agagcaccgt aaaaaactca ttaaaacaat tgtgaataac 
cctgcctttt
    91261 ctgcactgtt gactcaattg attcagcaaa caatgcatga ttatttagat 
gaatctatgt
    91321 caaaacgcgt gcccggtgta ggtcgtttta tgaagatggg caaatctgta 
ttagaaacag
    91381 taaccgactc caatcttgac gataccatta accattactt gcaaaagaat 
attttaaaac



    91441 tcagtcaaat gagtgaacgt gttttaaacc aacattttga caatgataag 
ctctaccatt
    91501 ttcaggcaaa tgtttggcat aaagttaaaa cctcgccact ttctgtttta 
aaaaactata
    91561 tagaagttca agatttaaca aaaactgttg gcctaggaca tgaaatctgg 
gaccacattc
    91621 gtcaaactga ttatctaaaa cagcaagtac atgatggtat ctatacttgg 
tatgtacgta
    91681 atcaggaacg taattttgat ttgttgctcc gtgatcttaa tattgacgaa 
aatttagtga
    91741 agcatgaact caccgaattg cttgtacccg tactacaaca attagtcaca 
acaggacatt
    91801 taagacgtcg tgcccgtgtg tacttagaga agttttatta ttctgaaaaa 
gcattagaga
    91861 ttttaaataa taaaggcgct taaagcgcct ttattatttt attgattaaa 
aagaatattt
    91921 taaagatgcg taataagctc gacctggctc attataagtt tggctaatag 
aattgctgtc
    91981 tcttaaaatt tgtttatcaa acagattact cacaccaaca cgcgtactaa 
tttggtctga
    92041 aaacttataa ccaacattaa taccagcggt actataactt tttaccgtac 
ttggcttaag
    92101 cgcagaattc gcacctcctg aacctatacc ggattcaagt ctattctctg 
caaattgacg
    92161 tgatttttga cgaccatatt gagtaaatac aaaatttaca tccaattgat 
cagtaatgtc
    92221 ataatcaaaa attgagttaa ttgtatagat tggaactaaa gataatggat 
tcccagtttg
    92281 cttgtctttc gagtccatca tgtaggtaaa gttattagtc cagcgaatat 
caccgaaatc
    92341 taatcccaaa cttccttcaa aaccttgaat taaggcttta ggcgtatttt 
cccaacgcaa
    92401 aatattccac ttcgtattgg tcacagctcc tgtatttgca tttgtacttg 
agccatcaac
    92461 tgttccaaca acatgagtac ccgcaacaat cttatcttta taatcattac 
ggaaccaagt
    92521 taagctcgca ttcacgatat ctttttggaa ctgaataccg agctctttgt 
ttaccgatgt
    92581 ttcaggtttt aaatcaccat taccttgtaa taaacaacgc gactcaatat 
tagcagggca
    92641 gccattgcca tttgtactta ataaataccc ttcggcattt tgatacatat 
ttggtgcttt
    92701 ataagctttt gctaccccac cttttaaagt gaaataatca ttgagttttt 
gagtaatatt
    92761 taagcttggg ctccaattag aaccagattt actatggtca tcaaaacgta 
aacctaatac
    92821 aacatctgtg ctgtctgtaa ctttcaggtt atcttcaata tatgcagaag 
caatacgtga
    92881 ctccatttta ctacgatcac ctttcgctaa ttgatcgcca taacctgaac 
cactgctgtc
    92941 tttaccttga gttgtcgaga cattatcttt aaatctgtct tcaacccatt 
cggtacctac
    93001 agttaatact tggggtaaat agtattcaaa aggaatatta gcctcgccgt 
taaagcgaag



    93061 agtttctaaa cgcgaagtgg ctttatcatc aagattatta atttttcctt 
ctacacttcc
    93121 cgccaagcct tcaggtagac gtttgttatg ggtcttatca tattgagcaa 
ctaacttact
    93181 cttaccccaa gaccaatcac cttcgtgcgt taatgcatag ctatcacgat 
acatggtatt
    93241 ggtttcttta ccaatcagct gtgaaagaat cgcatccgct tcagcatttg 
catttaactg
    93301 agagtcacca gaataaatat taccttgttt gctagaagaa atatcgagca 
agacagtttg
    93361 ctggtctgtt gcctgccaag ctaaacggcc tgaaatatct ttatttttaa 
caccttcacg
    93421 gccagctgcg gtactaccaa ttgatttatt aatatcaaca tcgtcagctt 
ctgttttatt
    93481 ataattacca tataaacgat aagataaaac gtccttaatt agtggcccac 
ttacgttaaa
    93541 accaacacga tttgatgaac cttctttgga gtcttcaggc tgtgaagtat 
aaaattctac
    93601 tgaaccatga gtttcattag tcactttttt agtaatgatg ttaactacac 
cacccgcagc
    93661 accagaacca tatcgagcag ctgctggtcc gcgtaaaact tcaatcgact 
cgatggcttc
    93721 tgctggtacc cagtttgagt cgcctcgtgt atcacgctct cctttccagc 
cataacggac
    93781 tgaattacga gagttaattg gcttaccatc cactaaaata agcgtgtttt 
cagggcccat
    93841 tccgcgaata tcaatttgtc tattattacc acgctgccca gtagcactat 
tgcctgtcag
    93901 gttgacacct ggcatacgac gtacatagtc agaaatatca ttacgaactg 
gtagtttttc
    93961 taaatcttct ttggtaataa ccgatacacc gagcgattgc ttcacttgct 
cttctgctgt
    94021 tacaaaaatt gtttccaatt tcacaggttc agcaggcttt tctaatgttt 
gttcagcttg
    94081 ttcttgctca ttttgtgcag caaaagccat agacatcata cttgccagta 
ctgaaacaga
    94141 aagcactgac tggataatac gcttcgacat aagtattccc aatatattga 
tttattaaac
    94201 atctctcatt ttcagtttcg cattgtaaca aagataaata aaattacaaa 
tgatattgat
    94261 aataattatc attatttata ttaaataata aaaaaacctc attccgaggc 
ttttttattt
    94321 cacttttcaa ataatttaat tatttgaaat aagcaccttc tgcttgtgta 
tggtctgttt
    94381 ggtcaaccac acgttgtagt tcaggaatgt gttctttcaa agttgtttca 
acaccttgtt
    94441 ttaaagtcac atcaattgct gagcaacctt ggcaaccgcc accaaatttc 
aatacagcag
    94501 taagaccatg ttcagggtca tcttgcactt caactaagct acagttaccg 
ccgtgtcctg
    94561 caagacccgg gttaatttct gcttgaagta cataggtaat acgctcttca 
attgatgcat
    94621 caggccctac gcgcggcact ttagagtttg gagcacggaa agttaactga 
ccaccaaaac



    94681 gatctttgtt gtagtcaata acagcgtcta aaagataagg gatagacggc 
gcatcaatat
    94741 atgcagggaa atcaggatag tcctgtttat aatccgttgg caccacttct 
tctggtgcac
    94801 tatatgccat acagcactct gcacgtggtg tacccggatg ttcaacaaaa 
attcgaacgc
    94861 caattcccgg agtattttgc ttcgccaata attcgtgcaa atactcttgt 
gcagatggtg
    94921 taatcaaaag gttcggaatt tcttctgcaa cagcagtgtt ggtgttctca 
gtcgacataa
    94981 caatattcct caagctgatg cctttatatt aaccgaagat gaggtagatt 
taaaaaaaat
    95041 caactaaatt tgtcggattt atacacaaca gggtttcaag ttgtgttttt 
aatggcatta
    95101 ttgccatcag tattgatcat ttttaaatat ttcttatgtt gcatttgccg 
tttaatcaca
    95161 ccattactct tattattatt acggtcattg tgtctttact tgcttttagc 
aatcaaaatg
    95221 tcatgaaccg tctgatcttc tggccgcctg caatgcaacg tggacaattt 
gatcgattca
    95281 ttactcatgg ttttatccat gcagatggta ctcatttgct ctttaatatg 
attaccctgt
    95341 ttttctttgg tagcatcatc gaaagttttt atcgccaata tttttatgac 
atgggttttg
    95401 tgctgttcta tttaggcgga ttaatttttg cgatcttgcc aagctaccta 
caacataaaa
    95461 atgatgcaaa ctgggcaagt ctaggtgctt caggagccgt atctgctgtt 
ctgtttgcct
    95521 atattttatt tcagccgtgg aagctgattt ttgtattttt catccctgtg 
ccagctatta
    95581 tttttgcagt tctctatgtt gcttatagta tttgggcagg taaacgtggc 
aatacgcata
    95641 ttaatcatag tgcccattta tggggtgcgg cttacggcgt aattgtaacg 
attttgattg
    95701 agccaagagt gattcctcat ttcttagatc aacttactcg cctacctttt 
taaatgcata
    95761 tttttgagaa aagcccaata tgggcttttc tttttttctc atttatttat 
caagataaat
    95821 tctcagatat ttttctgatt ttctttgatc aattccttgt tttgattgca 
aaaaccatct
    95881 gattaaactc aagcacaatt cttttaataa atcagatgat acaatgaagt 
acaaagctct
    95941 tttatctagt ctttccattg ctttatttag cttatcttta gctggatgta 
acgataatga
    96001 ttcacaagaa actgcggtaa gtacaccaaa gcagcctaat attttattca 
ttatggccga
    96061 tgacttaggc tattcagatt taggagcttt tggtggtgaa attcataccc 
cgaacattga
    96121 tagtttagcg caagaaggcc gaattttaac tgactatcac actgcaccta 
catgctcgcc
    96181 tactcgttca caactcattt ctggtactga tcaccacttg gcaggcatag 
gtgctatggc
    96241 agagcttacc cctgatcatt taaaaggaca gcctggctac gaaggctatt 
taaatgaacg



    96301 ctcactatcg attgctcagg tgctcaaaga taatggttat cgaacttata 
ttagcggtaa
    96361 atggcatttg ggattaacac ctgaaaccaa tgcacatgct aaaggttttg 
atcattcatt
    96421 taccttatta caaggtttag accaccactt taaacaagct ccaagtgcgt 
ttaagcgaaa
    96481 ttcaacctat accgaagatg ggcaaattat tcctgtttca gcattgccta 
atgacttttt
    96541 ctcgaccaat tattttaccg acaaattact tagctattta gagtcaggca 
aaaatagtgg
    96601 caaaccattt tttgcctatg cagcctatac agcaccccac tggcctatac 
aagcgccagc
    96661 agaataccgt gaaaaatatc gtggcgttta tgacgttggt tacgatgcta 
tccgtaacgc
    96721 ccgtattgca cgccaaaaac agcttggaat tattccagta aattttgagg 
ctgccgaacc
    96781 aattgcaact caaaatgcac cacaaaaata tgggaaatgg gatgaattaa 
cagctgaaca
    96841 aaaagcgctt gaagctcgca aaatggaaat ctacgcaggc atggtagaaa 
atctcgatgc
    96901 caatgtaggc cgaattattc aatatctcaa acaaaataac ctttatgaca 
acaccttaat
    96961 tttctttgtt tctgacaatg gcgcagaagg ttttgttcgc ggaagctatg 
gcagtgaatc
    97021 aggctttgat aattctgtag caaatgtagg tacccctact tcttatcatt 
acattggtcc
    97081 acgttgggcc gaggtcagtg cagcaccttt ccatttatgg aaagatacag 
ctggtgaagg
    97141 tgcaactacc gctcctgcta ttgtgaaatt accaaatcag aagaaagctg 
aagaaaccaa
    97201 tcatagcttt gcatcggtac tcgacgtttt tccaacatta ttagattatg 
ctcatattcc
    97261 agtacctcaa gggcaatata aaggccgaac cattaatacg ccaagcggtt 
attcttggaa
    97321 gtctgtactt gaaaataaat cacaaacgat acgccctgcc aatttcagtt 
ttgccgatga
    97381 attgcatggt agtaaatatg caaaacaggg tgaatggaaa atcgcacttc 
aaggtcgccc
    97441 tgaattagga acaggttctt gggagctcta taacattgct actgatcgtg 
gagaaaatca
    97501 taatgttgcg cagctttacc ctgcaaaagt tcaagagcta ttagcggttt 
atcaaaaata
    97561 cactgaacaa aatggcgtac aggaatataa cgccaaatga aattgaaact 
ggttttaagt
    97621 actacaatca gcctgttgtt catcacaggc tgtagcaagt ctgaacataa 
cgctgacact
    97681 aaaacgattt taccaaagca tgccattcaa gcggctgctt tgggttccat 
tgaacagtgt
    97741 aagagctata ccggacttcc tacaggctgg cttaaaaata caaccgcagg 
catggtattc
    97801 attccagatg gacattttaa ttttggttct gaaaaagctt atccagatga 
acttaacttt
    97861 ggaaaaaaac aacgggaagt taaaggtttc tggattgatc aaactgaagt 
cactgttgct



    97921 cagttcgcga gttttgtgaa ggcaactggt tatatcaccg atgctgaaaa 
acaaaaacaa
    97981 gctgctgttt tttctccaga cccacatcat cctcagcaat ggtggcaact 
taagacagga
    98041 tatacatgga aaacaccaaa cggcaaaaat ggtgctcttc ctaatcctca 
tgaacctgta
    98101 cgctacgtga ctaagaatga tgctgaacat tatgcagttt ggctaggacg 
tgatttaccc
    98161 acagaacttg aatgggaata tgccgctaaa gcaaactcac caactgatac 
tcctttacat
    98221 caagcaccta ccgatgagca ccagcaccca caagcgaatt actggcaagg 
tgcatttcct
    98281 tttgaaaatc tgaaccaaga tcattttact ggtattgctc ctgtcggatg 
ttttaaacct
    98341 aacggtttta aactattcga tatgattgga aatgtttggg agtggacatc 
atctccttat
    98401 caaggtgcgc atgaccagca catgggtaat tattctgctt taagacaaca 
agaaatgagc
    98461 agtactcaat atgtgattaa aggtggatcg tttttatgtg ctgaaaatta 
ctgctcacgt
    98521 tatcgtaata gtagccgcta tccccaagat tttgatttag ccgctaccca 
tgtgggtttt
    98581 agaacgattt tacgctctcc ttaatttctt cttaatttag ctgctaaaag 
atatttttta
    98641 accaaaaact gatcgaaatg taatcaaaac atttctatag taaaagggag 
aatgataaaa
    98701 aagcgagaac aacatgaaaa ctttacttct ttgtgccgca gcaattttca 
caatgtcatt
    98761 atcagcctgt gcagtacata cacctgaggg tagtattgtg attgatcctg 
actctccgta
    98821 ttacggacac ccaggaggtt tttgcccacc tggacaggcg aaaaaaggac 
gttgttagaa
    98881 gtactctttt aaagtcatta gatagagact tctattaaat gatgaactga 
ataccgaaat
    98941 ggagggttcc agcccaaaat tagatgggat gaaactagaa aattatggtg 
taaaaaatca
    99001 ccatatcccc aagattttta aaagacaatc ttacgttgtc ttctatctag 
tttcacccca
    99061 attctttctt atttcgtttg acttttctga tcatttaata aaaaagtcta 
gtttttactc
    99121 atcgttgtat ctttttattg atacattttg atcattttac cttcaggtca 
aacctgatga
    99181 attcgctcta tacaaaataa ctatttatgt aacgtaagtc tataaaaatg 
ttctaaaaat
    99241 gtgaaaaaaa atgaaggtaa aatgcgatgt aattatcata aaaaatgact 
catcttatat
    99301 tcatcacaaa aatattgaat tttattttgg cagttattgc cacacgtttc 
ttttcgttgg
    99361 catagataat gtatacacct gtatattaac cttatcgtac aagcgagata 
ttttatgtcc
    99421 agccagagtt cagccgaagg tctacaattt ccgattcacg cctcgatcaa 
aaagcaaagc
    99481 acgtctctta caggccaaga gattttgtca gaagctttat ctattgtaga 
taataaaact



    99541 gctcaacaga ttttggctga aaaaaattgg cgaaaaaatt atcctattta 
ctttaaggca
    99601 cttgttaagc acggaattac taacagcaat aatccaatta ccattgcaaa 
acagggattg
    99661 cataaggctc atcatctttt tgattattac cgcgatggta aacactatct 
tttaaaagat
    99721 gctctacaca tccccacttc tacaccttta aatacagtaa aatttaaagg 
cgaaagtgaa
    99781 gctgcaccag aatggtatgt tccatataaa ggccaaaaac tgagcgggca 
aagcttactt
    99841 gaccaaattc aaaaatggga aaatgcaggt attattgaac caagccatgc 
taaggcttta
    99901 cgtgaagctg ctgctcatcc tgaatggttt gatttatctg accgtacgat 
ggtgttattt
    99961 ggtgcagcct cagaagcagg accattacct tggctagcaa aatggaaagc 
gaatattgtt
   100021 gcaatagatt taccaaaccc acgagtttgg gggaaaattc taaatacaat 
ccagcaagga
   100081 aacgcaacgc ttattgcacc aagtattgaa aaaattgact cttcggcaaa 
agcttcagca
   100141 ttgagagata aattgggtgc caatttatta acgcaaatac cagaaattgc 
ccagtggtta
   100201 gttcaatttc ctcaaaaatt agacttggct gctattgctt atttagacgg 
cgaaaaacat
   100261 gtccgtgttt ctatggcaat ggacagtatt atgcaatatg tgagtgaaca 
taaacctgat
   100321 acaagcttaa tgtttatgtg tacgccaacc gatgtttatg cagtacctaa 
agaagttgca
   100381 gaagctgctc aagagaaatt taaatctcgt tcacaactac aaaaaatggc 
tgtgaaaggt
   100441 gtttctacac tctcactcaa acgttttttc caagcacctt atcaagattt 
gattactagc
   100501 gaaaatggca aaacttatgg tattgcagac tgtttggtag ttgaacaagg 
gccaaactac
   100561 gctttggcaa aacgtattca acaatggcgt gcgacacttg cccgtcatca 
aggtcaacgt
   100621 gtaagtatta atattgcacc atctaccaca actcattcgg tcacaaagaa 
tccactcctt
   100681 aaagctgctt ttaatggcgc agaacttttt gatgtagaag catttagtcc 
agaaaccaca
   100741 aatgcgatta tggcggcgtt atggattcat gacttaagaa atgattcttc 
tgtcgcaaac
   100801 cctgaaaccg tactcgacca tcctctagag ttgatgatgg agggtgctaa 
ccatggcggt
   100861 ttatggcgtg tggcttattt ggcacgcaca gctcttcctt ttgctgctat 
ctatggcttt
   100921 gcagccgaga aatttccatt taggaaattt tctaaaaaat aatgaagttg 
aaagcccaat
   100981 tttagaattg ggcttttttg tgcaattaat tgctttggct atgcgttaaa 
tacttctgca
   101041 tttcatcagg tggaaccatt cctcctcctg tcgcccatac cacatgtgtc 
gcatgttgta
   101101 acttttcagc tgacaattga tgcaaggcca aataatcagg agtagtttgc 
acataatatg



   101161 gccccatcat gcctgccgct gccgagggct caacttgaat attctcagtt 
tgatttaaaa
   101221 gcgcaatgag ttcatataaa cattcatcat gaatggtgta gtaaccgtca 
attaactgct
   101281 gcatagcacg tccgacaaaa ccagaagcac ggccaacagc taatccatct 
gcagcagtga
   101341 tgttgtctaa accaatgtca tttactgaaa tctgatcatg caggcctgta 
taaacaccaa
   101401 gtaacataca cggagaatgg gtaggctctg caaatataca atgtacatgc 
tcaccaaaag
   101461 caagttttaa cccaaagctc accccaccag gaccgccccc tactccgcat 
ggcaaatata
   101521 caaataaggg atgatctgca tcgactttaa tttgcttttg ttcaaactgt 
tgttttaaac
   101581 gcaaacctgc aactgcataa cctaaaaata aagtagtcga attctcatca 
tcaataaaaa
   101641 aacaaaatgg gtcctgttcg gctgccttac gtccttcttc tacagcaact 
ccgtaatcac
   101701 tggcatattc caccacattt acaccaagtg aacgtagctt atctttcttc 
cattgccttg
   101761 catcggcaga catgtgtacc gacactctaa acccaagctt cgcgctcata 
ataccgattg
   101821 ataaaccaag gttaccggta gaacctactg caatttgata tttggaaaaa 
aatgttcgaa
   101881 atgagtcttg gtctaattta ctgtaatcat cttctaactt gagaagtccc 
gcctctatgg
   101941 ctaatttttc agcatgtgcc aatacttcat aaataccgcc acgtgccttg 
attgaacccg
   102001 aaataggtaa atggctatct tttttcagcc aaagtttccc tgtaagtgtc 
ttatgctttt
   102061 gtagcgatag agcttgttgc atctccgcaa tttctactag tgctgattca 
atttttccat
   102121 gctgagcttg agtttcagga aagacttttg ccaaataagg tgcgaaacgc 
gctagccttg
   102181 cttctgcttc ttttacatcc tgttctgtaa gacacacttt cgctagtgct 
tcgtttaaag
   102241 gataacggtg agggttaaac caaaatgttt cttgataggc ttgaagtgtt 
tcaataagtg
   102301 gaaattgttg ttttaactga tctatttgaa ccgcattcat aatatatcct 
gatataaaag
   102361 tttaagccca acctataaag ctgttttgat ggcctataac aacttattaa 
tttatagatg
   102421 aatgtacatg aaaaatagtc tcaactttaa aaactaaaca aataaaaaag 
ccactgtgaa
   102481 cagtggcttt aattttttaa atgcttttat acaaactgta agaataacca 
gtacaaacca
   102541 ccagacaaac agatggttgc aggaagtgta aatacccatg cagagagaat 
tgtttttaca
   102601 gtattgaaat tcaggcctga tttattggca accatagtac ctgcaacagc 
actatttaaa
   102661 acgtgtgttg ttgaaaccgg catacctaaa ccatctgctg cagcaattgt 
actcattgca
   102721 acaagttcag cagacatccc ttgaccataa gtcatgtgat gcttaccaat 
acgctcaccg



   102781 acagttacca caatacgttt ccagccaacc atagtaccaa gtccaagcgc 
taatgcgact
   102841 gccactttca cccagtttgg aatgtattgt aagaatgaat ccaagctact 
acgataatct
   102901 ttcacaagct ttttctgtga gtcatccatt tttggtaaag catctgcctt 
atccaaacgc
   102961 ttaaacgtcg ttgtgctcaa atacatgtca ttacggattt cgctaattgc 
agcttctgga
   103021 atatctttta agttgctata gctagaaaca cgctcaccca aatggtcagt 
catgcttgcc
   103081 aatgcaggca caacttcagg cgtttgttgc ttggtttgaa tgtatttagt 
taaaaccgca
   103141 cgcgcttttt cgtcagtcaa ttctggttga ttttggttta acaaaaccgc 
agtttgagaa
   103201 gaaagctgat ggaatgattg aacctgctgt gtatcgaggt ttttatttaa 
tgaataagct
   103261 aatggcacca aaccaaccaa aatcagcatg ataagaccca tacctttttg 
gccatcatta
   103321 gaaccatgtg caaaactcac acctgtacag gtaaagataa gaattgcgcg 
aatgattgct
   103381 ggtggtggct tattcccttc aggtggctgg aataattcta attggcgttt 
gaaaatagtt
   103441 ttaaccaaca agaatacaat tgccgcaaaa gcaaaaccaa ttaaaggaga 
aaataataat
   103501 gccttaccta ctttaatcac ctgatccata tcaacaccac tggtcgttac 
gccagtcgat
   103561 gcactcaaca gatgattcat aatacccaca cctaagattg aaccaatcaa 
ggtatgagag
   103621 ctagaagcag gaattcccaa gaaccaagtg ccaagattcc aaagaattgc 
agcgatcaac
   103681 aatgcaaaaa ccattgcaaa gccagcacca ctgcccatgt tcataataag 
ttcaactgga
   103741 agcaatgcaa taatgccata cgcaacagca ccacttgcga ccattacccc 
aaggaaatta
   103801 caaaaacctg cccacatgac tgcaaccggt gcaggcaaag catttgtata 
aataaccgtt
   103861 gcaactgcat tagcagtgtc atggaaaccg tttacaaatt caaagcctag 
tgcaatcaag
   103921 agtgcagtag ataaaagaat aactgaataa aggcttaaag gtggaacatg 
cgctaaatca
   103981 gcactgacct gaaacccaat ataaataagt gttgcaataa taatcgtcag 
aaacaccggc
   104041 ataaaaaact taggtgtcgg gacatgtaca ttcgtcgatt ttgcttgcag 
gtttgccgca
   104101 agttttgaat ccgaaacagg gggtagatta gaattcatgc agacggtaag 
aggataataa
   104161 aatcctctgt attcttaaat taaattatga caattatatg acaaagaggc 
gcctgatgaa
   104221 gtcaattttt tatattttga cctcatttga tgcacctttc cccgactgtt 
tttatttttt
   104281 tcttaaaata caataattta aaccattaat tatgagctcc ttttgtgctt 
atttttacag
   104341 caaaaaaata aataaaatga cccatgtgtc tatttttcat acaaagcaac 
tgtaatattt



   104401 cggcatattg agcatgaaat atttcaatat catgatcatt tgatgaatat 
ttcatgaaaa
   104461 ttcttttgtt tttgacataa agcgatctct tttttaactt tttagtcagc 
tacacctgac
   104521 cttcgtagat catcatttgt gctgctattc tgttacaata gcgccgcatt 
tttaaattca
   104581 tataaagatc ggggttttct atgtctacgc ttgccaccct aaaagcgctt 
cttgctaaac
   104641 gcattctgat tattgatggt gcaatgggaa ccatgatcca gcgccataaa 
ttggaagaag
   104701 ctgactaccg tggtgagcgt tttgctgatt gggcacatga cttaaaaggt 
aacaatgacc
   104761 ttttggtttt aacacagcct caaatcattc aaggtattca tgaagcctac 
ctcgatgctg
   104821 gtgcagatat tattgaaacc aacagcttta acggcacacg tgtttcaatg 
tctgactatc
   104881 acatggaaga gcttgttcca gagattaacc gtgaagcagc acgtttagcc 
aaagcagctt
   104941 gcgaaaaata ttcgactcca gacaaaccgc gttttgtggc aggtgtactg 
gggccaacat
   105001 ctcgtacatg ttcaatctct ccagatgtga ataaccctgc ttttcgtaac 
attagctttg
   105061 atgaactaaa agaaaattat attgaagcga ctcatgcact aattgaaggt 
ggtgcagaca
   105121 ttatcctgat tgaaaccgta tttgatactt taaactgtaa agcagcgatt 
tttgcagtca
   105181 aagaagtctt taaacaaatt ggtcgcgaat taccaattat gatttcaggg 
accattaccg
   105241 atgcatcagg ccgtacttta acaggtcaga cagcggaagc tttctggaac 
tcggttcgtc
   105301 atggcgattt gctttcaatc ggttttaact gtgcccttgg tgcagatgcc 
atgcgccctc
   105361 acgtaaaaac catttccgat gtagcagata cgtttgtttc agcgcaccca 
aatgcaggct
   105421 taccaaacgc atttggtgaa tatgacgaaa cgccagaaca aacggcagca 
ttcttaaaag
   105481 aatttgcaga aagcggctta atcaatatta ctggtggttg ctgtggtaca 
acaccagacc
   105541 atatccgcgc gattgccaat gcggtaaaag atatagcccc tcgccaagtg 
cctgaaactg
   105601 tacctgcttg tcgtttgagt ggtttagaac catttaatat ttatgatgac 
tcattgttcg
   105661 ttaacgtggg tgaacgtact aacgttaccg gttctaaaaa attcttacgt 
ctcattcgtg
   105721 aagagaactt tgccgaagct ttagaagttg cacagcaaca agtcgaagct 
ggcgcacaga
   105781 ttattgacat taacatggat gaagggatgc tcgattcgca aaatgcgatg 
gtgcatttct
   105841 taaaccttgt agcatccgaa cctgacattt cacgtgtacc gatcatgatt 
gactcatcaa
   105901 aatgggaaat cattgaagcc ggcttaaaat gcgtacaagg taaaccggtt 
gttaactcaa
   105961 tttccttaaa agaaggttat gacgagtttg ttgaaaaggc ccgcctctgc 
cgtcaatatg



   106021 gtgctgcaat tattgtgatg gcctttgacg aagtaggtca ggccgacact 
gctgaacgta
   106081 aacgtgaaat ctgtaagcgc tcttatgaca ttttagtaaa cgaagtaggc 
ttccctgctg
   106141 aagatattat ttttgacccg aacgtatttg cagttgcgac tggtattgaa 
gaacataaca
   106201 actacgcagt cgattttatt gaagcaacgg gctggattaa acagaactta 
ccgcatgcca
   106261 tgatttctgg cggtgtgtct aacgtttcgt tctcattccg tggtaatgag 
ccagttcgtg
   106321 aagccattca ctctgtattc ttgtaccatg ccatcaaaca aggcatgacc 
atgggtattg
   106381 tgaacgcagg tcaaatggct atttatgatg atattcctac cgagctaaaa 
gaagcggttg
   106441 aagatgtcat tttaaatcag aatcaaggtg agtctggtca ggctgcgact 
gaaaaattac
   106501 ttgaagttgc agaaaaatac cgtggacaag gtggtgcaac aaaagaagcc 
gaaaaccttg
   106561 aatggcgtaa tgagtcagtt gaaaaacgtc ttgaatatgc cttggttaaa 
ggtattacga
   106621 cttatattga ccaagacacc gaagaagccc gcttaaaatc aaaacgtcct 
ttagatgtaa
   106681 ttgaagggcc actgatggac ggcatgaatg tggtcggtga cttgttcggt 
tcaggcaaaa
   106741 tgttcttgcc acaagttgta aaatctgccc gagtcatgaa acaagcagta 
gcatggctca
   106801 acccgtacat cgaagctgaa aagaccgaag gacagtctaa aggtaaagtc 
ctaatggcaa
   106861 cggttaaagg tgacgtacac gatattggta aaaatattgt aggcgtagta 
cttggctgta
   106921 atggctatga cattgttgac cttggcgtaa tggtcccttg cgagaaaatc 
ttgcaaactg
   106981 caattgatga aaaatgtgac atcattgggt tatctggtct gatcacccca 
tctttagatg
   107041 agatggtatt tgttgctaaa gaaatgcagc gtaaaggctt taacattcct 
ttattaattg
   107101 gtggcgcaac cacttctaaa gcccacacag cagtaaaaat tgaccctcag 
tatcaaaacg
   107161 atgcggtaat ttatgttgcc gatgcttcac gtgctgttgg tgtagcgaca 
accttgcttt
   107221 cgaaagaaat gcgtggtgca tttattgaag agcatcgtgc tgaatatgcc 
aaaattcgtg
   107281 agcgtttagc caacaaacaa ccaaaagcgg ccaaactgac ttataaagag 
tcggttgaaa
   107341 atggttttaa aattgatgaa agctatgtgc caccaaaacc aaatcttttg 
ggaacacaag
   107401 ttttaaagaa ttatccgctt gctacactcg tggattattt tgactggaca 
ccattcttta
   107461 tttcttggag cttggcaggt aaattcccga aaattttaga agatgaagtg 
gtcggcgaag
   107521 cagcaactga cttgtacaac caagctcaag caatgttaaa agatattatc 
gacaacaacc
   107581 gttttgatgc tcgtgccgta ttcggtatgt tcccagcaca gcgcactgac 
gcagacaccg



   107641 tcagcgtatt tgatgaagcg gggcaaaatg ttacacatac ttttgagcac 
ttacgtcagc
   107701 aatctgacaa agtgacaggc aaaccaaact tgtctttggc agattacatt 
cgtgctgacc
   107761 gcgagcagca agactacttg ggcggattta ctgtatcgat ttttggtgca 
gaagaactgg
   107821 caaatgaata caaagccaaa ggtgatgact actctgcaat tttagtgcag 
tcattagctg
   107881 accgttttgc tgaagctttt gccgaacact tacatgaacg cattcgtaaa 
gagttctggg
   107941 gctataaagc tgacgaacag ctcagcaatg aagaactgat taaagagaaa 
tatgtcggta
   108001 ttcgccctgc accaggttac cctgcttgcc ctgagcactc tgaaaaagca 
gtgttgtttg
   108061 actggttagg ttctaccgat aaaattggta ctaaactcac tgaacacttt 
gcaatgatgc
   108121 caccatcttc ggtaagtggt ttctattatt cacatccaca aagcgaatac 
tttaacgtag
   108181 gtaaaatctc tcaagaccaa cttgaagatt atgcgaaacg taaaggttgg 
acactggatg
   108241 aagcgaagcg ttggttagct ccgaatttag atgactcgat tgtttaggtt 
tttaaataac
   108301 cctgtttaaa aatagggcgt gaaggaattt ccatcacgcc cttttcaatt 
tgaaagttta
   108361 atctttctac ttcaaatgtg acttaatctt ctctttaact gcttctgttg 
aaataccata
   108421 tcgatcatgc aaagtgggta atgcgcctgc atctaaaaat gcatctggca 
aaccaatcat
   108481 gtcaaaacga ggatgttgcc catttcttag aagtagtgag ccgacagctt 
cacctaaacc
   108541 accaatcact gaatgatttt cagcagttaa aacaggtcgc ccacctttag 
cgacttcatc
   108601 caaaatagtt tgttcatcta aaggcttaat ggtaggcaca tgcagcactg 
aaacctcaat
   108661 gccctctttt tcaagctctt cggctgcctc aagcgcacgc atagtcaata 
gaccagtgga
   108721 aataatgagt aaatctttac ccggtttaat cacctgtgcc ttacccaatt 
taaactggta
   108781 gttgtattta tcgagcacta acggaacctg accgcgtaat aaacgcatat 
ataccggacc
   108841 attatgcgcg gcaatctgag gaatcgcctg ttcgatttca aaggcatcac 
atggatcaat
   108901 aaccatcaag ttcggcatag cacggaaaat tgcaatatca tctgtcgcct 
gatgacttgg
   108961 gccataaccc gtggttaatc ccggaagtgc cgccacaatt ttgacattca 
gattatcttc
   109021 cgcaattgcc atacaaataa agtcataggc acggcgtgat gcaaacacgg 
cataggtggt
   109081 cgcaaaagga acaaatcctt cacgagcaag tcctgctgct gcactcatca 
aaagttgttc
   109141 tgccatgccc atttggaaaa acttgtctgg gttttctttg gcaaaaatat 
gtaggtcagt
   109201 atattttgat aaatctgctg acaaacctac gatatcgtca cgctcttttg 
ccaaggcatt



   109261 cagtgcatgt ccaaatggtg ctggtttggt cggttggccc tcggcagcaa 
tagaagcaat
   109321 cattgccgaa gtggttagtt ttttcttagg aggattagct aactggctca 
tggtgtattc
   109381 cttactgtcc gtagtgggtc aaaatattta aagcgtcatc ccattcatgt 
tcatcaacac
   109441 gaatgaagtg tgttttttcg cggctttcca agaacgacac gcctttaccc 
attttggtgt
   109501 cacaaataat gacacgtggg catgctccct catggttgcg tgcttgatcg 
aatgcctcaa
   109561 gcaaagcttc catatcgttg ccatctacgc gctgcgtgta ccaaccaaaa 
gactgccaac
   109621 gatcaataat tggctcaaac gctaaaattt cgctggaatg tccatctgcc 
tgctgattat
   109681 tcacatcaat aatggcaatc aagttatcta gtttccaatg agaagcagac 
attaccgcct
   109741 cccatgttga gccttcattt agctctccat cggacagtaa gttataaaca 
aaagcatccg
   109801 actttttctg tttcagtcct agacatgcac cgactgcaat tccaagacca 
tgccccaatg
   109861 agccacctgt aatttccata cccggtgtgt aagaagccat acccgacatc 
ggtaaacgac
   109921 tgtcatctgc accataggtt tcaagctctt caagcggaat agtttttgct 
tcaattaagg
   109981 ctgcatagag tgcaattgca tagtgcccaa tagaaagata aaaacggtca 
cggccttccc
   110041 actctggatt ttccggttga tatttcatgg catggaaata agatactgcc 
agtagatctg
   110101 ctgcacccaa ggcttgtcca acatagcctt ggccttgtac ttgccccata 
cgtaaagcat
   110161 gttggcgaat gtggtaggca cgttgttgca actcggcaat ttggcctact 
ttatcaacat
   110221 ttaacattgt catttactat tccttcttaa cgattaacca gttttgccgg 
aacacgcaga
   110281 accagactgg caccgaaaat taatactgtt gtgattaaga acatgccgat 
tgcatttgaa
   110341 cctgtgttgg tagtgaccca accgattaaa taaggtgagc aaaatcctgc 
aagattggcg
   110401 aagctattca ctgctgcaat acctgccgcc gcggaaacac cacccaaaaa 
gttggtcggt
   110461 aacatccaga ataaagagga tgccgtcagc acacctgagg ctgcgatgca 
aaggcaaatt
   110521 aaagagagcg ttagatttga agcgaataaa gtcgcaaatg tgagtgctat 
agcacctgca
   110581 cacatcggaa taattaagtg ccagcggcgt tcttggaaat ggtcaccact 
acgccctgcc
   110641 aaaatcatga ccacaatcgc acacatataa ggcaggcttg tgagcaaacc 
aatatgccag
   110701 ttatcactaa tgcccgagtt acgaatgaga gttggcaacc aaaatgtaat 
ggcgtattgg
   110761 cccatcacta cacaaaagta gatacctgcg agtagccata aacgtttatc 
cgcgatgaat
   110821 tctttaacgc ttgcatggcc ttctttatgc tggttatctt gagcaagctc 
ttgcttcacc



   110881 aaattttttt cgtcttgggt taaccagttg gcatcttgaa cagagtcttt 
taaaacagcg
   110941 agtaccaata ggccaacaag tacggtagga atggcttcaa ttacaaacat 
ccactgccag
   111001 ccaaaccagc catgtacacc gctcattcgg tccatgatta agcctgaaag 
tggtccacca
   111061 atcattcctg aaattggaat cgcgataaac caaagtacgg tcatgcgcgc 
gcggcggtaa
   111121 gatgggaacc agtaagtgag gtaaagcaat aatcccggag ccaagccggc 
ttcagcaaca
   111181 ccaagcaaaa aacgtaaggt gtaaaattgc cattcggttt gaacaaaggc 
aaaacagcct
   111241 gacaaaatgc cccatgtaat catgatacgg gcaatccaac gccgtgcacc 
tactttatga
   111301 agcacaatat tacttggtac ttcacagaga aagtaaccaa taaagaaaat 
ccctgcgcct
   111361 aacccatata cagcttcact aaactgtaaa tcgctcatca tttggagctt 
ggcaaaaccc
   111421 acatttaccc gatctaaata ggcacaaaaa taacaaagca ttaaaaatgg 
catgagccga
   111481 aatgcaattt ttcgatacgc cgatttacga accgttgtat ctacttcaga 
tgaaaatact
   111541 gtatccatca tgcgaatccc tttacatttg gccacagtat cctcttgtgg 
ccatcattct
   111601 atttttattt aaatggtgag cgtttaatga ataagcatgc caccatttac 
atcgagtgtt
   111661 acaccagtca aataagctga caggtcactt gccaaaaata gtgctgcatt 
tgcaacgtct
   111721 tgtgctttac ctaaacggcc cagcggaata ccagccagaa tgtcgtgacg 
acggtcatca
   111781 ttcattaaac cgccagtaat atcagtctgg attagacctg gagtaagaga 
atttacacga
   111841 atctggtcac caccaaactc acgagccatc gcttttgcca gacctaacac 
gcctgccttt
   111901 gcagcgctat aatgcggtcc gccaaagata ccgccaccac gttgtgctga 
aactgaagat
   111961 agacagacaa tacttccacc accatttgct ttcatagatg gaataaccgc 
ttgcgacata
   112021 ataagcgttc cgcgtaggct gacatctaaa acacgatcat aatcactgcg 
ttgaatatca
   112081 agtgttttaa ctggctgagt aatgccagca ttgttaatta aaatatcaat 
ctttccgtag
   112141 tgctgtagtg cttgttcaac agctgctttg acctgttctt catttgcaac 
gtttgcagca
   112201 aggcctaaat gtcctccacc aagcgccttt gcagcgtttt ggctttgagc 
aatatctaaa
   112261 tcaacaataa tgactttggc accctgttgt gcaaagattt ctgcggttgc 
tcgcccaatt
   112321 ccacgttctg atgctgcacc cgtaattaat gccacttttc cttgtagtaa 
catgttgaat
   112381 cctcttttac gctttatttc ctgagttctg acttagaatc ccttttttca 
caaagcccag
   112441 caatcatgtc gaattcaaca aggcatgaaa aaaattcatg cctatgctat 
tttcaaataa



   112501 gttttaggga taaaaacgga tcatttcatg gatagtagtg aaaacaattt 
caaccaaatg
   112561 ccctcaatta aaacattaca ggcttttgaa caaaccgccc gtttcggcaa 
tgttgctaag
   112621 gcagcagaga atttaaatct caccccttcg gcagtgagcc atcaaattgc 
taagcttgaa
   112681 gaaatgattg ggcagagttt atttattcgt ggtgcccgtg gtgtgacact 
tactccttca
   112741 ggtgaacgct attttcaaga tgtcaccacc attttgcata atctgatgtt 
agccacagaa
   112801 aaagctgccg ataaaagccc taaagacagt ttatatattc attcatcccc 
aagttttggt
   112861 ttactttggt tactccctcg ccttgaatca tttaaagaaa agttccccat 
gattcaggtt
   112921 aacctatcgt gttcgtatga aaatttgcac tttacccgcg ataagatcga 
tattgatatt
   112981 cgtcatggtt tacccaactg gacaggggta gaaatcagaa ccattcgtaa 
tgaaaagctt
   113041 gaagtgcttg cgtcccctaa gctactggaa cgtagtcctg tgcataaacc 
tcaagattta
   113101 ttaaagaaag atctgatttt atcgcgttca accttagtga cttggcccca 
atggtttgcc
   113161 catcagggtt taagcattcc tgaatttccc tacactttga gttttgaccg 
ctcttatatg
   113221 tcacttgagg cagccacaca cgggctaggt tttgttttag aaagtaattt 
actcactcaa
   113281 aattacttag aatctggaaa gttggttaga gtttttgcag atgagctatc 
gattccaatc
   113341 tctgctcatc acttggtata tccacgaacc caccaattta ttcctaaaat 
tgagctattt
   113401 ttaaactgga ttcaagatga attggcaagc tgagaaatca tttcttaaat 
gatctgaatt
   113461 tgctcaactc gtaagtgatg catcatctct cgaataaata caaagtaggt 
aaaaacataa
   113521 acctgatctg gagctacttg attcgtgtag taactcaaac gctcaataaa 
atgattaaat
   113581 ccatgctcaa gctcagtacg gctgatttgc tttttagcac taaaaaataa 
ctcactgagt
   113641 tgtgccatgg cggtatcagc cgtaacggct acaccattta tattgagatt 
tctgagtggc
   113701 tgcgactcta tgatttcttc aataaaataa atcatctttt caatcgcaag 
ctcatcaata
   113761 acaccatgac cgatactttt tgaaccaaca aaacctaagc cctgctcaag 
gtgaatgtgt
   113821 tggctgtcta catcaaacga gagactattt atatcaagcg aaaattttaa 
aattgaatta
   113881 agatgattca taaaaatagc ttactgctga agtttgctaa taaaattaat 
ttgtttataa
   113941 ccgtaaatgg tatcggctgt tcagtactca gcattaactg atcgattatt 
attaacacta
   114001 tatataataa aaacctcttt aaaaagatga aaaatcaatc ttatattcat 
ccagtcttac
   114061 tattacaaaa tagagtataa gcatgaaaaa attagcaatt ttaggtgtta 
cggtttatag



   114121 ctttgcacaa ctggcaaatg cagcaacgtt aaatgtaaaa tcatatggta 
cgactcaaaa
   114181 tggccaaaaa gttgatctat acaccatgag taataacaat ggagtctcgg 
tatcttttat
   114241 tagttttggt ggtgtaatta cacaaatctt gactcccgat gcccaaggca 
aacaaaataa
   114301 tatcgttttg ggctttgatg acttaaaagg ctatgaagtc actgatacca 
aggaaggtat
   114361 tcattttggc ggattaattg gtcgttatgc gaaccggatt ggcaatgcta 
aatttagctt
   114421 agatggaaaa acgtataacc tcgaaaaaaa taatggtccg aactcattac 
atagcggcaa
   114481 tcctggtttt gataaacgtg tttggcaagt taagcccctc gtttctaaag 
gtgaaaccgt
   114541 taaagcttct cttaagttaa ccagcccaaa tggagatcaa ggttttcccg 
gaaaattaga
   114601 tgtagaagtg atctacagtc tttcagatca aaatgaattc aagattgaat 
ataaagccaa
   114661 aactgatcag cctacagtcg tcaacctcac caaccacagt tatttcaact 
tatcaggtgc
   114721 tgggaacaat ccttatggcg tgctagatca tgtggtacaa ctcaatgcag 
accgtatatt
   114781 ggtaaccgat caaaactctt taccaacagg tgaaattgct tcagttgcag 
gtacgccttt
   114841 tgattttcgg acgcctaaag caatcgtaaa agatattcga gcaaataatc 
agcaattggc
   114901 ctatggatat ggctatgacc aaacttgggt aattaatcaa aagtctcaag 
ggaaactcaa
   114961 tcttgcagct attgtggttg atccaaaatc taaacggacc atgcaagtct 
taaccactga
   115021 accaagcgtc caaatgtata cagccaatca tttattagga aatattgttg 
gcgcaaatgg
   115081 cgtactctat cgacaagcag acgcactagc attagaaaca cagcattttc 
cagacagccc
   115141 gaatcaacca actttcccgt ctacacgttt aaacccaaat caaacttata 
acagtgttac
   115201 cgtatttaag tttggtgttc aaaaatagtc tttctaatga ggatatgttc 
atattaaaaa
   115261 gactctcagc tgaatatggc tgagagtctt ttcatttatt taacttttgt 
gtttggtaaa
   115321 agtgccgttg caaaaccaag taatggcaac aatgaacata aaccaaatac 
ccattcaatg
   115381 ccgttaatat ccgctaaatg ccctagcccc gctgcggcaa taccacttac 
cccaaacata
   115441 agaccaaaca ttaaacctgc aatcattccc acacggcccg gaacagcttc 
ttgtgcataa
   115501 accaccatcg ctgcaaaagc agatgacaac accaaacctg caataattga 
gaaaaccgtt
   115561 gtccaaaaca agtttgcata tggcatcatt aatgcaaacg gcgccatgcc 
aacaaatgaa
   115621 acccagatca cagctttacg gccaatctta tcgccaattg ggccacccgc 
aaatgtacct
   115681 acagccacag ctgccaaaaa ggcaaataag tgtaattgag ctgtttgaat 
actaatatgg



   115741 aacttttgaa ttaaataaaa agtaaaatag ttactaatgc tggcaatgta 
agtaaattta
   115801 gcaaacatta atacactaat tgtgcccaag gcgataatga gcttacggcc 
atgcaatttg
   115861 gtatgtgctt gcgtagcacg tgtaaccacc tgacttttag catggtttac 
tgtccagcgg
   115921 cttacaccaa ataaaaccca aatcgctaaa agtgcaaata tcaccaagcc 
cgcaactgca
   115981 tgctgtccaa atggaacaat taataacgct gctaataatg ggccaatggc 
agtacctgtg
   116041 tttccgccca cttggaaagt cgactgagct gtaccgaagc gcccacccga 
tgccatacgc
   116101 gccacacgtg aagcttctgg atgaaaggtg gcagacccta ccccaatcaa 
tgcagatgca
   116161 cataacaaca cagcaaaact tggtgaaaat gccaacaaga taatgccgca 
gaatgtgacg
   116221 accattccga gtgggagaag atacggtttt ggatgtttat cggtataaag 
tccaatccaa
   116281 ggctgtagca gcgagcctgt aatttgatat acaaacgaaa tcaggccaac 
ctccgcaaaa
   116341 ctcagcgaaa agtttgcttt tagcattgga tagatagctg gtagcactgc 
ctgaattaaa
   116401 tcattcagta aatgcgcaac cgccacggcg cctacaattt taataatcat 
tccttgagac
   116461 tgatcatttg caacggtatt ggcaatacca tctttcaatt gtattgaaga 
cgtcatacct
   116521 gaaaaactcc aatattttta aatgagatgc ttattgtaaa ttgtcgctta 
taaagttatc
   116581 ttccaataat catcgtataa gtgacaattt ttaggataat ttatgtccga 
ttctcttatt
   116641 cagtctgatt tgtctgaact tgtgattgga ctctcttctg aacattctta 
ccgagaaatt
   116701 acgcctaccc acacacatac acgtgcacag tttttatatg cgtccactgg 
caacattcag
   116761 gtgtttacac ctaatcatgt gtggattgtg ccacctatgt gtgcgttatg 
gattccggca
   116821 aatgtagagc acagtgtcat ttcactgagt cacgtgaagt taaatacggc 
gttggttgaa
   116881 gtaaatgcag ccgctctaat ggggcaacat tgttttatta ttcgagtaag 
caacctgttg
   116941 catgagcttt taatacgttt aaatgaaatt gaacgagagg aaactccaaa 
tacagcaacc
   117001 tctcaagagc tttcccgttc tttacaaatt ttgatttttg aagaaataca 
tcgggccaat
   117061 ttgttgccta tccagatacc gtggccgaaa gacaaaagac tcttaaaaat 
ttgccaagag
   117121 ttattacata cgcctgacag ttcaaaagat ttaacagatt gggctgatga 
tattggcgcg
   117181 agctctagaa ctttaatgcg tatgttccag aaagaaacag ggctatctta 
tcgggcatgg
   117241 gtacagcaaa tgcatattgc acttgccttg agtaaaattg cgaatggcga 
atctattgct
   117301 caaatttcag agtcactggg gtataccaac cccagcgcgt tcagtgcgat 
gtttaagcga



   117361 catctaggta aaacacctca gcagtttaga agtgctgcga tgtcgctata 
agtctttttt
   117421 ttagagcgga tctcatgctt ttctaataaa tcatcgaaat catgataaac 
atgaagttct
   117481 cgatctttag ctgttctcgc atgatctagg cgctgttcag gatcaaccaa 
aacaagggta
   117541 tgaccatcat caatgagacg atctacccct tctaagaaca tacgtttacc 
cacatcatgg
   117601 ataagtgaaa tttgggttaa atcaatcacg attgtgcttt ggtcagtggt 
ctcgtcttgt
   117661 aaaatacgca acaacatttc agcttcggta aatttcaata cccctcgaag 
cacatacaca
   117721 ctcaatgatg cgtctttccc agtacggtaa tgactttgta caatggtctg 
tgcagaaggc
   117781 gtaccttcca tgagatgtaa tcccatatca cgagataatc gctctaaaat 
atcgattcct
   117841 cgaacactat gaccgtgctc atctagtcga ggtgaaaaag cagcaatact 
aacttgaccc
   117901 ggcagcacac ccaaaatacc gcctgctaca ccacttttag caggaatacc 
gacagttgaa
   117961 agccagtcac ccgcggcatc atacatacca cagctcatca tgacactgag 
cacttgtctc
   118021 actacagatc ggttcagtaa tcgttttcca gttttagggt caaccccacc 
attggcaagt
   118081 acactgccca tacgtaccaa atctttaact gtaaccatga tcgcacattg 
acgaatgtaa
   118141 ccattcacaa tatcgacagg gtcagtttcc aaaatcccca ccgtgcgcaa 
catataaccg
   118201 atcgaaagat tacggtaggc tgttttgact tccgaatcat aaacagactc 
atcaaaactt
   118261 aattcgcgac ctgcaagctc gctcataaaa cggcgtagaa tttctgcgct 
atgtaaacca
   118321 tgtttaacct gaattaagga atgtgtcgta attgcgccag agttgatcat 
cgggtttttc
   118381 ggacgtccgt ctttacctaa tgaaatttca ttgaaggctt ctcccgaagg 
ctctacccct
   118441 actttcgcaa gtaccgcatc aatgccaagt tgttgtaaaa cataagcata 
cacaaaaggt
   118501 ttagaaattg attgtatggt gaattcaaca tcatcatcgc cgaccgaata 
aatttcacca
   118561 tctaccgtag acattgctag agctaatcga tttggatttg cattggccaa 
ctcaggaata
   118621 taatcggcga gatgaccgct gttatcgatg tcacaggctt ctataacatt 
tgccaaataa
   118681 tctgggagag gggttttcat ggtcagtaac cttaaatgag gagatttaca 
acatcgcgca
   118741 aaatttcagc acaacctgct gataatatta aaattatatc ttttgtaatg 
agttaaaaat
   118801 cacgatataa atattttaat tccgttctct tatttatttc aaggtcatta 
taggtttttc
   118861 aaaactttaa actgaagatt agcttattct ttctacaaac aagattccat 
ctaaatgatc
   118921 gacctcgtgt tgaacaatac gagcaggaaa accgtgaaaa attgtttcaa 
ctgtttcacc



   118981 ctgaagtgtt aagtatttca ccttgaccat ttctgcacgt tcaacttgtc 
cacgctcatc
   119041 cggtacactt aagcagcctt cttcacccaa acacatttca ctcgaaaatt 
ctaaaatttc
   119101 tggatttacc atgaccacag cattcatttc aggcgcatcc ggataacgtg 
gatttggtcg
   119161 agaagccaca ataataacgc gtttagagat ataaacttgc ggtgcagcaa 
tccctactcc
   119221 attgcgctca agcatggttg catgcatagc atcagcaagc tgataaagcc 
aattactgtt
   119281 taactcattt gccgaaacag gagccgcaat tagttttaaa atatcttcac 
cacgcttcgc
   119341 gacaggtaaa accacactca tcctttgaat ctcttattaa actagctatg 
acaagtttta
   119401 ttgtgtcgct gaacgcccca aaagaaaagt cattcctaca tctgtttttg 
ttttatctaa
   119461 agtgtttttt gttttaaagc tttttgatct gcgtaagtcc tatcggcgtt 
accctataga
   119521 acaaatttcc tccatttact tttatttcac ttttccatta atatccaaac 
ttcaattaca
   119581 acaattaagt aaaaaatgga tcaggaatta actttgcagg acgcgaacta 
tcttaataaa
   119641 gaagataaac gaacccttgc cctttcttca ttgggtggag ctttagagtt 
ttacgatttt
   119701 gtgatttatg tgttttacgc caagatcatt tccgacctct ttttcccaag 
tacgcttagt
   119761 ccgttttggg ccatgctcaa tacttacggc atttttgcag caggttattt 
ttttaggccc
   119821 ttaggcgggg ttgtcatggc ccattttggt gatttggtgg ggcgtaaaaa 
actattttcg
   119881 ctttctattt tgctgatggc gctgcctacc ctgtttatcg ggattttgcc 
cacttttgaa
   119941 aatatcggat atttggcacc gctactttta ttactcatgc gtatggtgca 
aggtattgca
   120001 attggggggg aaattccagc cgcgtggaca tttgtgtctg aacatgtacc 
tgaaagaaaa
   120061 atcggactgg caaatggttt actcaccgct gggctgtctt taggaatttt 
actaggcgca
   120121 ctgatgtctc tatggatttc actgaatttt agtgaaggac aaatccatga 
ctgggcgtgg
   120181 cgtattcctt tcattgtggg tggtattttt ggactcgttg cactttattt 
aagaacgtat
   120241 ttgaaagaaa cccctgtgtt taaagccatg caggcccgta aagaaatttc 
taaagaaatg
   120301 cctgtaaaac aagtcttaaa aacgcataaa acagccgttg caattggcat 
gttatttaca
   120361 tggtttttaa cgggatgtgt ggtggtggtg attttagcca tgccaaattt 
gttgattggt
   120421 tcatttggct ttgagcgcgc acagactttt gaaatgcaaa gtgcagccat 
tgtcatgcaa
   120481 atggtgggct gtattttagc aggctatttt gctgaccgtt ttggctgtgg 
caaagtcatg
   120541 atggtcggtg cgcttgccgt ggcacttaca gcggcagttt tttataacag 
tttaggtcat



   120601 gcggcacatt caactatttt tggtttatat atgttgttag gtctatgctc 
aggtactgtc
   120661 ggcatggtgt cgagcagtat ggttaaaatg ttccccgcgc ctgttcgctt 
ctcgggcatt
   120721 tcattttctt ataatttatc gtatgcaatt gttggtggta tgacgctacc 
tttagttcat
   120781 tggctcagcc aatatagtga tattggtgcg atgtattata ttttcgcgct 
aaccattttg
   120841 gcctttgtaa ctgcctttgt gttttggaat aagtttgaaa aaaacaggta 
ttaaaaattt
   120901 tcacttatta aataaaaaac cacgccgatt gcgtggtttt tttaatacta 
cttattttag
   120961 aaagtaaacc caatattaaa gttaatacgg tataaccatt tatcactatt 
tggtgaagtt
   121021 gcagaggtat aacccgttga gttggttgcc ccaccaataa tgttagagtt 
tttaccccac
   121081 gtataatctg cccaaaccat aaatggtgaa gcaataaaca tcatccctgt 
ggtattcatt
   121141 tgcgagtcgg accaatcatc acgtttttta tcaaggtaac tatagtcatt 
ataaaactta
   121201 atggatttta gcttacccat attggtgaca ggcaacgtat aggcaaggtt 
taaactggca
   121261 atcgtacctt ccgaagcaat gaaataagca ggtgtaaggc cgtttgctcc 
catcaaagtc
   121321 atatcactat ttacaccatc tggattttta gcatcgtact gatagtgaat 
gaccgagctt
   121381 tgtaaattaa agcgtttgta gttgttttcg gtgtgcaaac cgactgcata 
atatttgccg
   121441 tctttatcgg taatatcatt atgcaactga gcaattgcac ccgatacacc 
aaactcttgt
   121501 ttaccaaaat cagtttctaa cttgcgaaca atacgggtat tcacctgatt 
gcgtttttca
   121561 ttttgatagg ctttttgaga tggaaatgca tttccagcca agtcatcata 
agttgcactt
   121621 tcaggggaat aacgcaaatt cgtctctaac atttgtgggt aataacccag 
ttttaaatcc
   121681 caatctttgt cgtgataatt ccagttaatc cccggtgcaa tattgttgcc 
ataacctaaa
   121741 aagaatggaa tatggtaagt ccaaccattt tgtggatagg gataaatcgt 
aaaaggctta
   121801 taaaccagac ctgcttcaat gctgttattg gcatccaggt tatagccaac 
atatgctttt
   121861 tcaatagacg ttttctgttg gtcttgaaac atataactgg cattgatgta 
ggcatcatca
   121921 aactttcctt tgagatctac cctgaaaata tcaaaatgga gcttaccaaa 
accacggttt
   121981 ggcccttccc aatcttcata gcgttgattt aaccgaacca ccccacctaa 
ctttaatgag
   122041 tcggtgccat catcactttt ccattcaagc aatgaatctt ttgcaaatgc 
attgacgctt
   122101 acccccagcg taagcggtgc aatgaatgcc atgatcaatg aagtcttttt 
catctctaca
   122161 tccttgattg agttccagca tcctgctgga actttatttg ttttacctgt 
aaaacttcat



   122221 ttttattgtt ttttagacaa aaaaaattat ctaaaaaaag gatggcttag 
cagctcccat
   122281 cgcatatgta ctaaaccatc caaactggtt aatacagttt cttttgcggt 
ggacccgcga
   122341 agtttaatgg tccaatcgag ttcatatcga gctcgatcac ggttggccct 
tcaaaagcga
   122401 cagcctcttg aataaccgtt ttaaactcat ctgcactacc gactttccag 
cttttcacac
   122461 ccattgattc gccaaggagt ttgtagtctg gtgtatgcaa ttcattgaaa 
tactggcggc
   122521 caccaaagta gttattttga atgccacgca ttacgccata accaccgtca 
ttcataatca
   122581 ttaggaccat attagtgttt tcttgcacca tagttgcaat ctcaccaata 
ccaagcatta
   122641 agccgccatc accgactaaa ccaattactt ttttgtcagg gttagcaatc 
gaagcaccga
   122701 ttgctgttgc aaggcctaaa ccaattgcac ccgcaagcga gtggatgttt 
tggtttggcg
   122761 cttgtaccgg gaataaacga ctgccccatg tactacccga catggtgatg 
tcacgtacaa
   122821 aaatgccgtc ttgaggtaaa gctgcacgta agtgatcaca aattaaagcg 
tattggtcga
   122881 tttgtttacg cagtgcatca atcgcagctt gtttagcagc tactacagca 
gcatcgtaat
   122941 cggcatcaac ttttgaagtt ccttgaagct gttctaacac acgtgttaag 
acatctttag
   123001 catcgccaca aatgaagttg cggattttgt aattacgttg ctgagctact 
gggtttgcat
   123061 ctacctgaat aatattttca gggaattcaa ccgaataagt ttttgtttca 
ttactacgta
   123121 aacgagaacc cactaccacc atcaggtcag catcttttaa taattgctca 
acacctgccg
   123181 agttatggaa agcacctaag ctacgtggat ggtcatctgg caacacccca 
cgagcatgag
   123241 tcgatgaaac aactggaata cctaaatctg caattgcttt aacttcggca 
atgctattta
   123301 aagttccacc accaatccag aaaatcgggc gttttgcttt tttgatctcg 
cttacaagaa
   123361 gatcaatttc agcttgctct gcctgtggca actcaagtgc tttcactggc 
ccaagattaa
   123421 gtggcaaatc aatctctgct gcttgtacat caatgggtag ctcaacactt 
accggtccca
   123481 ttggaactgt ggttgctaca cggattgctt cacgtattac accaacagca 
ttgtctggac
   123541 tggtaatacg gaacgccgct ttgctcgatg cacgcaagaa tgtaagttgg 
tctttggttt
   123601 catgaatgaa actcgcatca cggtcgagat attcacgctc aacttgaccc 
gttaaatgca
   123661 atacagggct acccgcattc attgcttcaa tcagtgaacc taccgcatta 
cctgcaccag
   123721 cacccgtact ggttaacgct acacctaggc ctttaaagcg tgagtgtgca 
tctgccatgg
   123781 tgaccgcacc cgcttcacca cgggctgcaa caaaacgcat tttttcacgg 
cgccctaccg



   123841 catcggcaat aggtaaattg tggatggaaa taacaccata aatactatca 
acttggtgcg
   123901 cttctaaaac tcttgcaatt gcttcgccta catttacacg ttcagtcatg 
tctattcctc
   123961 aaaatttgtt ttcagtcctt gaatttatta atcgcaccaa gggttaggct 
gttcattcag
   124021 ccccatataa atactctttt gttgcatgta cgataaaatg cccaaacggc 
ctttttcgcg
   124081 cccgatacca ctgtctttaa agccaccaaa tggcgcacta atcgagaatt 
ttttgtaggt
   124141 attaatccat accgttccaa cttctaacgc acgtgcaata cgccaagctt 
tacggtagct
   124201 ttcagtccag atacctgcgg caagaccaaa acaactgtca ttggcttggg 
caattaaatc
   124261 ttgctcattg tcatatttca taacgactaa aacagggcca aaaatttctt 
cctgacaggt
   124321 ttgagcactg ttatttaagc ccgtaataat cgttggtaag taatagcttc 
ctttggcata
   124381 gtcaccagtc gtaagtgctt caccaccaat cagaacttga ccaccttcgc 
ttttagcaag
   124441 ctgcacatag cggtcgacgg actgcaaatg tttgtcattg accaatggcc 
ctaaatgcac
   124501 acccgcctgt tctggatggc ccacacgtaa gcctttggtg atttcaacca 
aacgcgttaa
   124561 aaactgatcg taaagactgc tatgaataaa caagcgagaa cctgcgatac 
acgcttggcc
   124621 tgccgagcta aaaataccgt acgccacacc tttagccgcc agttcgacat 
ctgcatccgg
   124681 taaaacgatg gttggtgact taccacctaa ctcaagcgaa gtggtaatga 
gtttatctgc
   124741 ggcaatatgt gccaaatgac gacccgtggt tgttccacct gtaaaagaaa 
ttttacgaac
   124801 caatgggtgc tgagcaattg cgtcaccaat gatagaacca cgccccacta 
acacactaag
   124861 taagcctttt ggtaaaccag cctcttcaaa aattttggca agctctaaag 
caatcagtga
   124921 agttgcttct gctggtttta acactacggc atttcctgct gccaaagcag 
gagcaagctt
   124981 ttgaacttca ctcgcaattg gagagttcca aggggtaata gctgctacaa 
cacctacagg
   125041 ttcatgcaca ctcatggtca taaagtctgg agcacgctga gtggtgagct 
catcgtttag
   125101 cgtttcacaa gccgccgcaa cataacgcgc agttgccgcc gcgctcatca 
ctaaaccacg
   125161 agtttcggtt aaaggcttac cattatcgcg ggtttgtagt ttcgctaatt 
catctacacg
   125221 cgcttcaata atgtctgcaa ctttgtagag aatacgtgcg cgctcatgcg 
gcaagctgtt
   125281 tctccagctc ggttgacgcc aagcctgatc tgctttttca attgcctcat 
ttacatcttc
   125341 aagcgttgct gttgaaagct cagcgtttac cgactgatct gccggaaaca 
ggctttgaat
   125401 gactgcacca cggcctaatc gccattcacc cgcaatataa atttcctttg 
ccatgatcaa



   125461 atccttctta aatctgtatt gcttctacac tgttgcgaca agcacgaatc 
acgctaagcg
   125521 cagccaaagt tgatgttttc gggttacttg gcagcggcac acccaccagt 
tcaatggtca
   125581 tttgtccaaa gccaccttct gccacaatgg tgtgtttgtt tttgttgata 
gttggatcaa
   125641 cagttaactc aaccatggtt tcatccattc caagccctgc aagtgcaatc 
gttgctgcaa
   125701 cgttggcatt ggccggaaat ttcatggcag cttcacgggc agttccagta 
aaaaagaccg
   125761 taggttctga aacatggtct aaatcgacca attgctctgc ataactaccc 
ttccagcttt
   125821 ttggactttt acagccttta taagtgacct tttgcaagcc accttcttta 
gcagcagaaa
   125881 taccgtcaat gcctgcgata gcccctgcca gtaaatgcag atgggcatca 
tttttttcgg
   125941 cagtttgctt aagctgaacc aaaaattcac tatcagctaa agtacccacc 
gaaatcagac
   126001 caatggtcca gcctttcgct aaaacttttt gagcatgctc tttcactgct 
gcttgacctg
   126061 ccacctcaat gacatagtct ggtgtaccat cacattgctc aatatctgaa 
atcacttgaa
   126121 tgtcagaaga gacttgtgac tgcacttttt caatgctgcg agatggcact 
acaatccact
   126181 tgagttgcag atcttgaggc aagtgggcat acacttctgc tgccattgcg 
ccaaaaccaa
   126241 tcatcatcaa ctttttcatg acagcacctg atatttataa atgtttgtta 
aaaccacctg
   126301 agacatctat tgccgaacct gtggtgtaag atgccaatgg tgatgccaag 
aaaactaaag
   126361 cacgtgctgg ctcttccgga cggcctaaac gctgcatagg aatgccacga 
ttttttgcaa
   126421 tattgcctgt ccactctttc catgacagat ttaaatctga acgggtttca 
taacggcgtt
   126481 tccactgcgc agattcgacc attccgagta aaatcgagtt cacacgaacg 
ccatattgag
   126541 taaactcatg cgccaacgaa tgggttaaat tcaacagtgc agcgcgtgca 
gatgaagtcg
   126601 caatcatgtg tggttccggt tgcaatgcca gtaacgaatt cacattagta 
attgaggcat
   126661 ttgccgactg ttttaagtcg tcaagaaaag cccgtaccgg atgtaaaaca 
ctgaaatatt
   126721 tcagctcaat ctctttcatc cagtcttcat cttgcgtatt ttcaaaattt 
gaaacacggc
   126781 cttgtccagc attgttaata agcatgtcca cattgcccaa attgagtttg 
acctctttgg
   126841 caaattgctg aacttcttct tttttcaaaa cattacatgc tttggtaaaa 
atattggcat
   126901 gtggaaattt ttctaaaata tagtgcttag aagcatttaa acgttcttca 
tcgcgaccac
   126961 accaagcaac ttttgcaccc tctgcaacta gtatttcaac agcagccagc 
ccaatcccag
   127021 atgagccacc ggtaacaact gcaacttttc cttcaacttg gaagctcata 
atccttaatc



   127081 tctcttacga ttgttcctga atcgtcaaca taatttggtt aaatgcttgc 
ggttggtcga
   127141 cataacttaa atgtcctgca tcttctatga cgaagcgctg ttccaactgc 
aattcctgag
   127201 caagctcttg tatacctaac gcaggagtga tttgatcttg ctgccctgca 
atgactgtgc
   127261 atgggacttt taaatcggtt aaataattac gtatttcgtc atatgccagt 
aagtacgatg
   127321 catgtgtgaa accttgtaag gtcaactgct gcatcacttc tgaaactaaa 
gctaaggctt
   127381 gtggctcttg tctataaatc aaatgaggtc cacgactttg ggccattcct 
ttagcaccga
   127441 gttctttcaa catttttggt cttttttcaa aaacctgaat ttgtgtctgt 
tcatcgtggc
   127501 gttggtagcc ttgcgccaag ttagcgacca ccaagtgttt cactcgctct 
gggtaaagtg
   127561 cagcaaatgc actgccctgt aaggcaccta aggagtgtcc cactacaatt 
gctttttcaa
   127621 tttttaaagc atcgaacaac cctgccaaac gctttgcata gtcggtcgca 
ttcggttgat
   127681 ccgttaaaag ttcagctgat ttgccatagc ccggtgcgtc ccaggcaatg 
acatgaaaat
   127741 gatgagacag cacttcaagt tggtttaccc atgaagcaga accggaacta 
atgccatgca
   127801 acagcacaag gtattcgccc tgaccagctt cccgataggc ttgttgctgg 
ccttgaacat
   127861 tgaccgtttt caccggaaat tctgctaact tttcaatgag tgtcatcatt 
tttaattctt
   127921 tcctttcatt cacttcatca aacaattaac gtttgatttg agacaatgga 
tgctctggtg
   127981 gatagttagg aattgttggt ttacctgttc ccaacatcac gcacatcaag 
gcatcttctt
   128041 gacctgggtt aaataaacca cggtagatac ccggtggaat tgaaatcagg 
tcacgctctt
   128101 ttaagcgggt ctggaatttc tcgccgttat gctcaataaa caaatcaatt 
tcgccgcgga
   128161 gcataaagaa aacttcttca acgtcgtggt gaatgtgcaa aggaccttca 
cactgtggtg
   128221 gtagcaccat agtcgaaaac gtaaagttct ctgcaggtac agtattgctg 
tcatttgcaa
   128281 caccagttgc acccgtaccc atatagcgca tttgagcacg gcgatatttc 
gggtcgtaat
   128341 cggcttggaa cttcaaagcc tcaaagtcat atttacgagt ctcaaagcga 
gcaatacgtg
   128401 tgtttaacca atcttctaaa gaagcgcctt ccggctgttt ccacgattcg 
aattgttgtg
   128461 tagtcatttt ttaaactcct atacagtgaa ttaataacgt tttaaaagag 
gaaccaagaa
   128521 caacgaccca atgacagcga ctgcagccaa gaaggtaatt cccaaattaa 
aactatgtgt
   128581 ttgcatcacg atgtaaccga tcagtacagg tgcaattgca cttgcaaaat 
tgcctaaacc
   128641 gttaaatatt ccacccgctg tcgcacctac atttgaggtg gttactcggg 
caagcagagc



   128701 aaataccgca gctactccaa agccccacgc catagcactt aaagacatag 
cagcaataat
   128761 caataatggc tcagtcataa tgaccatcac atacatgaag atgcccgcga 
gtaataaacc
   128821 gctaaatact tgaattgcgc gtcggcctaa tttgtcagat aaaaacgcac 
caaccacttc
   128881 gccaattaac atggcaatga atggaaagct tgaatacacc ccaaactcct 
tgaggttgaa
   128941 tcctttgtct tgcatgagat aagaaggaac ccaactgttt aggccccaca 
aataagtcat
   129001 taaggcaata ttgaataagc acaccaacca gaacgcgcta ttgctcacaa 
gtactttggt
   129061 gttggcgata tggcctttga agttagtacg tttactttca ccttcaagct 
caacagtttt
   129121 cttgagttgc aagttacgca gaccaaaaac aatgcttaaa attgcaatga 
gtgtgagcgc
   129181 agccatcaca aaaaaagtgg tgtgccagtc gtggtgtgcc agaacggctg 
ccgtaattgg
   129241 gaacccaagg aatgcaccaa tcggtgtacc cagtaagaac atggttgagg 
cacgtgcctg
   129301 ctgacggtct gtataagtct gcttaacaat ggtatatgcc aaagcaaata 
gcggaccttc
   129361 tgccaaaccg agtagaaccc gtaaaatcaa catgcctgag tagctggtgg 
taaagcccat
   129421 gcaaagcatg agtaaacccc aagaagtcac actccagaac agcattttct 
ttgggttaaa
   129481 aatgtcgcct aaaaagctta gaaagactga tgaaaaacca taagcaagta 
aaaaacttgt
   129541 catgagccat ccgagcttgg ctttatcttc agcaattccc atcgagcttt 
gaaaatgtgg
   129601 gtctgaaaat aaaaccgcaa tactgatctt gtcgaaaaat gccagtacta 
cacacaccat
   129661 aaggacaaaa gcaggtaccc aatgctttaa tccacttttt tcttcattac 
tcatgtgtca
   129721 ttccttcgat ttggtaatga gaaccagatt taatgtttac ggttttaact 
tcatgacatt
   129781 aaattcagca tctgctaata attttggatc taaaacggta ttggcttgca 
tccaacgctt
   129841 tgccagcttg attaacttcg agtcattaat ggcaatcata ttcagcaagc 
gattttcatg
   129901 gtccagatat aaatagctca cctgatcttc accactttgg cgaatcacca 
cttctttggt
   129961 tttttcaggt tgatacgtac ctaaaatctg gatattaaag tgatattgat 
cagaccaaag
   130021 ccaaggaata tcggtatatt cagtttcaat tccaagcatt gatttcgcag 
ctgcaatcgc
   130081 ctgattttgt gcatttgccc aagactgaat gcaatagccc aagcccggat 
gaatcgcgac
   130141 atcacctgcg gcataaatgt cttgatccga ggtttgtcca aaacaattca 
ctacaatgcc
   130201 atctttcaca tcgagcccag cgtgcacgcc taactctttc gcaatttcgg 
cacctgcacc
   130261 cactacaaca caatcaaata actggctatg ttgaggatgg ttcaccactt 
caactttttg



   130321 atctggtgct tccactaagt gaaggctctt gctgtctaaa tgaatttttg 
tgccttgagc
   130381 ctcatgcata ttttttaaaa atgcagaaac ttccggactc acacttcttg 
cacataagcg
   130441 gtcgccatat tcaaaaatat gaacatcttt cccttgctta cgtgcagttg 
cagcgatttc
   130501 caaaccaatc cagccaccgc caatcacagc aacatttttt gcattcttta 
aaatttcagc
   130561 cagacgttca cagtcacgca catttcgtaa agtcacaaca ttaggaatga 
actgccatgt
   130621 attaacgggt acacgggcac ggcttcctgt tgcaatcagc aatttgtcat 
agggtaaaac
   130681 ctgtccactt tctaaatgaa cctgcttttg ctcgcgatcg acttttgttg 
caatttccgg
   130741 tttgtgccat tgaatgttga actcttgaac ctgttctggg gagaacagat 
tcaaactttc
   130801 ataacttgct tcttttgaaa gtacttgctt agacagaggt ggacgctcat 
aaaacacctg
   130861 atcttcattt gagaccacat gaatttcacc cacatatcca ttttgacgta 
aggtactaac
   130921 tgcccaacct gcagcctgcc ccgcccctac aattacaatc ttttccatag 
cctttcttcc
   130981 ttgtaaagca atgcctgtta cacaggcttt acctgacggc gggttttgtc 
atcaagacca
   131041 ccttcaatcg cccactcggt gaaaagctct agacgatgtt cttctacacg 
tggctgccat
   131101 tcttcggtca aataatcatc gttggtgtaa tattcaaatg caccacccaa 
tggtgagttg
   131161 acgtaccaga aataagcaga agaaattgga tgacgtcccg gtccaataaa 
ggttgaccac
   131221 tctgaacggt tcatatgtaa accgcctcca atcacctcat gaatatcacg 
aacaacaaat
   131281 gcaacgtgat ttaggcccgc aggtttattt ggaacgctaa gtaagaataa 
atcgtggtga
   131341 taaccttcac cgcggcaacg taagaatgca ccgcgatttt tgtaagcatc 
agataaatga
   131401 aagcctactt tttcaatata gaagttttca gtagttgcta aatccggtgt 
gaaaaacacc
   131461 acatgtccaa tcgcaacagg ttgacctttt tcataaacag gacttgctgc 
attaacacgc
   131521 tgaatattgc cgtattggtt aataccttcc gttttaagtt ctggtacttc 
ttttacaaaa
   131581 ctttgttcaa aacgaatggt catgccattt gggtcaagac actgaactgt 
attttcagta
   131641 cgtttaaaac cgtctacatc ggccaaacga gctgccaagt cttcaaggtc 
ttgaagacta
   131701 tcaacacccc aagtgacttc acgtaaagtt gaaccttgct caatagcagg 
cggcaaacgg
   131761 ttatcatcac aattaaatag ataaatcttg ctgccgtttt gagtctggta 
taaatctgcg
   131821 ccttcaatat ccgaagtact ttggcttaaa ccaaaatctg ccaaaaactt 
gtttgaagcg
   131881 gctctatctt caactccaaa ctttaaaatc tcgatccctg taatcatttg 
actactcctt



   131941 agttaaagac aaaaccgcca ttgaccggaa tattttgacc tgtcacaaaa 
gaggacaaat
   132001 ccgacagtag atacaatgct gttccattta aatcttgtgg aagttgctgg 
cgttgaatcg
   132061 ctcttccgtt gacatataaa tcatgacgtt cctgtggcac atactcggtt 
gcttcaacca
   132121 gtgtcagccc cggagacaat gtgttgacac aaatattgaa ctgccccaac 
tctcttgcca
   132181 ttgaacgcgt catggcaaca attgcacctt tacttgccac ataagccatc 
aagttcggtg
   132241 cgccccaaag tgctgtatcg gaagcaacat taataatttt gccagcagcc 
gattgtttta
   132301 aatgtggaat acacgctttt gtaattaacc atgtgccttt tacattaata 
ttcatgaccc
   132361 gatcccaaag ttcaggatca taatcaatca tattttttcc accgacattg 
gtcgccagtg
   132421 ccgcacagtt cacaagtccg tctagtcctt gtaatacttc cacgcttttt 
gcaaccgcat
   132481 tttcaataga gtctgcattg gcaaggtcaa cggtgacagc atgaacgttt 
agcccttgtt
   132541 gctgtaacgc ttgggcttct tgttgcacca agtcagacaa aatatctgcc 
atcacaactt
   132601 cagcgcctgc ctcagcaatg gcttgagcaa aatctcgacc taaaccacgt 
gcagcaccag
   132661 tcactaaaac ttttttgcct tgcaacaacg ctacattagc catgagcttc 
ttcctgcatc
   132721 tcaatacggt ttgatgcatt tagtgcagca attttcttta attgcttctc 
agcttctttc
   132781 ttcattaaac ggcgtaatcg tgcaagtcca acatcgtgtt gatataagaa 
ttctcgtgca
   132841 cgtgcatttg gcgcaaggtt ttctaaaata atgcggtctt gttccaatac 
atcccaatgc
   132901 aattgttcta aatgattacg atataagaag cgccatacat tacgttgcca 
accactcacc
   132961 ttacggcagc gccagaaaaa tacacgggta ttgttggcat caattggcgt 
tgcgtaaccc
   133021 acaatccaga attcaccacc cggaccaaac tgtttacggt aaggaattga 
aagacgtaac
   133081 caacttgcac cagtcgaacc atattcaacc cagtcaaagt tcacacctgt 
ttgaccttct
   133141 ttttcaaaaa caaaaccatt ttcagttgtg cggtgtttca tctctgcggt 
acgttcgcct
   133201 tctgccattg aatgtgaagt acagtgcaaa tatgtaccgt gcattgggtc 
catgacgtta
   133261 tcaatggcat attgatggtt tactttccag tctgcttggc aaaggaatga 
actccactct
   133321 tcgcttgcca gttgttctgg gaactcaagc ggtgcgggtt gttcatttgc 
atcgatacca
   133381 aaccagatga agattgcacc atgctgttca atgaccggat agctttttaa 
acacttggtt
   133441 ccagtcattg gacattcatg aacggctggc acatcagcaa ccacaccatc 
agcacgaact
   133501 tcaacaccgt gataccagca agcaactcga tcacccaagt tccagccgag 
tgaaagacga



   133561 gcaccgcggt gtgggcagcg atcttcaagc gcatgtacct gaccttcggc 
atcacgccaa
   133621 accacaatgt tttcacctaa acgggtaatc ccaaccggat tagcagcgac 
ttcccaactt
   133681 gctaaaaccg gatgccattg gtcacgtaaa ccaagttcta aatattcttc 
agcgctttgt
   133741 gaagttgata cgattgcgtt cattttattc ttccctgaat caataaccta 
aacgttgcat
   133801 ttcttctgta aagctctcag aagtccattc atcaccagat tcacagcgga 
aaccctgttg
   133861 attaagtgca gaaacaacct catctaattc tgttgcgccc gcagaaaatg 
cctgaatcaa
   133921 gttctttaca aagtcttgtt cgtagagagt cggttcttta taacgtgttt 
gccaaaccaa
   133981 caattcagat tgacctggaa cttgaatatt gttgatacct gcttcggttg 
ccggcgttgc
   134041 atgaatccag cttgccaact tttcattaaa tgtcttcatt gttctgcttc 
cttgtacatg
   134101 tgaggactag agttgaattt gaatatcctg tccttcaaca cgaactgggt 
acgtacatag
   134161 gtttctacac ccgggtccac tttttagctc acctgtctga atgtcaaaaa 
ttgcttcgtg
   134221 caatggacat tcaacagtct gatcttcgat aaatccttcc gttaataagg 
catacgcatg
   134281 agggcaaaca ttttcgatag cgaagtaatt ttcatcgaca aaaaaaacac 
caattttttt
   134341 cccttcaact tcgacggctt tcggctcatc ttcgctaacg tcaccctgct 
gacaaactga
   134401 gatccaactc ataccttgcg tcctcatttt gttttatata caaaacataa 
tttgattttc
   134461 aaaacacaag ctaagcataa tcctcttgat taatttttgt caaagtaaaa 
ataaatatta
   134521 aaatcaatta attaataaat tttaaataat ttgttacgtt tcaagctgga 
aacaatgttt
   134581 taaatataaa aattgtttta tgtaatcttt ataattacaa tagttctaaa 
ataaagcata
   134641 atgccccaat tcgaaccctg ttttatttat aggaaaacga cacgaatgag 
cctagagatt
   134701 gaagaagatt cgcaagaatc agaaacaaca aaaaatgatg atcggtattt 
agtaccaggg
   134761 cttgtgcgtg gtttagccat cttgcaagca tttaatcaac aagcacaaga 
aatgacgatt
   134821 acagaaattg ccgaaatttt ggaagtgaac cgttctagtg catttcggct 
tatctataca
   134881 cttgaagctt gcggttactt aagaaaggct tcacaaaaaa catatgcgct 
tgattcaaaa
   134941 gttatggagc ttggttttaa cagtttatca aagctttcat tacttgattt 
atcaacgcct
   135001 ttaatgaaag aactacgtga ccagaccaaa cttgcagtac acctgaccgt 
tttagaaggt
   135061 acacacattg tttttgtaaa taacgttcaa tctatgggta cgtttaccag 
caatattagt
   135121 ttaggtactc gctggcctgc ccatgctaca gttattggtc aaatgttatt 
gtcagattta



   135181 ccagaggcag aagtacgaca acgctatcgc aattttaatg actgggatag 
ttactcagaa
   135241 cttaccccaa ccagtttaaa agcgttattg caaaaattaa attatgtaaa 
aactcaaaag
   135301 tcgatggtga gctggggaca ttacaaccat gacatggctg cttgtgctgc 
tcctattttc
   135361 aaacaatcaa atggaaaaat ggtggctgtc ctttcagtca gttgtccaat 
taccacttat
   135421 gatgagaaga cctttaaaga agatatcgcc gctctggtca tcgcaacggc 
agataaaatt
   135481 tcaaaattta tctattaaaa aaagcgacgt taagtcgctt ttttttaata 
ctcttatttc
   135541 ttcaattaaa aattacgctt aaaagtttca ccattcatat cctgaaaact 
cagtgttgaa
   135601 tgattttctt taatatcaaa ctttaagtac tgctgtttaa actgtactac 
ggcataaaac
   135661 tcttcagccc catcatctaa acctgtcgca gagacttggg tcccttgtgg 
aaagtccttg
   135721 agccaagcag cgttataaaa atccgctact gaattaaaat ctatatattt 
tgcaggctca
   135781 gccataattt ttgcagcaat ttgatcaaac tgttgttgtt tataagcatc 
taaactcaac
   135841 aacatgctta ttctcccaat taaagctgcc cagcacctaa gttctgcttt 
cttttaacct
   135901 tttcccattg ataccaacca taagctgcca ttaatacaaa ggctgcgtat 
aaggctgaag
   135961 ttaaaaacag atctttatag ataaacatgc cgacataaac aatatcgaca 
aatacccaaa
   136021 ggatccatgt cgcaatatgc tttcggctgg tccagtaagt tgcaagcaaa 
ctaaatgctg
   136081 caagctgtga gtcaagcatt ggcaccgccg catcggtaaa gtttttaagc 
accaaaccaa
   136141 agagcaaacc acctaccgcg gcaataatca tttgaatgat agctgtttga 
actgcaatag
   136201 gctcaattcg aatgtcatga tcttgctgct ttcctttgag ccaatagtaa 
aagccataaa
   136261 aatttacgac cataaaaaag aactgcaaaa tcgtttcgcc ataaagctta 
aattcgtaaa
   136321 acaaataggc atataggaca aaagcaaaga aattaaacag ccagcaccac 
atattacgga
   136381 ttaccgttaa tccaactcca atgaggctaa ttaagaccgc gaaaatttct 
agaggagaca
   136441 taagagaagc tgcttattga gatcaatttg acagcgtatt atgagaaaaa 
tataaagcga
   136501 agcaaactgc taatttaaat aaatcatgga aaataacact gtctaaggat 
ttatcctgtt
   136561 cgcatgaaat tgatttattt caatagtcag acaaaagaaa tactgatcga 
gttgctaaca
   136621 atttctattt gctagttttt aaatgattgt ttaaaagata atgaaagaca 
aataaaagag
   136681 catgaaaata tgtcaaatca agaaggaaaa gtcagccgtg aaactcgcgg 
acatattttt
   136741 ttaattggct tagatcgggc agcaaaacgt aatgcttttg atagtcacat 
gatcaaagac



   136801 ttatcactag cgctcactga atatgaaaat aatgacgcac tgcgctgtgc 
gattgttttt
   136861 gctcacggtg accattttac agctggctta gatttggttg agttacaacc 
taagcttgct
   136921 acaggtgttt ttgactttag tgaaaacgaa attaaccctt ggggtacagt 
tggacgaaaa
   136981 ctgagtaaac ctttgatagt ggcagtgcag ggttattgct ataccgctgg 
tatagaactc
   137041 tttctcaatg ctgatattgc gattgcgagt gaaaataccc aatttgctca 
aatggaagtt
   137101 caacgtggca tcttaccttt tggcggagca actgcacgtt ttactcaagc 
cgcgggttgg
   137161 gccaaagcca tgcgttattt gctcactggt gactctttcg atgccaaagc 
tgcttttgac
   137221 atgaacctta ttacagaaat atgtccagaa ggtacagagc ttaaacgtgc 
catagaactt
   137281 gctgaacata tcgcgcaagc tgcaccactt gctgtaaaag cgactctcgc 
ctctgctcgc
   137341 gaagcagtca atgaaggtta cgaagtagcg tttaatcaac tgcaaaacca 
tcttcagcct
   137401 ttactcacaa cagaagatgt tcaagaaggt gtttttgcca tgctgcaaaa 
aagacctcct
   137461 gtttttaaag gtaaataagt cctactcaag cactgcgctc tacagtttaa 
aacttatgga
   137521 tataccgaaa ttagcgaaaa aaaagcccac atgatgtggg ctttcttcta 
taaatgtact
   137581 ttattcaact ctaatgattt taccaaattc attatggtga acgaccgtaa 
ttttttggct
   137641 acggccctgc tcaatttctt gcacaggcaa atcaaaatag cgcgcatagt 
catctgtctg
   137701 tttcatgtta agttcactac cttctacacg acgttcaggc aatacatgac 
tccagagtag
   137761 caacccgact gcacaagcaa tcagcgctgt aataccatgt tcaataccta 
caccgaatgc
   137821 actgaacaga cgatgtacta aatgagtttt ttgcagctca gccaataccc 
agataaacac
   137881 gaatggacgc cacaacaaca accaagccgc ccacatcatg gctgtgcttg 
ttgtagaagc
   137941 atagcgttta tgccatggca attgacggcg taaatcaata atcaacgaat 
ttgtcttcat
   138001 ttctctttac ctaacgaagt gctgtggttt ttccccagac atcaatacag 
cacgatcttt
   138061 aaaatctcat gactcttgca tttcatccac gaatgccccg atccgggctc 
acccaacgcg
   138121 cacgtttctc atctccacgt cgtaagactt ttggaaatgc cacaatagtt 
gccgagatgg
   138181 tgattagcca aaagaccaat ggataccaga tcatccagaa atagtttttt 
ccgagatgcg
   138241 gttcataacg actatccatc catttgctta aagcaaactg aatgagacag 
gttgccccca
   138301 ataaaatacc gctaccatac ggtaaaaatg gagagctcac aacggctaat 
gcagggaccg
   138361 gtaaaataaa atgtaccaac cacaacaaag ccatcgccag cattaaatat 
gaccagacta



   138421 aagttaagca aagctcaaac attaaaggcc ataaaaaatt caattttggt 
ttagtgaaca
   138481 catcaatatt tttaattaat acctgtgctc cacccattgc ccaacgtaaa 
cgttgtttcc
   138541 acaaaccgtt taaagtttca ggcattaaaa tccaaaccaa ggcattcggt 
tcaaaacgaa
   138601 tgtcccagcc ggcacgttgc aatttccaag taatatcgat gtcttcggtc 
aacatattag
   138661 gtgaccaata gtccacttgg tgaacagcgc tcttacgaaa agccgtaata 
acaccagata
   138721 cggtaaataa acggccaaag gtacgctgag cacgtttaat catgccgaca 
atcgaagaaa
   138781 actcaccaac ctgaatacga cctaataaag ttgaacgggt acggatacgt 
gggttacccg
   138841 tcacggctgc aacagtcgga ttttgaagaa aatgacgaac catccacttt 
gctgcatgcg
   138901 ggtcaagtaa agcatcacca tcaataccaa ttaaaaactc ggcatcggtc 
attaagcttc
   138961 cggcttgcaa ccccatggct ttaccttggt tttgtgcaag atgaacaaca 
cggagttttt
   139021 catgttgttc agctaaccga tccagcactt cacctgtatt atccgaactg 
ccatcattaa
   139081 tcgcaatcac ttcaaaatga ggataatcca gttttaaagc atgagtaatc 
gtttcctctg
   139141 cattatcccc ttcattaaaa caaggaataa gcacagcaac tttaggatag 
ctttctaatg
   139201 gagctggctg atcataaggc ggagctttac gttccttcca atagaaaatg 
atcgcgccaa
   139261 tcatccataa atacgacatg aataatggat aatagaaaac gaattttaag 
gcatgcgacc
   139321 atatagcagc aaagattgtc atgtttcagc ctcgcctatg gcacaagacg 
agatgatttt
   139381 tcagcaaatg ctttatgcat cacgttcacg tccggatgat ctttgattgg 
gtcatctgga
   139441 tagtatgcaa cgtgcattgc accttgctga taaagtgagt gaattgttgc 
tgccatttct
   139501 gttgacggta ccttttcgtt gttgcgccag tttgttgcct gtagctcaaa 
aactgttttc
   139561 ttaatgccgt ttggatattt tttcacacga tcaatcatgt ctttataaaa 
ttgatcggcg
   139621 ttatcgacct gctccatata aggcattgcc ataatagccg taaaatcata 
acgtcttaat
   139681 gactcttcaa gcgattgtga ataccagttt tccgcatatg gttttaaggc 
aacttgcgcg
   139741 tataagttac gagctgtaag caagaacggt tcatattgtc gcacgtcttc 
aacaagttgc
   139801 attgcaaaat catctagata ttttgtctta tatgcagtcc atttttgcaa 
atcttgatcg
   139861 ttttcacgga tttttgccaa atctgttggt aagccttgtt tcgcataagc 
ttttaatgca
   139921 tctgggcttg catcttcata atcagataat gtgacatcgt catggaataa 
aattccattg
   139981 aaagatgctg acttagccaa atcttgataa atctcacgaa tagtttggcg 
tgcctctggt



   140041 gagaacggac ttaaacggat ataccccata tttaagtgtt caccagcttt 
tgcctgctct
   140101 gtcacgacta aatcttttga taccggatca gtttttggta attcccaagc 
caataaaggc
   140161 atccaagcat aaatacggct tacaggcgta cgggtttgaa tttgccatgc 
tacacggtta
   140221 aacaagtccg cacgcattgg gatatgacgg ttcgggaaat ataccatatc 
ggcagaacca
   140281 ttagcatccg gatctgaaaa tgcctgcaaa taaactgtat ttacacccat 
cgcattaatt
   140341 cggtctaaca agtggcctaa atttcgttct tgttgttgcg gatccggatc 
ataaatatag
   140401 tcgagatcaa tatgcatgat tttttgcgga cggttgttat ccgttaagtt 
taattcacgg
   140461 ttcttaatct cttgagccaa atcattagta ctcattccgc cctctaccaa 
aatacggctc
   140521 atattttgta gagattgttt cgcatggtct gcgccatcat caagcgtgat 
ggtaattggc
   140581 ataccaagct ttttagcaat ttggaccgtt tgcatattat agcgaccata 
tggccacacc
   140641 ataatacgtg gtgaacgtat accatgctct ttaagtagct gattattctt 
ttttaaatca
   140701 ttataaatac gagcctgata ttggctgtca ttttcataag ttttagtttt 
tacatcataa
   140761 aaacgtgtcg ttgccgctgg ttcagagttc ccttgtgggt tgcctgtaat 
accgcggtgt
   140821 aaatgatagc tatggcttgc gatttcaaca aaaccgctat cttgcatttc 
tttgagctca
   140881 ccccagctta agattttatc acgtggaatt tcttcacccg aaaaatcgac 
tttctgccct
   140941 gcttttggct ctaaccatga acccactacg gcaagtacta ctgggatttt 
tttagcctta
   141001 ataacaggat acgcattttg gtaaaaagac tgataaccat catctacagt 
taataaaact
   141061 ggcttggttg gaagtgctgc cttgccctga tgagcacgga ttaactggtc 
tacggtaata
   141121 aaatggaagc catttttttg cagccaatcg acatgctcag taaattgttg 
agtggtgacc
   141181 gcatattgag gaattaaggc atttttagta tcggtaattt catgataccc 
aatgaccgta
   141241 agtgttgaag catctatttt aggtgggtta gctaatgcca tacctgacaa 
gcctgctaga
   141301 gccaagccaa gcgtgaggtt caacaaagga gatgcaaagc gggtaatcat 
gaaatagcgt
   141361 ctcaatagca atatagatta tttatgtgaa atttaaactt aagaactaaa 
attcacattt
   141421 atttagtcct taagttcaaa ctgctccaac agaacagttt ttcagttcac 
ctttataatt
   141481 aaataaactg aaaataatct taaatattta aaaagctaaa atataaatat 
cgaatatatt
   141541 tatatttaaa gcttatagat aaagtcgagc tctaaacggt ttgatttcaa 
tcatcgcgag
   141601 tttttacatc aaataattca atttcaaaaa tcaaatttga gtttgccgga 
ataattttac



   141661 ccattttgcg ttcgccataa gccaaatgag caggaaccat aagtttacgt 
tttccgccaa
   141721 ctttcattcc cataatgcct tggtcccaac ctttaatcac acggcctgta 
ccaataacac
   141781 actcgaaata atttccgcgg tcaagggaag agtcgaattt agtgccgtct 
tctaaccaac
   141841 ctgtatagtg agtcgtaatt aaggcacctt taaccgcttc tttaccttcg 
cctactttta
   141901 aatcgataat ttctaattca gtgatcataa tattcccgtt cgtttaattt 
cacagctcag
   141961 acttgatctt tagtctaaca agtgaatttg taaaatttgt tgcgcttttc 
agttttactg
   142021 taattgggtc cacacgacat tcgcttggcc cttgtcactt aacaaagtcc 
attcgttgtc
   142081 cataacattt aactgaagct gcatggtacg ctcacaaagc tgctctaact 
ctgctgtact
   142141 ttcaggcgct agctgccaaa cttggacatt actcaatgtt ttaattttac 
tgtttctctt
   142201 ccaccaatct tcaacttgtg aaccataagc gacaattgcc acagttttac 
aacgagcact
   142261 ggcttttttc actttatctt cagacggtaa accaacttca atccaggttt 
ctaactgtcc
   142321 tgttaagtct ttttgccaaa gtgcaggctc atcggtttca aaaaggtctt 
tggtaaactc
   142381 aaggctatca cttgcgaaac gtgcaaaagc catgacacga accattaatc 
gttctaaagt
   142441 ttcagaagga tgtaaggcaa gcgtcagttg ataatcgcca taaatatggt 
catccatatt
   142501 ggcaatattc agatctgctt tataaattgt tgctttaagc gccatagtta 
atatgtccaa
   142561 aaatttggcg ctaagaatac tcgattttaa ttaaaaaatt atagaaaaaa 
ctcagtaatg
   142621 taaaacctct tatcctctcc atttgcatct tatttcaaaa catctaacca 
ctttcaaagt
   142681 tggcgggctt tttgcttgaa aggggttgta ttcctctctt gatttgatga 
cttatgtggc
   142741 aaaaacttaa acgtagttta ttcctacaag tcctctgcgc tctcttcctc 
ggtattgcag
   142801 taggtcttgc ttttcatgat ttctccctag ctttaaaacc tcttggtgat 
ggttttattt
   142861 ctctcattaa aatgttgatt gccccgattg tattctgtgt agtggtactg 
ggaatctatg
   142921 gtgcaaacga tattaaaaaa atgggcaaag tcggtgcaaa aacgattctt 
tattttgaag
   142981 tggtcacgag tattgcttta attttgggaa ttattgttgc ttatgtcttt 
aaaccgggcg
   143041 tcggtatgaa tatcgatatt actcatttag atgctaaaga tttaagtacc 
tataccgaac
   143101 gtgctcatga catgcataca ggttcggagt ttttactcaa tattattccg 
aaaacattta
   143161 ctgccgcttt tgctaacggc gatattttac aagttttact catcgctatt 
ttatttggcg
   143221 tttccctact gttaattcct aaacatttag cagagttggt ccgtcaagcg 
cttgaagctt



   143281 tttcggaagt cttctttaaa attatgggac tcattattcg cttggcacca 
attggtgtat
   143341 ttggttcagt tgcttatacc actgcaaaat ttggattaga ttcactcctg 
caactcggtt
   143401 atttagtttt actcttttat gcgacttgca ttttatttgt tgtcattatt 
ttgggttcaa
   143461 ttttaaaact caccggactg aatatcttta aatttgtcgg ctattttaaa 
gatgaactcg
   143521 ctattgtttt agggacagcc tcttctgatt ccgttttacc ccaaatcatg 
aaaaagctta
   143581 aaaacttggg aattaaagat tcaacagtcg gtctggtgat tcctaccggt 
tactctttta
   143641 atttagacgg cttttcaatt tatttaacat taggcgtgat ctttattgca 
caggcctgca
   143701 atatcaatct ctccatgcac gacttgctgg ctattttatt ggtttcgctt 
attacatcga
   143761 aaggcgcaca cggcattccg gggtcagcct tagtgattct tgctgcaaca 
ctttccgtaa
   143821 ttccaagttt acctgcaatt ggtttggtac ttttactatc tgtagactgg 
tttatcggaa
   143881 ttatccgtgc ctgcaccaac ttaattggta actgtgtagc gaccgtagtc 
attgcccatt
   143941 gggaaaaaga catcgatcat gcacaagcga aacaagtact taatataaaa 
aattaaatct
   144001 ctcatagaga atattgaagt atttcaatgt tctctattgt tcaattctgc 
aagctaatag
   144061 ttcagtttca aatgccagcc agtcatgttc atgttggcta atcatttcaa 
tgcggttatc
   144121 aatgccctct tcaccagact tatagttaaa ctgctcagga ttaaagttaa 
aggtcttcca
   144181 tccctgatct gtattaaaaa ttcccttaat acgtagccag tcttgctgtg 
cacacaacac
   144241 atcgagcaaa gcataaaact caaatttcca acgcttagga aatttccaac 
ccgcgaccat
   144301 ataaccctgc gccgactcaa cataatgata aggcagttgg tgaatttctt 
ttgcaacttc
   144361 ggcttcagtc atttgctttt gcagcttgag taaaggctgt atagagcgtg 
cagttaaacg
   144421 agcagacaca tcaatttgcg ccagttcaag ttgaccatgt tcagtcttta 
gccattgctg
   144481 ctgataaggt tggtattctt ctttaagctc aacaagtgct tgttcatctt 
caaaagtcat
   144541 ggtatcggca tgagagacca ccacaatctg tgcagctttt aattggtctt 
catataagtt
   144601 ttgcttgacc caattggtgt catgcaaacg actaccatca accacagtca 
ctagtgcacg
   144661 catagctaag ctgttttgcc aatgcggttc agttaactga tcaaataatt 
gcgaaggatg
   144721 cccaagccct gtaggttcaa taaagagtcg gtctggcttt tgttcactta 
acaagcgagc
   144781 caaagcaata tgcattggga gttggctact acaacataaa cagccgccca 
atagttcttt
   144841 gactgcatag ccttgatctt gaggtagaag ttgttgatcg actccgattt 
gcccaaattc



   144901 attcattaag acagcccaca cttcatcttt cggtttctga cttaataaat 
gttgcaataa
   144961 tgtcgttttc cctgctccta aaaaccctga aataatatgg gtaggaacag 
ttttttgggc
   145021 aatcagtttc acaagcggct caaatcaaca aggtttaaaa actaagaaag 
gtatatcact
   145081 gtttaagtag catgaaaata atttttcact ttgaagatat acttttcaat 
tatcaggcta
   145141 aagcaccaaa tatgtgacat gcatctcatc aattatctaa attaacttta 
gaaaaataac
   145201 aattaaacga aatatcctat ttatagacat tcacaattca tgccaaagtg 
ttttgtttac
   145261 gtaactaact tgcttttttt ttactcaata cgaaatattc tttcacattt 
ttagcgctca
   145321 agtagcgctt taattttaca gtagacgcac ataaacggac gttatatttc 
atattgttaa
   145381 gataggcgta atagattgtt aagttaattg atgtaatccc aagctcggct 
tagcatgtgt
   145441 cctagcttaa tcattcagcc ctatatgttc tatgtaggtc agaacgatta 
ggtttgattt
   145501 attttttaat gaatttaagg atgccataaa atgaaattag ctaaaacttt 
actcgctact
   145561 acactagctt taactgctgc ttcaactttc gctgcttcta agcacgacca 
agcacataac
   145621 actgctggtg aagaaaaagt tgttgtttca actcaagagc aagcaaacac 
tgcaaatgct
   145681 gcttctgacg ctgtaggttc tgcttctgaa gctgctcctg caactcgtta 
attatctctg
   145741 cactctcctc caagctcaga gataatttta ctgaaacgaa acaggacgtt 
aaatttcggt
   145801 gaagaaaaag atcgaaccat gctgcggttc gatctttttt tttaagaagt 
tttcttatac
   145861 atgctacaag aagggttatg attctcttgt aggcgcaaca ccttacgatg 
ttcagctgct
   145921 tcaaatcggc aacgtttcca ctcggtatct aaatttaatt taggcacttc 
gcgtggttta
   145981 ccatgctcat caaccgcaac catagtgaaa taacagctat tggtatgacg 
aacggtacgc
   146041 ttttgaatat tttgagcttc cacacggata cccacttcca ttgaagtacg 
tcccacatgg
   146101 ttcacactcg ctaaaaatgt aacgagttca cccacataaa taggttcttt 
aaaatttact
   146161 ttgtctacag acaacgttac gacatagctg cctgaataac gacttgcaca 
agcataggcc
   146221 acttggtcta gcaactttag aattgttcca ccatgaacat tacctgaaaa 
atttgccatg
   146281 tccggtgtca ttaaaactga catggttaat tctgactgat catcagttac 
ggttgtcatt
   146341 tcatctaatg taggcatgac tcaactctgt ctcaaacaag ctcagaaaac 
attatggttg
   146401 ataattcaca aaaaaaacat gcttaaatcc acaacatagc atcgtatttt 
ttaatattgt
   146461 taattctttt tttgaacgaa tattttttaa actattattt ttaattattt 
tttagttttt



   146521 cttaaataaa aagctgagaa gcaaccaaaa ataaactaaa gatgctatgc 
cattttgttc
   146581 cattttaaat gacacagcat cgttttatat gaggttcgct atactttatg 
aatcagtccg
   146641 gtaacgccat taataatcat atcaacagca atcgtaccga ttaataaagc 
agataaacgc
   146701 ccgacaatat cgaaatagcg atcgatatat tttgcatgtt tgtaacgcaa 
atgatcatgt
   146761 gaaaatttca tcaagatcaa aatactgcat gttaaaaaca tggtaaaccc 
gatcacaagt
   146821 gccgcagcac caatcgacat ttcaatacct gtcaccacag ctgcactaat 
ggttcccggc
   146881 ccaatcataa aaggcatggc aatagtgccg gccaaatgtt caggtgcgcc 
gcgcatttca
   146941 ccaatggtat ctgcaccctg aaacacatag cggtaaccaa tcaccaaaaa 
gataagacca
   147001 ccaaaaatct ggaaagcctc aaagcgtaca ttcaggtatt tactaaagat 
tgcttcaccg
   147061 ccccatgcaa acagcataaa gacgatataa gcaatcaaac tcccctgaat 
taaagctttg
   147121 ttaaatacct tggtttctga atggcggatg aggccaatca tataaatgct 
cattaaaaaa
   147181 ggattgagca aagagaaaaa taaagcaaaa gaatgcagat atggtgaaac 
catgcatatt
   147241 ccccttaagc ttgtggatct gggaataatg gacggttccc agggctaata 
cgattaatat
   147301 gcaagaacgt catatgtctt tcatatttat ctaaaatgtc attaataacc 
tgttctttac
   147361 tgtaacccac aaggtcgttg tcttgagaac cttcataaag ataggtttcg 
agacggtaat
   147421 agaactgttt gcctcgtttt acacgctgac taaagttagg cgcactataa 
cggacaggcc
   147481 aaatctgata aacgaagttt tgctcttctt ccaaatgaat agtgatatcg 
aggtgatata
   147541 gcgcctcttc atcttcaagt ggtgtttgct gcacatctac gttcatacct 
tgcttaatga
   147601 gttcatcagc aacagcttga acggcaggtt tgcaaacggt atcgagcatt 
cgtctggttt
   147661 cagtcgttcc cggatgatgc ataacccgag tcaaacgctg tttccaattg 
agaatgtcga
   147721 cattacccac cacaggtgcc gcgttcatac ttcgactggc atgcctatag 
tcttcaagcc
   147781 tgagcgactt ataaagcccc gccatgacaa ggaacatcac gaaactaaac 
ggcagtccca
   147841 taataatggt tgcattctgc aaagcggtaa tcccgttggt catcagcata 
gcgagcgtta
   147901 ataacccaat ggcaattgcc caaaacacgc ttaaccaacg cggcgcatca 
ttatcaatat
   147961 gggtaagctt ggtcgtgaag ttacctaaaa ccaatgcccc cgaatcggca 
gaagtcacat
   148021 agaataaaag gcccgttact gttgcgactg aagcaataaa ggtaaaaccc 
gggtactgcg
   148081 ctaacaggtc ataaaaacca tgtgccggat tagataatac cgttgcagct 
aaagtctggt



   148141 tgccttcaaa aatcacactg tgcaatgcgc tattaccaaa aatggataac 
caggttaagg
   148201 taaataacag aggaataatt aaagtcccgc acacaaactc acgaatagta 
cggcctctag
   148261 aaatacgggc caaaaacaaa cctacaaatg gcgaccaagc aatccaccat 
gcccagaaga
   148321 acaaggtcca actgctcatc caatctttag gttgctcaaa agcaaaactt 
tgtaaggcta
   148381 aggttgggaa gcgagttaaa taatcaccaa tattttgtac cagcgcattg 
agtaaaaact
   148441 cggtattgcc caagaacaaa ataaacagta aaagaccaat cgatacataa 
atattgattt
   148501 cagacaaaat ccgaaggcct ttattcaccc cagatgtcac tgaaataata 
ctaataccga
   148561 ctgcaatagc aatgagtgca aactgcatcc agatattctc tggcagtcct 
aataaaacat
   148621 gtaaaccata gttcagctgt accacgccaa tcccgcaggt ggtcgcaata 
ccaaaaattg
   148681 ttccgatgac ggcggcagta tctacactat ggccaatggc cccattaatc 
ctattcccaa
   148741 aaattgggta aagtgcagaa cgaatggtaa gcggcaagtt atagcgataa 
ctgaaataac
   148801 caagtgccat accaatcaag gcatacatac accatccggt caaaccatag 
tgaaacagcg
   148861 tccacaccat actttggcgt gccgcttcat aggtctggcc tacgccgaca 
ggcggctgca
   148921 tataatgaga taatggctca gccaccgaga agaacattaa atcgatacca 
atacctgccg
   148981 aaaacagcat ggcggaccaa ctcagtaaac taaactcagg ctttgagtgt 
ttagggccaa
   149041 gtttaatctc accataccgt gagcaggcaa tgaaaattac aaacaccata 
tacagcgttg
   149101 cagccagtaa atagtaccag ccaaaggttg acgttaccca cgcaaggacg 
gtgttaatgg
   149161 ttcgatttgc gaaatcgtta aataaaaaag taacgagaga aaagattaaa 
atgattagag
   149221 ctgaaatata aaaaaccaca cggttaagcg ggtctttttt agatttagat 
aatgttaaat
   149281 catcaactgc tcttggatta tctgttgcca tacaatcctc aaggaataga 
agaaaaataa
   149341 aatattcaat ttagtctttt cactatttaa caataatgaa aagactgctt 
tgaacgcaaa
   149401 aaatataaat aaatgtgatg aaccaaggtt ataaaacctc ggtcactttg 
ttctggtcac
   149461 aattcgatgg aatagaaatg tcttttgaaa tagctaactg ctttttcgca 
acattcgggt
   149521 caaaatcatc ttgctttagg gctttggcta gaccaaacat ataaagcaaa 
ataatcacag
   149581 aaaatggtaa accacataac accactgcac tttgcatgga gttaaaacta 
cctgctaata
   149641 ataagccgat acttacaatg gtaatgacca cagaccaaaa gatgcgtaac 
cagatcggtg
   149701 aatcactatc actggtgccc cctttcgagg acaaattggc gatcattagt 
gtaccagacc



   149761 caaccggtgt caaaaataaa acgaaacaaa ttacaacaac aatcccggca 
atatacggat
   149821 taaacgggag atattcgagt aatttgaata atgacaacgc agggtcactt 
aaaaccatat
   149881 cacctaaaac tttctgtttt tgattgagaa ttaaatgaat tgcagtattt 
ccaaaaatcg
   149941 aaatccaagc caaggtaaaa cctaatggaa tgaggcatac acccaaaacc 
acttctcgaa
   150001 tagttcggcc tttggaaatg cgggcaataa acattcctac aaaaggtgcc 
caagcaatcc
   150061 accacgccca ataaaacaca gtccatgaac ccaaccagcc actggctttt 
tgattgtata
   150121 aatacatatc aaaactttta cccataaaat tattaaggta atcgcccgta 
ttttgcacaa
   150181 gaccatttaa caaatggttc gtcggtcctg ttaaaaatac aaataaaagt 
aaggcataga
   150241 gcaaacgtaa attaatccgt gataaccatg ccaagccttt ttcaatcccg 
accactgtag
   150301 tgactgttgc cacaaacatc atgattaaaa ctgcagtaat taaagttgca 
gagttatcgg
   150361 gaatttcagg aattaaataa caaatgcctg aaaccaacac taaagcacca 
atacctaagt
   150421 tggtcaccaa agaaattacg gttgctaaaa taccaaagcc atcgacaaaa 
tcgcctacca
   150481 gaccatgaac tcgctctcca aaaattggat agagtgccga gcgtagtgcg 
agtggtaaat
   150541 cttgtctaaa ggcaaaataa cctaatgtca cacccagcaa ggcataaagc 
acccagccat
   150601 gaatacccca gtgcaaaaag ctataggtca tggcattgcg ggcagcctga 
atagtgcctg
   150661 cctcaccttc tggcggtctt agaaaatggt caacaggttc agcaacacca 
taataaagta
   150721 gcgcgatacc aatacctgcc gaaaacagca ttgaggtcca agccaaatag 
ccaaactcag
   150781 gtttgtcgtg gtcttttcct aaaggaatct gtcccactct tgagaaggca 
agccaagcca
   150841 caaagcctaa acacagcaca atcaccaaca tgtaatacca cccgaaaaag 
tggtttacct
   150901 gctcttgcac ataggtcagc caaaactgac ttttttctgg aaacagcaca 
aataataggc
   150961 caaaaatgcc gatactgact gccgaactcc aaaatacaaa acgatttaac 
cgaatatggt
   151021 ctgaagaata tccatcactt ttcaacacca tcttattgct ccttgcaatc 
ggtgtatttt
   151081 ttccaaaata acgtgataag taccggactt atgcgcatca tcctatccgt 
aagaacttct
   151141 gattctatct cttctgcccc gaagtaagat tcaaaaattc attgattttt 
acacatcata
   151201 cttgttattg attgaacgtt caatcaataa caagtatgat aaaaaaagtg 
ctatgatgct
   151261 ctgcaagtta acatgctgaa tttaaagcac ccgtaaaagt gctgatgtgg 
acaatcatga
   151321 caaaacgcag agtaaaacca gagcatgtgc gccgtgaaga gattatgaac 
gctgcactcg



   151381 acgtaattta tgaagtgggg ttatccaata ccaccattgc acaaattgca 
aaaaaagccg
   151441 agttgtcgac cggtattgtc agccattact ttggcgacaa acaagggtta 
ataaatacct
   151501 gtatgcaaga aatgctcaat gttttgcgtc ggaaaaccga acagtacaga 
gcagaagcag
   151561 attcgcatcc ggaaagccag attaaggcaa ttattgactc taactttgac 
attagtcagg
   151621 taaatgaaaa agcaatgcgg gtctggttag acttttggtc tgcaagcatg 
catgtaccgg
   151681 acctgagccg tttgcaaaag attaatgatc aacgcctgta ttccaacttg 
aagttttatt
   151741 ttctcaagtt aatggatgaa caacaggcca gtgttgccgc aagaggtctg 
gcagcattga
   151801 ttgatggatt atggctacgt ggcagtttaa gccgtcacaa tgaatttgac 
agcgaactgg
   151861 cccgttccat tgcttatgat tatgtaaaaa cgcaattgca atttgcgaac 
aagcctttgc
   151921 aggagagaca aaatgagtga tgtacaagtt catcaattgt atatccatgg 
acgctacgtt
   151981 gaagcaacca gtggtaaaac atttaatagt attaaccctg ccaacggcga 
aattatcgcg
   152041 actcttcaac aggcatctga acaagatatt gaagctgctg taaaaagtgc 
ccaacaagga
   152101 caaaaaatct gggcagccat gaccgctatg gagcgttcac gtattttacg 
ccgtgctgtc
   152161 gatattctcc gtgaacgtaa tgatgagctt gcccgtcttg aaacactcga 
caccggtaaa
   152221 gcctacagcg aaacatctac cgtcgatatt gtgactggtg cagatgtact 
cgaatactac
   152281 gcaggacttg caacagctat tcagggcgaa caagttccgc ttcgcgaatc 
aagtttcttt
   152341 tatacacgcc gtgaaccttt aggcgtagtt gcaggtattg gtgcctggaa 
ctatccaatc
   152401 caaatcgctt tatggaaatc tgcccctgcc cttgctgccg gcaatgccat 
gattttcaag
   152461 ccaagcgaaa caacgccact tactgcatta aaacttgcag aaatctatac 
agaagctggc
   152521 ttaccagacg gcgtatttaa cgtggtacaa ggtgccggtc gtgaaattgg 
tcaatggctc
   152581 acagaacatc ctgtgattga aaaaatctca ttcacgggtg gcgtagaaac 
aggcaaaaaa
   152641 gtgatggcaa gcgctgctgg ctctacacta aaagaagtga ctatggagct 
tggtggcaag
   152701 tcaccactca ttatttgtga agatgctgac cttaaccgtg ccgcagacat 
tgcggttatg
   152761 gcgaacttct ttagctcagg tcaagtatgt accaacggta cgcgcgtatt 
tgttccaaaa
   152821 tcacgtttag ctgactttga aaaagcggtt gtagagcgtg taaaacgtat 
tcgcattggt
   152881 gatccaatgg ctgaagacac aaacttcggc ccgctcacta gcttccctca 
tatggaaaaa
   152941 gtgttgtctt tcattgagtc aggcaaacaa caaggcgcta aagtgttaat 
tggtggcggt



   153001 cgtgcgacag aaggcgagct tgccaaaggc gcttatgtgc taccgactgt 
atttagcgac
   153061 tgcactgacc agatggcgat tgttcaagaa gaaatttttg gacctgtcat 
gagcatctta
   153121 agctatgaaa ccgaagaaga agtgattcaa cgtgcgaacg acacgacctt 
tggtttagct
   153181 gccggtgtgg tcactcaaga tattagccgc gctcatcgca ttattcacca 
aattgaagct
   153241 ggtatttgct ggattaacac ttggggtgaa tcacctgccg aaatgccagt 
tggtggctac
   153301 aagcaatctg gtgtgggccg cgaaaatggc ttaaccacgc ttgggcacta 
tacccgtatc
   153361 aaatctattc aagttgaact tggcgattat caaagcattt tttaatgcct 
caatcgctct
   153421 aaaaccttca acctaaatca catatgccga gcagtcttta tagattgctc 
aggcaaactg
   153481 ttagtaaaaa aaggatagtt atgaatatta aagaatatga ttacattatt 
attggcgcag
   153541 gatctgccgg aaatgtactc gctgcgcgtc ttactgaaga caaagatacc 
accgttttac
   153601 tgctagaagc aggtggacca gattatcgct tggatttccg tacacaaatg 
ccggcagctt
   153661 tggcctaccc tcttcaaggt cgtcgctata actgggctta tttaactgac 
ccagagccac
   153721 acatgaacaa ccgtcgtatg gagtgtggtc gtggtaaagg cttaggtggc 
tcatctttaa
   153781 ttaatggtat gtgctatatc cgtggtaacg caatggattt agaacaatgg 
gcaacccata
   153841 aaggccttga aaactggact tatgccgact gtttgcctta ctacaaaaaa 
gccgagactc
   153901 gtgacattgg tggcaacgac tatcatggtg atagcggccc tgtatcagtg 
gctacaccaa
   153961 aaaatggcaa caacgtgctg ttccatgcca tggttgaagc aggtgtacag 
gcaggttacc
   154021 cacgtactga cgacttaaat ggttatcagc aagaaggttt tggtccaatg 
gaccgtaccg
   154081 ttacacctaa aggccgtcgt tcaagtaccg cacgtggtta tttggatatg 
gcaaaaggtc
   154141 gtccaaacct gactatttta actcatgcga cgaccaacaa aatcttgttt 
aatcaaaagc
   154201 aagcaattgg tgttgaatat attattggtg ctgatcaaaa caacttgcaa 
cgtgccttgg
   154261 ttaaacgtga agtattactg tgtgcaggcg caattgcgtc accgcaaatt 
ttacagcgct
   154321 caggcgtagg tcaaagtacc ttcttaaaat caatggacat tgatgtggtt 
catgatttgc
   154381 cgggcgtggg tgaaaacttg caagatcact tggaaatgta cttacagtat 
aaatgtaagc
   154441 aacccgtttc tttataccct gctttaaaat ggtataacca acctgccatt 
ggtgccgaat
   154501 ggttattcaa tggtacaggt attggtgcaa gtaaccagtt tgaagctggt 
ggatttatcc
   154561 gtagttcgga tgaatttaag tggccaaaca ttcaatacca cttcttgcca 
gtagctatta



   154621 actacaacgg tagtaatgca gtaaaagaac atggcttcca agcacacgtg 
ggttcaatgc
   154681 gttcgccttc acgcgggcgt atcaagctta aatcgaaaga cccgtttgcg 
catccaagta
   154741 tcttgtttaa ctacatgtcg actgaacaag actggcgtga gttccgtgat 
gcaatccgta
   154801 tcacgcgtga aatcatgcat caacctgctc ttgacccata tcgtggtgat 
gaaattagcc
   154861 cgggcaaaca tttgcagaca gatgcagagc ttgatgactt tgttcgtaac 
catgcagaaa
   154921 cagcttacca cccgtcttgt agctgtaaga tgggcgaaga cgaaatggct 
gttgtagatg
   154981 gtcaaggccg tgtacacggt atgaatggtt tgcgtgtagt tgatgcctca 
attatgccgc
   155041 tgattattac cggcaactta aatgcaacca ccattatgat tgccgagaaa 
attgcagacc
   155101 aaattcgtgg acgcgaagcg ttaccacgtt cgactgcacc attctatgta 
gcatcataaa
   155161 atcttaaagg gcatatttct tatgcaggaa tatgccctta atttattatt 
tatagcactc
   155221 atattaataa gaagtatgta tgacagaaaa taaggtcatg caaggatatt 
aattacatca
   155281 ataggtcata aattaaaaat tcacctattt ttatcgaagt atatccttca 
aatggcttaa
   155341 gtttaaccaa atttatttta ttaatttatt ttcaacctct tacaattaaa 
ttaaaactaa
   155401 aaataatctt ataaaagttt aatttgatca aatataaatc atatttatga 
ttttaataga
   155461 acccatttat tataaaaatt gtattgtcaa tgcaaaatta gtctaaaata 
tagagtgttt
   155521 gcgataatcc caagtaattt ttcttttttt caaagttctc tgttttggag 
aattttactt
   155581 tcgcatttat atccgttttg tctggatacg ctgtctaggt ttcctcacac 
cttaagtgac
   155641 tcaaataact tattttaagg tcccccttac atgaaaaagt ttttgaaata 
ccttctggta
   155701 ttaatcattc ttattttaat tgcgggtatt gttttcttgt ttagaccgat 
tgcgtcaaaa
   155761 caagtacaaa ctgcaaaaga tgagccagtt gttgatgctg ttcttgttgg 
cggcggcatc
   155821 atgagtgcca ctctcggtac ttatttcact gagcttgaac cgaattggca 
aattcgtatg
   155881 tttgagcgtc ttgaccaagt tgctcaagaa agttcaaacg gctttaacaa 
tgccggaaca
   155941 ggccactctg gctttatgga aatgaactat accgaagaga aaaacggtaa 
gatggaaatt
   156001 gccaaagctg aaaaagttgc ttctcagttt gaagttgcta aacagttctg 
gtcatatcag
   156061 gtaaaacaag gcgttttagc tgaaccaaaa acattcatta acccagttcc 
acacattgct
   156121 ttcgtttggg gcgataacgt taaattctta gaaaaacgtt atgctgccat 
gattcaaagc
   156181 ccgcttttca aaggcatgaa atttactgaa gacccagctg tgattaaaca 
atgggcacct



   156241 ttagtcatga ccgatcgtga tccaactcaa aaagttgcag cgactcgtat 
ggaagttggt
   156301 tctgacgtga actatggttc aatcactaaa caattagtga atcacctaaa 
ccaaaaccct
   156361 aacttcaaat tacagacttc aactgaagtg actggcatca gccaaaatga 
tgacaaaact
   156421 tggacggtgt ctttcaaaga tttgaaaact ggtaaaacag atcacgttaa 
aacacgtttt
   156481 gtatttatcg gtgcaggcgg tgcagcggtt aaattattgc aacttactgg 
tttaccagaa
   156541 gcgaagcaat atgctggctt ccctgtaggt ggtgagttct taattactga 
caacccagca
   156601 attactgctc agcacacagc gaaagtttat ggtcgtgcgg aacttggtgc 
gcctccaatg
   156661 tctgtaccac atattgatac acgttatatc gacggtaaaa aatatgtatt 
gtttggacca
   156721 tttgcaacgt attcaaacaa gttcctgaaa aacggttctc aacttgactt 
acttgcatca
   156781 acaaacaaaa gcaatgtttt accaatgacc actgttggct tggaaaacct 
tgatcttgtt
   156841 aaatacttgg tgagccaagt gatgatgtca gatgaagacc gtctcaatga 
acttcgtaaa
   156901 tactacccag atgcgaaagc tgaagactgg cgtttaagcc aaggtggtca 
acgtgttcag
   156961 atcatcaaaa aagaaccggg taaacctgca acacttcaat tcggtacaga 
aatctttgca
   157021 tctaaagatg gcgctgtaac tgcattgtta ggtgcgtctc cgggtgcttc 
gacctctcca
   157081 tacatcatgc ttaacttgct tgaaaaagct ttccctcagc aaactgaagg 
taagtggaac
   157141 cagaagcttc atgaaattgt ggtttcttat aaacaagact taagcaaaga 
ccctgtgtta
   157201 ctcgacaaag ttcgtcagta cacaagctct acacttggct tgaactatac 
atctccgttc
   157261 aaagctgcaa acgatgaaac tgctgctgcc cctgttgcaa aagcaaacta 
agtttgatga
   157321 tgtataagta aaatatcaaa aggatgaatt tcgattcgtc cttttgtttt 
tttaagactt
   157381 ctgttgagat atttagactt gccatgacgc ctttaaaatc atcacctcgc 
ctcttaccat
   157441 tttgttttaa gctcgtgctt gttttgctac tggcttatct tttgttaagc 
gggttttata
   157501 tgtggatgat tggcggtaca gctatttatg tcagctcagc cgtgttattt 
gtcataacag
   157561 cttatgcatt taagctcggt aaatatcaaa gactatgtgc tgttttaaat 
gtgctcatga
   157621 gcgcagtcgc gttatatttc agcacggctc atctattttt ctcccctatc 
cagttcttta
   157681 tatttttacc tgccttattt tttgttgtgt tggcttttac tcaagtaagt 
aaagttcgta
   157741 gtttatctaa agtactcata ttaattagtt tattgatttg gtcaggcgta 
cattttacgc
   157801 agcttgaaca acttaaagcg tattatcaaa cacagcatac tggtgaaagc 
tggcagcaat



   157861 acggcgcgct ataagactat ttttagtctc tatacttcat gaatatctat 
tttctttttc
   157921 acatgaagtt catcagtaaa actgaacagc atttacagaa ttccttttaa 
gaaaaaatat
   157981 tcataacaat ctaatttatt ttgaaatata tcgagcatat tagcgattga 
atagcattca
   158041 tctacacgct agattagctg aattattttt ctccctttac gttgtaattt 
atgaaaattt
   158101 tagatggcgg tttaggccgt gaattggctc gccgtggcgc tccgtttcgt 
caaccagagt
   158161 ggtctgcgct tgcactcatt gaagcacctg aaacagtaaa agaagtccat 
ctcgacttta
   158221 tcaacgctgg tgcagaagtc attacaacca ataactatgc ggttgtgcca 
tttcatattg
   158281 gtcaggaacg ttttgaaact gacggcgtgc gtttaattaa agttgcgatt 
gaacaagcaa
   158341 aaaatgcagt taaagaaagc ggcaaaaatg tcaaaattgc aggctgctta 
cccccgttat
   158401 ttggttctta ccgcgccgac ttgttccaac cgggacaggc taaaaatctt 
gctgagccaa
   158461 ttattaacac attggcacca gaggtagatt tctggctcgc tgaaacccaa 
tcctgcttaa
   158521 aagaagttga aacagtccat gcgttattac cacaagatgg taaagactat 
tgggtgtcat
   158581 ttacgctgca agatgaaatc aaacaagaac aagctttact tcgttctggc 
gaaaacatgc
   158641 aacaagtggc tgactttata aagcagtcaa atgccaaagc agtattgttt 
aactgctgcc
   158701 aacctgaagt gatcttgcaa gcgattaatg aaattaaagg actcattcca 
gagtctgtac
   158761 aaattggtgc ttatgccaac gctttcccac cgcaagatga aagcgctact 
gctaatgatg
   158821 gccttgatga aattcgtaaa gacttagatg ctccagctta tttaggtttt 
gctaagcaat
   158881 ggcagcaagc aggtgcaagt ttagtgggcg gttgctgtgg tattggacca 
gaacacattg
   158941 ctgaactttc tcaatttttt aaagaataaa taccatgtct gctgccaaaa 
tcggattact
   159001 gtctcttaca gcgctggtat ttagttctat ggtggggtca ggcgtattta 
gcctccccca
   159061 aaatatggct caagtcgcca acggctctgc ccttcttgtt gcatggctca 
ttaccggagt
   159121 cggcattatt ttcttggctc tctcattgtt gcatttaacc cgtcaacgac 
cagatctaga
   159181 tggcggtatt tataactatg cacgcgaagg ctttggagac ctcatcgggt 
tttgctcggc
   159241 gtggggctat tggttgtgta ctaccattgg tattgtcggt tatgtagtga 
ttgccttttc
   159301 aggtgtcggc atgtttaccg acagcaaaga ccacgttatt tttggtgaag 
gtaatacgct
   159361 ctactcactg attggatcaa gcatttttgt atggctggtg cactggttag 
taagccgagg
   159421 tattaaggaa gctgcgattg tgaatttact ggcaaccatt gccaaaatta 
ttccaatggt



   159481 ggtctttatc ttctttactt ttattgcctt taagtttgat ttgttcaaac 
tcaacttaaa
   159541 tgacttctct ttaaaagttc ccctttggca gcaagtaaaa gacctaatgc 
tcattaccct
   159601 ttgggtattt accggtattg aaggtgcggt ggttttatca tcacgtgcca 
aaaaccgtca
   159661 tgacattggc aaagcgacca ttttaggtgt tttactggca ttaagttttt 
acgtgatggt
   159721 gacagtgttg gcttatggtg tggtgagccg tgaagcgctt gcaggcatgc 
acaacccatc
   159781 tatggcgacc attttgcagc aactcatcgg tctaccgggt accatcatta 
ttactatcgg
   159841 cttgattatt tcagtttcat cgtcttattt aagctggacg ttatttgcca 
ctgaaattcc
   159901 atatttagct gcaaaaaatg gtgctttccc gaaactattt ttaaagaata 
accaaaataa
   159961 tgtgccgatt tcatcactat ggctaactac tattgtggtg caaggttctc 
tgattgccgt
   160021 gtattttttt aataaaaact acactcagct tttactgatt tcatcggtga 
tgattttgct
   160081 gccttatttt ctggtatcgg cgttttatct taaagaatcc attcgtcata 
aacgcacgcc
   160141 gcatattgcc attgcaagtg tcgcttcaat ctatgcactt tggctgctct 
atgcagcagg
   160201 cttagactta ctgctgttgt ctggcgtgtt gtatttggtt ggcttggtta 
ttttttcaat
   160261 cagctacttt gagcataaaa aatcacttaa acaaaaccag cttaattaat 
catttcaacc
   160321 actgttgagc catttcagca gtggttttct aaaaacaaaa attctatttt 
gaaggcggcg
   160381 actgctttaa atgcaatcgt aaaatacggc gtaattctaa aattgcctca 
gggctagttt
   160441 gaatcgaatg cccaccttta ataatcagct ccgattgctc cccacccaaa 
tgtgaacttt
   160501 gataaggcac aatcccatca ctcatttttg tcttatctgt ggtgccattt 
atattgccca
   160561 taattgagtg atagaccacg ttggacgatg gctgaatggc ttgggtcaac 
tgcataaaat
   160621 tagaagaacg acttaaatta cttgctccat tttcaattaa accttttctg 
agtttggtat
   160681 ttttctcatc tctcatttca acggcaataa aaaagtcggc aggtaaacga 
ataatacggc
   160741 gagcaatttg ggtaaaccat cggtcagcgt agtcagtacc atgatgcggc 
gccgaaacaa
   160801 aaacaacccg cttaaaatag ggtaaatctt tgaactgaaa acgctcacga 
ataacctgat
   160861 tttcttttaa acgctttagc tgtgcttcat tcattttttg catggctaaa 
tcagaaacat
   160921 ctgcatcgct tactagcaag cggctaatca ctccgcccat actatgccca 
accaatacgg
   160981 catcgtgtgc ggcataactg tctttagcaa cgttttgaaa agcctgattc 
agcaaagaat
   161041 aaatctgaaa acgactttca aaaattggca tattggttga ataaaacacc 
tgccaaactt



   161101 ggtagttttg tcttaattcg gcatcaccca taatgtcgtt ggttaggctc 
acccatgcct
   161161 ctgggctgct tgccaaacca tgaataaaca caataatttt tttattgggg 
ttaaaaggtt
   161221 ccagcatata taaatgcggc ataatcaaat tggcttcttt attaattaaa 
gaccaatagc
   161281 ctgctgcacc taaattatat ttcgataacc atagcccata aggcgccgaa 
tagttagcag
   161341 tgagtggata gtccacacct tcaactttta cacggtcctg tcggtatggg 
tcaaacatgg
   161401 caatttctaa ctctgcccca tcaatgacct gatcggctgt ggccttttgt 
tttgggtaag
   161461 caatagccgt gactggaaag aaacgtggta aatgaatatt gggattactc 
tggtgagcat
   161521 aaaaagcgtc gggatctaaa ataaaaccat gatttacatc atgctcctta 
cgtcccacaa
   161581 taaattccgc acctaaacca tccttacggt tgacggtatt aaaccctgaa 
aagttcatgt
   161641 tatagctaga gcgaaaggta tcgacttcaa tgtgttgtac atctaccgca 
tgaacaaaat
   161701 tgacatggta ctcatgccca tctgctttta gtaaaggtgg gaaatgaagc 
gtatttaaat
   161761 gattaaaata cgtggtcatg agcttcgaca aggcgacgtt ataaaaaata 
cgtacctgat
   161821 tttgtcgatg gtcaaatacc cgatcaaaag gtgactcttc agaatcaaac 
aaatagacat
   161881 agctatagcg caagctttta tcaaacaatg ccagctcttg ctcaacacaa 
ctgttacttt
   161941 taagagtgac attacactgg ctactacgcc caacatctaa agcttttgcc 
aaataaattt
   162001 cactcagcgc cgcataacgt tcttctcgac tgctattttc agacaacccc 
tgaattttat
   162061 ttaaacaaac attgaagttt tgcagacaag acgtttcact ttctttgacc 
aaatacagca
   162121 agttttgggt ttgatgactt agagtattat cggtcaaaat gctttcattt 
ttacttttta
   162181 aagcactgct taagttactt tcttttaaat gaatgacctg acaaccgctc 
agcagtccca
   162241 ttattgtaag cactaaataa tggccggatt ttgtcattgt gcattccttt 
atcgaatgta
   162301 tttccccact caacattatg cctgtaaagc tgtgcctgaa caatttcggc 
tcagctttga
   162361 ttggaattta tttggaaaat aaaattgacc gtatatttta ttaagcttgt 
ttaaacttct
   162421 gctgggaagc caaataagaa aaatagagta tgggtaaaat aaacggcgct 
acgctccaaa
   162481 agtcaaaata gacatagagt accgccccca tcaaagcacc tataacaaag 
ccaattacaa
   162541 tactggcact tttaagcaaa cttgcccgat tggcagcatt attattttta 
agcaagttag
   162601 caatatcaat cccaagctgg gtagtgttgc ctgtcatcat ggtactgggg 
ctaatatttt
   162661 taataagggt tttgcttgat gtattacgaa tcgctaaagc aattaaaccg 
aggccacctg



   162721 tgattgcaac cgtaatcgaa tcggcatttt taaatggctc aaagtaaagc 
ccagcagcca
   162781 taaaagcaaa gagaaaaata gcttcaaata aaaataaata agacagcgtt 
ttgtgtttgg
   162841 tctgactacg gtcaattaaa agtttggtaa tcaccaccgt cacaataaac 
aatggaatag
   162901 ccgcaagttt aatccataaa ccggcaccac ccttcaccaa cgcagccccc 
gccaatacca
   162961 agttgcccgt cacatgagca gtaaaaaaac caaataacgc gataaagcca 
atggtatcaa
   163021 ttgccccgcc caccatggtc aataaaacag gatctcgaca tattgcccat 
gtactttgtg
   163081 tttcttgttg aattgacgtc tctggcatta cctttcctat caaatattgg 
tttttaatta
   163141 gaaaattttt gtcagaaatt taatataaat tccattcatt aataacaaca 
gatcttaatg
   163201 taaaaaccta gctgttcatt ttaagacaga gtgtatttat acaagataca 
atgcaattgg
   163261 actttttatt tttaaagata agggatttta aatgcatcac taagatgcat 
ttaaaaagtt
   163321 ctctattagt tgagcttgtt cataagcatc aataaactgc ttttgcggta 
tttcttgttt
   163381 aggaataata caaattgctt tattggatta agtaggtcga acaattcctc 
tagggataaa
   163441 ataattaggt gctttaccat cattgagaat tgcttggaag tcactggcct 
cagcaataaa
   163501 accacctact gaatcacaaa cataattttc aaaatagtaa atcacttctt 
ttggtaaagt
   163561 acttttgcga tctctgcctt ttatcacatc atacggtctt gcgccttctg 
gtacataaac
   163621 atttagggcc tgacgaatat tttcaaacaa gccatcatta agttttgtta 
tggcagtaat
   163681 tttttctttt cgccctattc gctctctcgt tttacgatga ataaaacgag 
catatccacc
   163741 ttcgcgtatc cattgatgat ataacgctat ttggccctgc atttgctgtt 
caaaagaggt
   163801 tccccctttg acatatgcca taaagttatt taaatcttgt tgccatttgg 
aatcaaaagc
   163861 ataaaacctt gtaaaaacta ttttacgttg cttcgcagca tttaattcat 
tcaaggtaaa
   163921 aaattttaat ccataagcac aggcacggtt atacatagca tgtaaagtaa 
tacgagacaa
   163981 acctaaaata cgtgcctgtt ccataggcat ataacctccc ccgacattag 
aatgtacacc
   164041 tgggtaaacc ttttggtcat gaataagtcc ttttacagta tttgcagtag 
gtttacctgt
   164101 aggtgttaag ggaaaagact gccgcatttc aagagacgcg accaagtgca 
tactatgttc
   164161 tatatagtct tcaatacgtg ttctatataa ttcaggattt ttattttgtg 
cagcattacc
   164221 aattgactct actgtgtcaa aaatacctaa aaactttgct tttaaaggtt 
tcccccgata
   164281 aaataatttt ttaccactac ctgtgccttg ggtagtcaca ttcggtgcat 
gctgtaacca



   164341 gttcataaaa atacgggctt cagttgcacc acgtgaaaat ccaaaagcag 
aaatattaat
   164401 ttcagtaatt cctttctgcg tataaatttt atccaaataa tcgactaatt 
caaaaatagc
   164461 tttctgtaag cgttgtttga tacctaatgc aacacctaac cccagagctc 
cttgtacacc
   164521 cttaccactt tcactgtaac cttgtttacg ccactcagca tcggtaatat 
caatttttct
   164581 tccttgtaaa cttcgtgcag cagcggtaat ttttcctgag tctactactg 
aatatttatc
   164641 aaatctaaac tgtgtaccta aaccttcata ataaaatttt tctataccat 
ttttagaatc
   164701 ttgtttatgt gcttcaaaaa gagccacaac attactctgg tttaaagttg 
ctgcatcagc
   164761 atctttatta tttcctgtac catcaaaaaa gaaactaacc caaaccggta 
cacgacaagt
   164821 tttacatggg ctttctgtag ccttaccatc ttttgctaaa actttagctg 
ctataagcat
   164881 atctctaaca gaacgagttt cattttgtat tgcttgagtc ataaccgtta 
tcttgatatt
   164941 ttaaaatttt ttaatcagga aattgcatac gtgctgcttg attttcagaa 
atggttctcc
   165001 acattgttgg agaatctaac tgaatatttt ttgctttatt tccaagagct 
ttatcaaata
   165061 aatcttttct aaaacttggt ctacgcattg aaacctctat tacccccgta 
ttatttggga
   165121 aataatgtaa aaccgcatat gagcgtggag tgtctttgag gttttctacg 
ggaactttaa
   165181 tatgatactg cttataacca tcgcctcgat cagtataaaa gcttacatca 
gctgtatcac
   165241 tgttttctac taaatgaaca caacaagcag ttcctgcttc cccaatacta 
cctaaacgtt
   165301 cagccgcatc agcaatagta cttcctttac cattgacctg aatttcgcca 
agcccttccg
   165361 tactgtagtt ataaactaag aaagttaagt cgacagtttg ggcttgacac 
gcaaccatta
   165421 gtggtaatag tgctgctgac agcactaatt taaaaatatt cttcatgatt 
tcattccaat
   165481 ttcatcgtat ttaatctggg cactctattc gaactgattc cttttcaggg 
atattgctcc
   165541 atattgttgg agagcttaaa gtaattttct tagctttttc agcttgacat 
gcaaccctca
   165601 agggtaatgt tactgtacaa aataatattt ttagagggtt tatcaatgta 
ttatctctgt
   165661 aataaatata tttagacttg aacttcttga tatctcttat accaatcgtc 
cagctcttct
   165721 aaatcaattt catctgtcgt tttttgaaaa ctcattgctg tcatttgagt 
tttgtttaaa
   165781 gcttttttaa aaggcccttc ggcaagaagg aactcgccaa atttgtgata 
taaagtacta
   165841 aataaaattt catcttcaaa actgattaac tgttgttttt tagcctcttt 
aagcaagttt
   165901 attgctattt catagagctg ataaaaaggt aaatctttta aattttcatc 
atattctttt



   165961 aatagaggca ttaatcgcat tggcttaaga ttaatattga tgtctttaaa 
ctcatcttct
   166021 gaaaaactta atgtagtaag aatagagcga ttggttggaa aattatctaa 
acgatgaaaa
   166081 gtattatcaa tattttgcca aatccaatag ttaattttaa aggataatat 
ttttctccat
   166141 ttcaattcat ttaatacact taccgttgca tgaaaagcaa aactgtcttg 
aaatcgaaat
   166201 aaagcacttt tcccattagg ttgcttaatt tccataagtt cttcaagatg 
ttctttaatt
   166261 tgttcaattt caaaataaga attgaagaaa tttagcccac cttggtctct 
aatgttttta
   166321 attagctcaa tatttttaat acattcttcg tgagtaaaag aataaagtag 
tgctccattt
   166381 tcttgtaaat tttcagaaaa atctaagtag aggtttattt tctgcccacc 
atcaaatgga
   166441 aaatccttac aaaagctatc cacacctgaa aaagaactac tatcgattaa 
aaaataataa
   166501 aagctttcat caatctcttc tgtaggtgca aatatatttt ccaaaaaatc 
tgccgattga
   166561 gtaaaaattt ccatgactat ccctcaaagc caacgaaggc ttcatgtgat 
tcactcgcgt
   166621 tcttcataca actcgcagtt ttctctttaa atgaccacgt tagttttggt 
aagtcagcct
   166681 ttgcaccact caaaaagaca tgctgccctg ctttaacctc aaattttcca 
ttagtggtaa
   166741 taaatacacc acttccattg attttgattt gggattcttt agcagttaaa 
gtaatttctt
   166801 ctggtgaagt aagttcaata ttggatttaa cagacaaaat cttaacaacc 
tcatttgcaa
   166861 tcatttcaat tgatttttca tgagtttgta tttctaactt tcctttggca 
ctaataattt
   166921 gcataaagtc ttcataagaa aaaagactta atttcttttg acttgctaaa 
accgtatttt
   166981 gatcactcat taaattaata ttttctttag ctgaaatatg ggtatttgac 
tggctttgaa
   167041 gaaaaatatt tttagatgag tttaaggtaa tatctgctgg actcgttaga 
ataataatcg
   167101 cttcttttaa cgtttgtact tctgtctctt tacctgctgc ctctaaagcc 
tcaatacttt
   167161 ttgttaatgt tgctaaagca tctagtgcca tgactttatg ttcttttaca 
ttatcttcta
   167221 gaactgtatt ccattcttta tgtgttttta aatcagcaat tgtctgctct 
aaattaagcg
   167281 catcatgagc tgcatttttt tgtttatatg ttgaaatcag taaaccgtca 
cctgcgcgta
   167341 cggctcccca ttgatcagtt ctgagttcaa agccttctcc ccagccttcg 
cttgtcgcgc
   167401 tgtctttagg ataacttaag ttacctaaat ttaattgact tgccccatgg 
ctactatgga
   167461 gctgagtact aatttgccca gtcgtatcat caaaccgaag ttggttaaaa 
ccagacccac
   167521 ttacttcttt agtacgaata ccacttaact ttttggtatc cggtagctgg 
cctttaatat



   167581 caaatttggt aggcgaccgt tgcccttcat ggactcgccc tgtaacaaat 
ggacgatcaa
   167641 tatttccatc aaaaaagtca attacaacga tttcacccac tcgtggcaaa 
aagcgtgcac
   167701 cgtatccttc ccctgcccat ggcgttaata catctaccca agccgagtca 
gtatcattgt
   167761 cattgcttcc tgcacctcca tcatgttgat ggtcatcggt acgggtgaat 
aaaaaacgaa
   167821 ccttgatacg cccccattca tctacatgaa tttcttctcc atctaaaccc 
actactttgg
   167881 cccgttgcac atgagccgag ggacgatgta ttaatgggtc aaactctgga 
acaatatcga
   167941 tatagcggcg tacaaccatg agttcattgg cttgacgttc ttgcgctcga 
tcatggctga
   168001 cttgccaatg gctcaaactt aatagttgtt caacttgatc acgtatatct 
tttggtaaat
   168061 tgttctggtt ataaaaccgc ttacttaaaa tcaaaaactc tttatcagaa 
ctttcatgat
   168121 ttctttcaag ttcaggatgt tcatttaact tgaaccaata accaacttga 
gcatctcgta
   168181 cgctgcttcg agcaataaaa tactttgcct gcaaagcttg atattgattt 
aattgtttat
   168241 ttagtttttc aatctgacta ttgcttgaag tggttgcctg atcttctccg 
tttaagtccg
   168301 taatccaagc aggtgcaatt gtccatgcct gttcaagact taaactttca 
ttatcacgtt
   168361 gtgaactatg ctgatgtgcg cttaaaacac taccacttgc atcttcttga 
cttaagttat
   168421 ctgcttgcca acgttgaaga tggattgccg tgggctgcag ctgtctttgt 
gcaataaaac
   168481 tggtaatact gtcattttgt tcagttgcat cgcttctatg atagcgaata 
gctcgacgct
   168541 ctaagacttt atattcatta ttatgatcaa taaggcgtag tttttgaggc 
tcaatcgtct
   168601 ggctattact caagaccata gactctgatt catcaattaa ccagttgata 
ccctcttccc
   168661 gcatgagacg ggttaaatac gcataatcac tttcattcga ctgcatagaa 
aaaggtcgaa
   168721 tatcataatt cttagttaag ccactgctat ctagttgtaa acttgcggca 
aataacgaac
   168781 ttttgttttg ccattcttta aaaataatct caataatttc tactgcactt 
ttattcataa
   168841 acacccgact attacgtcgt ttgtaccata aacttgtcgc atcttgcata 
gtcagtttat
   168901 ataaacaaag tgcgccatca ctttgccctt gactcgcccc tgtgataatt 
cctgtagttc
   168961 taaataattt acctgaatct gttacttgtt ctacggcaac ttgggatcca 
ataaattgtt
   169021 ttaaagaaat ataagggttt attgataagc aaataagctc agcagaaagc 
ccttcattta
   169081 tagaatgaaa gccatcaata cgttgtaaaa aaacctgatt atttatttca 
ggattagtaa
   169141 aataaatatg tagagcccgt ttttgtgaag caaaaccaat cttgtctaag 
aaatcaaaaa



   169201 tattattcaa cattgttatt ttaaccacga attgacttaa ttatgttaac 
aaacagatac
   169261 aataagctca aacaaagaaa catgttgaat ttcaataaat ttaattaaaa 
tcaaacaatt
   169321 aaatataata atatttttgt attaaaaagt tatcttaaaa taagcttttg 
cttaattgaa
   169381 taaatgtaat ttcataatat ttattgattt taattaaaaa taaaaataat 
cttaaatttt
   169441 tatttaaaaa taattattaa attctgaaac ttatctccaa aaattagtta 
gtcattttat
   169501 caccaaatca atttgacctc taaaaccgtt ctaactatga tgaagccgca 
agtttcgcca
   169561 atattttgca caaacggctg ttgtgctgag tgattgataa agaaaacaac 
aacgacgaga
   169621 aggaatatgt ctctttataa tttttcagtt tttttgggtg gattgttatt 
tgtatcgatt
   169681 gcctctgccg gctataaaag taatgcacac cgtgactttt acttaaaatg 
cgtagccgct
   169741 ggacatagtc gcgcgacctg tctgtgtatt tatcaccgtt tagagcgcca 
atattctcca
   169801 aaattcatgc ataagcttgg aaagttaagt ctacaaagcc cagaagtgcc 
gcgtgatttt
   169861 gtaaaaacca tgcttcgaac aatgcaacag tgccagtcat aaagttacaa 
gtttttttaa
   169921 agcaaatcag caagatttct aatttcttcc atcaccgcct tacatgcagg 
cgttaaatag
   169981 ccatttttag aaatagacaa agaaatataa cgcttgagcg cgggattaat 
aatttttgca
   170041 gcttgaattg aggtgtattg gctggctttt tttaaagctt gcggccccag 
catggtatac
   170101 atgcgagact cggaaaccaa atgggtttgc aaactaatcg agtcggcttc 
aaacacaatg
   170161 tttagttcta ccccattttc ataggccatg tggtctaaaa aattgcgcca 
gttacttggc
   170221 ctgcaaaagg tgaccagcgg caactgattg attgctttaa agtcgacttc 
actggcctga
   170281 gtgagtgcat ctccttcgca gccgaccaaa taggtatcgg cttgggtaag 
gtaaacatcg
   170341 ccctgtttag gcgttgggtt aaagcgataa agaatagcta aatcgacgct 
gccatcttcg
   170401 agccattttt ctaaatgtac cccttgcccc tcacgcaccg acagtttaat 
taagggatat
   170461 ttctcttgaa gcactttata taaagtcgat aacaacggat gtgcagtaga 
cggcaaacta
   170521 gctatgcgca ccgtaccaat tggggtatcg gtcgagtgca aaatttcatt 
attgagttga
   170581 tcggtcacgt tcagccatga acgaatttta ggaagtaaat gttggcctaa 
atcggtcagc
   170641 tcgacgccgc ggccagttcg gttaaacaaa cgtccgccac attgcgcttc 
aagctcgttc
   170701 atttgccgac tgatttgcgg ttggttggtg ttatgcagca tggcgacttt 
gcttaaacta
   170761 ccgagttcca ccgcgtctaa aaatattttc cataattcat aattcatcga 
ttcttcctaa



   170821 atcgtaaata ggcagcattt tgagctatac attttcagta taactgaaat 
tcaagaattg
   170881 gtaattccta catagctcac ctatttctat actccaatca tgttctctac 
aacacgattt
   170941 aagtcagatt aagaaccaga gaatatttaa ttacactgta taggaagtac 
gattatgagt
   171001 ttagatttac gtggattaac cccagcacct gtgactcctt ttacccgtga 
cggacaagta
   171061 gaccataatg caattcaacg tttaggttca tggttaggca gtattgatgg 
tgtgaaaggc
   171121 ttggttgttc ttgggcatgc aggtgaagga acattcttgt cgcaaaaaga 
acaaatgcag
   171181 gtcatcgaaa gctttgttaa atcggtagat gacaaaattc cggtaatcgc 
tgggattaca
   171241 ctcgaaggta cttcggttgc agcagaagaa gcaaaacgtg cagtcagcgc 
aggtgcttcg
   171301 gcaggtttaa tttacccttc acatggctgg ttgcgttttg gctatcaaaa 
aggtgcaccg
   171361 caagatcgct ataaagcaat ttatgaagaa agtggtttgc catctatttt 
attccaatat
   171421 ccagatgcaa cgaaggccac ttatgaccta gacactctac tcgatatttc 
tgcacagcca
   171481 ggcgtgtttg ccatgaaaaa tggtgtgcgt aacatgcgcc gctgggatgt 
cgaaattcca
   171541 attattcgcc gtgaacgtcc agacttacag gtgttgacgt gccacgatga 
atatttgctt
   171601 cacaccatgt ttgatgtaga cggcgctttg gttggctacg gcaacattgc 
ccctgaattg
   171661 ttaattgaaa tgattaaagc aggtaaagcc aaagattatg caaaagcacg 
tgctattcac
   171721 gaccaattat taccagtaac tcgcaatgtc tatcaccgtg gttcacacat 
ggaaggtacg
   171781 gtcgcgctga aacatgcact ggttgctcgc ggaattttgg accatgccac 
tgtgcgttca
   171841 cctctgcttc cacttgcaga tggtgctgag caagaaattc atgatgcaat 
gcgtcaagcc
   171901 ggaattggca aggtcgattt aacccaagcc gttgcttaaa ttccattcgg 
gctagcatat
   171961 acgctagcct ttttttcctg tacgctgcct gaggccaaac atcgggcatg 
tctcttaaaa
   172021 acaataataa aaagcatgca aactgtggtg aacaggtagt gcgaaataga 
acaacaaaac
   172081 tacgaggaat gtagtgataa ggagatataa gatgacaaat ctagcggatg 
tagaacaaat
   172141 tagtcatcat caaaaaaatg cggaaattat tgcaaggctc gaacggctac 
ccgtcactgg
   172201 acgattgcaa tttatgcgaa ttaccatcgg tatcgcgacc ttttttgacg 
cttatactgt
   172261 tcttgcgatt gcctttgctt tacctcaact cataaccgaa tggcacctga 
cgcctgccta
   172321 tgtcggtgcg atcattgctg cgggctatgt cgggcaactg gtcggtgcga 
tcttttttgg
   172381 ttctcttgcc gaaaaagtcg gtcgtttaaa agtgctgtct tttactattt 
tactgtttgt



   172441 ggcaatggac atttcttgtc tgtttgcttg gagcggaatg tcgctgttaa 
ttttccgttt
   172501 cttacaaggt gttggcacag gtggtgaagt gcctgttgca agtgcttata 
ttaatgagtt
   172561 tattggtgca gaaaagcgcg gtaagttttt cttgctctat gaagttttat 
tcccactcgg
   172621 tcttatgttt gctggcatgg cggcattttt cctgatgcca atttacggct 
ggaaagtcat
   172681 gtttattgtg ggtctcgttc cctctttact ggtcattcct ttacggtttt 
tcttgcctga
   172741 gtcaccacgt tggcttgctt caaaaggtcg ttttaaagaa gccgatcaag 
tggttaaaag
   172801 ctttgaagac ggtgccatta aaagcggtaa aactttggct gaacctgtgg 
ttaaagaaat
   172861 taacccgcaa ggcttggcaa aaaccgactg gcgcgaactg ttccgtggca 
tttaccgcaa
   172921 acgtaccttt accctgtggg gcatgtggtt ttgcgtgtat atggtgaaca 
atgccatggt
   172981 gacttggctg ccatctctct acaaacaaca ctttggtcta tcgctgcaaa 
ccagtttagg
   173041 ttatggctgg attacgtcgg gcgtgggtgt gattgcctct attatctgtg 
cgttaatgat
   173101 tgataaagtc ggccgccgtc cttggtacag tgcagcgttt ttcttggcaa 
ttattccact
   173161 catgagcctt tcgattttag gcgcaaaatc ggccatgcaa gttgtgattt 
tagcaacgct
   173221 gagctatgcc attttgcaaa ctatttcatt ctctttatac ctttacgctg 
ccgaacttta
   173281 ccctactcgc ctacgtgcga tgggcattgg ttttagtacc gcttggctcc 
gtgccggttc
   173341 tgcaattggg cctgttatgg tgggtctggt tgttggtggt tacggcattc 
aatatgtgtt
   173401 tagtgtgttg gctgttgtgg cgctcattgg tggccttgtg accttcttgt 
ttgccattga
   173461 aaccaaaggc caagtgctcg aaaaactctc tccttaattc atccatttca 
taaaaagctt
   173521 gcctaacctc agcgttaggc aaagggctta ttcatgctta aaaaaggaat 
ttaaaatgaa
   173581 taaatatttg ctatggggct gtattggttt aagcagcgtg agcaatgcat 
atgcagagct
   173641 tcctcaagaa tttggcaagt tagaattaaa acttaacacc cgttactgga 
acgatgaagg
   173701 cactgcccac cccacgcttg ccaacccttc gccttcgtcg agtgaatatg 
aacaaagtgc
   173761 gttaggactt gagttaaatt atcagtcacc ttacttgtgg gactggcttg 
gagtagatgg
   173821 ctcactctat gcagtcacca agttatttga ctctggcaag ccgagcgctc 
agcttttaga
   173881 agtcgaaaat aacggcaagc ttgaccaaaa ctttgcgact ttaggtcagc 
tctacatcaa
   173941 agcaaaactg ggcgataaag gcgaaattaa attaggccgc cagttgcaag 
attcgctgtt
   174001 gcttaaaagc accaataacc gcgcagtacc cgacactttt tctggtgcga 
gtggtcagtt



   174061 tcaactaaat gatcagctac aaacctacat tgcttactat gatcgctgga 
aaccgcgcag
   174121 catggactct tttgaaaaac tggtgactga aaatgacgag cgcattgatt 
atgtcggttt
   174181 gcttggtgcc aagtatcaat acaaaaactg gagcgtgaat gccgaatatt 
taaatagcaa
   174241 agattattta aaaaagtatg gggcgattgc tcaatataaa tttcccttgc 
atggcttggt
   174301 gtggacattt aacacaggtg cttttttctc acgtgacgat ggcaagctgt 
ttaaatgcgg
   174361 tgccgaaacc gagctggact gtgtcaaagg ccaagacatt aacaaccgtg 
gcaatggtta
   174421 ctttgtagat gtaaatgtag ccaaaaataa cctcgaaggc ggcattgccg 
tttcaaagtt
   174481 tgatggtttt tggattgaag ataactttgc tgtgcactcc gcccgcaact 
cgattttaac
   174541 gcaagaccac ggcactaacc cgtttccgac ctctgcgacc attggccccg 
actttaccaa
   174601 taacgatgaa accgctattg cccttcgctt gaaatataac tggaaagact 
atgtgaaagg
   174661 tttaaaaacc gaggcgaagt atatttatgg ctttggcgct caccaaagta 
acatcagcag
   174721 tgatattgag ggtaaagagc gttactttga ctttacggtg agttatgcct 
tgccgtgggt
   174781 aaaaaactta gatgtgcgtt attcattttt gcattatgaa tcgaagattg 
aaaatgcaaa
   174841 cctaggtgaa aaaataaatg gcatgtctcg gaaagattgg gaccagcacc 
gcgtatttat
   174901 taattaccgt tatacatttt aagagcaggc taaacgttta gtttagcttt 
attattttta
   174961 ttaatttaat gatttaaatc gattaacttt tgagtttaat taaaatataa 
atttatattt
   175021 aaaattttta taatatttta tttaaattga attgacctat taaaaactta 
tgattattat
   175081 ggtcccgctg gcctacattg ccagtcggtt ttagcagacc gtagatccat 
ggcgggttat
   175141 agtttcacta taagtcgtta gacccttgcg tcccttttct ttgcggtagg 
acgggagggg
   175201 gacgccctcg tgcgtgctgg tcccttggat cccagtctgc taaccccctt 
tcgttctacc
   175261 accctaatca attgacggtg atttttggtg gtagagctcc ataaattcta 
ggagttgacc
   175321 atgccactat ataaacttcc cccctctccc ttataaactt tttatttatt 
taaaatttag
   175381 gttttctatt atctaaagtt ttaaatctat aaattatttt tattttaaaa 
tttaagtcat
   175441 tttattttat tgcttttata ggctggttaa ctattgcctt taaaaatgat 
tttaaaactt
   175501 aaaatatagc ggtttatttt ttctcattga gatatcccca aatcatcacg 
agaataatat
   175561 gaaattttat aaaactattt tagttttagg cctcgttgtc gtcgattaca 
gcgtttcggg
   175621 ttgtgacctc cgcacgcagc aggagtttga aaaaatttgc ctgtcgggtg 
ggcacaccca



   175681 agccagttgc gactgtatat accaacggct tgaacaagtt tattcgcctc 
agctcatgca
   175741 acgcctagaa catgtcagtt tgcaaagtcc tgctctccca caggactttg 
cccctacttt
   175801 ttttagtgtg atgcggcggt gcgataaaaa tgacatgggc taagcgtttg 
gcttagctcc
   175861 cttatctctg tgtcgcaatg gtggatgact ttaaatcagc gcaaaaaatt 
aaagttctgt
   175921 tgtggcatgg gggccttggg gaaagttata ttatttatat ttaaaaatat 
caaaaaatca
   175981 atatcttatg tgaattttca ttcttattta cttctcttgt aatgatagaa 
aataaattta
   176041 aaaaatactg aagcttagac ttttcaaaaa gataaaagag tatttgatga 
actagaaaat
   176101 atctttataa attgtggcat ttgtttgtaa aaccttgatc atcctttttg 
tcttcttgaa
   176161 gataaacagt tttatcttta atacaaaacc caaaggtttg taagactgtt 
ccttcttttg
   176221 tcactattaa ataataggca tgattatcta gaatattttt ctttttataa 
tcttcaattg
   176281 agattttctt aaaaccttca taatcttgat atttaagaat atttttataa 
tttaaaccat
   176341 ctttctcaaa ctcttctaaa ctattaactt gataggctaa gattactgta 
tctttatttt
   176401 tgaaactgaa tagtagattt tttgactcaa ttgaaccaat tagctgaggt 
tctcttttta
   176461 agatagaaca tcctgagctg agtaaaatta aagatgaaat aaaaatcaac 
ttaatactat
   176521 ttataatatc cacattcata tcctgcctta aaattcatca aaaactttaa 
aaaaccataa
   176581 aataaatata tttagtaaaa ttatatttta tcaaactcaa cctagattaa 
taagccaacc
   176641 acccaataat aaagattttt taatttagcc aaaagactat tgctagagta 
attatattgg
   176701 ttagtgccac aatatgtccc tttctctagg tctgctttag cttctaataa 
taccgttttt
   176761 ccttcagaat tttgttttac gcatatcctt tgattatatt ctctatctac 
ttcaagcgta
   176821 atagagtaag gaaaattttc tttaaattct aaactattta tcctaatgca 
gttttcttca
   176881 gtaataggca ttttaagatt caaataaatt tttgaatatg aagaatgaaa 
ggcattaatt
   176941 ccatctactt tacccatata aattaaagtc tggtttccat atgctttatc 
atagcctcct
   177001 tttgtaaata cacacgcatc attgtcttta atttttacat ataatattga 
acctggagaa
   177061 gcaccaacag aaccactcat aaaaagcagt aaatacaata atttaatgca 
aagtactttt
   177121 aatgtaatcc cccaaatact aggtctgagg ttaagcatct gcgtagtttt 
atttacaaca
   177181 ttataaatca tggcattttt gaataaatgt attagtgttc tcacttttct 
gctcagtaag
   177241 aattttatct ttatacaaac aaaaacctat agtagtgaat ccaacaccag 
tgttatttaa



   177301 tccttgttct cctagcaaca tatagtaagc atgtttttct acaatttcat 
ttgatttata
   177361 gttctccaaa ataatctctt tcatttcttt gtcaatttct tgagaaacaa 
atagtcgttt
   177421 gtaagtcata ccatcttatt caaagttttc atagtcatta atttcacaat 
gatataccaa
   177481 aactttttta tctttaggga ataagaaata gagatttcct tcattattta 
taaataacaa
   177541 tatcggttct tgttctgtta tagcttgtac aacccataac tagaaaaggg 
ataaataaaa
   177601 taagaaactt attaagtgat tccatataaa acactttgga atttaaagct 
ctaaaataag
   177661 ctaactaacc aataacaaag attttttaat ttagtccaaa ggctattgct 
agagtaatca
   177721 tattggttag tgccacaata tgtacctttt tctagatctg ctttagcctc 
taataataca
   177781 gtttttcctt cggaattttg atttacacat attcgttgat tatactcttg 
atcagtttca
   177841 agccaaatgg aatagggcaa attctcttta aactctgatt tattaatttt 
aatacagttc
   177901 tcttcaataa taggcatttt aagattcaaa taagtctttg aataagaatc 
atgaaaggta
   177961 ttaattccat ccacttttcc catgtaaatc aaagttttgt catctggtgt 
tttatcgtaa
   178021 tctccttttg taaatacaca gacatcattg tctttaattt ttacatatag 
ggtggcatat
   178081 ggagaggcgt taacagcact actaataaaa agtaataaat ataataattt 
catagaattt
   178141 taactcttcg gcaatagtga tttatcacta gggttctcta aaaattcttt 
taaagtatat
   178201 aaaacataag gttctaattt aagactaagt tgatgatgtc ttctagtagg 
ttttgcatat
   178261 cttagaaact tagcatcaaa ataaagttct ataatacgac cctgttgttc 
ataattaaat
   178321 tcattaaatt ttttatataa gtctctacct cttaaatctg ttgcatatgg 
tgatatatct
   178381 tcacctctac ttgcatcagg agagccaact gttttgaaat attcaccacg 
gcagacacgt
   178441 tttactttat tcataccttg aaagcctaat gcattctgcc agacatgtgt 
tacctcatgc
   178501 atgaaccaat gtttcaatga tggatctgct gttgtaaaat caggattgtc 
tatataatct
   178561 tttcgtggaa gagtaataat atgaccaaag ggagtgatag cattaccaga 
taaactctgt
   178621 acaaaacctc ccataacgat ccaaattttt ttataatcaa tcgaatcttt 
aaagactgat
   178681 ttacacatta taatttctct atcagttaac cttcttcttg tcacaatatt 
tattgttttt
   178741 gttggtgctg gtcctttctt tttcagttct tcgagtgttt cactcattga 
aaatattttt
   178801 tcacgagtat caatttcatt cttatttgta aaaatatcag ccatggtcat 
gttcctcata
   178861 aatgatatga atttggattt cttctttatt ttcgctagta attaaatctg 
taaagccatt



   178921 ttcatccgtt ttcccatgaa taatatttcc acctttctct atttcataac 
atatattgct
   178981 taaaggttct cctgttagct catcttgcaa taagaatctt tggccatatt 
gaagagtagg
   179041 aacaaaacta gaattatttg tattatctga tgatcggcta taaggactac 
cactttcccc
   179101 tacaacatga gactgttgtg gttgaatcgt tgcaccacat gataacttat 
cacccacata
   179161 tgctactggt ttaccatcaa aaatcacatg gtcatgactt ttaataacta 
cagaccaaca
   179221 cctgcattta gggcacatat gaccatcgcc agctctaaca aacaagtttc 
ccatttgaga
   179281 gcttattgct tgcgtagatg gaataactcc accatgatct gtaatagcat 
tatgaattgc
   179341 aaaaccttta gccatgattt actccttaaa attagtcatg actaaaaagt 
ttttaggctt
   179401 tggttgatct ttatagattc tgatagcgac tgaagtatta ggactatcaa 
taatttcatc
   179461 accattttct aagcgactac ctactaatgc tactggcaag ccttcaacaa 
cacatgctgt
   179521 acccgcacca gagataatct tagaggttgt accatctgca taaataactt 
catcacctac
   179581 acgagcaata gataatcctt ttattttcgt attagtagaa gatgcattaa 
ctaaaccatc
   179641 gttctgagtt ttagctccat gtacagctac gtagtagatg acatgtggtt 
tattattcca
   179701 ataaattttt tcagcattag aaatcttttg aatatcattt tctgaaagtt 
tttctaattg
   179761 ttcaataggt aggtcttgta aaaaaatagg acttgtcatt atgattccag 
ctatcatttc
   179821 taatacaata atatcaaaac ttacttaaac taaaaataag ttatatgtaa 
ttatatagaa
   179881 ttaataactt agaaaattat ttaaaatttc aaagagagcc attcctatgt 
taatagaaga
   179941 ttcctttata aaagactctc cttctaagag atatctttta attagcttag 
ccttattcat
   180001 gttaataatg tataaggaac tttgtataac taattttata aattagttat 
agttgaatct
   180061 agttatatat tcctctgcct gaataaaaaa tggttaatta attgtgaaat 
ctaaactttg
   180121 tattatttta ttgtctcttt taacggtagc gtgtagtcaa gtccgtcctc 
agaaacatgg
   180181 aattactgaa gctgatataa cccaagcata tgaagcatca ctctatgccc 
agtttaatca
   180241 gctttattac acaaaatcct tatataaagc agcatacaat gaagttaaca 
aggtaactca
   180301 aactaatgat cagttgctaa gttatgccac ttttttaatg tatgcagtca 
atacaactta
   180361 cgattcttta gacataaagc ttaatgatga tctagattta atagcttcgg 
gtcaaaaaag
   180421 taagatgtca attgatgctt tagattcatt atgtgtaagt aataaataca 
tcgaaaaata
   180481 tataaaactt aaagaaaaaa acggaagtga gatatcagct aaagcgaaag 
aactttcaaa



   180541 ggaggctttg atacttcaac ccaaaattga aaaaatcatt atgaaaactg 
attcacctct
   180601 aaatgatatt gaatgtaaaa aattaatcta agctagaaaa ggccctaatt 
gttcaaagct
   180661 ttttctacaa acaattaaaa ttctgttgta gcacgggggt cttgggggat 
tcaaatgttt
   180721 aaagagtttt tcttaattaa cgaattatat ttatagaagc tgaagcaatt 
gaaagattca
   180781 ctattcaaaa actgatatct aattaaataa aaaagagctc attagagctc 
tttttactta
   180841 ttactttcta taaattttag aaaattaatt aatgctaatt tatctttaaa 
gttaactcct
   180901 attccatacc gtgtaggatt tccatcacac ttcgatagat cacattttgg 
aaatttagca
   180961 aaggcagaat tcatatttcc tttttgctca aaattgaatt ctactttttc 
taattttctc
   181021 agctcatctt tatgatcaat atatttaggg tggatcatca gtctagacgg 
ctcagatact
   181081 cttttttgat tatcttccaa tcgcttaaca taaatatatt gaccattttt 
taatttaaat
   181141 tcatgagcat atttacgagt attagtttgt gtatacccta gatctgtcat 
gagttcataa
   181201 atttcattac acgataaaaa agtcatttca cttaacctac atatcatttt 
gaggtatttc
   181261 taacgaatca agaaacaaaa ttctaaggaa gaaacagcga tactataaaa 
aataaaatta
   181321 gctgcgatgg aaggctactc taagtcgata taaaaattaa gcttctgttg 
cgtacgagaa
   181381 ccttattttt agtaatctat ttttgcatca cgccaaagcc ataatcataa 
gaccaagtag
   181441 gcacttcatc tctattgtaa ggtgttaaag atatacggca gccttgctca 
ttggcaattt
   181501 ggtactcata acagtaatct ttcatttgtt gtggatcgag agctaaccat 
gcttgtggct
   181561 tagcaggaat ttcttcgaac ttcactagat cccataccaa accatatttt 
ggatatttta
   181621 aagttttagt cgctttttca tcaaaaccat aaacttgttt tttaacaatc 
aagctattag
   181681 tccactcaaa catataggtt tcttgatagt tacgttctcg taaaggcgtt 
aaattataaa
   181741 tattctctgt catgatactt gcatctacat ccgaccgaga aaataactgc 
tccccttgat
   181801 cattaaaata attttggcaa aaatctccta tttgttgatc atcatgtttt 
gcaaataaac
   181861 aatttacttg atcaaaacgc aaacgggcat taatgactaa ttgagattga 
tgatcccatg
   181921 gtaaaagctc ttttaaatct tgagatgaat aagttgatgt tacagataaa 
ccatatcctt
   181981 cataaccagg gtatacaaat acaggtcgac gctgcttact ttgctgctta 
agtttttcaa
   182041 tatcacgttg ttcacaataa cgataattcc actggggaat cataatattg 
ggttgttgta
   182101 ctttttctaa ccggtgacga ttaactcggc ctgctgtttg tacaattgat 
tgtacacttg



   182161 atgcatcaat aatagcccaa tcaaaatcat gatctcgccc aacttcttcc 
actggtgttg
   182221 caattacaat aaatggaata tttaaggagc tagatttctg aatgaggtta 
ataatttcat
   182281 catcttgttc gatctgctca ttacccgttt ttcttttctt gccgtcttta 
tgacgtgtta
   182341 aaagctgatc taaacgttgc tctttataaa atcttgaaat aagccagtcg 
tttgcatgat
   182401 aacaagctat ttttgcctca ggtaaatgat ctgataaaaa ttgggcaagt 
cgaattgcat
   182461 gtttaatatt ggcaacccgt ataagcccca aagaaatttt tttttcagtc 
tttttaaaat
   182521 tccatgcatg ctcttgatga agttgcttca ctgcttctaa tactgactgt 
ttccacgata
   182581 aaactgtagt ttcaggtaat gaaagcaact gagccagtcg atgagtaggc 
ttagagagta
   182641 agtgaacttg taaattatct aaatgctttt ggtagttggt attaaattct 
gatttttgac
   182701 ttgatcgttc taaccaaacc tgtggtttaa gctcattatc aataatcgca 
atgattgatt
   182761 ttttctcggt accataaagg gctgcccgca tttgcatacc cgactcaaaa 
gcccgatgaa
   182821 ttgttttggc aactgtaagt gataaggttg ccgacgaaca aataacgttt 
cgaccataca
   182881 ttgcagctaa ctgaactaaa cgtaaaacag cgatcaatgc tttaggttca 
tagccatcaa
   182941 cttcatctaa aatcaagtcg ctactcacca ctctaagtaa tgctttaacg 
tgatgtcctt
   183001 gtctatgtgg ttcacccgct gcaatcagat aatcaatggt tgaaactaat 
aatggcgaag
   183061 caaggattgt agtttccttt tgatctaaaa ctttatgtcc atttttttca 
accgtaaata
   183121 atggatgtaa ccactcaggt aaatcacagt cctcacccca agcatcaaaa 
ataggttctg
   183181 gatgattttc atcttcatca acaaactcaa ttttctcttt actttgatcg 
aataaagtct
   183241 gggtaaccgt atctccaata attacggcga tttcatcttc cgatagattc 
atcgacgttt
   183301 taagtgcatg cccagtctgc aaagttaaag aacgcaaatt aagcgcaatc 
gctagtcttg
   183361 gatcatctgg tcgtaaagta caagcggcgc gcaaattcat gcgggtttta 
ccacttccag
   183421 tccctgcaat attgaatacc aacgctggtg tttcaggatg cttctgtata 
tttttttgca
   183481 atgcatttgc tgcaatattt tgccattgga aacgtgggtg agttgttggc 
tgacaaatat
   183541 attcaactgt ttgttcagat aggccagata aactcaaatc agtcatcatt 
tgaactgcaa
   183601 tgcgtgaagc ccgatctccg acttggtgta aatgccattc tagtggttga 
tcttgtaatt
   183661 tggctttttt gtcttggtct atagttttaa gctttgtatt tgcaaataac 
gatacatttt
   183721 caggtttttg caaagaatat tgttgtgctg agacaatatg atcggcatga 
atcagagctg



   183781 ctcgcgaatg cagtgctaaa gctttccaat ataaaagctg gtctattttt 
tgttttggta
   183841 ttaatgcagt taaacgctgc atacgttttt gatgactttt aaaaatagag 
tctgccaact
   183901 cacctgcaca gctcatttgt tcaaggcttg gaaccaatgt ccggacatga 
ttttcatagt
   183961 gaggtaaggc taatggatca ttttttaaag cttcttccac ccctaacaat 
ccatgatgcg
   184021 taacaaccaa ataatcgact gcttctaatt cgttttggat tccctgttca 
atttcatgtc
   184081 gatcacctaa agtaaatttc tctaaacctt tacctaaatt cttccaagca 
agctgccagt
   184141 cccatccatt ttttctgagt tgttgtaata gttttaaaga caaccattca 
tgtcgaatgt
   184201 catctctaat tttttgtccc cccatttctg gacttaattt tttctgaaaa 
tgttgggatg
   184261 ccttaccaat atcatgcatg tcccctgctg cacccgccaa caagctactt 
gctttgaccc
   184321 attcatctag catcaataac ttttgctgtt tcttggtcga tgcaactgga 
tatgcaccgt
   184381 catgggcaaa tttatgtttt gctcctacaa cccatgcaag cttcattctt 
cgcacaccaa
   184441 aattaatgta agcggccacc gcagtttgtc gggtggctac tttttttaat 
gaactacgga
   184501 tttcttttaa gccgtccatt gtcattggtg cttgccaaga tgaatgtcct 
gtacgaatag
   184561 catagctatc caaaatcgct cgagttttct ttaaagctct tttttcacaa 
gccgagatga
   184621 gaatgacatg cataatttat tgttaaagtt taaatatcat aaaaatataa 
tcttttgttt
   184681 taaaaagaga aagttttaat aaaaagatat aatcttagag cgacatctta 
tgtcgtttta
   184741 aaagtatatt ttagcttatc tgtacttaac aaatagttgc aggtggttgc 
agtcatttct
   184801 gtataatctt ttttgttcac tactgtataa gtagttgaga aattaattct 
tagagtccaa
   184861 ttcttagaat gattatttgc catcgtttag atggattacg aactttaaaa 
aaaacacctt
   184921 aatactgagg tgtcatttct tgcttacatt aaaaattcaa cccttaatac 
ttagagcccg
   184981 tttattactt taatttttaa aaataaaaaa ttgacatttt aaaactatta 
aacaatactc
   185041 acaatgtaaa tggtcataaa aaaagcagat attcggcctg agaaacttca 
tatctgcttt
   185101 tgtccgtttc caaagctcta taacttaaag aaggactatc caaatgatag 
cacaacattt
   185161 caaacttttg tctcatcctg ctatacagcg aggcgtagat ctaccttcaa 
tccttatgat
   185221 ctggggaggg taagaactat gtctaaattc attatcaatc aaaatgtcca 
agcaaatggc
   185281 gattatgaag ttcacaacct aacaacaggt tgctcattca tgccatatcc 
tcaaaataga
   185341 gtagatttag gtgagcattt gaattgcttt agcgcagttt tagcagcaaa 
acgaagatgg



   185401 cctaacgctc gaattaatgg atgttattac tgctgtaatg catgtcatac 
cagctaggac
   185461 tctatttaaa gccgatattt atgaataatg tcggctttac ttaaattaat 
taccaatcac
   185521 tttaatattc aaaacacttg gcgtcaattt atgacgtcaa gtgtttctcc 
aacactttca
   185581 tttttcaaat aatgtgttaa aaattggcta gataacaaaa acggggaaga 
taatgcctga
   185641 accacaagca gatattttta taaacgcttt agaagaatcg gtacacttta 
gtttaaagac
   185701 gattaattcc aatattgaaa aaggtgggat tcgtttaagt aaacggcaag 
cacttgattt
   185761 accctatctt agtgctcgaa ccttattaaa tgaagacttc cttattccaa 
ccgattatca
   185821 ggcaaatgca ggtaaaacgg cttctatttt taaagtcgta aaagcagcca 
tgattaatga
   185881 tgatatcagt tcagaagaag ctgagtttca acaacaagtg gaacagctca 
agccatccat
   185941 ttcatctatt tttaatgagc cgtatcaagc cggtacagaa aacattgata 
tacgtatgcg
   186001 ccagctttta attcccaaaa atggtgaata cgtttcagtt agcccactta 
ctgctgctgg
   186061 cgtaaattat ctggtgaacc aagaagttga tgctgtaaat gaattacgca 
aagaaaaaga
   186121 cagtgaattt aaccgcattc aaactgctgt ttttggcata ggtggagcca 
atccacaaaa
   186181 tgtgggaagc ctcgttcgtt caatgcaacg ccctattaca gtggatgctc 
ctcaagcaag
   186241 tgaaaaagta cgccaagcat tagcgatttt ctataacgga tttacgatac 
gtctatcccg
   186301 caaaataaaa ctgcttaatg gaactaaacg ggcaaaagaa gcaattaaag 
agtggtcaga
   186361 aattttaaat cgccaactta ttatcaccgc gacgaatacc attcaaaatt 
ggcatgacct
   186421 cgagattttc gctccctcta ccaatcggga tgttcgagat caggaagtta 
ttttcctgaa
   186481 tatccttgct aaagatgtat taagacaggc gacttttcaa aaaaatattt 
tagaagaggc
   186541 tgaatcaatt ttaccaagta tggaagaaat tgagcgtcct tcattctggg 
ttcatccgag
   186601 cctttcgttt gttttacaag gtttgattga cccagaacta cgagatgatc 
actggagaat
   186661 aaagttctca gattatcttg ctagaaaaat caccaatgaa acctttgata 
tagaaataaa
   186721 taatgaaact gtaacgatta gcctagatag caattcagaa ggttatatca 
cccgccgctt
   186781 acgggagatt attcgatgag tcgttatgtc gttattcctc gtatgcgagt 
acaaaatgca
   186841 aatatgcaaa ctaatggctt cttattaggt ggtgtgcctt tgtttgcagc 
caatatgttt
   186901 gcacatcatt tggcaagaca attaggcact caagaagaag gcattattta 
tattcatcat
   186961 gaccaacagc gtttaggtgg acaagcctat ggccgcttta cgcctgctca 
acgtcgtggt



   187021 gccgtgttta ttggtaaaaa ggactattct tctaaaaata aatacgcgtt 
gtctttacaa
   187081 ccaaccgcat cttgtcattt agagtttagc cttgttatca aattttctag 
ctctcggatt
   187141 agtccagaaa aactaacaaa catacttaaa tgtagccgtt ttgctggtgg 
acaaattatc
   187201 gagtttttag aaattacgac acattctgaa aatgaactag aaacagccct 
aaagaaaatc
   187261 aaaactggat ttgccatttt agatcgacaa gatttgctta ttgaatatca 
gcaacgtaaa
   187321 caaattaatc gagttcaggc atttacccaa ctgttggcgt taaaagcaga 
tgcacttaga
   187381 gctttcttta atgaccaaaa tttaagttgg atatcggcaa ctaatttggg 
ttatgcccta
   187441 cttgagccac tcacagacca acgagctggt attcgccaag cacaagatca 
ggaaaataca
   187501 gcacacgcct atgcagaacc gcttaccggc attattcagt atttttcttt 
aggtgagatt
   187561 ctaaggagaa atactgaggc tgaggatgac acttggcata acttgcaaaa 
attattgtgg
   187621 acctaccact ggccgcaaga cgacattttt cttttaaaac aaaattgcat 
caatgcataa
   187681 ctcgctttta aacataagga atttttcaca tgacaatttt taagaaatta 
ccgggcagcc
   187741 tttctttaca acgcggtaca gtggtgagtg atggggcttt ttttaattta 
tttgaagatg
   187801 gtaaacaaga gccgttacat gtgatgtatc acggaattcg agggactcaa 
aacgtagcag
   187861 gtaataaaga aaaaggtgct gcaacaggca actctcttgc tcgtgaagtc 
accaatattc
   187921 agcttaccga atctgcgaaa ttacaaccta aagctaaact tttggtgaaa 
tgggactttc
   187981 gttttattga cttgagctat gtactgtttg caagtgcgtc taaagctggt 
gctgacaaaa
   188041 ccgaagaata taatttccgc caagcgttct taaattttgt aaatcgtgcc 
aaagaaagcg
   188101 atggactaaa agaagttgtg cgtcgttatg tacgtaatat cgtgaatggt 
cgctggttat
   188161 ggcgtaaccg tattgttgct gaaagcatta ccattcaagt gactgctcaa 
gactaccctg
   188221 aaatatttag ctttgatgct ctttcttata accttaaaag ttttgatcaa 
ccgtctgaac
   188281 aagaacaaaa actagcagaa attttattaa aaggaattac aggtgaatcc 
acaagtgcag
   188341 cactacatat tgaagcgatt gttgacttcg gaatgggtgg tgtagaagtt 
ttcccttctc
   188401 aaaattactt agaagataaa ccaaaaggtt tctctcgatc tctgtatcaa 
ttaacaccga
   188461 aaaaaccaga ccaccaagca aacgacaacc aatatctggg gcaagctgct 
ttacgtgacc
   188521 aaaaaattgg aaatgctcta agaacaattg atacctggta tccattgttt 
aaagaaaacg
   188581 atgagaaacc aattgcggta gagcctaacg gtgcaaacct agaaggtcag 
attttctatc



   188641 gcgtaggtaa agacaaagtt tctgcattcg atattttaaa agaaattgat 
gagcttgatc
   188701 caaacagcga aaaaggtatg ttcctaattg cctgtttaat tcgtggtggc 
gtgtactccg
   188761 agggtgaata atcatggatg ccaattacta tctggatatc cgtgttcttg 
agtcatcaga
   188821 cgatacggat ttaaaacttg gtcatattcg taatcaaatt tacaccgtca 
ttcatggtgc
   188881 ttttcggaaa ctgcctgcgc attacgctct tgcactagag atatctgata 
aattgaaagc
   188941 gaagcaggaa caatttgaaa aaaaacatgg tcgttcggct aaacctaact 
ttgatatttt
   189001 gcgaattttt gctgaaaaac aggatgagtt agatgagtta atcgaggcaa 
ttaaaggaca
   189061 ctggaaaatt cgcgactata ccgttttagg tgccgcaatt cctgttccta 
ctgccaaaat
   189121 ttctggttgg aaaagttatc gaaagtttcg tattccaact ctgaaatctg 
aacgtactaa
   189181 gctttcccac caaaatgaac ctttaagaga tagacgctta aaaacggcca 
aaggaatgcc
   189241 cttctttcag gtggtcagta gtacaggtca tggttttaca gtcattattg 
atgttcagga
   189301 gagtgaaaac gcgggatacg ggctgccaga tagctatggg cttgcccgta 
aggaaagtcc
   189361 ttttgcccta cccgtctttt aaggaaatat aatatgagtc aactccgtca 
agaacgcagc
   189421 cgcccactta tgctttcaaa gcgtgcctgc gtattttacc tagaaaaagt 
tcgtgtcgtt
   189481 ttaaaagatg atcgaattgt ttacttgacg gagaactcac aacctgtgga 
atatttttat
   189541 aatattccag agaaaaacac cgccttttta ctacttggca aaggcagctc 
attaacagat
   189601 gcggctgcca gacgtttagc ggaatctaat gtcatggttg ggttttgcgg 
ttccggcggt
   189661 tcccctttat tttcatcatt agatttaaca tttttagcgc cccaaagtga 
atatcgcccc
   189721 actgaatata tgcaaatctg gatgagagca tggttagaag atgacgcacg 
cttactcatg
   189781 gcaaaaatat tattacttga acgtattgcc ctcgtatcac aatcatggaa 
aaagaatttt
   189841 gatttgattc aatctggtat ttatattgat gaaaatgctt taaacacatt 
caaacaagat
   189901 attgatcgct ccgaaaatct acaggaatta cttgcagccg agggacgttg 
ggctaaaacg
   189961 ttatacaaac aacttgctaa aggctttgga gttgaattta ttcgtgatga 
aggaaaaaac
   190021 tctcaagact ctattgcgga tatagccaac agctaccttg atcatggaaa 
ctatattgcc
   190081 tatggctatg cagcagttgc tttaaatgga atgggaatta gttttgccct 
ccctattttg
   190141 cacggtaaaa cacgtcgtgg aggtctagtc tttgacctag cggacctagt 
taaagatgct
   190201 tttgttatgc cagtcgcttt tacatgtgca gcaaaaggat taaatcaaaa 
agaattccga



   190261 atgcagctta ttgaaacatg ccaagaccaa gatattttag attacatgtt 
tagcttcatt
   190321 actgacatat gtagtaaaat caaataaaat catacattta acccaaatac 
cttataacga
   190381 agtattttca ctcattaaaa acttatataa ttgattttaa gagttttgtt 
ttaacttaac
   190441 tctagttctt catcgcatag atgatttaga aagtaacgct ggtactctgt 
acgttctacg
   190501 ttaagttctt catcgcatag atgatttaga aaatcaagag aagttttata 
gtgttcgtgt
   190561 atctgttctt catcgcatag atgatttaga aaattcactg gattacgttc 
taagccttcc
   190621 tgaagttctt catcgcatag atgatttaga aaaataagcc ttatgaggta 
gatacttcaa
   190681 aaatgttctt catcgcatag atgatttaga aaaactcggt cacaaggcgt 
agtctacggt
   190741 ttttgttctt catcgcatag atgatttaga aagtatcgat acgccaatga 
agctatcaga
   190801 gttcgttctt catcgcatag atgatttaga aatcaattgg aacgatatca 
ggctaataac
   190861 tacggttctt catcgcatag atgatttaga aaggtacaag ccatcacatg 
tatctgctag
   190921 ttcagttctt catcgcatag atgatttaga aaaacacatg ccagatggtt 
caaatggttc
   190981 ttcatcgcat agatgattta gaaagtatcg atacgccaat gaagctatca 
gagttcgttc
   191041 ttcatcgcat agatgattta gaaaagtagg aagctctaca tctagtttta 
aatagggttc
   191101 ttcatcgcat agatgattta gaaatatgag tgagggagta gcaaatgtct 
gaacaagttc
   191161 ttcatcgcat agatgattta gaaaaagaaa gctgagcaat tgcctgcttt 
gcctatgttc
   191221 ttcatcgcat agatgattta gaaaaatccc attaaagaaa tcattttggt 
cttggagttc
   191281 ttcatcgcat agatgattta gaaaaagatc agaggcacca agcaatgcag 
actcccgttc
   191341 ttcatcgcat agatgattta gaaatttacc cttgccatgc ttgccagaat 
tagaatgttc
   191401 ttcatcgcat agatgattta gaaataccac ccattgaacg ttagccatat 
gagcaagttc
   191461 ttcatcgcat agatgattta gaaattccat gcttcacata gaaattcatt 
gcaagtgttc
   191521 ttcatcgcat agatgattta gaaatactgc ttcccaagtc agtaaaatga 
ttgttagttc
   191581 ttcatcgcat agatgattta gaaaacagta gtatcatttc aatcgagtaa 
cgttgagttc
   191641 ttcatcgcat agatgattta gaaaaaaaag acccaaagaa attcgctcgt 
ttctttgttc
   191701 ttcatcgcat agatgattta gaaatacacg gcgatcttgt ttaatagtct 
gagtttgttc
   191761 ttcatcgcat agatgattta gaaacaatac aaacatttga ctgcacatct 
ggaacagttc
   191821 ttcatcgcat agatgattta gaaatagaaa gcttggaaaa caaaggtgac 
tgtaatgttc



   191881 ttcatcgcat agatgattta gaaaagaaac atctgttatt tttattgatg 
aggtacgttc
   191941 ttcatcgcat agatgattta gaaaaccctt tggattgaag actctgcttt 
tgctgcgttc
   192001 ttcatcgcat agatgattta gaaaattcac cagcctcggc tagacttgat 
gctcctgttc
   192061 ttcatcgcat agatgattta gaaaaagcaa aattcaaaag aattacccca 
gccaaggttc
   192121 ttcatcgcat agatgattta gaaattggtg tgcctgcgcc cactcaagcc 
atgattgttc
   192181 ttcatcgcat agatgattta gaaatttaac cgagatcaag aagtaattgc 
ttgggcgttc
   192241 ttcatcgcat agatgattta gaaatacaat acgacgtgat aatgcaacta 
aagcccgttc
   192301 ttcatcgcat agatgattta gaaaacggta aaattaagtt acctgctaaa 
cttgtggttc
   192361 ttcatcgcat agatgattta gaaaaatcaa agccttaatc gctaaatcaa 
ctgctagttc
   192421 ttcatcgcac agatgattta gaaattttgt ttatacggtt aataaatcag 
tacaatgttc
   192481 ttcatcgcat agatgattta gaaaattaca caggcatggc aatgaaagtg 
ttctttgttc
   192541 ttcatcgcat agatgattta gaaacctcgt ggaaaaactt aaaagccatc 
ttcgtagttc
   192601 ttcatcgcat agatgattta gaaattcatc taaatgtttt tgacgttcag 
cttcaggttc
   192661 ttcatcgcat agatgattta gaaatagaca gctcatttaa tccgggtgag 
aaacaggttc
   192721 ttcatcgcat agatgattta gaaatagata atgttgaatg ggttgaaact 
acctacgttc
   192781 ttcatcgcat agatgattta gaaaagttca gcattcccct tcggggtcaa 
cgtccagttc
   192841 ttcatcgcat agatgattta gaaaattacc cctccttact ttctgcttta 
acttctgttc
   192901 ttcatcgcat agatgattta gaaaaaaaca ccaagccata aaattaatta 
cagcaagttc
   192961 ttcatcgcat agatgattta gaaatgtttt gctaatttat caatatcgat 
tttcacgtta
   193021 ctcatcgcat agatgattta gaaaacaggg gtcaagttca gaagatttac 
gttacagttg
   193081 ctcatcgccc agatgattta gaaaggtatt agtgcgaatt ggcttttagc 
ccacgcgttc
   193141 ctcatcgcgt agatgattta gaaattaaat gctcaactat ttctgtagct 
aatggagttg
   193201 ctcattgcaa gatgatttag aaattcaaat gatttaatga gcttgtagcc 
attttgttgc
   193261 tcatcgctta gatgatttag aaaacgtctt ctaatgatgg actttaatcc 
aatatattga
   193321 tcatcgctca gatgatttag aaaatctcac tgaagatatg accatcactt 
tcttcgtcgc
   193381 tcatcgccca gatgatttag aaaaagccat ttactttgat aaagcgtcac 
atagcgttct
   193441 tcatcgcata gatgatttag aaataggaaa ttctatcggc ccagcatcta 
caaatgttct



   193501 tcatcgcata gatgatttag aaaaagagac acatcgttaa taatctcttg 
tgcgggttct
   193561 tcatcgcata gatgatttag aaaatgagca aattatcaat tgatctatct 
gcaaggttct
   193621 tcatcgccca gatgatttag aaatagacgg tgttacctgt aggcggtgtc 
tactggtttc
   193681 tcatcgccta gatgatttag aaaatcgttt gaataatatg gacaatccag 
ccaatgttcg
   193741 tcatcgctca gatgatttag aaagcagcat caaacgagat attggctaac 
atattgttgt
   193801 tcatcaccca gatgatttag caacaaatag ttttagctat ctgagcattt 
aatttgttcg
   193861 tcatcgccta gatgatttag aaattcatca cgtagccttt tacacgcatc 
ttgcggttct
   193921 tcatcgcata gatgacttag aaatgtacgc tgagtattga tattgacatt 
cagggcattc
   193981 agaatttggc gctcgttcgt catcgcacag atgatttagg aaaccagttt 
gctgaaaatc
   194041 accaatacgg tcttgtttct catcgtccag atgatttaga aagattctat 
gagcgtgacc
   194101 atgactctat ttaagttgct catcgcctag atgatttaga aaattatcca 
gataaaacca
   194161 tatctacaaa gtgggttcgt catcgcatag atgatttaga aagatcatct 
acagtgattg
   194221 aataaacggt ttttgttgct catcgtgtag atgatttaga aacaacgacg 
acgccgtgtg
   194281 tttgttatcg gaaggttgct cattgctcag atgatttaga aacaagtagg 
atttgcagcc
   194341 ccaatagtct ttatgttcgt cattgcacaa atgatttaat aatttgaatc 
ttaaaaagaa
   194401 aaaaccccga aacttacgtt tcagggcttt ttcgaatctt ggtgggatgg 
cgtcaattga
   194461 actgataaaa caaataattg ttttttaaag ttaatttcaa ttcaaaaaat 
aacagtgtac
   194521 acaatagtgt acaaattatt tgttactagg gcatttctct gagtttagtt 
gtcatgctgg
   194581 gtgacgaact caggagttaa aaacactcct tttagtggat cggattatga 
ggctcgttat
   194641 ttggcttcaa taaatttatt gagcgcaaaa ccatatttgg tgattggatt 
ttaaatcttg
   194701 aattaactta gccgttcaag tggctgatta agtagcttgg tcgcgtttta 
agtgtgagca
   194761 agttataaaa atcacgaaat actttcgatt gcagatacgt gcatccagtc 
gcgtgtacat
   194821 tgccgaagtt gaggatttag atggtggggg gtatccctat gttcaggtta 
tttgcagaag
   194881 taaaccgccc gaataatcgc actgtagttc tattgggatt ttaagcctta 
aaaccatatt
   194941 tgaagcatcc ctctcgcgcg cgcgtgtttg ttgcaaaacg cgattttgcg 
ctttgttgaa
   195001 taccgttgct caattttgag ctttgctttt aaaacatgga ttagccaacg 
caattttgcg
   195061 ctcacctttg gttttaaatg ttaatccggc attggacgca cctaaaaccc 
gataaaacct



   195121 tatcatttct tatcatttgc tcttaataaa acgtaatctt ttatctaggt 
agctactacg
   195181 aatttctcgt agtaaggcac tgtatttaaa acgtggaatt gttttttaac 
tttcgccagt
   195241 gatgaagctt tatagacatg tttcccttga tgtaccttga tgaaatgaga 
ttccttaaaa
   195301 tagcgataaa ccttgttgta tatagcttca aggccatttt aatggtcttt 
ctactggtgt
   195361 cctatcaagg atagctgaat aaacgttgta aagaataatt taaggccgtt 
ttgttttacg
   195421 tagttttacg aaatcaattt cattaaattc ctgtatgcct tgctatgact 
ggcatagatg
   195481 gcatttttca taaatacgcc gtaaagcaaa aattaattag atgaaataag 
ccattcacgt
   195541 tgatggaata gaaaactatc catgttttta ggcatgtttt ttaattgatt 
actggggaat
   195601 attgcatgcc cctagaacga caaatccgct ttacttgttg gacgtagttg 
gacaaaacaa
   195661 ggttctattt gaatcgctat actccctata tagcttagat ttgagttggt 
tttttaaggg
   195721 ctttttagtt tgccttgtcc aacaagattt aaggctattt tgtgatacgt 
aatgctatag
   195781 attaagagat atagaaatct ccctattaga tttcaaatct ataagggtga 
atttccgatt
   195841 caacaatcta aatttgttat acgtagttat acggatttac cttgacgtac 
cttgacgaaa
   195901 tatcactttt aaaactttac taaaattgac tgtgcttcat tattgataag 
gcctttagct
   195961 gaataggcag gctgttttaa atatcggtct gtcaaggtaa attgcttgta 
tcttgtataa
   196021 caagatttaa tctctttttt cctatcttgc tgtacgtagc tgtacggatt 
tacttggacg
   196081 tacttggaca aaacttcatt ttatagccct ctctaaaatc cccttgatgc 
tcggtctata
   196141 aggctttcca ctaaatttgg atgtggttta aaacataaag ttgtccaagt 
aaattgcacc
   196201 tgtcttgtac aacaaaatac atggctattt ttactattat ttttagacgg 
attggtggaa
   196261 atggcacaca acttgaagca atttaaaatg tggccaagtt ttgctagacg 
tagctagacg
   196321 aaatcatttt ttaggttgac agaacgggga tttatcaaaa ttagctaaag 
ccttgctata
   196381 catgggtttg attgaaattt aaagtctaat tactaccaaa ggccgtctat 
ctaaatttaa
   196441 atagccacac tttttatcgc taaaattgtc acttgtttac actttaaaag 
tggcatttag
   196501 agggaaaatt ctagtttcac aatctggtta catcatattt taattttcaa 
atagtggatt
   196561 tctcttttta taaatactga tctataaaaa agccctttca gggctttttt 
atttctagag
   196621 aatactactt tgataaaaaa ggtatgccgt atacacacct aatgcaacac 
aaataataat
   196681 cgccacataa atgtaagaca ttactctatc gaacttatca tttacttcac 
cttttatttt



   196741 tctaatttct gcatctacat cttcaaattt tttttctaat tcatcaaaaa 
tatctaaata
   196801 ctcttctttc acttgattaa gtgtattacg ttgcccatgt acattaagaa 
tcataataaa
   196861 tatcattgat aaaacggtca ttaatacaat gaagtttttg gtatatataa 
aactactaat
   196921 agttttcatg gtagtcattt gggctgtagc gaaccaaata cctgctggta 
ttgcaaacat
   196981 ttttgtagcg acagaatcga aagtatcatt caattttttg atgtattcag 
ttttcttttc
   197041 tttatactct tttctcacct tatcaaaggt ataatcctct acatagcttt 
gataactatg
   197101 attgatattc gtaatcaagg gattcaagtt acgaataaga tagctaaatc 
taacatcttc
   197161 aatttcgtct ttaacaaaag acgttaattc tttgcacatc agattaataa 
tagcctctcg
   197221 gtgcatatct tgatgtttga acttacctaa gcttttagta tcaatcggat 
aatttaaatc
   197281 atcttcacaa gctttaattt taaacttata actacgatta taaaaaatac 
aatctttgtc
   197341 tgcattagac tcctcagaca aaaatttaat gaatgaatat agttcaccca 
tggcaagata
   197401 atttttatat ttactatcac tagagtcaat atcaaaataa tcttcgacat 
ctgttaaaaa
   197461 aattttcttt ataggattct ttatataatg ttcgtattta agaactgtat 
tccagctatc
   197521 acaaacaatg aaatcgtgtc ccaaattaat attagtttta tttaatttaa 
cttcaaaaat
   197581 gtatttacta ttaaattgac tgctttgaat tctctctaaa tctacgcctg 
atccacgttg
   197641 cttcccttca acttttacat caaggctgcc agcagccaat gagtatgcat 
ttaaagcttt
   197701 tagagaagca agtttgtctg catctagttc catccagctt acaaattggt 
cacaactttc
   197761 ctgtctgtct tgcatagaca gaaagatgtc acgataaatt tgtactggat 
tcatagtcat
   197821 ttctattcat ctgaattgct tgctgttgta gctgctttaa gttctgctac 
caaactatcc
   197881 gacagtaatg agctgtcgat cttgagtata tcattttcaa atttaatttt 
atcgttcagc
   197941 aaagcttttg caaaagtaat tgaaaggtcc tttcggctac tactaaattt 
cttaaatccc
   198001 tttaattctg ttttacttat ttgcaaaatt cctgacaaat tatgcccttc 
gcttgcatat
   198061 tcaaaaaact cattactatc agcaggaaaa acatgttttg ctacattcga 
caaaacaaca
   198121 tcgtcacctt tggttataca atcattaata tatgagtggg ctaaagcaag 
atagtcatct
   198181 gcagcagttt gggatagttt aagtttctca gtagcaaagg attcaatagc 
ttcttttaat
   198241 ttctttgttt cttcatttgc agcttgttta tcgacttcac aaccaataaa 
tttttgaaaa
   198301 taatcagtta cctgttctga ctgaccattt ttaaaacgaa tatatcgttc 
cgaaaactca



   198361 tcacgccact ctgtaatatt gattgttgca cccaaatgca atttatctag 
atccagaatt
   198421 tctttggcaa taaaattaag atcaggatta atgtcagtcg cattcgattt 
attaattaca
   198481 gcaactgcta acttggtatg ttcatcacct ttaaactcaa aaaaaacaag 
aaaaccacca
   198541 gtaatacttt tattttcaac aagaaaagtt ttaaagtatt ctgccaactc 
tcttgtcatt
   198601 tcaacaaagt ctagacaatt ttcaccagaa taaaaattat ctaacccttg 
ttcaaaggct
   198661 ggtttctttt ctgtatcatt cccaatagaa aactgtccta ccattaaact 
agaactagaa
   198721 aaaagtttta ataattttgc tgctaattca ccatttaatg atcttaaatc 
attctctgta
   198781 tctttgatct tagcaattaa tgtttctgta cttttttttt cttctttaac 
gcgtcgaatt
   198841 tcgtgaacaa taatatgttg gatagacatg atacatctct agagtaaata 
attagattca
   198901 gtgaaagttc tttaaatcaa tagatggaat aaccccccta ccctataggg 
aattcagcca
   198961 taggtattac atgctttaat agaaactcga tatatcttta gatgttcaac 
cattcatgag
   199021 ccccctcata tgtttgatct taaataattc ttataaggcc tctttaaagg 
agtactccaa
   199081 tattcttcag aagctataaa gcccattcac tagggctaaa taaggtttaa 
cactataaga
   199141 gtgttaactt tttatcctat tgtattcact tgtgaatata tttcaattag 
tgaatacaaa
   199201 aatatgaact aatatgcacc aatatggtct aataaaaata atccaaacaa 
ttgcaataca
   199261 tccgcccgaa tctctgttac ctctcgaact atgccatttt tagtctttcc 
acttcccagt
   199321 acacaatgaa ccctcaatat atgccttact gccattcttg agatatttgc 
taaacgtccg
   199381 ttgctgctga ttctgtgcca ttaaagttat ctctttttgt tatacatggt 
catacaaaat
   199441 taaaaaatga atggaaaaat ttagtcagcc ttcaaaggag aatttaaaga 
catttactct
   199501 tacgtagtct tacgagatag tatttgccaa aaaagtcgta aagcttgtgc 
tatataggtt
   199561 agaacctatt tcacctttgt tcaaagataa agttgctttc tgtagggggc 
gtcaaggtaa
   199621 attgaagata ggctgtctag caaaatcata cagtgttttt acaccattta 
agatgaattt
   199681 aggttgacgt aggttgacag aatggggatt tatcaaaaag ggctaaagcc 
tttctataca
   199741 taggtttgag tggtatttat tgcctaattt ctatcgtatg ccgtcaacct 
aaattcaagg
   199801 tgcctgaaac ttaattattc aatagccttt aatcagacac tattaatcga 
agataggtaa
   199861 actcccttta aaaaaaggga attcaaaaag tgctatttct cttatttctt 
gtgccaaagc
   199921 atcatcgcca tcgctatgat tcccaacatt taagtaataa tttttcccat 
tgcaatgatg



   199981 gtaaataatc cactcaccag ttaactttcc atcattaatt ctatctatat 
attgcttccc
   200041 agaacacaag tatcctaagg cttcaattct tttatcctga ggaatttcag 
agttattgaa
   200101 tatatcgcaa aattctttaa aaaaagtatt attgaatatc ttctgctgct 
tattattcaa
   200161 tcccatctgc tgcttaatat tcattgccat agatttaagc ccgacctgct 
cataatgctt
   200221 atgccataac ccttctaggg gctgtttaat gaatttcgtt gcaggcttca 
ttcgtttata
   200281 atttttactt ggtttttcta attccctaat ttcattaata atactatcta 
ggtgagctcc
   200341 acacataaat gcatataaca tttttatgat aaaaacagtt gtgaatcttg 
attctgtaat
   200401 tatttctaaa ttgctcatta atagccaatt gaaaaaaaat gaacctcttg 
cggcaggttt
   200461 tcattattag tttttaaatt ttcataaatt ttttctattt tgcccataga 
taccttctaa
   200521 gtgattttct taatttgcta tttgttgatt ttgtttggag ggttaatttt 
ctcttttact
   200581 aatagctcta gcataagcac tattaatctc atccgcagaa taacggcgat 
tcaagatatc
   200641 ttgctggata cttgttggta ggctcaatac atccgccctt ttcccatcaa 
tcatgttctg
   200701 atttgcttta cggatagggg caaggctcac acttctaaaa aatgctttca 
ttattgatac
   200761 tcaaagaaca tcaattgatt agatggattt gcgacatcaa aatattgatc 
tacacgctcg
   200821 tctttaaact catatttact ccaaacaagc cccgcataga agtctatgaa 
ttgaagttct
   200881 ttcgttactc ggctatcgaa tggtttaaca ttcaaagttt catttagaac 
atcatctaat
   200941 tgcgaacgct ctgcaatcat ctgttttaaa tatatttcta aattccagcc 
tacattgact
   201001 ttttcacatc gagaatcagg aatgaagtct atatgcttat gattgcataa 
atggtttaag
   201061 agcatatttt taaccatata gttatatagg gcattagggt catttcttaa 
ttttgttttt
   201121 acccgttttt tgtttacggt tatggatagc aattttatat ctgggtggtt 
tgaatgcaat
   201181 ttgataattt gttgaacaaa ttgttctttt tcttttgagc taagatcata 
tgattttaat
   201241 tcattattga gagggcgttt tctagcttta taaaatccag tcacaattcg 
attaagatgc
   201301 tttgtcttat ctcttgggca aatcacacat gctattgtga gagttctact 
tgacccacct
   201361 ttcccgtatg gggctgtaaa agtccaacct aaatcaccgc tttcatctaa 
atagatggca
   201421 atcatataat ccccagaaag acaaaaagcc cacgaatggg ctttaagata 
cggcgtgtaa
   201481 cctagtattg gcgaacttac agaacgctta cgatcataac ggcatttatc 
gcaattgctc
   201541 taggctgatt atttataaca tctccgttac tacaagcata ttattaatca 
tatggggctt



   201601 atttgcaatt ggatgataca aaaatatgca ctgatataga ctaatacgga 
cttatacgga
   201661 ctaatcaaag caactgcaac acatctgccc taatctctgt tacttaccaa 
tctggtgctt
   201721 aagtacaata ttaatatcca aatacaattt ttctcgtgag aatttctcta 
atccggagct
   201781 aaccaagcat tcaatggacc cacatacttg ttgattccat atgcaaatga 
ttcttgttga
   201841 taaggtgctc cttgatagag aatataatca tttgttactt ccaactcttt 
ataaacttta
   201901 ttatctgtag cacaactata caatagagct ataccaattt ctttaccaag 
ctttgatgct
   201961 cttactgtta tatatccacc agatttaaca ggttgcccaa aagaatgaca 
ttgccatcca
   202021 ttatctctaa gtcttttaac tatttcatca ttcattttag ttgataaagt 
tgcagagcga
   202081 cctaaccaac catcatctga agctgttggg ttgaaaggta agcacccatc 
gatttgtaat
   202141 tgctgcaaaa gagtattttt gatgacttgt aaatttaagc aagcaaaaac 
atcgttacga
   202201 aaagattctg atcttatatc tggagttggt gggaaaattg ataacttaga 
ctctttcatg
   202261 gcaaaacatt caataaatgc caatgcttga attagaccca tggcgcgaaa 
aaaattagac
   202321 tgattttgcc aaatttcaga tttagcatga gcaaaaaaat gtcgattaaa 
tcctgaagta
   202381 ttttggtagt tttcggtatt ctcataaaaa ctatttttaa gccaattacc 
tattagttca
   202441 ataattctaa tacgcacatt cattactttc agcacatcat cttgaacata 
ctcttcggga
   202501 atccaatctg cacctaatat atgatcatgt tttatattgt gtttagcacg 
ttttatgcat
   202561 cgatcaactt tagtttttaa atcaagattc tcaaaggaat cctcaatgat 
agtatttaaa
   202621 atatcttcga tcatcggaat taaggatgct atagaagcta ctctcattcc 
gctataaaaa
   202681 gctaaaattg attctttaat taatggtaca tgctttgata tagctattga 
gtctgaaaaa
   202741 gtttgtacag tgatgggaat aatgttggag aaattatata cagtcgggaa 
aaactcttga
   202801 aaacgttttt gtaactcctc tttaggcaaa aactcgtggt aaccaatttt 
caaattagct
   202861 actttaaagc cttcacctat ttgttctcga ttcataaaga ctggtgggaa 
ccagtctact
   202921 ttagcccaga attcttcttg tttttggaat ggtataatat tgttctgata 
aatttgaatt
   202981 tctgatagtt tctgtcgagg taataaagcc gttacattgt ttacaattga 
aatcttaatt
   203041 gctggaatgc tttggttaaa accaaaagta cattcttcaa tctcaataat 
ctctatcccc
   203101 ctttttatac aacatatacg catctcatca agggtaaccg ttgacattct 
attttgattg
   203161 ttaaatttac accaaattcc cttaactttt cttaattgct gttctgacat 
aactaacctt



   203221 gatataaaag ttgagtttat taatttaagc taaacctact aattgaattt 
aagaatagca
   203281 cttcaacttt acccccttaa ctttcatttg taagaaatta gcctgcccct 
tcccttaata
   203341 taaaccttac ggcctttggc aacactcttt aaacgattgt tgatacagat 
ttatgctatt
   203401 agcctcttta cgctcacctg tggtcttgtc tttccaaaac tcagtagttg 
caacgctgaa
   203461 tgtcgtaacg ctgccaccgt tggaaaattg tttagtttca gggttaagac 
ctaacacacc
   203521 catgacagta actttcttta cgtttggcat tgttcaatct cttaatatgc 
ttgtacttgt
   203581 atatgtgtaa ttttaggtgg acatggtgga cattcacttc tatatacatg 
attttaaata
   203641 attaaatctg tccacccata ggaaaaacaa catataaaaa aagtggacat 
taaaatcata
   203701 gtaggtggac aagatatatt taccttgaat catgtccacc ttatgtccac 
ctattaaaat
   203761 atgtatattt atataaagtg gacataataa tatctatata tagcaataca 
ttaactataa
   203821 atattttctt tatgtccact atgtccacat cgtccaccct ataaaatcta 
ttttcagatt
   203881 tcactatctg agttctgcat ggcctcagtg ctaaagtgca tcattctcgg 
ccgtgtgccg
   203941 tcaggtagat tgacgctaga ctttttcaca tatagtttct tgcctccctc 
gataaactct
   204001 ttaatccagc catgtttgat taagactttt ttaacattcg cctcgttcat 
gcctatgcac
   204061 atttcctttt taaacatggt cggcgataca agatagactt tatcatcagg 
atcgtaatac
   204121 ccaacgcggt tatgagtgcg cggacggatt acttcgccgt ctgcctgtct 
gattacagtt
   204181 aagtcttcaa aacggctcgt tccgttggat tcaaaaaagg ctttgatatg 
ttcaagaatc
   204241 tttgtttctt ccatattctc gccaccgcct agactattta gccaagtatt 
aaaacattgc
   204301 gctacggctt caaatgcgcg tccttgctgc cagcttgtaa tgcctgccag 
tgttgccagc
   204361 tctccagcca ccgccaccaa tgcaaaacgg cgtaaaacgc ggttagcttg 
tccgttcttt
   204421 gcttgggtgt gctgctcaat aaagctgtct agtaatttct gggcctgctg 
cattactaca
   204481 tctttatcac tggtcagata ctcaagccat ttgatgccag catgtccgta 
atgcttcgca
   204541 gcaagctcat taatgcggtt gcccaaatcg cttgaattgc tgccatagtt 
gacacattca
   204601 aatacgccgt atcctttgcc tgcatcacta gggatatggg cgaacctaag 
caataaacct
   204661 gcatctagct cgataccgcc acgccgtaaa tgttcctcga gggtgacttc 
gccagtggac
   204721 gtatacatca agttgaattg cttagaatcc ctatttttgc ctgtcttgct 
gcttcgtgat
   204781 ttaccttgcc caccagtaag catataaaca atatccgaca cggccttagg 
gggcgcctgt



   204841 cgcaattcat caagatttag aaagctatcg tttcttaatt cggcttcgtt 
ctccagggca
   204901 ttgtctgtgg tgcgccattg tttcgatact tctctaggat tgccccacac 
gctacacgct
   204961 gcttttgtaa tggtactttt tccatcggta gatgagccat agatatgaaa 
gccaccactc
   205021 tctaagttta atggcgcaac caattgtccc gaaaatgcac aagaaaacgc 
cagtacaccc
   205081 agtgcatgag gctctatcaa gcggcttagt tcttgccatc ctgcaaggct 
gccatgcacg
   205141 gcgtaggggt ttttcatttc actattaaat aaaagttctt ctccgctaga 
atcgccatat
   205201 gttttgcttg gcgtaacgta tgaatgacca tgccatccgg tacggtcaac 
acatcgaaaa
   205261 cgcttttcta ttggatagtc ctgaatgtag ttaataaata cattcttctt 
atttggttgt
   205321 cgtggtggca ttaatccatg attggcaatg atctttaatg cttcttgtgc 
ttcacccatg
   205381 aaatgctcat agggaatgag taacgtatgc tgaacattgt ctttatcatt 
aaactgaatt
   205441 acacgcttcc agttattatt attcaagctt ctggcttcac ctaatataat 
tgctgaatca
   205501 gatattctgg ttctagtacg tttaataccg ccttctccat catcatgttc 
cttcactaga
   205561 tataagccat ccataaggat atttaaatat tcgccttcct tgatcttaaa 
tggtttagct
   205621 aagtgtcctt ttgccaggct cttggcttga tctatcgcca ccttaatcat 
gctgtctagc
   205681 tcatcttgaa gcatagcaat gtttggaggt tcaggaataa atgccatttt 
gacatccata
   205741 ccactgtaac gccgttgtat ggcatcttgc tgatggactg gggctatcac 
acatagatca
   205801 gcatgtgctt gcatcaatat cttgagggta taagcattaa tcttatctga 
ttgatacggt
   205861 gcatagattg gatacgctgt tttaaatgca agatgaatgt catccgtcac 
aatcaaaggt
   205921 aattcattca actttgaccg gttgaaatac aaaccgccat ggccgaaaac 
aatatcctta
   205981 aaacctttaa tagttgggtt agtgaatact gcacctgtag gctgtaaatg 
ctcgttgtat
   206041 agatcaaata cggctaaacc atatagggca ttatcatcag cttctccata 
ttgggtggct
   206101 ttctcaatca ctgaacggcg gatttctaca ggacaaccac ccaccatttc 
agccattgca
   206161 ccgtgtagtg gattattgtt aaataatggg actgtatgtt cttcaagtgc 
ttcaattatt
   206221 gaatgacttg caccattgcc cacttcctcc agtgggcttt gttgtgtttg 
cggggtaata
   206281 tttgaaatgc tgccctcaaa catatcaggc ttggtatccc aagtgggttt 
aatgttcatt
   206341 gtccccctcc ttacccatgc cattcttttt tatatttctc tgcctgctct 
gcatgatagc
   206401 tgtgacgttt ttcagcaata tactggtaca tatcaataac attttccaaa 
gcataaaagc



   206461 ccaaaacatc cttaccacca agttcggctt ttatttcttt taaacgattt 
ttaatatctg
   206521 aaattgctac ttccatccag ttcatatcaa attcagctaa tgattgaatg 
tccaataaat
   206581 cgcctgcatc ataagtttta ggcgtgtttt tagcgttttg gttattcata 
gtaattacac
   206641 tccccatact tttttaagca ttaaagaaat gcgtttaacc aatccctgct 
tttgtgcaaa
   206701 tgctgctgac tggatacgct ggcgtgtaat ttgatggata tttttaggca 
tgataatgcg
   206761 ctcctgagtt tgtaggagct ttgccaatta cgaccaaata atttaggtgg 
caaagctgaa
   206821 aggggttggt cgaccagtaa ctcaggtgac tggcaagcgc gaacgcttcc 
ccctccagct
   206881 tcgccataac atgcgaacgc atagagaaat gacgcataca aaaaaagccc 
tttaagcgga
   206941 ctgtatgcgc tgagtattca tagccgacca aagctaactt tgagattttg 
ctcaaagccc
   207001 gattaatata accatacttg ggcatgttag caatatcgaa tgattcattt 
ttcattattg
   207061 gccctcactg cacacggttg atatgaatat ttgaatcaat caaaacgccg 
tcatttgata
   207121 atccgacttg ctggcggtta tccatcatct gcaataaacg ctgttcagct 
tcttcaaaac
   207181 tgataccaaa atgtttggca atgtcctcta actggtacat gggttcgccg 
tcatccgtgt
   207241 aaccgcttgg cggtggcaat aggtttaact cttttgcctt ttggtgcatt 
tccgctttga
   207301 tatgctcagg cgtgtagtgt attgtcaaaa tgagggcctg ctcagtgatg 
gggtgatgtt
   207361 ccccatactg ggccagcatt gctttgtaat ggtcaaaggc tttgaaaaat 
tcagggttta
   207421 catacttatt catggtgtac cccctcaaaa gcaatctgta aatttgcttt 
gcatgtttgg
   207481 atacgcttgg cgtttaaatg cttttcatat ttacggcggt gcatacctaa 
actatgaaat
   207541 gtacctttat ccttagatac tttctcttgc atacataaac ggttcaattc 
ttcataagct
   207601 gactgtctag cagaatatga accggttttt ctaattgacg gcaatacctc 
agcaaatacc
   207661 cagttttgga aattcaacgc ttcggtttta ttagatcgaa agatgatgcg 
atataaattc
   207721 ggctcattaa taaatttgag tttttgaata ccgccatttg taggggtgtg 
gtaatccgcc
   207781 acaccctttg aatctaatgc gccatttcgc ttaggggttt cgtttttaac 
gtcccccctt
   207841 tgaatctgta ataaatcaga tgatcttgaa atgtctaaag ccttacatac 
atcggttaaa
   207901 caaaaccacg gttcttgatt atcatctagg acaatacgaa cagatctgga 
tttaaaatcg
   207961 aaatgggtta tggcgttcat gctgtcacct cttttaattc gtatcgggca 
tgagtgcctt
   208021 tgctgtttag gtttggctct tgatgggtca caatgttatg acctaatagg 
cgtaaacgct



   208081 gaataacagc acttaggcgg taacaatcgc ataactctat ggcttcggct 
tggcttaggg
   208141 tcttgccttg tttgagataa tctaggatga cggtttgatg gttcatggtt 
atgcctccat
   208201 agctgcaagg ctttgttttt ggttgttatg ccactctaca agctcggcat 
agtcgaaata
   208261 gactggagcc tgtttggtag tacctatttt tattgctttc gggaaagttt 
catctgtacg
   208321 ctgaatgtga cgcaatgatt cgcggcttat gtccaatagt tcacaagcgg 
ttttaaattg
   208381 aacgcggata ggtttaatag tcataaaaaa gcccatatat gaaagaatat 
gggcttatta
   208441 tgatattgat ttttatattg aaaatatttg ttctagcata atacccatta 
tgctagaaca
   208501 atgggaattg tgcttccatc ttgggtgact tttaagattt gctatatttt 
tttgatagcc
   208561 atagctctat tgtttttggg tttaaatcaa atttgctaga aaaatctctc 
gcacacctag
   208621 aataactgtg aaatgcacct ttctcccatt ctctaaaaat ttcactttta 
taagtatcat
   208681 attttttggc tctagttctt ccgcctaacg attgtatttt gttaaaaaca 
ttaaggtcac
   208741 ttactatatg agaataaact atccctatat ctttataaat tctatcaaac 
gaatccattg
   208801 caaagcctat atcttcattc gttggcggtg tttctttatt aaaaatataa 
gaacatactt
   208861 gatacgtcgt ataagcatcg gataaggaaa tataggcgta atcttccatt 
tttatcttag
   208921 atgcatctct aattttttct ataatttcat tttcattctt ttcaaaaata 
cttaccactt
   208981 gaggggttat tttattttca taaatattag tcatacattc atgaaatagt 
tgtatatctt
   209041 gaatacctat caaatcaaca agattaagaa tatcatttgc tattctacta 
tctgacttgt
   209101 acgtttctct aaagtagcgg ctaagttcat aatcaaattc atcatattct 
atagtcatgt
   209161 atacctccca cagcatcccc aaaatgatgc taagtcaatc ggattgggtg 
tccaactttc
   209221 gggagctaac ctagacttag caatctatat ataatctata tttacctata 
tttgtgcatt
   209281 tattggctag tagtgcgaca tatattgtca tttagccttt ttaaactgaa 
taatgctttg
   209341 atctgcaatt tcttctaaat gattcgcata ccattgcagc atgatttttc 
tatcatctaa
   209401 atattgagcc ttgttatata cgcctgccac gccatccttt acgtgtgcca 
gtgctgcttc
   209461 aatatgacgt tcatcaaaac cacgattgtt taacaaggtg ctggcaatgt 
gcctaaatcc
   209521 gtgcggtgtt tgtctacctt cataccccat acggcgcaag gccataataa 
aaactgtgtc
   209581 cgactttggc ttgctcttgt ctgatctgct cggaaataaa tactcagaat 
tggtttcgta
   209641 agtttttaac tcatttagta tggcaatagc ttgcctaggt aaaggcacta 
catgctcacg



   209701 gcgtttcttc atgcgctcgg ctggtatatt ccatatccct tgattcaagt 
cgaactcctg
   209761 ccacttggct tcccttagct cggtaggtcg acagaacaac atggccaaaa 
gctgcaagcc
   209821 catccgaacg tccatagttg ggtagctatt aatggccctc aatagtgctg 
gtaactcctg
   209881 ttcactcaca tgtgacatat tttgttttac gccctgctgt aggaactttt 
gcagcccctc
   209941 taatgggttg taatcaatac ggcctgtcac ctttgcaaaa tcgtatatat 
cacgacacat
   210001 ggcccgaact cggtttacct gttcatatat tccttgatgt tgctgaatac 
cttttaaatg
   210061 attcatccat tcaatcggct taatgctggt gtacaagcgt ttaccaaaaa 
tgggaaatat
   210121 atgtttttcc aatgcaccct tgtttcgggt catggtgtcc tttacccaag 
tatttgcttt
   210181 ggtatccagc cattcacggg ccaatacttc aaaggtggca ttattttgct 
caagctcttg
   210241 gcgtttacgt tcttgcttgg aaatgattgg attatcacct tgtgatatat 
ccttgattat
   210301 ctctctagcc ttcttccttg cgcctgctcc tgataattca ggataagtac 
cgatacccag
   210361 ccatgaccat ttaccatctg cttttttata tctgaatagc catgcttttt 
taccatcagg
   210421 ctttacacgg aaatataagc cttcgccgtc cagctcccga tattcttttg 
attccggttc
   210481 aaggttagct agtacggtat ctgataacgg tctacgtttg atttctgttc 
ttttcatggc
   210541 ttgtacacca gcgagttcaa caaaatgtgc aatgtacaag gcagtgtaca 
cggtgcatgt
   210601 acactatggc tagttatatt tagttatgtt caggcaagaa aaaaggccca 
atccctttag
   210661 aatcaagcct tttcgtttta aaacttggca tattttgcca tgttttgtta 
ggtatttggt
   210721 ggagatggcg ggagttgaac ccgcgtccgc cagcactacg ctcgagaata 
ctacatgctt
   210781 agatatcgtc tattgtttta acaccaagtg acccgacgaa cagggtacaa 
ggtgcgatcc
   210841 tctaagtttg gtataaagcc ccgaggcttg actctatacg gacttgtgtg 
cgtgcgcttc
   210901 agtcgggttc ccagaccaca agtattctag gaagcggaca agcggccctt 
aggcagctag
   210961 agcgtaagtt tcgtcgtttg cgactattta aatgcaaatt ttatttacga 
gagaaaatgc
   211021 gctctcggca tgcatctatg agtttcatca ccggcgtcga agccaataac 
atccccatga
   211081 atgtctgcac atcatagcat aactaaaata aaatgctgtg cattttatca 
acagtctgcc
   211141 actgatgaac atacttacat aattgagtgc cttttgtttt tttcaaggcc 
ccttataaaa
   211201 aaagctgcca aaaatgacag cttttttaaa gtttgctcta taaagcacca 
ttgcctagca
   211261 cgatcccttc acggcgtggg tctactccac ctgcgtattt actttgatta 
tttatattta



   211321 ctttcataat cgttgaaata ccactggttt gcgcagtgtt cgatatgcca 
tgcccttttg
   211381 cttttaagcc ttcaattagg tcaactaaag aaagctgtac attcgagcta 
tctacattgg
   211441 tgtttttgct attggtcgcg ccaaagttta caagcgaagt ggcctgctgt 
gcatttaagt
   211501 tccagtccag cgctcccacc aaagttttaa ccacatattg aatgatcgta 
ccgccgcctg
   211561 gtgaacctgt tgccatataa aattcatctg gcgtggtgcc cttaaatact 
aaagttggtg
   211621 ccatagtact acgtgggcgt ttgccgcctt ctacacggtt ggcaactggt 
gccccagtgc
   211681 tgtcataagg gtttgcgcta aagtcagtta actggtttga cagcaagaaa 
ccatccacca
   211741 tgtggaatga acccatgctc gattcaacag tcgatgtcat tgaaaccaca 
ttgccatagg
   211801 catctactat cgtgaactga gttgtgccat gttcaacagt ggtatccact 
cctgccgctg
   211861 tattgaaatt acctgctggt gctacaccca tactttggtt cgggttaatc 
agtgctgcac
   211921 gctgcttcaa gtagttttta tcaataaaac ttggaatacc ctgtgccggc 
aaacgaacaa
   211981 agtcggtatc tgccacatat ttatcacggt cggcgtaggc caaacgctct 
gcttcagaca
   212041 ctaaatgcac gcccatgaca tcgggcacac cgccttcatt ttcagggttt 
ttaggtgggt
   212101 aaagcgacat atcaaagttt tctaaaatac ccaacgtctg tgcaaccgca 
atccctcccg
   212161 aagatggagg tggcatggta catacatagt aacggtcacg gtacgtcgta 
caaatcgggt
   212221 cgcgtttttt cacctgatag ttcgataaat cctgcaaggt catcaaactt 
ggagtaattg
   212281 gagtccgtgc tgggtcatca cccacggttt gccctgcttt tgccacaatg 
gcttgcgcaa
   212341 ttggaccagt gtgcagtgcg tttgcccctt gtgaagcgag tgcttcaagt 
gttctggcat
   212401 aggctttatt ggtcatggtc tcgccgactt tacgtggtga tccatctggg 
tagaaataag
   212461 tcgccattgc atttgcatcg agtgctaaat tgcttgcatt acttgcaatg 
gcatctgcca
   212521 aacgccccgg aatgcgaaaa ccgttatcag ccaaaacaat cgcttcacca 
aaaagttggt
   212581 tccacttaag tttgccatgc tctttttgtg cttgttccaa taaacgcatc 
acacccggca
   212641 caccaatcga gcgaccacta cggcgcgcac ttggtactgg cggaggtgaa 
tttgggtcat
   212701 atatattttg gcgaattaaa taaaattcgt tggctgctgc tggtgcggtt 
tcacggccat
   212761 cataagcggt gacctgtttg gttttggcat cgtaatacat cataaaacca 
ctaccggcaa
   212821 tggtactcga ctgtggctcg accaaaccaa gtacggcttg cactgctacg 
gctgcatcaa
   212881 ctgcactacc gcctgctttt aacacatcac aacctgcttt taccgcaagt 
ggcgtgtttg



   212941 ccaccaccat atatttatct gcgtatttaa ccgtgttacc gagtctataa 
cccgaagcac
   213001 cctctggcgc ggcagggtca ccattttggt ttgaaccgac caccacgctt 
gaaccgtctt
   213061 gtgccagttt gctacaactg gttgggtcat tatctacaat taaattgggt 
ggggttgtat
   213121 ttgaatcatc cttgggctga tctgacgagg agtcatctcc acatccttgt 
aataaaccga
   213181 ctgctaataa actactgaac aaaaatgaat atcttttatt cacgtgataa 
ctccaatata
   213241 tacgcctgcc tatccatgca attgtcatgc aagcttcttt gttttcaggt 
cttcagtttt
   213301 ttaatctttg ataaaaataa agttttaata atattaaatg attaagggtg 
tttattttgt
   213361 gctctatgtg atgtctcctt gtttgttatc acactctttt ataactgatt 
tgcccaattc
   213421 tggcatgctt tatttcttta aatacaggca aaatttccta tttattaact 
cactcatttt
   213481 gtagtaggcc taaaaaaagc acctccgaag agatgctttt tgatgtttag 
tgagaaggca
   213541 taccgctgac ctgtttgggt tttggacaga gccaaatgac cagtcctgca 
aagacaaaca
   213601 caatcgcaaa tagcaaaaac acatggtttg ccgacatggt aattgcttct 
ttatcaacta
   213661 gatttgaaat aattccaagc gtcgagtcag ccgtaaaacc attttgcaaa 
agtgtgtttt
   213721 gtacttcggt ggtatgaagg tttgacacca tttcactacg ggcaactttg 
gcgtggtcgt
   213781 cccacacggt caccgcaatt gaagcgccaa tcgcccctgc catggttctt 
aagaagttca
   213841 tgagacccgc agcagatgca atttcttgct ggagtaccga accaagtgca 
atgttagaca
   213901 gtggaataaa gaagaacggt actgcaaaac cttgcaggat ttgtggccaa 
gccagtgcca
   213961 taaagtcggc atctgtggtc cagaatgccc gcattaaagt cacaataccc 
agcaaaatta
   214021 gaccaaagct cgccagtgca cgcgggtcat gtttggtcga gagctttgcc 
acaatcggtg
   214081 acatggtcaa actaccaaag cccatggttg cagttaaata gccggcccac 
gtcgcggtat
   214141 aagaaaggtt catttgcagc cactgcggaa tcagtacaat actgccaaag 
aatgcgccaa
   214201 agccgagcga caaggccagt accgaaatgg caaagcccct atgcctaaag 
actttgacat
   214261 ccaccacggg gtgtttgtcg gtgagttccc atatcaggaa caccacaaag 
ccaatggcgg
   214321 cagttaaagc taaaaccaca atgctcgtgc tgttaaacca gtcgcgctca 
tgccccaagt
   214381 caagcataag ctgtaacgca ccaatccaca gaattaacag gcctaaacca 
acagtgtcga
   214441 ttcttaaaga aatagtttct gtttcggcta ctcttaacaa gcgcattgct 
gctaatacac
   214501 agacaatacc aacaggtaag ttaataaaga agatccagtg ccaagacagg 
ttatcactaa



   214561 tcagaccacc caaaattggt cctaaaattg gcccgacgac tgtggtcatt 
gcccataggc
   214621 ccattgcctg cgcatgcttt tcttgaggga aaatacgcat aagcaaggtt 
tggctgagtg
   214681 gcataagtgg accaccacaa aggccctgcc caatacggaa aaacaccaac 
atttctaacg
   214741 atgttgccaa accgcatagg aaagaaaaga ccgtaaagcc aattaaacca 
aagataaaga
   214801 cccgcaccgt tccaaagcgg cctgctaacc aacccgttaa aggtacacaa 
atcgcttctg
   214861 caactgcata tgaagtaacg acccatgtcc cttgtgtgct tgaaacagca 
aggttaccgg
   214921 taatatgcgg tacagagacg ttggcaatgg tcgtatcaag tacgaccata 
aagttcgaca
   214981 aggcaataac aaacgctgcc agtagtaaac ggccaccgct taactcggca 
aaaggtgttt
   215041 gcgttttcat aagcgtttac ttcgcagata agtcgacttt tgcttccatc 
gacaagccaa
   215101 cacgtaatgg gtgttcagca agttctttcg ggtcaagtgc aatacgaacc 
ggtaagcgtt
   215161 gaaccacttt aatccagtta cctgttgcgt tttgagccgg aattaaggca 
aaggcagagc
   215221 ctgtaccacc agagaagccc accactttgc cgtggtattc aacatcatca 
ccatataaat
   215281 ctgatgttaa tgtgactggc tgacctgggc ggactttttt caactgactt 
tctttgaagt
   215341 tagcatctac atataaatcg ttaagcggca caatcatcat catgcttgta 
cccggtgcaa
   215401 cgcgttgacc aacttgaata ttacggcgtg taatcacacc atcaactggt 
gcacgaatca
   215461 cggtacgttc caagtcaagc tgagcttgtt ctacatgcgc ttgtgcaact 
tgtacatccg
   215521 gagtcgaggt ttcgcttaca ccctgaatta acgcttcgtt tgcagctaag 
gtgctttcgg
   215581 ctgccttacg actagaagtc gcttgtgcaa ggccagcttt agcaagctct 
agtccggctt
   215641 tagcagtttc aaccgcactt tgtgctttgg tgagttcttc tttagacaca 
gcgccagagg
   215701 cagcaagctg tgcacgacgg ttcagttcta aagcagcttt gtcatagtcg 
gcctgtgctt
   215761 gagcaacctg tgctttagca ctgttaattt cgtcagcacg aaccaccact 
tgagagttta
   215821 aagaactact gtttgccgca gtttgtttat attggcgttt tgctttggca 
agctctgcct
   215881 cggcttgtgc caacgcgatt ttggcatcac ggtcatcaat acgaaccagc 
acatcaccgc
   215941 ggtgtactgt ttgagtatct tttaccaaaa cctgagcgac ctgtccgcta 
accattgagg
   216001 taatttgcgc ggtttctgca ccgacataag cattatccgt actcaccgag 
tgatttaaaa
   216061 ataatgccca gattgcatat aaaatagcgg cgatcaataa aatcagcgca 
aagaaaccaa
   216121 gaaatttttt gcgcttgttt tgcatgttgt catccgaggc agatgttgtt 
ggcactgttt



   216181 cttgtacatt gctttgtgca tcagtcatgg tatgttccta aagatgagtt 
ggctttgcca
   216241 tcaatctcgc actacacctt gttatagagt ttttattttt ctataaacaa 
gacataccgc
   216301 attgtcaaag gagataattt taacgctaaa acctcatgat atgagaataa 
aaaaatataa
   216361 ctaatgcgtt cgttctaatt aaattaatgt ttatctcaaa gtttttgtaa 
aatttttatc
   216421 ttttttaata tgaaaaaaag cgccctgagc gctttttaaa tgctttaaat 
gcctagatta
   216481 ataggcatat gaggcaatac cggcagcaat ggctttatct tcatcattga 
ccatggtcat
   216541 gcgcatggta cagcccttac ggcctaaacg taggacttcg gcacgtgcaa 
taaaatattt
   216601 accacgcccc ggtgccaaat aatctacacg catatcgaca gttgccaagc 
gtgtaacctg
   216661 tttaatggtt tcaggcaggg tttcgggagt tgaacggcga tagagatgtt 
ccattgccac
   216721 aattccacca atgctatcga gcaaagttgc agccacacca ccatgcaaaa 
cctgaaaagc
   216781 caaattgcca atgaggtcag gttgcatttc aacatagcct tcaatgtgcc 
catctaccac
   216841 acgcataatc attccactat gcttaaaaaa tggacagcta ttaaacgcct 
tacacaattg
   216901 gttgagaacc acatttaggt cagttttggc gcctaattgt atgttccccg 
tccaattttt
   216961 cttttcatca ctcatacgtt gcctaaattt aaaagcatga taaacaccca 
taattttgta
   217021 caaatccagc attatggggc tacaatacag cagtcggttg acagtaatgg 
aatatccgcc
   217081 aacctatcct agtgtaatac cgaacatcga gattgttatg acttatacgt 
tcaatcgtcc
   217141 tgcatttcca gctactcgca tgcgccgtat ccgtaaaaat gaccagttgc 
gtgcgatggt
   217201 cagcgaaaca cagctcacta ccaatcactt gatttatcca gtatttgtat 
taccaggaca
   217261 aaatcaaacc caagatattc caagtatgcc aaacattcag cgtttgtcgg 
cagatttatt
   217321 actgaaaaaa gctgaaagac ttctggaatt aggtgtatcc aaactggctc 
ttttccctgt
   217381 aacacctcaa gaagataaaa gccttaccgc agaagctgca tggcgtgaag 
atggtttagt
   217441 acaaaccacc tgccgtctgc ttaaaaaaga attaccagaa atggtgttaa 
tcactgatgg
   217501 tgccctcgac ccatacacca cgcatggtca agacggcatt attgatgaaa 
caggctatgt
   217561 gctaaatgac gagactgtag agtgcttgat taaacaagcc ttaagtcacg 
cagaagcagg
   217621 tgccgaagtg attgctccaa gtgacatgat ggatggccgt attggcgcga 
ttcgtcaggc
   217681 tttagaagcc aatggtcaca tctataccaa catcatggcc tactctgcaa 
aatatgcgtc
   217741 tagcttctat ggtccgttcc gtgatgctgt tggctctgca tccaacctaa 
aaggtggtaa



   217801 taaatataac taccagatgg actttgccaa ccgtgccgaa gcgttacatg 
aaatcgcgct
   217861 tgatattcaa gaaggcgctg acatggtgat tgtaaaaccg ggcatgccat 
atctggatgt
   217921 ggtacgtgag gtgaaagata cctttggtat tccgacattc atttatcaag 
tgagtggcga
   217981 atacgcaatg ttagctggcg caattcaaaa tggctggtta tcagactcag 
tgattttaga
   218041 atcgctcatg tgctgccgcc gcgctggtgc agacggaatc tggacttact 
ttgcagaaac
   218101 cgctgctgaa aaactcaagg aaatgaacta agttcgcaga gaaaggataa 
cactgcatgc
   218161 atattgcaat cattggcgcg ggcataagtg gattaatgtc tgcgctggag 
ttggttgaac
   218221 aaggctgtac gatcagcatt tttgatcaac aacaagcggg acaagcagcc 
tcttgggctg
   218281 gcggaggtat tctctctccg atgtacccgt ggcgttatgt gcatgcagtg 
aaccaactcg
   218341 ctcaatttgg caaagcctct tatcaagcat ggaaccaaaa gctctaccct 
gttacaggga
   218401 ttgattttga aatacatgac acaggcatgc tgatttttga tgaagaagat 
tttgacgttg
   218461 gactttccta cgccgagcag catcaagagc cgatgcagcg ctgtgaatat 
ttacaaagag
   218521 atgccttaga acaagttaat ccgcacattt ccgaacaatt tcaagaagcg 
atttatttcc
   218581 ctgaactgtc taatattcgc aatccacgcg tattacagtc cctgattagc 
tatttaaagc
   218641 aacatccaaa tgttgagttt ttcgaacaca ctcctgttaa aaaactgatt 
caacaaggtg
   218701 atgccataca agcactccaa accgaagatg gccgcaaaca tacagcagac 
cattttgtaa
   218761 taacttcggg cgcttggagc cattactgga actcacaatt acaactcgac 
attccagtcg
   218821 aacctgtgca aggtcagatg ctgttattta aaacccctgc tcactggcta 
ccgaccatgt
   218881 gtatgaatcg agtcatgtat ttgattccac gtatggacgg tcatattgtg 
tgcgggtcta
   218941 gcatggcaca tcgcggcttt gacacctcta ccgatgaaac tacacagcac 
aatattttag
   219001 aagcatgttt agaaatggtg cctgaactgg ccgatttccc gattgtacat 
cgatgggcag
   219061 gtctcagacc aagttcacca aacggtgttc catacattgg tagaatgcct 
gaaatggaca
   219121 acctatgggc aaactttggg cactttagaa atggtttgtg tatgggcgca 
ggttctgcgc
   219181 aattgctccg tcagcttatg ctaggacaac caacattagt tgatgccaaa 
gcatattccc
   219241 cagagcgttt gcaaaataaa atcttagcct gaggcgagta tattctctaa 
agccattttt
   219301 aattgaggat aagcaaactc aaatccttct gcttgtaagg cagcgggttt 
gacgtattgc
   219361 ccatttaaga tcaattgcga ctgctctcct aacaaacagc gaaaaactgt 
actaggcgcc



   219421 gacaacattg gtttcttatt caaaactttg gcagcttgtt caacaaatac 
cttttgggtc
   219481 acgttttctg gggccacgac attgtgaatt tgagcagatt gaggatgctt 
gaatataaac
   219541 tcaattgcgt ttaatacgtc ttcaatatgt acccatacta caggctgacg 
tccgtgacca
   219601 atttgaccga ctaaattgag tcgaatagaa agcaacattt taggcaagat 
gccgccaccc
   219661 tgcccgaaca caacgcctaa acgaataatt ttagtatttt gctgagagtc 
tgctaacgct
   219721 gcgcgttccc actcttggca aagctgagac atgaaaatgg gctgtggcga 
actttgttca
   219781 gtgcacacct ctgtccactt ttcttgatta tctataccgt aataaccaat 
tgcagaacca
   219841 gagacaatca cttcaggaaa aatttgagat tgcttgagcc atgcatacag 
tttttgggtc
   219901 gtatttacac ggctttcaat gaggtgtttt ttacgtgact cggtccagcg 
tttctcacca
   219961 atatttgcac cggccaaatt caccacataa tcaatttgac gggtcgaaat 
atcttcgaac
   220021 ttttgtaccc actgcaaggc aggatggtca gatttctttc cagcctgccg 
tgtcaccgca
   220081 atcacgttat aatttttttg tagcaggaac ctaattaaat gcgttccaat 
aaagccactg
   220141 gcacctgtga ttaatacatt cttattcata tttcctccaa aaccgaggac 
agcagttttt
   220201 aattaatata gttataaaat ttaataacga tctaatcgta tcagtttttg 
tggtgagtta
   220261 tgacgcatta aacattttgt ttgccatgcg ctgggcttgt ttgccataaa 
accagtaggt
   220321 aattaaataa agcggaatag ctaacattaa aagcataatc accataatgc 
ttaagaactg
   220381 aggctgtttg aggtaaagca taaagttttg caaaatctca gggtcttgtc 
ttgaaaataa
   220441 aaacagacca aataaaacac cacacaagtt atagccccaa aatatgaggg 
taaaacctaa
   220501 cgtaaatttc tttttttctg gtactgtcgg tgcacggcgt tctttcttta 
aaaatctaaa
   220561 taagacaaaa atcattgcgc ctaaatatgg aacggctgtt aaaataccgc 
ctacactcgc
   220621 tggtaatagt gctgcaatca caccgacaat taaagtaagc acgatgcata 
aagcaaaaaa
   220681 ccagagaaag taagaacgta atttggtcat atttttgcct aatttatggg 
ttcaaaaaat
   220741 aattataaat ttttttcgat tttttttcat ttttctgtca accaatcctg 
atctcttgac
   220801 gttatatagg gtaacaaggt cgcagcaacc gaatacttcc tttgcacggc 
atccgcaaaa
   220861 ttgtttcggt gacctttcat tacgactctt tcttccttcg gattaggttt 
tgttagcagc
   220921 cgaaaccctt gatgaagttt ttgaccgacg attctctcat cactcgaatc 
gtcggttttt
   220981 attttctagc actttcattt attttacgct caccatacac aatagtgctt 
tcgtggctat



   221041 aaaggctatg cgtatacttt ttacaccata aaaatatgat ttaaataata 
tgaacaatat
   221101 tgcctatttt gaaatccagt cttcaaaccc tgcccgcgat gcgcagtttt 
atcaagctgt
   221161 gtttggttgg caatttaaac tcgatgaaag cttacctatt gaatattacc 
gcatagagac
   221221 accttcaatt atgggtggac tattaaaacg ccctgctcaa acacctccaa 
tggaatatgg
   221281 caccaatgca tttacctgtt cggttcaggt ggaaaacttc gatgaagtgg 
ctgcaaaaat
   221341 tttagcgcaa ggtggcattg tggcaatgga taaattcgct attccaggcc 
gcgcttggca
   221401 tggttacttt gtcgatttag accacaacgt ttttggtatt tttcaagtcg 
atgaaaatgc
   221461 agcttaaaga ttttatttaa cgactttaat tatttttaat ttatagccac 
cgccttttat
   221521 cggtggctat ttcatatgaa ttattcagca aagctaaagc tggcttcaca 
tgtaattgga
   221581 aaatttaccg aattggcaat catacattcg tgatgtgctt cttcatgcag 
ttttgctgca
   221641 agctcttggt cagccccttt ttctaaaaca acctcgggcc ttaaaataat 
ttgggtaaaa
   221701 tgaccacgtt tgaccggatc tgtatcttcc ataaaaccaa gtgcatgatc 
gacataactc
   221761 acaacgtgaa tatgattgac tgcacatagg tgtaaatacc aaagcttatg 
acaagcagaa
   221821 gctgacacga ccaataaatc ttctgggttc catctggtca catcgcccaa 
ataggcaggg
   221881 tctgaagaac cttgaatagt cgtcttttga ggatgctgaa tactaaaatc 
gcgtttatat
   221941 gaacgataag aggaagtgcc tgtacccgta ttgccttccc actgtatttt 
tacttcgtat
   222001 ttatgaatag ccattttgtt ctcaaagttc atggtttgac ctgatagtaa 
caaagcagca
   222061 tttaaagtga acaatttaat tcaggtttca ttgcgagctt aaataacgag 
cactttaaaa
   222121 tgtcttgata aaatctcctg ccaatttatg ctaacgtatc tgtgtttatt 
ttggcttgat
   222181 gtctgtttct atgtccgtac attttctaca tacttctgac tggcatttgg 
ggcagttttt
   222241 ttataatcat tcacgacact acgaacacca acaattttta agctggttgc 
tcactcaaat
   222301 tcaagaaaaa caaccacatg ccctgcttat tgctggcgat atttttgatg 
tcattaaccc
   222361 gggttcacaa gcacaaaaac aactctacca atttttagca gatgcccatc 
gtattgcacc
   222421 gcacatgcaa acactcatga ttgcgggtaa ccatgactca ggctaccgta 
ttgaacaggt
   222481 cgaaccgctt ttagaaaaat acaatgcaaa aaccgtaggt gtggttcgct 
ggaatgaaga
   222541 taaaacccta gatctcgatc gactgctttt acctatctat aaccaaaatc 
aagatattgt
   222601 ggcgtggtgc cttgccctgc cttttttacg ttcggctgaa attacgggct 
ttaacgaaca



   222661 taccaccaat agcaaaaatg cgattgccta tttgcaccag caactcattg 
ccgaagccaa
   222721 acgtcgcaag acaccggacc aagccctgat tttgatgtcg catgcgcata 
tgcaaggtgg
   222781 ggaaacatcc gactctgaac gccccattat tattggtaat gaagaggcgc 
tttcaacgac
   222841 gttatttgaa gatgcggtcg actatgtcgc tttagggcac ttacataaac 
cacaaaaagt
   222901 aggtcagccg cacattcgtt atagcggttc acccattccg ctttctttta 
gcgaaattaa
   222961 ctataagcac caagtagttg aggtcaaaat cgacccttct caagatacgg 
acagccgttt
   223021 gcaatttgaa gctgtggaaa ttccgcgctg catacaattg caccgcattc 
gtggtgagct
   223081 aaacgaagta ctgcaacaac tccaagcctt gcctcacggc gtgattgaaa 
atattgacca
   223141 ccgtgaatat gtcgatattg aatattatag tttaacgcca ccacagccga 
atttacgtca
   223201 gcagtttgaa gctgctctac cacctgaccg ctatcgttta gtgcgtattt 
cacgtcaata
   223261 cgtaaacaaa gacgcgacta attcaaatac tacccagcac attgctcttg 
agccaccaac
   223321 accagaaaaa ctctttcaaa atatctggga aaaacaaggt tacagcgccg 
atgatgcggt
   223381 cttaaaagat tttctgagtc tggtacaaga agcacaaaaa catcttgaaa 
atgatgcaag
   223441 ccattaagga tatgtcatga aaattttatc cattcgaata aaaaatctgg 
catcgcttgc
   223501 tgatgaacat tttattgatt ttgaaagcgc acctctggcc catgcaggtc 
ttattgcgat
   223561 tgtggggaaa actggcgcag gtaaatcgac cattttagat gccatgtgtc 
tggccttatt
   223621 taatcgggtt cctcgcctta aagacagcga tggcaaatta aaagatgtcg 
atggttccga
   223681 gttactaacc aactctcctt taactgtttt acgccgtggt acaggacatg 
gttttgctga
   223741 gctttgcttt attgcgcaag atcaaaagcg ttatttggct cgttgggaaa 
ttaaacgtgc
   223801 acgtgaaaac ccaaatggta aattacaaag tgtgcagcgc cacttaaaat 
gcttgaccga
   223861 tggtgtagta cttgccgata aagccaaagc ggttgatgaa aaagttaaac 
aaattaccca
   223921 gctttctttt gaacaattta ctcgtgcggt gctacttgcc cagtccgaag 
taaccgcatt
   223981 tttaaaagct cgagacagcg aacgtggtga attacttgag tacctgacca 
actccagcat
   224041 tttcgccaaa atcggtgaac tggcttttcg taaaacagcc gatattgcaa 
agcagcgtaa
   224101 acagctggaa gagtttttag gccatattga aattttgtct gatgaagaga 
ttgctgcatt
   224161 taccgagcaa taccagcaag ccgaacaaaa ctatcaacag ttagaacaac 
aaaaacatgt
   224221 cttagacaaa cagcaacaat ggtttgaacg caaagcaaaa cttgagcaag 
aagttcaatc



   224281 gaaacagcaa cagtttcaaa cccagcaaaa tcaccatcaa caactggcta 
gtgaacgtga
   224341 gcaattaaaa cgactcgaag ttttctctga aatacgccca caagtttttc 
agcaagctca
   224401 aaatttacag accctacaac aacttgaacc gcaaattcag caagctcaaa 
ccaagtttaa
   224461 tgagttggta caaatttttg aaacgggaca aaaacaatat caacttgcag 
aacaacagct
   224521 caaacagacc ctcgattttg agcaacagca tcaacaagcc ttaaatcaag 
ttcggcagtc
   224581 cattcaagaa cgtgctttta ttgccgatga atataaaaag tgcaaagaaa 
aaagacaggt
   224641 acttgagcaa aacctaagcc cactacaaca gcagcaaaac gctgtacaac 
agcatattgc
   224701 acagcttgag cagaacaaaa ttcatctaca acagcagctg atccagactc 
agcaatatgc
   224761 tgtattagat aagggccttt cagcgcatct tcatcaactt gggcaattta 
ttcaaaatta
   224821 ccaagcaatt gaagaacagc tcggtaaccc tacccttgct cgccaaaagc 
tatcggaagc
   224881 taaaaatgaa ctcgaacaac tcacagtttc actaggcacc gttgaacaga 
ttgagttaaa
   224941 gcttgaacaa cagcgtaaag ataaagatca gaaacttgct caagtcacgc 
agttagatct
   225001 gattcaacag aaaataaaaa tttatcatga gctatatgct gagcttcagc 
aattcaccga
   225061 aaaacatact caagcctccg cgcaagaaga ccaacttaaa accgtttgcc 
agttagctga
   225121 acaagactac caaacagcaa aaactgaacg tgaaaagtta cagcacatcc 
tgcaacagca
   225181 acgtttacta cacaccgaaa atattgaaca gttacgtgcc aatcttaaag 
aaggtgaagc
   225241 gtgtttggtc tgtggaagca cccaccatcc ttatcgtatt gatgacagtg 
cagtctccaa
   225301 ggccttgttc gatttacagc aacagcaaga gcaacaagct attgcactcg 
aacaaactaa
   225361 gtttaatgca tggcaaaccc agcaacatgc acttactcag tgccgggccg 
agcttgaaca
   225421 agttcagaaa tatctagctc aactgcaagt aaaacagacg cacttacagc 
aagaacttga
   225481 gcaagcgttt aacctcaatc aattacacat tgagcttaat caagctcctg 
aacaaatctt
   225541 acaaacactt aatgagctga gacaagcgac acaaactgcc ataagtttat 
ttgactcaga
   225601 aaatgtgcgt ttaacccaag ccattaaaca acacaatcag cttgttcaaa 
cgattcaacg
   225661 taatgaaagt ttgcttaata cagcacagca atggcaacaa caagttcaac 
atattgttga
   225721 gtgtttgtcg gaaaccgaac agcacgcatg gcagcaagca agtagccaaa 
cagctaagca
   225781 gacttgggct attcttgatg cacgcgctaa gcaacttgaa ctacaagaac 
agcttgcaca
   225841 gcgttttgaa cagcagcaac aagatcttaa aatgttagct gccaatcttg 
agcaaatgat



   225901 caagcaaatt gatgagatcg aacaaaatct ccaagagatt acgcttaaag 
gtcaacaaaa
   225961 taatgaaaaa gcggtatcgc tcattcagca aatgacgggc cgttcggata 
ttaagccaca
   226021 tgaatggtta attgagcatg acgctaaacg tcagcaccaa caaacggcgt 
atcatgaggc
   226081 taaacagcgt ttcgaacaaa ctagacaaca ctttgaacag caaaaacagg 
cgctcgatca
   226141 acttaaacat cagcatcaac acacagaaca acatcaacag cagattgatg 
ggcaaattca
   226201 aaactggtta aaagcccata ctgattttca ggcatctgat cttacggcac 
tcatacagat
   226261 taattcagca caagagcaag acattcgtaa ccgtcttaat catgccgagc 
gtttattaag
   226321 tgaagcctct tctgccctta aaacgatgca agagcaatta agcgagcact 
tacaaactca
   226381 gccagatatt gaatacgaaa agctcgttac tctcattcaa gacaatattg 
caaagctcaa
   226441 agcacagctt gaagtgcgtg atggactaaa gctgaagctt gaattacatc 
agcaaaacct
   226501 tgccaaacag caaaaatacg ctgaacaaat tcaaaacatt caacaagaag 
aacatcgctg
   226561 gagcaaaatt tcaggcttga ttggtgatgc caaaggtaaa gagttccgtg 
actatgctca
   226621 gcaatatcac ctagatattt tagttgaaca tgccaaccaa caactggcga 
tgctttctca
   226681 gcgttatacg ctaaaacgtc ttgatcagtc cttaagtctt gccattattg 
accacgacat
   226741 ggatggagaa acccgctcag ttgcctcttt atctggcggt gagtcgttct 
taactgccct
   226801 tgccttgtct ttagcgattg ccaatatggc atcgggttca atgaaaattg 
aatcactgtt
   226861 tattgatgaa ggttttggta ctttagatgc ctcatctttg cacatggtca 
tgaatgcttt
   226921 agaccaactg caaaatcagg gacgtcaggt cattctcatc tcacacattc 
aagaaatgca
   226981 tgaacgcatt cctgtacaaa ttcaagtgaa accacttggc gctggtgcaa 
gtaccattga
   227041 aatagtgggt taaaactaaa aagccccgac atcctgtcgg ggctttttta 
gattctgcgt
   227101 tggtatgact cctgtcgtac ctgtctgcat ccattcatga ctttttattg 
ttattcttag
   227161 aaacatcctg tttcctgatg agttcatagt acaaaaaaag cgtggtctgc 
catagccgca
   227221 aaaggccgca atttctgtaa gaaatcgctt acatcagcct ttttgcgaat 
agtctctagc
   227281 tccaaataaa gctgtaccta cacgtaccat tgttgaacca gcggcaattg 
cggcttctaa
   227341 atcccctgac attcccatac tcaatgtatc ccagtcttct ggatgagcat 
gttggacttt
   227401 taccgcatca aataattttt tggcatctgc aaaagcagct gtattgtcag 
gagccggaat
   227461 caccattaaa ccacgtaacc tgattttcgg tagttgactc atttgagcaa 
ccaactcggc



   227521 aacgtcttcc ggtgcacaac catccttact ctcttgccca tcaatattga 
cttgcaaaca
   227581 aatattaagt gcagcttggt catcaccacg ttggttagat aggcgttctg 
caataattaa
   227641 acgatctacc ccatgaaccc aatcaaactg ctcggccaaa tgcttagttt 
tattccgctg
   227701 aacatgacca atgaaatgcc attcaatatc caaatcctgt aaagcatcaa 
ttttatctaa
   227761 agcttcttgc aaataatttt cgccgaatgc cctttgccct gctgcataca 
tttcacgcaa
   227821 tctttcactc ggatgagttt tcgatacggc taaaagttgc acagtttcag 
gcgcacgctg
   227881 agcaagttca caagctgttc tgatttgctg taatacgtgc tgtcgcgcat 
cttgcaggta
   227941 attcattgac aaggttctca ttttcaaaaa acttttttgc ttttcaccta 
aagcggggtg
   228001 ttggtaagcc tcggtgaaag ccgtatatta ttctacaaaa taatgacata 
ttttgattta
   228061 cttggggaaa ttatggatat tacagagcta ctcgccttct ctgtgaaaaa 
tggcgcgtcc
   228121 gatttacatc tttctgctgg catgccacca atgattcgtg ttgacggtga 
agttcgtcgt
   228181 attaacttac cagctctaga acataaagat gtccaccgtc ttgtttacga 
catcatgaat
   228241 gataaacagc gccgtgacta tgaggaaaaa ctcgaaactg acttttcttt 
tgaagtacct
   228301 aatgttgcgc gtttccgtgt taacgcattt aaccaaaacc gtggtgctgg 
tgcagtcttt
   228361 cgtaccattc catctaaagt cctcaccatg gaagatctag gtctaggtca 
aatctttaaa
   228421 gatatttgcg actatcctcg tggcattgta ctggtgacgg ggccaacagg 
ttcgggtaaa
   228481 tcaactacgc ttgcagcgat gctcgattat attaacgaaa accgctatga 
ccatatttta
   228541 acggtggaag atccaatcga atttgtacat cagtctaaga aatgtctcat 
taaccagcgt
   228601 gaagtgcatc gtgacacaca cggctttaat gaagcacttc gctcagcact 
gcgtgaagac
   228661 cctgatatta ttttggtcgg tgagatgcgt gaccttgaaa ccattcgctt 
ggcattaacc
   228721 gctgccgaaa caggtcactt ggtgtttggt acactccaca ccacgtcagc 
tgcaaaaacc
   228781 attgaccgtg tgattgacgt attccctgcc gaagaaaaag acatggttcg 
tgccatgctg
   228841 tcagaatctt tacaagcggt tatttcacaa accctgctta aaaagaatgg 
cggtggccgt
   228901 gtcgcagcgc atgagatcat gattggtatt ccggctattc gtaacttaat 
tcgtgaaaac
   228961 aaagtcgcgc aaatgtactc agccattcaa actggtgcca atcatggcat 
gaccacactc
   229021 gaccaaagct taaaaggctt agtcgctcgc ggtgtaatta gcccgcaaac 
ggctcgtact
   229081 gcagcaaaac agcctgaatc attcttataa aaacaacaaa atagcgagaa 
tacaattatg



   229141 gattttaatg acttgctcaa cctgatggtt gaaaaaaaat cttccgatct 
ctttattaca
   229201 gatggcgttg cgccctctat gaagattaac gggcaaattg ttccaatttc 
aaaaaatagt
   229261 ctttcaggcg aagtaattgg tcaactatta cattccatca tgagtgaaaa 
acaacgcaaa
   229321 gaatttgcag aaactcgtga atgtaacttt gccattatga accgtgaaaa 
aacggcgcgt
   229381 tttcgtgtca gtgcttttca gcagcgcgac atgccgggca tggtactacg 
tcgtattgaa
   229441 accaagattc cttcaattga tgacttgcag ttaccgcctg tacttaaaga 
tttatcgatg
   229501 accaaacgcg gcattattat tttcgtaggc gcgacaggta caggtaaatc 
cacttcattg
   229561 gcttcaatga tcagccatcg taaccataac tctaagggcc atatcattac 
cattgaagac
   229621 ccgattgagt ttattcacga acatgcaggt tgcatcatta ctcagcgtga 
agtcgggatc
   229681 gataccgact catttgaaat tgccttgaaa aatacactac gacaagcgcc 
ggatgtgatc
   229741 ttaattggtg agatccgttc tcgtgaagtc atggactacg cgattggctt 
tgctgaaaca
   229801 ggccatcttg tattagctac catgcacgcc aacaacgcca accaagcgct 
cgaccgtatt
   229861 attcactttt ttgaaagtga ccgtcatagt cagctttaca tggacttgtc 
acttaactta
   229921 aaggcaatga ttgcgcagca gctcattcca acaccagatg gtaattcacg 
ccgtgcagca
   229981 attgagattt taattaactc accattaatt tcagactaca tccgtaaagg 
tgaaattcat
   230041 gaaattaaag atttgatgaa acgctcacgt gaacttggta tgcagacctt 
tgaccaagct
   230101 ttatttgatt tatataaagc tggtcaaatt acctacaaag atgcacttaa 
acatgctgac
   230161 tcaccgaacg atttacgttt aaccattaaa cttgctgatg aaggtcctga 
tcaattatca
   230221 gacgggaaac agcatttaac ttttgaccgc cagtaatttc ttcataaaaa 
aaggaaggtt
   230281 aaacgtaacc ttcctttttt atttgttttc tttatgtgaa aacgattatt 
tcttgcgcaa
   230341 tgcttcctga cattcaggtt cattacagta accatagaga tttaatgagt 
gacccgttaa
   230401 ggtaaaccca tgttgttctg ctacagaatg ctgttctttc tcgataacat 
cattagtaaa
   230461 ttcaatgact ttgttacagt tttggcatac taagtgatcg tgatgatctt 
cttgcatgat
   230521 ttcgaaaaca gaatggttat tttcaaaatg atgacgttga ataatacccg 
cagcttcaaa
   230581 ttgtgttaac acacggtaaa ctgtcgcaag tccgacatct tccccttgct 
ctaacaaagt
   230641 cttgtaaata tcttcggcgc taagatgatg ttgttttgaa ttttctaata 
attccaaaat
   230701 cttaattcgt ggaagggtaa ctttaagtcc agctttgcgc aaatcttgat 
tggaaatagg



   230761 catgaaaaaa ggtctctcaa caaatctcaa gttggaatag gcaatagaat 
ttagatgaag
   230821 tatgatctat cctttgatca aatgcatcat aatttattgg gatagtgtag 
caaaatgcaa
   230881 aaactcgtgc tgacgttatt cgtcacttca ctcctagctg gttgttcaat 
ctttggtgta
   230941 tataaggttg atattcctca agggactcca ttgactaaag ctcaagcctc 
tcaagtacag
   231001 gtcggcatga atttccagca agtgcgcttt ttgcttggta gcccaacagt 
gactgatccc
   231061 ctcaatccac aacgttggga ctatatctac aactatatcc cgggaacata 
tgctaaaaaa
   231121 gcgaaaatcc ccgcagcaca tggtcagcat ttaaaaattt actttgatgg 
aactggaacc
   231181 gtaactaaaa ttgaaggttt agagactatt ccagaatcgc aaccaggttt 
acctgcttcc
   231241 aaagaagcaa ttttaactgc cccaccacta taatcgtttt ttctaataaa 
aagaaacccc
   231301 tctagtgaaa tacttgaggg gttttgctta ttgagctgat tgcttaaagc 
gattgccttt
   231361 aatgtatctg cctacagggt ttttcgcagc acgtttccgg cgaatatctt 
ttggattaat
   231421 cgttaatggt cgataaacct caactcgatc gcctgcatgt aataccgcat 
caatttctac
   231481 ttttactcca aaaatgccga gctgaagtgg ttcaggcaaa tcaacttgat 
ttgataaacc
   231541 acttgcttga actgcctgtg cagcagtcat tccctcttca aatggaacag 
aaattaaaaa
   231601 ctgttgttcc ggtactgcaa aagcgaccca aacttgttgt gtacgttcca 
ttagatactt
   231661 tgtccaatta cagcaatcat tgccacaata attgaaagcg gcaatacgat 
acgtacagca
   231721 atacgccata agttataaaa aagctcattg ctgaaattca tcgatttacg 
caagtggcta
   231781 attttcataa tccaacctgc aaaaattgca tagattaagc aaataagtaa 
gccccaaagc
   231841 ataagaatga gcgtgaataa attatgaact tccgacaccg cccaaactgc 
aattgctaca
   231901 acaataatca cccattgtaa aacaggcata agttgtcgct gagcaagttg 
ttctctagcc
   231961 aactgcacaa ataacgcgga tgtcattact ctggtaaata tccacgttaa 
aacgggtaat
   232021 tgagcctgaa gcgagaaaaa gccaaaagca accacagcaa tgagctgagc 
taaccaaatt
   232081 ggaagaacag tttttgttgc gccttcttgc gcctgaacag cacctacact 
attttgccag
   232141 taaagcccta accctaaccc gctcgcgaca agtgcaagta cagttgcatt 
accccactcc
   232201 ttaaactcaa cactggtcca atgccaaggt tgtaaagtcg agcccatcat 
atttgccaac
   232261 acaatagaag cgattactcc taaggtcatt aataaaatga gtatttggcg 
tggaataaaa
   232321 gataatacca aggcagcaac tgcaaggcct gcaaaaataa tttgaccgga 
aatgcttggg



   232381 gcaaactgtg caactaatat attgctcgca gtacttagaa cgttacccgc 
taagaaagga
   232441 ataaaaacaa cagcaagcca gccaaccaca cgccatttag gggaactatc 
agcttcacga
   232501 gttaaactcg ataacgcatt taaagcggtt gtttttgatc gttttgctaa 
agcaatttcc
   232561 aaataacaaa ctggtaatgc caataacaac atagtgccaa accacaataa 
ccagaaatcg
   232621 atttgacgat caatctggat tcccatggtg ggtgccaaag tggccatgat 
gacaaaagat
   232681 aagcaaaacg ccataagagg cgataaccat cgtgacatag gtatgtcctg 
cattatgcat
   232741 tccttgaaaa agtctataga tattttgccc gtctcatgca tgaaaatcaa 
agtttgcaca
   232801 ataaaaaaag caaaccaccg aaacgatagt ttgccgcgct aactgtatat 
tagagttttt
   232861 ttagttaagg ttatgagaaa aaacgggcga accagttctt tcctttcttc 
ttttcttttt
   232921 ctctaataat ccccatcata ttttctttta ctgcccccac ataatcggca 
tcatcatgtt
   232981 gaatatggtt aattaaccat ttagccaaga tctcttgtaa ttctgcttca 
atcgtatggc
   233041 ccatttcaaa acgttcacga tataattcta tttttttaat aaacaagtca 
tgtacacgtt
   233101 tatgaggcac tctatattta taatccgctt cctcttgtaa actttcttca 
aaggtaaaat
   233161 gtgattgcgt ataatcaata atattgtcta aaacatcttt aatacgacgt 
ctatcctcat
   233221 catcttttac atcatcaatc tcattaatat aatccagtat tcgtttatgc 
tgctcatcaa
   233281 taacgtcaat accagtatta tattctgaag cccatttcat tttcatacat 
cacccccaat
   233341 gatgttcaat gactgttgca taaactgcat cttatcttta aagggtataa 
ataaaaacaa
   233401 agctattttg tcggctttaa ataaataaaa atgaataaac aaataagttt 
ttgattttta
   233461 aaaaattaat taatattaac caactaaaaa gataaagtat tttttaaaca 
aaatacttta
   233521 ttattaaata aacaaaaata tatatttctt aagaaattac atttctttca 
ataaaaaatt
   233581 aatattggtc agcacgagta atacgcttaa gttcaggatt tttctcttca 
cgtattaatc
   233641 tttcaacttg agtaatcgct ttctttatag gtttaccatg ttgaaataaa 
atcatttcac
   233701 caggttgata agcaatccat gtttcattat gagttaaagg ctcagtggta 
attacagcaa
   233761 ctcgatcttc aggagtggtt acctgactaa aatcaacctc aacatctaaa 
tcaattaaat
   233821 gtgcattatt gaatggatat tctcgaacta accaatgtaa tttagtaatc 
gcataactaa
   233881 ataaggcttg cccattcgat aaacagaaat taaatgtccc atattctgca 
atttgagggg
   233941 aaatcttttc taatacttca aatatctgct caagcgttgg ttcttcataa 
ccaaatactt



   234001 ctaccagttg atctaataaa taacaaaatg ctctttcgct atcggtattc 
cctaccggcg
   234061 taaaacgtcc gcttaagggt ggattaaaat catgtaaatc gccattatgg 
gcaaaaatcc
   234121 agtgacgtcc ccataactcc cgaataaaag gatgtgagtt ctcaagcgta 
attttgcctt
   234181 gagtcgcctt acgaatatgt gcgattacat tacgggattt aatgggataa 
ttacgaataa
   234241 gatcagcaat tggtgattca actgcagact ggttatctac aaataaacgg 
catgccttat
   234301 cttcaaaaaa ggcaatacca aaaccatcac tatggtcaga ggtaattcct 
gcgcgttgtg
   234361 aaaaaccacg gaaagaaaaa gtgatatccg ttggtgttgc acaattcatt 
cctaatagct
   234421 ggcacatatt gtttttaaac tttcacttca ttaccccatg cgtactattg 
tgcatgagag
   234481 taaattggct tgtaaatccc aatatgcgct cgctattaca aaatataaga 
taactttatc
   234541 gctgagccat tttgttcatt acaaacgaag tggcaatttt attcacttct 
aaaaatacaa
   234601 agtaatcgag acagttaaat tcagcatcaa agaaggcatc tttagataat 
ttagactgca
   234661 tactcaaata catttggaat agtttcggca tccgctcatc ttgagggaaa 
ctaaactccg
   234721 gatattcagg ttcatagatt ttcttagaac gaatatcgat ggttttagtg 
tccggtaatt
   234781 gctgaatttg acggtgtgta tagtacgctc tagccaaatt atcttgcaga 
tgaatactga
   234841 cacatcccat caaatattta gcacgcattg accacaatac tttaggtgca 
agattcagcc
   234901 ataatgttga aagtgcctta ccattacgaa aacgtggatg tacacaagta 
cgccctatct
   234961 ctaatacatt tggcaaatgc gacaagtgtg gaacaatgtc aaactcatta 
gcactgtaac
   235021 tttgccctat ttcgtggcct tgaaagagct taagtcgtgt ataagcaaca 
atctctcctg
   235081 tccatttttc tcttaataca gcatgctcac agccaaaatc gtaaatatct 
tgatctaaat
   235141 tatcttcaaa ttgaatgccg aattgtttac taaattgttg tgcacgaaac 
cgttgtacat
   235201 cttgtaattc ttttaaatta tcaacccatt caaagcggaa ttgtgtttga 
ttgttagcct
   235261 tatggcgatt taaaggtaaa gtccaggttt ggcgatattg attaaatttt 
tccagcataa
   235321 tgaacgctcc tagtgacacc cactacacta gtcaaagctc atgacaaaaa 
aatgaccaaa
   235381 attaaatggc ataaaaaaag accacttagc gtgatctttt aataaaaaat 
aatgaggttt
   235441 agtgagttgt ttgtgtacgg ttagaaataa gcgtaccaac cccgtgatct 
gtaaagattt
   235501 caagtaatgt tgcgtgcggt acacgtccgt caacaatatg tgcgctcaca 
acaccacctt
   235561 ttacagcgtc aagcgcacag cctactttag gaatcattcc accgtaaatt 
acgcctgttt



   235621 cgattaaacg gtcaacttct tgtgtcgtta aaccggttaa aaggtttttg 
ttttcatcta
   235681 atacgccact aatattagtc agcagaatta atttttctgc gcctaatgct 
tctgcgacct
   235741 tcccagccac caagtcagca ttaatattgt aagtattacc tttttcatca 
acacctaatg
   235801 gagcaataac aggaataaag tcgctttgag taaacatctc taatacgtca 
gttttaaccc
   235861 cggtcacctc accaaccata cctaaatcga tatgtttgat agaaccgtcc 
tcttcttgtt
   235921 tttccattaa taatttacgg gcacgtaata ggttgccatc ttgaccagtc 
aagccaattg
   235981 cacggccgcc gtgtttatta atcaaattaa caatagattt gtttacgcta 
ccgcctagga
   236041 ccatttcaac cacttccatc gtagcttcat cggtcacacg cataccatca 
atacggtcag
   236101 actcacgtcc taattgcttt aagaaagagt caacttgtgg gccaccgcca 
tgcacaacaa
   236161 tcgggtttaa acccacagtt ttaagtaaaa cgatatcgcg ggcaaatgaa 
ctttccaatt
   236221 caggatcagt catcgcatta ccaccgtatt tcaccaccag cgtcttacca 
gaaaaacgtt
   236281 gaatatatgg caaagcttca atcaagattt ttgctttgtc gacgccgaga 
tgctgatctt
   236341 gtggcattgc gcctctcctt attaggcctc agaaagttct tgtgcaattt 
gcggataacg
   236401 ctcttgcaac atatcaataa atttttgctg gatttccttt aaacgtaaag 
gattatcagc
   236461 gtcaaatctt acggtaaaat actcacctgt atttgatgct cgaataatgc 
caaaaccatc
   236521 atcaaaatca agacgtacgc catcaatttt actaattcga gcacctaaac 
gatggcttaa
   236581 aatttcaata tcttgtagta catgtttagg gtcggactga tgggtaccaa 
tataagtatc
   236641 ttcagtacag catctttcag gataattaga aaataaatca gaaattgttg 
tcgcactcga
   236701 ctcggtgaaa tattccatta cacgtaatgc agcgtacaaa ccatcgtcat 
acccaaaacc
   236761 acgcccatca ttaaatacat aatgacccgc gtattcgccc ccaaaaatag 
cgttaccatt
   236821 tgattgagat aaatacgcgc ggaggaagct acttcccgtg cgaatcattt 
tgggtttacc
   236881 accaagtcgt tctacggttc tttgaaccat gagcgagcat ttcacatcaa 
atacaatttc
   236941 tttgtctggt tgctgctcca gacacatttg tgcaaatagt gacaataaac 
ggtcagcagt
   237001 aagtatattg gctttttcat caagcaatac gacacggtcg ccatcaccat 
caagggcaat
   237061 accaatatct gccccctgtt caataatcgt tttacgtagt tcttttaaat 
gcgcagcatg
   237121 tgaagggtct ggtgcatgat cagggaactc accatttgga gttgtacgta 
aagcaatgac
   237181 ttcacaaccc attttttcaa gtacgagttt tgagcaatgc cctgccgatc 
catgcaggcc



   237241 atctaataca acttttaaag gacgcttgag ttgaatatcg ttaaagattg 
cttgttggta
   237301 ttttttacaa aattctgaat taaattgagg agttgataat tctaataatg 
aaattgtatg
   237361 agtaggtaca taagtttgcg caaattcacc tacttgctgg atcatttcag 
gagatggagg
   237421 ttcacctctt aaaatccatt taataccatt atctgattta ggattatggc 
tagctgttac
   237481 cattatgcca ttaccaccaa actcccgtgc aatgtagtac atcatcgggg 
ttgagcaaca
   237541 accaatattt gtaacattta aaccctgctc taataatatc tcttcgatta 
aatgcgcata
   237601 agctggactc gtcaggcgcg catcataacc aataatcagc tgagtttgtt 
ctgcttgttt
   237661 atattgttgt gccaatccat aggcaattga acggacgacg tccgtagtta 
aataagaaag
   237721 tttgcctcta atatcgtaag cacggaaaat attttttgga aatgagtgtc 
ttacattcat
   237781 agcgtatctt ctatttaaag atcaatttga tctatcgcaa aaacatagag 
tattcaaaat
   237841 ctgaaaaatg ggtatttgct aaaaaaagtt aaaagaatat gagtaaagcg 
ttttgtaata
   237901 taattcattg taacattcaa ggtgtaaaaa gaaacacttg taaaacaagc 
gtttcttttc
   237961 attatttttt ataaattaat tattgtttac cagtgtgacc aaagccgcct 
gcgccacgta
   238021 aagtttcttc aaattcctct acttgctcaa attcagcctg aactactgga 
actagaacat
   238081 actgtgctaa acgctcacct ggttctaaac ggaaagtggt ttgaccacgg 
ttccacactg
   238141 aaaccatcaa ctcaccttga taatccgaat caatcaaacc aactaagttg 
ccaagcacga
   238201 taccgtgttt atgacctaaa cctgaacgcg gtagaattaa accagcaaaa 
ttcacatcat
   238261 gaatataaat tgccatacct gttttaacca aaacagtttg acctggttca 
atctcaattg
   238321 cttcatctaa acaggcacgt aaatctaaac ctgctgaccc tgctgttgca 
tatgaaggta
   238381 aaggccactc tttacctaaa cgcggatcga gcaatttaac ttgaactttc 
atgggatttc
   238441 ctaaaaatta aaaaaaatta acgctttaat aaagctttta aatttgccaa 
atattgttga
   238501 gcctgttctt taggatcaac atttgctgca attttctttt tacgccctaa 
ccattcgagc
   238561 tcatcttgcg gaagctcatc gaggaaacgg cttggggtca tctgtttcat 
ttgaccacca
   238621 tttttacgct gctctgccaa agtcaaagtt aagccttgac gtgcacgggt 
aattcccacg
   238681 tacataagac ggcgttcttc ttcaatagtt tcagcagcaa tcgagttctt 
atgcggcaac
   238741 agctcttctt caagacccat aatatagaca tatgggaatt ccaaaccttt 
agcagcatgt
   238801 agagtaagta agttcacttt atcagtgtct tcttcctctt gctgttgctc 
taacatatca



   238861 agcaagacta gttttcgaat cacactttca atgttctttt catcaacatc 
ttcagcacga
   238921 ttaattaagt tttgaatact actaaacaag ttctcgatat tatcgagctt 
acttttctct
   238981 tgcgcaggcg ttgcggactg ctcacgaata tagtcgatat aacccgcttc 
attcatcatt
   239041 tgacgaactt taggcacagg ctcatcatct tccaacagct cacgtgtaaa 
cgtcgagata
   239101 aagtcagcaa actcatgcaa ttgagtttct gcctttttag gaagcaccat 
acttaagcgc
   239161 tggtcagaag aagcaccaag taaagacaaa ttattttctt gtgcaaataa 
gcctaacttc
   239221 tcaagagtaa ctgggccaat cgcacgttta ggcgtattaa taatacgtaa 
gaaagcactg
   239281 tcatcttctg ggttaataat aagacgtaaa taactcatta catctttaat 
ttctgcacga
   239341 gcgaagaacg atgtaccgcc agagagtttg tacggaatct gcatttggcg 
aagttgtgtt
   239401 tccaatacac gcgcctgaaa gttaccacgg tacaatacag cgtaatcttt 
ccagttctta
   239461 ccattcataa gtttgtgagt cagtaagtct ttgactacac gttctgcttc 
atcatcatca
   239521 ttacgacagg taataattct gatgacctca ccatgccctt tatcactcca 
caatttttta
   239581 tcaaaaatat gcgggttatt ttgaattaca cagttcgcag ctttcaaaat 
acggctggtc
   239641 gagcggtaat tttgttcaag cttaataata tgaagatttg ggaaatcctg 
tttaagcaaa
   239701 gccatgtttt caggcttagc cccacgccat gcataaatcg attggtcatc 
atcacctacg
   239761 gctgtaaact gccccattac gccaactagt agtttcacca aaatatattg 
cgcggtgttg
   239821 gtatcttgat actcatccac tagcaagtaa cgaacacggt tttgccattt 
gtcacgtact
   239881 tctgcatttt cttgcaataa gcgggttggc ataacaatga ggtcatcaaa 
gtcaactgca
   239941 ttgtaagcac gtaaattacg ttcataaagt tgataaagat gggcaaactg 
gacgtcttca
   240001 ggtgtttcac acgtcgaatg tgcttgctca ggcaaaatca gatcgttttt 
ccaatctgaa
   240061 attttcttca ttgccttggc aattagttct ttactctctg cacccgataa 
attatcgcga
   240121 tgcatcaaat ccatcaaaat acgtttacag tcatccgcat ccaaaatcga 
aaaattagct
   240181 tttaaaggta aatttttaag ttctaaacgt aaaagattta aaccaaaagt 
atggaaggtc
   240241 gaaacggaca aaccttttgc ttcttcacgt gataaaagct tggtgacacg 
ctctttcatt
   240301 tcacgtgcag ctttattggt aaaggtcatc gctgtaatac gatgtgcagg 
aatacggcaa
   240361 tgttgcacca aataggcaat tttacgcgta attaccgatg ttttacctga 
accagcgcca
   240421 gcaagcacca ataaagggcc ttgagtatat ttcatggctt cttcttgctt 
gttgttcagt



   240481 tgactggcag atgacatcgt gtattacctc ttaatttttc gagcatgatt 
atagtcatct
   240541 cttttttaga atcccaatag taaatctacg gatatgtata aatgatgtct 
aataatgcaa
   240601 tttatgcgcc gcagaatgtc gtgattattt tttatacttc acccataaaa 
aaaccacccg
   240661 aaggtggttt ttgaaacaat aaactagatc ttattgttta gcataaatgc 
tgatttctac
   240721 acggcggttt tgttcacgac cagaagcagt tgagttgtct gcgattgggt 
tagaagaacc
   240781 ataaccttgt gcatcgatac ggctagatgg aacaccttta ccagctaaat 
agtttttaac
   240841 tgattgagca cgcgcttgag ataatgggat gttaatagag tcattaccag 
tgttatctgt
   240901 ataaccagta actaaaatcg cgctcttgtt atcttcagcc aatgtttgag 
ctactttgtc
   240961 caaagttgca tagaagtttg gcttgatgtt tgatttgtta gtatcaaaag 
taatgctacc
   241021 aggcatgatc aattgaacag aaccatctgg gttacggcct acttctacac 
cagtaccagc
   241081 catttgttcg cgtaattttt tctctttttg gtcaagatat aaaccgccag 
ctgcaccaag
   241141 aactgcacca attgccgcag cacggttgtt ttgacggcta gagtttgcat 
ttgatttaga
   241201 aataccgtag ccagctgctg cgccgatcaa agtacctaat gcggctttat 
cgtattcaac
   241261 gccaccaagg ttattacctg ttgtttgaca accagaaagt actactgctg 
cccctaccac
   241321 tgttgaaata actaatgcac gcattgcatg cctcctcact ttgagtgttt 
tgttgttgaa
   241381 tgaataatga aacaaaaagg aagtataaaa cattgatatt ttgttaataa 
taaacagttt
   241441 agttattttt ttgtaatatt ttgatgcact ttaaggtgtg cactcatcac 
aatttcttca
   241501 ttgttgtcta agataccgtt gtatttcatt tcatgatagt tatagttgaa 
caactttcta
   241561 tggattttgg atattcgggg ccatttatat gtcaactgca cccaataagc 
aatctgcgct
   241621 aaaaaaaatt acacgtggac tcactgtagg tacagtcatc acaggtagca 
ctttttttca
   241681 tggaccacct gtcttagctt taggtttaac aaagctattt aaaaagtctt 
caaaaattga
   241741 tgaaaccaat attcaaatta ctaatagctg gcttggtgtc aataattggc 
tcattgatca
   241801 tgttttacct aatttaaaat gggacattag cattgacgaa ggccttgatc 
tgaatatgca
   241861 aggccgttat ttaatgactt gtaaccatca aagttgggtt gataccacgg 
taaaccaata
   241921 tttcggatta acccgtatgc cgcttacccg cttttttacc aagtgggagc 
tcatctttat
   241981 tcctttcgtg ggtcaagctt ttaaaatctt aggcttccca atgatgaagc 
gtcatacaaa
   242041 agagcaaatc gcgaaaaacc ctgaactcaa agaccgcgat atgatggaag 
cacgtaaagc



   242101 gtgtgaacag ctcttaagtc aaccttttac attattaaat tatttggaag 
ggactcgttt
   242161 tactcaggaa aaacacgacc aacaaaaatc accatataaa catttattaa 
aacctaaagc
   242221 aggtggtttg gctctggcgt taaatatttt gggcgacaaa attgatgctt 
tagttgatat
   242281 gaccattgtc taccctgatg gcgtaccagg ttatggcgat ttctggctag 
gtgacgtttc
   242341 aaaaattgcg gtcaatcttc gaaaaattga aataccagac tgggttctcg 
ggggtaatta
   242401 tgaagatgac caagtttacc gtgaacgttt tcaacaatgg gtacatgaac 
tctggactga
   242461 aaaagatcag ctcatcgaga aaatgaaagc tcaatacgcg actacgaatc 
tttaaaaaag
   242521 aatccacttt tatgcaaaac agttccggaa agcaaacgaa atatcaccgt 
gtagattcaa
   242581 gcagcctttc atttaagctg tttttggtct acgacatctt tatggtgttt 
attatcattt
   242641 tcaatctgtt ctgtcttgca gccaatttct ttttaatgag cagtattggg 
gcatggttct
   242701 ttgaacatat ccatttgccc caagtattgt ctttctaccg tacccattta 
cacccatggg
   242761 ttattacctc tgaagcctgg tttattggtt ttctaattat tgaactactg 
gtccgttggg
   242821 gaattgctat cgtttataaa catcataagc gttggttctt cttccctttc 
attcactggt
   242881 atgaaatttt agctattatt cctcagctac gttttctacg tttattccgt 
gccgggatta
   242941 ttgcataccg tttacacgaa cttggttacc cggttattcc tgaaagctgg 
agaaagacag
   243001 gtctctttta ttaccgtgtg gttatggaag agttgtcgga ccgcgtggtg 
attaccgtaa
   243061 ttgacggtat tcgatacgag cttgaaacga gttctagcca taaacaaatt 
attcatgatt
   243121 tggttaatca tcatcgtgaa caatttaccg taaccctaac tgccctatta 
caagaatctt
   243181 tagcaactgc tttaaaagaa caaaagcctg caatcacccg agctgtcgga 
caaattgtag
   243241 atcaggcaat agaagatacg cctgaattaa cacaattatt aaggcttatt 
ccacttgtag
   243301 ggggacgtat tgagcaacaa attcaaagta ttggtcaacg tcttggtgaa 
aatatcagtg
   243361 ctggtttaat agagccgtta attgaaggtt cagccgcaca tcctaattca 
acttatcaat
   243421 taatttctca aaaaattagc catataaata ttgataacca tgaacttgag 
cagctggttg
   243481 agtctgtcgt ttttgaaacg ctagaagctg tccgtaaaca agttaaagtt 
aaacagtggc
   243541 aacaaacact cgcggagtat gatcgaatca aagaataagc atttatttat 
ttttttataa
   243601 atcacgctag agaattggta cgatttgttc tagcatttgc tctatttaca 
ataaacttaa
   243661 cgatattaca gctcgtttta acgccttgaa ggaagactta tggctgatat 
ccggattacc



   243721 ggcagaatgg ttaactttag caggataacc ttcgatacga atgatcatga 
tgtgatccgc
   243781 cagcaattat caaatatatt aaatgaaggt tcctatcagg gaactgtcgt 
tattatagat
   243841 agtactgttg aacaagagct tattgcttta attcagctgt tagtcagcat 
gggcttacag
   243901 cctatggctg tcattgacgg tattttaggc gacgaagcac gcgccattca 
gttccctgta
   243961 ttaccggcag atcaaccatt acaacgtatt aaaccaactg cagagcaagt 
tgcaattgta
   244021 gagaagccta gctctgcaca agcttcagta gaaacaaaaa aaccactaaa 
taataatgca
   244081 gttgcccata ttacctctta tcatgatgaa attttgcgta caggccaatc 
tcttgtacaa
   244141 gaccaaggcg atattatttt aaaagctggc atgaatagtg gttccgaagt 
gattgcttca
   244201 ggaaatatac atatttatgg cacggttcgt ggtagagtca ttgctggtgc 
gggtgggcac
   244261 gctgctgcac gcattttttg ccaatcttta gaggctgaac tcgtttccat 
tgccggaaca
   244321 tattgtgtcg cagatgatat ccctaaacat gtggtaaaaa agccagtaca 
tatttattta
   244381 aatgaaaagc aagagcttga atttgaagct ctagaacttt agtttattaa 
gcaaatcacc
   244441 aaaaaacagc ccttttaagg gtgtatgtat gaccataata ggagtggatt 
cggtggccaa
   244501 aattgttgtc gtaacatcag gcaaaggtgg tgtaggtaaa actacaacga 
gtgcatcttt
   244561 tgcaacaggt ttagcccttc gtggtcataa aactgttgtg attgactttg 
atgtaggctt
   244621 acgtaacctt gatttaatta tgggttgtga gcgtcgtgtt gtttatgatt 
tcgtcaatgt
   244681 aattaataat gaagcacgtc tgcaacaagc ccttattcgc gataaagata 
tcgaaaacct
   244741 ttacattttg ccggcttccc aaacccgtga taaagatgct ttgagcgacg 
aaggtgttgc
   244801 tcgtgtaatt gatgagcttt ctcaagaatt tgattacatt atttgtgact 
cacctgcggg
   244861 gatcgagcgt ggtgcaattt tagcaatgta ccatgcagat gaagcaatca 
ttgtgacaaa
   244921 ccctgaaatt tcttcagtac gtgactctga ccgcatcatc ggaatgttag 
atagcaaaac
   244981 taaaaaagtt gaacataacg aaggacgtat acgtaaacat ttatgtatta 
cacgttttaa
   245041 ccctgaacgt gctgaccgtc aggaaatgct gacgattgat gatatttcta 
aagatatttt
   245101 acgcgtaccg acattaggtg ttattcctga atgtccaagt gtattacaag 
catcaaacga
   245161 aggtaagcca gttattctgt attcagaaac taaagctgga caagcgtatg 
atgacttggt
   245221 tgctcgcttt cttggcgaag accgccctta tcgacacatc acagctcaac 
ctaaaggctg
   245281 gttagcacga ctatttggag cgtagatatg gcaggattct ggagtaaatt 
atttagcagt



   245341 gaagaaaaac catcaagtgc tcaaactgcc aaagatcgtt taaaagtcat 
tgttgcatca
   245401 gaacaaggtt taggccgtcg tttaagccaa gacaagattg accaaatgaa 
gaaagaaatt
   245461 atgcaggtgg tcagtcgtta tgttagcggt gtaggcgaac agcatatcca 
aatgcaagtt
   245521 cgttctgaag caaacatcga aatgttagaa atgaatatca atttacctga 
agaacgataa
   245581 ttctatttct gactattcaa taaaacagaa tcaaggcaaa ataacgcaag 
ttattttgcc
   245641 ttttttaaaa tgaggagatt gtcatggcat tatcacagcc agcaactttc 
aatgaagaat
   245701 ggtccgatga gcgtgttttt gcctacctca accaacttcc tccaaatggt 
gtgaacgcag
   245761 acttccatgt gctctaccat gctttcaaac atatgcgtcc aaatgactat 
gaacgtcttt
   245821 taactaaatt tgtcgcagat ggacgagata ttaatgcgac taatccggaa 
ggcgaacgca
   245881 tccatgacgt gattgctaaa ttcccacgtc aatcagcgcc gtttttagaa 
gttttagcaa
   245941 agtttgctta aaaataaaaa agcctcataa agaggctttt ttcttattta 
aaattatcga
   246001 tttccaatca ggaaaatacc aaaaacggta aaaattccac cagaaatacc 
atcaatccat
   246061 tttgaaaaat tacggtaagc ggctctaaaa ctcggtaatg aaaaaataaa 
agtcacaaag
   246121 cagaaccata aaattgtttc aaccgacaca ataataaaaa gcagccaatg 
gacttgatca
   246181 agctgagggt ttgctaaaaa taaagagaat acactaccaa aatagatcac 
agctttaggg
   246241 ttcgataaat tggtgagtaa tcccttcata aaaaataaat acggcgcttt 
cggtaattca
   246301 acagttgtca cttcttcctg ctgatttttt gaaaatgccg aacgcaacat 
ttggtatcct
   246361 aaccagcata ggtataaacc gccggcaata agtaaacctt gctttaacca 
agccattttc
   246421 tcaaaaataa tatttaagcc catcagtgct aaagaagccc aaaacataac 
acccgctgtt
   246481 attcctgcaa caaccagcat tgcttcttta cgagatcggc tcactgcggt 
ctgtgatacc
   246541 agaaaaaaat caggccctgg agtaataagc gcacaaaaat gaataaaagc 
taacgtaatt
   246601 aacgcgacta acatgttgtc ctcctgattt gtttcattgt tatttattga 
gaagcacaca
   246661 ttagcatttt ttactatttg ataaaatctc aaactacccg tagtaattat 
tatttttaac
   246721 cataaaaaag cctccgaaga ggcttaattt taactgtaga tcttaaacta 
aaatatcgcg
   246781 cttaccgttg gcacccatac cactcacaat gccattctct tccatttggt 
caatgatacg
   246841 agcggcacgg ttataaccaa ggctaaactt acgctgtaat gaagacgtag 
aagcttttcg
   246901 agtttctaaa acaaacgata cacattgatc ataaagtgca tcacggtctg 
aaccaccatc



   246961 accttcttca aagccacgcg aagcaggctc ttcatcaaat ggagttaaga 
tctcatctac
   247021 gtagtctggt tcgccacgtt cacgccatgc atcacaaata cggttaactt 
catcatcact
   247081 aataaatgca ccatgcacac gttctggctc aatcttacct ggccctaaga 
acagcatatc
   247141 accgtggcct aacaagtctt ctgcaccacc tgcatccaaa atagtacgtg 
agtcaatttt
   247201 actgtttaca cgtaaagcta cacgcgttgg aatattggct ttaataaggc 
ctgtaatgac
   247261 atctaccgat ggacgttgag ttgcaagcaa taagtgaata ccagcagcac 
gagatttttg
   247321 cgccaaacgc gtaatcattt cttctgcttt cttaccaact tgcatgatca 
tgtcagcgaa
   247381 ctcatccgcc acaataacaa tagatggtaa tggcgttaaa cgaggcgcac 
gctcttgtgt
   247441 cgccgagtca cttggtttcc atgtcgggtc aatcaagtct tctccatttg 
caagcgcttc
   247501 ttcaactttt cggttgtagt cacttaactt acgaattttg aggaatgaca 
taagcttgta
   247561 acggcgttcc atttcattta cacaccagtt taatgcactc actgcatctt 
tcatgtcagt
   247621 gactacaggc gttaataaat gcggaatatc gttgtagttt gcaagttcta 
gctgtttcgg
   247681 gtcaattaaa atcagacgca attggtcagg ggtatatttg agtaacatcg 
ataaaatcat
   247741 cgagttaacg gcaacagatt tacccgaacc tgtagtaccc gcaaccaaca 
tatgcggtgc
   247801 ttttgccaag tctgttagta ccggattacc tgaaatatct ttacccattg 
ccatactaat
   247861 gagagcactt gggtcacgat atgcgggtgt ttccaatagt tcaatcaaac 
gtaccatttc
   247921 acgagcacta tttggaactt caataccaat atatggttta cccggaataa 
cctctaccac
   247981 acgtacagaa gccatagaca ttgaacgtgc caagtcacgg gaaatattag 
tcactttaga
   248041 tgctttcaca cccggtgcca aatctaattc aaaacgtgta accactggac 
ccggctgagc
   248101 ttcaaccacc tgagccttca cattaaactc ttgtaatttg atctcaagta 
attcagataa
   248161 acgggaaagc tgttcctcgg taaagttaac tttcttattt gggtcaacct 
tatcaagcaa
   248221 ttcaaagccc ggtaatgttg gtaaatctaa acgctttttg gccacctgca 
tggcacgaga
   248281 cattggtcga cctgatgcat ctgttaaagg cgcatcaaaa tcaaactcat 
cctcaaggtc
   248341 atcctgaggc tttccagcag tttcctgcca agcttcaata aattcttctt 
ttgacagctt
   248401 ctctgcacca atcgtagttt gaataggcgc ttttacaaaa gctgaagatt 
gcgcatagct
   248461 acttgccttg atcggttgag ttgctggcgg gatatcttca tcaatcaata 
agtcgtcaaa
   248521 atcatcaaag acttcttcat tagataaatt tttaggtgac tgatttaaat 
tcgatacagg



   248581 tacagatgac tcaactaatg tttgaggagc ttgcggcgta acttctggtt 
caacatgatg
   248641 atcttgcaca aatggcgtat gcacgtcagt tgccgtttta ctatttggaa 
ctgcagcaag
   248701 tagttcatca aaaatctcat catcattcca atctaaacct tgatgagtat 
tcgatggttg
   248761 attttgttta gcctgataaa ctgtttgctg aaattgctca tgagtcgaag 
gctgttcact
   248821 tgaatcatca gcagctcgta acagcgcatc aatttcttgt ttatggctta 
catcatcacg
   248881 ctgtaaagca cgccaaacct ctcccgtagc cactaaacgc tcactgtctt 
ttttaagctg
   248941 ttgggcttgc tcaagtgtac gctcaaagtt ttctggctga ggagttggtt 
tttcttcaat
   249001 tgtttcaggt tgactttgtt ctttagctaa aacgtcggca aataaacgct 
ctgctatttc
   249061 atcatgtcgt gtagagctcg ctttgctttg agttttttct ggttgggcat 
ttagctctac
   249121 ttcatccgta acttcttctg ctttaggcat ctctgcaact tttaccgttg 
ctgctttatt
   249181 cgcaggctgt gtggttaagt cataagcaga ttcgttagga gatacatttt 
tatagaataa
   249241 atcttgtaaa taaccaggca ttgctttgag cgtaacccat gttttgctcc 
actgcacccc
   249301 aaatgccaaa gtgaacaata ccactccgaa aacaaggaga aataatgtcg 
caccataaat
   249361 tgttaacagt tgagataagc tttgccccaa ctcataacca ataatcccgc 
ctgccgcatt
   249421 atctaaagta tctgcaggca cattccagtg aaggtaaagc aaactcgaaa 
caacaagaat
   249481 taagaagaac tgcgcagcat aacggaatgg gcggtttaga aaactatgtg 
gccaccagac
   249541 ttgaatcgct tcaacaaata ggaagattgg aataagtaaa cttgcccaac 
ctaaaaagcc
   249601 aaacagcaaa tctgcaatcc atgcaccggc aataccactt gcattggata 
cttgctgagt
   249661 atcacttgaa atatgcatcc agcccggatc aaatggtgta tatgttactg 
tcgccagaaa
   249721 catataaatc ccaaaagaga ccaagaataa tgtcatcaat aagcgctgtg 
cataaacact
   249781 tgacaccgca gtcatatact gtcctgtaac ccatttaatt attggtttag 
agatgtgaag
   249841 acctacattt cagatcttca acgattgaac tttatattat gcacctgttc 
ttacaaaaaa
   249901 ggtgcatgat tctttacagt tgttgttaac ataaggctct tctatattgt 
tatataactt
   249961 aattcgattg acctgatcaa tattatccac attgatttaa cgctattggt 
cggcaatttc
   250021 acgtataatt ttcaaaattc tcgaaataaa taaggatacc ctcaatgagt 
gctcgtcatt
   250081 ctcggttaat tattctcggt tctggccctg cgggttatag tgcagctgtt 
tatgcagcac
   250141 gtgcaaatct taaaccaaca cttattgcag gtttacagct tggcggccaa 
cttacaacaa



   250201 caaccgaagt tgacaactgg ccgggcgatc ctgaaggttt gactggtcct 
gtcctaatgg
   250261 accgtatgca agcacatgct gaacgctttg gtactgaact tgtctatgat 
catattaatg
   250321 aagtggactt aaatgtacgt ccttttgttc ttaaaggtga tatggatgag 
tacacttgtg
   250381 atgctttaat tattgcaact ggtgcgacag ctcaatatct tggcttagag 
tctgaacaaa
   250441 aatttatggg tcaaggcgtg agcgcatgtg caacatgtga tggcttcttc 
tacaagaacc
   250501 aaaatgtgat ggttgttggt ggtggtaata ctgctgttga agaagcactt 
tatttatcaa
   250561 atattgctga acatgtgacg cttgtacacc gccgcgattc tttacgctct 
gagaagattt
   250621 tacaagatca cttatttgct aaagaaaaag aaggcaaaat cagtattgtt 
tggaaccatg
   250681 aagttgaaga agttcttggt gacaatactg gcgtaacagg tgttcgctta 
aaatctacga
   250741 aagatgacag caaacaagaa gtacaagttc aaggcttatt cattgcaatt 
ggccataaac
   250801 caaatacctc tatgtttgaa ggtcagctaa acttacgtga tggctatatc 
caagtacaaa
   250861 gtggtacttc aggtaacgca acagcgactt ctgtagcagg cgtttttgct 
gctggtgatg
   250921 ttgctgatag tatctatcgt caagcgatta cttcggcggg ttcaggctgt 
atggctgcac
   250981 tagatgccga aaaatatcta gacaaccttt aagtttagat atttcaaaac 
agccgtttta
   251041 taacggctgt ttttttggaa tttataataa ttactggctg ccctgtatta 
atttttatag
   251101 catagcccta aagcacatat tattttagtt ttatgaaaac actgcctcta 
tctcagtata
   251161 ttttcccaga tccggaggaa tcagatccag atggtcatgg tttaatttgt 
ataggcgctg
   251221 acctctcccc ctccacactc tatgaagcat atacacatgg gcttttccca 
tggtttaatg
   251281 aagatgaacc tatttgttgg tggagccctg aaccacgctg tgtaatttat 
cctcaaaact
   251341 ataaaccgag taaatcgctt attcggaaca tgaaaaaata tgattacacc 
attacggtaa
   251401 atcgtgcttt tgagcaagtc attcgctcat gttcattacc tcgaagctat 
gctaatgaaa
   251461 catggattag tgaagatatt attgaaggct attgtggaat gtttgatgcc 
ggttatggct
   251521 atagcgtaga agtctggcaa gaagagcagc tggtaggtgg tttatatggg 
gtaacgatcg
   251581 gcaagggttg ttttggcgag tctatgttta gtacccaaac cgatgtttcc 
aaaatggctt
   251641 tttatacgtt aatgttaatt ggtcaagaaa atcagcttcc ttgggttgac 
tgtcaacttg
   251701 taaatagtca cttaattagt cttggggctt gtacactttc tcggcaagaa 
tatcttaaat
   251761 cgttacaaga tgtaattatt cacccctcta tcaattggaa aaagtatcaa 
gaacgtgtat



   251821 tttcaagtaa aacaatagca ttaaatgcaa aattaatgga atgataacag 
gagggaccaa
   251881 tcatgaaatc atatcacccg aagtcccttt taaatgatct gcaatattat 
attactccac
   251941 ctcatgattg cagctattta gaaaataaat cagcacgtat ggtcttttta 
gacccgattc
   252001 atcggattga tgtggtgacg ctttctgaat tatcgcgatt aggttttcgt 
cgtagtggcg
   252061 actttgtata ccgtcctgaa tgtcatttat gcaggcagtg tttatcttgt 
cgtgtacctg
   252121 ttgccgattt ccaaatgaac agcatgcaaa aaaaagcatg gaagcgaaat 
caagatctca
   252181 ccatgactgt tctaccaaca cggcaagcct cacaaattca ttatgatcta 
tatgaacgtt
   252241 acattaacga gcgccatgcc gatggtgata tgtttccgcc aagtttagat 
cagtttgaaa
   252301 aattcttggt ccatagctgt acagatagtt tcttcttaga actatggaaa 
gacaatcgtc
   252361 ttattagcgt ttcgacttgt gatttaatgg atgatgggtt atctgccgtc 
tatacgttct
   252421 ttgacccaga tgaacaccgt agatctttag gcgtttattc aattctgaat 
caaatcgaat
   252481 atgtaaaaac actcggttta gaatatgtct acttaggcta ttgggttccc 
cactcagcta
   252541 aaatgaacta taaatctcaa tatacgccgc tagaactttt actagatggg 
caatggcgcc
   252601 gcttaaatag atcattatca ccagaagaga tcaatcagtt aggcaattcc 
ctcatgacca
   252661 cattaccttc tgaatggaat aatttaatta ttaaataatc tgcttctgtc 
ttgttgttca
   252721 aacagcaaca agacaggcat tcttagaata aagaagcaaa atcatcagta 
cagcttttta
   252781 ccataataac ggcattttca cgcccaccct cttgggttgg ataatagtta 
cgacgcacat
   252841 caatttggtg aaaccctgtt ttttcgtata aaccaatagc agctttatta 
ctttcacgta
   252901 cctctagaaa aatttgtacg gggtgatttt ctaaacgctc aatcgacgca 
tctaacaact
   252961 gatatcctaa tcctttacct tgcatttgag gatcaattgc catgagcagt 
aaattcgctt
   253021 catctaatac aggttgtaaa atacaaaaac caaccacctt attatttatt 
tctattaccg
   253081 tacattggta agaatttaaa gattctacaa attgctgcct agaccatggg 
tgtgtttgaa
   253141 caagcttctc aatttgagca acactatcaa tatctgagac ttgcatagta 
cgaatcatga
   253201 gtttcaacac atttttagat ttcaaagtaa acgtattata gaaacttaaa 
tagaaaaaac
   253261 gagtaaaaaa aagagcaatt aaattgctct tttccagtca gctttttaaa 
gacctaattt
   253321 ttcacgccaa gtggccaata aagctgtcgt atccgaatca tttggatgga 
attttggtct
   253381 taagaaatct aataattctg gaatttgacg agtcataaaa cctttacggc 
catacatgaa



   253441 cttaagcatg tatttggtat ctttccatgt taatttatca tcagtcttaa 
gtaacttagc
   253501 agtaaaataa gactgagtag caaaaattaa ggccattgca atgattaaag 
cagttgaacg
   253561 cataaaataa gcctttggcc cctgcccata catattggta tagacatcaa 
atgctacagc
   253621 tttgtgttcg ttttcttcta ccgcatgcca catccataag tgatacatag 
tgtcatcctg
   253681 gaacatggct tgaatttcag ggttttgtaa aagctcagcc gcaatagttg 
aggtaaaatg
   253741 ttctaacgca caggtacctg ttaaatcaat catttctttt gtataaccaa 
aaggtttcat
   253801 tagcttggtt acaaccgcag tacctacttt aataacttta cctgtttgtt 
tttccatttt
   253861 acgaacatca tatccatacg cctgcgcaga agcattaaat gcaagatgct 
ctttagaatg
   253921 catagcttct tggccaataa aagcacttat ttctttttga agtgctggat 
cagccagttt
   253981 aggatcattt cgcacagcac gagtactgtt tacaaagaac tgctctcctt 
ccggaaaaag
   254041 agccgataat gctgtcataa aatgagttaa tcctgcatcg taatttgccc 
aatagcgtgg
   254101 aacttgagca aactcaaagt ccatacgacg cacagggaaa cttgctccgg 
cacgattaga
   254161 aatatttact ttagcattca tgtcagactc ctttaagcga atcaaaaatt 
cacttatatc
   254221 cttatttatt ttcttaatat ttataataat acgcctttaa aggcgctatt 
taagtgcaga
   254281 tgaggccagc aaattatcag atgaggtcat caatagcctc atactagggc 
aaaattaaca
   254341 agtatctttt aaaagtgagt cataatttat agacaataaa aaaggactgt 
taacagccct
   254401 tttcatttac tttcagctta aagtccaagt ttagatttcc aagtttttaa 
caaactaacc
   254461 gtatctaaat cattgggatg aaaacctggc ttaaaataag ccatcatctc 
tttagccata
   254521 cccgtaataa tccctttcga cgggctataa ccatatttat aaatcacaaa 
caactcatct
   254581 aagtttaatt tatggtcttg ctttaaaaga cgaaccacaa acgaagattg 
aattgcgaaa
   254641 ataagagcca ttgcaaaaac aagtgaactt gtgcgtaaag cataagcttt 
tacaccttta
   254701 ccaaagacac cttcatacac atcaaatgcg actgctttat gttcattttc 
ttctattgcg
   254761 tgccaatacc acatggttga catcgtttta tctgtcatca actcttgaat 
atgggtatta
   254821 actaaaagct gagatgcaat ggttgcagta aaatgttcaa gggctgtagt 
agcagtcagg
   254881 tccaccattt cttgcgtcat accaaatggt tttacgagct ttgcaaaagt 
ttttcgggca
   254941 gtttgaatag ccgtatcggt gaatttttct aaagtttcaa catcatgacc 
aaatttttgg
   255001 gcagaagcat taaagtttac atgctcttga gtatgcatcg cctcttgacc 
aatgaaagca



   255061 ctaatttctt tttgtagctc ttcattgtct ttaattgctg ggtgataacg 
tacagcacgt
   255121 acactatcaa taaagaactt ttcaccagct ggaaatagcg ctgataacgc 
tgtcataaaa
   255181 tgtgtaagtc cagcggaacc attcatccag tattctggca catcattaaa 
atcaaagttc
   255241 atacgacgta caggaaagct tgcccctgca cgatttgtga tattcacttt 
agcattcata
   255301 ttgaaagctc cttaccagta acctaagtta cttaaacttt attgttcgtt 
ttcttgattc
   255361 ttatcataca aacttaataa aaaggcttaa gtgcaaatag ggacattgaa 
gtatcagtta
   255421 aggccagctt tcaactgaat tgtctaacaa ttggatataa aaaaagcgcc 
ccaaaaggag
   255481 cgcttttttc actgaaaagt gattatgcag ttactttagc aacaacacca 
gcacctacag
   255541 tacggccacc ttcacggatc gcaaaacgta gacctgggtc cattgcgatt 
gggtggatta
   255601 attctactga catttcaacg ttgtcacctg gcattaccat ttcaacgcct 
tctttcaact
   255661 ggatcgcacc agttacgtca gttgtacgga agtagaactg tggacggtaa 
ccatttaaga
   255721 atggagtgtg acgaccacct tcttctttag aaagtacgta tacttctgcg 
tcgaatttag
   255781 tgtgcggctt ga
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LOCUS       NODE_8_length_196295_cov_101.962420196295 bp   DNA linear
17-DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..196295
                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
     gene            123..752
                     /locus_tag="DSM_02558"
     CDS             123..752
                     /locus_tag="DSM_02558"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVNLTIKGAVVGRGGDGGLPHLAFGAWESDPDYNFTKTRRDGFQ
                     
GAPGLLNRHSKLNLIIDGGTLARGGSGGGATPSGIYTGLSYGVQGIPGGAGAPFGRVM



                     
TGQPISSDSQDWRWYFGSYFNVLKITDAEASVPGKGYRTQNDRYGSPLSGDGGNWGER
                     GTKSTNDGTWNWKYHGTTEGQPGPGGPAIVGVAPLTTQLINGGKILQTL"
     gene            820..1209
                     /locus_tag="DSM_02559"
     CDS             820..1209
                     /locus_tag="DSM_02559"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MEPVSTSGFTALLKLYGIAIMVTLAVGLVAAVVLMTRMPRSPQE
                     
WAVGLICTVVSSLAGGSFIIVKWGLHEWVTDVWGMIALGGFFFVCGLPGWALVRWIFN
                     FIDKQEGKTIVEVIKEFKKARKDIENS"
     gene            1251..1796
                     /locus_tag="DSM_02560"
     CDS             1251..1796
                     /locus_tag="DSM_02560"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNIEQYLDELIKREGGYVNNPADRGGETKYGITEAVARTNGFKG
                     
NMKDLPLDVAKAIYKKQYWTDPRFDQVNVISSLVAEELLDTGVNCGTGFAKPLLQRAL
                     
NLLNNQGKAGWPDLTVDGIYGPATLNALKTYLAKRGKDGEKVLVRVLNIMQGQRYIEI
                     CERNPSQEQFFYGWIANRVVI"
     gene            2278..4596
                     /locus_tag="DSM_02561"
     CDS             2278..4596
                     /locus_tag="DSM_02561"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9JZN9"
                     /codon_start=1
                     /transl_table=11
                     /product="putative TonB-dependent receptor"
                     
/translation="MKPLAALPLIFIAIQQVQAEERIAILKPLVFKANALKEKNYVVD
                     
KEKVESSNTIGDALKNITGIQSTSFGPNAGAPVIRSLSGNRVGVIENGEFINGMNAFS
                     
GNINIPFDPIFIEKVIVNKNTDNIRYGGNAIGGSVQIESGLIPKKIEEKPNKLDIVFR
                     
KGFNDFDVKGFNFNINDQKNWSTNIRYSEYEISSYKIPGNSKAKLCEDQIFSNSGGIN
                     
SALAASCQKDSRVQHIYNKSSQPYIDKFMTENPDWADGDFSFYTDKPTSIWGGKTYIN
                     
PKNPEYIPNTPQNTIKKINTDVTPNYFKKLGNSYAQNENIGFGTTYFFDKGFIGLSAD
                     
KKKSEYGVPGFSLQNQSFADSYETLPVGVKIDQNRFVLNSNFIQPISSAEEISLNFQQ



                     
LSNKSGEYVGTAKANEYKIDNQLIELIMKQSSFKGLDGILGFSLKNRNIEGSGTQRYL
                     
PNVSTISKAIFLQEELNIKQFTLNTGYRFERIEHELQDNDFKLARNASNSRIENRKYN
                     
LNQYFIGGEYKVNNFINLKVDYGISERAPEVNELYSSNVHYSVMAQEEGDQNLKPEKS
                     
KSLELGMFLNWNNWVMQLVGYQMDFENYMYLSHSGVAVQNRLPLKYWKQTDTDVKGFE
                     
IDLIYDFNLAHIGNIKLGGLADFVKNKAVNPTDIRLANDGVYLPNMPTNRYGMFLEWR
                     
NDSWKGKISSIYYDEPRYLGKNVIQEVPLSGYNLLEFKIDKKLKIKNASFDIFLNGTN
                     LLNEEARPQNSPLKYIAPLPGRAFQLGITMHI"
     gene            4878..6524
                     /gene="eptA_2"
                     /locus_tag="DSM_02562"
     CDS             4878..6524
                     /gene="eptA_2"
                     /locus_tag="DSM_02562"
                     /EC_number="2.7.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P36555"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphoethanolamine transferase EptA"
                     
/translation="MALNVFKFKKICKDVTLLNFNLLLSIWLGLFLNIGFFKKIHQLT
                     
PYNGIKSVLFLGATLVILIAAYNLIFQLINWKWTAKIFAILLIFIGGFSSYFVNTLGV
                     
IISPDQIQNMVQTDVSEFTDLISLRFVLWTVFFVILPIFLITQVKFKQEKASRLLLKK
                     
VFSLVASFAVVGVLLFTYYVDFAAIFREHRDLKGMISPQNSISSLMSYYHKKAPKKNL
                     
PLVIYGQDAHQVQQVQKNLPKLMILVVGETARAESFSLNGYAKNTNPELSKQDIFNFS
                     
QVSSCGTATAVSVPCMFSGMPRVDYDEQLASHREGLLDIAKRAGYQVTWIDNNSGCKG
                     
ACDRVEQYQIPENLKKKWCKDGECYDDILIDSLKQYLATIAKDDDRPRLIVLHQVGSH
                     
GPAYYKRAPEAYQPFKPTCDTNAIQGCSQTELLNSYDNTIVYTDHVLSQMINTLKEIS
                     
KYQTGLWYLSDHGESTGEHGLYLHGSPYAIAPSQQTHVPMIMWFSESWKQHNLAQVNC
                     LSQQTKQKLSQDNLFPSLLSLLDVKTQVVNNKLDMLSQCK"
     gene            complement(6600..6719)
                     /locus_tag="DSM_02563"
     CDS             complement(6600..6719)
                     /locus_tag="DSM_02563"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MCANYEPINKDRVHLLDLFEPTFDYKNGVYPGYDCPLIF"
     gene            complement(6835..7323)



                     /locus_tag="DSM_02564"
     CDS             complement(6835..7323)
                     /locus_tag="DSM_02564"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKIFLAALATIGLQACTTPYQEMGASGGVEATIIDDNVFQVRA
                     
SVNGYTHKSIANQYALRKAAEVSKSLGCSYFSAINNTSQSYNQNISKVDAGLKTTPNG
                     
VYYVSSAGTQYKLIKPSRNNTYVCFNEKPNTVLPGLIYNVKYVLGSPMPTGKFKVPNS
                     WR"
     gene            complement(7413..8786)
                     /locus_tag="DSM_02565"
     CDS             complement(7413..8786)
                     /locus_tag="DSM_02565"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MAQHIKFTKSVIDSIPLSEEKQIFYRDTVTIGFGLCVGKTKSYF
                     
AEKKMPNGKSKRKVIGKHGVYTLEQARTEAKRLLILMDEGVDPVKQKRDLRASAIQND
                     
ALQKLVPTLSEAYQYYKLRKKLAETSLIAYDGCIENYFSDWKDLKLDQITSAMIIDRH
                     
LKLSKASPSRANLASKFLHALFNHTISRYKDESGNKILNIKNPVVIVKEEKAFNKIKR
                     
RKGHVRADQREAWALAVATTYWMGEQNNDFRAYTNQDFLFLLALTGFRRSEAESVEWK
                     
NVDLQFGTIKIINTKNHEDLLLPMGDTLWHIMRERKKRAGDNKYVFTDRNGVSHISDR
                     
RAARDKVTENSGIEFTFHDLRRTFGTIANSLAIGSYTIKRLINHTTDDDDNDVTDGYI
                     
QVSFDDLKKAMNMIEDVIISEPVKALIKSRLYFEKNESRNQAQELINHHIQVLDNFKM
                     AGQILDF"
     gene            complement(9214..9498)
                     /gene="zapA"
                     /locus_tag="DSM_02566"
     CDS             complement(9214..9498)
                     /gene="zapA"
                     /locus_tag="DSM_02566"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_02012"
                     /codon_start=1
                     /transl_table=11
                     /product="Cell division protein ZapA"
                     
/translation="MSEQVMVELRLIEQTFRLATTSDKREELERAAELLNEKFNDMRR
                     SAPRVEHNKLVIMVALQLTQEVLSLNKSLQEYAHCERLLQTILEDVEQIV"
     gene            complement(9495..10055)
                     /gene="smc_1"



                     /locus_tag="DSM_02567"
     CDS             complement(9495..10055)
                     /gene="smc_1"
                     /locus_tag="DSM_02567"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_01894"
                     /codon_start=1
                     /transl_table=11
                     /product="Chromosome partition protein Smc"
                     
/translation="MLEQLQRLQAHIGVLKTRLHHLESENSALSEAKELAETEHHAQV
                     
VQKNSIITKKQEEIETLTEQLTQLQGQFQQLNQDANTLAERYSRLEKSTTDLKNRFQE
                     
ILAERNELRVTKEKLQSQQRQTQQELHDLQQDRDRLLQKNELAKAKVEAIIQRLAILG
                     TAQDQHAQEIQQLAHPNAEAGEETQS"
     gene            10120..10752
                     /locus_tag="DSM_02568"
     CDS             10120..10752
                     /locus_tag="DSM_02568"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQDDISGWTEWNAHFEGIEEISSPSELHGLLTGIVCVTEAPTRE
                     
EWTQILTTLNVPELNEEALALLTDEAEDVAHALSEDELDYLPMLPDDEHLLQDRVQAL
                     
SDWCAGVVLGFGLASGHVRTDERELIEHLQDVAAVEFEDSDNDEEGESSYEELYEFVR
                     LIPVSLSIGRKKVTVAESSLLKNFYAKSKTSTVGTADQNIVEMFTPHRPS"
     gene            10820..12142
                     /gene="pepP"
                     /locus_tag="DSM_02569"
     CDS             10820..12142
                     /gene="pepP"
                     /locus_tag="DSM_02569"
                     /EC_number="3.4.11.9"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P15034"
                     /codon_start=1
                     /transl_table=11
                     /product="Xaa-Pro aminopeptidase"
                     
/translation="MKLPQADFQHRRNRLAEKMGPNSIAIIATREEMYRNRDADYKFR
                     
ADSSFFYLTGFAEPEAVAVIETFEDATDYSYSLFCRERNREMEIWNGYRAGIDGAIEE
                     
YEADEAYAIDLLDEEIIEKLLNKERLYYRIGHNAGFDARVSQWIKKANAEHRHEAAPA
                     
QLVQLDRIIDEMRLIKSPQEIELMQIASTISAKAHTRAMQTVRPGMMEYALEAELNYI
                     
FGQNGCVPSYNSIVGGGANACILHYVENNQALKDGDLVLIDAACEYEFYASDITRTFP
                     
VNGKFSPEQKALYEVVLASQYVAIDAVRIGNSYREPHEVAVKILTEGLVDLGLLKGDV



                     
SELIETEAYRQFYMHGTGHWLGMDVHDVGSYKKDDDWRQYEEGMVVTVEPGLYIAPDD
                     ETVDKKWRGIGIRIEDDVVATSKGPRVLTADVVKDIADIEHLMAQAKA"
     gene            12173..13381
                     /gene="ubiH"
                     /locus_tag="DSM_02570"
     CDS             12173..13381
                     /gene="ubiH"
                     /locus_tag="DSM_02570"
                     /EC_number="1.14.13.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P25534"
                     /codon_start=1
                     /transl_table=11
                     /product="2-octaprenyl-6-methoxyphenol hydroxylase"
                     
/translation="MQQQVIIVGGGMVGLSLSLMLAKANIAVKLLEAVKYPNYDDQNV
                     
APYHSSFDARNTALSRRSVQIYQKLGLWDALQQHATPILQVHITEQGSFGKARLVAEQ
                     
EKVESFGQVIENAWLGRVLLTQVRQQPLIELIDGVQVTALTQDAEQVYIEAQRGDEIL
                     
KLESKLLIAADGRDSFCRQAIGVGVDVHDYDQVAIVTTVQTSKPHEHVGFERFSALGP
                     
LALLPLPGEYRRSVVWPVKKGTEGEWLGEENDQHFLDALQKTYGDRAGKFEKTGKRFS
                     
YPLSQVLAHKQAVGRVILMGNAAHTIHPVAGQGFNLCLRDADVLLRYLVNQLSASDDI
                     
GNPDNLLAYEQARLSDQQRVIKFCDTVVRGFSNQNPLLKLIRNTGLIAFDVIPGVKPL
                     VANYAMGLKA"
     gene            13378..14610
                     /gene="ubiI"
                     /locus_tag="DSM_02571"
     CDS             13378..14610
                     /gene="ubiI"
                     /locus_tag="DSM_02571"
                     /EC_number="1.14.13.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P25535"
                     /codon_start=1
                     /transl_table=11
                     /product="2-octaprenylphenol hydroxylase"
                     
/translation="MSEVLDVVIVGGGLVGGLTALLLAQGGVQPTVLDAAPVLDVEKT
                     
LSVMNPRVLALSQATIHLLKTVNVWDDLARQMPYTGMQVWNLNGYGEINFGHESVQRP
                     
MPEQALGSMVEPSVLNVAIQQKMLEQLTDYRTQVRVTRIEQGVGCWHIQLADGATLKT
                     
KLLIGADGANSFVREQAFIDLDVLDYKQAAISCAIKTSKPHHYVARQIFLPTGPLAYL
                     
PMASLEESENGYWQSIVWTLPDDYADEYSALSDSEFMQLLTRESQHMLGEVLDVRSRA
                     
QFPLKARAAKQYVKAGLALIGDAAHVIHPLAGQGVNIGCLDAAVLCDALLHDLGRGVW



                     
AHEQTLMRYEHRRKGQNDAMMHSMSAIGWLESSELFPLIWARNVGLKQVEQISFLKES
                     FMQQANGLGALQNTQYSR"
     gene            14820..15071
                     /locus_tag="DSM_02572"
     CDS             14820..15071
                     /locus_tag="DSM_02572"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTDINDYEDAEDSAVDEDEAKAAESGAADEEAGNLTDADLAEAE
                     TLTVTAKQKQRQALEDEVAAFLARGGRITEVPPDEHSDR"
     gene            complement(15126..15527)
                     /gene="zntR"
                     /locus_tag="DSM_02573"
     CDS             complement(15126..15527)
                     /gene="zntR"
                     /locus_tag="DSM_02573"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACS5"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator ZntR"
                     
/translation="MSLSIGQLSKKADVPIDTIRYYEKVGVLDRIQRSENNYRVYTDQ
                     
TLADLLFIKHCRELDISLSDIKTLKEMKAQPKRACTEVDNLVNKYLIEVSEKIERLLL
                     LKETLIDLKQHCSTDRTVDECGILKELQNHP"
     gene            15593..16234
                     /gene="czcD_2"
                     /locus_tag="DSM_02574"
     CDS             15593..16234
                     /gene="czcD_2"
                     /locus_tag="DSM_02574"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O07084"
                     /codon_start=1
                     /transl_table=11
                     /product="Cadmium, cobalt and zinc/H(+)-K(+) 
antiporter"
                     
/translation="MAGCGCASTCSPTKKASPRFRKALWIALVINALMFVVEIVGGYK
                     
AQSVSLWADALDFAGDAANYALSLVVLSMSLYWRATAALVKGITMAAFGFFVIAKVVW
                     
SFFHGVSPEPMVMGAIGVIALIANVSVALMLYAFRDGDANMRSVWLCSRNDSIANIAV
                     
VLAAVGVFGTGTIFPDLFVAFVIAYLGVSSGYAVIKQSLQERKQSKLMLGSEA"
     gene            complement(16293..16901)
                     /gene="argO"
                     /locus_tag="DSM_02575"
     CDS             complement(16293..16901)
                     /gene="argO"



                     /locus_tag="DSM_02575"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P11667"
                     /codon_start=1
                     /transl_table=11
                     /product="Arginine exporter protein ArgO"
                     
/translation="MVMLSLSVFFKGLGIGSGLIVAIGAQNAFVLKQGLKQQYVFWLC
                     
LICALSDSILIACGVLGFAEIMTASPILITVAKYLGATFLFIYGAKAFYAAFKTNQGM
                     
ELDSSQKQTLTQALITCLAFTWLNPHVYLDTIVLIGSVATQLEDKISFALGSILASWI
                     FFFSLGYGARFLKPLFINPKAWKILDFMIGCVMWSIAISLLI"
     gene            17003..17893
                     /locus_tag="DSM_02576"
     CDS             17003..17893
                     /locus_tag="DSM_02576"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WMF5"
                     /codon_start=1
                     /transl_table=11
                     /product="putative HTH-type transcriptional 
regulator"
                     
/translation="MLDSKQCEAFLAVAEVGSFDAAGEHLCITPSAVSLRVQALEKYL
                     
GQILIIRGRPCVLTQAGQTLLQHLRHTRLMEQNLLQGLMGKSSESEFYKIALASNADS
                     
LATWLLPTIQQTLFKEKIVLELKIDDQSHTHTLLETGQVNACITAEEQVMAGCLAQPL
                     
GKMRYKMLASAEFVNRWFSGGINREVLRKTPAVIFNHKDLMHSEVLLKGYGLPMQSYP
                     
YSFIPATDAFVKAIQLGLGYGMVPELQVQPLLENGTLIDIMPEAQLDVPLYWHHWKRQ
                     SKQLDVLTETIVESAKQILR"
     gene            complement(17896..18282)
                     /locus_tag="DSM_02577"
     CDS             complement(17896..18282)
                     /locus_tag="DSM_02577"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTESLGKLGPHEGQELELLLSGKKPIAYFYELLPIEFIKHLEQG
                     
SLSMLSKDIETSLSLPFSIMLIYKDASLADLNELMLCIEKSLKETQLEDRLELDRRIG
                     QLLGYSTQDIEFYIQHISNRHLKTKI"
     gene            complement(18377..19213)
                     /gene="rsmI"
                     /locus_tag="DSM_02578"
     CDS             complement(18377..19213)
                     /gene="rsmI"
                     /locus_tag="DSM_02578"
                     /EC_number="2.1.1.198"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:P67087"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribosomal RNA small subunit 
methyltransferase I"
                     
/translation="MSAQLFVVATPIGHLDDMTFRAIDILKSVSVVAAEDTRQSAQLF
                     
KHYNISTPLTACHDHNESNKIEQLVQKLLAGENIALISDAGTPLISDPGFKLVRAAQE
                     
NGIRVVPVPGACAAIAALSAVGLPSDRFSFEGFLPSKASQRITQLEKLKNETQTLIFY
                     
EAPHRILECVKNMAEVFGENRPVGFAREITKTFETIKKMTLKDLVSFIENDHNQEKGE
                     
IVLVVGGAPEKTDLEQEKLDELLKRLLQDLSVKAASQLAADLMGIKKKVAYQRALELT
                     QS"
     gene            19407..19808
                     /locus_tag="DSM_02579"
     CDS             19407..19808
                     /locus_tag="DSM_02579"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q6NCZ4"
                     /note="UPF0102 protein RPA0323"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLVAQQLGQWAEQTALKLLKEQNYEWVASNYHSRRGEVDLIVKR
                     
GNELIFVEVKARGQGNYGQACEMVTLSKQKKIIKTAMRFLQRYPSYQDFYCRFDVICF
                     DFPQKIAKTVQQDFSKFHYDLQWIENAFTLD"
     gene            19889..20596
                     /locus_tag="DSM_02580"
     CDS             19889..20596
                     /locus_tag="DSM_02580"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLKRIAVTALCVASLSGCASFISGGTGTAPVGTDSGVRSLGQVF
                     
IDSSIKRTANINLYKLDQRFKQSRINIESFHSTVLLTGQVPDPYLKQLAEDNVKAMSD
                     
VKAVHNYITVGNKVSYNTIMQDAGVTANTRALLMKAPVVSDSKVLVHTEDGVLYVMGR
                     
LNTAEINDLNNVLQNVGNVTKIVTLIDNIDLAPAPAASTASATTTPVINNVLAQPTVQ
                     TPVAIDPDQTDPASSAQ"
     gene            20600..21463
                     /gene="mlhB"
                     /locus_tag="DSM_02581"
     CDS             20600..21463
                     /gene="mlhB"
                     /locus_tag="DSM_02581"
                     /EC_number="3.1.1.83"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9EX73"
                     /codon_start=1
                     /transl_table=11
                     /product="Monoterpene epsilon-lactone hydrolase"
                     
/translation="MNLIEQLQSKIEQARTLYKEFRLYDLGSFALNRFTPKDGFEQVL
                     
NVRYGLKPRHRLDIYRSTKRLAHRPLIVFVHGGAWQHGNKRDYLFIGEAFTKEGYDVA
                     
VINYQLAPKNIFPSYVDDLTQALNYLHQNQEKLEISTENIVLMGHSAGAFNVMSAVYH
                     
PKPNTIQCLGNIKAIFGLAGPYHFDYKGDPLAEDAFDQSISYKEVMPYYFVNQNHIKH
                     
YLLMAENDQLVKKENTFDLDQALRQSGNHSHIAVIPKTGHITILASLSSFVSHYFRTK
                     RTILHFLDEVF"
     gene            complement(21486..22229)
                     /gene="nudC_1"
                     /locus_tag="DSM_02582"
     CDS             complement(21486..22229)
                     /gene="nudC_1"
                     /locus_tag="DSM_02582"
                     /EC_number="3.6.1.22"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P32664"
                     /codon_start=1
                     /transl_table=11
                     /product="NADH pyrophosphatase"
                     
/translation="MSELSLAYIFHHQQLLVDQNLQLPKVEKLASDLLFTHDEQVIAR
                     
DLLSEEAIPEGLQLVPIRQLISNWSKEQFLQASRAVQLLEWRRNHKFCSHCGHATEVH
                     
PTEYAMVCPSCRYHQYPRVNPCIITIITKGDDEILLAKSIHNKTNMYGLIAGFVEVGE
                     
TLEEAVQREALEEVGLKLKNIQYMSSQPWPFPSNLMIAFRAEYESGEISLQEDEIADA
                     QFFKFDQLPEIPFKGSIAHAMITQITQAK"
     gene            complement(22222..23871)
                     /locus_tag="DSM_02583"
     CDS             complement(22222..23871)
                     /locus_tag="DSM_02583"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSEHNSIQFDPTALLIIKNEIDNSIKLVEGAVSTLIEEQALPFG
                     
IDDALEQFKQCTQVLRLIDIPYLAKITQYSTELMQKIMANPEHINTDDVVALSEGTTM
                     
VKRYIEFICLREVEVPQFLLDTLNNLEKALNKPLTSSGKQIASKLSTASLELPLPEVL
                     
INERTQFIHQLYKLSLHQFLNKTENARDFQAFKLIGGYLVSMAQGQPSQQYWQLVNSA
                     
FSHIDELVLNDARLRVFINLENAISLFLASPEGFEANLTALADILSIVIGQEDQLAQQ



                     
IRSQLNIGHEFLTDTQLKTLSQHLYGPDFDTMQTVSQLILSEMNKVRNDIEYNYQNMS
                     
PEKAHQLQSNLMQLAHTFKLLNLNEAASELSQQASSLSQINILSNENYAQQLMKSILS
                     
AMNAIGILVRHYSSNRLQIRVNNTNISLDRLDEAHQTLLNETKNLIDFVCQSLTLYAN
                     
DQTQNIEAIAGSLKELAGAAEFLGSTVQQNALLETAKFVQQQIDQNQPFNHDQIHCIF
                     NVLAGLDMLVDNLKNKQPVLQSMFDVALLSSQQLQKRQLNV"
     gene            complement(24005..25384)
                     /gene="dnaQ"
                     /locus_tag="DSM_02584"
     CDS             complement(24005..25384)
                     /gene="dnaQ"
                     /locus_tag="DSM_02584"
                     /EC_number="2.7.7.7"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P03007"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA polymerase III subunit epsilon"
                     
/translation="MSQTITLYVDGACRGNPGLGGWGAYVITEQGEHKLFGGEPDTTN
                     
NRMELTAAIEGISFCPPDAQLIVWTDSNYVKQGITEWIHGWKKKNWKDVKNPDLWQKL
                     
DAVCAGRNIEWNWIKGHAGHAGNEMADQLANLGADKTAQELKQPQSATVSQDIKKPEQ
                     
DWLLDDPFGFDLVETTEDETVTLEQTQEVEMIVVDEEMNVVKAVEQEEQQQNTNIHPQ
                     
IVMTEAKLKLQGPRQLILDTETTGFYFQDGDRIIEVGAIEMINRKLTGSSIHIYINPE
                     
KPVGDSVQVHGITDEFLVDKPKYAEIADTLFEYLKGAEIIAHNATFDMNFLDMEFKRV
                     
GLPALSEVCEVTDTLALAKNKHPGQKNSLDALVRRYEIPARDRTFHGALLDAEILSDV
                     
YLAMTGGQVSFDMDALSQSESDQQKTTKARVQIELPVIYPSDEELNIHETWVKEFEKK
                     HGEPCLFAK"
     gene            25617..28832
                     /gene="mltD"
                     /locus_tag="DSM_02585"
     CDS             25617..28832
                     /gene="mltD"
                     /locus_tag="DSM_02585"
                     /EC_number="4.2.2.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AEZ7"
                     /codon_start=1
                     /transl_table=11
                     /product="Membrane-bound lytic murein 
transglycosylase D"
                     
/translation="MYKPTTFVWQPSAASLFKITVLSSALAALGITTGCSSTRQSAKT
                     
SKTKQVSGAGYLDASSLDSLEDLLSATDMRAVEGDRLLILKHGDVWKRMAVGFKMDLN



                     
HWDPRIEAQRSWFISRQPYLDRLSARASRYLYHTVKEAERRGLPTELALLPVIESSYD
                     
PAATSSAAAAGLWQFIPSTGRIYGLQQTGMYDGRRDVVESTRAAYEFLGSLYNQFGSW
                     
ELALAAYNAGPGRIQQAINRNQAAGLPTDYWSLKLPQETMNYVPRFLAVAQIIKNPRA
                     
YGVSLPPIANRPHFREVTLSAPLSLNEIASVTGLSRAELYALNPGYRGETVDPASPMR
                     
ILIPADISPSVDNKLKGMKAGGSSGWWASVTSPSKPTTTTSTSVTVRTTPSTPAQPVR
                     
PSTPAKTSSSSVTVKTATPRGSDALAAFAASADVPSAPRIPVAVTPAANIKPVRTEPP
                     
ISATEREKILAAVRAEGEKETVDQALEPQATQAEKDQVVAELKALAPQGTEIVDPYDG
                     
KIKLTAIQTSQSVAEQQGKEVSKGFAYPKTLAEDATLANSEDAQRNKDKPYIKTDTDV
                     
VVVQPKGKRSTYTVQPGDTLAVIAMKNGVNWRDVAKWNQIDPEKTLFVGTSLYLYDAK
                     
PQEVENTAKSAAKPDVYVVQANDSLTGVANQFNLSVKQLAEYNDLSVTDGLFVGQKLQ
                     
LKEPKGNRAAKVEPKAIQASTRRITTKSYTVKRGEYLKLIADRYALSNQELADLTPGL
                     
SAGSNLIVGQKINVPAKEITVDEVDDSKASGKYEKLAAGPSYKTESYKVQRGDTLSSI
                     
ATKSKISLAELAELNNLKANSHVQLGQTLKVPAGASVPDQYVVQSGDSLNAIAAKYNL
                     
QTSYLADLNGLSRTAGLRAGQRLKLTGEVETTSKVSAKNTKEETPETYTVKSGDSLGN
                     
IANRYHLQLDYLAALNGLSRNSNVRVGQRLKLTGDLPTVETAKTDTAKSSPKAVVAGK
                     
NTEKYTVKAGESLNAIASRAGISVRELAEMNALKANANLQRGQNIVIPKTVVEYKVKR
                     GDTLIGLASKYGLETTLLAELNNLTPSTQLRIGDIIKVPNL"
     gene            28848..30683
                     /gene="appA"
                     /locus_tag="DSM_02586"
     CDS             28848..30683
                     /gene="appA"
                     /locus_tag="DSM_02586"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P42061"
                     /codon_start=1
                     /transl_table=11
                     /product="Oligopeptide-binding protein AppA"
                     
/translation="MQKLYSQLSLLVGLSVFSQAIFSAQQTTPYIAIHSKPKYLAMAA
                     
MPYANPNAPKGGVLSQAAQGTFDNLNSMNGKGNATEGVNYLFDTLMTQSLDEVGVLYP
                     
LLAEKVSYDPIKTQSVIFYLNPKARFSNGLPVTAEDVKFSFDTYQTKSNFGLQMYLAD
                     
LAKTEVINPHQVKFTFKSSHNPKMPFVVASLPIYSKADWQKRDFTRISLQPIIGSGPY
                     
VVEKIDAGRSISYKRNPNYWAKDLPINKGRYNFDHLKYVYYRNWDIAFEGFKSGQYTL



                     
HEETNPKKWVTDYHFPAVKAGLVTQYKFRHHNPIATESYVFNTRRKPFNDIRFRQALT
                     
YAYDFEWQNKALFYGQYQRLQSYFENSDLAATGRPSNNEMAILKPLLPKLSPVMQKAV
                     
LTDWKYPVSDASGFNRQNLLIARQLLIQAGYKIKEGQLYTPEGKPVKIEFLIQQDGKQ
                     
RTLMPFVRNLKKLGININLRQVDAPQYLERTRRYDFDMTTMNLPQSLNPGNEQAQFWG
                     
SAAAVQDGNYNYAGIRNPVIDEVISKLVTAKDREQQITYTHVLDRLLRAGYYQIPTYG
                     KGDYWYAYWNMYQQPKVKPVLSAGIEYWWSNANQAKKVAQYLHQQ"
     gene            30713..31765
                     /gene="yejB"
                     /locus_tag="DSM_02587"
     CDS             30713..31765
                     /gene="yejB"
                     /locus_tag="DSM_02587"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFU0"
                     /codon_start=1
                     /transl_table=11
                     /product="Inner membrane ABC transporter permease 
protein
                     YejB"
                     
/translation="MGSYILKRLLLMIPTLFIILLINFVVVQIAPGGPVEQAIHEVES
                     
GLGAGRILGTEMYYQGAKGLSPEMVEQIKAQYGFDHPPVERFLLMLKGYLTLDFGQSF
                     
FKDKSVVELLWEKMPVSISLGLWSTLLIYLISIPLGIKKAKQQGTWFDRSTSLLLVVG
                     
YAVPSFVFGILLIVFFAGGSYFQWFPLQNLVSDNFYQLSWFGKITDYLWHMTLPLITM
                     
VLGGFASLTYLTKYSFLEELNKPYVLAAYAKGLNSQQVLYKHVFRNAILVVLAGLPEA
                     
LAGIFFVGNLFIEIIFHLDGVGLLGFEAIVQRDYPVIFGVLFFFTLFSLLLRLICDVL
                     YQWIDPRIHFDAQGGK"
     gene            31765..32775
                     /gene="yejE"
                     /locus_tag="DSM_02588"
     CDS             31765..32775
                     /gene="yejE"
                     /locus_tag="DSM_02588"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P33915"
                     /codon_start=1
                     /transl_table=11
                     /product="Inner membrane ABC transporter permease 
protein
                     YejE"
                     
/translation="MSFIVRSRLQKFRQHKLGWASFVLFSLILMMSLAAELIANDKPL
                     
LVKYEDAYYLPVFKTYPETTFGGVFETEADYKDPAVQELINHKGWAIWPLIRFSYQTP



                     
NLDLAVPVPSPPSKQNWLGTDDQGRDVFARILYGLRVSLLFGLALTGCAALLGIFVGA
                     
IQGYYGGWVDLLGQRLVEVWNGLPMLFMVMILVSMFTPNVYWLFFIMLFFSWTVLVGI
                     
VRAEFLKARQLDYVRAAQALGLTDRAIIFKHILPNAISSSLSQLPFILTTNIIALTAL
                     
DFLGYGLPPDAASLGELLLQGKNNLDAPWLALSGFFSLAFVLSLLIYIGEAARDAFDP
                     RK"
     gene            32753..34342
                     /gene="yejF"
                     /locus_tag="DSM_02589"
     CDS             32753..34342
                     /gene="yejF"
                     /locus_tag="DSM_02589"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P33916"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter ATP-binding 
protein
                     YejF"
                     
/translation="MHLTQENNLNVDARLLNIENLSISTQDQPLLEGLNLHLKAGDTL
                     
AIVGESGSGKTISCLAMMGLLPEKLKTSGRIIIDSKNILQIDEKTGTYLRGHHIAMIF
                     
QEPSTALNPLHRVEKIVGENFILQGGSKAKAQQQVIQLLKDVGIANPEYILKRYLHEL
                     
SGGQKQRVMIAAALALQPKILIADEPTTALDVILQTQILELLKSLQSKYGMALILISH
                     
DLNLVRRYADELIVLHKGQVVGQGKLQQIFEHSTSVYTQQLLDHDLGFAEQHSTSHKI
                     
LSVQQLNVKYPIRRGFFNRIQGYTNAVENVNFELAQGEALGIVGESGSGKSSLALALV
                     
RLIKSEGQINFLGQDINHLEQKALRKIRSDLQIVFQDPFGSLNPRMTVGQIIAEGLKV
                     
KAITDKEIKQQVESALIKVELAEGFQHRYPHELSGGQRQRVALARALVVQPKLLILDE
                     
PTSALDRTTQKAMIQLLRRLQQTEHLSYIFISHDLNVVKALCHKVMVLRHAKVMEYQP
                     TEQLFNAPKTEYTKQLIAASC"
     gene            34528..35772
                     /locus_tag="DSM_02590"
     CDS             34528..35772
                     /locus_tag="DSM_02590"
                     /EC_number="1.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P32382"
                     /codon_start=1
                     /transl_table=11
                     /product="NADH oxidase"
                     
/translation="MSQIAQPITIRNTTFKNRIIKGAMSEALANYEGQPNELHLGLYS
                     
AWAKGGLGCAITGNVMVNVEAKNEPGVVVIETERDLERLKEWAAVGKQYGMVQLIQLS



                     
HPGRQCPKGLNKETVAPSAVPFSPALATMFGTPRALTHEEILDIIKRFANAARICEKA
                     
GFEGVQLHGAHGYLISQFLSPLTNKRTDQWGGSIENRTRFLLEVYKAVREATSDNFII
                     
SVKLNSADFQRGGISEQDVISVFKAVDEAGIDLIEISGGTYEAPAMAGAKADKRKAST
                     
IAREAYFLDFAEKIRQHVKCKLMVTGGFRTVEGMNAALASGACDFIGIARPLAVETDL
                     
TERLIAGQDVRYAVKPIKTGLPFVDKMAIMEIIWYAAQFKAIGQGKKPNPKLSPLIVF
                     LNYAKGNIKAVVQGRVNSRKSA"
     gene            complement(35831..37945)
                     /gene="fhuA_1"
                     /locus_tag="DSM_02591"
     CDS             complement(35831..37945)
                     /gene="fhuA_1"
                     /locus_tag="DSM_02591"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P06971"
                     /codon_start=1
                     /transl_table=11
                     /product="Ferrichrome outer membrane 
transporter/phage
                     receptor"
                     
/translation="MDLKLRLLSLSIAQLCCIPAAFADTNNSSTTLATIKIKAQQASD
                     
QTYKVDSSSSATRSEIALQDTPQSVSVVTQKVIEDIGATRLVEALDLAGGVTRANNFG
                     
GQGLTGFNVRGFTSGEFYRNGFPINRGYPNAPDSNTIERVDVLRGPSSSLYGRGDPGG
                     
TFNLISKTPKSEQQTTLGAQLSSEGLYRTTVDTTGTIPNAENIGYRLNVIAEGGDSYR
                     
DHVESKRYGIAPVIQWQATDATKVTFEADILRNQHPLDRGHTRYPTQKSFNSSPETYL
                     
WETGKYYNRLYNDNNMTQLRVEHDLGNDWKLNAGVQYLNGKLHGYAVEANGIQADGET
                     
LGRNYNYRELKWQDTDAQINLTGNFQLLGLAHTLVTGLEYENYDYKSYIIRSSGDIGS
                     
YPINIYNPVLGQPLPELNRVTTHDRESLKTTALFVQDQIDLNERLSALLGLRFEHYEH
                     
DYKNLLPNTTNWNTSHDAFIPRLGLVYKASDDLSFYGNAAKSFKPNTGASRNGEGFDP
                     
EEGTAYELGFKWQALDNMLSIDSAIFYANKENVLTLDPVDSAYKVAAGEVRSRGIELN
                     
IAGQITPAWKIIGGYAYTDAEVTKDNTLHKGTALANIPKNSFNLLNIYEFQDGPLQGL
                     
GLGINQKYIDKRAGQTANSTYIMKGYAVTDLVSYYQATPKLRLNLDVKNIFDKVYDES
                     AFNLYAYPGESRTVQLGMSYTF"
     gene            complement(38129..38204)
                     /locus_tag="DSM_02592"
     tRNA            complement(38129..38204)
                     /locus_tag="DSM_02592"
                     /product="tRNA-Glu"
                     /inference="COORDINATES:profile:Aragorn:1.2"



                     /note="tRNA-Glu(ttc)"
     gene            complement(38223..38885)
                     /gene="rnt"
                     /locus_tag="DSM_02593"
     CDS             complement(38223..38885)
                     /gene="rnt"
                     /locus_tag="DSM_02593"
                     /EC_number="3.1.13.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HY82"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribonuclease T"
                     
/translation="MEKSVTQENSVPVIGQRFRGFLPVVVDVETAGFNAQTDALLEIA
                     
CIPIVYDAQGQFVPGPAFHAHINPFEGANLDRRSLDFIGIDPFNPMRIAMAEDERTAL
                     
RRIFKSVNEVRKQQHCTHAVLVGHNAHFDLGFLQAAIARSGTKNQNPFHSFSVMDTVT
                     
LSAVMFGQTVLAKACIQAGIEFDGKEAHSALYDTQKTAELFCYILNKLSPYLLDSLVA
                     AS"
     gene            complement(38870..39904)
                     /gene="pyrC"
                     /locus_tag="DSM_02594"
     CDS             complement(38870..39904)
                     /gene="pyrC"
                     /locus_tag="DSM_02594"
                     /EC_number="3.5.2.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9KL24"
                     /codon_start=1
                     /transl_table=11
                     /product="Dihydroorotase"
                     
/translation="MNSITLLQPDDWHAHLRDGLALKRTVPDLAKQFARAICMPNLVP
                     
PVKTVEEALAYRERILAHVPEGNNFDPRMVLYFTDHTSPDEVRKIKESEHVNAIKLYP
                     
AGATTNSDNGVSDIRKVYAVIEQLEEHQVPLLLHGEVTHNHVDIFDREKRFLDEVLSP
                     
LLKQFPKLKVVLEHITTSDAAHFVLEQDRNVAATITPQHLLFNRNDMLVGGIKPHFYC
                     
LPILKRQTHQTTLLEVATSGNPKFFLGTDSAPHAQNAKENACGCAGCYSAPNAIELYA
                     
QAFDQVGKLERLEGFASHFGADFYGLPRNTSTITLVKEDNLVPESFDYLNNQKIIPLH
                     AGKTLQWRKV"
     gene            40054..41316
                     /gene="cph2_2"
                     /locus_tag="DSM_02595"
     CDS             40054..41316
                     /gene="cph2_2"
                     /locus_tag="DSM_02595"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q55434"



                     /codon_start=1
                     /transl_table=11
                     /product="Phytochrome-like protein cph2"
                     
/translation="MANRGNVHQLLKSKEEIEYLVTLHTHRYANMPLPKQLEKKFWCL
                     
NLDRTRQNISKFLASGVLTYLIFILLALPTDYLVIGVPYITLDFIHCLLSAMNIALAL
                     
LLFWVFAKFTKLSEHFYLAACGIVFLTIIINAMLLLSVGNMALKNQSMLLLSFLYMLG
                     
FILSGIKPLHMLCVGLLAAFLVFAFLILLDVNCDYIALGRALFGSCILGFSISSMLIS
                     
RERSLFLNNQLAEINEQILRIEASELLHLSQQDALTQISNRRTFDEMFDFFYYRANQE
                     
KRPLAVLFIDIDFFKNYNDFYGHQMGDKVISSIAAAIKNSIRHVDFVARYGGEEFVVL
                     
LPETPAQGAYSVAANIYKAIERQAIPHAASLVSKYVTISLGFTVYTGGLKMGQDRLIH
                     AADQALYRAKQLGRNQIYYQPLQVAEIA"
     gene            complement(41376..42719)
                     /gene="argG"
                     /locus_tag="DSM_02596"
     CDS             complement(41376..42719)
                     /gene="argG"
                     /locus_tag="DSM_02596"
                     /EC_number="6.3.4.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A6E4"
                     /codon_start=1
                     /transl_table=11
                     /product="Argininosuccinate synthase"
                     
/translation="MTDNATILQHVPVGKKVGIAFSGGLDTSAALLWMKQKGAEPYAY
                     
TANLGQPDEDDYDAIPKKAEQYGAVKARLIDCRLQLALEGIAAIQCGAFHISTGGVPY
                     
FNTTPLGRAVTGTMLVTAMKEDDVNIWGDGSTYKGNDIERFYRYGLLTNPNLKIYKPW
                     
LDQNFIDELGGRAEMSQFLIDNGFDYKMSKEKAYSTDSNMLGATHEAKDLEYLNAGIK
                     
IVDPIMGVAFWKEEVEIKPEEVTVRFEEGVPVALNGQRFENPVELILEANRIGGRHGL
                     
GMSDQIENRIIEAKSRGIYEAPGMALLHIAYERLVTGIHNEDTIEQYRINGLRLGRLL
                     
YQGRWFDSQALMLRETAQRWVAKAITGEVTLELRRGNDYTIMNTESPNLTYEAERLTM
                     
EKGDSMFTPMDRIGQLTMRNLDITDTRAKLGIYTDAGLLSIGQGSAVPQLDNKKK"
     gene            43000..45030
                     /gene="fadH_2"
                     /locus_tag="DSM_02597"
     CDS             43000..45030
                     /gene="fadH_2"
                     /locus_tag="DSM_02597"
                     /EC_number="1.3.1.34"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P42593"



                     /codon_start=1
                     /transl_table=11
                     /product="2,4-dienoyl-CoA reductase"
                     
/translation="MTSYANLLKPLHLGFTTIKNRVVMGSMHTGLEDRFFNYPKLAAY
                     
FEERAKGGVGLIVTGGISPNRQGWLAPAGGTMNSLFDIPQHRLVTHAVHKHGSKILMQ
                     
ILHAGRYGYQPFVVSSSPIKSPISPFKPRQLSEKNILSTIEDYAQCADIAKKAGYDGV
                     
EIMGSEGYLINQFLSRHVNQRTDRWGGEIENRMRFPVEIVKAIRAKVGEKFIICFRLS
                     
LLDLVHDGNTMQEVVTVAKALEKAGVTLLNTGIGWHEARVPTIVTSVPRAAFVDYTAH
                     
VKQHISIPVIASNRINMPETAEEILAAGKADMIQMARPLLADAFWVNKTATNRVDEIN
                     
TCIACNQACLDHAFKNKRVSCLVNPRAGHETELVYFKTKQPKRIAVVGGGVAGMSAAT
                     
VAASRGHAVTLFEANADVGGQFNFAKVVPGKEEFHETIRYFKVQLQKTGVDVRLNTRV
                     
NREQLEREGFDEVIVATGVVPRALKIEGSNSPQVLSYAQVLQGAEVGRKVAVIGAGGI
                     
GFDVSEFLLKPPHQPQPQPLAEWQREWGVDPDPNYVSEGGMQPPVVEPAIREIYLLQR
                     
KTTPLGIGLGKTSGWVHRAQLKKHGVRMLRGVQYKAVTDEGLWIEHNGQDQLLRVDTV
                     
VVCAGQESVKDLMPKEGESTIANYHIIGGAKLAAELDAKRAIKEGAELAAQL"
     gene            45116..45205
                     /locus_tag="DSM_02598"
     tRNA            45116..45205
                     /locus_tag="DSM_02598"
                     /product="tRNA-Ser"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Ser(tga)"
     gene            45374..46582
                     /gene="intA_1"
                     /locus_tag="DSM_02599"
     CDS             45374..46582
                     /gene="intA_1"
                     /locus_tag="DSM_02599"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P32053"
                     /codon_start=1
                     /transl_table=11
                     /product="Prophage integrase IntA"
                     
/translation="MTTRGINKLSALQVKKAKPDPNKMYKLSDGGNLYLRIDQSGSKY
                     
WIFNYTRPFLGKRNDLSLGTYPEVSLEDARTIRDKYKKLIKQGIDPAMERIETKSQKQ
                     
KEAENTFRVIAELWLHKRELEQKQDEETIRRLNHDVYPYISELTFPQLTLEILETKVF
                     
KRIVERGALSVAKRLKSDLNQIFKSARKKKLIQYNPIEDIELPKPQAGNFPAVTEEQD
                     
LAPMLNKIWNYSKLYPRCLLTTQVALKISVLTFQRPGEIRMLKKEFYYREERCFKFTA



                     
SKTKQLHIVPLSDQAFDLIESIIDLHPYSEYIFVGRDGKTVISDNTINSALKRLGYGG
                     
EQTAHGFRATARTMLDEILEQRVDFIEHQLAHKVKDNNGTAYNRTKFLNNRREMMQEW
                     ADYLESLLSD"
     gene            46808..47161
                     /locus_tag="DSM_02600"
     CDS             46808..47161
                     /locus_tag="DSM_02600"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIVPVERVAYLLALMLKRSNKTKGRISEKTLRIISGRQRLRGAF
                     
YISLYENLASLGLEIIELDRGGFALFYRSILEGVPVLRAKDLIPREERASLSLEDIIK
                     EFDDEADDVNVDVEE"
     gene            complement(47268..47534)
                     /locus_tag="DSM_02601"
     CDS             complement(47268..47534)
                     /locus_tag="DSM_02601"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLEARYRVKDLVNYPERAAKDYVDRSGRRRRLSHKPASKGLLNI
                     AESTFWKMIRRGDFPKPIYLTASMPTWTESQIKAWLESKSPKAA"
     gene            complement(47555..47845)
                     /locus_tag="DSM_02602"
     CDS             complement(47555..47845)
                     /locus_tag="DSM_02602"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVSDLSTYDYLFLKFRSLHVKLEDVVKEYYPHLCKENMLAGVRQ
                     
NRFPFSCFRMDDSQKGTLFVDIRELAGVIDDIHRKQYTIFQNRTQKAIQQLN"
     gene            48045..49022
                     /locus_tag="DSM_02603"
     CDS             48045..49022
                     /locus_tag="DSM_02603"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKVFDKHLIEELETELLNQYLNISWLADYLDDGFQKLKLDMFCG
                     
ELDSKKGSMSLTVKDLLKALIDINVDITRKESLDSHLHSQSSFTVEERNRIYQEMVEN
                     
CQKTRYEAFRQQYGYSISDLVNLLDQLEVLRSDLEKLNEKEQHKAYKEILHEYIGLDL



                     
LNYGFQNSSLKIRIAKGRSTQGEYQKIVRAKKKIFFDLLIEQVQQNKKKYPSVYKAVK
                     
ENIDEVTRRFKIHDEEWIKSKLEVSRERVNVLHEEMLSKALTASKEDKLHKEIAKLSA
                     FMEQLEGGSSGGYPFEKLKDILPFNTASLNEVLMKTLKFERNIKEQCIE"
     gene            complement(49132..50064)
                     /locus_tag="DSM_02604"
     CDS             complement(49132..50064)
                     /locus_tag="DSM_02604"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MYQSSAHKELKQTLKQFSDEDMIWVLHVMNKDHEEHYLGRNIDD
                     
MDSALVRLDIKTLNTMTNMDEIRSKVINSYEEIREEFINQFIDTLKDFQSTLKIRGRD
                     
LSTYKSNKRLLYFVLNQINHKEDQYNTFRDIQNEYFRFLYTIFMLPNYYDTNRTLDDL
                     
EASFSKIISKKPLHFKSFDSDEFYPWAKTYMDQDRENARVLNSTSYKPLNAKECSIVV
                     
NAIFDNLLAIDSNIYRALKDRLSNAAYQKNYRKKNKGRKHHYYLTDKALYCLNILAEK
                     HNVTEEKMIENLINEHYATECMDANGNHLYSPTG"
     gene            50689..51567
                     /locus_tag="DSM_02605"
     CDS             50689..51567
                     /locus_tag="DSM_02605"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNVSLNQNEINEASLLMAIERFVLTSLDATRQPRSFYETFTDLL
                     
LAFDQIYNPDFSYTCLIDLFCSLLHDYDLQYETSSSLCNRLKRTTFKDWQAYFNQARA
                     
DHLNELRQHRYSETLNAAKLDNRLEEILKSYSAVLVVRVDLAYVVSPDIEQVDNDLET
                     
LRRKIKRSEYGKDILLLVWALEQGEKKGYHCHIALIFNERKRTSAWKIAKVVGELWED
                     
VTDDEGSYFNCHDRRYLKQYEDQDTLGVGIIYSGVDYQVRRMCSTLSYLARPEKEQYL
                     RVKTTRKMRTFGMSQR"
     gene            51667..51933
                     /locus_tag="DSM_02606"
     CDS             51667..51933
                     /locus_tag="DSM_02606"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNITCPNCHSEHVIRVVNHHSQTGSQSLASSASFATMGAALSKS
                     LPISPIVGGIAGAVVGGIFNSLFDRAPVTPSCSFQCQSCGQLFY"
     gene            complement(52021..52320)



                     /locus_tag="DSM_02607"
     CDS             complement(52021..52320)
                     /locus_tag="DSM_02607"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKTIIALVTFLTLFTTMFAEAKTDPDLKLVKQKAGQIVSANRQ
                     
PDNGNAFNIGVNKDEHPHEYTIAYDLGISGDIISCEIRVKVENKMVIQTTGVICS"
     gene            complement(52379..52822)
                     /locus_tag="DSM_02608"
     CDS             complement(52379..52822)
                     /locus_tag="DSM_02608"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKMINLSKILLITSLMGFSFHLSASPVPVYKGVPKTDSQFPQFL
                     
KKNHNQIVQLDLTIRNPAEFDDITYGYRGVSPTFYVAPLGKLNYEVYIDCDKIKHPNA
                     TTTIGQCAPYVKWNPQTGHLTGKFKVVSQGKNGMGSMLYNLIATP"
     gene            complement(52966..53190)
                     /locus_tag="DSM_02609"
     CDS             complement(52966..53190)
                     /locus_tag="DSM_02609"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDKNLKQITIVVYLVIGFFYAIYQHFWGLYSYKGFAFNLGQGLA
                     WPFIMFPTLGKIVGGILILLFIIFIVLKPK"
     gene            complement(53327..53584)
                     /locus_tag="DSM_02610"
     CDS             complement(53327..53584)
                     /locus_tag="DSM_02610"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKTASCLFIISITVLGLTACASKAEREFVNGCKTGGLEHSTCEC
                     IYDKLENKYGEDGFKNNLYTLSQSESFQHDMVQASFQCARE"
     gene            54272..55312
                     /locus_tag="DSM_02611"
     CDS             54272..55312
                     /locus_tag="DSM_02611"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MAHLVETMAFVGDTPWHGLGNPLSPNQPIEVWAQQAGMDWRIES
                     
SNVSYMAKNERGQNILMPYEEQRVLYRSDTHAPLSVVSQRFQEVQPKEILEFYRDLTE
                     
QSGFELETAGVLKGGRKFWALARTGQSAALKGKDVSNGYILLATACDGTLATTAQFTS
                     
IRVVCNNTLAIALKGQNSNAGVVKVPHSTKFDAEKIKQQLGISVRAWDEHMYEMKQLS
                     
QRKVTQNEAAAYFDAVFNNTAMSIAEQDDNIIQFYRDVATQAQANSKEKPEPNAKSMS
                     
KAMEMFNGQGRGASLSSVKDTAYGLLCSITEFVDHERRAMSTDHRLDSAWFGAGAALK
                     QRGLEQALYLAA"
     gene            55401..56492
                     /locus_tag="DSM_02612"
     CDS             55401..56492
                     /locus_tag="DSM_02612"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNPNMTTTPTVHHSTLTTTNSTAVVDSGRLHPPPSPSKRSLNAK
                     
RLINTKQLEYQAWLEVRKQGIGSSDAAAACGLNPYMSILELWMIKTGRVQQNIDDESS
                     
GHAPLYWGKQLEPLVAEYYSMHTNHKVRRVNAVLQHPDPDKAFMLANLDYAVVGNEDV
                     
QILECKTAGEHGAKLWRDGVPLYVLCQVQHQLAVTGKQAAHICVLLCGQETKIYKVSR
                     
NEALIEQIIQAERLFWECVENNVPPVVDASESAAKALQQLYPEHTPLSCVDLTEVELA
                     
NELFDQLIDEKKQIEQHQSKYDLLKHRVQALMQEHERAVFQQGSVTWKKSKDSISLDT
                     KSLLQHQPELIQQYPLQKAGSRRFNIYQD"
     gene            56632..57528
                     /locus_tag="DSM_02613"
     CDS             56632..57528
                     /locus_tag="DSM_02613"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIKGLAITPPILGRISIGKVVEKNGKRIPEKDDQFTITSQIQGK
                     
DGWIKHPLDEQLRSQAPNQKLRSIPVRMIFNDPELNLRAEYSLFDRQTGRPICVGNGQ
                     
TCQRMTSQGVEQHPCPSPDLCPLGQGGHCKPYGRLHVNLGEADEFGTFIFRTTGFNSI
                     
RTLAARLNYYHAASGGLLSCLPLQLTLRGKSTTQSYRQPVYYVDLTLREGVDLQTAIQ
                     
TAKEIDQQGKQAGFDQAALDQIARQGFANAKFEVHAEEGMELLEEFYPHSDSAVDTEH
                     SAQLSYVQEIQQGLQQSVRAVN"
     gene            complement(57718..58125)
                     /gene="merR1"



                     /locus_tag="DSM_02614"
     CDS             complement(57718..58125)
                     /gene="merR1"
                     /locus_tag="DSM_02614"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P22853"
                     /codon_start=1
                     /transl_table=11
                     /product="Mercuric resistance operon regulatory 
protein"
                     
/translation="MRIGQLAQSVGVDTQTIRFYERQGLLPPPGRQENGYRVYTEKHV
                     
ERLAFIRRCRILDLSLAEIHELKRYQDDPHQSCTAVNALLDDHISHVRSQITALQALE
                     KQLVSLRARCNDDREVKACGVLAGISEGNMHQQ"
     gene            58221..59117
                     /gene="zitB_1"
                     /locus_tag="DSM_02615"
     CDS             58221..59117
                     /gene="zitB_1"
                     /locus_tag="DSM_02615"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_00552"
                     /codon_start=1
                     /transl_table=11
                     /product="Zinc transporter ZitB"
                     
/translation="MSKNCGGPCGDHARPAADIDMQASSEAPGRWVSVYAVPKMDCPS
                     
EERMIRLALNGVEGIRALSFDLSNRRLKVVHDGEAEPITAKLATLGLGALLQETVIAD
                     
PETIKAAESSAVSATQESGTLRVLLGINAIMFVVEMTAGLIAQSTGLIADSLDMFADA
                     
AVYGLALYAVGRSAKMQVRAAHLAGVLQLILAIGVLVEVVRRFVFGSEPESLMMMAIA
                     
FVALIANTSCLLLISKHREGGAHMKASWIFSANDVVINLGVITAGALVAWTGSNYPDL
                     IIGTIVGVIVLNGARRILALKG"
     gene            59121..59633
                     /gene="lspA_1"
                     /locus_tag="DSM_02616"
     CDS             59121..59633
                     /gene="lspA_1"
                     /locus_tag="DSM_02616"
                     /EC_number="3.4.23.36"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P00804"
                     /codon_start=1
                     /transl_table=11
                     /product="Lipoprotein signal peptidase"
                     
/translation="MLIIGKKLSPYALLSISGLLAASDQAVKWLVQQSMAYGESISVT
                     
SFFNWVHVWNTGAAFSLFANGGGWQRYFFIGIAVVVSIFLIKLILENRHKGEAIAYSL
                     
ILGGAMGNLIDRVFRGYVVDSFDFYWRDWHWPAFNLADIAIVLGALLLVSSSLLGKKA



                     NTNAESDGSD"
     gene            complement(59900..60334)
                     /gene="merR"
                     /locus_tag="DSM_02617"
     CDS             complement(59900..60334)
                     /gene="merR"
                     /locus_tag="DSM_02617"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A183"
                     /codon_start=1
                     /transl_table=11
                     /product="Mercuric resistance operon regulatory 
protein"
                     
/translation="MQINFENLTIGVFAKAAGVNVETIRFYQRKGLLPEPDKPYGSIR
                     
RYGEADVVRVKFVKSAQRLGFSLDEIAELLRLDDGTHCEEASSLAEHKLKDVREKMAD
                     LARMETVLSELVCACHARMGNVSCPLIASLQGEAGLARSAMP"
     gene            61073..61498
                     /gene="merC"
                     /locus_tag="DSM_02618"
     CDS             61073..61498
                     /gene="merC"
                     /locus_tag="DSM_02618"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q50919"
                     /codon_start=1
                     /transl_table=11
                     /product="Mercuric transport protein MerC"
                     
/translation="MGLITRIAGKTGALGSVVSAMGCAACFPAIASFGAAIGLGFLSQ
                     
YEGLFIGILLPMFAGIALLANAIAWLNHRQWRRTALGTIGPILVLAAVFLMRAYGWQS
                     GGLLYVGLALMVGVSVWDFISPAHRRCGPDSCELPEQRG"
     gene            61537..63222
                     /gene="merA"
                     /locus_tag="DSM_02619"
     CDS             61537..63222
                     /gene="merA"
                     /locus_tag="DSM_02619"
                     /EC_number="1.16.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P00392"
                     /codon_start=1
                     /transl_table=11
                     /product="Mercuric reductase"
                     
/translation="MTTLKITGMTCDSCAAHVKEALEKVPGVQSALVSYPKGTAQLAI
                     
EAGTSSDALTTAVAGLGYEATLADAPPTDNRAGLLDKMRGWIGAADKPSGNERPLQVV
                     
VIGSGGAAMAAALKAVEQGAQVTLIERGTIGGTCVNVGCVPSKIMIRAAHIAHLRRES
                     
PFDGGIAATVPTIDRSKLLAQQQARVDELRHAKYEGILGGNPAITVVHGEARFKDDQS



                     
LTVRLNEGGERVVMFDRCLVATGASPAVPPIPGLKESPYWTSTEALASDTIPERLAVI
                     
GSSVVALELAQAFARLGSKVTVLARNTLFFREDPAIGEAVTAAFRAEGIEVLEHTQAS
                     
QVAHMDGEFVLTTTHGELRADKLLVATGRTPNTRSLALDAAGVTVNAQGAIVIDQGMR
                     
TSNPNIYAAGDCTDQPQFVYVAAAAGTRAAINMTGGDAALNLTAMPAVVFTDPQVATV
                     
GYSEAEAHHDGIETDSRTLTLDNVPRALANFDTRGFIKLVIEEGSGRLIGVQAVAPEA
                     
GELIQTAVLAIRNRMTVQELADQLFPYLTMVEGLKLAAQTFNKDVKQLSCCAG"
     gene            complement(64222..64818)
                     /gene="fic_1"
                     /locus_tag="DSM_02620"
     CDS             complement(64222..64818)
                     /gene="fic_1"
                     /locus_tag="DSM_02620"
                     /EC_number="2.7.7.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P20605"
                     /codon_start=1
                     /transl_table=11
                     /product="putative adenosine monophosphate-protein
                     transferase fic"
                     
/translation="MDKYGEMDDSIYCYPDSDVLKNKLNIQDAEILQQAELELTEYAS
                     
TRIEYAEPPYDLKYLQSIHFQLFSDLYAWAGELRQVDIAKGDTRFCTFPRIEIEANKL
                     
FKQLEQQNYFQGLAKPALIQKIADFYCEVNVIHPFREGNGRTQRIFFEHLLAHCGYGV
                     QWSKINNKEVWIQANIDGFNCRLDGLIAIFEACIITPE"
     gene            complement(64831..65001)
                     /locus_tag="DSM_02621"
     CDS             complement(64831..65001)
                     /locus_tag="DSM_02621"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLNTLEQKKKYIQATRLQNYQASLKLEGINPSSTAPALSKAQIL
                     QKYKKFSQTSES"
     gene            65303..67588
                     /gene="hsdM"
                     /locus_tag="DSM_02622"
     CDS             65303..67588
                     /gene="hsdM"
                     /locus_tag="DSM_02622"
                     /EC_number="2.1.1.72"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P08957"
                     /codon_start=1
                     /transl_table=11
                     /product="Type I restriction enzyme EcoKI M protein"



                     
/translation="MTNNNFSQIASFIWSVANLLRGDFKQSQYGRIILPFTLLRRLEC
                     
VLEESKAAVLAEHEKVSKLNLPEEAQEKLLLRATNGLAFFNTSPMDLSKMGQSDIKAN
                     
LSTYVQSFSKDAREIFEYFNFIEFAGLLDDANLLYKVVQKFATTDLSPKNVSNHDMGL
                     
VFEELIRRFAEGSNETAGEHFTPRDIVRLTTALVFMEDDDVLTKDGIIRTIYDPTAGT
                     
GGFLSSGMEYLHELNPNAVMRAFGQELNPESYAICKADMLIKGQDVSRIKLGNTLSND
                     
QLAVDQFDYMLSNPPFGVDWKKIEQDIKDEHEHKGFDGRFGAGLPRVSDGSLLFLMHL
                     
ISKMRDASSSESGSRIGIILNGSPLFTGSAGSGESEIRRYILEADLLEAIIALPNDMF
                     
YNTGIATYIWVLSNKKAAERKGKVQLINASNLSTKMRKSLGSKRNYLTENEIATITQN
                     
YGAFVAVDTLANDGETEQQKPFASKIFDNHEFGYRRVTIERPLRLSAQITDSAIAALR
                     
FAPKPFNAVMQSIDAQLGTAFGTAWTAESYGQLQDVALEVRAMIKAEFPELKEKDIKE
                     
VLDSKIWLFQKALMEKAEALQEVIGTEQFDDFNQFDEVLKKALKQADIKLDAKEKKQL
                     
LDAITWKNPEAEPVINKVLKQAENPLYGQFSYQGKVVEFVQDGDLRDAENIALNPKVS
                     
TTELIEDYFKREVQPHVADAWINADKRDEKDGEIGIVGYEIPFNRHFYVYEPPRDLSE
                     IDADLDAVSAEIMQLLQEVHS"
     gene            67588..68994
                     /gene="hsdS"
                     /locus_tag="DSM_02623"
     CDS             67588..68994
                     /gene="hsdS"
                     /locus_tag="DSM_02623"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P05719"
                     /codon_start=1
                     /transl_table=11
                     /product="Type-1 restriction enzyme EcoKI 
specificity
                     protein"
                     
/translation="MAKYQAYAEYKDSGVEWLGVVPSHWIITTLKRYCYVKGGFAFSS
                     
DAFIDTGYPVIRIGDIKTDGSINLENCKYIPESLAVNSRDYLVEKNQLLMAMTGATIG
                     
KAGLYTSNQPAFLNQRVGKFELLAQNMNYRYLWYILKTDGYQEYIKLTAFGGAQPNIS
                     
DTAMVDYPATIPSFDEQTQIANFLDHETSKIDHLIEKQQKLIELLKEKRQAVISHAVT
                     
KGLDPNVPMKDSGVAWLGEVPEHWDITPIRNLIRSGNLILQDGNHGELHPTANDYVET
                     
GIPFLMANNIRNGNLFMEDVKRIPKHLADTLRIGFAKAGDMLLTHKGTVGEVALVPQD
                     
IKEDYWMLTPQVTYYRWQGKKFLNKYFYYQFQSSSIQTQLEIIGAKQSTRAYVGLIAQ



                     
GDLIVAIPPSHEQLEISSYILEKDQSYQLMIAKAQTAIQLMQERRTALISAAVTGKID
                     VRHWHAPTVAEAQTELSA"
     gene            68991..72242
                     /gene="hsdR"
                     /locus_tag="DSM_02624"
     CDS             68991..72242
                     /gene="hsdR"
                     /locus_tag="DSM_02624"
                     /EC_number="3.1.21.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q7A801"
                     /codon_start=1
                     /transl_table=11
                     /product="Type-1 restriction enzyme R protein"
                     
/translation="MNLDATRESIFQNDIIQQMLAQGWQLGTPQGYNRESALYEQDVL
                     
DFVQQTQSQDWQKFQRIFPQGTEGHFLEAVVAQLKKADINATDEQSRSYGTLGVLRHG
                     
VKTRSARFFLCQFKPEHALNPDTLANYKKNICRIVPELVYSPYATAAELQDMGKQAKK
                     
WRIDLVLFINGFPVATLELKSEFKQAVQNAMLQYKRTRLPKDPETNKPEPLLMFKRGA
                     
LVHFAVSQYEVYMATQLAGEDTFFLPFNKGTHDGGAGNDVPEDQNQYATAYLWNEVLT
                     
PDNLLNIIGRFVHLQIEEKEDWEGRKYKKELLIFPRYHQWNVVTKLINAALEEGTGQK
                     
YLIQHSAGSGKSNSIAWTAHQLSTLYDQHNQKLFDSVIVVTDRTILDAQLQDTIYQFE
                     
HADGVVGRINNKEGDGSKSEKLAKALETSQPIIIVTIQTFPFVLRAIENSTNLKQRRY
                     
AVIADEAHSSQSGSTARQLKEVLMLEEREEDAELSSEDILDAVVAARKGSNNLSYYAF
                     
TATPKDKTLQLFGRVPNPELPPSKQNKPEAFHVYSMRQAIEEGFILDVLKNYTNYKVV
                     
YKLKQKIEEADKQVDAKKAKIRLNQWVRLHDHNISQKVKVIVEHFKNNVMGLLGGQAK
                     
AMVVTSSRKEAVRYKLAFDKYVADQGYKSIQAMVAFSGEVEFNDKDTDSSGLVGQTFN
                     
ERNMNPGLKGREMRKAFDSDDYQVMLVANKFQTGFDQPKLCAMYVDKKLGGVECVQTL
                     
SRLNRTYPGKAESGTFVLDFFNDPEDILGAFQPYYQTAELADVSNPDQIFDLFEKLKA
                     
SKIFLWTEVEQFVEAFFTKNKSNAAISNICKPAVERWQKRYSQAIEAYNTSRDMLERC
                     
KKTNDAVLIANADNAFKEAKLEKDKLEIFKKDLGSFTRFYEFMSQIVDYDDKELEKLS
                     
LYARNLRPLLRETATKDDEVDLSNVSMSHYRLSKIRQQDIKLKEDAEDFKLEPGNDLG
                     
AAKPRDKKEEFLSQIIERLNDVFITDNLTDKDMLNYAYTVRDKLAENEIVMKQIANNT
                     
REQAMLGDFPKAMDDAILGSSAAHQEQMMQLLSDPAKASIFARVIFDMLISPR"
     gene            72274..73443
                     /locus_tag="DSM_02625"



     CDS             72274..73443
                     /locus_tag="DSM_02625"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRLGGIFTLPLTTPVIPSSIPPLPMPLPLPTSPDSTSETSQRPS
                     
RTRQQHYPKTQQGQRQSRVGTLCPKRLAETKHMSQAEWLSLRRQGFGSSDCAAACGLN
                     
PYMSMLELWMIKTGRIQQSIEDESEGHAPLYWGKRLEPLVAEYYSMHTNYKVRRVNAV
                     
LQHPEADKHFMLANLDYSVAGDADVQILECKTAGEYGAKLWRDGVPLYVLCQVQHQLA
                     
VTGKKAAHICVLICGHETRIYKVTRSETVIKHIIEAERYFWQCVEKDIPPDVDASESS
                     
AKAIQQLYPQHVPLTVEDLSHNDQANQLFSQLLKERHHIEIHQNLFDETKHQIQMLMK
                     
DAERATFAHGSVTWKKSKDSTVLDGKAVLKLHPEMLQQFPQHKAGTRRFQIYTDD"
     gene            73620..74516
                     /locus_tag="DSM_02626"
     CDS             73620..74516
                     /locus_tag="DSM_02626"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIKGLAITPPILGRISIGKIVEKNGKRIPEKDDQFTITSQIQGK
                     
DGWVKHPMDEALRTKASNNKLRSIPVRMIFNDPELNLRAEYTLFDRQTGRPICIGNGE
                     
TCQRSGQKGIEQHSCPSPSLYSLAQGGLCKPYGRLYVNLDDADELGTFIFRTTGFNSI
                     
RTLAARLAYYHAASGQLLSCLPLQLTLRGKSTTQSYRTPIYYVDLTLRDGTSLQDAIT
                     
TAKEIDEQSKQAGFYQEALDQVARQGYANAKFEVEDEEGMDVVDEFYSHNEQEHQAQI
                     EPLHVNAATFKKELVQSVRAVN"
     gene            complement(74639..75229)
                     /gene="tetC_3"
                     /locus_tag="DSM_02627"
     CDS             complement(74639..75229)
                     /gene="tetC_3"
                     /locus_tag="DSM_02627"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P28815"
                     /codon_start=1
                     /transl_table=11
                     /product="Transposon Tn10 TetC protein"
                     
/translation="MNADIHFKKKYPKRDIVLSTATQLFIQENYISVGVDRIIAEADI
                     
AKATFYKHFPSKEELVFYCLKQLKLDIQMAVEEHISKLTTPLEKLEQLYLWYIDWVNQ



                     
NGVRGCPFHKAGMEVGNLYPSIQVALDEYWNWLFNLTTSILKEMEIKDPIALTRLVLS
                     LLDGIINSSVCEQGPIEPEKTWEFIQTLIELEKNKK"
     gene            75390..77756
                     /gene="vgrG1_2"
                     /locus_tag="DSM_02628"
     CDS             75390..77756
                     /gene="vgrG1_2"
                     /locus_tag="DSM_02628"
                     /EC_number="6.3.2.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9KS45"
                     /codon_start=1
                     /transl_table=11
                     /product="Actin cross-linking toxin VgrG1"
                     
/translation="MFNNISQVLESLGFLSQHRSVHLQFSDASLNSQVFLQRIEGQHY
                     
LNEGMTAELICLSTNAHIALKTFIGVQVAIDQVTDQGQLFRTTGIITGASQGQSDGAL
                     
TLYKLTISDPTYLWHKRRNSRVFMNKSVREITEILFQEWQGKSPLFASSLTLDLSGLK
                     
QAYDIRPFVMQLNQSDYDFLTRLWRSEGINWLIDEAELTVPSNTDHIQPQKLRLIDDN
                     
SQYQALSRRTIRYHRSHATEQFDSMTSLMANRSLQPTSVFVQRWQSDVLQQTDGAGSV
                     
QSTHQHSTNYDNQSLSLEDAWHFSPAWMQDLKGEDGATSASNQQLEKFNQNLSAFHDA
                     
QSKQFIAQTTVRDTQVGYWFELNEHPEIDQHNGSDKEFLIIGKHYYNQNNLPKDLNQQ
                     
IQALVRQSHWSINNEERQGNELILQRRHIKTVPEYQPLQDRPQASVQRARVVGPEGES
                     
IHVDQWGRIKVRFLFTRADDHRHDGGAGSNDNDTDSAWVDVLTPWAGEGYGARFLPRI
                     
GEIVVIDFFDGNVDRPFVVGRIHEAERHPTQFDQKGQLPDTKKLSGIRSEEVDGKGFN
                     
QLRFDDTTGQISAQLQSSHAASQLNLGNLSHPKEKAESDGRGEGFELRTDQWGAVRAG
                     
SGLYVSTHKQDQAQGTHLDAKETKQQLDGNLNNAKALSDVAKNQQTDPLEHLENLKTF
                     
LEQIEEQDQGKAAAFKQALMVLTAPNSIALASNEDIHLSADGQLSQTAGDSISLSTQK
                     NLIAHAQNKISLFAAQEGARLYAAKGKLEVQAQGEKSLIVSFQRLYKG"
     gene            complement(78124..79215)
                     /gene="ycaL"
                     /locus_tag="DSM_02629"
     CDS             complement(78124..79215)
                     /gene="ycaL"
                     /locus_tag="DSM_02629"
                     /EC_number="3.4.24.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P43674"
                     /codon_start=1
                     /transl_table=11
                     /product="putative metalloprotease YcaL"



                     
/translation="MSQAVDIIFYDGIVSKPYHAQISAQSETEVLIRYGEQLEQQRHY
                     
QYTDMKLIGALGQLHPVIELDDDARIEFHGALPEWFNYSTKKIQHSIWKFERSPSLIF
                     
FSLIFVITFGISLVKWGVPATSHYVAFKLPENSLKKLGDEAENYVLNNWTAPSQLAQT
                     
QKDQITKQYLNTVAENKPAKLVFRKGNRLGANAVALPNNTIIITDELIQIAHNNQEIL
                     
GVLAHEQGHLVYRHSLQQGLTSLGLSVLYIAMTGDNSDLFTSLPAAMLGANYSRKFES
                     
EADLYALQLMDRKNIEVSHFANFLQRLNDKTEEDLNKASQSTSPTSQKESSDNKLSIA
                     VVDALSSHPATEERIRMVHDFEKKQHAKY"
     gene            complement(79236..80324)
                     /gene="yjgN"
                     /locus_tag="DSM_02630"
     CDS             complement(79236..80324)
                     /gene="yjgN"
                     /locus_tag="DSM_02630"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39338"
                     /codon_start=1
                     /transl_table=11
                     /product="Inner membrane protein YjgN"
                     
/translation="MQDQALPSLPQDLNEDQSITRPPISHSGIHHFKFHGNASEYFGI
                     
WIVNILLTIITLSLYAPWAKVRRLRYFYGNTEFFERRFDFTGIPTKILIGRLIALGIY
                     
VAFSISSQYSMIATVVGIVVLYMAVPWLIRATLRFTARNSKYGNARFYFGGTIKESYK
                     
IFLLSILVYIFTLGIFTPVAIWLYKKYYLNHLYAGQLNFKLNANWTAYMAAVYVPIFI
                     
ALGIIAIFSIIYFSILGTLSGFSSNSVIFGIFMMYAIIGLFIYPLIAARLFITTWNNT
                     
TVGNSQFKTDCNQWRFAWIVASNWVVKILTLGLMSAWAAVRIHKYQVESMSLILLDDP
                     DKMMNLAQQEQSALAEEISDIFDIDISL"
     gene            81167..82045
                     /locus_tag="DSM_02631"
     CDS             81167..82045
                     /locus_tag="DSM_02631"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O07950"
                     /codon_start=1
                     /transl_table=11
                     /product="Membrane lipoprotein TpN32"
                     
/translation="MKKLFSVLFSASVLTLTACNKQPAQTENTAAAKDKTESVRTIKL
                     
VSTGSDTDVWKYVATLPETAQAGIKLEVTNLTDYVVLNTSVASGEQDVNAFQSFNYLA
                     
AYNASNKAKVAAVATTYLEPMGIYANKVKTVDEFPQGATIAIPNDTANEARALTLLQS
                     
AKLIKLKPGFDPVKGTVNDIAENPKNLQLKPIQMTTAVRVKNDVDAIVLGNTLALEGG



                     
LNVMKDAIFREPIDQSTKLYVNLLGVAEANKNDPIYTKLGELYHLPKVQKFVNEKFGG
                     TKVEVNKPVSEFADIK"
     gene            82760..83377
                     /locus_tag="DSM_02632"
     CDS             82760..83377
                     /locus_tag="DSM_02632"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MALLCLFSPKKVSLLETTRIDNGKTMPNLETSSKKLHVIRTAIN
                     
LFTTYGFHTTGVDLIVKKSEIPKATLYNYFHSKEGLIEMCIAFQKSLLKEEVLAIIYS
                     
NRYCTPTDKLKEIVVLHVNLNSLYHLLLKAFFEIKGTYPQAYRMAIEYRKWLTRELFD
                     LIFSLETRALKPDADMVLNLIDGLMFGFLSTNSLSERDEVLERFF"
     gene            complement(83518..83988)
                     /locus_tag="DSM_02633"
     CDS             complement(83518..83988)
                     /locus_tag="DSM_02633"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKLLLLSLVSIFSSYSFAEENSSIYRGLGTGPEDFLKFQILKQ
                     
KGFLAKKPNISRADYNDIYKLKKPYEFMGQNVVLISDEYMSEYVGCCVSEGWGAVFKQ
                     
TTNLKLIEKFAKKKQCNIAPIETDSTYYGFKISSLPKGNYYELSCRERDLDESQ"
     gene            84288..84959
                     /locus_tag="DSM_02634"
     CDS             84288..84959
                     /locus_tag="DSM_02634"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q7DDH4"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative lipoprotein/NMB1164"
                     
/translation="MKKILIITMASSFGLIACSTTETSRTIQSPQVTAATATTKYIGV
                     
KTPISIGKFDNRSSYMRGVFSDNVDRLGGQAKTILETHLQQTGYFSVLNRDNLSEIKQ
                     
EVGYSNTAQSIKGARYVITGDVSEFGRKEVGDQQLFGILGRGKQQVAYAKVNLNIVDV
                     
KTSEVVHSVQGAGEYALGAREVLGFGTTASYDSTLNGKVLDLAVREAVNNLVTDIQNN
                     RWSIQ"
     gene            84977..85345
                     /locus_tag="DSM_02635"
     CDS             84977..85345
                     /locus_tag="DSM_02635"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKILFSSFLAMSLVGCAAGPQPLYNWGTYTHQTYLMYNAPEKA
                     
TPNTQITKLEAEIEKTKGKGLAVPPGLYAHLGLLYLQENNSQKAIEYFQLERQVYPES
                     TVLMDRLLQKMNANGGNAKS"
     gene            85342..86019
                     /locus_tag="DSM_02636"
     CDS             85342..86019
                     /locus_tag="DSM_02636"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q7DDE8"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative lipoprotein/NMB1162"
                     
/translation="MIKKLLIASLVISSLAFTGCAVTAPPNKDITAYKAHMPKSILVL
                     
PPVNDSPDVKATYSYWPTVVAPVAEAGYYVFPISVVDNMFKENGVTNGNDAQSISPQK
                     
LQEIFGADAALYIRIKEYGSKYQVIQSVATVSADAKLVDLKTGDVIWTGEKKLVQASS
                     
DGNAGLIGMVVGALVEQIAGSFNDRAYPLASMVNTQLFTPTNYNPGMGLLYGPRSPKF
                     QQDGVAK"
     gene            complement(86160..86519)
                     /locus_tag="DSM_02637"
     CDS             complement(86160..86519)
                     /locus_tag="DSM_02637"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MEKTLQCPKCGSTEIETRDHDKLLKTTGGVLLTAAGTTAGTVGG
                     
AATGASIGAAIGTVAGPLGVIVGGTVGTFVGAISAGITGGVVGNIFGKKAGVMIDKNI
                     FQDYRCLKCKYRFKVKK"
     gene            complement(86898..88193)
                     /gene="aroP_3"
                     /locus_tag="DSM_02638"
     CDS             complement(86898..88193)
                     /gene="aroP_3"
                     /locus_tag="DSM_02638"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P15993"
                     /codon_start=1
                     /transl_table=11
                     /product="Aromatic amino acid transport protein 
AroP"
                     
/translation="MGGAVGTGLFLGSAQVIQSAGPSIILGYAIVGLVAFLIMRQMGE
                     
MIVEEPVVGSFSYFAQKYWGRFPGFLSGWNYWVVYILVAMTELTAVAKYVHYWWPHIP



                     
AWVSVLFFFVLVTCLNLGNVKFYGESEFWLAIIKVTAVISMIVFGLYLLLTAGNDSIA
                     
SFSNLWQHGGFFPHGFSGLFYMLAFLMFAFGGIELIGMTAAEAENPEKSIPQAINQVI
                     
FRILVFYVASLAIIMSLIPWNQLDLGGLDKSPFVMIFSQLGIGWAAHLLNFIILTAAL
                     
SVYNSGMYANSRMLYRLAVQGNAPKVFAKVSKQGVPTAAVIFSSILIFGCVLLNYFVP
                     
EEALSHLMYMAVAALVLNWAIISFTHLKFKQAMKLDGKVAKFPALFSPLSNYVVLAFI
                     GMILYIMWTQGFKESVILIPIWITLMLALYKVLRLDKSL"
     gene            complement(88401..89846)
                     /gene="puuB"
                     /locus_tag="DSM_02639"
     CDS             complement(88401..89846)
                     /gene="puuB"
                     /locus_tag="DSM_02639"
                     /EC_number="1.4.3.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37906"
                     /codon_start=1
                     /transl_table=11
                     /product="Gamma-glutamylputrescine oxidoreductase"
                     
/translation="MKIISKPQLLKDVEYKPSQSLQVGKEWSWLNPKHAKFDSTTVNG
                     
TSVNNPANYYESSLSDWHTFDSLNADIECDVVVIGGGLLGSSTALHLAEQGVDTVLLE
                     
KNRIGSAASGRNGGQLTPGLARWEAQEMADRLSYEDAKKLWHFTSTEAMQLIDDISEK
                     
YQLNFDRKYGHITAAVHEGHLVGLTQGADARKYLGEDHTRIVGKHELMDFIKSDYYTG
                     
GLIDELGGQIHPLALNRGLIYGFCKNGGSVYEQTEVISIEEKADGIYVHTANAVVKAK
                     
KSVVLAVHHASFKLLSEQNNTTIPFYTYVATTAPLEFDTKELLPFGHPVYDTQFQIDY
                     
YRPVFNNRLLFGGQGTGTCWGPEKTLNYLEHRIHTVFPQIKNLEMDFVWSGTTDLTVN
                     
GAVDSRKFGNKFPIYAVHGWSGHGVAQTVRIGKAIANDFVGQSNDFEMLSNIDHQNII
                     FGRTLAPVVIPLAKSMYGIGAMINPGKMVSF"
     gene            complement(89866..91197)
                     /gene="puuP"
                     /locus_tag="DSM_02640"
     CDS             complement(89866..91197)
                     /gene="puuP"
                     /locus_tag="DSM_02640"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76037"
                     /codon_start=1
                     /transl_table=11
                     /product="Putrescine importer PuuP"
                     
/translation="MENKASSLKKLSLWQVTIIGIAYMTPMTVFDTFGIVSGITNGHV
                     
PLAYLLALGAMLLTAWSYARFSKNSERSGSAYSYTAESLGPRSGFFVGWCSLLDYLLL



                     
PLINVLLAAIYLTALIPSMPYWFWVLVSAGLVTLVNCFRIRLLANLSLVFVFAPIILM
                     
VIFVYLVVRGIGSTQGYEHVLTLAPLWHGQQSLLPLVAGASVLCFSFLGFDAVTTLSN
                     
ETKQPTKNIPRAVMLTTLAGGLIFFTAAWFIQLYFPNNVRFHHPSEALPEIVLYVGGA
                     
LFQSIFLCGQIMNTVASGLASHASASRLLYIMGSDNIFPKKYFGTIHSSLGTPFFSVL
                     
FVGLISMSAIFLDLAQVVSLISFGALVAFTAVNFSVFMKFYIKDKQRSGFKNKFLNLF
                     LPLLSVISIICLWLNLDSSSLIFGCFWLTLGILLFIYKTIKKQSIAISNAY"
     gene            complement(91393..92100)
                     /locus_tag="DSM_02641"
     CDS             complement(91393..92100)
                     /locus_tag="DSM_02641"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTQQLDIEELQNLLKTVVDETTSITEKLATKASKILSKHASEKN
                     
ADIKLSTSERSALQKEIKKALNQSHYSQGTGFASYSPATQEEQDYWTLEWWYKKEDQL
                     
QQAKLENYQNAQRFLDFRSFEWFHKPAQNKSPCIHGPYVDYICNGAYTITIAHPVMIH
                     
DHFIGVIATDILVSALEKLLMPKLKNIKQKTVIMNDSSRVITSNDISIRTGTLFKEKT
                     DQQFFSQPCQSFQLVVI"
     gene            complement(92166..92885)
                     /gene="pdhR_2"
                     /locus_tag="DSM_02642"
     CDS             complement(92166..92885)
                     /gene="pdhR_2"
                     /locus_tag="DSM_02642"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACL9"
                     /codon_start=1
                     /transl_table=11
                     /product="Pyruvate dehydrogenase complex repressor"
                     
/translation="MSAYTIIFAPIAQATRSEQVVERLENAIISGLLKSNEQLPNEAD
                     
LARLMGVSPITVREALNTLRVKGLIDTRRGRNGGSFVCELPSDLLLNQHPLRQASNEY
                     
LADLGEFHSAILSHSAYLAAQRTTEYELNKIKELIEQFEQAVEADTRAQLDLRCLLTL
                     
TSFAQSSRLANQELTIQAEWAPLIAVLYQDDDFHREVVKQYHHLLSSFMQNNENEAVI
                     QARKIVSMLTDQMLRYKLSSE"
     gene            complement(92945..93715)
                     /locus_tag="DSM_02643"
     CDS             complement(92945..93715)
                     /locus_tag="DSM_02643"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11



                     /product="hypothetical protein"
                     
/translation="MNKQEMKDLVTKAHHELFNLHDTTALDRYFSEDFIEHSPLVANG
                     
ISGLRQLVEDCPDMQHEAVRVLADGDLVAIHGRFQGLDENPLVGFDIYRVKDGKIVEH
                     
WDGLVAEAAPNVSGRTQLDGPTEIVTHHDPEKNREIVTSFFKKSLIDGNYDAFKEYTD
                     
GDQFIQHSPDIGDGVKAVIDFLNNIRNEGQGLVYSKTHRSIADGQFVLTHSEGSIAGN
                     RHAYFELWRVDNGKIVELWDAIPAVPEDEQAVHGYGVF"
     gene            complement(93744..95174)
                     /gene="prr"
                     /locus_tag="DSM_02644"
     CDS             complement(93744..95174)
                     /gene="prr"
                     /locus_tag="DSM_02644"
                     /EC_number="1.2.1.19"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77674"
                     /codon_start=1
                     /transl_table=11
                     /product="Gamma-aminobutyraldehyde dehydrogenase"
                     
/translation="MAKTQLQHFINGEYVTSKGNDFFDLVSPVTGEVYAQSPNATEAE
                     
VDAAYAAAKEAFKIWGRSTPSTRQKALLNLADAIEANADRLIEAQSRNTGQLKHLIAS
                     
EEVGASADQVRFFAGAARLLDGTATGEYLEGLTSSIRREPVGVVGQVTPWNYPLMMAV
                     
WKIAPALAAGNTVVLKPSDTTPESTLLLAEIAAPFFPKGAFNVVLGQAQVGSKVVSHK
                     
TPALVSITGSVRAGLQVAASAAANLAKAHLELGGKAPVLVFEDADLDKAVEMIALTGY
                     
FNAGQDCTAATRVIVAESVHDEFLAKLVEAAKNTRFGDPDDQDALYGPLNNANQLKNV
                     
KAFIDNLPAHAKVETGGKQADRPGFYFEPTVISGLKQHDDAIQNEIFGPVITVQKFTD
                     
ENDAIEKANDVEYGLASSVWTKDHARATRLSRELDFGTVWINTHIPLTAEMPHGGFKK
                     SGYGKDLSGYGFEEYTRVKHVMSSNE"
     gene            complement(95495..96013)
                     /gene="asnC"
                     /locus_tag="DSM_02645"
     CDS             complement(95495..96013)
                     /gene="asnC"
                     /locus_tag="DSM_02645"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACI6"
                     /codon_start=1
                     /transl_table=11
                     /product="Regulatory protein AsnC"
                     
/translation="MTLLFKIKLIHKICNSVKNELFFTNLIIDNYIMDNIDQIILGLL
                     
KDNARMSVTELAEKVHVSRATIKKRMEYLESSGIITGYKVRFKPNAERNVIRAWMSIM



                     
VEGTKAQSVIKELRLESAVECLHKTNGKWDILVELRSDTLENFDKVLERIRNISGIYN
                     SETSILLASHKT"
     gene            96053..97288
                     /gene="astC_2"
                     /locus_tag="DSM_02646"
     CDS             96053..97288
                     /gene="astC_2"
                     /locus_tag="DSM_02646"
                     /EC_number="2.6.1.81"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77581"
                     /codon_start=1
                     /transl_table=11
                     /product="Succinylornithine transaminase"
                     
/translation="MNNFAVSRGDFNEWMVPVFAPANFIPVRGEGSRIWDQENKEYID
                     
FAGGIAVNALGHAHPVAVNALTEQAKKLWHVGNGYTNEPVLRLAKQLTENTFADKVFF
                     
CNSGAEANEAALKLARKVGLDSGVAGKSGIVAFNNAFHGRTLFTVSAGGQPKYSQDFA
                     
PLPNGINHVAFNDLEAAKAVINEQTCAVIVEPVQGEGGVIPADIEFLKGLRELCDQFG
                     
ALLIFDEVQTGVGRTGALYAYMNYGVIPDVLTTAKALGGGFPVGAMLTTDKFAPHFSV
                     
GTHGTTYGGNPLASAVAGAVFEFINTPEVLEGVKERHDYYKNALNQLNEKYEVFKAIR
                     
GSGLLLGCVLKDEFAGKAKDINNLAGEEGLLSLIAGPNVVRFTPSLIIPFADIDEGLK
                     RFERALARFVEIQKDEQAA"
     gene            97285..97866
                     /gene="astA_2"
                     /locus_tag="DSM_02647"
     CDS             97285..97866
                     /gene="astA_2"
                     /locus_tag="DSM_02647"
                     /EC_number="2.3.1.109"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AE37"
                     /codon_start=1
                     /transl_table=11
                     /product="Arginine N-succinyltransferase"
                     
/translation="MMIIRYIEPRDVNDLYLLAQKAGFGLTSLQPNMEKLAARIERAC
                     
KTVAGELPKADQVYLFVLEDTELNKVIGVCGIEVALGLKEPWYNFHVGTQVHASEPLS
                     
VYNALPTLYLSNDHTNCSELCTLFLDPDYRLNKNGKFLSKVRFLFLSAFRQYFEETIV
                     AEMRGYSDANGQSPFWNAVGHKFLILNLPKPII"
     gene            97872..98378
                     /gene="astA_3"
                     /locus_tag="DSM_02648"
     CDS             97872..98378
                     /gene="astA_3"
                     /locus_tag="DSM_02648"



                     /EC_number="2.3.1.109"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8ZPV1"
                     /codon_start=1
                     /transl_table=11
                     /product="Arginine N-succinyltransferase"
                     
/translation="MGQKAFIAELMPRHPLYVDMLPDDAKAAIGIVHPNTRPAYNLLL
                     
EEGLRYKGYIDIFDGGATLQADIENLRAIKESQILTVQVVESIPLSSGDEPYIVANDN
                     
YENYRAILVFGTPYQESLQITKAQAKQLNVENGGLVRVLSVHVKQDSNPQIVNKLKET
                     EHLRMAVN"
     gene            98777..100240
                     /gene="cycA_2"
                     /locus_tag="DSM_02649"
     CDS             98777..100240
                     /gene="cycA_2"
                     /locus_tag="DSM_02649"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AAE0"
                     /codon_start=1
                     /transl_table=11
                     /product="D-serine/D-alanine/glycine transporter"
                     
/translation="MSKNKGKQFLEGDLLGSQHMTEQEEEKLQRSLTNRHIQMIAIGG
                     
AIGTGLFMGSGKTLSVSGTSIVLTYLIIGFFFFFVMRAMGELLLANTNFKTFADFATA
                     
YLGPWAGFFLGWSYWCNWIITAIADVIVIGGYMQFWYPDLPVWIPAFTSLAILTILNF
                     
VAVRLFGELEFWFSLIKITAIILFILAGIYLIGTGFTSPNGVKASMSHLFETESMFPY
                     
GVTGFLAGFQIAIFAFVGIELVGTTAAETKDPHKSLPKAINSIPLRILLFYVGALVCI
                     
IAVTSWAKVSPEKSPFVEMFTLVGLPIAAGLINFVVATSALSSANSGIFATSRMLYGL
                     
ALDNDAPKSFSKLSKRKVPIRGLVFSMACVTVGTSILFIVPNVMTAFTIISALTSILC
                     
IFTFMLIVLSYIYYRKKSPELHIQSKYKMPGGLFMAWMTMLFLVFTIVILALDHDTLI
                     ALECSPIWFIGLFIAYKYKKKKMLQLDILKAQKVDYI"
     gene            100460..100882
                     /locus_tag="DSM_02650"
     CDS             100460..100882
                     /locus_tag="DSM_02650"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFEITPYVGASLIKFGMKREEVRKVFSEYEPRAFWRNSYSESAT
                     
DGYDEIGINIYYDSADKTIALEFYEPAQVAFNGIEIFNISASEAYKLMASLDKDIAID
                     GDGLTSFKFGIGFCEPNYEEEPFLPVEAIIIFIEGYYD"
     gene            100955..101401



                     /locus_tag="DSM_02651"
     CDS             100955..101401
                     /locus_tag="DSM_02651"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNNKKIVIDYLDKNNELSKELIWGEMCKTDQYFVRSIPFFAPNL
                     
AFNDLIQVEMDDKTLYFDDLIKPSNNSTLRIVFLNNDIKYIEKILTTLESHLCGWEGF
                     EGGLYYAINIPKKVDYALIKKCLDDKSDFLDYEESCLSDKHSSDLF"
     gene            101453..101785
                     /locus_tag="DSM_02652"
     CDS             101453..101785
                     /locus_tag="DSM_02652"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MCDIDNLNGKFVKYDQLYSINIYFDYFDGVYNLDMVLAKDLSDI
                     
YSEKIKIRFFNITNLCLNDVGNRFTQFCRMYIEKNLDGWDGVKYNLNQLEEDRILFKF
                     FNFELLEE"
     gene            101859..102416
                     /locus_tag="DSM_02653"
     CDS             101859..102416
                     /locus_tag="DSM_02653"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIDFVKELSACRVEGTKLPFYPEKVQGYTEKEVELIAKNLNLDI
                     
HGQFREFLLQMGRCSGGLIWSDEFYMYKNLWNPNKFRHAQQSEKEDLGYILTSKGKLD
                     
PVDMKMFYLSREYETYFYYLLTAENDDFIWSLHDADDCVLEKTNITLLEYLKDYVFEK
                     TKRNRFVDFGLTEEQINRSITGRLL"
     gene            complement(102451..103911)
                     /gene="calB_2"
                     /locus_tag="DSM_02654"
     CDS             complement(102451..103911)
                     /gene="calB_2"
                     /locus_tag="DSM_02654"
                     /EC_number="1.2.1.68"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O86447"
                     /codon_start=1
                     /transl_table=11
                     /product="Coniferyl aldehyde dehydrogenase"
                     
/translation="MEQSTLKEYSGSATEHMELIFSKQRANFEADPYPSLEARRTKLH



                     
KLKKQIIRYQDALAAAINADFSSRSLDESKLLDLLGSVLEADHAIHHLRRWMRPSKRR
                     
TELLFLSNRLSVQYQPKGVVGVIVPWNFPVYLALGPLIAALAAGNRVMIKLPEITPNT
                     
NAMLRRMLAEVFNEDEVAVFGEEITDPARFTSLPFNHIVFTGSPAIGKVVMRAAAENL
                     
TPVTLELGGKSPAIVSRNYPLADAAKRITHGKATNSGQICVAPDYALVPKESIDEFVE
                     
AAKSSFIKMFGQNIENNENYTSIVNDRHLKRIQDILTDAQEKGALIIPCDTYSFDQQG
                     
RRMPVHIVLNCTPDMRIMKEELFGPILPVVAYDSLDDAITYVKSDERPLALYCFTHSS
                     
VERDRILRETHSGGVTINDWGWHVVNHDAPFGGIGNSGMGSYHGEEGFRELSHAKTVF
                     IRHRFFPTQLFHPPYGTFLQKLAIRFFLKKGDPNIK"
     gene            104041..105111
                     /locus_tag="DSM_02655"
     CDS             104041..105111
                     /locus_tag="DSM_02655"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WMJ1"
                     /codon_start=1
                     /transl_table=11
                     /product="putative HTH-type transcriptional 
regulator"
                     
/translation="MPKNIYKNANSVIEGNYDNTLLGANTYLLGLTSLFDEMGLQGHS
                     
ISDVLSGTNISTDEINQSSLYISQVQKIQLFQNIQKLSHDPLIGLRAGQKQRLSDFGV
                     
YGYALYSSRNFRQAVELGIRHIKLAGPILKKSFYIRDDVAIFEGQDIIALGKLLPLVC
                     
EFWFSSMQTLIERVLEGPFQAKKLLLPYPAPDYAEEYEKIFHCPVQFNAGVMQWHFDL
                     
KWLDVPCPNANPITADMCKSFCERMLGAAELEEPELVKTIRLILLDGIGLFPSAQEMA
                     
ERLHMSKRTLHRRLAGFNLTYQELLDETRRRLADEYLRETTLTVDEIAERIGFSDTSN
                     FRKAYRHWTGISPNEYRIQYLN"
     gene            complement(105127..106023)
                     /gene="ribN"
                     /locus_tag="DSM_02656"
     CDS             complement(105127..106023)
                     /gene="ribN"
                     /locus_tag="DSM_02656"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A6WUW2"
                     /codon_start=1
                     /transl_table=11
                     /product="Riboflavin transporter"
                     
/translation="MQNQTASNLPSTQLGKALLCLMTSALLFSIMGVCIRFASQTVDN
                     
ATVVFFRNAVGLFIFIPMLFKQGLDFIKTDKLWMHTWRSIVGLAAMYGFFYAIANLKL
                     
SNAMVFSYSSPIFIPLIAWLFLKEKITKSMIFAAVIGLVGVLFVAKPDQGLFNALSFI



                     
GLGACFLSAMAFVTVRALTSTEPPERIVFYFCIFGSLISSIPMFWHWRIFTWHELSLL
                     
IAAGLLANISQLFMSYAYSLAPAGQIGPMNYIAIIFAGIWGFVFWHELPDLFSIIGIF
                     IILFAILLCNPFLQKKLLSRFK"
     gene            complement(106150..107697)
                     /gene="garD"
                     /locus_tag="DSM_02657"
     CDS             complement(106150..107697)
                     /gene="garD"
                     /locus_tag="DSM_02657"
                     /EC_number="4.2.1.42"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39829"
                     /codon_start=1
                     /transl_table=11
                     /product="Galactarate dehydratase (L-threo-forming)"
                     
/translation="MLKPLLIRISPLDNVAIVVNDGGLPSSTYIEEYQLTLVDEVPQG
                     
HKVLLEPLKQGEAIVRYGEIIGYANKDLTAGSWVNEAVTQMPEAPELDDLELATRPDP
                     
KLPPLTGYTFKGYKNKDGSVGTKNILGITTSVNCVEGIVDYVVKIIERDLLPKYPNVD
                     
GVVGLNHLYGCGVAIDAPAAIVPIRTIHNLALNPNFGGEIMVVSLGCEKMQPERLLNI
                     
PKENKYIPLANEDIIQLQDERHNGFESMVNHILTVAEQHLEKLNQRTREEVPASELVV
                     
GMQCGGSDAFSGVTSNPAVGFAADLIVQCGGTVMFSEVTEVRDGIHLLTPRAANEQVA
                     
KDLIREMKWYDDYLAAGQVDRSANTTPGNKKGGLNNIVEKAMGSIAKSGRSPIVEVLA
                     
PGQRPTKKGLIFAATPSSDFICGTQQMASGITVQVFTTGRGTPYGLAAVPVIKMASRN
                     
NIANRWYDLIDISAGDIAIGKKTIEEVGWELFELILLVASGEKQTWSDRWGIHNSLAV
                     FNPAPVT"
     gene            complement(107768..109126)
                     /gene="gudP_2"
                     /locus_tag="DSM_02658"
     CDS             complement(107768..109126)
                     /gene="gudP_2"
                     /locus_tag="DSM_02658"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q46916"
                     /codon_start=1
                     /transl_table=11
                     /product="putative glucarate transporter"
                     
/translation="MDNLQTNIAVVTQQRAKHTKTRYYILAMIFLVTAFNYGDRATLS
                     
MAATPMSHELGIDSVTMGYIFSAFAWAYVIGQIPGGWLLDKFGARRVYFWSLFLWSLF
                     
TVLIGFTDILGDTATIITSLFILRFLVGLSESPAFPGNSKIAAAWFPTKERGTAAAIF
                     
NSSSYFSTVLFAPLMGWLVATVHWQSIFWVMGGLGIILSFIWLKVIYSPTNHPTVNPE



                     
EVKYIASEGALLDMGENSQNAKKEKITWSKVKQLLASRMMLGIFIGQYCVNTLTYFFL
                     
TWFPVYLVKERHLSILEAGFAAVAPALCGFVGGILGGLISDKLIRMNYSLSFSRKLPI
                     
VVGFLVSTSIILCNYVDSQAAIVFFMSLSFFGKGIGSLGWAVMSDVAPKEMVGLSGGM
                     
MNAFGNTAGIVTPIVIGYILASTGSFNLALTYVGVHAIAAVICYTVIVGKIQRFELKP
                     TS"
     gene            109412..110746
                     /gene="gudD"
                     /locus_tag="DSM_02659"
     CDS             109412..110746
                     /gene="gudD"
                     /locus_tag="DSM_02659"
                     /EC_number="4.2.1.40"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q6FFQ2"
                     /codon_start=1
                     /transl_table=11
                     /product="Glucarate dehydratase"
                     
/translation="MATSTPLVKSIRAIPVAGHDSMLLNLSGAHGPYFTRNILIIEDN
                     
SGNIGVGEIPGGEKILATLNDAKALVEGQPIGEYKNLLKKIQQTFADRDSGGRGNQTF
                     
DLRTTIHVITAYESALLDLLGKHLNVNVASLLGEGQQRSEVEVLGYLFFIGDRKQTSL
                     
DYATTPQHNHDWYKVRHEKALTPEAVQSLAEASYDRYGFKDFKLKGGVLQGEQEAEAV
                     
TAIARRFPDARVTLDPNGAWFLDEAIALGKHLKGVLAYAEDPCGAEQGYSSREIMAEF
                     
KRATGLPTATNMVATDWREMSHSIQLQAVDIPLADPHFWTLEGSVRVSQLCKMYNLTW
                     
GSHSNNHFDISLAMFTHVAAAAVGNVTAIDTHWIWQEGTDQLTKAPLEIKDGKIQVPT
                     
APGLGVELDWDRINRAHELYKLKGLGARNDADAMQFLIPNWTFNNKKPCLVR"
     gene            110910..111821
                     /locus_tag="DSM_02660"
     CDS             110910..111821
                     /locus_tag="DSM_02660"
                     /EC_number="4.2.1.41"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q6FFQ1"
                     /codon_start=1
                     /transl_table=11
                     /product="putative 5-dehydro-4-deoxyglucarate 
dehydratase"
                     
/translation="MDALELKNIISDGLLSFPVTDFDQNGDFNKSSYAKRLEWLAPYG
                     
ASALFAAGGTGEFFSLTGNEYSEVIKTAVDTCKGSVPIIAGAGGPTRQAIEQAKEAER
                     
LGAHGILLMPHYLTEASQEGLIEHVKQVCNSVDFGVIFYNRSVSRLNLDSIQKLTEMC



                     
PNLIGFKDSSGQIDMMTAVTQTIGDRLSYLGGLPTAEVFAAPYKALGCPVYSSAVFNF
                     
IPKTAMEFYNALRSDDFETTNRLIKDFFLPLIKIRDRKSGYAVSMIKAGAKIVGHDAG
                     PVRPPLSDLTQADYEDLAALIATLGPQ"
     gene            111852..113438
                     /locus_tag="DSM_02661"
     CDS             111852..113438
                     /locus_tag="DSM_02661"
                     /EC_number="1.2.1.26"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q6FFQ0"
                     /codon_start=1
                     /transl_table=11
                     /product="Alpha-ketoglutaric semialdehyde 
dehydrogenase"
                     
/translation="MSKNNGRQFINGQRVAVNAPALESIAAKDYQPTGYVFSQATLEE
                     
VDQAAQAAHNAFLVYSQTTQEQRASFLEEIARQIEALRANLQEVASLETGLPLARLQG
                     
ETGRVTGQLRLFAELLRRGDFYGARIDVALPERKPLPRVDLRQYKVGVGPVAVFGASN
                     
FPLAFSTAGGDTVAALAAGCPVVFKAHSGHMATAELVAEAIEKAIEVCGMPKGTFNMI
                     
FGGRIGANLVEHPLIQAAGFTGSLEGGMALYNLAQSRLQPIPFFAEMSSVNPVVVLPE
                     
ALHSRGEQIAQDTVASFNMGCGQFCTKPGLILGVKGPEFDRFITALVENTQKAVPQVM
                     
LNEGTLKSYRTGIDALINEAGFEVIASGQEPELVSQAKAHLFKADQSVLLSGNPKLQH
                     
EVFGPMSIVIAVEDEATLLKGIEALGGQLTATIIGDENELSKAGELLDLLTRKAGRVL
                     
FNGFPTGVEVSDAMVHGGPFPATSDARGTSVGTGAIERFLRPVCFQNTPQVLLPDALK
                     DSNPLQITRLVNGQLTQAQI"
     gene            113681..114394
                     /gene="lutR"
                     /locus_tag="DSM_02662"
     CDS             113681..114394
                     /gene="lutR"
                     /locus_tag="DSM_02662"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O07007"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator LutR"
                     
/translation="MSSAIKPRSTKKLSQIIVEQLIEKIQSGEFKVGEKIPTELELIE
                     
TFEVSRSVIREAITELRSLGFVETRHGIGTFVKEQTVEQNFLLSNASLETINDIISLL
                     
ELRISLESEAVFLASERRKQIHIDKMKAALEDFERHISSDANDGTVKADYDFHIAIAE
                     
ASENQYFVDFLKYLGEKIIPRARVKSIEQSPENREEYLKAVHHDHVNIYNAIVDQDGL
                     LARQMMRAHLSKSIKKFKQ"



     gene            complement(114459..116210)
                     /locus_tag="DSM_02663"
     CDS             complement(114459..116210)
                     /locus_tag="DSM_02663"
                     /EC_number="3.1.1.102"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA 
sequence:UniProtKB:A0A0K8P8E7"
                     /codon_start=1
                     /transl_table=11
                     /product="Mono(2-hydroxyethyl) terephthalate 
hydrolase"
                     
/translation="MNYTNNKRILTRSALVLAILGSLAGCGSDNDDTTVPSTTKPPQL
                     
SPAVGVKMTGSCSDLLGFQYNNTVISSATLQEAGTLTVANKPIGAHCLVKGYMDQRVS
                     
PVDGQTYQIGFEMRLPVDWNGRFLYQGNGGTDGNIVPATGQVGSGGPLTNALHDGFAV
                     
ISSDAGHNASQNPMFGLDPQARIDYGYGAITKLTPMAKNLIKAAYGKLPDRSYAGGTS
                     
NGGRHAMIAATRLGDQYDGILASTPGFHLPRAAAAQLYTAQQLRRVATDENDLSTALT
                     
LSERKVLAKAILDRCDALDGVADGLVQDVESCRTAFDIHKHVPVCSSTRDGTCLSTEQ
                     
IDVLANIYRGPVNSAGQALYATQPFDPGLVGSNWASWKFESSVGTARDPVAVGILFQV
                     
PPDPTVTQNSRQFAFNFNFDTDYPKLSATNDVYTESSMSFMMPPDELNLDKLRNHGGK
                     
MIVVQGTADGVFSVDDTQNWYDQLLQHYKYDAKGTAPEFARFFRVPGMNHTRDGIATD
                     
QFDALTALVNWVEYGQAPDKIIATARGAGNPSGQVNTELPPDWAPDRTRPLCPYPLIA
                     RYNGQGDSEKAENFSCK"
     gene            complement(116244..116633)
                     /locus_tag="DSM_02664"
     CDS             complement(116244..116633)
                     /locus_tag="DSM_02664"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDQKTLEHLPPIHHHLGGHNIHWNDQNTELTIHYTALECFTNPR
                     
GTVEGGMICAMLDDVMGLFAYFANDRKPATTITLTMDFLRPCAVGEVITKCRFIKQGK
                     TVLNLESEAWQNNKMIARSTANFLVLD"
     gene            complement(116674..117210)
                     /locus_tag="DSM_02665"
     CDS             complement(116674..117210)
                     /locus_tag="DSM_02665"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P61167"
                     /note="UPF0311 protein RPA1785"
                     /codon_start=1
                     /transl_table=11



                     /product="hypothetical protein"
                     
/translation="MKKVVTLLCGIYFIGLTHAETQYNPPPIQLEPLAKFSVDLNAPV
                     
WELGTTSDAGKRRIIPITGGTFEGKSLKGRILNNGADWQIVDSKGLAIIDTRYLLETD
                     
DGALIYLQTKGYRHGSAETLKQLAQGKDVDPKNYYFKITMQFETSSPKYLWLNQTVAV
                     GSAMRLGKAVIYDAYTLK"
     gene            complement(117268..118512)
                     /gene="nicP_2"
                     /locus_tag="DSM_02666"
     CDS             complement(117268..118512)
                     /gene="nicP_2"
                     /locus_tag="DSM_02666"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q88FY7"
                     /codon_start=1
                     /transl_table=11
                     /product="Porin-like protein NicP"
                     
/translation="MSKLWMYSTLMLSSSVWAGSFIDNSSVELTTRNFYFDRDYQEQS
                     
AYPAAKDWTQGFILKANSGYTEGTVGFGLDVLATAGFKLDAEHGGTGNLPRDTRTNEP
                     
ADSYGEIGVTAKAKMSQTELRIGTLMPMNPVLVASPARLLPQTYRGISLTSKDIKDFD
                     
LQAAYLDKVNHRDSTNYEKIKISGVNGRFKGAETDGLYYLGGNYQFNPALKLTAFYMD
                     
VDDLYNQTMVGALHQHKINDTTNFSSQLRYYRSRDDGQAKAGLVDNDLYHAHFELKHQ
                     
NHKFIFGTFQHHGDTAFPYLTGGETGLLIDTWPGEFLNPKEKAYSFRYEYDFKDYVPG
                     
LRFMTRYTTGHNIYAPNLGGTNLKERETDFDLGYTVQSGWLKNLGLRARYAIYDNNML
                     STANIKPVNETRINIDYTWKFK"
     gene            complement(118595..119734)
                     /gene="mmgC_6"
                     /locus_tag="DSM_02667"
     CDS             complement(118595..119734)
                     /gene="mmgC_6"
                     /locus_tag="DSM_02667"
                     /EC_number="1.3.99.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45857"
                     /codon_start=1
                     /transl_table=11
                     /product="Acyl-CoA dehydrogenase"
                     
/translation="MPQDTEFELFRDSYRRFLKEQVAPYYEQWEYDGLIPRELWLRLG
                     
ENGFLCVDVPEEYGGYSAPVHYSLMLVQETAQAGFASLAVAIGGQNELVSPYLQNIGT
                     
EEQKRYWLPKMVTGEVVTAIAMTEANAGSDLQAIRTQAVLENDHYRVNGSKTFISNGL
                     
HADLIVLVAKTDPQAKAKGISIFLVDAALDGVKKGRSLQKIGLHAQDTAELFFDDVCV



                     
PATQRLGEEGQGFAYLMQELPRERLSISMMALGAILGAIELTKDYVLERKAFGQPLSQ
                     
MQNTRFVLANAQIKAKAAQAFVDQCAALYQQHQLGVTQVAALKCFITDVQCEVIDQLL
                     QLFGGYGYMQEYPISRFFVDARVQKIYGGTNEIMKEIVARELLGK"
     gene            complement(119809..121686)
                     /gene="lcfB"
                     /locus_tag="DSM_02668"
     CDS             complement(119809..121686)
                     /gene="lcfB"
                     /locus_tag="DSM_02668"
                     /EC_number="6.2.1.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O07610"
                     /codon_start=1
                     /transl_table=11
                     /product="Long-chain-fatty-acid--CoA ligase"
                     
/translation="MQMNATQSQDRERFVKLGQHDIHYHYKDQTLYISPKEQLKPYPQ
                     
KLTDRLIHFAQTKPEHIFAAKRNAQGEWVKLSYAEVLQRAWHIAQALHDRNLSQERPL
                     
VILSGNDLEHLTLSMGAMLAGVPFSAISPAYSLISQDFGKLKHVFEVLTPGMVYASDG
                     
QAFAKAIQACITSDIEVVTNKGIVGDQICTSFQSLLDTPVSNVQEFYQTLDENQIAKF
                     
LFTSGSTKLPKAVPTTHLMLCVNQQMLLQTFPEFEETPPVLLDWLSWHHTFGGSHNVG
                     
IALYNGGTIYIDDGKPVAGKFDETIRNLKEISPTVYLNVPKGWEELTEALEKDEELRD
                     
RFFAKVKILFFAGAALSEAGWNRLDKIAQQHCGEKIRIMSGLGMTETAPSCAFTTGPR
                     
VMAGFIGYPAPGCEIKLVPCGDKLEFCVRGKHVMKSYWRLKADQQSTIFDDEGFFHTG
                     
DAVRLVDINDPTKGLMYDGRIAEDFKLNTGTFVNVGTLRNKVLIQGNLLIQDVCITGS
                     
NLNAIGFLIFPKLEACAQYAGLKLGEHSAAEILQHPKVQQWFRQFLTTFNKDATGSSN
                     
TVSMLYLMTEPPQLDAGEVTDKGNLNQSSITKRRAALIDELYQKQTDNPLIIRVPTLK
                     Q"
     gene            complement(121777..123228)
                     /gene="vdh"
                     /locus_tag="DSM_02669"
     CDS             complement(121777..123228)
                     /gene="vdh"
                     /locus_tag="DSM_02669"
                     /EC_number="1.2.1.67"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O05619"
                     /codon_start=1
                     /transl_table=11
                     /product="Vanillin dehydrogenase"
                     
/translation="MQNVQLLIHGQSVDASNQATFERISPIDGTVATKAAAATLEDVD



                     
RAIDSAQQAFKVWSKLSPTERRLRLLKAADLMDQKTEQFIQTGMQETGSTATWYGFNV
                     
HLAANMLREAAAMTTQIDGSLIPSDVPGNLAMGVRVPCGVIVGIAPWNAPVILATRAL
                     
AMPLACGNTVVLKASEACPATHRLIGEVLHEAGLGEGVVNVITHAAEDAPQIVERLVS
                     
HPAVKRINFTGSTKVGKIIAETAAKYLKPVLLELGGKAPVVVLNEADINEAVNAVAFG
                     
AFFNQGQICMSTERVLVQDNIADQFIEKLIEKTRSIQAGNPTSKDNVLGVLESRRAAN
                     
RIQHLLEDAQNKGADLPLGIHIEDTTMQPTLVLNIKPDMLLYREESFGPVCTVQRFSS
                     
IEEGIALANDSEFGLSSAVFSQNISQALEVAKQIDSGICHINGATVHDEAQMPFGGTK
                     SSGYGRFGSKASIAEFTDLRWITIQTQSRHYPI"
     gene            complement(123266..124099)
                     /locus_tag="DSM_02670"
     CDS             complement(123266..124099)
                     /locus_tag="DSM_02670"
                     /EC_number="4.1.2.41"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O69762"
                     /codon_start=1
                     /transl_table=11
                     /product="Hydroxycinnamoyl-CoA hydratase-lyase"
                     
/translation="MSYENRWETVDVKVEDGIAWVTLNRPEKKNAMSPTLNREMIDVL
                     
ETLELDQNAKVLVLTGAGDSWTAGMDLKEYFREVDTQPEIFQERIRRDSCRWQWQLLR
                     
MYSKPTIAMVNGWCFGGGFSPLVACDLAIAADEATFGLSEINWGIPPGNLVSKAMADT
                     
VGHRASLYYIMTGKTFSGKEAETMGLVNKSVPLAQLKAEVTELANCLLEKNPVVLRTA
                     
KNGFKRCRELTWDQNEDYLYAKLDQCIHRDTENGRQEGLKQFLDEKSIKPGLQSYKRT
                     G"
     gene            124353..125585
                     /gene="mhpT"
                     /locus_tag="DSM_02671"
     CDS             124353..125585
                     /gene="mhpT"
                     /locus_tag="DSM_02671"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77589"
                     /codon_start=1
                     /transl_table=11
                     /product="3-(3-hydroxy-phenyl)propionate 
transporter"
                     
/translation="MEKISGQPSRAKITLLLCFAIAIFEGFDLQSMGVAAPRMRAEFM
                     
LDNAQMAWAFSAAILGTLPGAILGGRFADIVGRKKILIFSILLFGIMSLLTAYAANFS
                     
LLLLIRFCTGLGMGGALPMMITLASEAVPDQHKGTAVSVMYSGIPFGGLLTSVVAMSL



                     
AGDAEWRHIFYIGGIAPILLIPLIMRFLPESNDYLQRKVQAQKTTPFFEVLFAKERRM
                     
STIQLWISFFCTLVVLYFLLNWLPLLMGAQGLSKLQANYVQMGYNVGGILGSILMGVL
                     
LDKLRMSFVIKLIYLGILFSLCCLAISPTVALLALSAVGCGLFIVGGQSALYGLAAMY
                     
YPTEMRGTGVGAAVAIGRIGSFAGPLMAGFLLSLGQSSTIVIGSSIPVILIAAISALL
                     LVKKPKQPVHLVQSSGAR"
     gene            125656..126114
                     /locus_tag="DSM_02672"
     CDS             125656..126114
                     /locus_tag="DSM_02672"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WME9"
                     /codon_start=1
                     /transl_table=11
                     /product="putative HTH-type transcriptional 
regulator"
                     
/translation="MVRSNLVQKKVEDEPKLSYMIARVDRIISKHLTEHLKELEITLP
                     
QFTALSVLASKSNLSNAKLAERSFIKPQSANKILQDLLVNGWIEKKPDPTHGRRILIT
                     LTESGIEKLNKCNEVVLKVEEKMLEGIDINLAYLIRNNLDIMVNNLKNFK"
     gene            126233..126913
                     /gene="rspR_2"
                     /locus_tag="DSM_02673"
     CDS             126233..126913
                     /gene="rspR_2"
                     /locus_tag="DSM_02673"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACM2"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional repressor RspR"
                     
/translation="MSSGQQVLLKLRKMIISGELEGGARIAEIPTAELLGVSRQPVRI
                     
AFRLLEQEGLLIKNPTRGYTVREISGKLVHDALEVRGVLEGLAAKTLAEQGLSEEQKK
                     
TLQHCIQETEKLFNEKDEFGDAELERYHHFNVIFHDTIIEGAQNVALIQALAKNNQLP
                     
MASAQAITYDQNQALSEYRRLHYAHLQHCSIFDALVNRQAGRAETLMREHSSVVILGE
                     TLRNVLSA"
     gene            complement(126955..127899)
                     /gene="pobB"
                     /locus_tag="DSM_02674"
     CDS             complement(126955..127899)
                     /gene="pobB"
                     /locus_tag="DSM_02674"
                     /EC_number="1.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q52186"
                     /codon_start=1
                     /transl_table=11



                     /product="Phenoxybenzoate dioxygenase subunit beta"
                     
/translation="MDVIIQKIHQLTPTIRAFELVAANGTALPSFEAGAHIDVHLKNG
                     
LTRQYSLSNCCTEKHRYVIGVLHDANSRGGSRCIHTEYREGDHLKIGEPRNLFEIHPQ
                     
TKQAVLFAGGIGITPILSMAYRLKSANIPFELHYFVRSHEMIAFYGNLTEHFGDQVHF
                     
HIQDQPDTECNMAEVLGQASSDKHLYVCGPTGFMQFVMSSAEQAGWHNEQLHQEHFVA
                     
QKADTSNDEAFTIEVKGTGRRFEVLPEQTATEALIANGFDIPVSCEQGICGTCITRVV
                     EGIPDHRDLFMTDEEHALNDQFTPCCSRAKTKHLVIEL"
     gene            complement(127912..128988)
                     /gene="tsaM1_2"
                     /locus_tag="DSM_02675"
     CDS             complement(127912..128988)
                     /gene="tsaM1_2"
                     /locus_tag="DSM_02675"
                     /EC_number="1.14.14.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P94679"
                     /codon_start=1
                     /transl_table=11
                     /product="Toluene-4-sulfonate monooxygenase system
                     iron-sulfur subunit TsaM1"
                     
/translation="MFIKNAWYVACRPEEIQDKPLGRTICGEKIVFYRGKENQVAAVE
                     
DFCPHRGAPLSLGYVEDGNLVCGYHGLVMGCDGKTVSMPVQRVNGFPCNKAYAVVEKF
                     
GFIWVWPGEKALADEAKLPTLEWADHPEWSYGGGLFHIHCDYRLMIDNLMDLTHETYV
                     
HSSSIGQKEIDEALPVTKVDGDHIITERYMENVIAPPFWQMALRGNHLADDVPVDRWQ
                     
RCHFFAPSNVHIEVGVAHAGHGGYHAPKDKKVSSIVVDFITPETETSHWYFWGMARNF
                     
QPDNAELTDQIREGQGKIFTEDLEMLEQQQQNILNNPHRKLLMLNIDAGGVQSRKVIE
                     RLLAEENKTPPETSAQKFPNIRII"
     gene            129481..130827
                     /gene="pcaK_4"
                     /locus_tag="DSM_02676"
     CDS             129481..130827
                     /gene="pcaK_4"
                     /locus_tag="DSM_02676"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q43975"
                     /codon_start=1
                     /transl_table=11
                     /product="4-hydroxybenzoate transporter PcaK"
                     
/translation="MERDVLSEINHNNMSRYQWFIILICICLNIIDGFDVMVMAFTAP
                     
SVSAEWSLSGAQIGLLLSSGLFGMAAGSIFLAPLADKIGRRLLILVCLVIAGLSMLGC
                     
ALVQSHGMLAALRFITGIGVGGILASSNVLASEYANARWRSLAVSLMSTGYGIGATLG



                     
GVLSLALIEQLGWRSIFLAGGITTIVMLLISAWLLPESLDYLLAKRPKQALERINATV
                     
NRMGLTALKALPYYGQNNQKNTGDIGKLFSGQQGFQTLCLWFAFFLVMFGFYFVMSWT
                     
PKILISMGMSPEQGVSTGILISIGGIFGAAIIGLLASRMKIFYALSLFLGLTSVCVFL
                     
FVAVSSQVSIALIVGLLLGTLINGCVAGLYSISPTIYDAEIRSRGVGYAIGFGRIGAI
                     
LSPTVAGIFLDKGIAPATLYAYYGVVFILAIFLILSLGSAFYRSKKEQNFSLKTAP"
     gene            130859..132139
                     /gene="nicP_3"
                     /locus_tag="DSM_02677"
     CDS             130859..132139
                     /gene="nicP_3"
                     /locus_tag="DSM_02677"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q88FY7"
                     /codon_start=1
                     /transl_table=11
                     /product="Porin-like protein NicP"
                     
/translation="MKKTPLWVGVCLCPLFSQVVHAEFIADSKAELTLRNFYFDRDYK
                     
KDPYPYTAARDWAQGLIFKGQFGYTEGTVGFGVDVLAMAGFNLMGSRADDYARSGLLP
                     
VNPDNSRDDYYGKIGITGKAKFRKNELFVGDLVPQLPTIFSSPARLFPQTYRGIRFVS
                     
NEIPNLQLEGFYVDEVRQRDSIRYTDVGTDNINHRFNKAATTDSFYTLGGSYQLKDYR
                     
LRAYHAELKDIYQQQFLGFNGKQSLNDRLNFLSDVRFFNSEETGSKKIGEVDNRHISG
                     
LFGLNYQNHTVSLGYMQSFGSTGLPFLSGTESPVVLDFMSSDYSNKDEKVYSIRYEYE
                     
FKNARIGDVSLNGLRFMTRYAKGENIDLLQYGDQRFKEDSLEFDLGYKIPEGKLKGLG
                     MRARFSHYRNDMPTNMTFHSANETRLNVDYTFKF"
     gene            complement(132199..133869)
                     /gene="choD"
                     /locus_tag="DSM_02678"
     CDS             complement(132199..133869)
                     /gene="choD"
                     /locus_tag="DSM_02678"
                     /EC_number="1.1.3.6"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WMV9"
                     /codon_start=1
                     /transl_table=11
                     /product="Cholesterol oxidase"
                     
/translation="MTINNYDYDYLIIGSGFGGSVSACRLTEKGYSVAVMEMGRRWKA
                     
EDFAKNNWNTRRWIWRPGMKLFGYFNMRFFRHVTIICGNAVGGGSITYANTLLVPPEH
                     
IWDEGTWADAADWKNEMPQHYAEAERMLGVTDNKIFGPADHMLKKMGEAVGVGHTFKP



                     
TRVATFFPPEGEEGGKTYPDPYFNGEGPDRGTCTACGGCMTGCKHNAKNTLDKNYLYF
                     
AEKNGAKVYEETKVVDVKPLNGKADGSDGYEVTTECSSSWFNKQRRTWRVRNVIFSAS
                     
SLGTQEMLFRLKQSGSLPNISDDLGNRVRTNAESILGVRFFGKDVDMSKGVAIGSSIY
                     
IDHDTHIEATRYQSGSDAMGLMCTYMAKGKPGWTRIFFWLWALICHPFIFLRMSNPVS
                     
FARQTLIFLVMQTADASINMRLKRNWFWPFGKVLSSEGKKLPVYIPQANAFTEKVAKM
                     
FNGHPMTTITEILFNVPFTAHCMGGCAIASSPERGVVDGQNRVFNYKNLYVVDGSMLG
                     ANLGVNPSLTITALAERAMSYIPAKHTLEEQAYTQTHDEVLEAAKVSA"
     gene            complement(133898..134791)
                     /gene="lipR_1"
                     /locus_tag="DSM_02679"
     CDS             complement(133898..134791)
                     /gene="lipR_1"
                     /locus_tag="DSM_02679"
                     /EC_number="3.1.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WK85"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative acetyl-hydrolase LipR"
                     
/translation="MKQLLAWTIRTTLRPALSPKTPLKLQRFCSDAASAIVLGPRGYQ
                     
TKKQIIAQVPTLHIRPKTIKSGLGILYLHGGGYVVGSSKSHAKLAAQIGHVAQAQVWL
                     
PEYRLAPEHPSPAAIEDSIAVYKALLAYGQDPKKLVIAGDSAGGGLSLSTVIALRDAG
                     
LPLPAALVLLSPWVDLSLSGNTIKTHAAQDAMLSEGWLTWCAKNYCGQKSATEPTCSP
                     
LYADLTGLPPVLIHVGTEEILLDDAKRLAEQTEKYGIPTNLRVYDQVGHVFQFHAGIL
                     KESNDSFERIRQFIDKHTESI"
     gene            complement(134864..135718)
                     /gene="sadH_1"
                     /locus_tag="DSM_02680"
     CDS             complement(134864..135718)
                     /gene="sadH_1"
                     /locus_tag="DSM_02680"
                     /EC_number="1.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WGP9"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative oxidoreductase SadH"
                     
/translation="MKSFKNKVAAVTGAGSGIGQAIAIALAKQGCHLALSDISEAGLA
                     
KTVELLAPYSVKVTTQKVDVAKREEVATWAKAVVDEHGQVNLIFNNAGVAIGSTAEGV
                     
SYEDLEWLIGINFWGVVYGTKEFLPYLKQSGDGHIINISSMFGLTAQPTQSAYNASKF



                     
AVRGFTESLRQELDMQNAGVSATCVHPGGIRTNIAKAARMNNSVQSLGMDPLKSQDAF
                     
DKLLRTPADDAAQQILEAVRKDRRRLLIGADAKAVDVIQRILPQGYQKIFAAATAWQT
                     RLLNKSAK"
     gene            complement(135763..137250)
                     /locus_tag="DSM_02681"
     CDS             complement(135763..137250)
                     /locus_tag="DSM_02681"
                     /EC_number="1.14.13.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9I3H5"
                     /codon_start=1
                     /transl_table=11
                     /product="Baeyer-Villiger monooxygenase"
                     
/translation="MFNSSSNSNKNVRIAIIGTGFGGLGLAIRLKQAGFEQFTLFEKA
                     
ADVGGVWRDNTYPGAACDVPSHLYSFSFEQELGWKNRYGTSQEIYQYLRHCADKYDLR
                     
PHTKFNTEIASAEFDALQGVWHIQSTTGEQFEAEFLVGAVGQLNRPAYPKLKGIENFK
                     
GKAFHSARWDHDYDLTGKRVAVIGTGASAIQFVPEIAKQVAHLDVYQRSAPYVIPKPD
                     
RVYQPLEKKAFRKLPILQSLDRALQYGHHEIRLLAFTTSLNEMPLVEYIFQRHIRKVV
                     
KDGKLRHRLMPDYPIGCKRILISNHWYETLTQPHVDVIDTGIQEITEHGILDTEGKLR
                     
EVDAIIYGTGFTATEFMAPMQITGLDGRTLKDTWKDGAEAYLGLTVNGFPNFFMLYGP
                     
NTNLGHNSIVYMIESQVNYILDALRTTLKNNLLFTNIRAEIQHEFNQNIQEKMKKTVW
                     AQGCTSWYQTADGKNTNNWPGFTLEYRQRTRRFDIENYTQVSAIS"
     gene            137387..138400
                     /locus_tag="DSM_02682"
     CDS             137387..138400
                     /locus_tag="DSM_02682"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WMJ1"
                     /codon_start=1
                     /transl_table=11
                     /product="putative HTH-type transcriptional 
regulator"
                     
/translation="MKYAWAFERSVHSVRLMADFALESGISYQTILQGTGLSQQQLLD
                     
PNMVVTGHQELQLIHNLVEQLGDRPTLGLEVGTRYHFTTFGPLGMALMSSASIREALD
                     
LALTYFTLTFAFTRFDVSDTPQGIRIEIDEQDIPSSVRQFIIERDAAALITVQRDLVQ
                     
DNFCQYLAFSFQPKGDAEPYRNLFGVMPEFGAAKSFVILDPQKVDQKLLMANELVLHT
                     
AEEQCRQILEKRQSQNKFTTLVQQQLMSMRGEMPSMDIVADRLHLNIRTLRRHLASEG
                     
MTFIQIREEVRQVLAEQYLALPKASVEQIAEWLGYAEPASFIHAYKRWHGKTPHAMRL
                     NSQ"



     gene            complement(138412..139287)
                     /locus_tag="DSM_02683"
     CDS             complement(138412..139287)
                     /locus_tag="DSM_02683"
                     /EC_number="2.1.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WFH9"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative S-adenosyl-L-methionine-dependent
                     methyltransferase"
                     
/translation="MKEGQSSRTAEAAAALRANHFKNTTNPVFSDPYAFEMTSKGWKK
                     
LLSTPLIVKLMNSPILNRTLGLLSGQVVGRSRYAEDLLNQAVQHNIEQYVLVGAGLDS
                     
FVLRKSQHYPTLKIFEVDHPDTQTAKQSKLKKLGELPSTVEFVSINFEKESISEALAR
                     
SRYIRKAPAFFSWLGTTHYLKPETTLQTLKSIAEFAANGSEVVLDYSTDFQELKGIER
                     
LGSMGVAQFTHLLKEPLLGQFKPSDLHQAVEKMGFEVVEDLSGEAITERYFYNRADNI
                     RHTSATRLLHLRLKK"
     gene            complement(139399..140937)
                     /locus_tag="DSM_02684"
     CDS             complement(139399..140937)
                     /locus_tag="DSM_02684"
                     /EC_number="1.14.13.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9I3H5"
                     /codon_start=1
                     /transl_table=11
                     /product="Baeyer-Villiger monooxygenase"
                     
/translation="MGSTHMTAQMKTNASAKKAVNSPSHIYDTFIVGAGISGIAAAIR
                     
LDQVGYTNYKIIEKAGRVGGTWRENTYPGCGCDVPSALYSYSFAPSAKWSHLFARQPE
                     
ILSYLEDVSNEFNITSKIEFNNELLNAAWDESRHLWVLDTTTGQYLSRTVIFATGPIT
                     
EAQIPRLEGLDTFTGEMFHSAKWNHDYDLTGKRIAVIGTGASAIQFVPQIQPKAKELF
                     
VFQRTAPWVLPKPDTDLGEFSKSIIAKYPAIQASWRKSVALTLNAINFGLRNPLALKP
                     
VNVLGKQLLKLQIADPELRKNVTPNFDIGCKRILFANNYYPALQAPNTTLIPHGLVKV
                     
EGNTVIAANGERHEVDVIIWGTGFEVSHPPIGKRVFNEKGQRLNDLWKNSSPEAYLGT
                     
NIENVPNAFLVLGPNVLVYDSFIGLAEAQLDYIVDGLLKIKNKGISKLNVKADVIKKH
                     
NDLVQKHLQTTVFNSGGCKSYYLDANGRNFAAWPWSLKKLKQRLKKLDLKDYEVTYQM
                     SKTH"
     gene            complement(140946..141779)
                     /gene="budC_2"
                     /locus_tag="DSM_02685"
     CDS             complement(140946..141779)



                     /gene="budC_2"
                     /locus_tag="DSM_02685"
                     /EC_number="1.1.1.304"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q48436"
                     /codon_start=1
                     /transl_table=11
                     /product="Diacetyl reductase [(S)-acetoin forming]"
                     
/translation="MILFGKKKVKPSQKAYAVVTGAGSGIGRSFAIELAKRGGSVVCA
                     
DINLEAAEETVTLLEQQGAKAFAMHCDVGNPEHVTHLAETAEILLSHPVTLVINNAGV
                     
GLGGKFDELSLEDWNWVMNINLWGVIHGCHAFVPKFKKLGYGAIINVASAASYTAAPE
                     
MTAYNVTKAGVRALSETLSAELRKFNIKVNVLCPTLVPTNIIKNGRIPGRYSKLADHA
                     
LMNYALTTSDDVAKLTLNRLDQDELYTIPQIDAKLFWLMKRASPSLYTKFLGTSYKLF
                     K"
     gene            complement(141842..142801)
                     /locus_tag="DSM_02686"
     CDS             complement(141842..142801)
                     /locus_tag="DSM_02686"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MISTTVKKSLNKIKFYREIELPDFASKKSIPIRHLNIGFEGKEI
                     
DVEFYMNNQFATMFFATLSVFLTYGEDLVIETARHHREFIQDPVLKQRVTSLIGQEAI
                     
HSKLHNEYNDALKDVEYPVDLYRFLGENFFKYVFLKFPQPLKLSMMAGIEHFTAVLAE
                     
YMMKHEKNFYYSDDAKSRALWMWHMLEESEHKDIAYDVYQLLNGSYPLRASGFFLAFF
                     
TILGLIPATTLFIPVLRKPQEMLTRKFWKDARRGVGLIFGPKDGVFGSTIGQIFDYLR
                     PDFHPNDHDTTEYLEYYKDKLLKEGGAIAPYFVKEFTPPVRLS"
     gene            143329..143952
                     /gene="bm3R1_3"
                     /locus_tag="DSM_02687"
     CDS             143329..143952
                     /gene="bm3R1_3"
                     /locus_tag="DSM_02687"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P43506"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional repressor Bm3R1"
                     
/translation="MSTRKPRQARAKVTVDTIIEAGFIAVALHGPSGTTTRHIAEIAG
                     
VSVGSLYEYFKNKEEIYDAMNHYFVSEILDMIKELTPTILELELEPVIEMIFYTFSDL
                     
LKKNNDRYLTVLRYAGELQYDKYIPKIEQALMEVIMKYMMHNPKYLKINNLPVITYIC



                     INSGIFNVARHLILPNPFISFDEMVQGLTTMIMSYINTEMARSEDQS"
     gene            complement(144017..144739)
                     /gene="yhhW_3"
                     /locus_tag="DSM_02688"
     CDS             complement(144017..144739)
                     /gene="yhhW_3"
                     /locus_tag="DSM_02688"
                     /EC_number="1.13.11.24"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P46852"
                     /codon_start=1
                     /transl_table=11
                     /product="Quercetin 2,3-dioxygenase"
                     
/translation="MFDMRLSHERGAAHHGWLQSKHTFSFANYWDPKQVGFSDLLVIN
                     
DDTVAPSKGFGTHPHRNMEIISYVLEGALEHKDSMGTGSVIVPGDIQLMSAGRGVAHS
                     
EFNHSAQENVHFLQIWVVPNEVNTTPGYQQLHISEEDKRGKLHLMISPKGGEKTLSIK
                     
QDINIYSGLFDGEETAEFAIPEGRYVYLHVAKGRIDVNGKTFNTGDAARIRDGGKLSF
                     TNGDNAEILIFDMRPEEIPTMP"
     gene            145251..146213
                     /locus_tag="DSM_02689"
     CDS             145251..146213
                     /locus_tag="DSM_02689"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVAQAIRNIISPKSVIAQYQKIDFSNKGTIPIRHLNIGFDGKEI
                     
DIEFYVNNQFATLFFATLSVFLTYGEDLVIETARHHREFIQDPILKQRVTSLIGQEAI
                     
HSKLHNEFNDAIKELEYPVDFYRFLGENFFKYVFLKFPQPLKLSLMAGIEHFTAVLAE
                     
YMMKHEKNFYYTDDAKSRALWMWHMLEESEHKDIAYDVYQVLNGNYPLRATGFLMAFI
                     
TILGLIPTATLFVPLLRKPKELLTRKFWKDARRGVNLIFSPKDGVFGSTIGQIFDYLR
                     PDFHPNDHDTSEYLEYYKDKLLKEGGAIAPYFVKEFTPPVRAVS"
     gene            146279..147109
                     /gene="ephD_2"
                     /locus_tag="DSM_02690"
     CDS             146279..147109
                     /gene="ephD_2"
                     /locus_tag="DSM_02690"
                     /EC_number="1.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WGS3"
                     /codon_start=1
                     /transl_table=11
                     /product="putative oxidoreductase EphD"
                     
/translation="MILFGKKDQPSRNAYAVVTGAGSGIGRSFAVELAKRGGSVVCAD



                     
INLEAAEETVKLIEQLGQKAFAVQCDVGQAEQVQTLADQAEQLLDHPVTLIINNAGVG
                     
LGGKFDEMSLEDWKWCMHVNLWGVIHGCHAFVPKFKKLGYGAIINVASAASYTAAPEM
                     
SVYNVTKAGVLALSETLSAELRKFNIKVNVLCPTLVPTNIIKNGRIPGRYSKLADHAL
                     
MNYAMTTSDAVATLTLNRLDRGQLYTTPQIDAKLFWLMKRTSPTLYAKFLGLSYQLFK
                     "
     gene            147133..148683
                     /locus_tag="DSM_02691"
     CDS             147133..148683
                     /locus_tag="DSM_02691"
                     /EC_number="1.14.13.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9RKB5"
                     /codon_start=1
                     /transl_table=11
                     /product="Baeyer-Villiger monooxygenase"
                     
/translation="MVTKPRTNTRTRKTQEVAHIYDTFIVGAGISGLAAAIKLNEAGL
                     
TNFKIIEKASRVGGTWRENTYPGCGCDVPSALYSYSFAPSAKWSHLFARQPEILSYLE
                     
DVSREFDIESLIEFNTELLKAEWDNVKNVWKLETSSGLYIAKTVLFATGPITEAQIPR
                     
LKGLDTFTGEMFHSAKWNHDYDLTGKRIAVIGTGASAIQFVPQIQPKAKELFVFQRTA
                     
PWVLPKPDTDLGELSKSIIAKYPKIQATWRQTVASTLNVINFGLRNPKALKPVNFAAK
                     
QLLKLQIKDPVLRKNVTPNFDIGCKRILFANNYYPALQAPNTTLIPHGLVKVEGNTVV
                     
AANGERHEVDVIIWGTGFEVSHPPIGKRVHNEKGECLAELWKDSSPEAYLGTNIENVP
                     
NAFLMLGPNVLVYDSFIGLAEAQLQYIVVGLLQMKAKGIAKLSVKSEIIKKHNELVQK
                     
HLQTTVFNSGGCKSYYLDANGRNFAAWPWSLKKLKQRLHHLNLEEYEVIYEADLVKVK
                     PKVEEVAG"
     gene            149052..149279
                     /locus_tag="DSM_02692"
     CDS             149052..149279
                     /locus_tag="DSM_02692"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MINKVLIVLCVSIVFVLGYWAYLDTQNKRHQELMRIIQEAEKNL
                     QTIERNPNRVSHSNLASYNLQKYISDKKVFF"
     gene            149602..150921
                     /gene="adeP"
                     /locus_tag="DSM_02693"
     CDS             149602..150921
                     /gene="adeP"
                     /locus_tag="DSM_02693"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P31466"
                     /codon_start=1
                     /transl_table=11
                     /product="Adenine permease AdeP"
                     
/translation="MAAPNSSAGWLERLFKLSDNKTTFRTEVLAGVTTFLTMCYIIIV
                     
NPLILSETGMDHGAVFVATCLAAAIGCLVMGIIANYPIALAPGMGLNAYFTYSVCMGM
                     
GVPWQTALAAVFVSGVVFLAISFFKIREAIVNAIPMSLKFAIGGGIGLFLALIALKNA
                     
GIIVANQATLVGLGDIKQPTVLLALFGFLLIVILHQLKVRGAIIISILVVTAIATALG
                     
LNEFKGVVGEIPSIAPTFMQMDFEGLFTASMVGVIFVFFIVDLFDSTGTLVGVSHRAG
                     
LLQDGKLPRLKKALFADSTAIVAGAALGTSSTTPYIESASGVAAGGRTGLTAVVVAFL
                     
FICCLFLAPLAQSVPGFATAPALLFIGVLMIQGITHIDWDDITEAVPAFLTIVFMPFA
                     YSIADGIAMGFISYALVKLFTGKAKTVPYMVWIIAALWVFKFIAFGG"
     gene            151033..152031
                     /locus_tag="DSM_02694"
     CDS             151033..152031
                     /locus_tag="DSM_02694"
                     /EC_number="3.5.4.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9I6Y4"
                     /codon_start=1
                     /transl_table=11
                     /product="Adenine deaminase"
                     
/translation="MNQVELIQALPKAELHVHIEGTFEPELMFAIAQRNQIQIPYKSV
                     
EEVKQAYNFHNLQSFLDIYYAGANVLVHEQDFYDLAWAYFEKCAEDRVVHTEMFFDPQ
                     
THTDRGIAFATVINGLKRACADAKAKFGISSQLIMCFLRHLSEEAAFETLEQALPFKQ
                     
DIIAVGLDSSEVGHPPAKFERVFAKAREEGFLIVAHAGEEGPPEYVWEALDLLKVNRI
                     
DHGVRSEEDEQLMARLINEKMPLTVCPLSNLKLCVVKDMKDHNIRRLLQKGVHVTVNS
                     
DDPSYFGGYMNDNFFAIQQALDLTNDELKQLAINSFEASFISDEEKQKWISEIQKI"
     gene            complement(152074..152631)
                     /gene="yceJ_2"
                     /locus_tag="DSM_02695"
     CDS             complement(152074..152631)
                     /gene="yceJ_2"
                     /locus_tag="DSM_02695"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75925"
                     /codon_start=1
                     /transl_table=11
                     /product="Cytochrome b561"
                     
/translation="MPASTSQYYTRTAQILHWVMAIIFITAWVIGFYSGNFLSYDVDG



                     
SFKGDVITLHKNIATTIIFLVVIRLFWRYTHPAPQLPDTMSPTMKTLAHIGHLLLYVI
                     
LVALPVTGCLFSWSAGHPAPVLYLFEIPRLVQDNPELLAIVKPLHIYISWFAGLLIAG
                     HVLAALKHHFVDKDNVLNSMTKQPK"
     gene            152870..153259
                     /locus_tag="DSM_02696"
     CDS             152870..153259
                     /locus_tag="DSM_02696"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKLMLAVAPVVLALTACATTTGTGTGGASAQTTTQQLGVAALK
                     
VAVNAKCITEINNVAAWKTATKYMTADQRDSIQTNVCGCVSEKAPNSVTAVELAAAAL
                     DVNARATIVNQVVSKTVNACVAEALQK"
     gene            153325..153891
                     /gene="rnhB"
                     /locus_tag="DSM_02697"
     CDS             153325..153891
                     /gene="rnhB"
                     /locus_tag="DSM_02697"
                     /EC_number="3.1.26.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P10442"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribonuclease HII"
                     
/translation="MFVAGVDEAGRGPLVGSVVAAAVILDPNNPILGLNDSKKLTEKK
                     
REKLFIEIQEKALAWSIAEATHAEIDELNILQATFLAMQRAVEGLKTQPQKVIVDGNQ
                     
IPKGIIIPCEAIIGGDASHAEISAASILAKVTRDRQMAELDQQYPLFGFAKHKGYPTK
                     AHFEAIAAHGVIDQHRRSYAPVKRALGL"
     gene            complement(153961..154215)
                     /gene="csrA"
                     /locus_tag="DSM_02698"
     CDS             complement(153961..154215)
                     /gene="csrA"
                     /locus_tag="DSM_02698"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O85735"
                     /codon_start=1
                     /transl_table=11
                     /product="Translational regulator CsrA"
                     
/translation="MLILTRRVGETLMIGDQVSVTVLGVKGNQVRIGVNAPKEVSVHR
                     EEIYQRIQHERAMHEHLQHLDQDYQVSYEDDNYAQKNFNR"
     gene            complement(154462..155742)
                     /locus_tag="DSM_02699"
     CDS             complement(154462..155742)
                     /locus_tag="DSM_02699"



                     /EC_number="2.7.2.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:C3JXY0"
                     /codon_start=1
                     /transl_table=11
                     /product="Aspartate kinase"
                     
/translation="MALIVQKYGGTSMGTPERILNVARRVKRWHDQGHKVVVVVSAMS
                     
GETNRLLALAKAITETPDPRELDQMVSTGEQVTISMLAMALNSIGVEAKSYTGRQVGI
                     
KTDSAFTKARIESIDTDVMTNDLDAGRVIVVAGFQGFDANGNTTTLGRGGSDTSGVAI
                     
AAALKADECQIYTDVDGVYTTDPRVAPKAKKIDRISFEEMLEMASLGSKVLQIRSVEF
                     
AGKYQVPLRVLSSFDNDDDGAFDDEFKENVGTLITTEAEDTMEQPIIAGIAFNRDEAK
                     
LTILGVPDEPGIASKILSPVSDANIEVDMIVQNVEEDGTTDFTFTVNRVDLAKAEKIL
                     
NETAKNIGAREVSTRDDIVKVSIVGVGMRSHAGVASKMFTALADEGINILMISTSEIK
                     VSVIIDEKYLELAVRCLHTAFGLDREHGESSARA"
     gene            complement(155808..158444)
                     /gene="alaS"
                     /locus_tag="DSM_02700"
     CDS             complement(155808..158444)
                     /gene="alaS"
                     /locus_tag="DSM_02700"
                     /EC_number="6.1.1.7"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P00957"
                     /codon_start=1
                     /transl_table=11
                     /product="Alanine--tRNA ligase"
                     
/translation="MTSAEIREAFLRYFETQGHTRVASSSLVPANDPTLLFTNAGMNQ
                     
FKDCFLGLEKRDYVRATTSQKCVRAGGKHNDLDNVGYTARHHTFFEMLGNFSFGDYFK
                     
RDALKFAWEFLTSEQWLALPKDKLYVTVYHTDDEAYDIWNKEIGLAPERIIRIGDNKG
                     
EKYASDNFWAMGDTGPCGPCSEIFFDHGEHIWGGLPGSPEEDGDRFIEIWNNVFMQFN
                     
RTADGVLHPLPAPSVDTGMGLERISAVLQHVNSNYDIDLFQHLLKAAANIIGIEDEGQ
                     
PSLRVVADHARSCCFLIADGVNPSNEGRGYVLRRIIRRAVRHGNKLGATGTFFYKMLQ
                     
PLIEVMGQAYPELEARREVIEATLIREEEQFAKTLEQGLKLLEGELAQLKDKTIPGAT
                     
VFKLYDTYGFPTDLTADIARERGFIIDEAGFEVEMAAQRQRARDAGKFAVDYNNIVKV
                     
EGETQFDGYTNTTGQGQIVAIYKDGVQVDEVSEGDEALIVLNQTPFYAESGGQIGDTG
                     
IFKNETGIFEVQDTKKSGGAFVHQGIVTVGNLKTSQNVEAIVKADIREATARNHSATH
                     
LLHAALRQILGSHVQQKGSLVASDILRFDFANDQPVSFEQLQQVERLVNAEIIANTAV



                     
TTELLDIETAKAKGAMMLFGEKYGDEVRVLSMGSVIDEKNFSIELCGGIHVKRTGDIG
                     
LFKITSEGGVAAGVRRIEAVTGTKALEVVQKADHDIQHINSLLKAQKDQTVERVQANV
                     
ELVSALQKQIEQLNQKLANFQAADLIDQVQTIAGRQTLITTVQGVDAKALRNLHDSVK
                     
SKLENAVIVLAGVEGDKVSLIASVASQYTANLKAGDIIKHLATELGGKGGGKPDLAQG
                     GAPLNEKFGQVMAALPAWLEQK"
     gene            158714..159739
                     /gene="epd"
                     /locus_tag="DSM_02701"
     CDS             158714..159739
                     /gene="epd"
                     /locus_tag="DSM_02701"
                     /EC_number="1.2.1.72"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A5F9G1"
                     /codon_start=1
                     /transl_table=11
                     /product="D-erythrose-4-phosphate dehydrogenase"
                     
/translation="MQRIAINGFGRIGRNVLRAWFESPKQFHFEIVAINDIADVHTLV
                     
HLFKYDSTHGRFNGKVDITIENEKIYLNIQSNQRLLKVEVLQQKQPELLPWASLKIDV
                     
VLECTGLFRSHADATRHLEAGAKRVIIGAAPFDHVDAAIVYGVNHADVKATDQIISSV
                     
SCTTQALVPLVKIIDDAFGIETALMTEIHAVTADQSVLDHAHRDLRRARASGQNIIPT
                     
TSSALGALKRVMPKMENRIDGYSIRVPTINVAAIDLTFIAQSPITVHHINELLIKASQ
                     
TDYAEIMAVTDEPLVSSDFNHSPYSLIVDLTQTMVVGHQAKVFAWYDNEWGYANRLLD
                     LCDSFKS"
     gene            160015..161181
                     /gene="hisZ"
                     /locus_tag="DSM_02702"
     CDS             160015..161181
                     /gene="hisZ"
                     /locus_tag="DSM_02702"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q4FTX3"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP phosphoribosyltransferase regulatory
                     subunit"
                     
/translation="MTISETWLLPDGVADVLPEQAQVIEKLRREAIDFLAVRGYQLVY
                     
TPFIEYIESLSSLSESNQDLDLVTFKVIDQLSGRLLGIRADMTPQVARIDAHVRPVEG
                     
VARYCYAGTVLHTKPQNFNATRAPLQLGAELYGHDSIEADVEMVDVMLGLIENAYTLQ
                     
GAHLDLGHVGLFRSLVKYAGLSKNEEHELSDLYQRKALPELAEFTQNLNMGSDFYALG



                     
RYASDLDALQAHLSADILKDAEFDAALNALKTTLEQIKNRWPALNVGIDVVELRSYHY
                     
HTGLMYAVYAPNRAAPLAQGGRYDGIGEHFGRARPATGFSCDLYALGANQFAEIETVV
                     
APKGTEADLLKAIANARSEGLRVVQLLGNDDLSSIPYATHQLVLQNGQWNIEKI"
     gene            161246..162565
                     /gene="purA"
                     /locus_tag="DSM_02703"
     CDS             161246..162565
                     /gene="purA"
                     /locus_tag="DSM_02703"
                     /EC_number="6.3.4.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8ZIV7"
                     /codon_start=1
                     /transl_table=11
                     /product="Adenylosuccinate synthetase"
                     
/translation="MGKNVVVLGTQWGDEGKGKIVDLLTDQAAAVVRYQGGHNAGHTL
                     
VVGGKKTVLHLIPSGILRENVLCLIGNGVVLSPAALIEEMGILEAEGVPVKERLRISP
                     
NCPLILPNHIALDQAREKKRGNAKIGTTGRGIGPAYEDKVARRAVRVADLVRGGAALE
                     
EKLAEMLELHNFQLTQFYGVEAVKFEDVLALCNQWREVLAPLVIDVTKVLHDYRKESK
                     
AVMFEGAQGSLLDIDHGTYPYVTSSNTTAGGVSSGSGMGPLHLDYVLGITKAYTTRVG
                     
AGPFPTELVYDAASDSGDPIGKHLGTVGHEFGASTGRQRRCGWFDAEILRRSVDVNSL
                     
SGICLTKLDVLDGLEEVKICVGYENTDSGCVGSSDAVSFECLKPIYETMPGWSESTVG
                     LTSIDQLPANALAYVKRIEQLIECPIDIVSTGPDRAETIILRHPFSA"
     gene            162687..163004
                     /locus_tag="DSM_02704"
     CDS             162687..163004
                     /locus_tag="DSM_02704"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKLQPTISKTIFYSFLFAIGGSPTLAMLIIYGQNYNPDFFMTAF
                     
MSLSVLIACVLIPVVLIQNSYLLWKRKNPNLEEKVKTLSHVYLGLNIICLIFWIYLMT
                     LSN"
     gene            163115..163900
                     /gene="loiP"
                     /locus_tag="DSM_02705"
     CDS             163115..163900
                     /gene="loiP"
                     /locus_tag="DSM_02705"
                     /EC_number="3.4.24.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P25894"



                     /codon_start=1
                     /transl_table=11
                     /product="Metalloprotease LoiP"
                     
/translation="MLMNKKFVLSLCAAGAVTISGCATMADMAGADTATLNAQSAQSF
                     
NKMVQEARGKGALDTSSSTYNRINAVFNRLKPYANQMNQTGQPFSWQLAVLKSDTINA
                     
YVAPGGKVVFYTGIVNKLNLTDAEIAAVMGHEMTHALEEHAKSKIGAQALTDLALNIG
                     
LSQINGGNVSQLGAAAAQLGTQVGVGLPYSRSLESRADQGGLMLMARAGYNPNAAITL
                     WEKMNKLEGSGSSFLSTHPSNAQRINDMRKNLPAALAIYNGRK"
     gene            complement(163959..165008)
                     /gene="tas"
                     /locus_tag="DSM_02706"
     CDS             complement(163959..165008)
                     /gene="tas"
                     /locus_tag="DSM_02706"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A9T4"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein tas"
                     
/translation="MQFKPLGHTGINLPEICLGTMTFGEQNTQQEAFEQLNYALEHGL
                     
YFWDTAEMYSVPPKPETYGATETILGNWFAQHGQRDKVFLASKIAGPGFGGTHIREGH
                     
TKFNSEHITQAIDGSLKRLQTDYIDLYQLHWPERHTNFFGTLAYGNQQAQNDYDTTPL
                     
EETLLALQKEINRGRIRYIGLSNETPWGTMKFLQLAENLGVSKFVSVQNPYSLLNRTY
                     
EIGMSEIAKYEGVGLLAYSPLAFGYLTGKFRNGARPANARVTLFPRFSRYSNPQSEWA
                     
TEQYAQLAEKHGLSLTQLALAFIKQQFFVTSTIIGATNLDQLKENIQAFEIELSPEIL
                     QGIEAIHIQQPNPAP"
     gene            complement(165169..165876)
                     /gene="vfr"
                     /locus_tag="DSM_02707"
     CDS             complement(165169..165876)
                     /gene="vfr"
                     /locus_tag="DSM_02707"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P55222"
                     /codon_start=1
                     /transl_table=11
                     /product="Cyclic AMP receptor-like protein"
                     
/translation="MTSNFSQLSTDALSPGQLPESVKALLKRAHINRYPKRTTIVDAG
                     
TESKSLYLILKGSVSIILREDDEREIVVAYLNPGDFFGEMGLFEPNPQRTAEVRTRDV
                     
CEIAEISYDNFHELSKQYPDLSYAVFAQLVRRLKNTTRKMTDLAFIDVSGRIARCLID
                     
LSSQPEAMILPNGRQIRITRQEIGRIVGCSREMVGRVLKTLEDQGMIQTDGKAILIFD



                     TSLEETPVTDEDYDDEE"
     gene            166316..166738
                     /gene="yhfA"
                     /locus_tag="DSM_02708"
     CDS             166316..166738
                     /gene="yhfA"
                     /locus_tag="DSM_02708"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ADX1"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein YhfA"
                     
/translation="MQTSVHWLENVAFEAKSESGHSVVMDGSPEYGGENRGPRPMELI
                     
LMGLGGCASFDIVTILKKSRQDVTNVVCQLKAERADAIPAVFTKIHLHFVVTGKAVKE
                     KQVAKAVELSAEKYCSASKMLSDGGVEITHDFEIIEAA"
     gene            166833..167258
                     /gene="phnO"
                     /locus_tag="DSM_02709"
     CDS             166833..167258
                     /gene="phnO"
                     /locus_tag="DSM_02709"
                     /EC_number="2.3.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8ZKE6"
                     /codon_start=1
                     /transl_table=11
                     /product="Aminoalkylphosphonate N-acetyltransferase"
                     
/translation="MNIRLAQWDDTETICYLLKQMGYSQPLKVVQEQFQILSKDPNAI
                     
TLVAADDLKVYGVLSLYFIPQIALQGDFAKICYLCVDEKMRSKGVGHLLVQEAERLAK
                     QRGCDRMELHSGIQRPLAHQFYLREGYVEAPKYFRKVLN"
     gene            complement(167255..168007)
                     /gene="mepM_1"
                     /locus_tag="DSM_02710"
     CDS             complement(167255..168007)
                     /gene="mepM_1"
                     /locus_tag="DSM_02710"
                     /EC_number="3.4.24.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFS9"
                     /codon_start=1
                     /transl_table=11
                     /product="Murein DD-endopeptidase MepM"
                     
/translation="MAELPQDSRRPGGIAVIPLTSDITQVTFQHKPVLISQEGQQRYA
                     
VFGIPLSTPLGSVQLDTNKAPIQIEVKSYPYAEQRLKVTNQDYVNPNQSQLDRYAQEA
                     
KEQNDVYSSFTQSSWQALPKFIRPTSGKFTNSFGKKRFFNGEERAPHSGLDIPAPIGQ
                     
KVVAPADGVVVQTGHYFFNGQTVLIDHGQGLISMFCHLSEIKVEKGQHIRQGETLGLV
                     GKTGRVTGPHLHWGMSLNNARVDPQLFLNTTH"



     gene            168362..170941
                     /gene="clpB"
                     /locus_tag="DSM_02711"
     CDS             168362..170941
                     /gene="clpB"
                     /locus_tag="DSM_02711"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P63284"
                     /codon_start=1
                     /transl_table=11
                     /product="Chaperone protein ClpB"
                     
/translation="MRFEKFTNRLQQALSDAQSLAMGKDHTAIAGIHILSTLLEEPSN
                     
ISLLQQAGARLPELKQKLEQALKDAPTIANPTGDVNLNPEAVKALNLADRYAQKAGDE
                     
FLSTDWVLLGLAETGETKNILSAVGVTPDSLRKVIENIRGSDKVMSNNHEDQRDSLNK
                     
YTIDLTERALSGKLDPVIGRDDEIRRTIQVLSRRTKNNPVLIGEPGVGKTAIVEGLAQ
                     
RIVNGEVPEGLKNKRVLSLDLGSLLAGAKYRGEFEERLKAVLKDLAKHEGEIILFIDE
                     
LHTLVGAGKGDGAMDAGNMLKPALARGELRCVGATTLDEYRQYIEKDAALERRFQKVL
                     
VDEPSVEDTIAILRGLKEKYATHHGVQILDSAIIAAAKMSHRYITDRQLPDKAIDLID
                     
EAASRIKMEIDSKPEALDKLDRRLIQLKMQLEAVKKDEDAGSKAEVTHLEKQIAEVEK
                     
EYNDLEEVWKAEKTLVEGTKQAQVELDKARIAFEKAQREGDLAEAARLQYGVIPELQK
                     
QLEQDEVAEENEEPKLIRTKVTENEIAEVVSAATGIPVAKMMQGEREKLLHMEEFLHD
                     
RVVGQDEAVVAVSNAVRRSRAGLSDPNRPSGSFLFLGPTGVGKTELTKALANFLFDSD
                     
DAMIRIDMSEFMEKHSVSRLVGAPPGYVGYEEGGVLTEAVRRKPYSVVLFDEVEKAHP
                     
DVFNILLQVLDDGRLTDSQGRVVDFKNTVIVMTSNLGSQDVRELGEGATDDEVRTIVM
                     
NAVSQHFRPEFINRIDELVIFHSLKKAQIRGIADIQLDRLRSRLVDRDMSLTVDDSAF
                     
DLLIDAGFDPVYGARPLKRAIQQQVENTLAQKILSGDFVAGDTILVKGENGHLVFDKL
                     KLS"
     gene            complement(170999..171487)
                     /gene="pncC"
                     /locus_tag="DSM_02712"
     CDS             complement(170999..171487)
                     /gene="pncC"
                     /locus_tag="DSM_02712"
                     /EC_number="3.5.1.42"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8EK32"
                     /codon_start=1
                     /transl_table=11
                     /product="Nicotinamide-nucleotide amidohydrolase 
PncC"



                     
/translation="MLQQCCQLLEDRLLKVAFIESASSGYLTSQFSIHKNSGADILLG
                     
GLVSYDPSIKISVLKVDPKLIETYTAESPQVTEEMCRLGQTLFQQADIVVSCTGLLKP
                     
GGSETTEKPVGTFFICISYLGRIYHYHYFLSGHAEQKLKTLTQKVADSIIALISSNQH
                     KS"
     gene            171753..172172
                     /locus_tag="DSM_02713"
     CDS             171753..172172
                     /locus_tag="DSM_02713"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MMNNKQGCVLGILSCIAVLPTNLWAAQPMNESALATQTGAVTAA
                     
LPVIIEKAQDDAKKPEIEQRQVRQTLGDNYLQQVRWNSLRTSVLSPYQEQKQNQVIDG
                     KEKKKLEMVALPERADRFTRYDFESKNVHGEVIITVK"
     gene            complement(172199..174403)
                     /gene="rlmL"
                     /locus_tag="DSM_02714"
     CDS             complement(172199..174403)
                     /gene="rlmL"
                     /locus_tag="DSM_02714"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75864"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribosomal RNA large subunit 
methyltransferase
                     K/L"
                     
/translation="MNTSLRLNHYWITCADGLETLLQEEIEQLGTKVTERKAGRLIIE
                     
GTLEHAYRICMWSRLASRVLLPIHTYELERTHDARDVAEELYEGAISFDWSLIFAPQS
                     
TFAIRLHAEREIKVNTQFATLRVKDGVVDSFMEAVGRRPSIDTKQPEITLYVLAGKTE
                     
HTYCLDLSGDSLHKRGYRRFMTDAPIKENLAAAILQKAKLQERNPEIVLDPMCGSGTF
                     
IIEALMILTDRAPGLVRRFGFNGWHGHDRELWLSLKAEAAERHEKALEQPLPKFYAYD
                     
ADWEAVKATRENIIAAGFEKLLGDIQIEERTLADWPDFGAENKTAFIVTNPPYGERLG
                     
DKASNRSLYLGLSALLQKNFPNQYAAIIAAQIEQADVLAFEAPETLRLMNGKLPIYVR
                     
FGTVKPEKVTQPFLANWQAQPVEMEEAQDFANRLQKNMTALKKWATKENIYCLRLYDA
                     
DLPDFNLAVDLYGDRLHVQEYAPPKKIDPEKAKKRFNLALAAIRAVTGLNRDAIFIKT
                     
RARQTGTNQYTKQSTANKRFIVQEGKAKILVNLTDYLDTGLFLDHRQMRLRIAQEARG
                     
KHFLNLYSYTSTASLHAALGGAASTTSVDLSNTYLSWSKENFVLNGLTVDHADEQHMF



                     
FASDCFEWLKEGHEQYDLIFIDPPTFSNSKKFHGTFDVQRDHVSLIKRAMNRLTSEGT
                     
LYFSNNYRGFEMDEEIEALYDVEEITSETIGPDFKRNQKIHRAWKIQHPGLN"
     gene            174642..174986
                     /locus_tag="DSM_02715"
     CDS             174642..174986
                     /locus_tag="DSM_02715"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKDVMGNGFIADAEAFTLATQIYVRMRRVTGRVIDAMYVVQNKD
                     
YAKYVIALALEAEDDELKRCVERLMVLTDSIPEQSQKEMTVSIQTSEESEITAEDIYR
                     AQVPHHYIGALR"
     gene            175110..176126
                     /gene="pyrB"
                     /locus_tag="DSM_02716"
     CDS             175110..176126
                     /gene="pyrB"
                     /locus_tag="DSM_02716"
                     /EC_number="2.1.3.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P56585"
                     /codon_start=1
                     /transl_table=11
                     /product="Aspartate carbamoyltransferase"
                     
/translation="MHIAALHQPSQVQLNQDGNLKHFLTIEGLSKENLTKILDTAQSF
                     
LDDNNNLINRPLLEGRTVMNLFFENSTRTRTTFEAAAKRLSANVLNIDIARSSTSKGE
                     
TLRDTLWNLEAMAADIFVVRHSSSGAAHFIAKDVCPKVAIINAGDGRHAHPTQAMLDM
                     
LTIRRETKKPFEDLSVAIIGDIKHSRVARSDVAALQTLGCKDIRVIAPNTLLPVGFSE
                     
YGDHVRLFNNMDEGITGCDVIIALRIQNERIDSPALSSQSEFYRMYGLNKERLSLAKP
                     
DCIVMHPGPMNRGVEIDSSIADGEQSVILKQVTNGIAVRMAVLALSMQGQLQEQGLIE
                     AIAL"
     gene            176139..177374
                     /gene="pyrC'"
                     /locus_tag="DSM_02717"
     CDS             176139..177374
                     /gene="pyrC'"
                     /locus_tag="DSM_02717"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q59712"
                     /codon_start=1
                     /transl_table=11
                     /product="Dihydroorotase-like protein"
                     
/translation="MSIVKIENVRVLDPIQKTDSVQTVYLQDGKLVAPVDQVEQTIDG



                     
QGKWLMPTMVDLCARLREPGQQQHGTLKSEGKAARANGILHVITPPDSKPIVQDNGAL
                     
IHGLIEKAWHDGGIHMHIIGAQTQGLNGKQPANMAGLKKGGCTAVSNANAAFENDDVV
                     
VRTLEYAAGLGLTVVFYAEEPQLAKDGCAHEGFIASRQGLPMIPAIAETVAIAKYLLM
                     
IEATGVKAHFGLLSCGASVELIRAAKAKGLPVTADVAMHQLHLTEQLIDGFNSLAHVR
                     
PPLRSEQDKELLRQGLKQGVIDAICTHHEPLSSSAKMAPFAETQPGITAFDTYVALGI
                     
QLINEGLFEPLEWVTKVTSAPAQVANMTARWQAEAGWVLVDPKLSWTVSKDTILSQGK
                     NTPLLGQKLTGKVLQTFAV"
     gene            177588..179003
                     /gene="arfA"
                     /locus_tag="DSM_02718"
     CDS             177588..179003
                     /gene="arfA"
                     /locus_tag="DSM_02718"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A1KH31"
                     /codon_start=1
                     /transl_table=11
                     /product="Peptidoglycan-binding protein ArfA"
                     
/translation="MSINPIELLKEKVSSTILNNQDGYLGEKTNALSKFYPILLSLLA
                     
AKPDLIGQLKNSLAPSLSDLFSHNEQIKNTVLTHLSGTAPNNEIENTLNSALKPSLNA
                     
ISDVAGNDQQSIVNYLRQHAETIRSYLPGWAVGLLAPLGIGAGLSSVTSSTAPPLAAA
                     
TETTGKSRGFLPIIALIILGLLIAWLWRSCQHKEATPVPETKAASGVEAAAAPATLTL
                     
STDDKGAVSQCQAGIGDQGFLATLQTQVKQVFSATKDCDVDTSQTYAAAFTDKDALAG
                     
VLGALKGIPNASLEWVGDKITLKAGDAAALEALTAKVKALVPHTEVVASAPETAEQSV
                     
SNSLSASQTALTAIDPNNVDVNALVKALNLQIINFASGSSDIPADNKAILDQAATLLN
                     
KVSGVKLDVGGHTDSTGNAAANKALSQRRAQAVVDYLVSKGVDASKLVAKGHGSEQPV
                     ADNTTEEGRFKNRRIEFSVAQ"
     gene            179090..179869
                     /locus_tag="DSM_02719"
     CDS             179090..179869
                     /locus_tag="DSM_02719"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKISLLGSGRVAFHLAKVLLAQGHHIAQVYARDFEKTQKFSKQI
                     
KSKACQSLHEFQPTDLIILAVSDSAIAELAKQVHEIFPETLMVHTSGSTDIQVISNIH
                     
EKAGVFYPLQTFSLERDVDWQATPLFVEATNKDDLVILSDLANSLSKRVYQYTSKQRL



                     
TLHLAAVFACNFSNYCFDMAKQVVDAEQVDFGFLYPLILETAKKATENDPKQMQTGPA
                     MRGDQNILVMHQSLLAQANRDDLKQVYQLLSDGIVKRHHSS"
     gene            complement(179880..180506)
                     /gene="gstB_1"
                     /locus_tag="DSM_02720"
     CDS             complement(179880..180506)
                     /gene="gstB_1"
                     /locus_tag="DSM_02720"
                     /EC_number="2.5.1.18"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACA7"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutathione S-transferase GstB"
                     
/translation="MLKILGRDNSINVRKVLWLCDELNLTYEREDWGIGFRSAQSPEF
                     
LQLNPNGQIPVILDGDLVLWQSNSIIRYLANAYDKDHILYPTQAKQRAIIDQWIDWQA
                     
IELNNSWTYAFMSLIRHSALHQDPNLLQQGIDQWNKQMQILDQQLAKTQAYVAGTEFT
                     LADIPIGLSVQRWKATPFDHPALKHVDQYFERLNQRKGFLKWGNNGQP"
     gene            180723..181496
                     /locus_tag="DSM_02721"
     CDS             180723..181496
                     /locus_tag="DSM_02721"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MYLNFTIDDQDKIIGEGVIQVGWFLVDDKSALLYEPPYRMRSKS
                     
ETKHAKSASRCPAVLQLESRYFVVNCPFDFHLRFARDANGKPTLVNVLGDQSPVRANK
                     
LRELLTLVNENEWRTPQVPILQLRLPYCFIADEVVYLTQLDAFGHYRKNPLPGTIFSG
                     
RFPIHIWPRPLMWAFEWHDTSKDLILKRGDPLFYCQFDGFDPSRSVKLIQAEKTPELM
                     HYIEQISGVVNYMNQTFSLFNEVEKIRPNRLLENKRGCK"
     gene            181493..182479
                     /locus_tag="DSM_02722"
     CDS             181493..182479
                     /locus_tag="DSM_02722"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKYKIFFLAVFVFFLIFKFLNNKYQKYIINENEEKGFCTSENK
                     
YLTDEEKLINLKADFLAIQMEHWIREGREGFNVYDNAMYISKFNFNNKGKVIKVISTS
                     
KLDKTFEDNMGIVAVATMQEYYDNKDCKKDKRRCKDLSENKNNLKSLWTKDNRVDIDY
                     
VKNLPMNYSVITSGGIIFPLSSLKKISNGNYSIEAYSFNKLCCDNKEISKEIKATDLK



                     
IVGNWKRMKGGEKLYSTKEPKLNLNQINGEDIDAVYIMKLYENLALNEPEQIQRYGVR
                     
MSVASLRKDIYPFVRRILVTACGTISEEEQVFNSSETQSGEDISLRKRNKLY"
     gene            182677..191343
                     /gene="ltxA"
                     /locus_tag="DSM_02723"
     CDS             182677..191343
                     /gene="ltxA"
                     /locus_tag="DSM_02723"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P16462"
                     /codon_start=1
                     /transl_table=11
                     /product="Leukotoxin"
                     
/translation="MSSIINMFEMISYYLYGQREKPENLLDDKIISSDRDNLATEVHI
                     
NSIEFMATGAGRYVGLGNVTAVRKFLAGEYADKLIVGKVYYTSELFDALGYKDYPNNG
                     
KTQLSVLNYGLDTNSNDYVDRSYVFGSMSFTINPDAQFIVGKDGSFQIKNISIIPIDD
                     
NFDYKSGNGVAQLTNLLTKGAIDPYHIGKTVNIIFDDKDKLQKIDLDKSDLPSLIKQE
                     
NYLQGLITEAKDYSSSLPNNIPIPDAGKLLEALETLIKNDIISYVDNSGRAIIYGSSK
                     
QDNLGDGELTNLVLQKSILLSIANLPSSLNLNEQLIDLINLAKSLLTQKGISIVSGDG
                     
DDSITGTKYSDALYGGSDDDSLNGAEDNDYLNGGVGNDILDGGEGDDNLVDEKGNDTY
                     
IFNGNFGKDSIYDLDGNGQIKIDDIALSVGEKINNKLWKSADGQYSLALVEDFDGVAT
                     
TQKVVISKEDDNNSIIIKYFKNGALGLNFGDLENNSTPPSDTSIYAFGSEGNNIIFGE
                     
RYVASFSGNDFIHATNEDAVIIAGDGNDLISTGDGNDVIYAGVVTSDQDSNIVFSGGG
                     
RDQVYGGVGNDIIMTSSRLNAVKDSLLNQMGDADTGLTDLDKEYNILNFNFEINLGDN
                     
NRFSHYTNNSIGQITEQILPSFNIYYTGKNGKYYIYNLLESLNYGHGYAGSDIAYGGI
                     
GNDIILGSSDTDFLYGAVGDDAIYGMDGKDYLYGGENKDILYGGDGADQIIGGQGDDE
                     
LTGGLEGDELYGGDGDDIIQADLNDSIDTLAPPVEPKTYSRFGHDLVYGGAGKDQIWG
                     
NLGSDEIYGDDDDDQIAGDHPNLAGDIHGDDYLYGGNGNDQIVGDGGKDIIQGGNGND
                     
LIFGDNSELDGKYHAEDNIEGNDGNDEIWGQGGNDTINGGDGEDRISGDGINIDVQYH
                     
GDDTVSGGNGNDLIWGEGGSDTIYGGEGEDYIEGDETSIHIQYHKDDLLYGGEGNDTI
                     
FGDGGRDIIYGGKDNDYIYGDSNQIDIQYHNNDTLYGDAGNDNIRGDGGSDIIYGGDG
                     
DDFLVADVINNRAFDGDDQLYGGNGKDSLSGFDGNDTLDGGAGDDIIFGGKGDDYFIS
                     
NEGNDQLSGGEGNDIYHIQVRDSEVKVLDSSGENHYYLKGSFNLSNINIYWYNNAVSI



                     
ISPTTSQDPNAVLPQFKLTFFDDHETQPTVDGGIITDEYGNNITGGYNQYLHFSKSIY
                     
DENLILNNTIQNDYVIHLDTYLKERAGLSYKIWSGSWHGIQGLYLIFTNSYIDNDNLI
                     
YRNSDLGDLVDIQQIRNNVISNGQYQADEYHLLGGDDQISGSDIGDTIYGGTGNDIIK
                     
GLEGSDQLFGDEGDDWLDGSYENDFIYGGEGNDQLFGGDGEDQLEGGNGDDVIDSGEG
                     
NDQLIGGTGNDRLLGGEGNDQLQGGEGDDYLEASNGNDFIEGGTGNDQLIGGSGEDSL
                     
YGNDGDDHLYGGDGNDILSGGQGNNILEGGNGEDEYVFDILGYNNVINDTDASVLRFL
                     
SVSSENIKLEIVGNNLNIFYGVDSSVTITDFILNYNIKEIQFSDTVWYPEDLSQKINF
                     
LHNGSDGNDIIVGNPYFNNTVYSKNGDDAIYGGSGVDYIYGGNGNDAIVDPGNIGFLY
                     
GGEGDDNLIGNNNSEFYGGEGYDSYQVNGRNTKIFDSDFKGSIYIHNASDIHESNYVQ
                     
EKANMIISPFINSLSEFLSDYNGVKYYNYNKYSERISSIYYDFSLGEIRLLIRDQSQK
                     
ELKDMDYKFSIGGVFNPNDIENLKNMDVEISGFKFNLELNPYAFNKTKLSFGDFLSQG
                     
EVISEYTASNDIILGLTDYVGGTGSGDIIYAGNGNDQINSGLGSSQVYAGEGDDVIIT
                     
PDVFAIDKISGGAGNDVIYTYDPLSNNQISNSPYLNINLARNIYDIKDVVYGGEGDDY
                     
IYLGNQKTEAYGDDGNDIIVSYSLSSNIQFLYGGDGNDTLKAGDGGAYLDGGAGTDHL
                     
VGGSGDDTFIVDEQDTYEENDPNGGYDTIHISQNIDLSLGYLEAVTLLGSQNLSIYGN
                     
TSDNKLIGNAGNNYIDGRAGSDYMQGGLGNDYYVVDTTETIETDENGNTYFIEGDQVV
                     
EDVDGGIDTLERWEDARFISQDENGNPVLTDSYKILENNIENLILKGNAKTGFGNDLD
                     
NIIVGNEQDNYIDGLAGNDTYIFSRGGGTDTYSFEDNIDAVNILKIQGYSANDVSAQK
                     
YGDSVYLSFKGTNDHIWLSNYYIADTENTTYKMDQINFDSGVIWGVDDINTLVNRALT
                     
NHAPTVNAAIPLITSNQGTEFSYKFANNIIVDQDSWDSLSYKITLTTKDSSGQYQSIP
                     
SWLSFDTATQTLSGTPPANVTGNLSFFYWGTDMYGYSTATSFNLKVSLPNQAPTLLNA
                     
IADQSVTDAKAFSYTVPATTFKDPDGDTLTYSATLEDGSALPSWLSFNPTTRVLSGTS
                     
PDNTVPLNIKITVKDIANQSVSDVFKLIFVVQNQTINGTSNADTLYGASGNDTLTGQA
                     
GNDILYGQAGNDTLNGGTGNDTMYGGKGDDTYIVDSTADVISESVNEGTDIVQSSVTY
                     
TLLNNVENLTLTGTTAINGTGNALNNVIVGNSAINTLTGGVGDDYLNGGVGADKLLGG
                     
IGNDSYVIDNTGDIVTENAGEGIDTVLSSITYTLGNNLENLTLIGSTAINGTGNALNN
                     
VLVGNSAINTLTAGVGDDYLDGGAGADKLLGGIGNDTYVIDNTGDIVTENAGEGIDTV



                     
LSSITYTLSSNLENLTLTGSTAINATGNTLNNTLTGNSGVNALNGGAGNDILDGQGGN
                     
DQLTGGTGIDTALYQLLVQSDALGGNGTDVWSDFTIGNTTSNTNADKIDIGDLLIGYS
                     
GIYNFTSLEPFIKTVVSGLNTQLYIDRDGAGTTYSSSLLLTLNNTNVNLNDLINNQQI
                     II"
     gene            complement(191470..192186)
                     /gene="trmB_2"
                     /locus_tag="DSM_02724"
     CDS             complement(191470..192186)
                     /gene="trmB_2"
                     /locus_tag="DSM_02724"
                     /EC_number="2.1.1.33"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A8I5"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA (guanine-N(7)-)-methyltransferase"
                     
/translation="MSIDQLETQIAELDNLPEHREIVTFMRRSAPLNTSQRTALEQHR
                     
DLILEYPVGDLRQHFEHPERPLTVEIGFGMGRSLVLMAKANPERNYVGIEVHVPGIAQ
                     
CVYEAGMAELKNLRVLDADAIQVLREMPDNSINCVQLYFPDPWQKKRHFKRRFVMHER
                     
MQLVEQKLELGGTFHAATDWEPYAEWMLDVLDNRPNLENLAGKGNSYPRPEWRPVTKF
                     ERRGIESGHKINDFIFKKIK"
     gene            192332..194770
                     /locus_tag="DSM_02725"
     CDS             192332..194770
                     /locus_tag="DSM_02725"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKTFQLKILSVFLSALGAFSYSSVAQAQLMFSQYVDGSSNKKGL
                     
EIYNPDGTTVNLADYEIQQFNNGGTAKTATFRLQGTLASKQKFLVGRSELQTELGNKV
                     
NQVAALSFNGDDAVVLVYKGTPVDRFGRIGERPEAGWGTVVSSLGNSFKRIETENPAL
                     
SIDPTAAFDLDHSWTAWANRNDFTNLSGTTTQPPIETVSCSSSDTPIADLATSAQNQT
                     
YTVRGVITADYRYANGFSGFYVQTPDTKARANVSNAIFVYIPNSSAVKGGQIGDEVIL
                     
RGRLTSYQNQLQIDQLQQDIQTCNSNMANQVQPISLELPFSSLTGGSTHSPQRYQGML
                     
VKLPQTLTVSENYNYGRYGELSLSLGRLYIPTNLYPALSPEAKALAQKNLLSKIIFDD
                     
GYNNQNRTPWLPTNFSAANTLRSGYQLKNIEGILEYRFNGWRVQPVLGRTQPEVITQT
                     
NPRQNIITKNANHIRVASFNVLNYDNGATGFPTERGANTQAEFDKQHRKIVSALKSID



                     
ADVYGLMEIANNGYGPNSAIAHLTSALGPDWKYVIPENLDRLGNDVIAVAIIYNSKRV
                     
KPLNKAVVLDLGDKNRTTLAQTFQAVRGNKTFTVIPNHLKSKGCSGVDANSSDADQND
                     
GQGCWNPTRVKAVDQIVQWLAKNPTQVPKQNALLVGDMNSYAKEAPILAFEKANYKVL
                     
LNDAKVGQGAQAYSYVFGVASDANGNGGAGNLDHAIADADLYPKVVRTFAWHINADEP
                     
TVLDYNEEYKTDEQKALFYGEDAYRSSDHDPVIVDLDLNGKDSNQPNDNQKSPIFDFL
                     SQLMEWISQLFKRS"
     gene            194978..195589
                     /gene="gstB_2"
                     /locus_tag="DSM_02726"
     CDS             194978..195589
                     /gene="gstB_2"
                     /locus_tag="DSM_02726"
                     /EC_number="2.5.1.18"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P15214"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutathione S-transferase GST-6.0"
                     
/translation="MKLYYSPGACSLAAHIILNEINVDFDLERVNLKTHKTEKGADYY
                     
EINPKGYVPALEINPGLILTENVAILPFLAQHDPKQDLIPPSGLGRAKVLEWLGYLNS
                     
ELHDAYAVFFGAPLTNDEKTKAYAEIDRLLKYIDNYLAESDYDYLVNDNFGPADAYLF
                     VLTNWSNSIEHDLTPYKHIIALRNKVAERQSVQIAMRDEGLIS"
     gene            complement(195653..195997)
                     /locus_tag="DSM_02727"
     CDS             complement(195653..195997)
                     /locus_tag="DSM_02727"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNKLLVALGLAATVALVGCNKDKAPETGATTGEHLENAAQQATA
                     
DIKSAGDQAASDIATATDNASAKIDAAADHAADATAKAAAETEATARKATADTAQAVE
                     NAAADVKKDAQH"
ORIGIN      
        1 gaccggaaac cagatttgtc tataaattcg actacaactc cagtccgccg 
aaacaggaat
       61 ttattgcccc tgcagcgact gaactacccg ccattgatac tggtgagttc 
ccacctgatc
      121 tggtggtaaa tctgactatt aaaggtgctg ttgttgggcg tggtggtgat 
ggcggtttac
      181 ctcatttggc atttggcgca tgggagtccg atccggatta caactttact 
aaaacccgac
      241 gtgatgggtt tcagggagca cccggtttat tgaaccggca cagcaaacta 
aacctgatta



      301 ttgatggcgg cactctagct cgaggtggat ctggtggtgg agcaacacca 
agcggtattt
      361 acactgggtt gtcttatggt gttcaaggta ttccgggtgg agctggtgca 
ccatttggac
      421 gggtcatgac aggccagcca atttcaagcg actcacaaga ttggcgctgg 
tattttggaa
      481 gttacttcaa tgtcttaaaa attactgatg ccgaagcttc ggtacccgga 
aaaggctacc
      541 gaacccaaaa tgaccgttat ggatccccat tatcaggtga tggcggaaac 
tggggcgaac
      601 gtggtaccaa gtctactaat gatggaacat ggaactggaa ataccatggc 
acaactgaag
      661 gtcagccggg gccaggtgga cctgcaattg tgggagttgc accactgaca 
actcaattga
      721 ttaatggagg gaaaatctta caaacccttt aaaccttata agaactttga 
gcacccaatt
      781 cgggtgcttt tttattacct aaattttctg gagaaattaa tggaaccagt 
ttccactagc
      841 ggttttacag cacttttaaa attatatggg attgcaatca tggtgacttt 
agcagtcggt
      901 ttggttgcag cagttgtatt aatgactcgt atgccacgct caccacaaga 
gtgggcagtt
      961 ggtttgatct gtacggttgt atcaagtttg gctggcggct cattcattat 
tgtgaagtgg
     1021 ggacttcatg aatgggttac tgatgtatgg gggatgattg ctctaggtgg 
gttcttcttt
     1081 gtttgtggtt tacccggttg ggctttagtc cgttggattt ttaattttat 
agataaacag
     1141 gaaggtaaaa cgatcgttga agtgatcaaa gagtttaaga aagccagaaa 
agacattgaa
     1201 aacagctaat gccgccttcg ggcggttttt tacatctgaa ggaaaccgaa 
atgaacattg
     1261 aacaatatct ggacgagtta attaagcgtg agggcgggta cgtaaacaac 
ccagcagatc
     1321 gaggcggtga aacaaagtac ggtattactg aagcagtagc acgtactaac 
ggctttaagg
     1381 gcaacatgaa agatttaccg cttgatgtgg ccaaagccat ttataaaaag 
cagtattgga
     1441 cagatccgcg atttgatcaa gtgaatgtaa ttagctcgtt agttgctgaa 
gagcttttag
     1501 atactggggt aaattgcggt accggatttg caaaaccact cttacagcgt 
gctttaaatt
     1561 tgctgaataa ccaaggtaaa gcaggttggc cagatttaac agttgacgga 
atttatggtc
     1621 cagcaactct taatgcactc aaaacttatc tggccaagcg tggaaaagac 
ggcgaaaaag
     1681 tcctggtgcg tgttcttaat atcatgcaag ggcaacgtta cattgaaatc 
tgtgaacgca
     1741 atcctagcca ggaacagttt ttctatggtt ggatcgccaa tcgagttgtt 
atatgaaagt
     1801 ctttcattgc agacgatcaa agatagcttt aacaattaca ttgctgtgca 
ttctattttc
     1861 aggatgcaca gctcatacga tcaatagcaa tgtcaatgtc tcaatttgcg 
ctagagcatt



     1921 ataaaaaaaa gccctgaatg atcagggcta tttaataaac ttcaattcac 
atacttctac
     1981 aaagctcgag tagtcttatg tttgttattg tatagcttga taatcctcta 
tctttcatcc
     2041 tagggttgtg cacatacttc tatccttaaa ttgtgtaatg aaatttcttc 
tgttgtagtt
     2101 gagaagcttt tcaatctgtt aaaagaatcc aaaaagcatc aaatgaataa 
agaaactact
     2161 tatttaactt gaatcatcat tttctgttta ctaataaatg aaagtgcttg 
gatgtatagg
     2221 gattgttttt ttaatgttat gttataatat aaccttttct taaaaaaggg 
ggggattatg
     2281 aaacctttgg cagctttacc gttaattttt atagcaattc agcaagtgca 
agctgaggag
     2341 agaattgcaa ttttaaagcc tcttgttttt aaggcaaatg cattaaagga 
aaaaaattat
     2401 gtggtggaca aagaaaaagt agaaagttcc aatacaatag gtgatgctct 
taaaaatata
     2461 acaggtatac aaagtacttc atttggaccc aatgcaggtg caccagttat 
acgtagtttg
     2521 agtggaaatc gggttggagt aattgaaaat ggagaattta ttaatggaat 
gaatgcattt
     2581 agtggaaata ttaatatacc attcgatcca atttttatag aaaaagtgat 
agtgaacaaa
     2641 aatacagata atattcgtta tggcggaaat gcaataggcg ggagtgttca 
aatagaatcg
     2701 ggtttaattc ctaaaaaaat tgaagaaaag ccaaacaaat tagatattgt 
ctttcggaaa
     2761 ggatttaatg attttgatgt aaaggggttc aattttaaca tcaatgatca 
aaaaaactgg
     2821 tctacaaata taagatattc agaatatgaa atttcttctt ataaaattcc 
aggaaatagt
     2881 aaagccaaat tatgtgaaga ccagattttt tcaaattcag gtgggatcaa 
tagtgcatta
     2941 gcagcttcct gtcaaaaaga tagtagagtc caacatattt ataacaagtc 
gtcacaacca
     3001 tacatagata aatttatgac tgagaatcct gattgggcag atggcgattt 
ttctttttat
     3061 acagataagc ccacatctat atggggagga aaaacatata taaatccaaa 
aaatccagag
     3121 tacataccta atactccgca aaatacaata aaaaagatca atacggatgt 
tacaccaaat
     3181 tattttaaaa aattaggtaa cagttatgct cagaatgaga atattgggtt 
tggaacaaca
     3241 tacttttttg ataaaggttt cattggattg agtgcagata agaaaaaaag 
tgaatatggt
     3301 gtaccaggat tttcattaca aaatcaatct tttgctgatt cttatgaaac 
attaccggtt
     3361 ggtgtgaaaa tagatcaaaa tcgttttgta ttaaattcca attttatcca 
accaatttcc
     3421 tctgcagaag agataagttt gaattttcaa cagctttcta ataaatctgg 
agaatatgtt
     3481 ggtactgcaa aagctaatga gtataaaatt gataatcaat taattgaatt 
aataatgaaa



     3541 cagtcatcct ttaagggatt agatgggata cttggtttta gccttaaaaa 
taggaatatc
     3601 gaaggaagtg gtactcagcg ctatttacct aatgtaagta ctattagtaa 
agctatattc
     3661 ttacaagaag aattaaatat caaacaattt actttaaata cgggctatcg 
ttttgaaaga
     3721 attgaacatg agcttcaaga taatgatttt aaactagcaa gaaatgctag 
taattcaaga
     3781 atagaaaata gaaaatataa tttaaaccaa tattttatcg gaggagaata 
taaggttaat
     3841 aattttataa atttaaaagt tgattatggt atttcagaaa gagcacctga 
agtgaatgag
     3901 ctctattcaa gtaatgttca ctattctgtt atggcacaag aagaaggcga 
ccagaatctc
     3961 aaaccagaaa aatctaaaag tttagagtta ggtatgtttt tgaattggaa 
taattgggtc
     4021 atgcaacttg ttgggtatca aatggatttt gaaaattata tgtatttatc 
tcattcaggt
     4081 gttgctgtgc aaaatcgatt acctttaaaa tactggaaac agacagacac 
tgacgtcaaa
     4141 gggtttgaaa ttgatttaat ttatgatttt aatctagctc atattgggaa 
tattaaacta
     4201 ggtggtttag ctgattttgt taaaaataag gctgttaatc ctacagatat 
aaggttagct
     4261 aatgatggag tttacctacc aaatatgcct actaatcgtt atggcatgtt 
tcttgagtgg
     4321 agaaatgatt cttggaaagg taaaatttca agtatttact acgatgagcc 
aagatatcta
     4381 ggtaagaatg taatacagga agttccttta tctggttaca acttacttga 
atttaagata
     4441 gataaaaaat taaagattaa aaatgcttca tttgatatat ttttaaatgg 
tacaaatctg
     4501 ctgaacgaag aggctagacc acaaaactct cctctaaaat atattgcccc 
tctaccaggg
     4561 cgagcatttc aactggggat aactatgcat atttaggttg ctaaagatat 
aaagttagtt
     4621 cttatctcct gtcttcaaat ttagtaataa aaatatagtc ttaaagccga 
ataattaatc
     4681 ggttttaaga ttttaaaata atcaattata aagtttaaaa ttttttattt 
ataaaatgtg
     4741 ttcaaataat gaactgattt tttagctcaa ggagccatcg tcatataaat 
aaagaatatt
     4801 acaaaggttc ttttttaatt tttctttaag gtatggtatc taatcttagc 
attttttata
     4861 tttaatggtt tttaaaaatg gcacttaatg tttttaaatt caaaaaaata 
tgcaaggatg
     4921 ttacactatt aaattttaat ttgcttttat ctatctggct aggtttattt 
ctgaatatag
     4981 gtttttttaa aaaaatccat caacttacac cttataatgg tattaagtca 
gttcttttct
     5041 taggggcgac attagttatt ttaatagcgg catataattt aatttttcaa 
ttaataaatt
     5101 ggaaatggac tgccaaaatc tttgcaattt tattgatatt tattggtggc 
tttagctctt



     5161 attttgtaaa cacattgggt gtcattattt cacccgacca aattcaaaat 
atggtgcaga
     5221 ccgatgtttc ggaatttacc gatctaatct ctttacgctt tgttttatgg 
acagtttttt
     5281 ttgttatttt gcccattttt ttaattactc aagttaaatt taaacaagaa 
aaagcatcac
     5341 ggttgttatt gaagaaagta ttctcactgg tagcttcatt tgcagtggtc 
ggtgttttac
     5401 tttttactta ctatgtcgat ttcgctgcaa tatttcgtga gcatcgtgat 
ttaaaaggga
     5461 tgatttcacc gcaaaatagt atttcatcgc ttatgtctta ctatcataag 
aaggctccga
     5521 agaaaaatct gcctcttgtg atatatggac aagatgctca tcaagttcag 
caagtacaaa
     5581 agaacctccc taagttaatg atacttgttg taggtgaaac ggcacgtgcc 
gaaagtttct
     5641 ctctaaatgg gtatgcaaaa aatacgaatc cggagctttc taaacaagat 
attttcaact
     5701 tttcgcaagt gagctcatgc ggtacggcga cagctgtttc tgtgccatgt 
atgttctcgg
     5761 gtatgccacg tgtagattat gatgagcaat tagctagtca ccgcgaaggt 
ttattagata
     5821 ttgcaaaacg tgcgggttac caagtgactt ggattgataa taactcgggt 
tgtaaaggtg
     5881 catgtgatcg cgttgaacaa taccagattc cagaaaactt aaagaaaaaa 
tggtgtaaag
     5941 atggcgaatg ttatgatgac attctcattg acagcttaaa gcagtatttg 
gctactattg
     6001 ccaaagatga tgatcgtccg cgtttgattg ttctgcatca agtgggtagt 
catggacctg
     6061 catattacaa gcgtgcacct gaggcatatc aaccttttaa accgacttgt 
gatactaatg
     6121 cgatacaggg ctgttcgcaa actgaattgc taaatagtta tgataataca 
attgtatata
     6181 cagaccatgt attaagccaa atgattaata ctctaaaaga aatatcaaag 
tatcagacag
     6241 gtttatggta tttatctgat catggcgaat caaccggaga acatggttta 
tatttacatg
     6301 gttcacctta tgcaatcgca ccgagccaac aaacacatgt accaatgatt 
atgtggttct
     6361 ctgaaagttg gaaacaacat aatcttgctc aagtgaattg tttaagccaa 
caaactaaac
     6421 aaaagttaag tcaggataat ttattcccaa gtttgttaag tttgctggat 
gtaaaaactc
     6481 aggtagtaaa taacaaactt gatatgttga gccaatgtaa ataaatatat 
ttttaattta
     6541 tataaaacga agcaaaatag acttgcttcg ttttataaaa tgtattggtt 
cttttatatt
     6601 taaaaaataa gagggcagtc gtaacccgga taaacaccat tcttatagtc 
gaatgtcggt
     6661 tcgaatagat ctagtaggtg aactcgatct ttatttatag gttcatagtt 
cgcgcacata
     6721 caaagtaacc tctttatgat tttcgaaatt acttttccat cataactaat 
ataaataaaa



     6781 agagggtaaa taatagactg tagacgctat tattcaccct catggtatat 
atctttaacg
     6841 ccagctattc ggaactttga atttacctgt aggcattgga gaacccagaa 
catacttaac
     6901 gttgtaaatt aaaccaggca aaacagtgtt tggcttttca ttaaagcaaa 
cataggtatt
     6961 gtttctggat ggtttaatta acttatattg tgtaccagca cttgagacat 
aatagacacc
     7021 atttggggta gtcttaaggc cagcatcaac tttagaaata ttttgattgt 
aactctggct
     7081 tgtattgtta atagctgaga aataactaca ccctagcgat ttagatactt 
cagcagcttt
     7141 acgtaatgcg tactggtttg ctatcgattt atgggtatat ccgtttacag 
atgcgcgtac
     7201 ttgaaagaca ttatcatcaa taatagtggc ttcaacgcca ccagaagccc 
ccatttcttg
     7261 ataaggtgta gtacaggctt gtaaaccaat tgttgctaaa gcagctaaaa 
atatcttttt
     7321 cataatttat ataaagtgat aaatgcgtca cattaatttt aactatttag 
aagaattttt
     7381 caattactta aggatttctt aaaacttgag ttctaaaaat ctagaatttg 
gcctgccatt
     7441 ttaaagttat ctaacacttg aatgtggtgg ttaattaatt cttgagcctg 
atttctcgat
     7501 tcatttttct cgaaatataa gcgacttttg attaatgctt ttactggttc 
agaaataatc
     7561 acgtcttcaa tcatattcat agctttcttt aaatcatcga aagaaacttg 
aatatatcca
     7621 tcagtcacat cgttatcatc atcgtcagtg gtatggttaa ttagcctttt 
aatcgtatag
     7681 cttcctatgg ccaagctgtt cgcgatagtg ccaaaggtgc ggcgtaaatc 
atggaacgta
     7741 aattcgatac cagaattctc agttactttg tcacgtgctg ctcggcggtc 
tgaaatatgg
     7801 gaaacaccat ttctatcggt aaagacatat ttgttatcac cggcacgttt 
ttttcgttca
     7861 cgcataatgt gccaaagggt atcacccata ggtagcaaaa gatcctcatg 
gtttttcgta
     7921 ttaataattt tgatggtacc aaattgaaga tctacatttt tccattcaac 
agattctgct
     7981 tcactacgtc taaaaccagt tagagcaagt aagaataaaa agtcttggtt 
tgtgtacgct
     8041 ctaaaatcgt tattttgttc acccatccaa taagtagtgg ccacagccaa 
tgcccatgct
     8101 tcgcgctgat ctgcacgaac atggcctttt ctacgtttaa ttttattgaa 
agctttttct
     8161 tctttaacga taacaaccgg gttttttata tttagaattt tattcccgga 
ctcatcctta
     8221 tacctgctaa tcgtatggtt aaagagagca tgtaaaaatt ttgatgcaag 
attagctcgg
     8281 gaagggcttg ctttcgaaag cttcagatga cgatcaataa tcattgcact 
ggtgatttgg
     8341 tcaagtttta aatctttcca atcactaaag tagttttcta tgcatccgtc 
ataggcaatt



     8401 aaagatgttt ccgccagctt tttacgcaat ttatagtatt ggtaagcttc 
actaagggta
     8461 gggactagct tttgtaaggc atcattttga attgctgaag ctcgtaaatc 
acgcttttgc
     8521 ttaactggat ctacaccttc atccatcaag ataagaagcc gtttagcttc 
agttctggct
     8581 tgttctaatg tatagacgcc atgttttcca ataactttac gtttagactt 
gccattaggc
     8641 attttctttt cagcaaaata gcttttagtt ttgcccacac ataagccaaa 
tcctatagtt
     8701 actgtatctc tgtaaaagat ttgtttctct tcagacaaag gaatagagtc 
tattaccgat
     8761 ttagtaaatt taatgtgttg agccatcttt aaattaagca atacaaagca 
atacctaacg
     8821 atacaataca ataattgtga agtctattaa gagtctattt tgaaggtttg 
gtctattaaa
     8881 aaagagagtt ttaagtaggg gattttgttt taagttattg ttatctatta 
aaaataaatg
     8941 ctccgaagat gccgctgcat gtcgttaccc ttgaacccta aagttcaagg 
tggaggtgac
     9001 gcatacttgc tgggtttcct actcggggta ggcatacgct ctaaatatgc 
agaacaccat
     9061 cctaaagaga tgatatcggc tcaggggaat cagaccggct ggcgaacatc 
ccagagacag
     9121 ctttagtata actgatctga cttcgttggc aatcatctga gcctatcgaa 
ctgtaaactt
     9181 actttgcgtt tgatgaagct ttatgcgaat tgtttacact atttgttcaa 
catcttccaa
     9241 aatagtctgg agtaaacgtt cacaatgcgc atattcttgc aaagatttat 
ttaaacttaa
     9301 tacttcttga gtaagctgta gagctaccat gatgacaagt ttattatgct 
caacacgagg
     9361 ggcactacga cgcatatcat tgaatttttc attgagaagc tcagctgcac 
gttcaagttc
     9421 ttctctttta tccgaagtcg ttgcaagcct aaaagtttgt tcaatcagcc 
gaagctctac
     9481 catgacttgt tcactcatga ttgtgtctcc tcaccagctt cagcatttgg 
atgagcaagt
     9541 tgctgaattt cttgcgcatg ttgatcttga gcagtaccta aaattgctaa 
acgttgaatg
     9601 atggcttcaa cttttgcttt ggcaagttca tttttttgta acaaacggtc 
acgatcttgc
     9661 tgcaagtcgt gtaactcttg ttgagtttga cgttgctgtg actgaagttt 
ttctttggta
     9721 acacgtaatt cattacgctc tgccaaaatt tcctgaaaac gattttttaa 
atcggtcgta
     9781 cttttttcta ggcggctgta acgctctgca agtgtgttag catcttgatt 
caattgttga
     9841 aattggcctt gtaactgagt gagttgctca gttaatgtct caatttcctc 
ttgtttttta
     9901 gtgatgatgc tatttttttg cacaacttgt gcgtgatgct ctgtttcagc 
cagttcttta
     9961 gcttccgaga gagcagaatt ttcactctct agatgatgta agcgtgtttt 
taaaacgcca



    10021 atatgcgctt gtagacgctg taattgttct aacataacga ggtcgcacag 
aattgcaatc
    10081 aaaggtaata tatacgaagt atagagattg gataaacgaa tgcaagacga 
tatttcaggc
    10141 tggacagaat ggaacgctca ttttgaagga attgaagaaa tttcaagccc 
tagtgagtta
    10201 catggtttat taacaggtat tgtttgtgtg acagaagcgc ctacgcgtga 
agaatggaca
    10261 caaatcttaa caactcttaa tgtgcctgag ttaaatgaag aagctttagc 
gcttttaaca
    10321 gatgaagcag aagatgtagc acatgcatta tcggaagatg aattggacta 
tttgccaatg
    10381 cttccagatg atgaacatct tcttcaagac cgtgtacaag cgttgtcaga 
ttggtgtgct
    10441 ggcgttgtgc tcggttttgg tttggcctcg ggacatgttc gtacagatga 
gcgtgaattg
    10501 atcgaacatt tgcaagatgt tgcagcagta gaatttgaag actctgataa 
cgacgaagaa
    10561 ggcgaaagca gttacgaaga attgtatgaa tttgtacgcc ttattccagt 
gagcttatct
    10621 attggtagaa agaaagtaac agtggctgaa agttcattgt tgaaaaactt 
ttatgcaaaa
    10681 agtaaaactt ctactgtagg caccgcagat caaaatattg tagaaatgtt 
tacaccacat
    10741 cgcccaagtt aattgaggcg atgtgttatt ggctgtgttt aattttttga 
ctttaaaatt
    10801 ctaaatcaag tagatcatta tgaaattgcc tcaagctgat tttcaacatc 
gcagaaaccg
    10861 tctagcagaa aaaatgggtc caaacagcat tgcgattatt gcgacgcgtg 
aggaaatgta
    10921 ccgtaatcgt gatgcggatt ataaattccg tgccgatagt agttttttct 
atttgacggg
    10981 ttttgcagag cctgaggcag tggctgtcat tgaaaccttc gaagatgcta 
cagactatag
    11041 ctatagtctt ttttgccgtg aacgtaatcg cgagatggaa atctggaatg 
gttatcgtgc
    11101 aggaattgac ggcgcaattg aagagtacga agcagatgaa gcttatgcaa 
ttgatctgct
    11161 tgatgaagaa attattgaaa aattattaaa taaagagcgt ctttattatc 
gaatcggaca
    11221 caatgctgga tttgatgcca gagtaagcca atggatcaaa aaagcgaatg 
ccgagcatcg
    11281 tcatgaagcc gctccagccc agttagttca acttgatcgc attattgatg 
aaatgcggtt
    11341 aattaaatca ccgcaagaaa ttgagctgat gcaaattgct tcaacaatta 
gtgctaaggc
    11401 acatactcgt gcaatgcaaa ctgttcgccc cggcatgatg gaatatgcat 
tagaagccga
    11461 gctcaattat atatttgggc aaaacggctg tgtgccttct tacaacagta 
ttgttggtgg
    11521 cggtgccaat gcttgtattt tgcactatgt tgaaaataac caagctctta 
aagacggtga
    11581 tttggtttta attgatgctg catgtgaata tgagttctat gcatcggata 
ttacccgtac



    11641 ttttcctgta aacgggaaat ttagccccga acaaaaagca ttgtatgaag 
tggtattagc
    11701 ctctcaatat gtggcgattg atgcagtacg tataggtaac tcataccgtg 
agcctcatga
    11761 ggtggcagtc aaaattttaa cggaaggctt agttgattta ggtttgctca 
aaggtgatgt
    11821 gagtgagctg attgaaacag aagcctatcg tcaattttat atgcatggta 
caggccactg
    11881 gttaggtatg gatgtacatg atgtcggttc ttataaaaaa gatgacgact 
ggcgccaata
    11941 tgaagagggc atggttgtta ctgtcgaacc aggtttatac attgcaccag 
atgacgaaac
    12001 tgtagataaa aaatggcgtg gtattggcat tcgtattgaa gatgatgtgg 
tcgcaacgtc
    12061 aaaaggccca cgagttttaa ctgccgatgt agttaaagat attgcagaca 
ttgaacattt
    12121 aatggcgcaa gctaaagcat aattaaacgt attcgccaaa ggagcaaact 
cgatgcaaca
    12181 acaagtgatt attgtaggtg ggggtatggt gggtttgagc ctttccctca 
tgctggcgaa
    12241 ggctaatatc gcagtcaagc tattagaagc tgtgaaatac ccaaactatg 
atgatcagaa
    12301 tgttgcccct taccattcta gtttcgatgc acgtaatacg gctttatcac 
gtcgtagtgt
    12361 acagatttat cagaagctag ggttatggga tgcattacaa caacatgcta 
ccccaatttt
    12421 gcaggttcac attactgagc aaggcagttt tggtaaagca cgtttagttg 
cagaacaaga
    12481 aaaagtcgaa agctttggac aagtcattga gaatgcgtgg ctcggtcgtg 
ttttattaac
    12541 tcaagtacgc caacaacctt tgattgagct aattgatggc gtacaagtca 
ctgccttaac
    12601 tcaagatgct gaacaagtat atatcgaagc tcagcgcggt gatgaaattt 
taaagcttga
    12661 gtcaaaatta ttaattgcag cagatgggcg tgattctttc tgtcgtcaag 
caattggtgt
    12721 gggtgtcgat gtccacgact atgatcaggt tgcgatcgtt acgactgttc 
agacttcaaa
    12781 accgcatgag catgtaggat ttgagcgttt tagtgcatta gggcctttag 
ctttgttgcc
    12841 attaccgggt gaataccgtc gctcagtggt atggcctgtt aaaaaaggca 
ctgaaggtga
    12901 gtggttgggc gaagaaaacg accaacactt tttagatgct ttgcaaaaaa 
cttatggtga
    12961 cagagcgggt aaatttgaaa aaacgggtaa acgctttagt tatccgcttt 
cacaagtgct
    13021 tgcgcataaa caagctgttg gacgcgttat tttaatgggt aatgcagcgc 
atacaatcca
    13081 tcctgttgct gggcaaggtt ttaatttatg tctgcgtgat gcagatgtat 
tgctgcgtta
    13141 tttagtgaac cagttaagcg catctgatga tattggtaac ccagataatt 
tacttgccta
    13201 tgaacaagcc cgtttatctg accagcagcg agtaattaaa ttctgcgata 
ccgtagttcg



    13261 gggctttagt aaccaaaacc cattattaaa attaatccgt aatacgggat 
taattgcatt
    13321 tgatgtcatt ccgggtgtga agccactggt agcaaactat gcaatggggt 
taaaagcatg
    13381 agtgaagtgt tagatgtcgt cattgttggt ggtggactag ttggtggctt 
aactgcttta
    13441 ttacttgcac aaggtggtgt acagcctacc gtgcttgatg ctgcccctgt 
acttgatgtt
    13501 gaaaaaacat taagcgtgat gaatccacgt gttttagcac ttagccaagc 
gacgattcat
    13561 ttacttaaaa cagtcaatgt ttgggatgat ctggcacgtc aaatgcctta 
taccggcatg
    13621 caagtgtgga acttaaatgg ctatggtgaa attaattttg gccatgagtc 
tgtgcaaaga
    13681 ccaatgccag agcaagcctt gggttctatg gttgagccaa gtgtattgaa 
tgttgcgatt
    13741 caacaaaaaa tgcttgagca gttaacagat tatcgtactc aagttcgtgt 
tacccgtatt
    13801 gagcaaggtg ttgggtgttg gcatattcaa ttggcagatg gcgcgacact 
taaaactaaa
    13861 ctgcttattg gtgctgatgg cgccaattca tttgtacgtg agcaagcctt 
tattgatcta
    13921 gatgtactag attacaaaca agcagcgatt agctgtgcga taaaaacgtc 
taagcctcat
    13981 cattatgttg ctcggcaaat ctttttacct actggacctt tggcatattt 
gccgatggcg
    14041 agtcttgaag aaagtgaaaa tggctactgg cagtccattg tctggacact 
accagatgat
    14101 tatgccgatg aatattcggc tttaagtgat agcgagttta tgcagctttt 
aactcgagaa
    14161 agccaacata tgttgggtga agtgttagat gttcgttcaa gagcacaatt 
tccattgaaa
    14221 gcgcgcgctg caaaacaata cgttaaagct ggtctagccc taatcggtga 
tgcagctcat
    14281 gtgattcatc cacttgctgg acaaggggtg aatattggtt gtttagatgc 
agctgtactc
    14341 tgtgatgcac tattgcatga tttaggtcgt ggtgtatggg cgcatgaaca 
aaccttaatg
    14401 cgttatgaac accgccgtaa aggacagaat gatgcgatga tgcatagtat 
gtcggcaatt
    14461 ggttggctag aaagcagtga gctatttcca ttgatttggg cccggaatgt 
gggactcaag
    14521 caagttgaac aaatttcgtt cttaaaagag agttttatgc aacaagcaaa 
tggtttaggg
    14581 gctttacaaa acacccagta tagtcgttaa aataattacg aagtttatgc 
tctactgatc
    14641 taaataaata tcagtagata ttttttaaac aatcatttat atatcattac 
caattcggtc
    14701 agaaaagata cggatttgac caatttggct ctttgctaaa tgcaaagaga 
ttgctaaatt
    14761 tctgaggtct tgaagaccat agcgatgatg caatacaaat cattgtgggg 
agtgtaaaaa
    14821 tgacagatat caatgattat gaagatgcag aagattctgc tgtagatgaa 
gatgaagcca



    14881 aagcggctga aagtggtgca gctgatgaag aagcaggcaa cttaactgat 
gccgatcttg
    14941 cagaagcaga aacacttacc gtaaccgcga aacaaaaaca acgccaagcg 
ttggaagatg
    15001 aagtcgctgc gtttttagct cgtggcggaa gaatcacaga agttccacca 
gatgaacata
    15061 gcgatcgtta atattaaaaa agcatcactt gagtgatgct tttttattgc 
ccgttttatg
    15121 atgatttaag gatggttttg tagttctttt aaaatgccgc attcatctac 
tgtacggtcg
    15181 gtagagcagt gttgttttaa atcgattagg gtttctttta aaagcaacag 
tcgctcaatc
    15241 ttttccgata cttctatcaa gtatttattc accaaattat caacttccgt 
acaagcccgt
    15301 ttcggctgag ctttcatttc ttttagcgtt ttaatatcac tgagagaaat 
atctaattca
    15361 cggcaatgtt taataaataa taggtctgcg agtgtttgat ctgtgtaaac 
acgataatta
    15421 ttttctgagc gctgaatgcg gtccagcaca cctacttttt cgtaataacg 
aatagtatcg
    15481 atcgggacat ccgctttttt tgataattga ccaatagaaa gactcataag 
acttgactct
    15541 ggagctactc aagggttttt aatcactata aaagagtttt tgaggaaata 
aaatggctgg
    15601 atgtggatgt gcttcaacct gctctcctac aaagaaagca agcccgcgct 
ttagaaaagc
    15661 gttatggatt gctcttgtaa ttaatgcact catgtttgtc gttgagatag 
tcggcggtta
    15721 taaagcccaa tctgtttcat tatgggcaga tgcattagat tttgccggag 
atgctgcaaa
    15781 ttatgctctg tctttagtcg tgctttcgat gagcctttac tggcgtgcaa 
ccgcagcact
    15841 tgttaagggt ataacgatgg ccgcttttgg gttcttcgtt attgcaaaag 
tcgtttggtc
    15901 attttttcat ggcgtttcac ctgaaccgat ggtcatgggg gcaattgggg 
taatcgcttt
    15961 aattgctaac gtttctgttg ctttaatgct ttatgcattc cgcgatggtg 
atgccaatat
    16021 gcgctctgtc tggttgtgta gtcgaaatga ctctatcgct aacattgctg 
ttgttttggc
    16081 agctgtaggc gtgtttggaa caggcactat atttccggat ttattcgtag 
cctttgttat
    16141 tgcatattta ggtgtatctt cgggttatgc tgtgattaag caatcattac 
aagaaagaaa
    16201 acaatcaaag ttaatgttgg gttcagaagc ttaattttga ttgcataaaa 
aagtaccatg
    16261 cttacatggt actttttttg tttttgaatg cattagatga gaagtgatat 
tgcgatactc
    16321 cacataacgc aaccaatcat gaaatctaaa attttccaag cttttggatt 
gataaataat
    16381 ggttttagaa atcttgcacc atagcctaga ctgaaaaaga agatccaaga 
ggcaagaatg
    16441 ctgcctaagg caaaactgat tttatcttct agctgtgtcg caaccgaacc 
aatcagtaca



    16501 atggtatcta aatagacatg tggattcagc caagtaaagg caagacaggt 
tataagtgct
    16561 tgagttaaag tctgcttttg gctgctatca agctccatgc cttggttagt 
tttaaacgcg
    16621 gcatagaagg cttttgcacc gtagatgaat aagaacgttg cccctaaata 
tttagcgact
    16681 gtgattaaga tgggtgatgc tgtcataatt tcggcaaaac ctaatacacc 
acaggcgatt
    16741 aaaatcgaat cggacagggc acaaattaag catagccaaa atacatattg 
ctgtttaagc
    16801 ccttgcttta gaacaaaagc gttttgggca ccaattgcta caattaggcc 
gctaccaata
    16861 cctaaacctt taaaaaacac actcagagaa agcataacca ttaagcagaa 
acaaatcaga
    16921 tgggggaatt atctgacttt ttattgagaa ataagtaaaa ttaagaatat 
ttaggtttgg
    16981 ctaaaaataa tttaggtttt gtatgttaga tagtaagcaa tgtgaagctt 
ttctggcggt
    17041 tgcagaagtc gggagttttg atgcggcagg agagcactta tgtataactc 
cctctgctgt
    17101 atcactacgt gtacaagcac tagaaaaata tttagggcag attttaatta 
tacggggccg
    17161 cccttgtgta ctcacacaag cagggcaaac cttgctccag catttacgtc 
atacaaggtt
    17221 aatggagcaa aatcttttac aaggtttaat gggtaaatct tctgaatcgg 
aattttataa
    17281 aattgcttta gcttcaaatg cagactcatt agcaacttgg cttttaccca 
ctattcagca
    17341 aacattgttt aaagaaaaaa tagtgttaga gctaaaaatt gatgatcaat 
cacacacgca
    17401 tactttgcta gaaacggggc aggtcaatgc atgtattaca gcagaagagc 
aggtgatggc
    17461 gggttgctta gctcagcctc ttggtaaaat gcgctataaa atgctggcat 
cggccgagtt
    17521 tgtaaatcgg tggtttagtg gtggaattaa ccgagaagtt ttaagaaaaa 
caccggcggt
    17581 tatttttaac cataaagatt taatgcattc agaggtttta ttaaaaggat 
acggtttacc
    17641 aatgcagagt tatccttata gttttattcc ggcaacagat gcttttgtta 
aagcaattca
    17701 actaggtttg ggctatggta tggtgcccga gcttcaggtt caaccattac 
tcgaaaatgg
    17761 aacacttatt gatattatgc ctgaggctca acttgatgtt cctttatatt 
ggcatcactg
    17821 gaaaagacag tcgaaacaac ttgatgtact gactgagacc attgttgaat 
cagcaaaaca
    17881 gatattgaga taattttaga tcttagtttt taaatgacga tttgaaatgt 
gttgaatata
    17941 aaactctata tcttgtgttg agtaacctaa aagttgtccg attctacggt 
caagctctaa
    18001 gcgatcttcg agctgagtct cctttagtga tttttcaata cataacatga 
gttcattcaa
    18061 atctgccaaa gacgcatctt tatagatcaa cataattgaa aaggggagag 
acagagaagt



    18121 ttcaatgtct ttactgagca tagataaaga tccttgctca agatgtttta 
taaattcaat
    18181 aggtaataac tcataaaaat aagcgatagg ttttttgcct gagagtaata 
attctagttc
    18241 ttgtccttca tgcgggccaa gttttccaag tgattcagtc atatcaatac 
tcttattttt
    18301 ttatctttaa tattgttatg caaaatttat gcgcggtgat gacataggcg 
ttggtcatca
    18361 ccgtttagtt aataaattaa gattgtgtta actcaagcgc acgttgataa 
gcgacttttt
    18421 tcttaatacc cattaaatca gcagccagtt gagatgctgc tttaactgat 
aaatcttgaa
    18481 gtaagcgctt taaaagctca tctagttttt cttgttccag atcggttttt 
tctggtgcac
    18541 cgccaactac aagaacaatt tcaccttttt cttggttatg gtcattttca 
ataaaactaa
    18601 ccaaatcttt taaggtcatt tttttgatcg tttcaaatgt tttggtaatt 
tcacgcgcga
    18661 aacctacagg gcggttttca ccaaatactt cagccatatt ttttacgcat 
tctaaaatac
    18721 gatgtggcgc ttcatagaaa attaaggttt gagtttcatt tttaagtttt 
tcgagttgcg
    18781 taatacgttg agaagccttt gatggtaaaa agccttcaaa actaaaacgg 
tcacttggta
    18841 ggcccacagc acttaacgcc gcaattgcag cacatgcacc cggtacaggt 
acaaccctaa
    18901 taccattttc ttgagcagct cgaaccagtt tgaaaccggg gtcgctaata 
agtggtgtac
    18961 ctgcatcact aatcaaagca atattttcac cagcgagtaa cttttgaact 
aactgctcaa
    19021 ttttgttgct ttcattatgg tcgtggcatg cggtaagtgg ggtagatata 
ttatagtgtt
    19081 tgaataattg agctgattgg cgtgtatctt cggcagcaac aacagaaact 
gattttaaga
    19141 tatcaattgc acggaaagtc atatcatcta agtgcccgat tggggtggct 
acaacaaata
    19201 actgagcact catttggttt ttactccgta cagataaaca attttaatgg 
gttagtgtac
    19261 ccgaaattat gtttttggcg tgaacaatgt cagtaggctt tttatttttc 
gaaacatctg
    19321 cttttgattt gttcaattca aaaataaaaa ggcatagaac cggcattaac 
agtatttaca
    19381 tttttaattg gggaaacaaa aaaattatgt tagttgcaca gcagttgggc 
caatgggcgg
    19441 aacaaacagc actaaaactt ttaaaagaac aaaattatga atgggtcgcc 
agtaattatc
    19501 attcacgccg tggagaggtc gatctgattg taaaacgcgg taacgaattg 
atttttgttg
    19561 aggtaaaagc gcgagggcag ggaaattatg gtcaagcttg tgaaatggtg 
accttgagta
    19621 aacagaaaaa aataattaag acggcgatga ggtttttaca gcgctaccca 
tcttatcagg
    19681 atttttattg tcgttttgat gtgatttgtt ttgattttcc acagaaaatt 
gcaaaaacag



    19741 tacagcaaga cttttcgaaa ttccattatg atctgcaatg gatcgaaaat 
gcatttactt
    19801 tggattaaga gttcattact cttttgagca aattaaagac cgatgtttta 
tgatcaagcc
    19861 aagaagagat tgataggagt ctggtggagt gttgaaacgt attgctgtaa 
cagcgctttg
    19921 tgtcgcaagt ttgtcaggtt gcgcaagttt tatttctggt ggaacaggta 
cagctccagt
    19981 tggaacagat agtggtgtac gtagcttagg ccaagtattt attgattctt 
caattaagcg
    20041 tacagcgaat attaacctct ataagcttga tcagcgtttt aaacaatctc 
gtattaacat
    20101 cgaaagcttc catagcacag tattgttaac tggacaggtg ccagacccat 
acttaaaaca
    20161 gttggcagaa gacaacgtta aagccatgag tgatgtgaaa gctgtacata 
actacattac
    20221 cgtgggtaac aaagtaagct ataacacgat catgcaagat gctggggtaa 
ccgcaaatac
    20281 acgtgcttta ttaatgaaag cgccagtagt atcggacagt aaagtactgg 
tccataccga
    20341 agatggtgtt ttatatgtga tgggccgttt aaacacagct gaaattaatg 
atttaaacaa
    20401 tgtgcttcaa aatgtcggta acgtgactaa gattgtaacg ctcattgata 
atattgattt
    20461 agcgcctgct ccggcagcga gtactgccag cgcaacaact acaccagtaa 
ttaataacgt
    20521 tcttgctcaa ccaacagttc aaactcctgt tgcaattgat ccggaccaaa 
cagatccagc
    20581 atcttctgca caataaaata tgaacctgat tgaacaatta caaagcaaaa 
ttgagcaggc
    20641 gagaactctt tataaagagt tccgtctgta tgatttgggg agctttgctt 
taaaccgttt
    20701 tacaccaaaa gatggttttg agcaggtttt aaatgtgcgt tatggcttaa 
agcctcgcca
    20761 tcgtctagat atttatcgtt ctactaagcg cttagctcat cgaccactca 
ttgtttttgt
    20821 acatggtggt gcttggcaac atggtaataa acgagactat ttatttatag 
gtgaagcgtt
    20881 tacgaaagaa ggttatgacg ttgctgtcat taactatcag ctcgcaccga 
agaatatttt
    20941 tccaagttat gtagatgact taacgcaagc gttaaactat ttacaccaga 
accaagaaaa
    21001 actggaaatc tcgacagaga atattgtgct tatggggcat tcggcaggtg 
catttaatgt
    21061 gatgtctgct gtttatcacc caaaaccaaa tacaattcag tgtttaggta 
atattaaagc
    21121 aatttttggt ttggcaggtc cttatcattt tgattataaa ggtgatccgc 
ttgccgaaga
    21181 tgcttttgat caaagcattt cttataaaga agtgatgcca tattattttg 
taaatcaaaa
    21241 tcatattaag cattatctgc tcatggctga aaatgatcag cttgtaaaaa 
aagaaaatac
    21301 ctttgatctt gatcaggcac ttagacaaag cggaaatcac agtcatatcg 
ctgtgatccc



    21361 taaaacaggt catattacaa ttttggctag tttatcgagt tttgtaagtc 
attacttccg
    21421 aactaaacgg accattttgc actttctgga tgaagtattc taaaacatct 
gtttgagagc
    21481 gcagattact tcgcttgagt aatctgcgta atcattgcat gtgcaatact 
gcctttaaat
    21541 ggaatttcag gtaactgatc aaatttaaag aattgtgcat cggcaatttc 
atcttcttgc
    21601 aaagaaattt cacctgactc atattcagct ctaaatgcaa tcatgagatt 
gcttggaaaa
    21661 ggccaaggtt ggcttgacat atattggata tttttgagtt taagccccac 
ttcttctaaa
    21721 gcttcgcgct gaacagcttc ttcaagcgtt tccccaactt ctacaaatcc 
tgcgatcaag
    21781 ccatacatat tggttttatt gtgaatagat ttcgccaata aaatttcatc 
atcgccttta
    21841 gtaatgatgg tgataataca tgggtttaca cgcggatatt ggtggtagcg 
acaagaaggg
    21901 cacaccatag catattctgt agggtgtact tcggtagcat gcccacagtg 
gctacaaaac
    21961 ttgtgattac gtcgccattc gagcaactgt acagcacgac ttgcctgtaa 
aaattgttct
    22021 tttgaccagt tggaaataag ttgacgaatt ggaacgagtt gcaggccttc 
cggaatggct
    22081 tcttcactca acaggtcacg tgcaatgacc tgttcatcat gagtgaaaag 
cagatcactt
    22141 gctaactttt cgactttggg taattgaagg ttttggtcaa ccaataattg 
ttgatgatga
    22201 aaaatataag caagtgataa ctcagacatt aagctgcctt ttttgaagtt 
gttgactact
    22261 tagcaatgct acatcaaaca tggattgtag aacaggctgt ttatttttta 
aattgtcaac
    22321 taacatatct agcccagcta aaacgttaaa aatacagtga atctgatcat 
gattgaaagg
    22381 ctgattttga tcgatttgct gttgtacaaa cttggcagtt tcaagtaaag 
cattttgttg
    22441 aactgtgctt cctaaaaatt cagccgcgcc agccaactct tttaaagagc 
ctgcaattgc
    22501 ttcaatattt tgagtttgat cgttggcata gagagtcaaa ctttggcata 
caaaatcgat
    22561 taaatttttg gtctcattca ataatgtctg atgtgcttca tctaaacgat 
ctagagagat
    22621 attggtattg ttcacacgaa tttgtagacg gttagatgaa taatggcgca 
ccaaaatacc
    22681 aatggcattc atggcagata aaatgctttt catcaactgc tgagcatagt 
tttcattact
    22741 caatatattg atttggctta aactgctggc ttgttgagaa agctctgaag 
cagcctcgtt
    22801 taagttgagt aatttaaaag tatgagcaag ctgcataaga ttgctttgta 
gttgatgagc
    22861 tttttctggt gacatgtttt ggtagttata ttcaatatca ttacgaactt 
tgttcatttc
    22921 gcttaagatt aattgactta ctgtttgcat ggtatcaaag tctggaccat 
acaaatgttg



    22981 gctcagggtt ttgagttgag tgtcggtgag aaactcatga ccaatgttta 
actgactacg
    23041 gatttgctgc gcaagttggt cttcttgtcc aatcacaata ctcaggatat 
ctgctagagc
    23101 agttaagttt gcttcaaagc cttcaggtga agctaaaaat aaacttatgg 
cattttcaag
    23161 gttaatgaac acacgtaggc gagcatcatt taaaacaagt tcatcaatat 
gactaaaggc
    23221 agagtttacc aattgccagt attgctggct tggttgacct tgagccatac 
tcactaaata
    23281 accgccaatc agtttaaatg cttgaaagtc tcgagcattt tcagttttat 
ttaaaaattg
    23341 atgtagtgat aatttataaa gctgatggat aaactgagtt ctttcattaa 
taagcacttc
    23401 gggtaacggt aactcaagtg aagctgttga aagctttgat gcaatctgtt 
ttccagaaga
    23461 ggttagtggc ttatttaaag ctttttctaa attatttaag gtgtctaaaa 
gaaactgagg
    23521 tacttcgact tcacgtaaac agatgaattc aatataacgt ttaaccatgg 
ttgtgccttc
    23581 acttaaagca acaacgtcat cggtattgat gtgctctgga ttcgccataa 
tcttttgcat
    23641 caactcggtt gaatattgag tgatttttgc caaatacgga atatcaatga 
gacgtaagac
    23701 ttgagtacat tgtttaaatt gttctaatgc atcatcaata ccaaaaggga 
gagcctgttc
    23761 ttcaattaag gtacttacag cgccttccac cagttttatt gaattatcaa 
tttcattttt
    23821 aatgatgagt aacgctgttg gatcaaattg aatcgaatta tgctcagaca 
taaaaaattc
    23881 ccctttgcaa aaaaatcaat tgttatattc gtcatggctc aatagtttga 
gctaaaaatc
    23941 tatacgacta atataactta acttgcaaaa ggggaaacta aaaaaacatt 
agagaatcaa
    24001 aaatttattt tgcaaaaagg caaggttctc catgtttttt ctcaaattct 
ttgacccaag
    24061 tctcatgtat gtttagctct tcatctgaag ggtaaataac aggtaattca 
atttgaactc
    24121 tagctttggt cgttttttgc tggtcacttt cactttgcga tagggcatcc 
atatcaaagg
    24181 aaacttgacc accggtcatt gccaagtaaa catcagaaag aatttcagca 
tcgagtaatg
    24241 cgccgtggaa agtacggtca cgcgctggaa tttcataacg tctaactaag 
gcatcaagtg
    24301 agtttttctg cccaggatgc ttatttttcg ctaaagctaa agtatcggta 
acttcacaaa
    24361 cttctgaaag agcaggtaac ccaacacgct taaactccat atctaagaag 
ttcatatcga
    24421 aggttgcgtt atgggcaata atttctgcgc cttttaggta ttcaaataag 
gtatctgcaa
    24481 tttctgcata ttttggtttg tcgaccaaaa actcatcagt aataccgtgg 
acttgaacag
    24541 agtcacccac tggtttttca ggattaatat aaatatgaat cgaactaccc 
gtaagcttac



    24601 ggttaatcat ttcgatggca ccgacttcaa taatgcggtc accatcttgg 
aaatagaaac
    24661 cagttgtttc cgtatcgagt atgagttgtc ttgggccttg taatttaagc 
ttggcttcag
    24721 tcatcacaat ttgtggatga atattggtat tttgctgttg ttcttcttgt 
tctacagcct
    24781 taactacatt catttcttca tccacaacaa tcatctcaac ttcttgtgtc 
tgctctaaag
    24841 tgaccgtttc atcttcggtt gtttcaacca gatcgaatcc gaaaggatcg 
tctagtaacc
    24901 agtcttgttc aggctttttt atatcttgcg atacagtggc tgactgtggt 
tgcttaagtt
    24961 cttgagcagt tttgtctgca cctaaattcg caagttggtc agccatttca 
ttacctgcat
    25021 gtcctgcatg gcctttaatc cagttccatt caatatttct acccgcacaa 
acggcatcga
    25081 gtttttgcca taggtcagga tttttaacat ctttccagtt tttctttttc 
caaccatgaa
    25141 tccattctgt aataccttgc ttcacataat ttgagtctgt ccagacaatt 
aattgagcat
    25201 caggagggca aaaagaaatt ccttcaatag ccgcagtaag ttccatacgg 
ttatttgttg
    25261 tgtcgggttc accgccaaat aatttatgtt caccctgctc ggtaatgaca 
tatgcacccc
    25321 aaccgcctaa acccggattg ccacgacatg caccatcaac atacagtgtg 
attgtttgag
    25381 acataaatcg aaacctaaac tgaaagaaaa agagctgaat ttggtgtatt 
gtatacgcaa
    25441 aaagttcggt tccatcgtta caaagcaagc tttttttaat ttcttgtaac 
atttccatgc
    25501 aaatgacatt aaattattgc cttgtctatc ttgcatgctt tactacaatg 
gcatcgaaga
    25561 cctagggttt gtgggcagac cccaagaaat attacgcgag ttgtttggaa 
gtttttatgt
    25621 ataaaccaac cacatttgtg tggcagccat ctgcagcatc attattcaaa 
attacagtcc
    25681 ttagctctgc tttagctgcg ttgggtatta caacaggctg ttcttcgact 
cggcaatctg
    25741 caaaaacctc gaaaacaaaa caggtgagtg gagcaggcta tcttgatgca 
agcagtctgg
    25801 actctttaga agacttactt tcagcaacag atatgcgtgc tgtagagggc 
gaccgtttac
    25861 ttattttaaa acacggtgat gtctggaagc gtatggccgt aggcttcaaa 
atggacctca
    25921 atcattggga tccacgtatt gaagcacagc gtagttggtt tatctcacgt 
cagccctacc
    25981 ttgaccgctt aagtgctcgc gcaagtcgtt atttatatca tactgttaaa 
gaagcagaac
    26041 gccgtggtct tccaaccgaa cttgcattat taccagtgat tgaaagttca 
tatgacccag
    26101 ctgcaacaag tagtgcggcg gcggcgggtt tatggcaatt tattccaagt 
actggtcgta
    26161 tttatggttt acaacaaacg ggtatgtacg acggacgccg tgatgttgtg 
gaatctactc



    26221 gtgctgccta tgagttttta ggaagcttat ataaccagtt cggttcatgg 
gaattagctt
    26281 tggctgctta taatgctggt ccgggtcgta ttcaacaggc gattaaccga 
aatcaggctg
    26341 ctggtttgcc aacagactat tggtcactaa aattaccgca agaaaccatg 
aactatgttc
    26401 cgcgtttctt ggctgttgca caaattatta aaaacccacg cgcttatggg 
gtttcgttac
    26461 ctccgattgc aaacaggccc catttccgtg aagttacctt atctgcacca 
ttatctttaa
    26521 atgaaatcgc atcggtaacg ggccttagcc gtgctgagtt atatgcatta 
aacccaggct
    26581 atcgtggtga aacagtagac cctgcaagtc caatgcgtat tttgattcca 
gctgatataa
    26641 gtccttcagt ggataacaag ttaaaaggga tgaaagcagg tggaagttca 
ggctggtggg
    26701 caagtgttac ttcgccgtct aaaccgacca caacgacttc aacttcagtc 
acagttagaa
    26761 ctactccatc aactccagct cagccagtaa gaccatcgac gcctgctaaa 
acaagtagca
    26821 gctcggtaac ggtaaaaact gcaacacctc gtggttctga tgcgctagct 
gcttttgcag
    26881 cgtcagctga tgtaccaagt gcaccgcgta ttcctgttgc ggtcactccg 
gctgcaaata
    26941 tcaaacctgt gagaacggaa ccaccaattt cagcaactga acgcgagaaa 
attttagcgg
    27001 cagtgcgtgc tgaaggagaa aaggaaacag ttgatcaagc tttagagcct 
caagctactc
    27061 aagctgaaaa agaccaagtt gttgccgagt taaaagcact tgcacctcag 
ggtacagaaa
    27121 ttgtcgatcc gtatgatggc aaaattaagt taaccgcaat tcagaccagc 
caatctgttg
    27181 ctgagcagca aggtaaagaa gtaagtaaag gttttgctta tccaaaaact 
ttagctgaag
    27241 atgcaactct tgcaaactct gaagatgctc agcgtaataa agataagcct 
tatattaaga
    27301 ctgatacaga tgttgtggtt gtacaaccta aaggtaagcg tagtacttat 
acagtacaac
    27361 ctggcgatac tttagcagtt attgccatga agaatggtgt gaactggcgt 
gatgtagcta
    27421 aatggaacca gattgaccct gaaaagactt tatttgtagg aaccagccta 
tatctctatg
    27481 atgctaagcc tcaagaggtg gaaaatacgg caaaatcggc agctaaacct 
gatgtctatg
    27541 ttgttcaagc aaatgacagt ttaacaggag tggcaaatca atttaatttg 
tcagtgaaac
    27601 agctagctga atataacgat ttgtctgtaa cagatggctt gtttgtaggg 
caaaaattac
    27661 agttaaaaga gcctaaaggt aatcgtgctg ctaaagtaga accaaaggca 
attcaagcaa
    27721 gtacacgtcg cattacaacg aagagttata ctgttaaacg cggcgaatat 
ttgaaattaa
    27781 ttgcagaccg ttatgcatta tctaatcaag agttggcaga cctaacaccg 
ggattatcag



    27841 ctggtagtaa tttaattgta ggccaaaaaa ttaatgtacc tgcaaaagaa 
atcactgttg
    27901 atgaagttga tgacagcaag gcttctggta aatatgaaaa gcttgcagca 
ggtccatcat
    27961 ataaaactga aagttataaa gtgcagcgtg gtgatacatt atcaagcatt 
gcgaccaagt
    28021 ctaaaattag cctagctgag cttgctgaac tgaacaactt aaaagcgaac 
agtcatgtcc
    28081 aactgggaca aactctaaaa gttccggctg gtgcatcagt tcctgaccaa 
tatgttgtgc
    28141 agtcaggcga tagcttaaat gcaattgcag ctaaatataa cttacaaacc 
agttatttgg
    28201 ctgatttgaa tggtttgtca cgtactgcag gccttcgtgc tggtcagcgt 
ttaaaattaa
    28261 ctggtgaagt tgaaacaact agcaaagttt cggctaaaaa taccaaagaa 
gaaacaccag
    28321 agacctacac agttaaatct ggtgatagcc taggaaatat cgccaaccgc 
tatcatttac
    28381 agttagatta ccttgctgca ttgaacggtt tgtctcgcaa cagtaatgtt 
cgtgttggtc
    28441 aacgcttaaa attaacaggt gatttaccaa cagtagaaac agctaaaacg 
gatacagcaa
    28501 aatcgtctcc aaaagctgta gttgcaggaa aaaatactga aaagtacacg 
gttaaggctg
    28561 gtgagtcgtt aaatgctatt gcgagtcgtg caggtatttc agttcgtgaa 
cttgctgaaa
    28621 tgaatgcatt aaaagcaaat gccaatttac agcgtggaca aaatattgtg 
attccaaaaa
    28681 ctgtagtgga atacaaagtc aaacgtggtg ataccttaat tggtcttgcg 
agtaaatatg
    28741 gtttagaaac cactttactg gcggaactca acaacctaac accgtcgact 
caattgcgta
    28801 ttggcgatat cattaaagtg cctaatttat agaataatta gtactttatg 
caaaagttat
    28861 attctcaact gagcctgcta gtcgggctca gtgttttttc gcaagctata 
ttctctgctc
    28921 agcaaaccac gccgtatatc gcaattcatt ctaagcctaa atatctggca 
atggctgcta
    28981 tgccttatgc caacccgaat gcacctaaag gcggagtatt gagtcaggct 
gcgcaaggga
    29041 catttgataa cttaaacagt atgaacggta agggaaatgc gacagaaggg 
gtaaattatc
    29101 tttttgatac tttaatgacc cagtcacttg atgaagtggg ggtgttatat 
ccacttctgg
    29161 cagaaaaagt ttcgtatgat cctataaaaa ctcagtcagt tattttttat 
ttaaacccaa
    29221 aagctcgatt tagtaatggg ctgcccgtaa cagctgaaga tgtgaaattt 
agctttgata
    29281 cctatcaaac caaatctaat tttggtctac aaatgtatct tgcagactta 
gcgaaaacag
    29341 aagtgataaa cccacatcaa gttaaattca cttttaagtc cagccataat 
cctaaaatgc
    29401 catttgttgt agcgagttta ccgatttact caaaagcaga ttggcagaaa 
cgtgatttta



    29461 cccgtattag cttgcaaccg attataggtt ctgggcctta cgtggttgag 
aaaattgatg
    29521 caggacgaag tattagttat aaacgtaatc cgaattattg ggcaaaagac 
ttacctatta
    29581 ataaaggacg ctataacttc gatcatttaa agtatgttta ttaccgaaat 
tgggatattg
    29641 cattcgaagg ttttaaatct gggcaatata ccttgcatga agaaactaat 
cctaaaaaat
    29701 gggtcactga ctatcatttt ccggctgtaa aagcaggttt ggtaacgcaa 
tataaattta
    29761 gacatcataa ccccattgca accgagagtt atgtttttaa cacacggcgc 
aaacctttca
    29821 atgacatccg ctttagacaa gccttgactt atgcctatga ttttgaatgg 
caaaataaag
    29881 ctttgtttta cggacaatat caaagactac aaagttattt tgaaaatagt 
gatttggcag
    29941 cgacaggtcg tccttcaaac aatgaaatgg ccatattaaa gcctctgtta 
ccaaagcttt
    30001 ctccagtcat gcaaaaagct gttttgacag actggaaata tcctgtctcg 
gatgccagtg
    30061 gttttaaccg gcaaaattta ttaattgcta gacagttgtt gattcaagcg 
ggttataaaa
    30121 ttaaagaagg gcaattatat acacccgaag gcaaacctgt aaaaattgag 
tttctcattc
    30181 agcaagatgg caaacaaaga acactgatgc catttgtaag aaatttaaaa 
aaattaggaa
    30241 ttaatattaa tttacggcag gttgatgcgc cgcaatattt agagcgtaca 
cgccgttatg
    30301 actttgatat gactacgatg aatttgccgc aatctttaaa cccgggcaat 
gaacaggctc
    30361 agttctgggg aagtgcagca gcagttcaag atggcaacta taactacgct 
ggtattcgta
    30421 atccggtaat tgatgaggtg atttcaaaac tggtcactgc caaagaccgt 
gaacagcaaa
    30481 tcacttatac tcatgttctt gaccgattgc ttcgtgcagg atattaccag 
atcccgactt
    30541 atggaaaagg ggattattgg tatgcgtact ggaatatgta tcagcagcct 
aaagtgaaac
    30601 ctgtgctctc tgccggtata gagtattggt ggagtaatgc aaaccaagct 
aagaaagttg
    30661 ctcaatattt acatcaacaa taaaagcacg tacctaaagg aaatcctgtt 
atatgggttc
    30721 atatattcta aagcgacttc ttttaatgat tccaacgttg ttcattattt 
tattgatcaa
    30781 ctttgtggtc gtgcaaattg caccgggtgg accagttgaa caggcaattc 
atgaagtaga
    30841 aagtggctta ggagcagggc gtatattagg cactgaaatg tactatcaag 
gagctaaagg
    30901 cttaagcccc gaaatggttg agcaaattaa agcccaatac gggtttgacc 
atcctccagt
    30961 ggaacgtttc ttactgatgt taaaaggcta tttgacttta gactttggac 
aaagcttttt
    31021 taaagataaa tcagtggttg agctgctctg ggaaaaaatg cctgtgtcaa 
tttcacttgg



    31081 gctatggagc actttgctga tttatcttat ttcaattccg ctcggtatta 
aaaaagccaa
    31141 acaacaaggt acatggtttg atcgttccac ttctttattg ctagtggtgg 
gttatgcagt
    31201 acccagcttt gtctttggta tactgcttat tgtctttttt gctggcggtt 
catattttca
    31261 gtggtttcca ttacaaaacc tagtgtcaga taatttttat caattgagtt 
ggttcggaaa
    31321 aattacggac tatttatggc acatgacgtt gccgcttatt accatggtgt 
tgggtggttt
    31381 tgccagccta acttatctaa ccaaatattc atttttagaa gagcttaata 
aaccttatgt
    31441 cttggcagct tatgcaaaag gtttaaatag ccaacaagtc ttatataaac 
atgtattccg
    31501 taatgccatt ttagtggttc ttgctggatt gcctgaggct ttagcaggca 
ttttctttgt
    31561 gggaaatctt tttattgaaa ttatttttca cctagatggt gtggggttgt 
tgggctttga
    31621 agcaattgtt cagcgagact atccggttat ttttggcgta ttatttttct 
tcacgctgtt
    31681 tagtctgctt ttacgactta tttgcgatgt actgtatcaa tggattgatc 
cgcgtattca
    31741 ctttgacgca caaggaggca aataatgtct tttattgtgc gatcacgact 
gcaaaagttt
    31801 aggcaacata aattagggtg ggcaagcttt gttttgttta gtctcatttt 
gatgatgtcc
    31861 ttggctgctg agctcattgc taacgacaaa ccattgttgg tgaaatatga 
ggacgcttat
    31921 tatttgcctg tctttaaaac atatcccgaa accacttttg gtggcgtgtt 
tgaaacagaa
    31981 gcagattata aagatcccgc tgtacaagag cttatcaatc ataaaggatg 
ggctatttgg
    32041 ccccttataa gattttctta ccagactcct aatttagact tggctgtacc 
tgtgccatcg
    32101 ccaccttcta agcagaactg gttaggaaca gatgaccaag ggcgagacgt 
gtttgcacgt
    32161 attctctatg ggcttagagt ctcattactt ttcggcttgg ctttaacagg 
ttgtgcagca
    32221 ctacttggca tttttgtggg tgctatacaa ggctactatg gtggctgggt 
cgatttgtta
    32281 gggcaacggt tggtagaagt ctggaatggt ttacctatgc tctttatggt 
catgattttg
    32341 gtcagcatgt ttaccccaaa tgtatattgg ctatttttta ttatgctgtt 
ctttagctgg
    32401 actgtacttg tgggaattgt ccgtgccgaa tttttaaaag cgcgtcaact 
tgactatgta
    32461 cgtgcggctc aggctttagg tttaactgat agagcaatta tctttaagca 
cattttgcca
    32521 aatgccataa gttctagtct atcgcagtta ccttttattt tgaccacaaa 
tattattgct
    32581 ttaaccgcac ttgatttctt gggctatggt ttgccgccag atgcagcctc 
tttaggtgag
    32641 ttgttgttgc aaggtaaaaa taacttagac gcaccgtggt tggctttatc 
tgggtttttt



    32701 agccttgctt ttgtgttgtc attattaatt tatattgggg aggcggcacg 
tgatgcattt
    32761 gacccaagaa aataacttaa atgtagatgc tagattgcta aatatagaaa 
acctttcaat
    32821 ctctacgcaa gatcagcctt tattagaagg tctcaattta cacttaaaag 
ctggtgatac
    32881 gcttgcaatt gtaggtgaaa gtggttcagg taaaacaata agctgcttgg 
cgatgatggg
    32941 attattacca gaaaaattaa aaacatctgg tcgtattatt attgattcaa 
aaaatatttt
    33001 acaaatagac gaaaagactg gaacttattt acgtggtcat catattgcca 
tgatttttca
    33061 ggagccttct acggctttaa atccattgca tcgtgttgaa aaaattgtcg 
gtgaaaattt
    33121 tattttacaa ggtgggtcaa aagcgaaagc tcaacagcag gtaattcaat 
tattaaaaga
    33181 tgtaggaatt gctaatccag agtacatttt aaaacgttat ctgcatgagc 
tttcaggtgg
    33241 tcaaaaacag cgggtgatga ttgcggctgc gctagctctt caacctaaaa 
ttttaattgc
    33301 agatgaacca accaccgcgc ttgatgtgat tttacagacg caaattttag 
aattattaaa
    33361 atctttgcaa agcaaatatg gtatggcact gattttgatt agccatgatt 
taaatttggt
    33421 acgccgttat gctgatgaac tgattgtatt acataaagga caagttgtag 
ggcaaggtaa
    33481 gcttcaacag atttttgaac actcaacttc agtttatacc cagcaattgt 
tagatcatga
    33541 tcttggtttc gctgagcaac attcaaccag tcataaaatt ttatctgttc 
aacaactcaa
    33601 tgttaaatat ccaatacgac gtggtttctt taatcgaatt cagggttata 
ccaatgcggt
    33661 tgaaaatgta aattttgagc ttgctcaagg cgaagcatta ggcattgtgg 
gtgaaagtgg
    33721 atccggaaaa tcttcattgg ctttggctct ggttcgatta attaaaagtg 
agggacagat
    33781 taactttcta gggcaagata taaaccactt agaacaaaaa gctttacgca 
agatcaggtc
    33841 agacttacag attgttttcc aagatccatt tggtagtcta aacccacgta 
tgacggtagg
    33901 gcagattatt gctgaagggt taaaagtcaa agcgataact gataaagaaa 
ttaaacagca
    33961 agttgaatca gctttgataa aagttgagct ggcagagggc tttcaacatc 
gctatccaca
    34021 tgaactttct ggtgggcaac gacaacgtgt tgctttagcg cgagctttag 
tagttcaacc
    34081 taaactttta attttagatg aaccaacgtc tgccttagac cgaaccacgc 
aaaaagcgat
    34141 gattcaatta ttacgacgtt tacagcaaac agagcacttg agctatattt 
ttattagtca
    34201 tgatttaaat gtggtcaaag cactgtgtca taaagtgatg gtattacgac 
atgcaaaagt
    34261 tatggaatat cagccgactg agcagttgtt taatgcccca aaaactgaat 
ataccaagca



    34321 gttaattgcg gcaagttgtt aaatttattt aataaaatta tgttttataa 
aaataaattt
    34381 tatttaaatt tttaatgcaa aaagttgcat ttttttatat tttttaaatt 
tgacatgtgc
    34441 tattgtcagt tatcgatttt cccttgacat gacctataac tcatctaaat 
tagagtaatt
    34501 gctctaaaat attaaaagag gttaaccatg agccagattg cacaaccaat 
cacaattcga
    34561 aataccacat ttaaaaaccg gattattaaa ggtgcaatga gtgaggcact 
tgcaaactat
    34621 gaaggccagc cgaatgaatt acatttaggt ttgtatagtg catgggccaa 
aggtggtttg
    34681 ggctgtgcga ttactggaaa tgttatggtc aatgtagagg ccaaaaacga 
acctggggta
    34741 gtggtgattg aaaccgagcg tgacctagag cgtttaaaag aatgggcagc 
agtcggtaaa
    34801 caatatggga tggtacaact tatccaattg tctcaccctg gtcgtcagtg 
tccaaagggc
    34861 ctaaataaag aaacagttgc accttcggca gttcctttta gcccagcttt 
agcgactatg
    34921 tttggtactc cacgtgctct tacgcatgaa gaaattttgg atattattaa 
acgttttgcg
    34981 aacgctgctc gtatttgtga aaaggcgggt tttgaagggg tacagttaca 
tggtgcacat
    35041 ggctatttaa ttagccagtt tttatcacca ttaaccaata aacgtacaga 
ccagtggggt
    35101 ggttcaatcg aaaaccgtac tcgcttttta ctagaagttt ataaagcagt 
acgtgaagca
    35161 acttctgata attttattat ttccgttaag ctcaactctg ccgacttcca 
gcgcggtggt
    35221 attagcgaac aagatgtgat ttcggtattt aaagcagttg atgaagcagg 
gatcgactta
    35281 attgaaattt caggtggaac ttacgaagca cctgcaatgg ctggtgcaaa 
agccgataaa
    35341 cgtaaagcaa gtaccattgc acgtgaagcg tatttcttag acttcgctga 
aaaaatccgt
    35401 cagcatgtaa aatgtaaact tatggtgaca ggtggcttcc gtacagtaga 
aggcatgaat
    35461 gctgctttgg caagtggtgc atgtgatttt attggtattg ctcgtccact 
tgcagttgaa
    35521 acagatttaa cagaacgttt aattgcagga caagacgttc gttatgcagt 
aaaaccgatt
    35581 aaaacaggtt taccttttgt cgataaaatg gcgattatgg aaatcatttg 
gtatgcagca
    35641 caatttaaag ctattgggca gggtaaaaag ccaaatccta aactgtcacc 
tctaattgtg
    35701 tttctaaatt atgccaaggg taatattaag gctgttgttc aaggacgcgt 
gaattcacgt
    35761 aagtcagcgt aaaaatttct taaagtaaag gtactatttc taaggatgaa 
atagtacctt
    35821 tatactcaat ttagaacgta tagctcatac ctaattgaac ggtacgtgat 
tcacccggat
    35881 aagcatataa attgaaagca ctttcatcat aaactttatc aaaaatgttc 
ttcacatcta



    35941 agttaagacg aagttttggt gtcgcctgat aataagaaac caaatctgta 
actgcataac
    36001 ctttcatgat ataggtacta ttggctgtct gacctgcacg tttatcaata 
tatttttgat
    36061 tgatgcctag acctaagcct tgtaaagggc catcttgaaa ttcatagata 
tttaaaagat
    36121 taaaactatt ctttggaata ttggctagag ctgttccttt gtgcaaagta 
ttgtctttag
    36181 ttacttccgc atctgtataa gcatatccac caataatttt ccaggcaggt 
gtaatttgac
    36241 cagcaatatt taactcaatg ccacggctac gaacttcgcc agcagcgact 
ttataagctg
    36301 aatcaacagg gtctagtgtt aagacatttt ctttattggc gtaaaaaata 
gcggaatcaa
    36361 tcgataacat attatcaagt gcttgccatt taaaacctaa ctcgtaagcc 
gtaccttctt
    36421 caggatcaaa accttctccg ttacggctgg cgccagtatt tggtttaaaa 
gattttgcag
    36481 cattgccata gaatgaaagg tcatcacttg ctttataaac taagcctaaa 
cgtggaataa
    36541 atgcatcatg actggtattc cagttggtag tatttggtaa taggtttttg 
taatcgtgct
    36601 cgtaatgctc aaatcgtaag cctaagagtg cgcttaaacg ctcatttaag 
tcgatttggt
    36661 cttgtacgaa aagggccgtt gtttttaagc tttcacggtc atgtgtggtt 
acacgattga
    36721 gctcaggtaa aggttgccct aaaactggat tataaatatt aatagggtag 
ctaccgatat
    36781 ctccgcttga gcgaataatg tatgacttat aatcataatt ttcatattca 
agcccagtca
    36841 ctaaagtatg ggctaaacct aaaagctgaa aattacctgt gagattaatt 
tgggcatcgg
    36901 tatcttgcca ttttaattcg cgataattgt aatttcgccc taatgtttct 
ccatcagcct
    36961 gaatgccatt tgcttctact gcatagccat gcaatttgcc atttaaatat 
tgcacgccag
    37021 catttagctt ccagtcattc ccaaggtcat gttcaactcg taattgagtc 
atattgttat
    37081 cattgtagag tcgattgtag tatttacccg tttcccataa ataggtttct 
ggtgagctat
    37141 taaaagattt ctgtgttgga taacgtgtat gaccacggtc gagtggatgt 
tggtttctta
    37201 aaatatcggc ttcaaaagta accttggtgg catcagtagc ttgccattga 
atgactggtg
    37261 caattccata acgtttagat tcgacatggt cacggtaact atccccacct 
tctgcaatta
    37321 catttaggcg ataaccaata ttttctgcat ttgggatagt acctgttgta 
tcgacagtag
    37381 tgcgatataa accttcacta ctgagctgtg cacctaaagt ggtttgttgc 
tcagactttg
    37441 gtgttttaga aattaagtta aatgtaccac ctgggtcacc acgtccatat 
aagctagaag
    37501 aggggccacg taaaacgtct acacgttcaa ttgtgttgct atccggcgca 
tttggatagc



    37561 cacggttaat tggaaacccg tttcgataaa actcaccact ggtaaacccg 
cgcacgttaa
    37621 aaccagttaa accttgacca ccaaagttat tagcacgagt cacgccacca 
gctaaatcaa
    37681 gtgcttcaac taagcgagtt gcaccaatat cttcaattac tttttgggtt 
accacgctca
    37741 cagattgcgg ggtatcttgt aatgcaattt cactacgcgt agcactactg 
gaactatcca
    37801 ctttataagt ctggtcagat gcctgttggg ctttaatttt gatagttgca 
agagtagttg
    37861 aagagttgtt cgtgtctgca aaagcagctg gaatacagca tagttgtgca 
atactcaggg
    37921 agagaaggcg aagcttaaga tccatttaaa acctttttga taataaatat 
cagtataaaa
    37981 ataagaatta ttatattgta aatctatgta aagggaatac tggatcagtg 
atatatttgc
    38041 acaagtgtat tttatttaga aataaagaaa aatataaaaa gaataagaag 
acagaactta
    38101 gagagaaaaa ttttatatga agagaatatg gcgtccctac ggggattcga 
accccggtta
    38161 ccgccgtgaa agggcgatgt cctaggcctc tagacgatag ggacgttgag 
gatggcggta
    38221 tcttaagaag ccgccaccaa actgtcaagg aggtaaggag acagtttgtt 
caaaatatag
    38281 caaaacagtt cagcagtctt ttgagtatcg tataaagcag agtgtgcttc 
tttaccatca
    38341 aactcaattc cagcttgaat acatgctttt gcaagtacag tttgtccaaa 
cattactgca
    38401 cttaaagtga ccgtatccat cactgaaaaa ctatggaacg ggttttggtt 
ttttgtgcct
    38461 gagcgagcaa tggccgcttg taaaaaccca aggtcaaaat gcgcgttgtg 
gcctacgagt
    38521 actgcatgag tacaatgttg ctgtttacga acttcattaa ccgatttaaa 
aatgcgacgt
    38581 aaagcagttc tttcatcttc agccattgca atacgcattg ggttgaatgg 
gtcaatacca
    38641 atgaagtcta gcgaacggcg gtcgaggtta gccccttcaa aagggttaat 
atgtgcatga
    38701 aatgcaggac cagggacaaa ttgtccctgc gcatcataca caatcggaat 
gcatgcgatt
    38761 tctagcaatg catctgtctg ggcattaaaa cctgccgttt caacatcgac 
aacaacaggt
    38821 aagaagccac gaaaacgttg gccaatgacc gggacagagt tttcttgtgt 
cacacttttc
    38881 tccattgcag cgttttcccg gcatgcagcg ggatgatttt ttgattattt 
aaataatcaa
    38941 aagattctgg aacgaggtta tcttctttaa ccaaagtaat ggtagaagta 
ttacgtggta
    39001 gaccgtagaa gtccgcacca aaatggctag caaaaccttc tagacgctct 
aatttaccga
    39061 cttggtcaaa tgcttgtgca taaagctcaa ttgcatttgg tgcactatag 
cagcctgcac
    39121 atccacaagc attctctttt gcattttgtg catgaggagc gctgtctgta 
cctaagaaaa



    39181 atttaggatt accgcttgtc gctacttcaa gtaaagtcgt ttgatgcgtt 
tggcgtttta
    39241 aaattggtaa acagtagaag tgcggtttaa taccaccgac caacatatca 
ttacggttaa
    39301 ataataaatg ttgtggagtg attgttgccg ccacattacg gtcttgttct 
aaaacaaagt
    39361 gtgctgcatc actagtagtg atgtgctcaa gcacaacttt aagtttcggg 
aactgtttca
    39421 atagaggtga taatacctca tctaggaagc gtttttcacg atcaaaaata 
tctacatgat
    39481 tgtgagttac ttcaccatga agcaataacg gaacttgatg ctcttctaat 
tgctcaatga
    39541 ctgcataaac tttacgaata tcactcacac cattatcgga gtttgtggtc 
gcaccagcag
    39601 gataaagctt aatcgcattt acatgttctg attctttaat tttacgaact 
tcatctggtg
    39661 aagtgtggtc agtaaaataa agcaccatac gagggtcaaa attattgcct 
tccggaacat
    39721 gagcaagaat gcgttcgcga taagctaaag cttcttctac tgtttttaca 
ggcggaacaa
    39781 ggttaggcat acaaatcgcg cgggcgaatt gtttagccaa atctggaaca 
gtacgtttta
    39841 atgctaaacc atcacgtaaa tgtgcatgcc aatcatctgg ctggagcagg 
gtaatagagt
    39901 tcaaggcagt tcaaacttcg aaataaaaca aatgataatc gataaagtgt 
gaaaatggta
    39961 acgagaatta cggacaagtg gcaaaataaa gcgcagggag ctttaaaaaa 
taatgttata
    40021 ttttgttaat gcagaatatg taggaatcga ctagtggcga ataggggaaa 
tgtacatcaa
    40081 ttactcaaat ctaaagaaga aatcgagtat ttggtcactc tacataccca 
tcgttatgcc
    40141 aatatgcctt tgcccaaaca actggaaaaa aaattctggt gtttaaatct 
tgatcgaact
    40201 agacagaaca tctcaaagtt tctagcaagt ggtgtactca cttatttaat 
ttttatttta
    40261 ctggccctgc cgaccgacta tttagtgatt ggggtacctt atattacttt 
ggattttatt
    40321 cattgcttac ttagtgcaat gaatattgca cttgccctgt tattgttctg 
ggtttttgcc
    40381 aaatttacaa aactctccga acacttttat ttagctgcat gtggtattgt 
atttttaacc
    40441 attattatta atgcgatgtt attgcttagt gtcggaaata tggcgcttaa 
gaaccagtct
    40501 atgttgcttc tttcattttt atatatgctc gggttcatat taagcggtat 
taaacctttg
    40561 catatgctct gtgttggttt attggcagca tttttagttt ttgcttttct 
tattttgtta
    40621 gatgtaaatt gtgattatat tgcgctgggc cgtgctttgt tcggtagttg 
tattttaggt
    40681 ttctcgatta gcagtatgct catctcaaga gaaagaagtc tttttttaaa 
taaccagctt
    40741 gctgaaatta atgaacagat cttacggatt gaagcgtcgg agttattgca 
tttaagccag



    40801 caggatgccc tgactcaaat ttcgaatcga cgtacatttg atgagatgtt 
tgattttttc
    40861 tactaccgag caaatcaaga gaagcgtcct ttagctgttt tatttattga 
tattgatttt
    40921 tttaaaaact ataacgattt ttacgggcac cagatgggag ataaagtcat 
ctctagcatt
    40981 gccgcagcaa ttaaaaactc aattcgtcat gtcgactttg ttgcgcgtta 
tgggggcgag
    41041 gagttcgttg tactattacc tgaaacacct gcacagggtg cttattcagt 
ggctgcaaat
    41101 atctataaag ccattgagcg gcaagcgatt cctcatgcag cttctttagt 
gtcgaagtat
    41161 gtcactatca gtttagggtt taccgtatat acgggtgggc taaagatggg 
acaagatagg
    41221 cttattcatg cggcagatca ggctttatac cgggcaaaac agcttggccg 
taatcaaatt
    41281 tattatcagc cattacaagt cgccgaaatt gcctaactta attttaaata 
taaaaaagcc
    41341 acctattgag gtggcttttt tgacgttata agaaattatt ttttcttatt 
gtctaattga
    41401 ggtacagcag aaccttgacc gattgaaagc aagccagcat ctgtatagat 
acctagtttt
    41461 gcacgtgtat cggtaatgtc gaggttacgc atagtcaact gaccaatacg 
gtccattggc
    41521 gtaaacattg aatcaccttt ttccattgtt aaacgttcag cttcgtacgt 
taagtttgga
    41581 gattcagtgt tcatgatggt gtagtcatta ccacgacgaa gttcaagtgt 
tacttcacca
    41641 gtaatcgctt tagctaccca acgctgtgca gtttcacgca acataagcgc 
ttgtgagtcg
    41701 aaccaacggc cttggtaaag taaacggcct aaacgtaaac cgttaatgcg 
gtattgttcg
    41761 atcgtatctt cgttgtgaat accagtaacc aaacgctcgt aagcaatatg 
aagaagggcc
    41821 atacccggtg cttcatagat accacgagat ttcgcttcga taatacggtt 
ttcgatttgg
    41881 tcagacatac ctaaaccatg acggccacca atacggtttg cttcaagaat 
aagctcaacc
    41941 ggattttcaa aacgctgacc atttaatgca acaggtacac cttcttcaaa 
acgtacagtc
    42001 acttcttctg gtttgatttc aacttcttct ttccagaaag caacgcccat 
gattgggtca
    42061 acgattttga tacctgcatt taggtattca agatcttttg cttcgtgagt 
tgcgcccaac
    42121 atgtttgagt cagttgagta cgctttttct tttgacattt tgtagtcaaa 
accgttgtcg
    42181 atgaggaact gtgacatttc tgcacggcca ccaagctcat caataaagtt 
ttgatctaac
    42241 cacggcttgt aaattttaag atttgggttg gtcaacaaac cataacgata 
gaaacgttca
    42301 atatcgttac ctttataagt tgaaccgtca ccccagatgt ttacgtcatc 
ttctttcatg
    42361 gcagtaacga gcatagtacc tgttactgca cgaccgagtg gagtcgtatt 
gaaataagga



    42421 acaccacctg tactgatatg gaatgcacca cactgaattg cagcaatacc 
ttcaagcgcc
    42481 aattgtaagc ggcagtcaat caagcgagct tttacagcgc cgtattgttc 
tgctttcttt
    42541 ggaattgcat cgtagtcatc ttcatctggc tggcctaagt ttgcagtata 
tgcataaggc
    42601 tcagcgcctt tttgtttcat ccacaataaa gcagctgaag tgtctagacc 
accggagaag
    42661 gcaatcccaa cttttttgcc tactggtaca tgctgcaaga tagttgcatt 
atcagtcatt
    42721 gctaatccta acatttatga aaaagacccc gttgaggcgg tctcgagaat 
tctgaatggc
    42781 ggctattgta gcactattca tggtgctttt tttggcaaaa aaagcattaa 
ttcacttgtt
    42841 gtgatggcta tttattattt aaagaataat atgggattat ctgcttcatt 
tatagattga
    42901 ccataatctc aaataaaaaa taattcttgg tcatccaaaa ttatcaaaaa 
agtattaaag
    42961 tactatgcaa caagttgcaa aaaaatattg ggacgcagca tgacaagtta 
cgccaattta
    43021 ttaaaaccat tacatttggg cttcactacc attaaaaacc gtgtggtcat 
gggatctatg
    43081 catacgggat tagaagaccg cttttttaac tacccaaaac tggcagctta 
ttttgaagag
    43141 cgtgccaaag gtggagttgg tttgattgtg actggcggta tttctccgaa 
ccgtcaagga
    43201 tggttggctc cggctggcgg aaccatgaat agcttatttg atattccgca 
gcaccgtttg
    43261 gtgactcatg ccgttcataa gcatggttca aaaattttga tgcaaatttt 
gcatgcagga
    43321 cgctatggtt accaaccatt tgtagtgtct tcgagtccaa taaaatcacc 
gatttcacca
    43381 tttaagccac gtcaactttc tgaaaaaaat attctcagta ccattgaaga 
ttatgcacag
    43441 tgtgccgaca ttgccaaaaa ggcaggctac gacggcgttg aaattatggg 
gtcggaagga
    43501 tatctgatta accagttttt aagtcgccat gtaaaccagc gtacagaccg 
ttggggcggt
    43561 gaaattgaaa accgtatgcg ttttcctgtt gaaattgtca aagcgatccg 
cgcaaaagtt
    43621 ggcgaaaaat ttattatctg tttccgttta tcgctgcttg accttgtgca 
tgacggtaac
    43681 accatgcaag aagtggttac ggttgcgaaa gctttagaaa aagcgggtgt 
cactttatta
    43741 aatacgggta ttggttggca tgaagcacgt gtgccgacta ttgtcacctc 
ggtccctcgt
    43801 gcagcgtttg tcgattatac ggctcatgta aaacaacata tttcaattcc 
agtcattgcg
    43861 tctaaccgta ttaatatgcc tgaaactgct gaagagattt tggcagccgg 
caaagcagat
    43921 atgattcaaa tggctcgccc tttattggcc gatgcttttt gggtaaataa 
aactgcgacc
    43981 aatcgtgtag atgaaatcaa tacgtgtatt gcctgtaacc aagcatgttt 
agatcatgca



    44041 tttaaaaata agcgtgtgtc ttgtttagta aacccacgtg caggccatga 
aactgaattg
    44101 gtttatttca aaaccaaaca accaaagcgt atcgccgttg taggtggtgg 
tgtagccggt
    44161 atgtctgctg caactgttgc tgcaagtcgc ggtcatgcag tgaccttgtt 
tgaagccaat
    44221 gcagatgtag gtggtcagtt taactttgca aaggttgtgc cgggtaaaga 
ggaatttcac
    44281 gaaacgattc gctactttaa agtacaactt caaaaaacag gggtagatgt 
tcgtttaaat
    44341 actcgtgtta atcgtgaaca acttgaacgc gaaggttttg atgaggtgat 
tgtggcgact
    44401 ggagtcgtgc cgcgtgcatt aaagattgaa ggaagtaatt cacctcaagt 
tctttcttat
    44461 gctcaagttt tacagggtgc tgaagttgga cgaaaagttg cagtgattgg 
ggcaggtggt
    44521 attggtttcg atgtctcaga atttttactt aaaccaccac atcaaccaca 
gcctcaacct
    44581 ttagccgagt ggcaacgtga gtggggtgta gacccagatc caaattatgt 
ttctgaaggt
    44641 ggtatgcagc cacctgtggt tgaaccagca atacgagaaa tttatttatt 
gcaacgtaaa
    44701 acaaccccac tcggtattgg tcttggcaag acttcggggt gggtacatcg 
tgcccagctt
    44761 aaaaagcatg gtgtacgcat gcttcgtggc gtgcaatata aagcagttac 
cgatgaaggg
    44821 ctttggattg agcataatgg tcaggaccag cttttacgtg tagataccgt 
tgtagtgtgt
    44881 gcggggcaag agtcggtaaa agacttgatg ccaaaagaag gggagtcgac 
tatagcgaac
    44941 taccatatta ttggtggtgc aaagctcgca gcagagctag atgcgaagcg 
tgcgattaaa
    45001 gaaggagcag aattggctgc ccaactgtaa aattgatgaa acaatatgca 
cttgaacaca
    45061 aagcgatgat ttttttcttg aataaaatga ataagctttg tattcttacg 
cacatggaag
    45121 cgtggcagag cggtttaatg caccggtctt gaaaaccgac gagggtgtga 
gtcctccgtg
    45181 agttcgaatc tcaccgcttc cgccaaattc aaatttctga cactgtttaa 
cgctgtataa
    45241 gtatatgatt tataaggtta aagttggaaa taagtgatac tacaagccat 
gacacagtac
    45301 gtcaattggc agttataaag tagtaaaaaa tgcagtaaga ttcgctctta 
ctgcattttt
    45361 ttatgtctgg attatgacga cccgtggaat aaacaagctt agtgctttgc 
aagttaaaaa
    45421 agctaaacct gatcctaata agatgtataa gttgtcagat ggaggcaacc 
tgtatttgcg
    45481 tattgaccag agtggtagca aatactggat attcaattat acacgcccgt 
ttttgggcaa
    45541 acgtaatgat ttatctttgg gtacttatcc agaagtttcg ctagaagatg 
ctcgtaccat
    45601 tcgggataaa tataagaagc tcattaagca gggtatcgac ccagcgatgg 
agcggattga



    45661 aaccaagtca caaaagcaga aagaagctga aaataccttc cgtgttattg 
ctgagctatg
    45721 gttgcataaa cgcgaacttg aacaaaaaca ggatgaagaa acaatccgtc 
gtttaaatca
    45781 cgatgtttac ccttatatta gcgaattaac ttttcctcag cttactttgg 
aaatacttga
    45841 gactaaagtc ttcaaacgca ttgtagaacg tggtgctttg tctgttgcca 
aacgtcttaa
    45901 atctgatctc aatcaaatat ttaaatcggc ccgtaagaaa aagctgattc 
aatacaatcc
    45961 tattgaagat attgaactgc caaaaccaca ggcagggaat tttccagcag 
taacagagga
    46021 gcaagacttg gctcctatgc taaacaaaat ttggaactac tccaaactct 
atcctcgttg
    46081 tttgctgaca acacaggttg cgttaaaaat ctctgtattg accttccagc 
gaccgggtga
    46141 gatacgaatg ctgaaaaagg aattttacta tcgtgaggag cgttgtttta 
aatttactgc
    46201 tagcaaaacc aaacagcttc atattgtgcc cttatcagat caagcctttg 
atctgataga
    46261 gtcaatcatt gatttgcatc cttacagtga atatatcttt gtagggcggg 
atggtaaaac
    46321 agtcatttca gacaatacaa tcaattcggc tttaaagcgt ttaggctacg 
gcggtgagca
    46381 gacagcacat ggtttcaggg caactgcacg tactatgctg gatgagattt 
tagagcaacg
    46441 tgtagatttc attgagcatc aattagctca taaggttaag gataacaatg 
gtacagccta
    46501 caatcgaacc aagttcttga ataaccgtcg tgagatgatg caggagtggg 
cagattattt
    46561 agagtcattg ctttcagatt gaatggtatg cttttcgact taacttggta 
gtaagacatt
    46621 atagagaagc ctaataaagc caatttgttt caaattggct ttatttattt 
aggaaaccat
    46681 cgagtgactt tagatttcta tatgtttcat attagatcta tcctactgaa 
tagggtgtaa
    46741 aataaacttt acattatctt tttttaggat tattattatc ctaatttagg 
ataaattgga
    46801 ttttgaaatg attgttcctg ttgaacgagt tgcttattta ttggcactta 
tgttgaaaag
    46861 aagtaataaa acaaaaggac gtataagtga aaaaacgtta agaataatat 
ctggaaggca
    46921 gcgtcttaga ggagcttttt acatttccct ttatgagaat ctggcaagtt 
taggcttgga
    46981 aataattgaa ctggatagag gtggttttgc tcttttttat agatcaatct 
tggagggagt
    47041 tcctgtttta agagctaagg atctgatacc tagagaagag agagcgtcat 
tatcattaga
    47101 ggacattatt aaggagtttg atgatgaggc tgatgatgtt aatgttgatg 
tagaagagtg
    47161 aagtgaacct atttttaatt tagatacatt aaaaactttt catgcgaaat 
gccgtggttc
    47221 aatgtaccat ttcaaaaaac agcctgtcat agacaggctg ttttacttta 
tgctgcttta



    47281 ggacttttcg attcaagcca agctttgatt tggctttcag tccaagtggg 
catacttgct
    47341 gttaaataaa tgggtttagg gaagtcacca cggcgaatca ttttccaaaa 
agttgactct
    47401 gcaatattca ataagccctt actcgcaggt ttatgagaca gacgacgtct 
acggccacta
    47461 cgatctacat aatctttcgc tgcacgttcg ggataattca caagatcctt 
tactcgatag
    47521 cgcgcttcta acattttctt tttcctatag tttcttaatt taattgctga 
attgcttttt
    47581 gggttctgtt ctgaaaaata gtgtattgct tacggtggat atcatcgatc 
acgccagcaa
    47641 gctcccgtat atccacaaag agtgttcctt tttgactgtc atccattctg 
aagcatgaaa
    47701 aggggaatct attctggcgt actcctgcca gcatgttttc tttgcatagg 
tgcggataat
    47761 attcctttac aacatcttca agctttacgt gtagtgaacg aaacttcaaa 
aatagataat
    47821 cgtaagttga taaatctgaa accatgtctt ttcctttcat gtcctgctgt 
actagagcat
    47881 ttcaagttgc attagagtgt gtgatcacgg ttgctattat tcacattaag 
attggcccta
    47941 ttaaggattc aacagccgta aaaataattt tttataagtt agttagatgt 
aaaattttaa
    48001 actggggcta tgaactatga tttaagaggt tattacaggg tggtatgaaa 
gtattcgata
    48061 aacatttaat tgaagagtta gaaacagagt tgctgaacca ataccttaat 
attagttggc
    48121 tagcggacta tctggatgat gggtttcaaa agttaaagct tgatatgttt 
tgtggtgaac
    48181 ttgattcaaa gaaaggttcc atgtcattaa cagttaaaga tttattgaag 
gctctaattg
    48241 atattaatgt ggacattaca cgaaaggaga gtcttgattc acacttgcat 
tcccagtcaa
    48301 gttttactgt ggaagagcgt aatcgtattt atcaggaaat ggtcgagaat 
tgtcagaaaa
    48361 cacggtatga ggcttttagg caacagtatg gctattcaat aagtgacttg 
gttaaccttc
    48421 tggatcaact ggaagttttg agaagtgatt tggaaaaatt aaatgagaaa 
gaacaacata
    48481 aggcctataa ggaaatactt catgaataca ttggcctaga cctgctcaat 
tatggatttc
    48541 agaattcatc tttgaaaatc agaatagcta aaggtagaag cactcaaggc 
gaatatcaaa
    48601 aaattgtaag ggctaaaaag aaaatattct ttgatctgtt gattgaacaa 
gtacagcaga
    48661 ataagaagaa atacccgagt gtatataaag ccgtgaaaga aaacatagat 
gaagtcacgc
    48721 ggaggttcaa aatacatgac gaggaatgga tcaagtcaaa gttggaagtt 
agtagggaac
    48781 gagtaaacgt gctacatgaa gaaatgctga gtaaagcatt aacagcttca 
aaagaggata
    48841 aattgcacaa agaaatagca aagctctcag ctttcatgga gcagcttgag 
ggtggttcaa



    48901 gtggaggtta tcccttcgaa aagcttaaag atatccttcc ctttaacaca 
gcttctctga
    48961 atgaagtgtt gatgaagact ctaaagtttg aaagaaatat aaaagagcaa 
tgtatagaat
    49021 aacatctata ggctttaaag agcgctctcg gcaaatcgct aaccaatact 
cgacttaatt
    49081 taagattcat ggatgggagt tcccatccat gatctctatg tattgggata 
cttagcccgt
    49141 aggcgaataa agatgattac cgtttgcgtc catgcactcc gtggcgtagt 
gctcattgat
    49201 aaggttttcg atcatctttt cttcggtcac attgtgcttc tctgccaata 
tatttaagca
    49261 ataaagggct ttatcagtta gatagtaatg atgcttacgc cctttgtttt 
tcttgcggta
    49321 gtttttttgg tacgcagcat tcgataacct atcttttagc gctctatata 
tgttgctatc
    49381 tatagctaac aaattgtcaa agattgcatt aacgacaata ctacactctt 
tggcatttag
    49441 aggcttatag cttgtactat tgagtaccct agcattttct ctatcttgat 
ccatataagt
    49501 tttagcccat gggtagaact catcactgtc aaagctttta aagtgtaatg 
gtttcttgct
    49561 tatgatttta ctaaaactgg cttccagatc atcaagggtg cggtttgtgt 
cgtaatagtt
    49621 gggtagcatg aatatcgtat agaggaacct aaaatattca ttctgtatat 
cacggaaagt
    49681 attatattga tcctccttgt ggttaatctg gttgagtaca aaatataata 
gacgcttgtt
    49741 gctcttgtat gtggataagt ctcttcctcg tatttttaac gtgctttgaa 
agtcttttaa
    49801 agtatcgatg aattggttaa taaattcttc cctaatttcc tcataactgt 
ttataacctt
    49861 gcttctaatt tcatccatat tagtcatggt atttaaggtt ttaatatcta 
accggactaa
    49921 agcagagtcc atatcatcaa tgtttcttcc aagataatgt tcctcatgat 
ctttattcat
    49981 gacatgcaaa acccaaatca tatcctcatc agaaaattgt ttgagagtct 
gttttaattc
    50041 tttatgtgca gagctttgat acataattga caccttctta cagtaagctt 
tccgtttagt
    50101 ttagccaaat gtaggaaggg tttttgggcg gtttctagta tgatttaaga 
cgatttcgca
    50161 tgtttttttt ataagcttct aataatgtat ataaagtgat ataggcacct 
ctatggggca
    50221 acctcataca gaatctccac aagtgaggga gtatttttca gcttcgtttg 
taggtcttct
    50281 gtttggcaag gaacttacat gcctctgcta attgatattt tagcatcgga 
taacttgaca
    50341 tgaactaggc aattcatcat agatgaaaaa ctgccactac atcatatatg 
ggtatattaa
    50401 tatatcgatc agattgggaa aatcatattg catatatcag gtatagatta 
ggtgtaatga
    50461 cttagttaat accaccaata cattctagtt aatacatacc aacatattca 
atatccaatc



    50521 tctaaatcat agcttatatc cataacccta ttatctaact acttaaaacc 
tattaacctc
    50581 tcaccttatt aaataaccat atcacttcac catgatctta aaacctttag 
gtaattaata
    50641 acaccatagc catttcatgt agttctaaat aactacaggt aagtgaacat 
gaacgttagc
    50701 ctaaaccaaa atgaaatcaa cgaagcatcc ctactgatgg caattgaaag 
atttgtccta
    50761 actagtctcg atgctacaag acagccaaga tcattttatg aaaccttcac 
agaccttctc
    50821 ttagccttcg atcaaatcta taaccctgac tttagctata cctgtttaat 
cgatctcttt
    50881 tgtagtttgc tccatgacta cgacctgcaa tatgaaactt catcatcact 
ttgcaatcgc
    50941 ttgaaacgaa caacctttaa agactggcaa gcttatttca atcaagctag 
agctgatcac
    51001 ctgaatgaat tacgccaaca tcgttatagc gaaacattaa atgctgccaa 
gcttgataat
    51061 cgccttgaag aaatattgaa aagctattct gctgtgctgg tggtaagggt 
tgatttagcc
    51121 tatgtggtta gtccagatat tgaacaggtg gataatgatt tagaaacgct 
tcggagaaag
    51181 atcaagcgat ccgaatatgg aaaggatata ttgctactgg tatgggcatt 
agagcaggga
    51241 gaaaagaaag gctatcattg ccatattgca ttgatcttta atgagcgtaa 
gcgcacgagt
    51301 gcatggaaga ttgctaaggt tgtaggggag ttatgggaag atgttactga 
tgatgaaggg
    51361 agttacttta attgccatga tcgtaggtac ttaaagcaat acgaggatca 
agatacttta
    51421 ggggttggca ttatctatag cggagttgat tatcaggtgc gaagaatgtg 
ttcaacgcta
    51481 tcctatttag cacgacctga aaaagaacaa tatctccgag taaaaacaac 
gaggaagatg
    51541 cgtacctttg gcatgtcaca gcgttaattg gaatcataca cagatatgta 
ccatctagat
    51601 gagaaacatc ttctctttat tggcttatcg cattggtaag ccttttctat 
ttcagaggta
    51661 tatcttatga acattacttg cccaaactgc cattcagaac atgttattcg 
ggtggtgaac
    51721 catcattccc aaacaggaag ccagagcctg gcatcgtcag catcatttgc 
cacgatgggt
    51781 gctgcattat caaagagttt gccaatttca cctatagtgg gtgggattgc 
aggagccgta
    51841 gtcggtggta ttttcaatag tttgtttgat cgtgcgcctg tcaccccaag 
ttgcagcttt
    51901 caatgccaaa gctgtggtca attgttttat tgatggatgg gcataaagtt 
ggggagggtg
    51961 aacctccctg attttcatat ggagttagaa taagattgaa attttagttc 
tagagagtgg
    52021 ttaactacag ataacacctg tggtttgaat aaccatttta ttctcaacct 
taacccgaat
    52081 ttcacaactg atgatatcgc ctgagatacc tagatcatat gcaatggtat 
attcatgtgg



    52141 atgttcatct ttattgactc caatattgaa ggcatttcca ttgtcaggtt 
ggcgatttgc
    52201 tgacacgatc tgaccagctt tttgcttgac cagttttagg tctgggtcag 
tttttgcttc
    52261 ggcaaacatt gttgtaaata aggtaaggaa tgtaactaag gcaatgattg 
tttttttcat
    52321 agatttcttc tttgcttctt taacatactt tgagttgaat ataaaaagca 
gtccgtggtt
    52381 atggagtggc aatcaggtta tacagcatac tccccatccc atttttacct 
tggctaacta
    52441 ctttaaactt tcctgttaaa tggcctgttt gaggattcca tttgacatag 
ggtgcacatt
    52501 gaccaatggt ggtggttgca tttggatgtt tgattttgtc gcaatcgata 
taaacttcat
    52561 aattaagttt acccagtggt gccacgtaaa aggttgggct tacaccccga 
tagccatagg
    52621 tgatatcgtc aaactcagcc ggatttcgaa tcgtgagatc aagctgaaca 
atctgattat
    52681 ggtttttctt aagaaactgc ggaaactggc tgtcggtttt aggaacacct 
ttgtacacag
    52741 gtaccgggct tgctgacaga tggaatgaaa atcccatcaa tgaagtgatc 
agtaatattt
    52801 ttgataggtt tatcattttc atggttgatg atatccaatg ctattatttc 
tgtgatttat
    52861 ataagatggc gctgtgtcgc tcatctacac caggagatgt aaagccactg 
taggttcacc
    52921 tagagataca ttttcaacat acagtggcat ttgacgtagc aacttttatt 
tgggttttaa
    52981 tacaataaaa ataatgaaca gcaagatcag aataccgcct acaatctttc 
ccagggttgg
    53041 aaacatgata aaaggccagg ccagcccttg acctaagtta aaggcaaaac 
ctttatagct
    53101 atagagtccc cagaaatgtt gatagatggc ataaaagaaa ccaatgacca 
aataaacaac
    53161 aatggtgatc tgtttgaggt tcttatccat ttattgatct cccccaagag 
catagtttgc
    53221 taaactgata aaaacccata acaccagcat ggcaagaata acgggtaaac 
cgagaaagca
    53281 gatggctgca atgatgcaag ttagaccagc cagatttcgc ataaccttac 
tcccgtgcac
    53341 attggaagct tgcctgaacc atgtcatgct gaaagctttc ggattggctt 
aaggtataga
    53401 gattattttt aaaaccatct tcaccatatt tattttctaa cttgtcatag 
atacattcac
    53461 aggtgctatg ttcgagtccc cctgttttac agccattcac gaattcacgt 
tcagctttgc
    53521 tggcacaggc agtcaggcca agtacggtaa tgctgatgat aaaaaggcat 
gatgcagtct
    53581 tcataaattc ttcctattta attgttttga tatacgttgt tatcgaagtt 
atggattgat
    53641 gctttagttg ctagttggtt ctgctgagtc aaataatagg cgagcagaag 
tctaagcgct
    53701 caatacaaac ggtattggag gctagctgaa agcaacgagc ttatttgaat 
aatcgcttaa



    53761 ctgagaataa accaataaaa acagagaagg gcgttgaaga ataatgtgcg 
ccatagtaac
    53821 cactcctata tagataagaa gttctaccag acatgaaaga ttaatggtgg 
cagaacgaaa
    53881 gagggttgac agactggcct taagaaccca gcacgcgcga ggcgtccctc 
ttccgtccta
    53941 ccgcaacaaa aaagagggac gggtacacaa caccaaaaaa cgagtttttt 
ggtgacttaa
    54001 ggatcagcct gtcaaagccg gctggcaatg taggccagca acgtcatcat 
aatctctgaa
    54061 aatgatcccg tcaatttact gtgcggtaaa gttgcatcat gtgtctaaaa 
aataatttaa
    54121 aaaactttca gatatatacc atctaaatga actcattctg attgaatccc 
ttttcagaaa
    54181 acttcccgtt ttggcctgct ccccgcaggc ctttttttat gcagcaattc 
aatttttaca
    54241 ttttagttat cgtgaataga gaggttactt tatggcacat ttagtagaaa 
caatggcatt
    54301 tgttggcgat accccatggc atggattagg caatccactc agtccaaatc 
agccgataga
    54361 agtatgggca caacaggcag gcatggactg gcgtattgaa tcatctaatg 
tcagttatat
    54421 ggcaaagaat gaacgcgggc aaaatatcct tatgccttat gaggaacagc 
gtgtgttata
    54481 tcgctcagat acacatgcac cgttatccgt cgtaagtcaa cgttttcaag 
aagtacagcc
    54541 taaagagatt ctagagtttt atcgtgacct gactgagcaa tcgggctttg 
agctggaaac
    54601 ggcgggcgta ctcaaaggtg gacgtaaatt ttgggcattg gctcgtacag 
ggcaatcggc
    54661 agcactgaaa ggcaaggatg tgagtaatgg ctatattttg ttggcaacgg 
catgtgacgg
    54721 cacactcgca acaacggcgc aatttacctc tatacgtgtg gtgtgtaaca 
acactttggc
    54781 gattgctttg aaagggcaga actctaatgc aggagtcgtg aaagttccac 
acagtaccaa
    54841 gtttgatgca gaaaagatca agcaacaact tggtatttca gtgcgtgcat 
gggatgaaca
    54901 catgtatgaa atgaagcaac tcagtcaacg taaagttacc cagaatgaag 
ctgctgctta
    54961 ctttgatgcg gtgtttaata acacagcgat gagtattgcc gaacaggatg 
acaatatcat
    55021 tcagttttac cgtgatgttg ctacccaagc tcaagccaat agcaaagaaa 
aacctgaacc
    55081 gaatgctaaa tccatgagta aagctatgga gatgtttaat ggacaagggc 
gtggagcaag
    55141 cctctcttca gttaaagata ctgcctatgg attactctgt tcgatcaccg 
agtttgtcga
    55201 ccatgaacgt cgtgcgatga gtactgatca ccgccttgac tctgcttggt 
ttggtgcagg
    55261 ggcagcatta aagcaacgtg gattagagca agcattatat cttgcagcct 
aaattttatc
    55321 ttgtatccct ctttgccaca tcttcggatg tggctttttt tatgccgttt 
tttagaacgt



    55381 attgagatga ggaacatcac atgaacccaa acatgaccac aacaccaaca 
gtgcatcaca
    55441 gcactttaac tacaaccaat tcaactgctg tcgttgattc aggacggcta 
catccaccac
    55501 caagcccttc aaaacgtagt ttaaatgcca aacgtctgat caacaccaaa 
caactggagt
    55561 atcaagcatg gctggaagtg cgtaaacagg gaataggcag tagtgacgcc 
gcagccgcct
    55621 gtggcttgaa tccttatatg tcgatactgg aactgtggat gatcaaaaca 
ggacgggtac
    55681 agcaaaacat tgatgatgaa agctcaggac atgcaccttt atattggggc 
aagcagttag
    55741 aacccttagt cgcagaatac tacagcatgc acaccaacca taaagtccgt 
cgggttaatg
    55801 cggtgttaca gcatcctgat cctgataaag cctttatgtt ggcgaacttg 
gattatgccg
    55861 tagtgggcaa tgaagacgtg caaatcctag aatgtaaaac cgctggggaa 
catggtgcca
    55921 aactgtggcg agatggtgtg ccgttatacg tgttgtgtca ggtacaacat 
caactggcgg
    55981 taacaggtaa gcaagcggca catatttgtg tgttgctatg tggacaggaa 
actaaaatct
    56041 acaaagtcag tcgtaacgaa gccctgattg aacaaatcat tcaggcagaa 
cggctgtttt
    56101 gggagtgtgt tgaaaataac gttccaccag tagtggatgc cagcgaatcg 
gcagccaaag
    56161 ctttacagca gctctatcct gaacataccc cgctcagttg tgttgatcta 
acggaggtcg
    56221 aacttgccaa tgaactgttt gatcagctga ttgatgaaaa gaagcagatt 
gaacaacacc
    56281 aaagcaagta tgacctactc aaacaccgag ttcaggcact gatgcaggaa 
catgaacgtg
    56341 ctgtatttca gcaaggttca gtgacatgga agaagagcaa ggacagtatc 
agcctagaca
    56401 ccaaatcctt actacagcac caacctgaac tcatccaaca gtatccacta 
cagaaagcag
    56461 gcagtcgtcg tttcaacatt tatcaagatt agctcaaagc ttagagccaa 
tcactctgca
    56521 agaagcaatc tgaaatcccg tgcagccctg catgggattt ttttatgccg 
attttaattt
    56581 aagcaaacag tgcaacactt ctaaacatat caacgacaga ggaatttcaa 
catgattaaa
    56641 ggtctagcca ttacaccgcc tattttaggg cgaatcagta tcggcaaagt 
tgtcgaaaag
    56701 aacgggaaac gcatccctga gaaagacgat cagttcacta ttacaagtca 
aatacagggg
    56761 aaggacggtt ggattaaaca ccccttggat gagcaattgc gtagtcaagc 
accgaatcaa
    56821 aagttacgta gcatccctgt acgtatgatc ttcaatgatc ctgaattgaa 
cttacgtgcc
    56881 gagtacagct tgtttgaccg acagacaggt cgcccgattt gtgtggggaa 
tggtcaaacc
    56941 tgccaacgta tgacatcaca aggtgtagag caacatcctt gtccatcccc 
cgatttatgc



    57001 ccacttggac aaggcgggca ctgtaagcct tatggacgcc tgcatgtcaa 
tttaggcgaa
    57061 gccgatgagt ttgggacttt tattttcaga accactggtt ttaacagcat 
tcgcactttg
    57121 gcagcacgtt tgaattacta ccatgcagca tcaggtggtt tgttgtcgtg 
tttaccattg
    57181 caactcacgt taaggggaaa aagtaccacc caaagctatc gtcagcccgt 
gtattacgta
    57241 gatttaacgt tacgggaagg cgtggatttg caaacagcaa ttcagacggc 
taaggagatt
    57301 gaccaacagg gaaaacaggc agggtttgat caggcggcat tagatcagat 
tgcacggcag
    57361 ggttttgcca atgccaagtt tgaggtgcat gcagaggagg ggatggaatt 
gctggaggaa
    57421 ttttatccac acagtgacag tgctgtagat acagagcatt cagcgcaatt 
gagctatgtg
    57481 caggagattc agcaggggtt gcagcagagt gttagagctg tgaattgagc 
acagttgaat
    57541 tatctagtca gcttggtaag tcaattaatg gactctgaac aagttggcta 
gtcactaatt
    57601 gaagggagct ttggctccct taattttttt gggtaagcgg attaaatggt 
tgatcttacc
    57661 tttgcatgag agtgagacag accggcatct catcggatta tctggttgat 
gcttcaccta
    57721 ctgctggtgc atgtttcctt cgctaattcc agcaagaacc ccacacgcct 
taacttcccg
    57781 gtcatcgttg caacgcgctc ttagtgaaac gagttgtttc tcaagcgcct 
gtagagcggt
    57841 tatctgcgag cgcacatgag agatgtgatc atcgagcaag gcattgacag 
cggtacagga
    57901 ctgatgaggg tcgtcctgat agcgctttag ttcgtgaatt tctgccagtg 
acagatccag
    57961 gatgcggcag cgacgaataa aggccagccg ctcaacgtgt ttctcggtat 
agacacggta
    58021 accgttctcc tgccgaccag gcggcggcaa caagccctgc cgttcgtaga 
agcggatcgt
    58081 ctgtgtatct acccctactg actgtgccaa ctgaccaata cgcatcgggt 
tcctccgcaa
    58141 cggattctct acgctattga cattatagct actatatagt tttaaatgaa 
aacccgatca
    58201 cattcaagtg gagtcatatc atgagtaaaa actgcggagg cccctgtggc 
gaccatgcaa
    58261 ggcctgcggc ggatatcgat atgcaggcct cctccgaggc gccagggaga 
tgggtcagtg
    58321 tttatgccgt gccgaagatg gactgtccat cagaagagcg catgattcgc 
ctggccctga
    58381 acggcgttga ggggattcgg gcactgtcct tcgacttgtc gaaccgccgg 
ttgaaggtcg
    58441 tgcatgacgg cgaggctgag cccattaccg cgaaactggc gaccttgggg 
ctaggcgcct
    58501 tgcttcagga aaccgtcatt gccgacccag agacgatcaa ggccgctgag 
agctcggcag
    58561 tctctgctac gcaggagtca ggcactctgc gcgtgttgct cggtatcaat 
gcgatcatgt



    58621 tcgtggtgga aatgactgct ggcctgatcg cccagtctac cggcctgatc 
gctgattccc
    58681 tggatatgtt tgccgatgca gccgtctatg gcctggctct ctatgccgta 
gggcgcagtg
    58741 cgaaaatgca ggtacgtgcc gcgcatctgg caggggtact gcaactgatt 
ttggctatcg
    58801 gcgtactcgt cgaggtggtg cgacgctttg ttttcggtag tgagcctgaa 
tcgctgatga
    58861 tgatggcgat cgccttcgtc gcattgattg ccaataccag ttgtctgctg 
ctcatatcca
    58921 aacatcggga gggcggagcg cacatgaagg caagctggat attctcggcc 
aacgacgtgg
    58981 tgatcaacct gggggtcatc accgccggcg ctctggtcgc gtggaccggg 
tccaattatc
    59041 cggatctgat tatcggcacc atcgtggggg taattgtact taacggtgct 
agacgcattt
    59101 tggcgttgaa gggttaaata atgctcatta ttggcaaaaa gctctcgccg 
tatgccctat
    59161 tgtccatatc gggcctgctg gcagcgtctg atcaggccgt aaaatggctg 
gtgcaacaat
    59221 caatggcata tggcgagtct atttcagtga cctcattctt taactgggta 
cacgtatgga
    59281 ataccggtgc cgcattcagt ctttttgcga atggtggagg ctggcagcgc 
tactttttta
    59341 tcggaatcgc ggtagtggtc tcgatttttc tgatcaagct gatccttgaa 
aatcgtcata
    59401 aaggagaagc catcgcttac agtcttatcc tcggtggcgc catgggcaac 
ctgattgacc
    59461 gggtctttcg cggctatgtt gtggattcct ttgatttcta ttggcgagac 
tggcattggc
    59521 cggccttcaa cctggctgat attgcaattg tcctcggtgc cttactttta 
gtttccagca
    59581 gcttgttggg taaaaaagca aacaccaatg ccgagtcgga tggatctgac 
tgacacctac
    59641 gcctatacaa caccatgacc gaacttcccg acaacatcct tcacctgccg 
caataccaag
    59701 tactgggctg caaatcaacc gacgacgaaa tgcacttcca ggtggacgtg 
cccgatccca
    59761 tcgcctgcga ggaatgcggc gtgcagggtg agttcgtacg gttcggcaag 
cgtgacgttc
    59821 cctatcgtga tctgcccatc cacggcaagc gggtcactct ctgggtgggg 
gcacctcaga
    59881 aatcggaaaa taaagcacgc taaggcatag ctgaccttgc caggcctgct 
tcgccctgta
    59941 gtgacgcgat caacgggcag gaaacattcc ccattcgtgc atggcaggcg 
cacacgagtt
    60001 cagacagcac ggtttccatg cgcgccaagt cggccatctt ctcgcgcacg 
tccttgagct
    60061 tgtgttcggc caggctgctg gcctcctcgc agtgggtgcc atcgtcgagc 
cgcaacagct
    60121 cggcaatctc gtccagactg aaccccagcc gctgtgccga tttcacgaat 
ttcacccgaa
    60181 ccacgtccgc ctccccatag cggcgaatgc tgccataggg cttgtctggc 
tccggcagca



    60241 ggcccttgcg ctggtagaac cggatggtct ccacattgac cccggccgcc 
ttggcaaaaa
    60301 cgccaatggt cagattctca aaattaattt gcatatcgct tgactccgta 
cataactacg
    60361 gaagtaagct taagctatcc aaaccaaatt tgaaaggaca agcgtatgtc 
tgaaccacaa
    60421 aacgggcgcg gcgcgctctt cgccggtggg ctggccgcca ttcttgcgtc 
ggcctgctgc
    60481 ctggggccgc tggttttgat cgccttgggg ttcagcgggg catggatcgg 
caacctgacg
    60541 gtattggagc cgtatcggcc gatcttcatc ggcgcggcgc tggttgcact 
gttctttgcc
    60601 tggcggcgca tcgtccgacc gaccgcagcc tgcaagccgg gcgaggtgtg 
cgcgattccg
    60661 caagtgcgca ccacctacaa gctcattttc tggttcgtcg ccgtgttggt 
cttggtcgcg
    60721 cttggttttc cctacgtcat gccatttttc tactaatcag gagttcatca 
tgaaaaagct
    60781 gtttgcctcc ctcgctctcg ccgctttcgt tgcccccgtg ttcgccgcca 
ctcagaccgt
    60841 aacgctgtcc gtgcctggca tgacctgcgc ctcttgcccg atcactgtca 
agcacgcgct
    60901 ttccaaggtt gagggcgtga gcaagaccga cgtaagtttc gacaagcgcc 
aggccgtcgt
    60961 caccttcgac gatgccaaga ccaacgtcca gaagttgacc aaggcgaccg 
aggacgcggg
    61021 ctatccgtcc agcctcaaac gctgatccgt taaccgaact cgggagcgac 
acatgggact
    61081 catcacgcgc atcgctggca aaaccggcgc gctcggcagc gtcgtttccg 
cgatgggctg
    61141 cgccgcctgt tttcctgcca tcgccagctt tggcgcggcc atcggactgg 
gcttcttgag
    61201 ccagtacgag gggctattca ttggcatcct gctgccgatg ttcgccggca 
tcgcgttact
    61261 cgccaatgct atcgcttggc tcaatcatcg acagtggcga cgcacggcgc 
tcggcacgat
    61321 aggcccgatc ttggtgctgg cagcggtgtt tttaatgcgg gcttacggct 
ggcagagcgg
    61381 tggactgctc tatgtcggcc tggccttgat ggttggggtg tcggtctggg 
atttcatctc
    61441 gccagcacat cgccgctgcg ggccggacag ctgtgaattg ccagaacaac 
gtggctgacg
    61501 gcaacagccg tagccaccac agaaaaggaa aaatacatga ccaccctgaa 
aatcaccggg
    61561 atgacctgcg actcgtgcgc ggctcacgtc aaggaagcct tggagaaagt 
gcccggcgtg
    61621 caatcggcgc tggtgtccta tccgaagggc acagcgcaac tcgccattga 
ggcgggcacg
    61681 tcatcggatg cgctgactac cgccgtggcc ggactgggct acgaggcaac 
gcttgccgat
    61741 gcgccaccga cggacaaccg cgccggcctg ctcgacaaga tgcgcggctg 
gataggggcc
    61801 gctgataagc ccagtggcaa cgaacgcccg ttgcaggtcg tcgtcattgg 
tagcggtggc



    61861 gcggcaatgg cggcagcact gaaggccgtc gagcaaggcg cgcaggtcac 
gctgatcgag
    61921 cgcggcacca tcggcggcac ctgcgtcaat gtcggctgtg tgccgtccaa 
gatcatgatc
    61981 cgcgccgccc acatcgccca tctgcgccgg gaaagcccgt tcgatggcgg 
tattgcggca
    62041 actgtgccta cgattgaccg cagtaagctg ctggcccagc agcaggcccg 
cgtcgacgaa
    62101 ctgcggcacg ccaagtacga aggcatcctg ggcggtaatc cggccatcac 
cgttgtgcac
    62161 ggtgaggcgc gcttcaagga cgaccagagc cttaccgtcc gtttgaacga 
gggtggcgag
    62221 cgcgtcgtga tgttcgaccg ctgcctggtc gccacgggtg ccagcccggc 
ggtcccgccg
    62281 attccgggct tgaaagagtc accctactgg acttccaccg aggccctggc 
gagcgacacc
    62341 attcccgaac gccttgccgt aatcggctcg tcggtggtgg cgctggagct 
ggcgcaagcc
    62401 tttgcccggc tgggcagcaa ggtcacggtc ctggcgcgca ataccttgtt 
cttccgtgaa
    62461 gacccggcca tcggcgaggc ggtgacagcc gctttccgtg ccgagggcat 
cgaggtgctg
    62521 gagcacacgc aagccagcca ggtcgcccat atggacggtg aattcgtgct 
gaccaccacg
    62581 cacggtgaat tgcgcgccga caaactgctg gttgccaccg gtcggacacc 
gaacacgcgc
    62641 agcctcgcgc tggacgcagc gggggtcact gtcaatgcgc aaggtgccat 
cgtcatcgac
    62701 caaggcatgc gcacgagcaa cccgaacatc tacgcggccg gcgactgcac 
cgaccagccg
    62761 cagttcgtct atgtggcggc agcggccggc acccgtgccg cgatcaacat 
gaccggcggc
    62821 gacgcagccc tcaatctgac cgcgatgccg gcagtggtgt tcaccgaccc 
gcaagtcgcc
    62881 accgtgggct acagcgaggc ggaagcgcac cacgatggca tcgagaccga 
cagtcgcacg
    62941 ctgacactcg acaacgttcc gcgagcgctt gccaacttcg acacacgcgg 
cttcatcaag
    63001 ctggtcatcg aggaaggtag cggacggctc atcggcgtgc aggcggtggc 
cccggaagcg
    63061 ggcgaactga tccagacggc ggtgctcgcc atccgcaacc gcatgacggt 
gcaggaactg
    63121 gctgaccagt tgttccccta cctgacaatg gtcgaggggt tgaagcttgc 
ggcgcagacc
    63181 ttcaacaagg acgtgaagca gctttcctgc tgcgctggat aaaaaaagga 
ggttttcaat
    63241 gagcgcctac accgtgtccc ggctggccct tgatgccggg gtgagcgtgc 
atatcgtgcg
    63301 cgactacctg ctgcgcggat tgctgcgtcc ggtggcgtgc accccgggcg 
gctatggcct
    63361 gttcgatgat gccgccttgc aacggctgtg cttcgtgcgg gcggccttcg 
aggcgggcat
    63421 cggcctggac gcgttggccc atctggacgc gcaactggcc tccatgccag 
ccgagcgggc



    63481 gcacgaggag gcattgccgt gaacgcccct gacaaactgc cgcccgagac 
gcgccaaccc
    63541 gtttccggct acctgtgggg tgcgctggcc gtgttgacct agagagagtg 
cgcaagggcc
    63601 tcagaaagga gctgaaaccg tcccagagcc ggactctcaa gggagaccgg 
gaaatcctgc
    63661 tgaaacgcgc tcacgaagtc tcagaccggg agcgcctcat catggagacc 
tggacaggcg
    63721 cgttcccgca actgctggcc gcctacgagc acaaggagcg cttctacggc 
atctgggacg
    63781 ccaccacacg gctccaggca gaagccgccc tggacgagtg gatagccacc 
atcccgaagg
    63841 gccaaaagga agtctggagc gatctggtca gggcagtggg aaactggcgc 
gaagagacca
    63901 tgacctactt cgagacggac atgcccgtca ccaacgctta cacggagtcc 
atcaaccgac
    63961 tggccaagga caagaaccgt gaagggcgcg gttactcctt cgaggtgatg 
cgggcacgaa
    64021 tgctctacac cacgaagcac aagaagaagg caccgactgc gaaggtctct 
cctttctaca
    64081 agaaaaccat cggttacgga ctgccggact tcgcagagga actcaactac 
ggagtcgatc
    64141 tatcaaccat ctgagggtgg tatcagattg atggggtgaa ggtgccccat 
caaccattaa
    64201 atccgtatac ccattttttt gttattcagg agtgataatg caggcttcaa 
aaatagcgat
    64261 cagtccatct agtcggcagt tgaatccatc aatattggcc tgaatccata 
cttccttatt
    64321 gttaatttta ctccactgta ccccatagcc gcagtgagca agtaggtgtt 
caaagaagat
    64381 acgctgggtg cgtccattgc cttcacgaaa tgggtgaatc acgttgactt 
cacaataaaa
    64441 atcggcaatt ttttggataa gtgctggttt ggctaaacct tgaaaatagt 
tctgctgctc
    64501 aagttgcttg aagagcttat tggcttcaat ttcaatacgc gggaaggtac 
aaaagcgggt
    64561 atcgcctttg gcaatatcca cttgtcttag ttcacctgcc caggcataca 
ggtctgaaaa
    64621 gagctgaaag tgaatggatt gcaggtattt gagatcgtaa ggtggctccg 
catactcaat
    64681 tcgtgtgctg gcatactcag tcaactccag ttctgcctgt tgcagaattt 
cagcatcctg
    64741 aatgttcagt ttgtttttga ggacgtccga gtcggggtaa cagtaaatgc 
tgtcatccat
    64801 ttcaccatat ttatccataa ggaagcctga tcacgattcc gaggtctgtg 
agaatttctt
    64861 atatttctgt agaatctgag ctttacttag tgccggtgcg gttgaggacg 
ggttaatgcc
    64921 ttccagcttt aaactggctt gataattctg caagcgcgta gcttggatat 
attttttttt
    64981 ctgttcgaga gtgtttagca ttctggaatt tccttgaaca aaggtgatgt 
aagcctagtt
    65041 tagcagatgg gcttataaat aggcacggct ttcaaaagca gggttgtagc 
gttatggtgg



    65101 atgaaccttc tatgagaaaa atctgaaacc agacgacaaa atttgtcgct 
taactgtcat
    65161 gcaataaatg aataatcaac aatctgcttt ttaaataata taatattatc 
caacagttaa
    65221 aaaattatca gtattatctc tagcaaccga agtgtcgcca gatactgatc 
acagataaga
    65281 attcaggaat tgattcgcca ctatgaccaa caataacttt tctcaaatcg 
cttctttcat
    65341 ctggtcggtt gccaacctgc tgcgtggtga cttcaaacaa tcgcaatacg 
gtcgcatcat
    65401 tctgccattt accttgttac gtcgtttgga atgtgtactg gaagaaagca 
aggctgcggt
    65461 actggcagaa catgaaaaag tctccaagct gaatctgcca gaagaagctc 
aagaaaagtt
    65521 attgctgcgt gccaccaacg gtctagcctt ctttaatacc tccccaatgg 
atcttagcaa
    65581 aatggggcag agtgatatca aggccaactt aagcacctat gtgcaaagtt 
tctctaaaga
    65641 tgcccgtgag atatttgaat actttaactt catcgaattt gcgggcttac 
tcgatgatgc
    65701 caaccttttg tataaagtcg tgcaaaagtt tgctaccacg gatctgagtc 
caaagaacgt
    65761 atccaaccat gacatgggct tggtgtttga agaactgatc cgtcgttttg 
ccgaaggttc
    65821 taatgaaacc gcaggggaac actttacccc gcgtgacatc gtgcgtctga 
ccacggcact
    65881 ggtgtttatg gaagatgatg acgtcctgac taaagacggc attatccgta 
ccatttacga
    65941 tcctactgcg ggaacaggcg gcttcctgtc ttcaggcatg gaatatttgc 
atgagctgaa
    66001 cccgaatgcg gtgatgcgtg cgtttggtca ggaactcaat ccggaatcct 
atgccatctg
    66061 taaagccgac atgctgatca aaggccagga cgtgagccgg attaaactcg 
gcaacacgct
    66121 gtcgaatgac cagcttgctg tggatcagtt tgactacatg ctgtcgaatc 
caccctttgg
    66181 cgtggactgg aaaaagatcg aacaggacat caaggacgaa catgaacaca 
agggctttga
    66241 tggtcgtttc ggtgcaggct tgccacgtgt gtccgatggt tcactattat 
tcctgatgca
    66301 cctgatcagc aagatgcgtg atgccagtag tagcgagagt ggcagccgca 
tcgggattat
    66361 cctgaatggt tcaccattgt ttactggcag tgcaggcagt ggcgaaagtg 
agatccgtcg
    66421 ctatatttta gaagccgact tgctggaagc cattattgcc ctacccaacg 
acatgttcta
    66481 caacaccggg attgccacct atatctgggt actcagcaat aaaaaagccg 
ctgaacgtaa
    66541 aggcaaggta cagctgatca atgcctcaaa cctgagtacc aaaatgcgta 
agtcgctggg
    66601 ttcaaagcgt aactatctga ctgaaaatga aattgccacc attacccaga 
actatggtgc
    66661 atttgtcgca gtagatactt tggcaaatga tggcgaaacc gaacagcaaa 
aaccattcgc



    66721 cagcaagatt tttgataacc atgaatttgg ctatcgtcgc gtgaccattg 
aacgtccatt
    66781 acgcttgtct gcacagatca cggatagcgc gattgctgca ttacgctttg 
cgccgaaacc
    66841 gtttaatgcc gtgatgcaaa gcatcgatgc gcaattgggc acagcctttg 
gtacagcatg
    66901 gacagctgaa agctatggtc agttgcagga cgtggcgctt gaggtgcgtg 
ccatgattaa
    66961 agcggaattc cctgagctaa aagaaaaaga cattaaagag gtactggaca 
gcaaaatctg
    67021 gctattccag aaagccctga tggaaaaagc cgaggcgtta caagaggtga 
ttggcactga
    67081 gcagtttgat gattttaacc agtttgatga agtgctgaaa aaagccctca 
agcaggccga
    67141 catcaagctg gatgccaaag agaagaaaca gctgttagat gccattacct 
ggaagaatcc
    67201 ggaagcggaa ccggtgatta acaaggtgct gaaacaggca gaaaacccgc 
tgtatggcca
    67261 gttcagctac cagggcaaag tggtcgagtt tgtgcaggat ggagatttgc 
gtgatgccga
    67321 gaacattgca ctgaatccaa aagtcagcac cacagaactg attgaagact 
actttaaacg
    67381 tgaagtacag ccacacgtgg ccgatgcctg gatcaatgcc gacaagcgtg 
acgagaaaga
    67441 tggcgagatt ggtattgtgg gttatgaaat tccgtttaac cgtcattttt 
atgtgtatga
    67501 accgccacgt gatttaagcg agattgatgc cgatctggat gcggtgagtg 
ccgagattat
    67561 gcagctgctc caagaggtgc attcgtaatg gcaaagtatc aggcttatgc 
ggagtataag
    67621 gactcagggg ttgagtggtt gggggtagtg ccttctcatt ggatcattac 
tactttaaaa
    67681 agatattgtt atgttaaagg tggttttgca ttttcaagtg atgcatttat 
cgatactgga
    67741 tatcctgtaa ttagaattgg tgatattaaa actgatggtt cgattaactt 
ggaaaactgt
    67801 aaatacattc cagagtcgtt ggcagttaat agtcgtgatt atttagttga 
aaaaaatcaa
    67861 ttattgatgg caatgactgg agcaacaatc gggaaagctg gtttatatac 
tagcaatcag
    67921 ccagcatttt taaatcaacg agtaggtaaa tttgagcttc tagcacagaa 
tatgaactat
    67981 agatatttat ggtacatatt gaaaactgat ggttatcagg aatatatcaa 
gctcacagct
    68041 tttggtggtg cgcaaccaaa tatcagtgat actgctatgg ttgattatcc 
agcaaccatt
    68101 ccttcatttg atgaacaaac ccaaatcgct aacttcctcg accacgaaac 
cagcaaaatc
    68161 gatcacctga ttgaaaaaca acaaaaactg attgaactgc tcaaagaaaa 
acgtcaggcg
    68221 gtgattagcc atgccgtgac caaaggactt gaccccaatg tcccgatgaa 
agattcgggt
    68281 gtggcatggt taggggaagt gccggagcat tgggatatta cacctattag 
aaacttaatc



    68341 aggtcgggca atctgatttt acaagatggt aatcatggtg agctacatcc 
aactgcaaat
    68401 gattatgtag aaacgggtat tcccttttta atggcaaata atattcgtaa 
tggtaatctt
    68461 tttatggagg acgtgaagag aattcctaaa catttagccg atacattaag 
gattggtttt
    68521 gctaaagcag gagatatgct gttaacgcat aaaggaacag ttggagaagt 
tgctttagtc
    68581 ccacaagata taaaagagga ttattggatg cttactcctc aagttaccta 
ttatcgttgg
    68641 cagggtaaaa agtttcttaa taaatatttt tattatcaat ttcaatcttc 
ttcaattcag
    68701 actcaacttg aaattattgg tgcaaagcaa tcaacacgag catatgtagg 
tttaattgct
    68761 caaggtgatt tgattgttgc aattccacca tcacatgagc aactagaaat 
atcatcatat
    68821 attttagaaa aagatcaaag ttatcaattg atgattgcca aagcacaaac 
cgcaattcag
    68881 ctcatgcaag aacgccgaac cgctctcatc tcagccgcag ttaccggcaa 
gattgatgtt
    68941 cgccactggc atgcgccaac ggttgctgag gcacagacgg agttaagcgc 
atgaatctag
    69001 acgccacccg tgaaagtatt ttccagaacg acattattca acagatgctg 
gctcagggct
    69061 ggcaactcgg tacgccccaa ggctataacc gtgaatctgc cttgtatgag 
caggacgttc
    69121 tagactttgt gcaacagacg caaagccagg actggcagaa gtttcagcgc 
atttttccgc
    69181 aaggcacgga agggcatttt ctggaagccg tggttgccca gctgaagaaa 
gccgacatca
    69241 atgccactga tgaacagtca cgtagctatg gcactttagg tgtgctgcgt 
cacggagtga
    69301 aaacccgcag tgcccgtttt ttcctctgtc agtttaaacc tgaacatgcg 
ctaaatcccg
    69361 ataccttagc caactacaag aagaacatct gccgcattgt accggaattg 
gtctatagcc
    69421 cgtatgctac cgctgccgag ttacaggaca tgggcaaaca ggccaagaaa 
tggcgtattg
    69481 acttggtatt gttcattaac ggctttcctg ttgctactct ggaactcaag 
tccgagttta
    69541 aacaggccgt gcagaatgcc atgttgcagt acaaacgcac ccgcttgccc 
aaagatccag
    69601 aaaccaacaa gcctgaaccc ttgctgatgt ttaagcgtgg cgcattggta 
cactttgccg
    69661 tgagtcaata cgaagtctat atggcgaccc agctggctgg agaagatact 
ttcttcctgc
    69721 cattcaataa aggcacgcat gacggtggcg caggcaatga tgtgccagaa 
gaccagaatc
    69781 agtacgccac cgcctatctg tggaatgaag tcctcacacc ggacaatttg 
ctaaatatca
    69841 ttggacgttt tgtccatctg caaattgaag aaaaagaaga ctgggaagga 
cgcaagtaca
    69901 aaaaagaact gctgatcttc ccacgttacc accagtggaa tgtggtcacc 
aaactgatca



    69961 atgccgcctt agaggagggt actggacaga aatatctgat tcagcacagt 
gcaggttcag
    70021 gtaagtccaa ctcgattgcc tggacagcac atcagctgtc gaccctgtac 
gatcaacaca
    70081 atcagaaact gtttgattcg gtgattgtgg tcactgaccg taccattctg 
gatgcccagc
    70141 tacaggacac catctaccag tttgaacatg ccgatggcgt ggtcggacgc 
atcaataaca
    70201 aagaaggcga tggctccaaa tcggaaaaac tggccaaagc actggaaacc 
tcacagccga
    70261 ttatcattgt gaccatccag actttcccct ttgtgttgcg tgcgattgaa 
aacagtacca
    70321 atctgaaaca gcgacgttat gcggtgattg ccgatgaagc gcattcttca 
caaagcggct
    70381 ctacggcacg acaactcaaa gaagtgttga tgctggaaga gcgcgaagag 
gatgctgaac
    70441 tgtcttcgga agatattctg gatgcggtgg tggctgcacg taagggcagt 
aataacctca
    70501 gctactatgc ctttaccgcg acaccgaaag acaaaaccct gcaactgttt 
ggccgtgtac
    70561 ccaatcctga gctaccgcca tccaagcaga acaagccaga agcttttcat 
gtctactcca
    70621 tgcgccaagc cattgaagaa ggctttattc tggatgtgct aaaaaactat 
accaactata
    70681 aagtggttta taagctcaaa cagaaaattg aagaagccga caaacaggtc 
gatgccaaaa
    70741 aagccaagat cagactgaat cagtgggtgc gtctgcatga tcacaacatt 
tctcagaaag
    70801 tgaaagtcat tgtcgagcat ttcaaaaata acgtgatggg cttattgggt 
gggcaggcta
    70861 aagccatggt ggtgaccagt tcacggaagg aagcggtgcg ttacaagctg 
gcctttgaca
    70921 aatacgtggc ggatcagggc tataagtcca ttcaggccat ggtcgcattc 
tcgggtgagg
    70981 ttgagtttaa tgacaaggat accgacagca gtggtttagt cgggcagacc 
tttaatgaac
    71041 gcaacatgaa cccaggactg aaaggtcggg aaatgcgcaa ggcctttgac 
agtgatgact
    71101 atcaggtgat gctggtggct aacaagttcc agactggctt tgaccagcca 
aaactgtgtg
    71161 ccatgtacgt agacaaaaag ctgggtggtg ttgagtgcgt acaaaccttg 
tcacgcttga
    71221 accgcaccta tccgggcaaa gcggaatctg gcacctttgt attggacttc 
tttaacgatc
    71281 ccgaagacat tcttggggcc ttccagcctt actatcaaac cgcagaactg 
gctgatgtat
    71341 cgaatccgga tcagatcttt gacctgtttg aaaaactgaa agccagcaag 
atttttctgt
    71401 ggacggaagt tgaacagttt gtagaagcct tctttaccaa gaacaaatcc 
aatgctgcga
    71461 tcagtaatat ctgcaaaccc gcggttgaac gctggcagaa acgctatagc 
caagccatcg
    71521 aagcctataa caccagtcgc gatatgctgg aacgctgcaa gaaaaccaat 
gatgcggtgc



    71581 tgattgccaa tgccgacaat gcctttaaag aggccaagct tgaaaaagac 
aagctggaaa
    71641 tctttaaaaa ggacttgggc agttttaccc gtttctacga gtttatgtca 
cagatcgtgg
    71701 actacgatga caaagaactg gaaaagctca gcctgtatgc gcgtaacctg 
cgtccattgc
    71761 tgcgtgaaac cgcaacgaaa gatgatgagg tggatctgag taatgtcagc 
atgagccatt
    71821 accgcttgtc caagatccgt cagcaagaca tcaagctgaa agaagatgcc 
gaagatttta
    71881 agctagaacc gggcaatgac ctcggtgcag ccaagccacg tgacaagaaa 
gaagagttcc
    71941 tgtcacagat tatagagcgt ctgaatgatg tctttatcac tgataaccta 
accgataaag
    72001 acatgctgaa ctatgcctat acggtacgtg acaagctggc ggaaaatgag 
attgtgatga
    72061 agcagattgc caacaatacc cgtgaacaag ccatgctggg tgatttcccg 
aaagcgatgg
    72121 atgatgccat tcttggtagc agtgccgcac atcaggaaca gatgatgcag 
ttactttctg
    72181 atccggcgaa ggccagcata tttgcacggg tgatttttga tatgttgatc 
agtccaagat
    72241 gaccgctaaa ttaaccaagg gggcagtttt taaatgcggt tagggggcat 
ttttacactg
    72301 ccgctaacaa cacccgttat ccccagttcc ataccaccct tgccgatgcc 
attgccttta
    72361 cctacatcac ccgattcaac atcggaaacc tcgcaacggc caagcagaac 
acgacaacag
    72421 cattatccta aaacccagca aggacaaaga caaagccgag tcggaacact 
gtgtcccaaa
    72481 cgtttggcag aaaccaaaca tatgagccaa gctgaatggt taagcctccg 
acgccaaggc
    72541 tttggcagta gtgactgtgc tgccgcttgt gggctgaatc cctatatgtc 
gatgctggaa
    72601 ctgtggatga tcaagacagg gcggattcaa caaagcattg aagatgagag 
tgaaggacat
    72661 gcaccgttgt actggggcaa acgccttgaa cccttggtcg ctgaatacta 
cagcatgcac
    72721 accaattata aagtccgtag agtcaatgct gtgctacaac atcccgaagc 
tgataaacac
    72781 tttatgttag ccaacttgga ttattcggta gcaggtgatg cagatgtaca 
aattctagaa
    72841 tgcaaaaccg caggggaata tggcgccaaa ttgtggcgag acggtgtgcc 
tttatacgtg
    72901 ctgtgtcagg tacaacatca attggcagtg acaggtaaaa aagcagcaca 
tatttgtgta
    72961 ttgatttgtg ggcatgaaac ccgaatttat aaagtcacac gtagtgaaac 
agtgattaaa
    73021 cacatcattg aagcagagcg ttacttttgg caatgtgtgg aaaaagacat 
accaccggat
    73081 gtggatgcca gtgaatcctc agccaaagcc atccagcaac tttatccaca 
acatgtgcca
    73141 ttgacggtag aagacctcag ccacaacgat caagctaatc aattgtttag 
ccaattgttg



    73201 aaagaaagac atcatatcga gattcaccaa aacctttttg atgaaaccaa 
acatcaaatt
    73261 caaatgctga tgaaggatgc agaaagggcc acttttgctc acggttcagt 
aacttggaag
    73321 aaatccaaag actccactgt tttagatggc aaagctgtac tcaaattaca 
tccagaaatg
    73381 cttcaacaat ttccacagca caaagcagga acacgacgtt ttcaaattta 
taccgatgat
    73441 tgaatcaaaa acgtggatgt ttccaatttt tctccaagta gaaaagcacc 
cttgatctgc
    73501 cactccttcg ttggagtggc agatcaacta tggcgtttta cgaagatgca 
gaatttcaca
    73561 tttctgttta cctacataac aagggtaatc agtaaaaatt tagttaaagg 
acaatttaca
    73621 tgattaaagg tttagcaatt acacctccga tattggggcg tatcagtatt 
ggtaaaatcg
    73681 tagaaaagaa tggtaaacgt atccctgaaa aagatgacca gttcacgatt 
actagccaga
    73741 tacaagggaa agacggatgg gttaaacacc cgatggatga agctttacgg 
acaaaagcca
    73801 gcaataacaa gctccgaagc attccagtca gaatgatctt taatgaccct 
gaactgaatc
    73861 ttcgagctga gtacaccttg tttgatcgcc agactgggcg tcccatttgc 
attggaaacg
    73921 gcgagacttg tcagcgatca ggccagaagg ggattgaaca gcactcatgt 
ccttcaccaa
    73981 gtttatattc gctggcacaa ggcggtttat gtaaacccta tggcagactt 
tacgtcaatt
    74041 tagatgatgc agatgagctt ggtacattta tctttagaac tacaggtttt 
aatagtatcc
    74101 gaacattagc tgcacgactg gcctattacc atgcagcatc aggccagtta 
ctttcatgtt
    74161 taccattgca attgaccttg cggggtaaaa gcactacgca aagttatcga 
actccaatct
    74221 attatgtgga cttaacctta agagatggaa ctagcttaca agatgcaatt 
accacagcga
    74281 aggaaattga tgagcagagc aaacaggcag ggttttatca ggaagcttta 
gatcaggtgg
    74341 cacgacaagg ctatgccaat gccaaatttg aagtggagga tgaagaagga 
atggatgtgg
    74401 ttgatgagtt ctatagtcac aacgaacagg agcatcaggc tcagatagaa 
cccttgcacg
    74461 taaatgcggc aacattcaaa aaggagttag tacagagcgt tagagctgtg 
aattagagct
    74521 tatgcaagaa atcctgtgat ttcttgcatc agtgctcttg tagatttcat 
ttttttaggg
    74581 tggcgttact tggttttaat ttgttttttt attaaggttc tactccaaag 
tacatggctt
    74641 atttcttatt tttttcgagt tcaatcaagg tctgtataaa ttcccatgtt 
ttctctggtt
    74701 caattggacc ttgttcacaa acagaactat taatgatgcc atccagaagt 
gagaggacga
    74761 gacgcgttaa agcgataggg tccttgattt ccatttcctt caaaatagaa 
gttgttaggt



    74821 taaaaagcca gttccaatat tcatccagag cgacttgaat ggatgggtat 
aagtttccta
    74881 cttccatgcc agctttgtga aatggacatc ctctaacacc attttgatta 
acccagtcga
    74941 tataccacag ataaagttgt tctagcttct ctaatggtgt tgtgagtttc 
gagatgtgct
    75001 cttccacagc catttgaata tcgagtttta attgctttaa gcaatagaat 
acgagctctt
    75061 ctttagatgg gaaatgttta taaaaagtcg ctttggcaat atcggcttcc 
gcaataatac
    75121 ggtcgacccc cacagagata taattttcct gaataaagag ctgagttgca 
gtgcttagaa
    75181 cgatgtctcg ttttgggtac tttttcttga agtgtatatc tgcgttcata 
ggggaggagc
    75241 acaatatgct gaagtattaa gtttgttatt ttagtttata gataggttgt 
ccgactagcc
    75301 atcaggactg agataaatat aaaaaataga cagaactgta agtatttaat 
aaaatgcgtt
    75361 cgattatgat ctaaatttat aaaaatgtaa tgtttaataa tatttcccaa 
gttttagaga
    75421 gtttgggttt cctctctcag catcgttcgg tgcatctcca attttctgat 
gcatccctga
    75481 atagtcaggt ctttttacaa cgtatagagg ggcagcatta tcttaatgag 
ggcatgacag
    75541 ccgagctgat ttgcttatca acaaatgccc atattgcact caagacattt 
attggggtac
    75601 aggttgcgat tgatcaggta acagatcaag gccagttgtt tcgcactaca 
ggtattatta
    75661 cgggtgcatc acaagggcaa agtgatggtg ctttaacctt atataaactc 
accataagtg
    75721 atccaactta tctctggcat aaacgcagaa acagccgtgt gtttatgaac 
aaaagtgtgc
    75781 gggaaattac tgaaatttta tttcaggagt ggcagggtaa aagcccgttg 
ttcgcatcga
    75841 gtctaacttt agatttaagc ggcttaaagc aggcgtatga catacgccct 
ttcgttatgc
    75901 aattgaacca aagtgactac gactttttaa ctcgcttatg gcgtagtgaa 
ggcattaatt
    75961 ggctgattga tgaagctgag cttactgtac caagcaatac agatcatatc 
cagccacaaa
    76021 agttacgtct tattgatgac aatagccagt atcaggcact cagcagaaga 
acgatccgct
    76081 accatcgaag tcatgcaact gaacaatttg atagcatgac cagccttatg 
gctaaccgta
    76141 gtttgcagcc gacttcggtt tttgtacagc gttggcagtc agatgtatta 
caacaaacag
    76201 atggggcagg cagtgtacaa agtacacatc aacatagtac caactatgat 
aatcaaagct
    76261 taagtcttga agatgcatgg cactttagtc cggcatggat gcaagattta 
aaaggtgaag
    76321 atggggcaac ctctgcaagt aatcaacaac tggaaaaatt taaccagaac 
ttaagcgctt
    76381 ttcatgatgc tcagtccaag cagtttattg ctcaaactac agtacgggat 
acacaagtcg



    76441 gctattggtt tgaactgaat gaacaccctg aaatagatca gcataacggt 
tcggataaag
    76501 agtttctgat catcggtaag cattactaca accaaaataa tttacctaaa 
gacttaaacc
    76561 agcaaatcca agccttagtt cgacaaagcc attggtcaat taacaatgaa 
gaacggcaag
    76621 gcaatgaact gattttacaa cgtcgtcata tcaagacagt accagaatac 
cagccattac
    76681 aagatcgacc tcaagcctct gtacaacgtg cgcgtgtagt gggacctgaa 
ggtgaaagta
    76741 ttcatgtcga tcaatggggg cgcattaaag tccgattcct gtttacccga 
gctgatgatc
    76801 atcgtcatga tggtggagca ggaagtaatg acaatgatac cgactcagca 
tgggtggatg
    76861 ttttaacccc ttgggctggc gaaggttatg gcgcacgttt tctaccacgt 
attggtgaaa
    76921 tcgtggtgat tgatttcttt gatggcaatg tagaccgacc atttgtggtg 
ggacgcatcc
    76981 atgaagcaga acgtcacccg actcaatttg accaaaaagg gcagctgccg 
gacaccaaaa
    77041 aactcagtgg tatccgttca gaagaagtcg atggaaaagg ctttaaccaa 
ttacgctttg
    77101 acgacaccac agggcaaatc agtgcccagt tgcaaagtag ccatgctgct 
agccaactca
    77161 acttgggtaa cttaagtcat ccaaaagaaa aagcggaaag cgatggtcgt 
ggcgaaggct
    77221 ttgaactgcg aacagaccaa tggggtgcag tacgtgcagg tagtggctta 
tatgtcagta
    77281 cccataaaca agaccaagct cagggaacgc atctcgatgc gaaggaaacc 
aaacaacagc
    77341 ttgatggcaa cctgaacaat gctaaggcac tcagtgatgt tgcaaagaat 
cagcagactg
    77401 accctttaga gcatttagaa aatttaaaaa cctttttaga acaaatcgaa 
gaacaagatc
    77461 agggcaaagc tgctgcattt aagcaagcct tgatggtttt aaccgcacct 
aacagtattg
    77521 ctctagccag taatgaagac attcatttaa gcgcagatgg tcagttaagc 
caaactgctg
    77581 gggacagcat tagcctaagc actcagaaga acctgattgc acatgcacaa 
aacaagatca
    77641 gcctgtttgc agcacaagag ggcgcaagac tttatgcagc caagggcaaa 
cttgaagtac
    77701 aagcgcaggg tgagaagtca ttgatcgtat cattccagag attgtacaaa 
gggtagttaa
    77761 gttctgcgat agtttgccat gacagagagt ataggatatc ctcgacaatg 
gtgctgttac
    77821 ggcaagaagc tcgataaatg tacggtcgtt agaaagaaat ccattgtagt 
aaaaattgca
    77881 gtaaaaaatt aaatgttaat atataattat ttataaatca ggtggttggg 
aatttaattt
    77941 gactgtcacc gcttccgcca aattctaaaa gcccctgtta aaagcagggg 
ctttttttat
    78001 atttattatt ttacccctca tcctccccta tataaaaaat tagattgagt 
tgggcagaat



    78061 tagattccag tttaatttta tatttcataa tttcttaagg ttgaatacta 
atttttctag
    78121 tatttaatat ttagcgtgtt gttttttctc aaaatcatga accattcgaa 
tacgttcttc
    78181 agttgcagga tgagaagata aagcatcaac aacagctata gatagcttat 
tatctgaaga
    78241 ttctttttga gaggttggtg aggtggactg acttgcttta tttagatctt 
cttctgtttt
    78301 atcgtttaaa cgttgtaaga aatttgcaaa gtgtgagact tctatatttt 
tcctatccat
    78361 cagctgtaat gcatatagat cggcttcgga ctcaaattta cgtgagtaat 
ttgcaccaag
    78421 catagcagca ggtaacgacg taaataaatc tgaattatca cctgtcatcg 
caatgtataa
    78481 tacacttagt cctaaactag ttaatccttg ttgtaaacta tggcgataaa 
ctaaatgtcc
    78541 ttgttcatgg gctaatactc ccaatatttc ttgattatta tgggctattt 
gaatcagttc
    78601 atctgtaatg ataattgtat tattgggtag tgctacagca tttgccccta 
atcgattacc
    78661 tttacggaac actagtttgg ctggtttgtt ttcagcaaca gtattcaaat 
attgtttagt
    78721 aatttggtct ttttgagttt gagctaattg gctaggtgca gtccaattat 
ttagtacata
    78781 attctcggct tcatctccta gtttctttaa actattctct ggtaatttaa 
aagcaacata
    78841 atgggaagtg gcgggaactc cccattttac taaactgatt ccgaaagtaa 
tcacaaaaat
    78901 taaactaaaa aaaataagac ttggagaacg ttcaaatttc cagatcgaat 
gttgaatctt
    78961 tttagttgaa taattaaacc attcaggtaa tgcaccatga aattcaattc 
gtgcatcatc
    79021 gtctaattca attactggat gtaactgtcc cagagcacca atcaatttca 
tatcagtgta
    79081 ttgataatga cgctgttgtt ctaattgctc accatatcga atcagaactt 
cagtttcaga
    79141 ttgagctgaa atctgagcat ggtatggttt agacactatg ccatcataga 
aaatgatatc
    79201 tactgcttgg gacataaatt attaaactca gattattata gggagatatc 
aatatcaaaa
    79261 atatcactga tttcttcagc taaagcactt tgttcttgct gagctagatt 
catcatttta
    79321 tctggatcat ctagcaagat taagctcatt gattcaacct gatatttgtg 
aatgcgaaca
    79381 gcggcccaag cagacattaa acctagggtt aagattttta ctacccagtt 
tgatgctaca
    79441 atccatgcaa aacgccattg attacagtct gttttaaatt gactgtttcc 
aactgtagta
    79501 ttgttccatg tagtaatgaa aagacgcgca gcaattaatg gataaataaa 
taatccaata
    79561 atggcataca tcataaatat cccaaagatt acagaattcg atgagaaccc 
ggaaagtgtt
    79621 cctaaaatac taaaataaat aattgaaaag atagcaatga tgccaagagc 
aataaaaatg



    79681 ggtacataaa ctgcagccat atatgcagtc cagttcgcgt ttaatttaaa 
atttaattgt
    79741 ccagcatata ggtgattaag ataatatttt ttatatagcc aaatagctac 
aggcgtaaaa
    79801 attcctaatg taaagatata taccaatata cttaaaagga aaattttata 
agattctttt
    79861 atagtgccac caaaataaaa gcgtgcgtta ccatacttac tatttcttgc 
agtaaaacgt
    79921 aaagtagcgc gaattagcca aggcacagcc atatataaca caactattcc 
aactacagtt
    79981 gcaatcattg aatactgtga tgaaattgaa aatgctacgt aaattcctaa 
tgcaattaaa
    80041 cgcccaatca aaatcttggt tggaatacca gtaaaatcaa aacgacgttc 
aaaaaactct
    80101 gtatttccat agaaataacg taaacgacga actttagccc aaggcgcata 
taagcttaaa
    80161 gtaataatag ttaaaagaat attaacgatc caaattccaa aatattctga 
ggcattaccg
    80221 tgaaatttaa aatgatgaat acctgagtgt gaaattggtg gacgtgtaat 
actttgatcc
    80281 tcatttaaat cttgaggtaa tgatggcaaa gcttggtctt gcattttatt 
ctctttcttg
    80341 aaaatatatg atcatgaatg aatgtaatag ataattagaa aactattgag 
gaatattata
    80401 tattttttat aaattgaaat aaataggata aaaagcaaac aataatttat 
tatggccttt
    80461 cactgagttg tgtagaacaa aaaattattg caagaaattt acataatagt 
tttgaagaga
    80521 tattgatgca ttattatgtt ttaaatttag tagtaacact aatttgaact 
ggaacttttc
    80581 tacatcgttt attttatact attcaccttc cttggagcta atagaatata 
tctttataaa
    80641 atttattttt attaaaaact taaataataa aaaataattt atataaatag 
cttatattgc
    80701 taatgagaaa ttttgtcgct tacgccaaat tcaaaagtct ttgtgaaacc 
gaagattttt
    80761 taagccaagg ataaaaatta caacttcatt tagcttaaat attgctaaca 
aatcctgaaa
    80821 atttcatata aatcaaacaa gtatataatt taatcaaaat tattttattt 
atataatatc
    80881 ttttttattt tcatcatctt agtgttaaaa gctttatcga tcaaaattga 
acaagtcatt
    80941 tgtcgaacgt ttaattattg atatatgatg tgcccatatt tagaaactgt 
ttcaaaacat
    81001 aattctattg ttcagcgtgc aaattcacgg aaggaatgat gctgaaatca 
ggcttctaaa
    81061 ccctatatct ggaaattata tccagccaaa tattgcattt cgacccaatg 
gttggaaatg
    81121 tctcactctg atttagagta ggcgtttcct attttaggat atatttatga 
aaaaattatt
    81181 tagcgtactg ttcagtgcct ctgtactgac actgactgca tgtaataaac 
agcctgcaca
    81241 aactgaaaat acagcagcag ccaaagataa aactgagtcg gttcgtacaa 
ttaaattggt



    81301 ttcaacaggt tctgatacgg acgtatggaa atatgtagca acacttcctg 
aaactgctca
    81361 agcgggcatt aaactcgaag tgaccaattt aactgactat gttgtgctca 
atacgtctgt
    81421 agcaagtggc gaacaagatg taaatgcgtt ccagtcattc aactatttgg 
cagcttataa
    81481 tgcttcaaat aaagctaaag ttgctgctgt tgcgacaact tacttggaac 
caatgggtat
    81541 ttatgcaaat aaagttaaaa ccgttgatga gtttccacaa ggcgcgacca 
ttgcaattcc
    81601 aaacgatact gctaacgaag cgcgtgcatt aacattatta cagtctgcta 
aactgattaa
    81661 acttaaacca ggttttgacc ctgtaaaagg gacagtgaat gatattgctg 
aaaaccctaa
    81721 aaacttacaa ttaaaaccaa ttcaaatgac tacagcggtt cgtgttaaaa 
acgatgtaga
    81781 tgcaattgta ctgggtaata cattggcact tgagggtggc ctcaatgtaa 
tgaaagacgc
    81841 aatcttccgt gagccaatcg atcagtctac taagctttat gtcaacttat 
tgggtgttgc
    81901 tgaagcgaac aaaaatgacc cgatctatac gaagcttggt gaactttacc 
acttacctaa
    81961 agttcaaaag tttgtaaatg aaaaatttgg cggcacaaaa gttgaagtga 
acaaacctgt
    82021 ttctgaattt gcagacatca aataagtaat tttttaatta aaattatttt 
ttaaagctaa
    82081 gtcgcggtta tcgtggctta gctttatttt atttggaaga atgccatttt 
cttcctccgt
    82141 atatgtatct agaaattttt cacccaacac tatttaaatg cattaacgct 
ttctatagga
    82201 attcctcttt aataggagga tcgaagatta agtcttaatt atctagtgtt 
cattctcttt
    82261 ataaacccta ctttaacaat aacttgttaa ttatttatcc ttacttttta 
atgatctaat
    82321 ttaaatcaaa tgtcattttg tgtgcttgac tacaagaggg tggaatacta 
ttcttcgcat
    82381 gctggccaca atgccagtcg gttttagcag accgttccga aaagcattaa 
aagagcaatc
    82441 ttttagtgac gaaccctcgt gccccctcta cggcggaacg ggagggggac 
accttcgggt
    82501 gtgctgggtt ttttcggcca gtctgctaac cccctttcgt tctgccacca 
taatttaaat
    82561 gttttggcag aactcccaat aaaaaggagt tggctttgca catccattat 
ttcttggcac
    82621 tcattgccat aagctataac gacacaactt aataatttaa agcagcttga 
tagcctgtag
    82681 ggttttcatg ctttaagtca ttacggctca aaaaacttgt attaactata 
aaacttgaga
    82741 tgtgccaagc acagtcttta tggctttgct gtgccttttt tctcccaaaa 
aagtatctct
    82801 tttagaaaca acaagaattg ataacggtaa aactatgcca aatttagaaa 
cctcttccaa
    82861 aaaattacat gttattcgta cggctataaa cttatttact acctatggat 
ttcacaccac



    82921 gggtgtagat ctgattgtta aaaaatccga aattccaaaa gctacgctct 
ataactactt
    82981 tcactcaaaa gaaggtctaa ttgaaatgtg catcgccttt caaaaaagcc 
tgctgaaaga
    83041 agaagtgctc gcgattattt actcaaaccg ttactgcacg ccaactgata 
agctcaaaga
    83101 aattgtggtt ttacatgtca acttgaatag tctgtaccat ttattactta 
aagccttttt
    83161 tgaaattaaa gggacatatc ctcaagctta ccgtatggca atcgagtata 
gaaaatggct
    83221 aactcgagaa ctttttgacc taatttttag tttggaaact cgcgccttaa 
aacctgatgc
    83281 cgatatggtt ttaaacctaa tagatggttt gatgtttggg tttttaagta 
ccaatagttt
    83341 gagtgaaagg gatgaggtgt tggagcggtt tttttaaata acttgatgaa 
tagtgctttg
    83401 gaacaagatg cttttgaaaa ggtagttcta aagcatcttg ctcacttagt 
ttatatggat
    83461 ctgatatttt aagataaaca ggattattgg ctcttatttt cagagtttga 
ttttgactta
    83521 ttgagactca tctaaatcac gttcgcggca tgataattca taataattac 
cttttggcag
    83581 agaactaatt ttaaacccat agtaagtgct atcggtttct atcggagcga 
tattacattg
    83641 cttctttttt gcaaattttt caattaattt taaattggtg gtttgcttaa 
atacagctcc
    83701 ccaaccctca ctcacacaac agcccacata ttcagacata tattcatctg 
aaataagtac
    83761 aacgttttgt cccataaatt cataaggttt tttgagtttg tatatatcgt 
tatagtctgc
    83821 tcttgaaata ttaggttttt tggctaggaa acctttttgt ttaagaattt 
gaaactttaa
    83881 aaaatcttca ggaccagtac caagtccccg ataaatcgag ctattttcct 
ctgcaaaact
    83941 atatgagctg aaaatgctaa ctaagcttaa aagtaataat tttttcattt 
gtaatttcag
    84001 aagttgtatt agggcataat tgtttcatat cttctttaaa gcgtaaagta 
agtagctgat
    84061 ttttatatta tagatagatt tttctatacc acggcaaacc ataattaatt 
tactaataat
    84121 aggtttcata taattaacta tctatagaat aaattttttg cttctttaaa 
aattatttaa
    84181 acgaattaag taaatttttt atcagagtcc taatttattt gcttattgga 
tagtcttttt
    84241 gtatataata tgtattcttt gtatttattt atctttatag agtaaacatg 
aaaaaaatat
    84301 taatcattac tatggcgagt tctttcggtt taattgcgtg ttcaactact 
gaaacttcaa
    84361 gaacgataca aagtccacaa gtcactgctg ctactgctac aacaaaatat 
atcggagtaa
    84421 aaactcctat ttctattggt aagtttgata atcgctctag ttatatgaga 
ggcgttttct
    84481 ctgataatgt cgatcgttta ggtgggcagg cgaaaactat tcttgaaaca 
catttacagc



    84541 aaactggcta tttttcagtt ttaaaccgtg acaatctatc agaaattaaa 
caagaagtag
    84601 gctatagcaa tactgctcaa tctattaaag gtgctcgcta cgttattact 
ggtgatgtct
    84661 ctgaatttgg tcgtaaagaa gtaggcgatc aacagttatt tggtatttta 
ggacgcggta
    84721 aacaacaagt tgcttatgcc aaagttaatt taaatattgt tgatgtaaaa 
acatcagaag
    84781 ttgtgcattc ggtacaaggt gctggtgaat atgcattagg tgcacgtgaa 
gttttaggct
    84841 ttggtactac agcttcttac gattctacgt taaatggtaa agtactcgac 
ttagctgttc
    84901 gtgaagcagt aaataatctt gtgacagata ttcaaaataa ccgttggtca 
attcaataat
    84961 tttggatatg tgttagatga aaaaaattct ttttagcagt tttcttgcga 
tgagtttggt
    85021 gggttgtgcc gctggtcctc aacctttata caattgggga acttatactc 
atcaaaccta
    85081 tttgatgtat aacgcacctg aaaaagcaac gccaaatacg cagatcacaa 
aattagaagc
    85141 agagattgaa aaaaccaaag gtaagggcct agctgtacca ccggggttat 
atgctcattt
    85201 aggattattg tatttacaag aaaataattc tcaaaaagca atcgagtatt 
tccaacttga
    85261 acgtcaagta tatccagaat ctactgtttt aatggatcgc ttattgcaaa 
aaatgaatgc
    85321 gaatggtggg aatgcaaaat catgattaag aaacttctca ttgccagctt 
ggtcatttct
    85381 agccttgcat ttacaggatg tgcagttact gcaccaccta ataaagatat 
tacggcctat
    85441 aaagcccata tgccaaagtc aattttggta ttgccaccag tcaatgattc 
acctgatgta
    85501 aaagcgacct atagttattg gcctaccgtg gtggcacctg tagcagaagc 
tggctattat
    85561 gtttttccaa tctctgttgt agacaacatg tttaaagaga atggcgttac 
taatggcaac
    85621 gatgctcagt ctatttcacc tcagaaatta caagaaattt ttggcgcaga 
tgctgctctc
    85681 tatattcgaa ttaaagaata tggctctaaa tatcaagtca ttcaaagtgt 
tgctacagta
    85741 agtgcagatg caaaacttgt tgatttgaaa acgggagatg tgatttggac 
aggtgagaaa
    85801 aaacttgttc aagcgagtag tgatggtaat gcgggtttaa tagggatggt 
cgttggggct
    85861 ttagttgaac agattgctgg cagctttaat gatagagctt atccattagc 
aagtatggtc
    85921 aatactcaac tgtttacccc gactaattat aatccaggta tggggttatt 
atacggacca
    85981 cgttcaccta aatttcaaca agatggcgta gctaagtaaa ttaaactcaa 
gctagtttct
    86041 taatttctta aataagttgc ttcatatatt tgctatgtgg agcactttat 
aaaagttgag
    86101 tttaagcagg agagtcagtt gaaaattgat tttacctgct taattcaatt 
gaaattagtt



    86161 tatttcttta ctttaaaacg gtatttgcat tttaggcagc ggtagtcctg 
aaatatattt
    86221 ttatcgatca ttacacctgc ttttttacca aaaatattac ccactacacc 
gccagtaata
    86281 cctgcactga ttgcaccgac aaatgtgcct acagtaccgc caacaattac 
acccaatggt
    86341 ccagctacag taccaatcgc tgctcctata gaagcacctg ttgcagcacc 
acctacggta
    86401 cccgctgtag tccctgcagc tgttaataaa acaccgccag tggttttaag 
tagtttgtca
    86461 tggtcacgtg tttcaatttc tgtagaacca cactttgggc attgcagcgt 
tttttccata
    86521 aaatttttcc tgtctttcat cattaagcga cgcagtgaat ggagcaaaat 
cagtaaagtg
    86581 gataaaagag ctatttatga agcgtctttt cctgattgat gatcgcgata 
tatctggtca
    86641 gccacgattt tagctgaaca ttgacacaaa tatttataga tcatgtaaac 
acttgtacct
    86701 taataatcat ctcttaaaaa tgtcttaagc actattttta aatggatagc 
atataactaa
    86761 aaactactaa gtgatggatg attgatcaga cgagatgcag atatttggtc 
tgttgaaatt
    86821 tgcaaagagg tgagacttgt ttacaaccgc ttaaaacaat aaaggcttat 
tctgtttgaa
    86881 taagcctttt aggacgttca gagtgattta tctaacctta aaactttata 
taaagcaagc
    86941 attaaagtaa tccagatcgg aattaaaatt actgattctt taaagccttg 
agtccacata
    87001 atgtataaaa tcatgccgat aaaagcgagc acgacatagt tactcaaagg 
cgaaaataga
    87061 gcaggaaatt tggcaacttt tccatctagt ttcatagctt gcttaaactt 
taaatgggta
    87121 aagctaataa ttgcccagtt caaaaccaaa gctgcaacag ccatatacat 
aagatggctt
    87181 aaagcttctt ctggtacaaa gtagttgagt aaaacacacc caaaaatcag 
gatagaagag
    87241 aagatcacag cagctgtggg tacaccttgt ttgcttactt ttgcaaagac 
tttaggggca
    87301 ttgccctgta ctgccagcct atacaacatt cggctgttgg catacatgcc 
gctgttataa
    87361 actgaaagtg cagcagtcaa aataataaag ttaagtaaat gtgccgccca 
accaatgcca
    87421 agctgactaa aaatcatgac aaaagggctt ttatctaaac caccaaggtc 
cagttggttc
    87481 catggaataa gcgacataat aattgcgagc gaggccacgt aaaaaaccaa 
aattcgaaaa
    87541 ataacttggt tgatcgcttg tggaatactt ttttcaggat tttctgcttc 
agcagcggtc
    87601 attccaatca gttcaatacc gccaaatgca aacattaaaa aggcgagcat 
atagaacaaa
    87661 cccgaaaagc catgcgggaa aaatccgcca tgttgccata ggtttgaaaa 
gctcgctata
    87721 gaatcattgc cggctgtaag taataaatat aagccaaaca caatcattga 
aatgactgcg



    87781 gtaactttaa taatggctaa ccaaaattca gattcgccat aaaatttaac 
attgcctaag
    87841 ttcaagcacg tgaccagcac aaagaaaaat aaaaccgaaa cccatgctgg 
aatatgaggc
    87901 caccaataat gtacatattt agccacggcg gtaagctcag tcatcgcaac 
taaaatgtac
    87961 acaacccaat agttccagcc cgataaaaaa ccgggaaatc ttccccaata 
cttttgtgca
    88021 aaatagctaa aagagccaac tacaggttct tcgacaatca tttcacccat 
ttggcgcata
    88081 attaaaaatg caaccaaacc aacaatggca taacccaaaa tgattgaagg 
accagcagac
    88141 tgaatgactt gtgcagagcc taaaaaaagt cctgtgccca cagcaccacc 
catagcgatt
    88201 aactggatgt gacgattttt aagtccacgt tttaattggg aagatgagtt 
actcaaaata
    88261 ctatgcgctg tctaaaaaag ctggcgctat tgtaatggat tgaataggga 
taacctagtt
    88321 tgaaaagcaa tattgccttt atataaaaag attcgcacaa aactgtacga 
atccttttta
    88381 gaaaatgatg tttttctaaa ttagaaagat accattttgc ctgggttaat 
cattgcaccg
    88441 atgccataca tactttttgc gagtggaata acgacagggg caagcgtacg 
gccaaaaata
    88501 atattttgat ggtcaatgtt agataacatt tcaaagtcat tagattgccc 
aacaaagtca
    88561 tttgcaatgg ctttaccaat acgtaccgtt tgtgccacgc cgtgaccgct 
ccagccgtga
    88621 actgcataaa tcgggaactt gttaccaaac ttacggctgt cgactgcacc 
attaacggtt
    88681 aaatcagtag tgccactcca gacaaaatcc atttctagat ttttaatttg 
agggaaaact
    88741 gtatgaattc gatgctctag gtaatttaaa gttttctctg gcccccagca 
tgtgccagta
    88801 ccttgcccac caaataataa gcggttgtta aacacaggac ggtagtaatc 
aatctggaac
    88861 tgagtgtcat aaaccggatg tccaaatggc agaagctctt tggtatcaaa 
ctctaaagga
    88921 gcggtggtcg cgacataagt gtaaaacgga atagtggtat tgttctgctc 
agataaaagt
    88981 ttaaacgagg catggtgtac cgctaaaact acagactttt tggctttcac 
gactgcattt
    89041 gctgtgtgaa cataaatacc atctgccttt tcttctattg aaataacttc 
tgtttgttca
    89101 taaacactac cgccgttttt gcaaaagcca taaattaaac cacggtttag 
agccaacgga
    89161 tgaatttgtc cacctaactc atcaattaaa ccgcctgtat agtagtctga 
cttaataaag
    89221 tccatgagtt catgtttacc cacaatacga gtatggtctt cacctaagta 
ttttcgggca
    89281 tcggcacctt gggttaagcc aaccaaatgt ccttcatgaa cggcggcagt 
aatatgcccg
    89341 tatttacggt caaagttgag ttggtatttt tcagagatat catcaatgag 
ttgcatggct



    89401 tccgtagaag taaaatgcca tagctttttg gcatcttcat aacttaatcg 
gtcagccatt
    89461 tcttgagctt cccagcgtgc taaacctggg gtaagttgtc cgccatttcg 
ccctgaagct
    89521 gcactaccaa tacggttttt ttctaataaa acggtatcta cgccttgttc 
agctaagtgt
    89581 agggcagtcg atgaacctaa taaaccacca ccaataacca cgacatcaca 
ttcaatatca
    89641 gcatttaaac tgtcaaatgt atgccaatcg gacagggaac tttcatagta 
gtttgctggg
    89701 ttatttaccg aagtgccatt aaccgtagtt gagtcaaatt tcgcgtgttt 
tggatttaac
    89761 cagctccatt ctttacccac ttgtaaagac tgacttggtt tatattccac 
atcttttaaa
    89821 agttgaggtt tagaaataat tttcatgacg atgttcctta aaaaattaat 
aagcattact
    89881 aattgcaata ctttgttttt taatcgtttt ataaatgaat aagagaatgc 
ctaaagttaa
    89941 ccagaagcat ccaaaaatca gtgaagatga gtcgagattg agccataaac 
aaataatgct
    90001 aatgaccgat aacaacggta aaaataggtt tagaaattta tttttaaaac 
ctgaacgttg
    90061 tttatcttta atataaaatt tcataaaaac tgagaagttt acggctgtaa 
aagcaacgag
    90121 cgcaccaaaa ctgatcagac taacaacttg agctaaatct aagaaaatag 
ccgacattga
    90181 aataagcccg acaaataaaa ccgagaaaaa tggtgtccct aaagagctat 
ggatggttcc
    90241 aaaatacttt ttaggaaaaa tattgtcgga ccccattata tacagtaaac 
gcgaagcact
    90301 ggcatgtgag gcaagacctg aggcgactgt gttcataatt tggccgcata 
agaatatgga
    90361 ctgaaacaaa gcaccaccca cataaagcac aatttctggt aatgcttctg 
aaggatgatg
    90421 aaagcgaaca ttgtttggaa aataaagttg aataaaccaa gcagctgtga 
agaaaataag
    90481 cccacccgca agtgtggtta acatgactgc tcggggaata ttcttggtgg 
gttgtttggt
    90541 ttcatttgaa agggtagtaa ctgcatcaaa acctaaaaat gaaaaacata 
aaaccgaagc
    90601 accagcaaca agcggtaata gcgattgttg accatgccat agtggagcca 
gagtaagcac
    90661 atgctcataa ccttgggtcg aaccaatacc tcgaaccact aaatatacaa 
aaatgaccat
    90721 gaggataatc ggagcaaaca caaatacgag acttaagttg gcaagtaacc 
gaatacggaa
    90781 acagttgact aaagtcacaa ggcccgccga taccagcacc caaaaccaat 
aaggcatact
    90841 cggaatgagt gcggtgagat aaattgcagc cagcaacaca ttaataagcg 
gtaataacag
    90901 atagtcgagt agagagcacc agccaacgaa aaatccactt ctaggcccta 
aactttctgc
    90961 agtataacta taggccgaac ctgatctttc tgagttttta ctaaacctcg 
catagctcca



    91021 agcagtaagc agcatcgcgc ctaaagcaag taaatatgcg aggggaacat 
gaccattggt
    91081 aattccggaa acaataccga aagtatcgaa aaccgtcatg ggggtcatat 
aggcaatacc
    91141 aataattgtg acttgccata gtgatagttt ttttaaggaa gacgctttat 
tttccatgtc
    91201 ttttcaacct caaatttcgt tgtttttgct tttcatccag aaaggcgatg 
ctatttttag
    91261 gccaaaactt cccctagacc tgaataaaca agtctgtttg aagaaagttt 
gaacaacagc
    91321 taatggctta aagtgctata tcaccttgat ggcacactaa agcgagaata 
aaaggccaat
    91381 attctttgct ttttagatga caaccagctg gaaagactga catggttgcg 
agaaaaactg
    91441 ttgatcagtc ttttctttaa ataatgtccc ggttctgatg ctaatgtcat 
ttgaagtaat
    91501 gacccgagat gaatcattca taatgacagt cttttgctta atatttttga 
gtttgggcat
    91561 aagcagtttt tcgagagccg aaactaaaat atcggtcgca atgacgccaa 
taaagtggtc
    91621 atgaatcatg acagggtggg caatggtaat ggtgtaggca ccattacaga 
tataatcaac
    91681 ataaggtcca tgtatgcatg gacttttatt ttgtgcaggt ttatggaacc 
actcaaatga
    91741 gcggaaatct aaaaaacgct gcgcattttg atagttttca agttttgctt 
gttgtaattg
    91801 atcttctttt ttataccacc attcgagtgt ccagtagtct tgttcctctt 
gagttgccgg
    91861 actataactc gcaaaaccag ttccttgact ataatggctc tgattaagtg 
cttttttaat
    91921 ttccttttgc aaagcagagc gttctgaagt tgaaagctta atatctgcat 
ttttttcaga
    91981 tgcatgcttt gacaaaatct tgctcgcctt agttgcgagt ttttctgtaa 
tagaggttgt
    92041 ttcgtcaacc accgtcttta acaaattttg tagctcttct atatctaact 
gttgggtcat
    92101 tcctataact cctaaaattc catatttcta acttgtgtat tgataagcca 
tcatatttat
    92161 tatttttatt cactcgataa cttatatcga agcatttggt cagtcagcat 
tgaaactatt
    92221 tttcgggctt gaatcacagc ttcattttca ttgttttgca taaaagacga 
caaaagatgg
    92281 tgatattgtt ttacaacctc acggtgaaaa tcatcatctt gataaagtac 
ggcgataagc
    92341 ggagcccatt cagcctgaat cgtgagttcc tgatttgcca gtcttgaaga 
ctgggcaaat
    92401 gaggtgagtg tgagtaaaca acgtaaatca agctgtgcac gtgtatctgc 
ttcaacggct
    92461 tgttcaaatt gttcaattaa ctcttttatt ttgttaagtt catattcagt 
agttctttga
    92521 gcggccagat aggcactatg acttaaaatt gcactgtgaa actcgcctaa 
atcggcaaga
    92581 tactcatttg aagcttggcg caaaggatgt tgatttaaaa gtaaatcaga 
aggtagctca



    92641 caaacaaaac ttccaccatt tcttccgcga cgtgtatcaa ttaaaccctt 
tacgcgtaaa
    92701 gtatttagtg cttcgcgaac ggtaattggt gaaactccca ttaagcgtgc 
taagtctgct
    92761 tcattaggaa gttgttcatt gctcttgagc aaaccagaga taattgcatt 
ttccaagcgt
    92821 tctacaactt gttccgaacg agttgcttga gcaataggtg caaaaattat 
cgtatatgct
    92881 gacatggcga attctctaaa agctaagtca aaagacttag cttaatgaag 
cggataaata
    92941 gttattaaaa cacgccataa ccatggacag cctgttcatc ttcaggcaca 
gcaggtattg
    93001 catcccaaag ttcaacaatt ttgccattat ctacacgcca tagttcaaaa 
taggcatgtc
    93061 ggttaccagc aatactgcct tcggaatgtg tcaatacaaa ttgaccatca 
gcaatggagc
    93121 gatgcgtttt tgagtatacc aaaccttgtc cttcattacg gatattgttc 
aaaaaatcaa
    93181 tcacggcttt aacgccatca ccaatatctg gactatgttg aatgaactgg 
tcgccgtcgg
    93241 tatattcttt aaaggcatca taattgccat caattaatga cttcttaaag 
aaagacgtca
    93301 caatctcgcg gtttttctct gggtcatggt gagttacgat ttcagtggga 
ccatctagtt
    93361 gagttctacc gcttacattt ggcgcagctt ctgccacaag accatcccaa 
tgctcgacaa
    93421 ttttgccgtc ttttactcgg taaatatcaa aaccaaccaa tgggttttca 
tctaagcctt
    93481 gaaagcggcc atgaatcgca accaaatcac catctgcgag tacacgtaca 
gcttcatgtt
    93541 gcatatcggg gcaatcttct accagttgac gtaaacctga aataccattt 
gcaacgagtg
    93601 gtgagtgttc tataaagtct tcagaaaaat aacggtctag agcagtggtg 
tcatgcaaat
    93661 taaataactc gtggtgtgct ttagtcacca aatctttcat ttcttgctta 
ttcattttga
    93721 tctcctttca aaacgcattg ttattattcg tttgaactca tcacatgttt 
aacacgggta
    93781 tattcttcaa aaccgtagcc agataaatct ttaccatatc ctgacttttt 
gaagccgccg
    93841 tgtggcattt ccgcggttaa aggaatatgg gtattaatcc aaactgtacc 
gaaatcaagt
    93901 tcacgtgaca gacgtgttgc gcgagcatga tccttggtcc aaacacttga 
agctaggcca
    93961 tattcaacat cgttggcttt ttcaatcgca tcattttcat ccgtaaactt 
ctgaacggta
    94021 atcactggcc caaaaatttc gttctgaata gcatcgtcgt gttgttttag 
gccactaata
    94081 acagtcggtt caaaatagaa gcctgggcgg tctgcctgtt ttccacctgt 
ttcaactttg
    94141 gcatgagcag gtaagttgtc gataaacgct ttaacattct ttaattgatt 
ggcattgtta
    94201 agtggaccat aaagtgcatc ttgatcatct ggatcgccaa aacgggtatt 
ttttgcagct



    94261 tcaacgagtt tagctaaaaa ctcgtcatga acagattcag ccacaatcac 
acgtgttgca
    94321 gcagtacagt cttggcctgc gttgaaatag cctgttaaag caatcatttc 
aacggcttta
    94381 tcaaggtctg catcttcaaa aaccagtaca ggtgctttac cgccaagttc 
aagatgagct
    94441 tttgctaaat ttgccgcagc agaagcagca acttgtaatc cggcgcgaac 
tgaacctgta
    94501 atcgaaacaa gagcaggggt tttgtgtgat acaacttttg aaccaacttg 
cgcttggcct
    94561 aacaccacgt taaatgcacc tttcggaaaa aatggtgcag caatttctgc 
aagtaaaagg
    94621 gtactttcag gagtggtgtc acttggtttt aatacgacag tattacctgc 
ggctaaagct
    94681 ggagcaattt tccaaacagc catcatgagt ggatagttcc aaggcgtaac 
ctgaccaacc
    94741 acaccgactg gttcacgacg aatagaagaa gttaaacctt ctaaatattc 
gccagttgct
    94801 gtgccatcga gtaagcgggc agcgcctgca aagaaacgaa cttgatctgc 
cgatgcacct
    94861 acttcttcag atgcaattaa atgttttaac tgacctgtat tgcggctttg 
agcttcaatc
    94921 aaacggtcag catttgcttc aatagcatct gccaagttaa gtaatgcttt 
ttgacgagtc
    94981 gaaggtgtac tacgtcccca aattttaaat gcttcttttg cagcagcata 
agctgcatca
    95041 acttctgcct cggtcgcatt cggcgattgt gcatagactt caccagtgac 
tgggcttacc
    95101 aaatcgaaga aatcatttcc tttgctagta acatattcgc cgttaatgaa 
gtgttgtagt
    95161 tgagttttag ccatttttta taccttgtcc ttaggtttta acatataaca 
tataatacta
    95221 tatgtattat gttttaaatt ttctgtcaaa tgctttgatg aggggagtga 
gtgaaaaaag
    95281 taggaattta aatcaaatta gattttaagt ttttgatttt gattatttta 
aaaaattaaa
    95341 aatttattga ggattgttag gggaggttca tcatgaggat ggcactttta 
gatttaacga
    95401 gcggtgatag agaaattttt gaatgaaagg gaatggatga gctcagccgt 
atagttggct
    95461 caccccatgt ttaatttaag tttgaacgca gtaattaggt cttatggcta 
gcaagtaaaa
    95521 tactggtctc actgttataa atacctgaaa tatttctaat tctttctaat 
actttatcga
    95581 agttttctaa agtgtcggaa cgtagctcaa ccagaatatc ccatttaccg 
ttggttttat
    95641 gcagacattc aaccgcactt tctaggcgta gttctttaat cacagactgt 
gctttggtgc
    95701 cttcgaccat aatgctcatc catgcacgga tgacattccg ttccgcattt 
ggtttaaaac
    95761 gaaccttata tccggtaata atgcccgaag attcaagata ctccattctc 
tttttaatcg
    95821 ttgctcttga gacgtgaact ttttcggcta actcggttac agacatccgt 
gcgttatctt



    95881 taagtaaacc taaaataatt tgatcaatat tgtccataat gtaattgtca 
attatcagat
    95941 tggtaaaaaa taattcattt tttactgaat tacaaatttt gtgaatcaat 
ttgattttga
    96001 ataataaggt catcagttaa cccgaataat tcaatttaat ggactagata 
agatgaataa
    96061 ttttgcagtt tctcgtggtg actttaacga gtggatggtt ccagtatttg 
caccggcaaa
    96121 tttcattccg gtacgtggtg aaggttcacg tatctgggat caagaaaata 
aagaatatat
    96181 cgattttgca ggcgggattg cagtaaatgc attaggtcat gcgcatccag 
tggcagtcaa
    96241 tgcgttaaca gaacaagcaa aaaaactttg gcacgtcggt aatggttata 
ccaatgaacc
    96301 agtactacgc cttgctaaac aactcactga aaatacattt gccgataagg 
tattcttctg
    96361 taactcaggt gctgaagcga atgaagcagc attaaaactt gcgcgtaaag 
ttggactcga
    96421 cagcggtgtt gcaggtaaaa gtggcattgt ggcatttaac aatgctttcc 
acggccgtac
    96481 cttatttacc gtttcagcgg gtggtcaacc taaatattca caagactttg 
caccacttcc
    96541 aaatggcatt aatcacgttg cctttaatga tttagaagct gccaaagcag 
tcataaatga
    96601 acaaacttgt gcagtaattg tagagcctgt acaaggtgag ggcggggtta 
ttccggctga
    96661 tatcgaattt ttaaaaggtt tacgtgaact gtgtgatcag tttggtgcct 
tacttatttt
    96721 tgatgaagta caaacgggtg ttggccgtac cggtgcactt tatgcctaca 
tgaactacgg
    96781 tgtgattcca gatgtactta cgactgcaaa agcattgggc ggtggtttcc 
cggtcggtgc
    96841 aatgttaaca actgacaaat ttgcgccgca tttttctgta ggcacacacg 
gtacaactta
    96901 tggcggtaat ccactagcaa gtgcggttgc tggcgctgta ttcgagttta 
ttaatactcc
    96961 agaagtactt gaaggtgtga aagagcgtca cgactactat aaaaacgctt 
taaatcaatt
    97021 aaatgaaaaa tatgaagtct ttaaagcaat tcgtggcagt ggtttattgc 
tcggatgtgt
    97081 tttaaaagac gagtttgctg gtaaagcaaa agatattaat aaccttgcgg 
gtgaagaagg
    97141 tctgctgagt cttattgctg gtccaaatgt tgtacgtttt acaccttctt 
taattattcc
    97201 atttgctgat attgatgaag gtttaaaacg ctttgaacgt gcgcttgctc 
gctttgtgga
    97261 aattcaaaag gatgaacaag cagcatgatg attattcgct acattgaacc 
tagggatgtt
    97321 aatgaccttt acctgttggc gcaaaaagca ggttttggtt tgacatcttt 
gcagccaaat
    97381 atggaaaagt tggctgcacg tattgaacgg gcctgtaaaa ccgtagcagg 
tgaacttcca
    97441 aaagcagatc aggtttactt atttgtttta gaagatactg aactcaacaa 
agttatcggg



    97501 gtttgcggaa ttgaagtcgc acttggttta aaagagcctt ggtacaattt 
ccatgtagga
    97561 acccaagttc atgcttcaga accgttaagt gtttataatg ctttacctac 
tttgtatttg
    97621 agtaatgacc atactaactg tagcgagctt tgtactttat ttttagatcc 
tgactatcgc
    97681 ttaaataaaa atggcaaatt tttatctaaa gtccgttttt tgtttctctc 
tgcctttcgc
    97741 caatattttg aagaaacgat tgttgccgaa atgcgtggat actctgatgc 
aaatgggcag
    97801 tcaccatttt ggaatgcggt aggccataag tttttaatat tgaatttacc 
aaagccgatt
    97861 atttgagtgg ggtgggacaa aaggctttta ttgctgagtt gatgccgaga 
catccactct
    97921 atgttgatat gctgcctgat gatgctaaag ccgcgattgg tattgttcat 
cccaatactc
    97981 gaccagccta caatctcttg cttgaagaag gactgcgcta caaaggctat 
atagatattt
    98041 ttgatggtgg tgcaacgctg caagcagata ttgaaaattt acgagcaatt 
aaagaaagcc
    98101 agattttaac tgtacaagtt gtagagtcta ttcctcttag ttcaggtgat 
gaaccctata
    98161 ttgtggccaa cgataactat gaaaattatc gagcaattct tgtattcggc 
acaccttatc
    98221 aggagtcatt gcaaataaca aaagcacaag caaaacaatt aaatgttgaa 
aatggtggtt
    98281 tagtccgtgt gttaagcgtc catgttaaac aggactcgaa cccacagata 
gtgaacaaac
    98341 ttaaagaaac agaacatttg cgaatggctg ttaattaaac agaaatacta 
tacatttcac
    98401 caaatttaag aaggaatact atattatcgc tagcgcaaga tgggtatatg 
gataaataca
    98461 atcttgctcg ctgagctggg attaattagc ctgttttatt atataaaaga 
taattcaata
    98521 aaatgtgtaa ttaatttata tgttttaaga atttttcaaa attatatttt 
taaatgcagg
    98581 ctaatataat aatgaaggaa aggaatgatg aataattttt attgttatag 
gtgatagctt
    98641 ttaaaaagga atttataagg ttttaaatga tttaataata tttttaatat 
gatttaatgg
    98701 actaaattaa taatcatata atttatttat tattaaagca tttacgacgg 
ttactataaa
    98761 ttggagtaaa tattacatga gtaagaataa aggaaagcaa ttcctggaag 
gagatcttct
    98821 tggtagtcaa catatgactg agcaagaaga agagaaattg cagcgctcat 
tgacaaatcg
    98881 tcatattcaa atgatcgcaa tcggtggtgc aattggtact ggattattta 
tgggttccgg
    98941 gaaaacatta agtgtttcgg gtacttcaat tgttttaacc tatttaatta 
ttggtttttt
    99001 ctttttcttc gtaatgcggg caatgggtga attgttgctt gcgaatacca 
attttaaaac
    99061 attcgccgat tttgcaacgg cttatctggg tccatgggcg gggtttttcc 
ttggttggtc



    99121 ctactggtgt aactggatta ttacagccat tgccgatgta atcgtgatcg 
gggggtatat
    99181 gcagttttgg tatcctgatt tacctgtttg gattccggca tttacttcat 
tggcgatctt
    99241 aaccatactc aactttgtgg ctgtgcggct ttttggtgaa cttgagtttt 
ggttctccct
    99301 catcaaaatt accgcaatta ttctgtttat tctggcgggt atttatttaa 
taggtaccgg
    99361 atttacttct ccaaatgggg ttaaggcctc gatgagccat ttatttgaaa 
cagaatcgat
    99421 gtttccttat ggtgtaacag gtttcttggc tggtttccaa attgccatat 
ttgcgtttgt
    99481 aggtattgaa cttgttggta caactgccgc tgagaccaaa gacccgcata 
aatcacttcc
    99541 aaaagcgatt aactctattc ctttacgcat tttattgttc tacgtgggcg 
cgttggtttg
    99601 tattattgca gtcacatctt gggcaaaagt ttcaccagaa aaaagcccgt 
ttgtagaaat
    99661 gtttaccttg gttggattac caattgcggc aggtttaatc aactttgttg 
ttgcgacttc
    99721 agctttatct tctgcaaaca gtggaatctt tgcaactagc cggatgctat 
acggtttggc
    99781 tttagacaac gatgcaccta aaagctttag taagctgtca aaaagaaaag 
ttccaattcg
    99841 cggactcgta ttttcaatgg catgcgtaac ggttggtact tctattttat 
ttattgtgcc
    99901 taatgtcatg accgcgttta cgattatctc agcactcact tcaattttat 
gtatttttac
    99961 gtttatgttg attgtgcttt catatattta ttatcgtaag aaaagtcctg 
agctacatat
   100021 ccagtcaaaa tataaaatgc caggtggttt atttatggca tggatgacca 
tgttgttttt
   100081 agtgtttact atcgtaattt tggctttaga ccatgatact ttaattgcac 
ttgagtgttc
   100141 accaatctgg tttataggtt tatttattgc ttataaatat aaaaagaaaa 
agatgttgca
   100201 gcttgatatc ttaaaagctc aaaaggttga ttatatttaa gctagaggat 
gaaacatttt
   100261 taaagctagg cgcatgtcta gcttttttat ttttaaaata aggagctaat 
taaaagataa
   100321 aacttaaaga agaatattaa ctaaaataga taggtgatat ataaattaaa 
ttttaaaaga
   100381 gatatgatga aaattataaa tgtgtttata tatactactt atagatacta 
atcacctaga
   100441 aaatagttga gaaataataa tgtttgaaat aaccccatat gtgggagcta 
gtttaattaa
   100501 gtttggtatg aaaagagaag aagtaagaaa ggttttttct gagtatgagc 
ctagagcatt
   100561 ttggcgaaat tcttattcag agtctgctac tgatggctat gatgaaattg 
gtattaatat
   100621 atattatgat agtgctgata aaactatagc attagaattt tatgaacccg 
ctcaagttgc
   100681 ttttaatggt atagagatat ttaatatttc tgcatcagaa gcttataaac 
taatggcttc



   100741 attagataaa gatattgcta ttgatgggga tggtctaact tcatttaaat 
ttgggatagg
   100801 cttttgtgag ccgaattatg aagaagaacc atttttacca gttgaagcaa 
ttataatatt
   100861 tatagaagga tattatgatt aaatctataa ggggaaaata gtatttaaaa 
tatatatcat
   100921 ttaaacaaca aatatttaaa taaaaggtta tatcatgaat aataaaaaaa 
ttgtaataga
   100981 ctacttagat aaaaacaatg aactctcaaa agagttaata tggggagaga 
tgtgcaagac
   101041 tgatcaatac tttgttagaa gtattccttt ctttgcgcct aaccttgcat 
ttaatgatct
   101101 tattcaggtt gaaatggatg ataaaacgct ctattttgat gatttaataa 
agccatctaa
   101161 taattcaaca ttaagaattg tatttttaaa taacgatatt aaatatattg 
aaaaaatatt
   101221 aactactttg gagtctcatt tatgtggttg ggaggggttt gaaggtggac 
tctattatgc
   101281 aattaatata cctaaaaagg ttgattatgc tctaattaaa aaatgtttag 
atgataagag
   101341 tgattttctt gattatgagg aatcatgctt gtcagataag cattcaagtg 
atttgtttta
   101401 gcttttacaa ttattttaaa atattaaaaa tgaaagagag gagaatttag 
ccatgtgtga
   101461 tattgataat ttaaatggaa aatttgttaa atatgatcaa ttatactcta 
ttaatatata
   101521 ttttgattat tttgatggag tctataattt agatatggtt ttagccaaag 
atttatcgga
   101581 tatatatagt gaaaaaataa aaattagatt ctttaatatt actaatcttt 
gtctgaatga
   101641 tgttggtaat aggtttactc agttttgtag aatgtatatt gagaaaaatt 
tagatggatg
   101701 ggatggtgtt aaatacaact taaatcaatt agaagaggat agaattctct 
ttaaattttt
   101761 taactttgaa ttgttggaag agtaattttt ataaaatagt aaatttttca 
tttggaaatt
   101821 tatttagtct atatataaat taatttattg agaagaaaat gatcgatttt 
gttaaagaac
   101881 tatctgcctg ccgtgttgag ggaacaaaac ttccttttta tcctgaaaaa 
gtacaaggtt
   101941 atactgagaa agaggtagag ttgattgcta aaaatcttaa tcttgatata 
catggacaat
   102001 ttagagaatt tcttcttcaa atggggaggt gttctggggg attaatatgg 
agtgatgagt
   102061 tctatatgta taaaaattta tggaacccaa acaagtttag acatgctcaa 
caatctgaaa
   102121 aagaagattt gggttatata ttaacaagta aaggtaaact agatcctgtt 
gatatgaaaa
   102181 tgttttactt atcaagagag tatgagacat atttttacta tctattaact 
gctgaaaatg
   102241 atgactttat atggtcatta catgatgctg acgactgtgt attagaaaaa 
acaaatataa
   102301 ctttattaga gtatttaaaa gattatgttt ttgaaaaaac taaaagaaat 
cgatttgtag



   102361 attttggttt aacagaagaa caaattaata gatctattac aggtcgtttg 
ttatagaaaa
   102421 agcctcatta cgaggctttt tctataatgg ttacttaata tttggatcgc 
cttttttcaa
   102481 gaaaaagcga atcgctaact tttgaaggaa tgttccataa ggagggtgga 
aaagctgagt
   102541 cgggaaaaac cgatgacgaa taaatacagt ttttgcatgt gaaagttcgc 
ggaaaccttc
   102601 ttcgccatga tatgaaccca tacctgagtt gccgataccc ccgaaaggag 
catcatggtt
   102661 aactacatgc caaccccagt cattgatggt cacaccaccc gaatgagttt 
cacgtaaaat
   102721 ccggtcgcgt tctactgagc tatgcgtaaa gcaataaagt gctaaaggcc 
gttcgtccga
   102781 tttcacatag gtaatcgcat catctaaaga atcataagcc accacaggta 
aaatagggcc
   102841 aaagagttct tctttcataa tccgcatgtc tggcgtgcaa ttcagcacaa 
tgtgcacagg
   102901 catcctgcga ccttgttggt caaagctata agtatcgcaa ggaataataa 
gggcaccttt
   102961 ttcttgcgca tcggtcaaaa tatcttgaat acgttttaaa tggcggtcgt 
tcacaatgga
   103021 tgtgtaattc tcattatttt caatgttttg accaaacatt tttataaagc 
ttgatttcgc
   103081 agcttcaaca aattcatcaa tactttcttt gggaaccaac gcgtagtcag 
gcgctacaca
   103141 gatttgacca ctattagttg ctttgccatg ggtaatacgt tttgccgcat 
cggcaagtgg
   103201 gtaattacgg ctcacaatgg ccggtgattt gccacctaac tcaagtgtaa 
caggtgttag
   103261 attttcagca gcagctcgca tgacgacttt gccaatggca ggagaacctg 
taaatacaat
   103321 atggttaaat ggcaaagagg taaatcttgc tgggtctgta atttcttcac 
caaaaaccgc
   103381 cacttcatct tcattaaaga cttcagcaag catgcgtctt agcattgcat 
tggtattcgg
   103441 tgtaatttca gggagtttaa tcatgactcg gttgcccgca gccaaagctg 
caatgagcgg
   103501 gccaagtgct aaataaacgg ggaaattcca aggaacaatc acaccaacca 
cgcctttagg
   103561 ttggtattgc acacttaaac ggttcgataa aaataaaagc tcggtacggc 
gtttacttgg
   103621 acgcatccag cggcgtaaat gatgaatcgc atgatcagct tccaacacag 
aaccaagcaa
   103681 atctagtagt ttagattcat cgagtgatct tgaactaaag tcagcattaa 
tcgcggcagc
   103741 caaagcatct tgataacgga taatttgttt tttaagttta tgcagttttg 
tgcggcgtgc
   103801 ttcaagactt gggtaaggat ctgcctcaaa attggcacgt tgtttggaaa 
aaataagttc
   103861 catatgttca gtggcagagc cgctatattc ttttaaggtg gactgttcca 
ttattattcc
   103921 ttccatactt ttgcttatca tactttatgc ttgaagcgtc atatggtcga 
tgttaaattg



   103981 agacaacaag aggtagttta gtgccattat gcacgtcact ctagggatgg 
tgtgaattaa
   104041 atgcctaaaa atatttataa aaatgcaaat agtgttatcg aaggaaatta 
tgataataca
   104101 ctcttgggtg ccaatacata tttgctaggt ttaaccagtt tatttgatga 
aatgggtttg
   104161 caaggccatt caatatccga tgttttatct ggcacgaata tttcaacaga 
tgagataaat
   104221 caatcctctt tatatatttc ccaagtccaa aaaattcagc tatttcaaaa 
tattcaaaag
   104281 ctatcacatg atccactcat tggtctgcgc gcagggcaaa agcagcggtt 
gtctgatttt
   104341 ggggtatatg gctatgcgtt atattcctca cgtaatttta gacaagcggt 
agagcttggt
   104401 atccgacaca ttaagcttgc agggcctatt ttaaagaagt cattttatat 
tcgagatgat
   104461 gttgccattt ttgaagggca ggacattatt gcacttggta aacttttgcc 
tttagtgtgc
   104521 gagttttggt ttagctccat gcaaacctta attgaacgtg tgcttgaagg 
accatttcaa
   104581 gcgaagaagc ttttattgcc ctatccagcg cctgactatg cagaagaata 
tgaaaaaatt
   104641 tttcattgtc ctgttcagtt taatgctggg gtgatgcaat ggcactttga 
tttaaagtgg
   104701 ctcgatgtac cttgcccaaa tgccaacccg attaccgctg atatgtgtaa 
gtcgttttgt
   104761 gagcggatgt taggtgctgc tgaacttgag gagcccgagt tggtgaaaac 
aatccgttta
   104821 atattattgg atggaatagg gctttttcca tcggctcaag aaatggccga 
acgcttacat
   104881 atgtcaaaga ggaccttaca tcgacgcttg gcagggttta atttgactta 
ccaagagttg
   104941 ttagatgaga ctcggcgccg tcttgcggat gaatatttgc gagaaacaac 
tttaaccgta
   105001 gatgaaattg ccgaaagaat tggcttttca gatacttcta attttagaaa 
agcctatcgc
   105061 cactggacgg gcatttcacc aaatgagtat cgaatacagt atctaaatta 
gaatcaggta
   105121 tgccggctat ttaaatcgag aaagtaactt tttctgcaaa aatggattac 
agagcaaaat
   105181 ggcaaataaa ataataaata tgccgataat gctaaacaga tccggtaatt 
catgccaaaa
   105241 aacaaatccc catattcctg caaaaataat agcaatgtaa ttcatggggc 
caatttgtcc
   105301 tgctggcgct aagctatagg cataagacat aaatagttgg ctaatgtttg 
ctaaaagtcc
   105361 tgcggcaatc agtaggctta attcgtgcca agtgaaaata cgccaatgcc 
aaaacatcgg
   105421 aatagaggaa attaaactac caaaaataca gaagtaaaaa acaatacgtt 
caggcggctc
   105481 tgtactggtt aaagctctta cggtgacaaa agccattgct gataaaaagc 
atgcacccaa
   105541 gccaataaaa gatagtgcat taaataaacc ttggtcgggt ttagcgacaa 
ataaaacccc



   105601 aacgagccca ataacagcag caaaaatcat cgatttagta attttttctt 
ttaagaaaag
   105661 ccatgcaatc agtggaataa agataggaga tgagtaacta aaaaccatag 
cattcgatag
   105721 ttttaagttc gcaatagcat agaaaaaacc atacattgcg gctagcccga 
caatacttcg
   105781 ccacgtatgc atccagagtt tatcggtttt aataaagtct aaaccttgtt 
taaagagcat
   105841 cggaataaaa ataaataaac ccactgcatt tctaaaaaac acgacggtcg 
cgttatctac
   105901 cgtttgtgaa gcaaaacgaa tgcacactcc cataatggaa aacaataacg 
ctgatgtcat
   105961 aagacaaagc agcgcttttc caagttgagt tgaggggaga tttgaagcag 
tctgattttg
   106021 catagagaaa tagagttctt aattttcgat gttattttag cagcgatgtt 
aagttttggt
   106081 gaaatgtgtc gtaattaata ggggaaatgt gaaaaagatg aggtgatatg 
cctcatcttt
   106141 taaaccttat taggtcactg gtgcagggtt aaatacagcg agtgagttat 
gaatacccca
   106201 acggtccgac cacgtttgtt tctcaccgct agccacgagt aaaatcagct 
caaaaagttc
   106261 ccagcccact tcttcaatag ttttcttccc aatcgcaata tcgccagcac 
tgatatcaat
   106321 caggtcatac caacggtttg caatattgtt tcggcttgcc attttaatga 
caggtacggc
   106381 tgctaaccca tagggtgtac cgcggcctgt ggtaaagact tgaacggtaa 
tacccgatgc
   106441 catttgctgc gtaccacaga taaagtcact cgaaggggtg gccgcaaaaa 
ttaaaccctt
   106501 tttagtcggt ctttggcccg gtgcgagaac ttctacaatc ggtgaacggc 
ccgattttgc
   106561 aattgatccc atcgcttttt ctacaatgtt attcagtcca ccttttttat 
tgccgggtgt
   106621 ggtattggca cttcggtcta cttggcctgc tgctaagtag tcatcgtacc 
atttcatttc
   106681 ccgaattaga tctttggcaa cttgttcatt tgctgcacgt ggagtaagta 
ggtgaatacc
   106741 atcgcggact tccgtaactt cagagaacat gactgtaccg ccacattgca 
caatcaagtc
   106801 agctgcgaaa ccaacggcag ggttagaggt aactccggaa aatgcatcac 
tcccaccaca
   106861 ttgcatgcct acaactaatt cagaggctgg aacttcttct cgagtacgtt 
gattaagctt
   106921 ttcaaggtgt tgttctgcca cggttaaaat atggttcacc atactttcaa 
aaccgttgtg
   106981 gcgctcatct tgcaattgaa taatatcttc gtttgctagg ggaatatatt 
tgttttcttt
   107041 aggaatattt aaaagtcgtt cgggttgcat tttttcgcag cccagactca 
ccaccataat
   107101 ttctccacca aaattagggt tgagtgcaag gttatgtatg gtacgaatag 
gaacaattgc
   107161 agcgggtgca tcgattgcca caccacaacc atataaatgg tttaatccaa 
ctacaccatc



   107221 tacatttgga tatttcggaa gtaaatcacg ttcaataatt ttaacgacat 
aatcgacaat
   107281 accctctaca cagttaacac tggtcgtaat acctaaaata ttttttgtgc 
cgacgctgcc
   107341 atccttattt ttataacctt taaatgtata tccggtcagt ggaggaagct 
taggatcggg
   107401 gcgagttgct aattcaagat catctagctc aggtgcctct ggcatttggg 
taacggcttc
   107461 attcacccaa gaacctgcgg ttaaatcttt attggcatag ccaatgattt 
cgccataacg
   107521 aacaattgct tcaccttgct ttaacggctc caataaaacc ttatgtcctt 
gtggtacttc
   107581 atcaaccaag gtgagttggt attcttcaat atatgtagag gatggtaagc 
caccgtcatt
   107641 gaccacaatg gctacattat cgagaggact gattcttatt aggagaggct 
tcagcatgat
   107701 cgttccttgt atacatttga agagaggtca taacgcttaa tgtgtttaag 
cgttatggtg
   107761 taaaggttta agaagtaggt tttaattcga aacgctgaat tttaccgaca 
ataacggtat
   107821 agcaaatgac agctgcgatg gcatgtacac cgacataagt taatgcaagg 
ttgaaagagc
   107881 cagtacttgc caagatatag ccgatcacaa ttggggtcac gattcctgct 
gtattaccaa
   107941 atgcattcat cattccacct gataaaccaa ccatttcttt gggtgcaacg 
tcagacatca
   108001 ctgcccaacc taaagagccg attcctttac cgaagaatga taaggacata 
aagaatacaa
   108061 ttgctgcttg agaatctacg taattacata aaataattga ggttgaaacc 
aagaagccga
   108121 ctacgatagg gagctttctc gaaaagctta agctgtaatt cattcgaatt 
aacttatctg
   108181 aaattaagcc acctaaaatt ccgcctacaa agccacagag tgctggtgca 
accgctgcaa
   108241 aacccgcttc taaaatgctg agatgtcttt ctttgacaag gtaaacaggg 
aaccaagtca
   108301 agaaaaaata ggtcagtgta tttacacaat attggccaat aaaaataccg 
agcatcatac
   108361 gtgaagcaag aagttgttta actttactcc aagtaatttt ctctttttta 
gcgttttggc
   108421 tgttttcgcc catatcgagt aaagcacctt ctgaagcaat gtattttact 
tcttcaggat
   108481 ttactgttgg atgattggtc gggctataaa tgaccttgag ccagataaag 
gaaagaatga
   108541 ttcctaaacc acccatgacc cagaaaatag actgccagtg gacggttgca 
acaagccagc
   108601 ccatgagggg agcgaaaagt acggtcgaga aataagagga tgagttaaaa 
atggcagcgg
   108661 cagttccacg ttcttttgtt ggaaaccatg cagcagcaat tttactgtta 
cccggaaaag
   108721 caggtgactc agacagaccg actaaaaatc tgagtataaa gagcgaagta 
atgatggttg
   108781 cagtatcacc taaaatgtcg gtaaaaccga ttaaaacagt gaacaaagac 
cataaaaaca



   108841 ggctccagaa atatacacgg cgagcaccaa acttatcgag tagccagccg 
cctggaattt
   108901 gaccaatcac ataggcccat gcaaaggccg agaaaatata tcccatagtg 
actgagtcaa
   108961 ttcccagttc atgagacatt ggcgttgctg ccattgagag agttgcacga 
tcaccgtaat
   109021 taaaagccgt gaccaaaaaa atcatcgcaa gaatgtaata gcgagttttt 
gtatgcttgg
   109081 ctctttgctg agtcactaca gcaatatttg tttgcagatt atccatatac 
aaactctttt
   109141 taataatcga cctatttgca tatccgtgaa ataggtgacg tcatgtcaaa 
ttcatcgata
   109201 gaatagatga gaaaacggaa tgttgtatct actctatagt cctaattcta 
aaaccgcgcc
   109261 tttagatgta tgacatcata tgattaaaaa tattattttg gcaagtaggc 
tcgaaaaata
   109321 atttttgtgc gagtttatat tgacaagttg tctgatgtct tataagtttt 
ggtaatgaaa
   109381 aaatagtatc agtatgccaa ggagtatttt aatggcgacc tctacacctc 
ttgttaaatc
   109441 cattcgagca atccctgttg ctgggcatga cagtatgctg ctcaatttga 
gtggtgccca
   109501 tggaccttat ttcactcgta atatactcat cattgaagat aactctggca 
atattggtgt
   109561 aggtgaaatt ccaggcggag agaaaatttt agcgacatta aatgatgcta 
aagccttggt
   109621 agaagggcag ccgattggtg aatataaaaa cttgctcaaa aaaattcagc 
aaacttttgc
   109681 cgatcgtgac agtggtggtc gaggcaatca aacctttgat ttacgtacca 
caattcatgt
   109741 tataacggcc tatgaatcgg cattacttga tttgcttggt aagcatttaa 
atgtaaatgt
   109801 tgcaagttta cttggtgaag ggcaacaacg tagtgaagtt gaagtattag 
ggtatttatt
   109861 ctttattggt gaccgcaaac agacttcatt agactatgcg actacacctc 
aacataacca
   109921 tgattggtat aaagttcgtc atgaaaaagc gttaacacct gaggctgtgc 
agagtttagc
   109981 agaagcatct tatgaccgtt atggttttaa agactttaag ttaaaaggtg 
gcgtgttaca
   110041 gggcgaacaa gaagctgagg cagtaactgc aattgcgcgc cgtttcccgg 
atgcacgtgt
   110101 gacgcttgat ccaaatggtg cgtggttttt agatgaagca attgctttag 
gtaaacattt
   110161 aaaaggtgtg ctggcctatg cagaagaccc gtgtggtgca gagcaaggtt 
attcaagccg
   110221 tgaaattatg gctgagttta agcgagcaac ggggttaccg accgccacga 
atatggttgc
   110281 gaccgactgg cgggaaatgt cgcatagtat tcaattgcaa gctgttgata 
ttccattagc
   110341 tgacccgcat ttctggacat tggaaggttc ggtgcgtgtt tctcagttat 
gtaaaatgta
   110401 taacttaacg tggggatcgc attcaaataa tcactttgat atttcccttg 
ccatgtttac



   110461 ccatgttgcg gcggctgccg tgggtaatgt gactgcaatt gatacgcact 
ggatttggca
   110521 agaaggtaca gatcaactga ctaaagcacc gcttgaaatt aaagacggta 
aaattcaggt
   110581 accaacagca ccgggacttg gcgtcgaact tgattgggat cgaattaatc 
gagcccatga
   110641 actttataag ttaaaaggtt taggagctcg taatgatgcg gatgcgatgc 
aatttctgat
   110701 tcctaattgg acttttaata ataaaaagcc atgtttggtt cgttaatctg 
actcgattcg
   110761 tatttaaata ttgaattgat agctgtcctt tggggcagct tttttattgc 
tataaaaaaa
   110821 attaatttta aaaagaaaaa agatattgaa agaaattaga ttgatgatgt 
aagatgtctg
   110881 acaacataaa cacgtatgga aacttgcaaa tggatgctct tgagttaaaa 
aacattattt
   110941 ctgatggttt actgtctttc ccggtaacag atttcgatca aaacggagat 
tttaataaat
   111001 cttcttatgc aaaacgtctt gagtggttag ctccatacgg cgccagtgct 
ttatttgctg
   111061 caggtggtac aggtgagttt ttctcattaa ctggcaatga atattctgaa 
gtaattaaaa
   111121 ctgcggtaga tacatgcaaa ggcagtgtac cgattattgc tggggcaggt 
ggtccgacac
   111181 gtcaggcgat tgaacaggca aaagaagcgg aacgtttagg ggcacacggt 
attttgttaa
   111241 tgccacatta cttaactgaa gcaagccaag aaggtttaat tgaacacgtt 
aagcaagtat
   111301 gtaactcagt agactttggc gtaatttttt ataaccgtag cgtatcaaga 
ttaaatctcg
   111361 attcgatcca aaagttaact gagatgtgcc cgaacttaat cggttttaaa 
gacagctctg
   111421 gtcaaatcga tatgatgacg gcagtgactc aaactattgg agaccgtttg 
tcatatttag
   111481 gtggcttgcc gacagcagaa gtttttgcag cgccatataa agccttaggt 
tgcccagttt
   111541 attcatcagc tgtatttaac tttattccaa agactgctat ggagttttat 
aacgcgcttc
   111601 gcagtgatga ctttgaaaca accaatcgtt tgattaaaga tttcttcttg 
ccactgatta
   111661 aaattcgcga ccgtaaatca ggttatgcgg taagtatgat taaagcaggt 
gccaaaattg
   111721 ttgggcatga tgcaggccct gtgcgtccac cattaagtga tttaactcaa 
gcagactatg
   111781 aagatttggc tgcgctcatt gcgacacttg gtccgcaata attctaactg 
tttaggtatt
   111841 ggagctttaa aatgagtaaa aataacggtc ggcagtttat taatggtcaa 
cgcgttgctg
   111901 taaatgcgcc agctctagaa agtatagctg caaaagacta tcaaccaaca 
ggttatgtat
   111961 ttagtcaggc aacacttgaa gaagtagatc aggctgctca agctgcacat 
aacgcttttt
   112021 tagtttatag ccaaacgact caagaacaac gtgcctcttt tcttgaggaa 
attgctcgcc



   112081 aaattgaagc attacgtgcg aacctgcaag aagtcgcttc acttgaaaca 
ggcttaccac
   112141 ttgctcgtct tcaaggagag acaggccgtg ttactggtca gcttcgacta 
tttgctgaac
   112201 ttttacgccg tggcgatttt tatggtgctc gtattgatgt ggcattgcca 
gaacgtaagc
   112261 ctttaccgcg tgttgatttg cgtcagtata aagttggggt aggaccagtt 
gccgtatttg
   112321 gcgcgagtaa tttcccactt gcattttcaa ctgcaggcgg tgataccgta 
gctgctttag
   112381 cagcagggtg tccggttgtc tttaaagcac actctggcca tatggcgact 
gctgagcttg
   112441 ttgcagaagc cattgaaaaa gcaattgaag tttgcggtat gcctaaaggc 
acattcaata
   112501 tgatttttgg cggccgtatt ggtgcaaact tggtggaaca tcccctcatt 
caagcagctg
   112561 gttttacagg ttcacttgaa ggaggaatgg cgctttataa ccttgcgcag 
agccgccttc
   112621 agccgattcc attttttgct gaaatgtcga gtgtgaaccc tgtggtggtt 
ttacctgaag
   112681 cacttcattc acgtggtgaa caaatcgcac aagatacggt tgcttctttt 
aatatggggt
   112741 gtggccagtt ctgtacaaaa cccggtctaa ttttaggtgt aaaaggcccc 
gagtttgacc
   112801 gctttattac agctttagtt gaaaatacgc agaaagctgt gcctcaggtt 
atgttgaatg
   112861 aaggtacttt aaaaagctat cgaactggta ttgatgcatt aataaatgaa 
gctggttttg
   112921 aggtcattgc atcgggtcag gaacctgagt tggtttctca agcaaaagca 
catctgttta
   112981 aagcggacca atctgtttta ttgtcaggca acccaaaact acaacatgaa 
gttttcggac
   113041 cgatgtcgat tgtgattgcg gtcgaagatg aagccactct gttgaagggt 
attgaagctt
   113101 taggtggaca gcttacagca accattattg gtgatgaaaa cgaattgtct 
aaggcaggcg
   113161 agcttcttga tttgttaact cgtaaagctg gccgtgtatt gtttaacggt 
ttcccaacag
   113221 gcgtagaggt atcggatgct atggtacatg gtggcccttt ccctgcaacc 
agtgatgccc
   113281 gtggcacttc ggtaggtacg ggagcaattg agcgtttctt gcgtccggta 
tgcttccaaa
   113341 atacgccaca agtattatta cccgatgcat taaaagacag taatccgcta 
cagattactc
   113401 gtctggtcaa tgggcagtta actcaggccc aaatttaaaa atggtgcagc 
ttaatcaaga
   113461 gtattgagct gcatattttt taacttattc aatgaattgt taaatattta 
aataagcaca
   113521 aattgcttac tttttaaata tgagtagtgg tttaataagt gagagaaaat 
attttatttt
   113581 taataactta gggatctaaa aaccgaatat gactatcggc taagtttata 
gtaaaatgaa
   113641 ttttataatt tttttcaaca tttcatgagt tcttcagatt atgtctagcg 
caattaaacc



   113701 tagatcaaca aaaaaactaa gccagattat tgtagaacaa ctgatcgaaa 
aaattcagtc
   113761 tggagaattt aaagttggag aaaagatccc gaccgaactt gaattaattg 
aaacttttga
   113821 agtaagccgt tctgtcattc gcgaagcaat tactgagttg cgttcattag 
gatttgtcga
   113881 gactcgtcac ggaattggta cttttgtcaa agagcagaca gttgagcaaa 
attttctgtt
   113941 gtctaatgcc agtttagaaa ccattaatga cattatttcc ttgcttgagc 
ttaggattag
   114001 tcttgaatct gaagctgtct ttttagcatc tgagcgccgt aagcaaatcc 
acatcgataa
   114061 aatgaaagct gcgcttgaag actttgaacg acatatttct tcagatgcaa 
atgatggtac
   114121 ggtaaaagct gactatgatt tccatattgc cattgctgaa gcttctgaaa 
accaatattt
   114181 cgttgatttt ttaaagtatc ttggcgaaaa aattattcca cgtgcgcgtg 
ttaaatctat
   114241 tgagcaaagt cctgaaaatc gcgaagaata tttaaaagcg gttcaccatg 
atcatgtcaa
   114301 tatttataac gcaattgtcg atcaggatgg tttgttggct agacaaatga 
tgcgagctca
   114361 tttgtctaaa agtattaaaa agtttaagca gtaaagcttg agctaagatt 
aagataaaaa
   114421 agagagcctg tttagctctc ttttaatttt atagggtgtt atttacagct 
aaagttttcg
   114481 gctttttcgc tatcgccttg accattgtaa cgagcaatca gtgggtaagg 
acaaagtgga
   114541 cgggtacggt ctggtgccca gtctggtgga agttcagtat tcacttgacc 
actcgggtta
   114601 cctgcaccgc gtgcagttgc aatgattttg tcaggtgctt gcccatattc 
gacccaatta
   114661 actaaagcag tcaatgcgtc aaattggtcg gtcgcaatgc catcacgggt 
atggttcata
   114721 cccggaactc taaagaaacg cgcaaattca ggcgctgtac ctttcgcatc 
atatttatag
   114781 tgttgtagca gttgatcgta ccaattttgg gtgtcatcta cagagaaaac 
gccatctgct
   114841 gtgccttgta ctacaatcat ttttccaccg tgattacgga gtttatctag 
attgagttca
   114901 tcgggtggca tcatgaatga catggaactt tcggtataga catcattggt 
tgccgagagt
   114961 tttggatagt cggtatcgaa gttaaaatta aaggcaaatt gtctagagtt 
ttgagtcaca
   115021 gttgggtctg gtggaacctg aaaaagaatg ccgactgcaa cggggtcacg 
cgctgttccc
   115081 accgaagatt caaatttcca gcttgcccag ttactaccga ctaaacccgg 
gtcgaaaggt
   115141 tgggttgcat agagtgcttg tccagccgaa tttacaggac cacggtaaat 
gttggctaat
   115201 acatcaattt gttcggtact taaacaagta ccatctcttg tgcttgagca 
aacgggtaca
   115261 tgcttatgaa tatcaaaagc tgtacgacaa gattcgacat cttgaaccag 
tccatctgca



   115321 acaccgtcta aagcatcgca tcgatctaaa atcgcttttg ctaatacttt 
acgctctgaa
   115381 agagtaagtg cggtacttaa gtcattttca tctgttgcga cacgacggag 
ctgctgtgct
   115441 gtatagagtt gagccgcagc tgcacgaggt aagtgaaaac ctggtgtact 
tgctaaaatt
   115501 ccatcatatt ggtcgcccaa acgagttgca gcaatcatgg catgacgccc 
accgttagat
   115561 gtaccgcctg cataggagcg gtctggcaat ttaccatatg cggctttaat 
taggtttttt
   115621 gccataggcg tgagtttggt aattgcacca taaccgtagt caattctggc 
ttgagggtct
   115681 aaaccaaaca ttggattttg tgaagcatta tgtcctgcgt cggaagaaat 
gaccgcaaaa
   115741 ccatcatgta gggcattggt gagtggaccg ccgctgccga cctgacccgt 
tgcaggcact
   115801 atgttgccat cggttccgcc attaccttga tagaggaaac ggccgttcca 
atcaacaggt
   115861 aaacgcattt caaaaccaat ttgataagtt tgtccatcga cagggcttac 
ccgttgatcc
   115921 atataacctt tgaccaaaca atgtgcgcca atcggtttgt tggcgacagt 
caatgtacct
   115981 gcttcttgaa gggtagctga gctaataacg gtattgttgt actgaaatcc 
gagtaagtct
   116041 gaacagcttc ctgtcatttt tacgccaaca gcaggagata actgcggtgg 
tttggttgtt
   116101 gacggaaccg ttgtgtcatc attatcactt ccacagcctg ccaaagaacc 
aagtatggca
   116161 agcaccaaag cggagcgggt caaaattcgt ttattgttgg tgtaattcat 
ttattcatat
   116221 ccttattgaa tgaatgtttg taattaatct aaaaccagaa aattagctgt 
gcttcgtgca
   116281 atcattttgt tgttttgcca agcttcactt tcgagattca gtacggtttt 
gccttgttta
   116341 atgaatcggc attttgtaat gacttcgccc acagcacagg gccttaaaaa 
atccattgtt
   116401 aaggtgatgg tggtggctgg tttacggtca ttagcgaaat atgcaaaaag 
tcccatcaca
   116461 tcatcaagca tggcgcagat catgccgcct tcaacggtgc cgcgtggatt 
ggtaaagcat
   116521 tctagcgccg tgtagtggat ggtgagttca gtgttttggt cattccaatg 
gatattatgt
   116581 ccacccaaat ggtgatggat gggcggtaag tgttctaaag ttttttgatc 
cataatgaag
   116641 gctccatcct ttttgtaggt gttataaaaa ttattatttc agggtatagg 
catcataaat
   116701 aactgcttta cccaagcgca ttgcactgcc taccgcaacg gtctgattga 
gccataaata
   116761 ttttggtgag ctggtttcaa actgcatggt aattttgaaa tagtagtttt 
tcgggtccac
   116821 atctttgcct tgggcaagct gttttagcgt ctctgccgag ccatggcggt 
aacctttggt
   116881 ttgaaggtaa ataagcgcac catcatcggt ttctaacaaa tatcgcgtat 
caataatggc



   116941 taatccttta ctgtcgacaa tttgccaatc tgcgccatta tttaaaatgc 
ggcctttaag
   117001 tgattttcct tcaaatgtcc cgcccgtaat gggaataatt cggcgtttac 
ctgcatcact
   117061 ggttgtgcct aattcccaaa caggcgcatt tagatcaaca ctaaattttg 
ctaaaggctc
   117121 aagctgaata ggtggtgggt tatattgcgt ttcggcatga gtcaggccaa 
tgaaataaat
   117181 tccgcagagt agcgttacaa ctttcttcat gatgaatttc ccgaaataaa 
aagaggtact
   117241 atgcgtgata gaacctctgg ttttgaatta tttaaatttc catgtgtagt 
cgatgttgat
   117301 acgggtttcg tttacaggtt tgatattggc tgtagagagc atgttgttgt 
cataaatggc
   117361 atagcgcgcg cgtagcccta gattttttaa ccagccactt tgaacggtgt 
agcctaaatc
   117421 aaagtctgtt tcgcgttctt ttagattggt tccacctaag ttgggtgcat 
aaatattgtg
   117481 acctgtggtg taacgagtca taaaacgtaa acccggtaca taatctttaa 
agtcatattc
   117541 ataacggaag ctataggctt tttcttttgg gtttaaaaac tcacctggcc 
atgtatcaat
   117601 gagtagaccc gtttcacctc ccgttaaata cgggaacgcg gtgtcgccgt 
gatgttggaa
   117661 ggttccaaaa ataaatttat ggttttgatg tttgagttca aaatgcgcat 
gatagaggtc
   117721 attatcgact aagcctgctt ttgcctgtcc gtcatctcgg ctgcggtagt 
aacgtaattg
   117781 agagctaaaa ttagtggtgt cattaatttt gtgttggtgt aaagcgccga 
ccatggtttg
   117841 gttataaaga tcatcaacat ccatgtaaaa agcggtgagc ttgagtgcag 
gattaaactg
   117901 atagtttcca cctaaataat aaagtccatc agtttcggcg cctttaaatc 
gtccatttac
   117961 gcctgaaatt ttaattttct catagttggt cgaatcccga tgattcactt 
tatcgaggta
   118021 ggctgcttgt aaatcaaaat ctttaatatc tttactggtc agtgaaatgc 
ctcgataggt
   118081 ttgaggaagc aaacgggcag gtgaagccac taaaacaggg ttcattggca 
ttaacgtacc
   118141 gatgcgtagc tcggtctgac tcattttagc ttttgctgtg accccaattt 
ccccataaga
   118201 gtcggcaggt tcattggtgc gggtgtctct aggtaagttt cctgtacctc 
cgtgctcggc
   118261 atcgagttta aaacccgccg ttgcaagcac atccagcccg aaaccgacag 
tcccttcggt
   118321 ataacctgaa ttggctttaa gaataaaccc ttgtgtccag tccttggcag 
cagggtaagc
   118381 ggattgctct tggtagtcgc ggtcaaaata gaaatttcgc gtggtgagtt 
ctactgaact
   118441 gttatcaata aaactgccag cccacactga acttgagagc ataagggtag 
agtacatcca
   118501 taatttcgac atagcatttc ttcctgaaat atcatttttt gttttcaaca 
aggcatagtt



   118561 gttgtgtctg ccttgtttgg ttttttaaat cgaattattt tccgagcagt 
tctcgggcga
   118621 cgatttcttt cataatttca ttggttcccc cataaatttt ttgtacccgc 
gcatccacaa
   118681 aaaagcgtga aatcgggtat tcctgcatgt aaccgtagcc accaaaaagc 
tgaagtaatt
   118741 gatcaatcac ttcacattgg acatcggtaa taaagcattt cagtgcggca 
acttgagtga
   118801 cgcctaactg gtgttgttga tacagcgctg cacattggtc tacaaaagct 
tgagcggctt
   118861 tggctttgat ttgcgcattt gcgagtacaa atcgtgtgtt ttgcatttgg 
cttaaaggtt
   118921 gcccgaaagc tttacgttcc agcacatagt ctttggtcag ttcgatggcg 
cctaaaattg
   118981 cccccaaagc catcattgaa atgcttaaac gttcgcgagg taactcttgc 
attaaatagg
   119041 caaagccttg tccttcttca cccaaacgct gagttgcagg tacacagaca 
tcatcaaaaa
   119101 atagttcggc tgtatcttgg gcatggagtc cgattttttg taaagagcga 
ccttttttaa
   119161 cgccgtctaa agcagcatcc actaaaaaaa tagaaatacc ttttgctttg 
gcttgcggat
   119221 cggtttttgc taccagaacg atcaggtcgg catgcaagcc atttgatata 
aacgtttttg
   119281 aaccattcac acggtagtgg tcattttcta aaaccgcttg agtgcgtatg 
gcttgtaagt
   119341 ctgagccagc attggcctct gtcatggcaa ttgcagtcac gacttcacct 
gtgaccattt
   119401 tgggtaacca ataacgtttt tgctcttcgg ttccaatatt ttgcagataa 
ggggaaacca
   119461 gctcattttg cccaccaatg gcaacagcta aagatgcaaa gccagcttga 
gcagtttctt
   119521 gaaccagcat gagtgagtag tgcacaggag cgctgtagcc gccatattct 
tcgggcacat
   119581 cgacgcacaa aaagccattt tccccaagac gaagccatag ttcacgtggg 
ataaggccat
   119641 cgtattccca ttgttcgtaa tatggagcaa cctgttcttt taagaacctg 
cgatagctgt
   119701 cccgaaatag ttcaaattct gtatcttgtg gcatgtcgaa ccttttttag 
gcaaaagtga
   119761 ggctaaggcc caaaccgaag tttgagcttc cttttttatt tcaattgctt 
attgctttaa
   119821 ggtgggcacc cgaataatca gtgggttatc agtctgcttt tgataaagct 
catcaattaa
   119881 agcggcacga cgtttcgtaa tactgctttg attgaggttg cctttatcgg 
tcacttcgcc
   119941 tgcatcgagt tgaggtggtt cagtcattaa ataaagcatt gagactgtat 
ttgagctacc
   120001 agtcgcatct ttattaaagg tcgttaaaaa ttggcggaac cattgttgga 
ctttagggtg
   120061 ttgcagtatc tctgctgcag aatgttcgcc tagcttaaga cctgcatatt 
gagcacatgc
   120121 ttctaatttt ggaaaaatca gaaagccaat agcatttaga tttgaaccag 
taatacaaac



   120181 atcctgaatc agtaaattac cttgaatcag tactttgttg cgtagtgtgc 
cgacattcac
   120241 aaaagtaccc gtattgagtt taaagtcttc ggcaattcgt ccgtcataca 
ttaggccttt
   120301 agtcggatca ttgatatcga ctaaacgaac ggcatcgcct gtatggaaaa 
agccttcatc
   120361 atcaaaaata gtactttgct ggtccgcctt taagcgccaa tagcttttca 
taacgtgttt
   120421 gccacgaacg caaaactcaa gtttgtcacc acatggcact agcttgattt 
cgcatcccgg
   120481 agcagggtaa ccaataaaac ctgccatcac gcgtgggcca gttgtaaaag 
cgcaagaggg
   120541 tgctgtttcg gtcatgccca atccactcat tatgcgaatt ttttctccgc 
aatgttgctg
   120601 agcaatttta tcgagtctgt tccagcccgc ttctgaaagt gcagcaccgg 
caaagaataa
   120661 aattttaact ttggcaaaaa agcggtctct taattcttca tctttttcta 
aagcttcggt
   120721 gagttcttcc caaccttttg gcacatttaa ataaactgtt ggagaaattt 
ctttgagatt
   120781 acgaatggtt tcgtcaaatt ttcctgcaac gggtttgcca tcatcaatgt 
aaatcgtacc
   120841 gccgttatag agtgcgatgc cgacattgtg actaccacca aacgtgtggt 
gccaagacag
   120901 ccagtcgagt aggacaggcg gtgtttcttc aaactcaggg aaagtctgca 
ataacatttg
   120961 ctgattaaca cacaacatta aatgtgtggt cggtacagcc ttaggtaatt 
tagttgaacc
   121021 tgatgtaaac agaaatttag caatctggtt ttcatcaagg gtttgataaa 
attcttgaac
   121081 atttgaaact ggtgtatcta acagcgattg aaaagacgtg cagatctgat 
cgcctacaat
   121141 acctttattg gttaccactt caatatcgga tgtaatgcat gcctgaatgg 
ctttggcaaa
   121201 agcttgtcca tcgctggcat aaaccatacc aggtgtgagc acttcaaaca 
catgtttgag
   121261 tttgccgaag tcttgagaaa taagagagta ggcaggggaa atagccgaga 
aaggtacacc
   121321 tgccagcata gcacccatag agagtgttaa atgctcaaga tcattaccac 
ttaaaataac
   121381 gagtggtcgt tcttggctta aattacggtc atgtaatgcc tgagcaatgt 
gccatgcgcg
   121441 ttgtagaact tctgcataac tcagtttgac ccattcgcct tgagcattgc 
gttttgctgc
   121501 aaaaatatgt tcgggtttgg tttgtgcaaa atgaattaac cgatctgtca 
gtttttgtgg
   121561 atacggtttt aattgctctt ttgggctgat atagagcgtt tgatctttat 
agtgataatg
   121621 aatatcgtgt tgccctaatt ttacgaaccg ttcgcggtct tgtgattgag 
tggcattcat
   121681 ttgcatttct ttcactccat ggaaagcgca tcactgcgct ttattttttg 
catcatgcaa
   121741 tttttattta atatgttgtt gtccgcatta ccctgactaa atcgggtaat 
gacgtgattg



   121801 ggtttgaatg gtaatccagc gtaaatcggt aaactcggca atagatgctt 
tactaccaaa
   121861 acgtccgtaa ccactcgatt ttgttccgcc aaatggcatt tgagcttcgt 
catgtacggt
   121921 tgcgccgtta atatgacaaa tacccgaatc aatctgttta gcgacttcta 
atgcctgtga
   121981 aatattctgg ctaaacactg ccgaagacag accaaactcg ctgtcatttg 
ccagtgctat
   122041 gccttcttca atgcttgaaa aacgttgaac tgtgcataca ggtccaaatg 
attcttcgcg
   122101 gtaaagcagc atgtcaggtt taatattgag caccagcgtc ggttgcatag 
tggtgtcttc
   122161 aatatgaatg cctaaaggta agtcagcccc tttgttttgg gcatcttcta 
acaaatgctg
   122221 aatacggttt gcagcacgtc gactttctaa aacaccgagt acattgtctt 
ttgaggttgg
   122281 attacctgcc tgaatagaac gggttttctc aatcaacttt tcaataaact 
ggtcggcaat
   122341 attgtcttga accaaaacac gttcggtcga catacaaatt tgaccctgat 
taaagaatgc
   122401 tccaaaagcg actgcattta cggcttcatt aatgtcagct tcatttaaaa 
ccacaacagg
   122461 ggctttacca cccaattcaa gtaaaacagg ttttaaatat ttagcagcag 
tctcggcaat
   122521 aattttgccg actttggttg aaccggtaaa attaatgcgc ttcacggctg 
gatgagagac
   122581 taaacgctct acgatttgtg gtgcatcttc ggcggcatgc gtaatcacat 
tcaccacacc
   122641 ttcacccaga cctgcttcat gtaacacttc accaatgaga cgatgtgttg 
ctggacaagc
   122701 ttccgatgct tttaatacaa cggtgttgcc acaagccaaa ggcatggcaa 
gcgcacgtgt
   122761 tgccaaaatg acaggcgcat tccaaggtgc aattcctaca atcacaccgc 
aaggaactcg
   122821 tacacccatc gcaagattgc ccggcacatc tgacggaatc agactcccgt 
caatttgtgt
   122881 ggtcattgct gctgcttcac gtaacatgtt ggcagcaagg tgaacgttaa 
acccatacca
   122941 tgttgcagtt gaacctgttt cttgcattcc agtttgaatg aattgctcgg 
ttttttggtc
   123001 cattaaatcg gctgctttta ataagcgtaa acgacgctcg gtaggcgaga 
gtttcgacca
   123061 tactttaaaa gcttgctgtg ccgaatcgat tgcacgatca acatcttcca 
atgttgcagc
   123121 agcagcttta gttgctaccg ttccatcaat tggactaata cgctcaaaag 
ttgcctgatt
   123181 tgatgcatca acagattgac cgtgaataag taactgtaca ttttgcatgg 
gttgcgtcct
   123241 tacattgcca ttaaagaatc aaaagttaac cagtacgttt ataactctgt 
aaacccggtt
   123301 taattgattt ttcatctaag aattgtttca aaccttcttg gcgaccattc 
tcggtatctc
   123361 ggtggataca ttgatcgagt ttggcatata agtaatcttc gttttggtcc 
catgtcagtt



   123421 cacggcaacg cttaaagcca tttttagcag tacgaagaac cacagggttt 
ttctcaagta
   123481 agcaatttgc aagttcagtc acttctgctt ttaattgggc aagcggtaca 
cttttattca
   123541 caagacccat cgtttcagct tctttaccgc taaaagtttt acccgtcatg 
atgtaataca
   123601 aagatgcacg gtgacctacg gtatctgcca ttgctttact tacaaggttg 
cccggtggga
   123661 taccccagtt aatttcagat aaaccgaaag ttgcttcatc tgctgcaatt 
gctaggtcac
   123721 atgccactaa aggtgagaaa ccgcctccga aacaccagcc gttaaccata 
gcaatggttg
   123781 gttttgaata catacgaaga agttgccact gccagcgaca tgagtcacgt 
cgaatacgct
   123841 cttggaaaat ctctggttga gtgtcgactt cacggaaata ttccttcaaa 
tccatacccg
   123901 ctgtccaaga gtcacctgca ccggtcagaa ccaaaacttt ggcattttga 
tcaagctcta
   123961 gcgtttcaag cacatcaatc atttcacgat tgagagttgg gctcatggca 
tttttctttt
   124021 cagggcggtt taaagtgacc catgcaattc catcttcaac tttaacatct 
actgtttccc
   124081 agcggttttc ataactcatc ttcatactcc ttgaatgatt tcttgctgtt 
ctgggattta
   124141 atctaatatc agttaaactt acattcaagt cttttttgga aaattttata 
aatattttat
   124201 aatttgttgt attttaaata ttaattattt taaaaattaa ttttaaataa 
aaatatgttg
   124261 attttttaat aagtttaact gatatttttg gtgtgtttaa aaataataca 
caaagggcta
   124321 aatggaacga ctagtcaata aaggacaaca caatggaaaa aatatcagga 
cagccttcaa
   124381 gggcaaaaat cacgttgcta ctgtgctttg ccatagcgat ttttgaagga 
tttgatcttc
   124441 aatcaatggg ggtagccgct ccacgaatgc gggctgagtt tatgttagat 
aatgcccaga
   124501 tggcgtgggc atttagtgct gcaattttgg gaacactccc aggcgcaata 
ttaggtggtc
   124561 ggtttgccga tattgtcggg cgtaagaaaa ttctgatttt tagtatctta 
ctttttggaa
   124621 ttatgtcttt gctaaccgcc tatgcggcca attttagtct gttactgctt 
attcgttttt
   124681 gtacgggttt gggaatgggt ggggcgctac ccatgatgat tacgcttgcc 
tctgaagctg
   124741 tgcctgacca gcacaaaggc actgcagtta gtgtgatgta tagcggcatt 
ccttttggtg
   124801 gcttactcac ttccgtcgtt gccatgtcat tggcaggcga tgcagagtgg 
cgtcatattt
   124861 tctatatcgg ggggattgcg cctattttac taatcccact gattatgcgc 
tttttacctg
   124921 agtcaaatga ttacctgcaa cgtaaagttc aggcgcaaaa aaccacacca 
ttctttgagg
   124981 ttttatttgc caaagagcgt cgtatgtcaa ccattcagct ttggataagc 
tttttctgca



   125041 cgctagtggt actgtatttc ttgttgaact ggttgccatt gctgatgggt 
gcgcaaggcc
   125101 tatcaaaact acaggcgaac tatgtacaga tgggctataa cgttggcgga 
attttaggtt
   125161 cgattctcat gggcgtattg cttgataaat tacgcatgag ctttgtgatt 
aagctaattt
   125221 atctcggcat tttattttcg ctgtgctgtt tagcaatttc tccaaccgtt 
gctttacttg
   125281 cactttcggc agtgggttgt ggcttattca ttgtgggtgg acaatcggcg 
ttgtatggtt
   125341 tggcggcaat gtattatcca accgaaatgc gtggaaccgg agtaggtgcc 
gcggttgcaa
   125401 tcgggcgtat tggttctttt gcaggacctt taatggctgg ttttttactc 
tcgcttggac
   125461 aaagctcgac catcgtgatt ggttcaagta ttccagtgat cttaattgca 
gcgatctctg
   125521 cattacttct tgtcaaaaaa cctaaacagc ctgtacattt agtacaaagc 
tcaggtgctc
   125581 gctaagtttt aacgaaagta tggggttaga acctcatact ttcactacag 
attttcttat
   125641 gatgattgaa aggttatggt acgttcgaat ttagttcaaa aaaaagtaga 
agatgagcct
   125701 aagttaagtt acatgattgc tcgtgttgac cgaattatta gtaaacattt 
aacagaacat
   125761 ttaaaagagc ttgaaattac cttaccgcaa tttaccgcac tttctgtttt 
agcttcaaaa
   125821 agtaatttat ccaatgccaa gcttgctgag cgttctttta taaagcccca 
atctgccaat
   125881 aaaatcttgc aagatttact ggtgaatggc tggattgaga aaaaaccgga 
cccgacacat
   125941 ggccgccgta ttttaattac cctgaccgaa agcgggattg aaaaattaaa 
caaatgcaat
   126001 gaagtggttt taaaagtcga agaaaaaatg cttgaaggca ttgatattaa 
cttggcttat
   126061 ttaattcgta ataatctcga tattatggtg aataatctta aaaattttaa 
ataagtgtgt
   126121 ttgtttaggt tgagttaaat tgctaagtac tgattcacac agaaaattga 
tttcattttg
   126181 caaatgaact tgctagcatc gaagtgacgt ttttgatgat gtgtggcaac 
gaatgtcttc
   126241 aggacaacaa gttttactaa aactaagaaa aatgattatt tcaggggaac 
ttgaaggcgg
   126301 tgccagaatt gccgagattc ctactgccga gttacttggc gtttcacgtc 
agcctgttcg
   126361 tatagccttt cggttgctcg aacaagaagg tctcctcatt aaaaacccaa 
ctcgtggtta
   126421 tacggttcgt gaaatttccg gaaaactggt gcatgacgca cttgaagtgc 
gcggtgtgct
   126481 tgaagggttg gctgcgaaaa ctttggcaga gcaaggctta agcgaagagc 
agaaaaagac
   126541 gttgcaacat tgcattcagg aaactgaaaa actctttaat gaaaaagacg 
agtttggtga
   126601 tgctgagcta gaacgttatc accattttaa tgtcatcttt catgacacca 
ttattgaagg



   126661 agcgcaaaac gttgcgctta tccaagcatt ggctaaaaac aaccaattgc 
cgatggcttc
   126721 tgcccaagcc attacctatg accagaacca agctttgtca gaatatcgcc 
gtttgcacta
   126781 tgcacatttg cagcattgtt cgattttcga tgcattggta aatcgtcagg 
cagggcgtgc
   126841 cgaaacatta atgcgtgaac acagtagtgt ggtaatttta ggtgaaacgc 
taagaaatgt
   126901 tctcagcgct taaagtgaaa agttccttta tttttgaata aaggaacttt 
cgagttaaag
   126961 ctcaattaca agatgtttag tttttgcacg agaacagcag ggcgtaaact 
ggtcatttag
   127021 tgcatgttcc tcatcggtca taaataaatc gcgatgatca ggtatacctt 
ctaccacgcg
   127081 ggtaatacag gtaccgcaaa taccttgttc acacgaaaca ggaatatcaa 
aaccatttgc
   127141 aattaatgcc tcagtagcag tctgctctgg taatacttca aatcgacggc 
ccgtaccttt
   127201 aacttcaata gtaaaagctt catcgttaga tgtatctgct ttttgcgcga 
caaaatgctc
   127261 ttgatgtaac tgttcattgt gccagccagc ttgttcggct gagctcatga 
caaactgcat
   127321 aaaccctgtg ggtccacata catataagtg tttatcagat gaagcttggc 
ccaaaacctc
   127381 tgccatatta cattcggtgt ctggttggtc ttgaatgtga aaatgaactt 
ggtcaccaaa
   127441 gtgttcggtt aagttgccat agaaggcaat catttcatga ctacggacga 
agtagtgtaa
   127501 ttcaaaagga atattggctg acttaagtcg atacgccatc gacaaaatag 
gggtaatacc
   127561 aataccgcca gcaaataaaa ccgcctgctt tgtctgagga tgaatctcaa 
ataaattacg
   127621 cggttcacca atttttaaat gatcgccttc acgatattca gtgtggatgc 
aacgtgagcc
   127681 accgcgtgaa ttggcatcat gtaaaacacc aatcacataa cgatgctttt 
cagtacagca
   127741 gtttgaaagt gaatattgac gggtgaggcc gtttttaaga tgcacatcaa 
tatgtgcacc
   127801 tgcttcaaaa ctcggcagcg ctgtaccatt tgctgcaacc aattcaaaag 
cacgaatagt
   127861 gggggtgagc tggtgaattt tttgaataat aacgtccatg ttgatgctcc 
tttaaataat
   127921 ccgaatattt ggaaacttct gtgcggatgt ttcaggaggt gttttatttt 
cttcggcaag
   127981 tagtcgctca atcactttac gagactgtac accgcctgca tcgatgttga 
gcatgagtaa
   128041 tttgcgatgt ggattattta aaatattttg ttgctgttgc tccagcattt 
ctaaatcttc
   128101 agtaaagatt ttgccttggc cttcacgaat ttgatcggtg agttcagcat 
tatctggctg
   128161 gaagttacgt gccattcccc agaaatacca atgtgatgtt tcagtttccg 
gtgtaataaa
   128221 atcgaccacg attgaggaca cttttttgtc tttcggtgcg tgataaccgc 
catgtccagc



   128281 atgcgctaca ccgacttcaa tgtggacatt acttggcgca aagaagtggc 
aacgttgcca
   128341 acggtcaaca ggtacatcat ctgctaaatg attgccgcga agggccattt 
gccaaaatgg
   128401 aggtgcgatc acattttcca tatagcgttc ggtaatgata tggtcaccgt 
caactttagt
   128461 tactggcagg gcttcatcaa tttctttttg cccaatactg cttgagtgaa 
cataggtctc
   128521 atgggttaaa tccattaggt tgtcgatcat taggcgatag tcgcaatgaa 
tgtgaaacaa
   128581 gcctccgcca tagctccatt ccggatgatc tgcccattct aaagttggca 
gttttgcttc
   128641 atctgctaaa gccttttcac ctggccatac ccaaataaag ccgaactttt 
caacaactgc
   128701 atatgctttg ttacaaggga aaccatttac acgttggact ggcattgaaa 
cagtctttcc
   128761 gtcacaaccc atgactaagc catggtagcc acagacaagg ttgccatctt 
cgacatagcc
   128821 aagtgagagt ggggcaccac gatgtggaca aaaatcttca acggctgcaa 
cttggttttc
   128881 tttaccacga taaaaaacga ttttttcacc acagatggtg cgacctaatg 
gtttatcttg
   128941 gatttcttct ggacggcaag ctacatacca agcattttta ataaacattt 
gtgacgactc
   129001 cttatcactt attggatcca atttataata aataaaaata ttggtcaatt 
gataagcagg
   129061 atcttttttt tatattattt tcccacattg tttatattct taatattaat 
ccagaatttt
   129121 ttgtttttta aagttttgag tattgaagtt taatttggat ccatattgat 
caaattaaaa
   129181 gaaggataag ggggaaatcc tttgatttgt gcaattgaaa atggataata 
ttcttatgga
   129241 tccatattct taattttaaa taaattataa ttatattttt cagttgctta 
atttaatgat
   129301 gattaaattt taaaaatatt gttgattttt tggatccaaa tattcagtat 
agaaaaagag
   129361 caggatgctc aaaaaacaaa tattcctcta ggtcattatg gatacggata 
tgcataacca
   129421 cccaatcgct catattagca atgtcgtgtg tatctcttat ccacattggg 
agatgcacaa
   129481 atggaaagag atgttctaag tgagatcaat cacaataata tgagccgtta 
tcaatggttc
   129541 atcattttga tctgtatttg tctcaatatt attgatggct ttgatgtgat 
ggtaatggca
   129601 tttaccgctc cgtccgtgtc agcagaatgg tcactttcag gcgcacaaat 
tggcttattg
   129661 ctgagttcag gtctttttgg tatggctgcc ggttcaattt ttctcgcacc 
tttagccgat
   129721 aaaatcggtc gccgtttact tatcttggtt tgtcttgtaa ttgcaggtct 
tagcatgttg
   129781 ggctgtgctt tagtgcaaag tcacggcatg ttggccgcac ttcggtttat 
taccggaatt
   129841 ggggtgggcg ggattcttgc gagtagtaat gtcttggcaa gtgaatatgc 
caatgcacgc



   129901 tggcgcagtc tcgcagtgag cttaatgtct acaggttatg gcattggtgc 
gacgctgggc
   129961 ggagtactct cactggcctt gattgagcag ttaggttggc gttcaatctt 
tttggcaggg
   130021 ggcatcacaa ctatagtgat gttgctgatt agtgcatggt tattacctga 
atctttagat
   130081 tatttgttgg cgaaaagacc aaaacaggca ctagaacgta ttaacgcaac 
agtaaatcgt
   130141 atgggtttaa ctgctttaaa agccttacct tattacggtc agaataatca 
aaaaaataca
   130201 ggtgatattg gtaaattatt ttcagggcag caggggttcc agacactttg 
tctttggttt
   130261 gcattctttt tagtgatgtt tggcttttac tttgtcatga gctggacacc 
aaaaattctg
   130321 atttcaatgg gaatgtcgcc tgaacaaggt gtcagtaccg gtattttaat 
tagtattggt
   130381 ggtattttcg gagcagccat tattggttta cttgcttcac gcatgaaaat 
tttctatgcc
   130441 ctaagcttat ttctgggatt aacctctgtc tgtgttttcc tatttgtcgc 
cgtttcatct
   130501 caagtgagca ttgctctcat agtcggttta ttacttggca cactcattaa 
tggctgtgtg
   130561 gcaggtttat attctatttc tccaacaatt tacgatgctg aaatccgtag 
tcgaggtgtg
   130621 ggctatgcga ttggttttgg tcggattggg gcaatcttat cgccaacggt 
tgcaggcatt
   130681 ttcttagata aaggtattgc acccgcaacg ctgtatgcct attacggtgt 
ggtgtttatt
   130741 ttggctattt tcctgatttt gagtttgggt agcgcttttt accgaagtaa 
gaaagagcaa
   130801 aacttctcac ttaaaacagc accttaatcc attaaaaatt aaatagttga 
gttaaaaaat
   130861 gaaaaagaca ccattatggg tgggggtatg cttgtgccca ttatttagtc 
aagttgtgca
   130921 tgccgagttt attgcagaca gtaaagctga gctgacactg cgtaattttt 
actttgaccg
   130981 agactataaa aaagatccat atccctatac agcagccaga gattgggcac 
agggtttaat
   131041 ttttaaagga cagtttggtt ataccgaagg gacagtgggg tttggtgttg 
atgtgctcgc
   131101 aatggcaggt tttaacctga tgggaagccg tgctgatgac tatgcacgga 
gtggcttact
   131161 cccagttaat cctgataact cgcgtgatga ttattatgga aaaataggca 
ttactgggaa
   131221 ggctaaattt agaaaaaatg agctttttgt gggtgatcta gttccgcagt 
taccaaccat
   131281 attttcatcg ccagctcgtt tgttccctca gacttaccgt ggtatccgct 
ttgtttcaaa
   131341 tgaaattcca aatcttcaac tggaagggtt ttatgtcgac gaagtacggc 
agcgtgactc
   131401 cattcgttat accgatgttg gaacagacaa tatcaatcat cgatttaaca 
aagctgccac
   131461 cactgactcg ttttatactt taggtggaag ttatcagtta aaagactacc 
gtttacgtgc



   131521 ttaccatgct gaactgaaag acatttacca gcaacaattt ttgggtttta 
acggcaaaca
   131581 atctttgaat gaccgtctta actttttaag tgatgtgcgg ttttttaata 
gtgaagaaac
   131641 tggaagtaaa aaaataggag aggtcgataa ccgacatatt agtggcttat 
ttggtttgaa
   131701 ctatcaaaat catacggttt ctttgggcta catgcagtcg tttggctcga 
ctggtctgcc
   131761 atttttgtcg ggaactgaaa gtccggttgt gcttgatttt atgagttcgg 
actactcaaa
   131821 taaagacgaa aaagtctact cgattcgtta tgaatatgaa tttaaaaatg 
cgcggatagg
   131881 ggatgtttca ttaaacggac tacgttttat gacccgttat gctaaaggtg 
aaaatattga
   131941 tttactgcaa tatggcgatc agcgatttaa agaagattcg ctagagtttg 
atttgggtta
   132001 taaaattcca gaaggcaagt taaaaggctt aggaatgcgg gcccgctttt 
ctcactaccg
   132061 taatgacatg ccaacgaata tgactttcca ctcggcaaat gaaacgcgtt 
tgaatgtcga
   132121 ttacaccttt aaattttaaa tattaaaaaa gcaggttgaa accttttatt 
tgaggtttta
   132181 acctgctttt ggatgtggtt aagcagatac ttttgctgct tctaaaactt 
catcatgagt
   132241 ttgagtataa gcttgttctt ctaaagtatg tttagctgga atataagaca 
ttgcacgttc
   132301 tgccagagct gtaatggtga gacttgggtt aacacccaaa tttgcaccta 
acattgaacc
   132361 atctacaacg tataagtttt tatagttaaa tacccgattt tgcccatcta 
ccacaccacg
   132421 ctctggactt gaagcaattg cacaaccacc catacagtga gctgtaaaag 
gtacgttaaa
   132481 caaaatttcg gtaatggtcg tcatggggtg gccattaaac attttggcaa 
ctttttcggt
   132541 aaatgcattg gcctgcggaa tataaacagg tagcttttta ccttcgctcg 
ataacacctt
   132601 accaaaaggc cagaaccagt tacgtttcaa gcgcatgttg attgaggcat 
cggcagtttg
   132661 catcactaag aaaattaagg tttgacgtgc aaaactgaca ggattactca 
tgcgaaggaa
   132721 aataaatgga tggcaaatga gtgcccataa ccaaaagaaa atacgcgtcc 
aacccggttt
   132781 gcctttagcc atgtaagtac acataaggcc catggcatct gagccacttt 
ggtagcgagt
   132841 cgcttcaatg tgagtgtcat gatcaatgta aatacttgaa ccaatagcaa 
cacctttact
   132901 catgtcgaca tctttaccaa aaaagcgaac acctaaaatc gactcggcat 
tggtacgaac
   132961 ccgattaccc aaatcatcag aaatatttgg cagagaacca gactgtttta 
aacggaacaa
   133021 catctcttgt gtccctaaag aagatgccga gaaaatcaca ttacgaactc 
gccaagtacg
   133081 acgttgtttg ttaaaccatg agcttgaaca ttcggtcgtg acttcataac 
cgtcgctgcc



   133141 atcggcttta ccattgagtg gtttaacatc aactactttg gtttcttcat 
aaaccttggc
   133201 gccatttttt tcggcaaagt acaaatagtt tttatctaat gtattttttg 
cgttgtgttt
   133261 acaacccgtc atacaaccgc cacatgcggt acaagtgcca cggtctggac 
cttcgccgtt
   133321 aaaataaggg tcagggtagg tcttcccacc ttcttcacct tccggtggaa 
agaaagtggc
   133381 aacacgagta ggtttaaatg tatggccaac accgactgct tcacccattt 
tctttagcat
   133441 atggtcggca gggccgaaaa ttttattatc agtcacgcca agcatacgtt 
ctgcttcagc
   133501 atagtgctga ggcatttcat ttttccagtc cgcggcatct gcccacgtgc 
cttcatccca
   133561 aatatgttca ggtggaacca gtagggtatt ggcataggta attgaaccgc 
cacctacggc
   133621 attaccgcaa ataatggtga catggcgaaa aaaacgcatg ttgaaataac 
cgaaaagttt
   133681 catgcccgga cgccaaatcc agcgacgggt attccagttg tttttagcaa 
aatcttcagc
   133741 tttccagcgt cgccccattt ccattacggc aaccgagtag cctttttcgg 
ttaaacggca
   133801 agcagaaaca ctaccaccaa agcctgaacc aataatcagg taatcatagt 
cataattgtt
   133861 tattgtcatg atgaaggctc ctgtctaatg atatttttta tattgactct 
gtatgtttat
   133921 caatgaattg cctaatgcgc tcaaaggagt cattagattc ctttagtata 
cctgcatgaa
   133981 attgaaaaac atgtccgact tggtcataaa cccttaagtt cgtcggaatg 
ccgtattttt
   134041 cagtctgttc agcaagacgt tttgcatcgt ctaataaaat ttcttcggta 
ccgacatgga
   134101 tcagaaccgg cggtaatcca gttaagtcag catagagtgg ggagcacgtt 
ggctcggttg
   134161 ccgatttttg gccgcaatag ttttttgcac accaggttaa ccagccctct 
gacaacattg
   134221 catcttgagc agcatgagtt tttattgtgt ttcctgaaag acttaagtca 
acccaaggcg
   134281 aaagtaaaac taacgccgct ggcaaaggta aacctgcgtc tcgtaaggca 
attacggtgc
   134341 ttaagctcag tccgccgcca gctgagtccc ccgcaatcac aagtttttta 
gggtcttgtc
   134401 cgtaagcaag taaagcttta tagacagcaa tgctatcttc aatagcagca 
gggcttgggt
   134461 gttctggggc cagacgatat tcaggtaacc agacttgtgc ttgagctaca 
tgtccgatct
   134521 gagcggcaag tttagcgtga cttttgctac tgcccacgac atagccacca 
ccatgtaaat
   134581 acaaaatacc gagacctgac ttaatggtct taggccgaat atgaagcgta 
ggaacttgag
   134641 caattatttg cttttttgtt tgataaccac gaggcccaag cacaatagca 
ctggctgcat
   134701 cactacaaaa acgttgtagc tttagtggtg ttttagggga taaagctgga 
cgtagtgtgg



   134761 tacggatggt ccatgcaaga agttgcttca taataaggac tcatactaag 
catgtgagat
   134821 tagccagcat ctcctaaaat taagagcatg ctgaccacta tttttatttt 
gctgatttgt
   134881 tgagtaggcg agtttgccaa gctgtcgcgg ctgcaaagat cttttggtag 
ccttgcggca
   134941 gaatacgctg aatcacatcg acggcttttg catcggctcc aataagtaaa 
cggcggcggt
   135001 ccttacgaac agcttccaaa atttgctgag ctgcatcatc agcaggggtg 
cgaagtaatt
   135061 tatcgaaagc atcttggctt tttagcgggt ccattcctaa agactggacg 
ctattattca
   135121 tacgtgcagc tttggcaata ttggtgcgaa taccacccgg atgcacacaa 
gtcgcgctca
   135181 cacccgcatt ttgcatatca agttcttggc gcaaggattc agtaaaacca 
cgaacggcaa
   135241 atttacttgc gttataagca ctttgggtcg gttgagctgt taagccaaac 
atactggaaa
   135301 tattaataat atgcccatca ccactttgct ttaagtaagg taaaaattct 
ttggtaccat
   135361 aaactacgcc ccaaaaatta ataccaatga gccattcaag atcttcgtag 
ctcacacctt
   135421 cagccgtact accaattgcg acaccagcat tattaaaaat caggttaact 
tggccatgct
   135481 catctaccac tgcctttgcc caagttgcaa cctcctcacg tttagccaca 
tcaacttttt
   135541 gagtggtgac tttgacagaa tagggtgcta atagctcgac tgttttggct 
aacccggctt
   135601 cactaatatc agaaagtgcc agatgacagc cttgtttggc gagggcgatt 
gcaattgctt
   135661 gaccaatacc tgaacccgca cctgtcacag ctgcgacttt atttttaaaa 
gacttcataa
   135721 aattctccgt ttatttttct catttcctat ggcgaagcgt atttaagaaa 
tagccgacac
   135781 ctgagtgtag ttttcaatgt caaagcgacg agtgcgttgg cgatattcaa 
gggtaaaacc
   135841 tggccagtta ttggtatttt tgccatcagc agtttgatac caactggtac 
agccttgcgc
   135901 ccacaccgtt tttttcattt tttcctgaat attttgatta aactcgtgtt 
gaatttcggc
   135961 acgaatgttg gtgaacagca ggttattttt caaagtagtg cgcagtgcat 
ctaaaatata
   136021 attcacctga ctttcaatca tatagacgat tgagttatgt ccgaggttgg 
tatttggtcc
   136081 atacaacata aagaagttag ggaatccgtt tactgttaga cctaaataag 
cctcagcacc
   136141 atctttccat gtgtctttta atgtacgccc atcaagtcca gtaatttgca 
ttggcgccat
   136201 aaattcagtc gctgtaaaac ctgtaccgta aataatggca tcaacttcac 
gcagctttcc
   136261 ttccgtgtct aaaatgccat gttcggtaat ttcttgaata cctgtatcaa 
tcacatcaac
   136321 atgaggttgg gtcagcgttt cataccagtg gttagagatt aaaatacgtt 
tacaaccaat



   136381 tggatagtcc ggcattaaac gatggcgtaa cttcccatct ttaacaactt 
ttcgaatgtg
   136441 gcgctggaat atgtattcca ccaaaggcat ttcattaagt gaagttgtaa 
aagcaagtag
   136501 gcgaatttca tgatggccat attgcaaggc gcggtctaga ctttgcaaga 
tcggcagttt
   136561 acggaaagct tttttttcta aaggttggta aacccgatcc ggttttggaa 
taacataagg
   136621 cgctgagcgt tgataaacgt ctaggtgagc cacttgtttt gcaatttcag 
gtacaaactg
   136681 aatcgcgctt gcgcctgtgc caatgactgc aacacgttta ccagttaagt 
catagtcatg
   136741 gtcccaacgc gctgagtgaa atgccttacc cttaaagttt tcaatgcctt 
taagttttgg
   136801 ataggctggg cggttaagtt ggcctacagc accaaccaga aattccgctt 
caaactgttc
   136861 accagttgta ctttggatgt gccatacacc ttgcagtgca tcaaattcgg 
cgctggctat
   136921 ttcagtatta aatttggtgt gcgggcgaag atcatattta tcggcacagt 
gacgtaaata
   136981 ttgataaatc tcttgagatg tcccgtagcg atttttccaa ccaagttcct 
gttcaaaaga
   137041 aaaagaataa agatgtgacg gcacatcaca tgcagcgccc ggataagtgt 
tgtcacgcca
   137101 gacaccacct acatcggcag ctttttcaaa tagagtaaat tgttcaaaac 
ctgcttgttt
   137161 gagacgaatg gcaagtccta gaccaccaaa gccagtgcca ataatggcga 
tgcgtacatt
   137221 tttatttgaa ttagacgacg aattaaacat aggctgctct aaaatcctta 
aaaacagtga
   137281 gcgaaaaaat cgcaatttcc tgtatgcaga atagacgttt attaacttga 
tttagaggat
   137341 ggatgaggac aaaatattgt gattcgagga cattctgagc aatacagtga 
agtatgcatg
   137401 ggcatttgaa cgcagtgtac atagtgttcg gttaatggct gatttcgcgc 
tggaatcagg
   137461 catctcttat cagacaattt tgcaagggac tgggcttagc caacaacaat 
tacttgaccc
   137521 taatatggtg gtgacaggcc atcaggaatt acagttgatt cataacttgg 
ttgagcaatt
   137581 aggagacaga ccgacattag gcttagaggt gggcacacgc tatcatttca 
ccacatttgg
   137641 gccattaggc atggctctga tgagtagtgc gagcattcgt gaagcactgg 
atctggcttt
   137701 aacctatttt actttaacct ttgcttttac ccgctttgat gtgtcggata 
caccacaagg
   137761 aatccgtatc gaaattgatg agcaagatat tccatcttca gtgcgtcaat 
tcattattga
   137821 acgcgatgcc gctgcactca ttacggtaca gcgagatttg gtacaggata 
atttttgcca
   137881 atatttggct ttttctttcc aacccaaagg tgatgccgag ccttatcgga 
atttatttgg
   137941 ggtcatgcca gaatttggtg cagctaaaag ttttgtgatt cttgatccgc 
aaaaagtaga



   138001 tcaaaagcta cttatggcga atgagttggt tctgcacact gcagaagaac 
aatgtcgtca
   138061 aatattagaa aagcgccaat cacaaaataa atttacaacc ttagtgcaac 
agcagctgat
   138121 gagtatgcgt ggggaaatgc catctatgga tatagtggct gatcgactgc 
atttaaatat
   138181 aagaaccctg cgccgtcact tggcatcgga aggaatgact tttatccaga 
ttcgtgaaga
   138241 ggttagacag gtcttagcag agcaatattt ggcattacca aaagcttctg 
ttgagcaaat
   138301 tgccgaatgg ttaggttatg ccgaacctgc cagttttatt catgcttata 
aaagatggca
   138361 tgggaaaaca cctcatgcca tgcggttaaa tagccaatag tcaaagtatc 
tttatttctt
   138421 taaacgcaaa tgtagcaaac gtgttgccga tgtatggcgt atattgtcgg 
cacggttata
   138481 aaaataacgt tcagtaatag cttcaccaga caagtcttcg actacttcaa 
aacccatttt
   138541 ttcaaccgcc tgatgtaaat ctgaaggttt aaattgacct agtaaaggtt 
ctttcagcaa
   138601 atgggtaaac tgtgcaacgc ccatactccc gagtcgctca atacctttta 
attcctgaaa
   138661 atcggtcgaa tagtcgagta ccacttcgct gccgtttgca gcaaattcag 
caatactttt
   138721 taaagtttgc agcgtagttt ccggctttaa ataatgagtg gtgcccagcc 
aagaaaagaa
   138781 agccggagct tttcgtatat agcgacttcg ggcaagcgcc tcagagatag 
attctttctc
   138841 aaagttaata gaaacaaatt caacagtaga agggagttcg cctaattttt 
tgagtttaga
   138901 ttgtttggca gtctgagtat caggatggtc aacctcaaaa atttttaaag 
ttggataatg
   138961 ctgtgatttt cggagcacaa aagagtctaa acccgctcca accaaaacat 
attgctcaat
   139021 attgtgttga acagcttgat taagtaagtc ctcggcataa cgtgatcggc 
cgacaacctg
   139081 tccactcaat aaacctaagg tacggtttaa aatgggtgaa ttcattaatt 
taacaatgag
   139141 tggtgtagat aaaagctttt tccaaccttt actggtcatt tcaaaagcat 
agggatctga
   139201 aaatacaggg tttgtcgtat ttttaaagtg attcgcacgt aaagcagcag 
cggcttcggc
   139261 agtacgactt gattgacctt ctttcatctt taacctgttc ttttatttct 
tgaagattga
   139321 atgaagaagg cagtgtattt catgaaaatc taaaatacac tgcccattcc 
ttacaactga
   139381 tttggtcaaa tttacaaatt aatgtgtctt tgacatttga tatgtaactt 
cataatcctt
   139441 caaatctagt tttttcaaac gttgtttaag ctttttcaat gaccacggcc 
atgctgcaaa
   139501 gttgcgaccg ttagcgtcaa ggtaataact cttacagcca ccactattga 
atacagtggt
   139561 ttgtaagtgc ttttgcacca agtcgttgtg ctttttaatt acatcagcct 
taacatttaa



   139621 cttgctaatt cctttgtttt taatttttaa caaaccatct acgatatagt 
cgagctgtgc
   139681 ttctgccaaa ccaataaatg agtcataaac cagtacgttt ggtcccaata 
ctaagaatgc
   139741 atttggtaca ttttcaatgt tggttcctaa gtaagcttcc ggtgaactat 
ttttccacaa
   139801 atcatttaaa cgttggcctt tttcattaaa cacacgtttg ccgattggtg 
ggtgagatac
   139861 ttcaaaacct gtaccccaaa taatcacatc aacttcatgg cgttcgccat 
tagctgcaat
   139921 caccgtattg ccttcgactt taaccaggcc atgtggaata agcgtggtat 
ttggtgcttg
   139981 tagtgcaggg tagtaattgt tagcaaacaa aatacgttta cagccaatat 
caaaattagg
   140041 cgttacgttt ttacgtaact cagggtctgc aatttgaagt ttaagtaatt 
gcttgccgag
   140101 tacatttact ggttttagtg caagtgggtt acgtaaacca aaattaatcg 
cattgagggt
   140161 tagcgctaca cttttacgcc aacttgcctg aattgctgga tatttggcaa 
taattgattt
   140221 actaaactca cccaaatccg tatccggttt tggcagtacc caaggagccg 
tacgttggaa
   140281 cacaaatagc tcttttgctt taggttgaat ttgtggcaca aactggatgg 
cagatgcacc
   140341 tgtaccaatt acagcaatgc gttttccagt aaggtcgtag tcatgattcc 
atttcgctga
   140401 atggaacatt tcacctgtaa aggtatccaa accttcaaga cgtggaatct 
gggcttcggt
   140461 aattgggcct gttgcaaaaa taacagttcg cgatagatat tgaccagtag 
ttgtatcaag
   140521 tacccacaaa tggcgtgatt catcccaagc agcattgagc agttcgttgt 
taaactcaat
   140581 tttagacgtg atattaaact cgttacttac atcttctaag taacttaaga 
tttccggctg
   140641 acgtgcaaat aagtgactcc attttgcact aggtgcaaac gaataagaat 
acaaagccga
   140701 aggtacatca cagccacagc ccggataggt gttttcacgc caagtgccac 
ctacacgtcc
   140761 tgctttttca ataattttat agttggtata gccaacttgg tcgagacgaa 
tcgctgcggc
   140821 gataccggaa attccggcac cgacaataaa ggtatcgtaa atatggctag 
gtgaattgac
   140881 agcttttttt gctgatgcat ttgttttcat ttgagcagtc atatgggtac 
tacccataaa
   140941 atttcttatt taaataattt gtacgatgtg ccaagaaact tggtatacaa 
acttggtgat
   141001 gcacgtttca ttagccagaa caatttcgca tcgatttgag ggatggtata 
aagctcatcc
   141061 tgatcaagac ggttaagtgt cagtttggct acatcatcac ttgtggtgag 
tgcgtagttc
   141121 atgagcgcat ggtctgcaag ttttgaataa cggcccggaa tacgaccatt 
tttaatgata
   141181 ttggttggca ccaaggtcgg gcagagcaca ttcactttaa tgttgaattt 
acgaagctca



   141241 gccgaaagtg tttcagacaa cgcacgaaca ccagctttag tcacgttata 
agcggtcatt
   141301 tctggtgctg cggtataaga cgccgcagaa gctacattaa taattgcgcc 
gtaacctagt
   141361 tttttgaact ttggcacaaa tgcatgacaa ccatgaataa caccccacag 
gttaatattc
   141421 atgacccagt tccagtcttc taggctgagt tcgtcaaact taccgcctaa 
acctacaccc
   141481 gcattattaa tgacaagggt gacaggatga ctaagtaaaa tttcagcagt 
ttcagctaaa
   141541 tgtgtgacat gttcaggatt acctacgtca caatgcattg caaatgcttt 
tgcaccctgt
   141601 tgttcaagca gcgttacagt ttcttctgca gcttctaaat taatatctgc 
gcagactacg
   141661 ctgccaccac gttttgccag ttcaattgca aaacttcgtc caattccact 
gcctgcaccc
   141721 gtcacgacgg cataagcttt ttggcttggt ttaactttct ttttgccaaa 
taaaatcatg
   141781 attcatcccg aaatagattt aaggaacacc agccattaag taatgactgg 
ttgcaagcca
   141841 gttaagacaa gcgtacaggt ggggtaaatt ccttcacaaa gtaaggtgca 
attgcgccgc
   141901 cttctttgag taatttgtct ttgtagtact ccagatattc ggtcgtgtca 
tggtcatttg
   141961 gatggaagtc aggacgtaag taatcgaaaa tctggccaat ggtgctacca 
aatacaccat
   142021 cttttggacc aaaaataagt cctacaccac ggcgcgcgtc tttccagaat 
tttctagtca
   142081 acatttcctg tggttttctt aaaaccggaa taaacaatgt agttgctggg 
attaaaccta
   142141 aaatagtaaa gaaagctaag aagaagccag aagctcgtag tggatagcta 
ccattgagta
   142201 attgatatac atcataggca atatctttat gctcggattc ttcaagcata 
tgccacatcc
   142261 ataaagcacg gcttttggca tcatctgaat agtagaaatt cttttcgtgc 
ttcatcatgt
   142321 attcggcaag taccgcagta aaatgctcaa taccggccat catcgataat 
ttaagcggtt
   142381 gcgggaattt caaaaacaca tatttaaaga agttctcgcc caagaaacgg 
tataaatcga
   142441 cagggtattc aacatcttta agcgcatcgt tatattcatt gtgtaactta 
gaatgaatcg
   142501 cctcttgtcc aatcaatgaa gtaacacgct gttttaaaac tggatcttga 
ataaattcac
   142561 ggtgatgacg agctgtttca atcaccagat cttcaccata agttagaaat 
actgaaagcg
   142621 tagcaaaaaa catcgtggca aattgattat tcatatagaa ttcaacatca 
atctctttac
   142681 cttcaaatcc gatatttaaa tgacggattg ggatggattt tttactggca 
aaatccggta
   142741 actcgatttc acggtaaaat ttaattttgt ttagtgattt tttaactgtg 
gtcgagatca
   142801 tagtgacacc ttcagatcaa tcagtgatag tgcggctatg tcgaaaatca 
aaaagctttg



   142861 atttgcaaca ggacactgta aattccattt tcaaaaagca gttttctctg 
cttactgact
   142921 acggtgatgt tgctccgtta tttgtgtgat tatttgactg aataacggga 
aaaagaggaa
   142981 agttcagtaa aacggctcaa cctcttttta gattttttca tgttaatctg 
agtttatgtt
   143041 cggattcaat tcgggtaact tttcaagttt ctaaacctaa agtttcatgt 
ttttataaaa
   143101 taaaaaatta gttttaaaat ttattaatat attgattttt atttaaatat 
tttaatgtaa
   143161 ttaaaaagaa atactcaaac ataaaagaac ttataactgt atttcattgt 
agttttaaaa
   143221 gaaatatttc atgaaagttg acaactattc ggattttgtt ttttttatta 
gggtagggct
   143281 aaattacatg ctaatctgag cttatgttcg gattatttat aagaaaatat 
gtctacgcga
   143341 aagccccgtc aggcacgagc caaagtcact gtcgatacca ttattgaagc 
aggttttatt
   143401 gccgtagcat tgcatgggcc aagtggtacc accacacgtc atattgcaga 
aattgcaggg
   143461 gtgagtgtgg ggtcactcta tgagtatttt aaaaacaaag aagaaatcta 
tgatgcgatg
   143521 aatcactact ttgtgagtga aattctcgac atgattaaag aactaacccc 
cacaatttta
   143581 gagttggagt tagaacctgt cattgaaatg attttttata cgttcagtga 
tttattaaag
   143641 aaaaataatg accgttactt aaccgtttta cgttatgcag gtgagttgca 
atacgataaa
   143701 tatattccaa aaattgaaca ggctttaatg gaagtcatca tgaagtatat 
gatgcataat
   143761 cctaaatatt taaaaattaa taacttacct gtaattacct atatttgtat 
taatagcggt
   143821 atttttaacg tagcaaggca tcttatttta cccaacccat ttattagttt 
tgatgaaatg
   143881 gtgcaggggc taaccactat gattatgagt tatatcaata ccgaaatggc 
acgctcagaa
   143941 gatcaatcat aatttttagt ttttcaaatg tgataaaaaa cacctgcgta 
tacttctacg
   144001 caggtgtttt tactatttat ggcatggttg gaatttcttc cggacgcata 
tcaaaaatca
   144061 gaatttcagc attgtcacca ttggtaaatg ataacttgcc tccatcacga 
atacgcgcag
   144121 catcacctgt attaaaggtt ttaccgttta catcaatacg gccttttgcc 
acatgtaggt
   144181 aaacataacg accttcagga attgcaaact ctgctgtttc ttcaccatca 
aaaagacctg
   144241 aataaatatt aatatcttgt ttgatggata aagttttttc gccacctttt 
ggtgaaatca
   144301 tcaagtgcaa tttgccgcgt ttgtcttcct cggaaatatg caattgttga 
tagcccggtg
   144361 ttgtgttcac ttcatttgga actacccaaa tttgcaagaa gtgcacgttt 
tcttgagcag
   144421 agtgattaaa ttcactatgt gcaaccccac ggcctgcgct cattaactga 
atatcaccag



   144481 gcacaataac cgaacctgta cccattgaat ctttatgttc taacgcacct 
tcaagcacat
   144541 aagaaataat ttccatgtta cggtgagggt gggtaccaaa gccttttgat 
ggagcaaccg
   144601 tatcgtcatt aattacaagt aaatctgaaa aaccaacttg tttcggatcc 
caataatttg
   144661 caaatgaaaa cgtgtgtttc gactgtaacc agccatgatg tgctgcacca 
cgctcatgag
   144721 ataaacgcat atcaaacatg atttattctc ctcatccaat ttttttctct 
gaatgcagtt
   144781 tatcgttttc atttgtgcaa taaagctcta aaaacagaaa gcttggtgtg 
atttttggaa
   144841 cgctcaaata tagaactaaa gcatgtatag aaataggcag aatatttcgt 
gtgttatctt
   144901 tttaagccat gtttttatca ttttaggaca aatgtatttt atttaaatca 
taatgaataa
   144961 tagtagttta tataaataat ttaaaataat cgaaaaatat ttgagttggc 
aaaaagtttc
   145021 aaaatggatt ggcttttttt gtccttgttc gagtgttata gcaagcgcac 
tatttaacct
   145081 gatttggtga acttaacaac gcttaagttc ataaaacatg acaaggcaga 
ggtattcgag
   145141 caaatttttg ttcgagagca gttaaagatt gcaagaaata atctaaagac 
aactttagct
   145201 gtttgattcg acgctgcctt gtatttaaca aattttatag ggtgtcgaaa 
atggtcgctc
   145261 aagctatccg aaatattatt tctcctaaat cagttatagc tcagtatcaa 
aagatagatt
   145321 tctcaaataa aggaactatc ccaattcgcc atttaaatat cggatttgat 
ggtaaagaaa
   145381 ttgatattga gttttacgtc aacaaccagt ttgcaacttt gttctttgca 
acgctttcgg
   145441 tttttttgac ctatggtgaa gatctggtga ttgaaacagc tcgtcatcac 
cgtgaattta
   145501 ttcaagatcc gattttaaaa cagcgtgtta catcgctgat tggtcaagaa 
gccatccatt
   145561 caaaattgca taatgagttc aatgatgcaa ttaaagagct ggaatatccg 
gtcgattttt
   145621 atcgtttctt gggtgagaac ttctttaaat atgtgttctt aaaattcccg 
cagccattaa
   145681 agctttcact catggcgggt attgaacatt ttacggcggt acttgccgaa 
tacatgatga
   145741 agcatgaaaa gaatttctat tataccgacg atgccaaaag tcgtgcctta 
tggatgtggc
   145801 atatgcttga agaatctgag cataaagata ttgcttatga cgtctatcag 
gttttaaacg
   145861 gtaattatcc gttacgggca acgggctttt taatggcttt cattaccatt 
ttagggctta
   145921 ttccgacagc aactttattt gtacccctac tgcgtaagcc aaaagaactg 
ttaaccagaa
   145981 aattctggaa agacgcgcgc cgtggcgtca acttaatttt tagtccaaaa 
gatggcgtat
   146041 ttggtagcac cattggtcag atttttgatt acttacgtcc agacttccac 
ccaaatgacc



   146101 atgatacgtc cgaatatctg gagtactaca aagacaaatt actcaaagaa 
ggcggcgcga
   146161 ttgcacctta ctttgtgaag gaatttacac caccagttcg tgcagtttca 
taagcctatt
   146221 ggtcatggca gtaatatgac aattactgcc atctccctaa agttttttag 
gatttactat
   146281 gattttattt ggtaagaaag accagccgag ccgaaacgca tatgcggtcg 
taactggggc
   146341 aggcagtggg attggacgaa gctttgcagt tgaactggca aaacgtggtg 
gcagcgtagt
   146401 ctgcgcagat attaatttag aagctgctga agaaaccgta aagttaattg 
aacagttggg
   146461 acaaaaagca tttgctgtac agtgcgatgt tgggcaagca gaacaagtac 
agactttggc
   146521 tgatcaagca gagcagttac ttgatcatcc ggtaactctc attattaata 
atgctggcgt
   146581 agggctaggt ggcaaatttg atgaaatgag cttagaagac tggaaatggt 
gtatgcatgt
   146641 aaacctgtgg ggtgttattc atggttgtca tgcatttgtg ccaaagttca 
aaaaactagg
   146701 ttacggtgca atcattaatg tggcttctgc cgcgtcgtat accgcagcac 
cagaaatgag
   146761 tgtctacaat gtaacgaaag cgggtgtttt ggcattatca gaaacccttt 
cagccgagct
   146821 tcgtaaattc aatattaaag ttaatgtgct ttgcccgact ttggtgccaa 
ccaatatcat
   146881 taaaaatggt cgtattccgg ggcgttattc caagcttgca gaccatgcac 
tcatgaacta
   146941 tgccatgaca accagtgatg cagttgcaac tttaacattg aatcgattag 
atcgtgggca
   147001 gctctacacc acgccacaga tcgacgccaa attattctgg cttatgaaaa 
ggacatctcc
   147061 aacgctatat gcaaagttcc ttgggctttc gtatcagtta tttaaataaa 
attttgtata
   147121 ggcagaaaaa ttatggtcac taaacctaga acaaatacac gcacccgtaa 
aacccaagaa
   147181 gttgcacata tttatgacac ttttattgtc ggtgcgggta tttctggtct 
tgctgctgca
   147241 attaagctaa atgaagcagg cctaactaat tttaaaatta ttgaaaaagc 
aagccgcgtt
   147301 ggtggtactt ggcgtgaaaa tacctatccg ggctgtggtt gtgatgtacc 
ttcggctctg
   147361 tactcttact cgtttgctcc aagtgcaaaa tggagccatt tatttgcacg 
tcagccggaa
   147421 attttaagtt atttagaaga tgttagtcgt gagtttgata ttgagtcctt 
aattgaattc
   147481 aataccgaac tattaaaagc ggaatgggac aatgtaaaaa atgtctggaa 
actagagaca
   147541 agctctggtt tatatattgc taaaacagtt ctatttgcta caggcccaat 
taccgaagcg
   147601 cagattccac gccttaaagg tttagatacc tttacaggtg aaatgttcca 
ttcggcgaaa
   147661 tggaaccatg actatgacct tacgggaaaa cgtattgccg tgattggtac 
tggtgcatct



   147721 gccatccagt ttgtgcccca aattcagcct aaagcaaaag aactgtttgt 
attccaacgt
   147781 acagcccctt gggtactgcc aaaaccggat acggatttgg gggagttgag 
taaatcaatt
   147841 attgccaaat acccaaaaat acaggccact tggcgccaga ctgtagcaag 
caccttaaat
   147901 gtcatcaatt ttggtttacg caacccaaaa gctttaaagc ctgtcaattt 
tgctgcgaaa
   147961 caactattaa agttacaaat taaagatccg gttttacgta aaaacgtcac 
acctaacttt
   148021 gatattggct gtaaacgtat tttatttgcc aataactatt atccagcatt 
acaagcaccg
   148081 aataccacac ttattccaca tggcttagtt aaagtggaag gcaacaccgt 
ggttgcagct
   148141 aacggtgaac gtcacgaagt agatgtgatt atttggggta caggttttga 
agtgtctcat
   148201 ccacccattg gtaaacgggt acataacgaa aaaggggaat gtctggcaga 
actctggaaa
   148261 gactcctcac cggaagctta cttaggaacc aatattgaaa atgtaccgaa 
cgcatttctt
   148321 atgctagggc caaatgtctt ggtttatgac tcattcattg gtcttgctga 
agcccaactg
   148381 caatatattg tagttggttt attgcaaatg aaagcgaaag gtattgctaa 
actttctgta
   148441 aaatcagaaa taattaaaaa gcataatgag cttgtacaaa agcatttaca 
aaccacagta
   148501 ttcaatagtg gtggttgtaa gagttattac cttgatgcaa atggtcgtaa 
ctttgcagca
   148561 tggccatggt cattgaaaaa gcttaaacag cgtttacatc atttaaattt 
agaagaatat
   148621 gaggtcatct atgaagctga tcttgtaaaa gtaaaaccaa aagttgaaga 
agttgcaggt
   148681 taattaattt ataaaagccc actttattga tgaaggtggg ctttttacta 
ttaaataatg
   148741 aaagaaatat atgaaaattc aataaataat ataatgaagt taaagtaaac 
gataaattta
   148801 aatatacttc aaaataaaaa tgggccaaga agtctatata attttcattt 
aaaataatat
   148861 agctattttt aaaaatgaat ttttaagtga aaagttttct ttttaatcaa 
ttttttaaat
   148921 tgtatattgg aaaacatttt tatatcaata acttgtgtag ttgataatta 
ttgtaaataa
   148981 atgtgaaagt attcacaacc ttattttttt ttgttaagat cattaacatt 
aaaaacatag
   149041 agataataat aatgatcaat aaagtattaa tagtgttatg cgtgagtatt 
gtatttgtat
   149101 tagggtattg ggcatattta gatacccaaa ataaaagaca tcaagagctc 
atgaggatca
   149161 ttcaagaagc tgaaaaaaat ttgcagacaa tcgaacgtaa tcctaaccgt 
gttagtcata
   149221 gcaatttagc ttcatataat ttgcaaaaat atatcagtga taaaaaagtt 
tttttctaag
   149281 cacaggggtg attgtgattt gctttaaaaa gtgtgccatt gatcatatct 
tttcataaat



   149341 tttgatcatg ttgctgttga atctgttaaa cttattgaac gtatagtaaa 
aaagctgcat
   149401 aggggttatg cagctttttt gtgtttcaag aggggctgtg gctattttct 
gtgtatgaca
   149461 gcagaaatca aatgagtggc atatttgttg cttcgtctat ttaagatttt 
tgtctagaga
   149521 tctgaacaga aaaacaagat tgctcagata cctacataga agtacatatt 
ccacagctca
   149581 gattttgcat agaggctact tatggcggcg cccaattctt cggcagggtg 
gttagagcgt
   149641 ttatttaagt taagcgacaa taaaaccacg tttcgaacag aagttcttgc 
tggtgtaact
   149701 acatttttaa caatgtgcta catcatcatt gtcaatccac ttattttatc 
tgaaaccggc
   149761 atggatcatg gcgccgtatt cgttgcgacc tgtttggcag cagcaatcgg 
ttgcttagtg
   149821 atgggtatta ttgctaatta tccaatcgcc ttggcacccg gtatggggct 
taatgcttat
   149881 tttacctatt cggtttgtat gggcatggga gtgccatggc agacagcttt 
agcagctgtt
   149941 tttgtttcag gtgtggtatt ccttgcaatt agtttcttta aaattcgtga 
ggcgattgtc
   150001 aatgcaatcc cgatgtcgct taaatttgcg ataggtggtg gtattggttt 
attccttgcg
   150061 cttattgcgt taaaaaatgc cggaattatt gtcgcaaacc aagcaacgtt 
ggtcggtttg
   150121 ggcgatatta aacaacctac tgtattatta gctttatttg gctttttact 
tatcgtaatt
   150181 ttgcatcagc ttaaagtccg cggtgcgatt attattagta ttttagtcgt 
tacagcaatt
   150241 gccacagctt taggtctaaa tgaatttaag ggtgtggttg gtgaaattcc 
ttcaattgcg
   150301 ccaacattca tgcaaatgga ctttgaaggg ttgtttaccg caagtatggt 
tggtgtcatc
   150361 tttgtattct ttattgttga cttgtttgac agtacgggta ctttggttgg 
cgtttcacac
   150421 cgtgcgggcc ttttacaaga tggtaaattg ccacgtttga aaaaagcgct 
atttgctgac
   150481 tctactgcaa tcgttgctgg tgctgcatta ggtacctcat caactacgcc 
atatattgaa
   150541 tcggcttcag gtgtagcagc aggtggacgt acaggtttaa ccgcggtagt 
tgtcgctttc
   150601 ttatttattt gctgtttatt cttggcacct cttgctcaat ctgtgccagg 
ttttgcaaca
   150661 gcacccgctt tattgttcat tggtgtattg atgatccaag ggattactca 
catcgattgg
   150721 gatgatatta cagaagctgt accagccttt ttaacgattg tatttatgcc 
atttgcttac
   150781 tcaattgcag atggtattgc aatgggcttt atcagctatg cattagttaa 
attatttacg
   150841 ggtaaggcaa aaactgttcc atacatggtg tggattattg ctgccctttg 
ggtatttaaa
   150901 tttatcgcct ttggcggtta agacgattgt ttataatttc cttctagaac 
tattttagtg



   150961 atagggatat aagaaggaaa ttatagaagg gtgtgcttac cacacccttt 
tttctttaga
   151021 tgtggagtta atatgaatca agtcgagctg attcaggcct taccaaaagc 
cgagttgcat
   151081 gtgcatattg aagggacctt tgaacctgaa ttaatgtttg ccattgcaca 
gcgtaatcag
   151141 attcagattc cttacaaatc tgttgaagaa gtaaagcaag cttataactt 
tcacaatctt
   151201 caatcatttt tagatattta ctatgctggt gcaaatgttc ttgttcatga 
gcaagatttc
   151261 tacgacctag catgggcata ttttgaaaag tgtgcagaag atcgtgtcgt 
tcatacagaa
   151321 atgttcttcg atccgcaaac tcatactgac cgtggtattg cttttgcaac 
cgtgatcaat
   151381 gggcttaaac gtgcatgtgc tgacgcaaaa gccaaatttg gtatcagttc 
tcagctgatc
   151441 atgtgtttct tacgtcattt aagcgaagaa gctgcatttg aaacgcttga 
gcaagcttta
   151501 ccgtttaaac aagatattat cgctgtagga cttgattcaa gcgaagtagg 
ccatccacca
   151561 gctaaatttg aacgtgtttt tgctaaagcg cgtgaagaag gcttcttaat 
cgtggctcac
   151621 gcaggtgagg aaggcccacc tgaatatgtg tgggaggctt tagacctgct 
caaagtaaac
   151681 cgtattgacc acggcgtgcg ttctgaagaa gacgaacaat taatggctcg 
tttaattaat
   151741 gaaaaaatgc cattaacggt ttgtccttta agtaacttaa agctatgtgt 
tgttaaggat
   151801 atgaaagacc acaatatccg ccgtctttta caaaaaggcg tacacgtgac 
tgttaactca
   151861 gatgatcctt catatttcgg tggttatatg aatgataatt tctttgccat 
tcaacaggca
   151921 ttagatttaa ccaatgatga gttgaagcaa ctcgcaatta actcttttga 
agcctctttc
   151981 atttcagatg aagagaaaca aaagtggatt tcagaaatcc agaaaatcta 
aataaaaaac
   152041 cgcctgtgat aggcggtttt tttaacattg aatttattta ggttgtttgg 
tcatactgtt
   152101 taaaacattg tctttatcta caaagtgatg ttttaaagct gcaagtacat 
gtccagcaat
   152161 aagtaaacct gcaaaccatg aaatataaat atgtaatggc ttaacaatgg 
ctaataactc
   152221 agggttatct tgcaccaggc gtggaatttc aaataaatat aaaaccggag 
cagggtgacc
   152281 agcactccag ctaaataaac agccagtgac cggtaaagcg actaaaatca 
catacagtaa
   152341 taaatgtccg atgtgagcta aagttttcat tgttggtgac atcgtgtcag 
gcaattgtgg
   152401 agcaggatgg gtgtaacgcc aaaacagacg aatgaccacg aggaagataa 
tggttgtggc
   152461 gatattctta tgtagtgtaa tgacatcccc tttaaagctg ccatcaacgt 
cataacttag
   152521 aaaatttcca ctatagaaac caatcaccca agcagtgata aaaatgatgg 
ccatgaccca



   152581 atgcagaatc tgtgcagtac gggtgtagta ttgagaggtt gaggcaggca 
taaaagaccc
   152641 tttttttatc attctagcgc tagattttat gggaaactgt taaatttgag 
aaatattgtt
   152701 cccgtaacag agcgtgctat aaacagaacg gttcaattta aaaaacacgg 
ttaagttgag
   152761 ctggagaata agggacttaa tttgcacaaa tgcatcaatt tatttgtttc 
ttctaagtac
   152821 aagtttaggc aaaatacgcg ctgcttacgt tcgatcaaag gaaaaaatga 
tgaaaaaatt
   152881 gatgctcgct gtagcaccag ttgttttagc tttaactgca tgtgcaacaa 
ctacaggtac
   152941 cggtactggc ggtgcttctg cacaaacgac aactcaacag ttaggcgtag 
ctgcattaaa
   153001 agttgctgtt aatgcgaaat gtattacaga aattaataat gttgctgcat 
ggaagacagc
   153061 aacaaaatat atgactgctg accagcgtga tagcatccaa acgaatgttt 
gcggctgtgt
   153121 aagtgaaaaa gcaccaaata gtgtgactgc agtagaatta gctgctgctg 
cgcttgacgt
   153181 gaatgcacgt gctacaatcg taaaccaagt ggtttctaaa actgtaaatg 
cttgtgtggc
   153241 agaagcttta caaaaataat tgatgtttta agcattaaag aaggccgatt 
cttataaatc
   153301 ggcctctttt tcattggagt atacatgttt gttgcaggcg tagatgaggc 
agggcgaggc
   153361 ccattagtgg gttctgttgt tgctgcagct gttattttag atccgaataa 
tccaatttta
   153421 ggattaaacg actctaaaaa attaactgaa aagaaacgtg aaaagttgtt 
tattgaaatt
   153481 caagaaaaag ctttagcatg gtcaatagca gaagctacac atgcagaaat 
tgatgagctg
   153541 aatatcttgc aggcaacttt tttggctatg caacgtgcag tggaaggtct 
gaaaacacaa
   153601 cctcaaaagg taattgtaga cggcaatcaa attccaaaag gaattattat 
tccttgtgag
   153661 gcgattatag ggggagatgc aagccatgcc gaaattagtg cggcgagtat 
cttggctaaa
   153721 gtcacgcgtg atcgtcaaat ggcagaatta gatcaacaat atccattatt 
tggttttgcc
   153781 aagcataagg ggtatccaac caaagcacac tttgaagcca ttgctgctca 
tggcgtgatt
   153841 gatcaacacc gtcgtagtta tgcacctgta aaacgcgcat taggtctata 
aatttatata
   153901 ttcccaaaaa atttaaagcg actataaagt cgctttaatt agggagagaa 
caacttcata
   153961 ctaacgattg aagtttttct gtgcataatt atcatcttca tatgaaactt 
gataatcttg
   154021 atcaagatgt tgaaggtgtt catgcattgc acgttcatgt tgaatacgtt 
gataaatttc
   154081 ttcgcgatga acagaaacct cttttggtgc atttacacca attcgaactt 
ggtttccttt
   154141 gacgccaagc acagtaacac tgacttgatc cccaatcatt aatgtttccc 
cgacacggcg



   154201 ggtcagaatc agcatgttta tctccttgct aaacgcttaa aactgcaata 
ttggtaccca
   154261 aataaaaagc tcaacctcag ttttcagtca gattctaaca gaaatatgag 
aacaaagtca
   154321 tattttgata atcactgcca aaaaactttc cgtttaatat aacagagccg 
ctataaaaaa
   154381 aactatagcg gctctgtgtt ttctttgatt attgtcggac aagtaaacat 
tttttaatga
   154441 attcttgacc gttcggtaaa attaagcgcg tgcgctgctt tcaccatgtt 
cacgatctaa
   154501 accaaaagcg gtatgtaagc aacgaactgc aagctcaagg tatttttcat 
caataatgac
   154561 agaaacctta atttcagatg ttgaaatcat aaggatgtta ataccttcgt 
cagcaagggc
   154621 agtaaacatt ttgcttgcta cacccgcatg cgagcgcata cctacaccca 
cgatagatac
   154681 tttaacgatg tcatcgcgtg ttgaaacttc acgtgcacca atatttttgg 
cagtttcatt
   154741 taagattttt tcagcttttg ctaaatcaac acggtttaca gtaaacgtga 
aatctgttgt
   154801 gccatcttct tcaacatttt ggactatcat atccacttca atgttggcat 
cacttactgg
   154861 tgataaaatt ttagaagcaa tacccggttc atcaggtaca cctaaaattg 
ttaattttgc
   154921 ttcgtcacgg ttaaaagcga tacctgcaat gattggctgt tccatagtgt 
cttctgcctc
   154981 agtagtaatg agtgtaccta cattttcttt aaattcgtcg tcaaatgcgc 
cgtcgtcatc
   155041 attatcaaaa cttgataata cgcgtaaagg aacttgatat tttccggcaa 
attctactga
   155101 gcgaatctgt aaaactttag aacctaatga tgccatttct agcatttctt 
caaaagaaat
   155161 acgatcgatt ttcttcgctt taggggcaac acgagggtct gtagtataaa 
ctccatcaac
   155221 gtcagtataa atttggcatt catctgcttt tagggcagct gcaatggcaa 
caccagaagt
   155281 atctgaacca ccacgtccta gagttgtagt atttccgttg gcatcgaagc 
cttggaagcc
   155341 tgcaactaca ataacacggc ctgcatctag gtcattggtc atgacatctg 
tgtcaatcga
   155401 ctcaatacgc gccttagtaa atgcactgtc agttttaata ccgacttgac 
gtccggtata
   155461 ggatttagct tccacaccaa tcgaattaag tgccatagct aacatggaaa 
tcgtcacctg
   155521 ttcaccggtt gaaaccattt ggtctaactc gcgtgggtca ggtgtttcgg 
taatggcttt
   155581 agcgagggca agtaagcggt ttgtttcacc actcattgca gatacgacca 
caacaacctt
   155641 gtgaccctga tcatgccaac gcttcacacg acgagcaaca tttaaaatgc 
gctcgggggt
   155701 acccatagaa gtaccgccat atttttgaac gattaatgcc atagttgttc 
catataagcc
   155761 atgaccctga gaggcttgtc agggtcagtt acacaaaaag tgaagtctta 
tttttgttca



   155821 agccaagcag gtaatgctgc cataacttgt ccaaacttct cgttaagtgg 
cgcgccacct
   155881 tgtgctaagt caggtttacc accaccttta ccacctaact cggtcgctaa 
atgtttgatg
   155941 atgtcacctg cttttagatt tgcagtgtat tgcgacgcga ctgatgcaat 
caggctgact
   156001 ttgtcaccct ctacacctgc taacacaatc actgcgttct ctaattttga 
ttttacactg
   156061 tcatgtaagt tgcgaagcgc tttggcatca acaccctgaa cagtagtaat 
aagcgtttga
   156121 cgaccagcaa tagtttgaac ttggtcaatc aaatcagccg cttggaagtt 
tgccaatttt
   156181 tggttgagtt gttcaatctg cttttgtaat gcagaaacca attctacatt 
ggcttgtaca
   156241 cgctcaaccg tttggtcttt ctgtgctttt aataagctat taatgtgctg 
gatatcatga
   156301 tcagcttttt gtactacttc taatgcttta gtaccagtca ctgcttcaat 
acgacgtacg
   156361 cctgcagcta cgccaccttc agaagtgatt ttgaataaac caatatcacc 
tgtacgtttt
   156421 acgtgaatac caccacaaag ttcgattgag aagtttttct cgtcaatgac 
tgagcccata
   156481 gagagtacac gaacttcatc accgtatttt tcaccgaaca acatcattgc 
gccttttgct
   156541 ttcgcagttt caatgtcgag tagttcagtt gttacagcag tatttgcaat 
gatttcagca
   156601 tttacgagac gttcaacttg ttgtagttgt tcaaatgaca caggttggtc 
atttgcaaag
   156661 tcaaaacgta agatatcact tgcaaccaaa gagccttttt gttgtacatg 
tgaacctaaa
   156721 atttgacgaa gggcagcatg caacaagtga gttgctgagt ggttacgcgc 
agtagcttca
   156781 cgaatgtctg ctttaacaat cgcttctaca ttttgactgg ttttaaggtt 
accaacagtc
   156841 acaatacctt gatgaacaaa ggcgccacca gactttttcg tatcctgaac 
ttcaaaaata
   156901 cctgtttcgt ttttgaagat accagtatca ccaatctgac caccgctttc 
agcatagaaa
   156961 ggagtttggt ttaaaacgat aagtgcttcg tcgccttcag aaacttcatc 
aacttgtacg
   157021 ccatctttat agatcgctac aatctggcct tgaccggttg tgttggtata 
accgtcgaat
   157081 tgagtttcgc cttcaacttt tacaatgttg ttatagtcaa cagcaaattt 
accagcatca
   157141 cgcgcacgtt gacgctgtgc agccatttca acttcaaaac ctgcttcatc 
aataataaag
   157201 ccacgttcac gtgcaatatc agcagttaaa tctgttggga aaccgtaagt 
gtcgtaaagt
   157261 ttaaatacag tcgcacccgg aatagtttta tcttttaact gagcaagttc 
accttcaaga
   157321 agttttaaac cttgctctaa ggttttagca aactgttctt cttcacgaat 
taaggttgct
   157381 tcaatgactt cacggcgagc ttctaactca ggataagcct gtcccatcac 
ttcaattaat



   157441 ggttgcaaca ttttgtagaa gaacgtacct gttgcgccaa gcttgttacc 
gtgacggaca
   157501 gcacggcgga taatacgacg taatacataa ccacgtcctt cattacttgg 
gtttacacca
   157561 tcagcaatta agaagcagca agaacgtgca tggtctgcaa ctacacgtaa 
agaaggctga
   157621 ccttcatctt caataccaat gatgtttgca gcagctttta ataagtgttg 
gaacaggtca
   157681 atgtcatagt ttgaattaac atgttgcaat acggcagaaa tacgctctaa 
gcccataccg
   157741 gtatctacag atggagcagg gagtgggtga agtacgccat cagcagtacg 
gttaaactgc
   157801 atgaaaacgt tgttccagat ttcaatgaaa cggtcaccgt cttcttcagg 
tgaaccaggt
   157861 aaaccacccc aaatgtgttc accgtggtcg aagaaaattt ctgaacatgg 
accgcaagga
   157921 cctgtatcac ccattgccca gaagttatct gatgcgtatt tttcgccttt 
gttatcacca
   157981 atacggataa tacgttctgg tgctaggccg atttctttat tccagatgtc 
ataagcttcg
   158041 tcatcagtat ggtaaaccgt gacataaagt ttatcttttg gtaaagcaag 
ccattgttcg
   158101 ctagttaaaa attcccatgc gaacttgaga gcatcacgtt tgaaatagtc 
accaaatgag
   158161 aagttaccca acatttcaaa gaatgtatgg tgacgagctg tataaccaac 
attatctaaa
   158221 tcgttatgtt taccacctgc acgtacacat ttttgtgatg ttgttgcacg 
tacataatca
   158281 cgtttttcaa gacctaaaaa acagtcttta aactggttca tcccagcatt 
tgtaaataat
   158341 aaagttgggt cgttggcagg aacaagagaa ctcgatgcaa cacgtgtatg 
cccttgcgtt
   158401 tcaaagtagc gcaaaaatgc ttcacgaatt tcagcagatg tcattaaacg 
agtactcaca
   158461 accaagtcac tccatatttt cgaatttggc taaaagcatc accacaagtt 
tatttgttca
   158521 caaaactcgc atgtgatacg gggcttattt ttaaaaaacg ctaaattgta 
acggaaaaac
   158581 cccaccgaac caacgatttt agagggaata tcttacaaaa ctgtgatttg 
gctaaaaatc
   158641 tatattcaat tagccatgac gtgttttact atatgccttc tttcgcttct 
cgatttgtag
   158701 ataaggatag gtcatgcaac gtatcgccat taatgggttt ggccggattg 
gacgtaatgt
   158761 tttacgtgcc tggtttgaga gcccgaaaca atttcatttt gaaatcgtgg 
cgattaacga
   158821 tatagcagat gtacatacac tggtacattt attcaaatat gactcaacgc 
atggtcgttt
   158881 taatggcaaa gttgatatca ccattgaaaa tgaaaagatt tatttaaata 
ttcaatctaa
   158941 ccagagactc ttaaaggttg aagttttgca gcaaaaacag ccggaacttt 
taccatgggc
   159001 aagtttaaaa attgatgttg tacttgagtg tacaggttta ttccgctccc 
atgctgatgc



   159061 tacccgccat ttagaagcag gggctaaaag ggtcattatt ggcgctgcgc 
cttttgatca
   159121 tgttgatgct gcaattgttt atggtgttaa ccatgctgat gtgaaagcga 
ctgatcagat
   159181 tatatcgagt gtgtcatgta cgacacaggc tttagttcca ctggttaaaa 
tcattgatga
   159241 tgcatttggc atagaaacag cgcttatgac cgaaattcat gcggtaacag 
cagatcagtc
   159301 ggtgcttgat catgcgcatc gtgatttgcg tcgtgctcga gcttctgggc 
aaaacattat
   159361 cccgactact tctagtgcgc tcggtgcttt aaagcgtgta atgccaaaaa 
tggaaaatcg
   159421 tattgatggt tactcaattc gggtacctac tattaatgta gcggcaattg 
atttaacgtt
   159481 tatcgcgcaa tctccaatta cggttcatca tattaatgaa ttgctaatta 
aagcatctca
   159541 aacagattat gcagaaatta tggctgtaac agatgaacca ttagtttcaa 
gtgattttaa
   159601 tcattcgcct tattcactta ttgttgattt aactcagacc atggttgttg 
gacatcaagc
   159661 caaagtattt gcttggtatg ataatgaatg gggctatgca aatcgtttat 
tggatttatg
   159721 cgattctttc aaaagttaaa tttggttaat tggaaaccgg gtgatagttc 
agttattgcc
   159781 ccattctttg gtctaagaac ttttattgat aatagaagtc aaaaacaata 
agtctttgaa
   159841 tattattttt aattcataga gtctactttt tgactttaga gtttattaag 
aaagatttat
   159901 gcaaattgtc aggtgcatgg cacaaagtat catgctacac taagagaaat 
cgggtgtgtt
   159961 cccgattttt ttatgtgggg tcgttccacg ttgatcagat tttaggcttg 
aaatatgacc
   160021 atttcagaga catggttgct gcctgacggg gtagcagatg tattgccgga 
acaggcgcaa
   160081 gtcattgaaa aacttcgccg tgaagctata gatttcctcg cagtacgagg 
ttatcaactg
   160141 gtatatacac catttatcga atacatcgaa tcgttgtctt cattatcaga 
atcaaatcaa
   160201 gacctggatt tagtaacttt taaggtgatt gaccagcttt caggccgttt 
actcggtatc
   160261 cgtgctgata tgacaccgca agttgcacgt attgatgcac atgtaagacc 
tgttgaaggt
   160321 gttgcacgtt actgttacgc agggactgta ttacatacaa aaccacaaaa 
tttcaatgcg
   160381 actcgcgcac ctttacaatt aggcgcagag ttatatgggc atgatagtat 
tgaagctgat
   160441 gtcgaaatgg tcgacgtgat gcttggtttg attgaaaatg cctatacttt 
gcaaggcgca
   160501 catttagact tagggcatgt aggcctattt cgtagcttag taaaatatgc 
gggtctttct
   160561 aaaaatgaag agcatgagtt atctgatctt tatcaaagaa aagcattgcc 
tgagttagct
   160621 gaatttaccc aaaatttaaa tatgggttca gatttctatg cacttggccg 
ttatgcaagt



   160681 gatttagatg ccttacaagc gcatttaagt gcagatattt taaaagatgc 
tgaatttgat
   160741 gctgcattaa atgcacttaa aaccactctc gaacagatta aaaaccgttg 
gccagcactt
   160801 aatgttggaa ttgacgtggt tgaacttcgc agttaccact accacactgg 
tttgatgtat
   160861 gcagtttatg caccaaatcg tgccgcacct ttagcgcaag gtggccgtta 
tgatggtatt
   160921 ggggaacact tcggtcgtgc acgtccggct accggtttta gttgtgattt 
atatgcttta
   160981 ggtgcgaacc agtttgccga aatcgaaact gtagtggcac ctaaaggtac 
agaagctgat
   161041 ttacttaaag caattgcgaa tgcgcgttca gagggtttac gtgtagttca 
attgttaggt
   161101 aatgatgatt taagttctat tccttatgca acacatcaat tggtattgca 
aaacggacaa
   161161 tggaatattg aaaagattta aacgccagca gtaagttttt tactgatggt 
ttccaatttt
   161221 aacagcatga tgtaatgagg ctattatggg caaaaatgtt gtggtacttg 
gtacccaatg
   161281 gggcgacgaa ggtaaaggta aaatcgtcga cctgctcaca gatcaggcgg 
ctgcggtagt
   161341 acgttatcaa ggcggacata acgcaggtca tactcttgtc gtaggtggta 
aaaagactgt
   161401 attacacctc attccatcag gcattttacg tgaaaacgta ttgtgcttaa 
ttggcaatgg
   161461 cgtggtgctt tcaccagcag cattaattga agaaatggga attttggaag 
ctgagggtgt
   161521 tccggttaag gagcgtctac gcatttctcc aaactgtcca cttattttgc 
ctaaccacat
   161581 tgctcttgat caggcacgtg agaagaaacg tggtaacgct aaaatcggta 
ctacaggtcg
   161641 tggtatcggt cctgcgtacg aagataaagt tgcgcgccgt gcagtgcgtg 
ttgctgacct
   161701 agttcgtggt ggtgcagcgt tagaagaaaa actagccgaa atgctagagt 
tacataactt
   161761 ccaattgact cagttctacg gtgtagaagc ggttaaattt gaagacgtat 
tggctctttg
   161821 caaccaatgg cgtgaagttc ttgctccatt agtgattgac gtaactaaag 
tattacatga
   161881 ctaccgcaaa gaaagtaagg ctgtaatgtt tgaaggcgct caaggttcac 
ttctagacat
   161941 cgaccacggt acttatccgt atgttaccag ctcaaataca actgctggtg 
gtgtaagttc
   162001 tggttcaggt atgggtcctt tacatcttga ttatgtatta ggtattacga 
aagcttatac
   162061 aacacgtgta ggtgctggtc cgttcccaac tgaattggtt tacgatgctg 
cgagtgattc
   162121 tggtgaccca attggtaaac atttgggtac tgtaggtcat gagttcggtg 
cttctactgg
   162181 tcgtcaacgt cgttgtggtt ggtttgatgc tgaaatctta cgccgttctg 
tagatgtaaa
   162241 ctcactttca ggtatttgct taactaaact tgacgtttta gatggtttag 
aagaagtgaa



   162301 aatctgtgtg ggttatgaaa atacagattc aggttgtgta ggttcttctg 
atgcggtttc
   162361 tttcgaatgc ttgaaaccaa tttatgaaac tatgccaggt tggagcgagt 
caactgttgg
   162421 tttaacgagc attgaccaat tacctgcaaa tgctttggct tatgtaaaac 
gtattgaaca
   162481 attaatcgaa tgtccgattg atatcgtttc aactggtcca gaccgtgcag 
aaacaatcat
   162541 tttacgtcat ccattctctg cgtaattcgc aaagataaaa atagcctcct 
aaaagggggc
   162601 ttttttatac cctactaaag tgcagttttg gtttggttcg attcagatta 
aaacatgata
   162661 tatagatcag aaatcatagg ctcaggatga agctgcaacc cactatttca 
aaaaccattt
   162721 tttattcttt tttatttgct ataggtggtt cacccacatt agcaatgctg 
attatttatg
   162781 gtcaaaatta taatccggac ttcttcatga cggcatttat gagtctttct 
gtcctgattg
   162841 cttgtgtcct cattcctgtt gttctcatac aaaacagtta tttactctgg 
aagaggaaaa
   162901 atcctaatct tgaagagaaa gttaagactt taagtcatgt ttatcttggt 
ttaaacataa
   162961 tatgtttaat attctggatt tatttgatga ctttatctaa ttgaccgtta 
cataaatact
   163021 atgatcgtga agaaatgaga gatttaaagc gtgagtggta tttcttataa 
taagtgcaaa
   163081 agaataaaca gttttttaac gatttaggtg acccatgtta atgaataaaa 
agttcgttct
   163141 aagcttgtgc gcagcaggtg cagtaacaat ttctggttgt gccacaatgg 
ctgatatggc
   163201 aggtgcagat accgcgactt taaatgctca atctgcacaa agtttcaata 
aaatggtgca
   163261 ggaagcgcgt ggtaaaggtg ctttagatac aagctcaagt acctataacc 
gtattaatgc
   163321 ggtttttaac cgtttaaaac cttatgcgaa tcaaatgaat cagacaggcc 
agccatttag
   163381 ttggcaattg gctgtattga agtcagatac gattaacgct tacgttgcgc 
ctggtggcaa
   163441 ggttgtgttt tacacaggta ttgtaaataa actgaacttg actgatgctg 
aaattgcagc
   163501 agttatgggc catgaaatga ctcacgcctt ggaagagcat gcaaaaagta 
aaattggcgc
   163561 acaagcttta actgatttag cgttaaatat tggtttaagt cagattaatg 
gtggtaatgt
   163621 gagtcaacta ggcgcggctg cggctcagtt aggcacgcaa gtaggtgtgg 
gtctgccata
   163681 ttctcgtagt ttggaaagcc gtgctgacca aggtggttta atgctaatgg 
cgcgtgcagg
   163741 ttataaccca aatgcagcga ttacgctttg ggaaaaaatg aacaagcttg 
aaggcagtgg
   163801 atcatctttc ttgtctactc acccatcaaa cgctcaacgt attaatgaca 
tgcgtaagaa
   163861 tttacctgcg gcattagcta tttataatgg tcgtaagtaa gttttaacac 
taatagaact



   163921 aatgttaaaa acggatgctt gagcatccgt ttttgttttt aaggagcagg 
attaggctgt
   163981 tgtatatgaa tagcctcaat gccttgtaaa atctctggtg aaagctcgat 
ttcaaaagct
   164041 tggatatttt ctttgagctg atctaaattg gttgcaccaa taatcgtact 
cgtcacaaaa
   164101 aattgctgct taataaaagc tagagccaat tgagtcaggc ttaaaccatg 
cttttcagca
   164161 agctgtgcat attgttcagt tgcccattca ctttgcgggt tgctgtatct 
gctaaagcga
   164221 gggaaaagtg taacgcgggc attggctggt cgagccccat ttctaaattt 
gccagttaaa
   164281 taaccaaaag caagaggaga gtatgcaagt aaacctacac cctcatattt 
ggcaatttct
   164341 gacataccga tttcataggt gcgattaagc agactatacg gattttgcac 
actcacaaat
   164401 ttactcacac ctaaattttc ggcaagctga aggaacttca tggtgcccca 
cggtgtttca
   164461 ttagataagc cgatataacg aatgcggcct cgattaatct ctttttggag 
agcgagtaat
   164521 gtttcttcta agggagtagt atcgtaatca ttttgggctt gctgattacc 
ataagcgagc
   164581 gttccaaaga agttggtatg gcgttcaggc caatgtaatt gataaagatc 
aatataatca
   164641 gtttgtaagc gtttgagaga gccatcaatc gcttgtgtaa tatgttcact 
attaaacttg
   164701 gtatggcctt ctcgaatatg tgttccacca aagccgggac ctgcaatttt 
tgaagcaagg
   164761 aatactttat cgcgctgacc atgctgtgca aaccaattgc ctaagatggt 
ttcggttgct
   164821 ccatatgttt ctggtttagg aggcacggaa tacatctctg ccgtatccca 
aaaatataaa
   164881 ccgtgttcta aagcgtaatt gagttgttcg aaagcttctt gttgagtatt 
ttgctcacca
   164941 aatgtcatgg tacctaagca aatttcagga aggttaatgc cagtgtgacc 
aagtggttta
   165001 aattgcatac tgcgaaatcc ttaagaaatt ttaagttagc ctaacggaga 
atatgtattc
   165061 aacttaaatc ataaaaacag aatagtttgt aagctttgtg tattaactca 
ttgttgcata
   165121 taaaaaaagc aaaccgaagt ttgctcttta ttcaataatt acgagtaatt 
attcttcgtc
   165181 atcatagtct tcgtcagtga ctggggtttc ttctaatgaa gtatcaaaaa 
ttagaatagc
   165241 tttaccgtca gtttgaatca taccttgatc ttctaaggtc tttaatacac 
ggccaaccat
   165301 ttctcgtgaa cacccgacaa tgcgtccaat ctcttgtcga gtaatacgaa 
tttgacggcc
   165361 attcggcaag atcattgctt ctggttgtga agataggtcg attaagcaac 
gcgcaatacg
   165421 acctgacaca tcaataaatg caagatcggt cattttacga gttgtatttt 
ttaaacgacg
   165481 aacgagttgc gcgaaaacgg catagctgag atctggatac tgtttgctca 
gttcgtggaa



   165541 gttgtcatat gaaatttctg caatttcaca gacatcacgg gtacgaactt 
cagctgtacg
   165601 ttgagggttc ggttcgaaaa gccccatttc cccaaagaag tcaccaggat 
tcaaatatgc
   165661 cacaacaatt tcacgttcat cgtcttcacg taaaataatt gaaactgagc 
cttttaaaat
   165721 taaatataaa gattttgact ctgttccggc atcaacaatt gtggttcgtt 
ttggatatct
   165781 gttgatgtga gcacgtttta acaatgcttt aacggattca ggtagttgcc 
ccggagataa
   165841 agcatctgtg ctgagttgtg aaaaatttga agtcatgctt gatatgttcc 
gaatagggta
   165901 aacaattcac acaagctcga gatgagctat tacacagaag agatgaaatt 
ccttatcaac
   165961 tcattttatg ttagtgtaca aaacaagggt ctgttgacat ttcacagatg 
gttgcgacat
   166021 aagacaattt ttctggacgt tacgaagcaa gaactaggga atttagtcat 
tctaaatcaa
   166081 tagagcttaa caacgaaacg aacaaaaaaa tctggccttg cgctgcatca 
aagatgcttt
   166141 aattgcacct cagattccgg ctgaaattta acaaacttta ttacaaaact 
ggacaaagga
   166201 ttgcccttgt ctgtgttttg cgttttattt ggattaattt ttagctatta 
cgcaatccat
   166261 agatgaaatg tcaacagacc ctgcttaaat ttataatttt ttttgggtag 
ttgcaatgca
   166321 aacaagtgta cattggctag agaatgttgc ttttgaagcg aaatcagaga 
gcggtcatag
   166381 tgtagtgatg gatggctcac ctgagtacgg tggtgaaaac cgtggaccac 
gtcctatgga
   166441 gttgatatta atgggacttg gtgggtgtgc ttcgtttgat attgtgacta 
ttttaaagaa
   166501 atcccgtcaa gatgtgacga atgtcgtatg tcagcttaaa gctgagagag 
cagatgcaat
   166561 tccggcagtt ttcaccaaga tccatttaca ctttgtagtg acaggtaaag 
ctgtaaaaga
   166621 aaaacaggtc gcaaaagcag tagagctatc agctgaaaaa tattgttcag 
caagtaaaat
   166681 gctttcagat ggtggcgtag aaattactca cgattttgag attattgaag 
cagcgtaatt
   166741 ttatttgtga atgcctaaaa aataaaaagc taacagtcat gttggctttt 
ttttatgata
   166801 agaataatta aaaaataaaa ggagagagtt aagtgaatat ccgtttagca 
caatgggatg
   166861 ataccgaaac catatgttat ttacttaaac aaatgggata ttcacagcct 
ttaaaagtag
   166921 ttcaggaaca atttcaaata ctaagtaaag atcctaatgc gattacgttg 
gtcgcagctg
   166981 acgatttaaa agtgtatgga gttttatcgc tttattttat tccacaaatt 
gccttacaag
   167041 gtgactttgc caaaatatgt tatctatgtg ttgacgagaa gatgcgtagt 
aaaggagtgg
   167101 ggcatttgct tgtacaagaa gcagaacggt tagcgaagca acgtggttgt 
gaccgaatgg



   167161 aacttcattc ggggatacaa agacctttgg cacatcaatt ttacctaaga 
gaaggctatg
   167221 tcgaagcgcc aaagtacttt cgtaaagttt taaattaatg agtcgtattt 
aaaaaaagtt
   167281 gagggtctac ccgtgcattg ttaaggctca ttccccaatg taaatggggg 
cctgtgacac
   167341 gtcctgtttt accgacgaga cctaaagttt ccccttgacg aatatgttgg 
cctttttcta
   167401 cttttatctc gcttaaatga caaaacatac taattaagcc ttgaccgtga 
tcgattaata
   167461 cagtttgccc attaaaaaaa taatgacctg tttgaacgac tacaccgtct 
gctggagcaa
   167521 ctactttttg gcctattggt gctggaatat ctagacctga gtgtggagca 
cgttcttcac
   167581 cattaaaaaa gcgtttttta ccaaaagaat tggtaaattt tcccgaagtt 
gggcgtataa
   167641 attttggtaa ggcttgccac gaactttgcg taaatgaact ataaacatca 
ttttgttctt
   167701 tagcttcttg agcgtaacga tctaattgac tttgattggg atttacatag 
tcttgattgg
   167761 taactttaag gcgttgctca gcatatggat aagatttaac ttctatttga 
ataggggctt
   167821 tattggtatc gagttgaaca ctaccaagtg gagtagataa cggaataccg 
aaaactgcat
   167881 aacgctgctg tccttcttgg ctaattaaaa ccggtttgtg ttgaaaagtg 
acctgagtaa
   167941 tatccgacgt taaaggaata actgcaatac caccgggtct tcttgagtct 
tggggtaact
   168001 ccgccattgc tagagtcgag ctaaaaagac aagttgttaa tataatatgt 
tttaagcgca
   168061 tttttaattt caaaaacagg atggaattgg caagataaat taattcttaa 
tttgggaatt
   168121 ctcaatgaag tctttgtgaa gaccataaaa tagatgagag taaatataaa 
tattcaagat
   168181 atttaataaa atgtagccga agtgtacttg aaatatatac aaaacaaacc 
catattataa
   168241 tcgagtttta ctcgcagtat tttttataac ttaatgaaaa atatataaaa 
atttatttga
   168301 aatccgaaaa agtgttccca tctattacac aagtacgaat ttgttgtgag 
gaataacaag
   168361 aatgcgattt gaaaaattta cgaaccgctt gcagcaagcc ctctcagatg 
ctcaatcctt
   168421 agcgatgggt aaagaccata cagctatagc aggtattcat attttgagta 
ctttattgga
   168481 agagccgtcc aatattagtt tgttgcaaca agcaggtgca cggttacctg 
aacttaaaca
   168541 aaagctagag caggctttaa aagatgctcc gactattgct aacccgacgg 
gcgatgtcaa
   168601 tttaaaccca gaagcagtta aagcactcaa cttggcagat cgatacgcgc 
aaaaagctgg
   168661 cgatgaattt ttgtcaactg actgggtttt attgggcttg gcagaaactg 
gtgaaacaaa
   168721 aaatatttta agtgccgtag gtgtaactcc cgacagctta cgcaaagtaa 
ttgaaaatat



   168781 tcgaggtagt gacaaagtca tgagtaataa tcacgaagac caacgtgact 
cacttaataa
   168841 atatacgatt gatttaaccg agcgggcttt atcggggaaa cttgatccgg 
tgattgggcg
   168901 tgatgatgag attcgccgta ccattcaggt cttgtcacgc cgtactaaaa 
ataacccagt
   168961 actcattggt gaacctgggg taggtaaaac cgctattgtt gaaggtttgg 
cacaacgtat
   169021 tgtcaatggt gaagtaccag aaggcttaaa gaataaacgt gttttatcgt 
tagatttagg
   169081 ttcattgctt gctggtgcta agtatcgtgg tgagtttgaa gaacgtttaa 
aagctgtttt
   169141 aaaagatttg gcgaaacacg aaggcgaaat catcttgttc attgacgagt 
tacatacact
   169201 cgttggtgct ggtaaaggtg acggcgcgat ggatgcaggt aatatgttaa 
aacctgcgtt
   169261 ggctcgtggt gagttgcgct gtgtgggtgc aacaacctta gatgaatatc 
gccaatacat
   169321 tgaaaaagat gcagccttgg agcgtcgttt ccaaaaagta ctggtcgatg 
aaccaagtgt
   169381 agaagatacc attgcgattt tacgtggtct gaaagaaaag tatgcgactc 
accatggcgt
   169441 acagatttta gactcagcga ttattgctgc ggcgaaaatg tctcatcgtt 
atattacaga
   169501 ccgtcaatta ccggacaagg cgattgacct gattgatgaa gccgcttctc 
gtattaagat
   169561 ggaaatcgat tctaagccag aagcacttga taaacttgac cgccgtttaa 
tccagttgaa
   169621 aatgcaattg gaagcggtga aaaaagatga agacgcaggc agtaaggccg 
aagttactca
   169681 tcttgaaaaa cagatcgctg aagtcgagaa agaatacaac gatctggaag 
aagtgtggaa
   169741 agctgagaaa acactggtag aaggcactaa acaagctcag gttgaacttg 
ataaagcacg
   169801 tattgctttt gaaaaagctc agcgcgaagg cgatttggca gaagcagcac 
gtttgcaata
   169861 tggcgtaatt ccagagcttc aaaaacaatt ggagcaagat gaagttgctg 
aagaaaacga
   169921 agagccaaaa ctcattcgta caaaagtaac tgaaaatgaa attgctgaag 
tcgttagtgc
   169981 tgcaacaggt attccggttg ctaaaatgat gcaaggcgag cgtgaaaaac 
tccttcatat
   170041 ggaagagttt ttacatgacc gtgttgtagg gcaagatgaa gcagttgttg 
cggtatcgaa
   170101 tgctgttcgc cgttcacgtg ccggtttgtc tgacccgaat cgtcctagcg 
gatcattctt
   170161 gttcttagga ccaacaggtg ttggtaaaac tgagttgact aaagctttag 
ctaacttctt
   170221 gtttgacagt gatgatgcca tgattcgtat cgacatgagt gaattcatgg 
agaaacattc
   170281 tgtcagccgt ttagttggtg cgcctccggg ttacgtaggt tacgaagagg 
gcggtgtttt
   170341 aaccgaagct gttcgccgta aaccatatag cgtagtgttg tttgatgagg 
ttgaaaaagc



   170401 gcatccagat gtcttcaata tcttgctgca agtgttagac gatggacgct 
taaccgactc
   170461 acaaggtcgt gtagtggact ttaaaaacac ggttattgtg atgacatcga 
acttgggttc
   170521 acaagatgta cgtgaacttg gtgaaggtgc aactgatgat gaagtgcgta 
ctattgtaat
   170581 gaatgcggta agtcagcatt tccgtccgga gtttattaac cggattgatg 
agctggtgat
   170641 tttccattca ctcaaaaaag cacaaattcg tggcattgcc gatattcagt 
tggaccgctt
   170701 acgctcacga cttgttgatc gtgatatgag tttaactgta gatgacagtg 
catttgactt
   170761 attgattgac gctggttttg atcctgtata cggagcgcgt ccattgaaac 
gtgcaattca
   170821 acaacaggtt gaaaatacac tagctcaaaa aatcttgtca ggtgactttg 
ttgcgggtga
   170881 taccatttta gttaaaggcg aaaatggtca cttagtgttt gataagctga 
aactcagcta
   170941 agtttttttc tgctaaaacc gaaaagagaa tatggaaaca tattctcttt 
ttttatattt
   171001 aacttttatg ctgatttgaa gatataagcg caataattga atctgctact 
ttctgtgtga
   171061 gagttttaag tttttgttcg gcatgacctg ataaaaaata atgataatga 
taaatacgtc
   171121 ctagataaga aatacaaata aagaaagtac ctacaggttt ttccgtggtt 
tcacttccgc
   171181 caggttttaa taaacctgtg cagctcacaa caatgtcagc ttgttgaaat 
agggtttgac
   171241 caagcctgca catttcttca gttacttgtg gcgattctgc tgtgtaggtt 
tcaattaact
   171301 ttggatcaac ttttaaaaca ctgattttaa tactggggtc ataactgact 
aatccaccca
   171361 gtaaaatatc agcaccacta tttttatgaa tcgaaaactg actggttaag 
taacctgaac
   171421 tggcactttc aataaatgcg actttaagta aacggtcttc taataactga 
cagcattgct
   171481 gaagcattat tccacctcgt atggtgttta tttatgaata aatctaacta 
caaataaatt
   171541 ataaaatcac gttaagtgat ctaagggtat ggttcaagtc taagataaaa 
atctataaaa
   171601 ctatttgaat attcacaaaa agcctgtgaa gaatttcagg ttttaaaatg 
atcaatgcta
   171661 attatcggga agtttcttta taacattgcg acaaggttaa aaacttgtta 
gtttgattcg
   171721 atataacaaa caataacaat tttaggatga acatgatgaa caataagcaa 
gggtgtgtgc
   171781 tgggaatttt aagttgtata gcggtattac cgacgaatct atgggccgca 
cagcctatga
   171841 atgaaagtgc gcttgcaact caaacaggag cagtaacggc agctctaccc 
gtaattattg
   171901 agaaagctca agatgatgcg aagaagccag aaatagagca acgtcaagtt 
cggcaaacac
   171961 taggggataa ctatttacag caggttcgat ggaattcact gcgtacaagt 
gtgttatcac



   172021 cttatcaaga acaaaagcaa aatcaggtca ttgatggaaa agagaagaaa 
aagttagaaa
   172081 tggttgctct gccagaaaga gctgatcgat ttacacgtta tgattttgag 
tcaaagaatg
   172141 tacatggtga agttatcatt accgtgaagt aatgataact tcctttttca 
aattcagatt
   172201 aatttaatcc aggatgctga attttccatg cacggtggat tttttgatta 
cgtttaaaat
   172261 cgggtccaat cgtttcagaa gtaatttctt caacgtcata taaagcctcg 
atctcttcat
   172321 ccatctcaaa accacgatag ttatttgaga agtaaagtgt accttcactt 
gttaagcggt
   172381 tcattgcacg tttaattaaa gagacgtgat cgcgctgcac atcaaaagta 
ccgtggaact
   172441 ttttagagtt agagaatgtt ggcggatcaa taaaaataag atcatattgt 
tcatgacctt
   172501 cttttaacca ttcaaaacag tcacttgcaa agaacatatg ctgttcgtct 
gcatgatcta
   172561 ccgttaaacc gtttaaaacg aagttttctt ttgaccagct caagtaagta 
ttagataaat
   172621 ctacactggt tgtacttgca gcgccgccta aggccgcgtg taagctggct 
gtcgaggtat
   172681 aactataaag atttaagaag tgcttaccac gtgcttcttg agcaatacgt 
aaacgcattt
   172741 gacggtggtc aaggaacaaa ccagtatcaa ggtagtcagt caggttcact 
aaaattttag
   172801 ctttaccttc ttgcacgatg aaacgtttat tggctgtact ttgtttggtg 
tactgattgg
   172861 taccagtttg acgcgcacgt gttttaataa agattgcatc gcgatttaat 
cctgttaccg
   172921 cacgaatagc agcaagcgct aagttaaaac gtttttttgc tttttcagga 
tcaatctttt
   172981 taggtggtgc atattcctga acatgtaaac ggtcgccata taagtctaca 
gcaaggttaa
   173041 agtcagggag gtctgcatcg tataaacgta agcaatagat attttctttg 
gttgcccatt
   173101 ttttcaaggc agtcatgttc ttttgcaaac ggttagcaaa gtcttgagct 
tcttccattt
   173161 cgacaggttg agcttgccag tttgccaaga atggttgagt gactttttca 
ggtttaactg
   173221 taccgaaacg aacataaatc ggtaatttac cattcattaa gcgtaatgtt 
tctggtgctt
   173281 caaatgctaa aacatccgct tgttcaattt gtgcggcaat gattgctgca 
tattgatttg
   173341 ggaagttctt ttgtaagagg gcagataagc ctaagtaaag agaacggtta 
gaagctttgt
   173401 cacctaagcg ctcaccatat ggagggttgg taacgataaa agcagtttta 
ttttcagcac
   173461 cgaaatctgg ccagtctgct aaagtgcgct cttcaatttg aatatcgcct 
agtagctttt
   173521 caaaacctgc tgcaataatg ttttcgcgtg ttgcttttac agcttcccag 
tcagcatcgt
   173581 atgcataaaa cttaggtaac ggttgttcaa gtgctttttc atgacgctct 
gctgcttcgg



   173641 ctttgagtga aagccaaagt tcacggtcat gaccatgcca gccattaaaa 
ccaaaacgac
   173701 gtacaagacc cggcgcacga tcagttaaaa tcattaatgc ttcaataata 
aatgtgcctg
   173761 aaccacacat tgggtcaagt acaatttccg ggttacgttc ctgaagcttg 
gctttttgta
   173821 aaattgccgc tgcgaggttt tctttaattg gcgcatctgt catgaaacga 
cggtagccgc
   173881 gtttatgtaa tgaatcacca gataaatcta gacagtaggt atgctcggtt 
ttgcccgcaa
   173941 gcacatataa tgtaatttct ggttgtttgg tatcaatact tgggcggcga 
cctacagctt
   174001 ccataaagga atcaacaaca ccgtctttta cacgaagggt tgcaaactgc 
gtatttacct
   174061 taatttcacg ctctgcatgt aagcgaattg caaaggtact ttgtggtgca 
aaaataagtg
   174121 accaatcaaa actaattgca ccttcataaa gctcttctgc tacatcacgc 
gcatcgtggg
   174181 tacgttcaag ttcataagta tgaattggaa gtaaaacacg tgaagcaaga 
cgtgaccaca
   174241 tgcaaatacg gtaagcatgt tcaagcgttc cttcaatgat taaacgtcct 
gctttacgtt
   174301 ctgtcacttt ggtgccaagc tgttctattt cttcttgtaa gagggtttct 
aaaccatcag
   174361 cacaagtaat ccaatagtgg tttaaacgta aagaggtatt cataaactcg 
attgaccaaa
   174421 acatataaat attaacgatg caaagtttaa cgtattttgg tgtctaaaag 
tttttaaatt
   174481 attgcaacct atcacttggc aaccaataaa ttgattttta aagcttaaaa 
tataaaaact
   174541 ggtatgtatt ttgctaaatc tttcgaaata aaacttattt aattaatcat 
tattgatggt
   174601 ttttaaccaa tttcatgatt tgaaaacata ggggaatata aatgaaagat 
gtgatgggga
   174661 atggttttat agcggatgca gaagctttca ccttagctac tcaaatttat 
gtgcgtatgc
   174721 gcagagtaac ggggcgggtg atagatgcaa tgtatgttgt tcaaaataaa 
gactatgcga
   174781 aatatgtaat tgcactggca ctagaagcag aagatgatga attaaaacgc 
tgtgttgaac
   174841 gattaatggt attgacggat tcaataccag agcagtctca aaaagaaatg 
acagtaagta
   174901 ttcaaactag tgaagaatca gaaatcacag ccgaagacat ttatcgggca 
caagttccac
   174961 atcattatat tggtgcttta aggtaatatg agcacggctc taaattttct 
ggtcaattta
   175021 gggccttatt ctgtaaagtt cttctgcgaa aagaacggaa ttcagctaca 
ctatgcacgt
   175081 tttcgcgatt cgacccatag gaatccatta tgcatattgc agcgttgcat 
caaccgagcc
   175141 aggttcagct caatcaagac ggaaatttaa aacatttttt aacgattgag 
ggcctttcaa
   175201 aagaaaacct cactaagatt ttagataccg cgcaaagctt tttagatgat 
aataataatt



   175261 taattaaccg cccgctttta gaaggtcgga cggttatgaa tctcttcttt 
gaaaactcca
   175321 cccgtactcg tactactttt gaagcagcag caaaacgttt gtctgccaat 
gtattgaaca
   175381 ttgatattgc acgttcaagc acgtcaaaag gtgagacttt acgagatacg 
ctttggaacc
   175441 tcgaagcaat ggctgccgat atttttgttg tacgtcattc atcttcaggt 
gctgcacatt
   175501 ttattgctaa agatgtatgt ccgaaagtcg caattattaa tgccggagat 
ggacgtcatg
   175561 cccatccaac gcaagcgatg ctcgatatgc tcactattcg ccgtgagacg 
aaaaaaccat
   175621 ttgaagactt gagtgttgcc attattggtg acattaaaca ctctcgcgtt 
gcgcgttcag
   175681 atgtagctgc acttcaaaca ctcggatgta aagatatccg tgtgattgcg 
ccgaacacct
   175741 tattaccagt tggtttttca gaatatggcg accatgttcg tttgttcaat 
aacatggatg
   175801 aaggcattac cggttgtgat gtgattattg ctttacgtat tcaaaatgaa 
cgtatcgatt
   175861 caccagcatt atcttcgcaa tctgaatttt acagaatgta cggtttaaac 
aaagagcgcc
   175921 ttagcttggc taaaccggac tgtattgtta tgcatccggg accaatgaac 
cgtggtgtag
   175981 aaattgattc gagtattgct gatggcgaac agtcagtgat tttaaaacag 
gtcactaacg
   176041 gtattgcagt tcgtatggct gtgctggcgt tgtctatgca agggcaactc 
caagaacaag
   176101 gtttaattga agcgattgcg ttgtaaggaa tggatcacat gagtattgta 
aaaattgaaa
   176161 atgtacgtgt gttagaccca atccaaaaaa cagatagcgt acaaactgta 
tatcttcaag
   176221 acggtaaact cgttgctcca gtcgaccaag ttgaacaaac tattgatggt 
cagggtaaat
   176281 ggttaatgcc aactatggtt gatttgtgcg cacgtttgcg tgaaccgggt 
caacagcagc
   176341 atggaacgtt gaaatcagaa ggtaaagctg cacgtgctaa cggtattttg 
cacgtcatta
   176401 cgccgccaga ctcaaagccg attgtacaag acaacggtgc gctcattcac 
ggcttaattg
   176461 aaaaagcttg gcatgatggt ggtattcaca tgcatatcat cggtgcccag 
actcaaggtc
   176521 taaatggtaa gcaaccagca aatatggcag gcctaaaaaa gggtggctgt 
actgctgttt
   176581 caaatgcgaa tgctgctttt gaaaatgacg atgtcgttgt tcgtacatta 
gagtacgctg
   176641 cgggtcttgg tttaaccgtc gttttctatg ctgaagagcc acaacttgct 
aaagatggct
   176701 gtgctcatga aggttttatt gcatcacgtc aaggtttacc aatgattcct 
gcaattgcag
   176761 aaaccgtagc gattgcaaaa tatctactta tgattgaagc gacaggtgtt 
aaagctcact
   176821 ttggtttatt gtcttgtggt gcttcggtcg aattaattcg tgctgcaaag 
gcaaaaggtt



   176881 taccggttac tgccgatgta gcgatgcatc agttacattt aactgagcaa 
ctaattgatg
   176941 gctttaattc acttgcacat gttcgtccac cattacgttc tgagcaagat 
aaagagcttt
   177001 tacgccaagg tttaaaacag ggtgtaattg atgcaatctg tacccaccat 
gagcctttaa
   177061 gcagttcagc caaaatggct ccatttgcag agacccaacc gggtattact 
gcatttgata
   177121 cttatgtggc tttaggtatt cagctcatta atgaaggtct atttgaacct 
ttagaatggg
   177181 taactaaagt gacaagtgct cctgcccagg tagcaaatat gacagcacgt 
tggcaagctg
   177241 aagcagggtg ggtgttagta gatcctaagt taagctggac tgtaagtaaa 
gacactattt
   177301 tatctcaagg gaaaaacacc cctttactgg gtcaaaagct tacaggtaaa 
gtcttacaaa
   177361 cttttgctgt ttaattttaa gccgcaaaat gccaatataa aatataaaca 
ggtagatcat
   177421 aatgatctgc ctgttttgta aatactagat ggaaaattgt atataaatta 
tttaaaaaac
   177481 aacaaaagat ttcgagcgca ttagaataaa aaactatcag caaagagaag 
tatttgaata
   177541 atcaaaaagt tgctggttac gacgtataag attcgggaga ataaccaatg 
tcgataaacc
   177601 ctatagaact gcttaaagaa aaagtatctt caacaatatt aaataatcag 
gatggatacc
   177661 tcggcgaaaa aacaaacgct ttatctaagt tttatccaat tctactttca 
ttattagctg
   177721 ctaaacctga tcttatagga caattgaaaa acagtttggc tccgtcatta 
tccgatcttt
   177781 tttctcataa tgagcaaatt aagaatactg tgcttaccca tttaagcggt 
acagcaccaa
   177841 ataatgaaat cgaaaatacc ctcaatagcg cattaaaacc gagccttaat 
gctatttctg
   177901 acgtagccgg aaatgatcaa caaagtattg tgaactattt acgtcagcat 
gctgaaacga
   177961 tccgttcata tttaccagga tgggccgtgg gcttattagc tccattaggt 
attggagctg
   178021 gtttatcttc tgtaacttca tcgacagcac cgccacttgc agcagcaaca 
gagactacgg
   178081 gcaaatctcg tggtttttta cccattattg cgctcattat tcttgggtta 
ttaattgctt
   178141 ggttgtggcg ctcttgccag cataaagaag ctacacctgt acctgaaact 
aaagctgcaa
   178201 gcggtgtaga ggctgcggct gctccagcta ctttaacttt aagtaccgat 
gataaaggtg
   178261 ccgtgagcca gtgtcaggct ggaattggcg atcaaggttt cttggcgact 
ttacaaactc
   178321 aagttaaaca agtcttttca gctactaaag attgtgatgt tgatacaagt 
caaacttatg
   178381 cggctgcttt taccgataag gatgctttag caggagtgtt aggtgcatta 
aaaggtattc
   178441 caaacgcttc tttagaatgg gtgggtgaca agattacatt gaaagcaggt 
gatgctgcag



   178501 cgttagaagc gttaactgct aaagtaaaag cacttgttcc acatactgaa 
gttgttgcct
   178561 cagcaccaga aacagctgaa cagtctgtaa gcaacagttt aagtgcttcg 
caaacagcct
   178621 taactgcaat tgacccgaat aatgtagatg taaacgcact agttaaagca 
cttaatttac
   178681 aaattattaa ctttgcgagt ggctcaagtg acattcctgc agataacaaa 
gctattcttg
   178741 atcaagcagc aaccctttta aataaagtgt ctggtgttaa attagatgta 
ggcggtcaca
   178801 ccgactcaac agggaatgcc gctgctaata aagcgctttc tcaacgacgt 
gctcaagcag
   178861 tagtagatta tttagtttct aaaggagtgg atgcttctaa actggttgct 
aaaggccatg
   178921 gttcagaaca gccagttgca gacaatacga ccgaagaagg acgctttaaa 
aaccgtcgta
   178981 ttgagttttc agtagctcaa taaaaaacag attttattga attctaattt 
gaaaaaagct
   179041 tctcattttg agaagctttt tttatagaaa taaatattgt taggttggca 
tgaaaattag
   179101 tttgttaggg agtgggcgtg ttgcctttca tttggcaaag gtactgttgg 
ctcaaggtca
   179161 tcacatcgca caagtttatg cgcgtgattt tgagaaaacc caaaaatttt 
ctaaacagat
   179221 taaatcaaag gcttgtcagt ctcttcatga atttcaacct actgatttaa 
ttattctggc
   179281 agtttcagac agtgctattg ctgagcttgc aaagcaggta catgagatat 
tcccagaaac
   179341 gcttatggtc catacctcgg gtagcacaga cattcaagtc atcagtaata 
ttcatgaaaa
   179401 agcaggggtg ttttatcctc tgcaaacatt cagtcttgaa agagacgttg 
attggcaagc
   179461 cacaccatta tttgtagagg cgaccaataa agacgattta gtcatacttt 
ctgatttagc
   179521 aaatagccta agtaagcgag tgtatcaata cacctccaaa cagcgtttaa 
ctttgcattt
   179581 ggcagccgtg tttgcctgta attttagtaa ttattgtttt gatatggcaa 
agcaagttgt
   179641 agatgcggag caggtcgact ttggctttct ttacccatta attctggaaa 
cagcaaaaaa
   179701 agctactgaa aatgatccaa agcaaatgca aacaggacct gcaatgcgag 
gagatcagaa
   179761 tatcttggta atgcatcaaa gcttattagc ccaagcaaat cgagatgatt 
taaaacaggt
   179821 ttatcaactt ttaagtgatg gcatcgtaaa gcgccatcac tcatcttaat 
tttaagaggt
   179881 taaggttgac cgttattgcc ccattttaaa aagcctttac gctgatttaa 
acgttcaaaa
   179941 tattggtcga catgtttaag cgctggatgg tcaaaaggag ttgctttcca 
gcgttgcaca
   180001 gacagcccaa ttggtatatc ggctagggta aactcagtac ctgcaacata 
ggcttgagtt
   180061 tttgcaagtt gttgatcgag aatctgcatc tgtttattcc actgatcaat 
accttgttgt



   180121 aacaaattcg gatcttgatg aagggctgaa tgtcgaatga gcgacataaa 
tgcataagtc
   180181 caactgttat tcagttctat agcttgccaa tcaatccact ggtcaataat 
agctctttgc
   180241 ttagcttgag ttgggtagag tatatggtct ttatcataag catttgctag 
ataacgtata
   180301 atgctattcg actgccaaag gactaagtcg ccatctaaaa tcactggaat 
ttgaccatta
   180361 ggatttaatt gcaaaaattc aggagattga gcggagcgga aacctattcc 
ccaatcttct
   180421 ctctcatatg taagatttaa ttcgtcacat agccataaga ctttgcgaac 
attaatagaa
   180481 ttatcacgcc ctaagatttt taacatattg ttttctaact tttcgtgagt 
ttaagtaaat
   180541 tgaatgtaat acagattctt taatttttta agatttaata ataaaaaaga 
taccagaaca
   180601 aatactagct ataagaacat aatttttctg atatttatta ttcttttgag 
gtgaaagtat
   180661 acagacagtt ttgtatagta agtgttaaaa taatgtattg aaaatgaaaa 
tatgaattct
   180721 gaatgtatct taattttaca attgatgatc aagataagat cataggggaa 
ggcgtaatcc
   180781 aggtaggttg gtttctggta gatgataagt ctgcattact ttatgaacca 
ccttatcgaa
   180841 tgcgttcaaa atctgaaacc aagcatgcga agtcagcgag tcgctgtcct 
gcagtattac
   180901 aacttgaaag tcgctacttc gtggtgaatt gtccttttga ttttcattta 
agattcgccc
   180961 gagatgcaaa cggaaaaccg actttagtta atgtattagg cgaccagtca 
cctgttcgag
   181021 ccaataaatt acgtgagttg ctaacgttgg taaatgaaaa tgaatggcgg 
acaccccaag
   181081 tgccaattct tcaacttaga ttaccttact gttttatagc tgatgaagtc 
gtgtatttaa
   181141 cccaactcga tgcatttgga cattatcgta aaaatccctt acctggaact 
atttttagtg
   181201 gacggtttcc aattcatatt tggcctagac cattaatgtg ggcgtttgaa 
tggcacgaca
   181261 catcaaagga tttaatatta aaacgtggtg atcctttatt ttactgtcag 
tttgatggtt
   181321 ttgatccatc acgatcagtt aagttaattc aagcagaaaa aactccggag 
cttatgcatt
   181381 atattgaaca aatatctggt gttgtcaatt atatgaatca gacatttagt 
ttgtttaatg
   181441 aagtagagaa aataaggcca aatagactac ttgaaaataa aagaggttgc 
aagtgaagaa
   181501 atataaaata ttttttttag ctgtttttgt gttttttttg atatttaagt 
ttttaaataa
   181561 taaatatcaa aaatatataa ttaatgaaaa tgaagaaaaa ggcttttgta 
caagtgagaa
   181621 taaatatctt acggatgaag aaaagttaat aaatttaaaa gcagattttt 
tggctataca
   181681 aatggaacat tggattagag agggtcgtga aggatttaat gtgtatgata 
atgcaatgta



   181741 tatttctaaa tttaatttta ataataaggg gaaagttatt aaagtgataa 
gtacttcaaa
   181801 attagataaa acattcgaag ataatatggg tattgtggca gtggcaacaa 
tgcaggaata
   181861 ttatgataat aaagattgta agaaagataa aagaagatgc aaagacttaa 
gcgaaaataa
   181921 gaataattta aaaagtttat ggacaaaaga taatcgtgtg gatattgatt 
atgtaaaaaa
   181981 cttgccaatg aactattctg taataacttc tggtggaata atttttccac 
tttcaagttt
   182041 aaaaaaaata agtaatggta attatagtat agaagcatat tcatttaaca 
agctttgttg
   182101 tgataataaa gaaatttcaa aagaaattaa agcaacagat ttaaaaatag 
taggaaattg
   182161 gaaaagaatg aaaggaggtg aaaaattata tagcacaaaa gaacctaagt 
tgaatttaaa
   182221 tcaaattaat ggtgaagata ttgatgctgt ttatattatg aagttatatg 
aaaatttagc
   182281 acttaatgag ccagaacaaa tccaaagata tggggtacgt atgagtgtgg 
cttctctaag
   182341 aaaagatata tatccatttg tgaggagaat attggtaact gcatgtggca 
ctatttcaga
   182401 agaagagcaa gtatttaact ctagtgaaac tcaaagtggt gaagatatct 
cattaagaaa
   182461 aagaaataaa ctatattaat ttaaaattta tttgttttaa acagtatatt 
gataatattg
   182521 attttataaa atatatagat gatttgtttt acttttaggt taatttttta 
attcaaatat
   182581 ttttttatag taggggtgtt gaagtgatct tttgattttt tttaattttt 
taagcaatgt
   182641 ttttaaaata tgattatttt tagttaaggg gtgtgtatga gttctattat 
taatatgttt
   182701 gaaatgatca gttattattt atatgggcag cgcgaaaaac cagaaaattt 
acttgatgat
   182761 aaaattattt cttctgatcg tgataacttg gcaactgaag tccatataaa 
ttcaatagaa
   182821 tttatggcca ctggagctgg acgttatgta ggtttaggca atgttacagc 
agtaagaaaa
   182881 tttttagctg gtgagtatgc tgataaacta atagttggaa aagtttatta 
tacaagtgaa
   182941 ctttttgatg cgcttggtta taaagattat cctaataatg gaaaaactca 
gcttagtgtt
   183001 ttaaattatg gtcttgatac aaatagtaat gattatgttg atagatctta 
cgtgttcggt
   183061 tcaatgtcct ttactattaa tccagatgca cagtttattg ttggaaaaga 
tggatctttt
   183121 caaattaaaa atatttcgat aattcctata gatgataact ttgattataa 
atctggtaac
   183181 ggtgttgctc aattaacgaa cttacttaca aaaggtgcga ttgatcccta 
tcatatagga
   183241 aagactgtaa atataatatt tgatgataaa gacaaattgc agaaaattga 
tcttgataaa
   183301 agtgatttac catctctaat aaaacaagaa aattatttgc aaggtttaat 
tacggaagct



   183361 aaagattatt catcatcttt acctaataat atacctattc cagatgctgg 
aaagctttta
   183421 gaagcattag aaactttaat taaaaatgat attattagtt atgtagataa 
ttctggacgt
   183481 gcaatcattt acggctcaag taaacaagat aatttgggcg atggagagtt 
aacgaattta
   183541 gttttacaaa aatcaattct attgagtata gccaatttac cttcttcatt 
aaatttaaat
   183601 gaacaattaa ttgaccttat aaatttggcg aagagtttat taactcaaaa 
aggtatttct
   183661 attgtttctg gtgatggtga tgattcaatt actggaacaa aatattctga 
tgccttatat
   183721 ggtgggagcg atgatgattc gttaaatggt gctgaagaca atgactacct 
gaatggtgga
   183781 gtggggaatg atattttaga tggtggagag ggtgatgata atttagtcga 
tgaaaaaggt
   183841 aatgatacct atatttttaa tggaaatttt ggaaaagatt ctatttatga 
tctagatggg
   183901 aatggtcaaa taaaaataga tgatatagct ctttcagtcg gagaaaaaat 
taataataaa
   183961 ctatggaaaa gtgctgacgg acaatactca ctagctttag tcgaagactt 
tgatggggta
   184021 gctacaacac aaaaagtagt cattagtaaa gaagatgaca acaatagtat 
tattataaaa
   184081 tattttaaaa atggggcatt aggacttaat ttcggtgatt tagagaataa 
tagtactcca
   184141 ccatccgata cctcgattta tgcctttgga tcagagggta ataatattat 
ttttggtgag
   184201 cgttatgtag caagtttttc aggaaatgac tttattcatg caaccaatga 
ggatgctgta
   184261 attattgctg gtgatggtaa tgatctgatt tctacaggtg atgggaatga 
tgttatttac
   184321 gctggagtag ttacttcaga tcaagatagt aatattgtat tttcgggtgg 
tggtagagat
   184381 caggtttatg gaggagttgg taatgatatc attatgactt caagcagact 
aaatgctgtt
   184441 aaagattcat tattgaatca aatgggagat gcagatacag gtctcacaga 
cttagataaa
   184501 gaatataata ttttaaattt taattttgaa attaatttag gcgataataa 
tagattttca
   184561 cattatacaa ataatagtat aggacaaatt acagaacaga ttctgccctc 
ttttaatatt
   184621 tattatacag ggaaaaatgg taagtattat atttataatc ttttagaatc 
tttaaattac
   184681 ggtcatggct atgctggtag tgatatcgct tatggtggta taggaaatga 
cattattttg
   184741 ggttcatctg atacagactt tttatatggt gcagtgggtg atgatgctat 
ctatggaatg
   184801 gatggtaagg attatttata tgggggagaa aataaagata tcttatatgg 
tggcgatggt
   184861 gctgatcaaa ttattggtgg gcaaggggat gatgagctta ctggcgggtt 
agagggcgat
   184921 gaactctacg gtggtgatgg cgatgacatt attcaagctg atttaaatga 
ttcaatagat



   184981 accttagctc cgccggttga acctaagact tatagtcgtt ttggtcatga 
tcttgtttat
   185041 gggggggctg gaaaagatca aatttggggg aatttaggaa gtgacgaaat 
ttatggtgac
   185101 gatgatgatg atcaaatcgc aggagatcat cctaatctag ctggggatat 
acacggcgat
   185161 gattatttat atggtgggaa tggtaatgat caaattgttg gtgatggtgg 
aaaagacata
   185221 attcaaggtg gaaatggtaa tgatttaata ttcggtgata atagtgagtt 
agatggtaaa
   185281 taccatgctg aagataatat tgagggtaac gacggaaatg acgaaatttg 
gggacaggga
   185341 ggcaatgata caataaatgg tggtgatggc gaagatagaa tttcaggaga 
tggcattaat
   185401 atagatgttc aatatcatgg agatgatact gttagtggtg gtaatggaaa 
tgatttgatt
   185461 tggggagaag gaggttcaga tactatatat ggcggagagg gtgaagatta 
tatagagggt
   185521 gatgaaacta gtatacatat tcaatatcat aaagacgact tgctttacgg 
tggggaagga
   185581 aatgacacaa tttttggaga tggtggcaga gatataatat atggcggaaa 
agataacgat
   185641 tatatttatg gtgatagtaa tcagatagat atccaatatc ataataatga 
tacgttatat
   185701 ggtgatgctg ggaatgataa tattcgtggt gatggaggtt cagatattat 
atatggaggg
   185761 gatggagatg atttccttgt agctgatgtg attaataacc gtgcatttga 
tggtgatgat
   185821 cagctttatg gtggtaatgg aaaagatagt ttatctggtt ttgatggtaa 
tgatacttta
   185881 gatggtggtg ctggagatga tatcattttt ggtggtaaag gtgatgatta 
tttcataagt
   185941 aatgaaggaa atgatcaatt atctgggggg gaaggaaatg atatctatca 
tattcaagta
   186001 agagattcgg aagttaaagt tttagatagt tctggagaga atcactatta 
tttaaaagga
   186061 agtttcaatc tttcaaatat aaatatctat tggtataaca atgccgttag 
tattattagc
   186121 ccaacaacaa gtcaagaccc taatgctgtt ttacctcaat ttaaattaac 
tttctttgat
   186181 gatcatgaaa ctcaaccaac agttgatggg gggattatca cagatgaata 
tgggaataat
   186241 attacgggtg gttataatca atatcttcat tttagtaaaa gtatatacga 
tgaaaattta
   186301 attttaaata atactattca aaatgattat gttattcacc tcgatactta 
tttaaaagag
   186361 cgtgcagggt taagttataa aatttggagt ggatcttggc atggtattca 
gggactctat
   186421 ttaattttta caaatagtta tattgataat gataacttga tttatcgcaa 
ctctgattta
   186481 ggcgaccttg tcgatattca acaaattaga aataatgtta tttccaatgg 
gcaatatcag
   186541 gcagatgaat atcacctgct cggtggagat gatcagataa gtggctcaga 
tattggggat



   186601 acgatttatg ggggtacagg caacgatata attaaaggtc ttgagggttc 
agatcagcta
   186661 tttggagatg agggagatga ctggttagat ggtagttatg aaaatgactt 
tatttatggt
   186721 ggagaaggaa acgatcaact ctttggtggt gatggagaag accaattaga 
aggtggtaat
   186781 ggtgatgacg ttattgatag tggagaagga aatgaccaat taataggagg 
tacaggtaat
   186841 gatcggttac tagggggaga aggtaatgat cagttacaag gtggtgaggg 
ggatgattac
   186901 ttggaagcta gcaatggaaa tgactttatt gaaggaggta caggtaatga 
tcaacttatt
   186961 ggaggttcgg gggaagattc actatatggt aatgatggtg atgatcattt 
atatggtggg
   187021 gatggtaatg atattttaag tggtggacaa ggcaataata ttttagaagg 
aggaaatgga
   187081 gaagatgaat atgtatttga tatattagga tataacaatg taattaatga 
tacagatgca
   187141 agtgtattaa ggtttttatc tgtaagttca gaaaatataa agttagagat 
tgttggtaat
   187201 aatttaaata tattttatgg ggttgattca agcgtcacta ttactgattt 
tattttgaat
   187261 tataatataa aagaaataca atttagcgat actgtatggt atccagaaga 
tttgagccaa
   187321 aaaataaatt ttcttcataa tggtagtgat ggaaatgata ttatagtggg 
taatccttat
   187381 tttaataata ctgtatattc aaaaaatggt gacgatgcta tctatggtgg 
gagtggtgtt
   187441 gattatatat atggaggcaa tggtaatgat gctattgttg atccaggtaa 
tattggattc
   187501 ctttatggag gagagggaga tgataattta ataggaaata ataacagtga 
attttatggt
   187561 ggagaaggat atgactccta tcaagtaaat ggaagaaata ctaagatatt 
tgattcagat
   187621 tttaaaggaa gcatttatat tcataatgct tctgatatcc atgaaagcaa 
ttatgtacaa
   187681 gaaaaagcta acatgattat tagtcctttt ataaactctt tatctgaatt 
tttaagtgat
   187741 tataatggag ttaagtatta taactacaat aaatatagcg agagaatttc 
aagtatctat
   187801 tatgatttct cattaggtga aattcgacta ttaattagag atcaatcaca 
aaaagaactt
   187861 aaagatatgg attataagtt ttcaattggt ggagttttta atcctaatga 
tattgaaaat
   187921 ttgaaaaata tggatgtgga aatttctggt tttaaattta atttagaact 
caatccctat
   187981 gcttttaata aaacaaaact ttcttttggt gattttcttt cacagggtga 
agttatttca
   188041 gaatatactg cttctaatga tattatttta ggtttaactg attatgtcgg 
tggtactgga
   188101 tctggcgata ttatttatgc aggtaatggt aatgatcaaa taaatagtgg 
tttaggatct
   188161 agtcaagttt atgcaggaga gggggatgat gtaatcatta cacctgatgt 
ctttgcaatt



   188221 gacaaaataa gtggcggagc tggtaatgat gtaatttata cttatgaccc 
tctgtctaat
   188281 aatcaaatta gtaatagtcc ctatttaaat ataaatttag cacgtaatat 
ctatgatatt
   188341 aaagatgttg tttatggtgg agagggtgat gattatattt atttaggtaa 
tcaaaaaact
   188401 gaagcatatg gcgatgatgg taatgatatt attgtaagtt attctctttc 
atcaaatata
   188461 cagtttttat atggaggaga tggaaacgac acattgaagg ctggagatgg 
tggagcttat
   188521 ttagatggtg gagctgggac cgatcatctt gtcggtggct cgggtgatga 
tacttttatt
   188581 gttgatgaac aagatactta tgaagaaaat gacccgaatg gcggttatga 
cacaattcat
   188641 atttcacaaa atatagatct aagtttaggt tacttagaag ctgtgacatt 
gttaggtagt
   188701 caaaatttaa gtatttatgg gaatacttct gataacaagc ttatcggtaa 
tgcaggtaat
   188761 aactatatcg atggccgtgc aggtagtgac tatatgcagg gtggcttagg 
taatgattat
   188821 tatgttgttg atacaaccga aactatcgaa actgatgaga atggtaatac 
ttactttata
   188881 gagggtgacc aggttgttga agatgttgat ggtggtatag atactcttga 
acgttgggaa
   188941 gatgcacgct ttattagtca agatgaaaat ggaaacccag ttttaacaga 
tagttataaa
   189001 atattagaaa ataacatcga aaatcttatt ttaaaaggta atgctaaaac 
aggatttggt
   189061 aatgatcttg ataatatcat tgttggaaat gagcaagata attatattga 
tggtttagcc
   189121 ggaaatgata cttatatttt tagccgaggt ggtggtacag atacctacag 
ctttgaagat
   189181 aatattgatg ctgtaaatat attaaaaatt caaggttatt cagctaatga 
tgtatctgct
   189241 caaaaatatg gcgatagcgt atatcttagt tttaaaggta caaatgatca 
tatttggctt
   189301 tctaattatt atattgcaga taccgaaaat accacctata agatggatca 
gattaatttt
   189361 gattctggag tgatttgggg tgttgatgat attaacacat tagttaatag 
agccttaaca
   189421 aaccatgcac caactgttaa tgcagctata ccattaatta caagtaatca 
gggaactgaa
   189481 tttagctata aatttgctaa taatattatt gttgatcagg atagctggga 
ttctttgagt
   189541 tataaaatta ctttaacgac taaagatagt agtggacaat accaatctat 
tccatcatgg
   189601 ttaagttttg atactgcgac acaaacttta tctggtactc cccctgctaa 
tgtgactggc
   189661 aacttatcgt tcttttattg gggaacagat atgtatggtt acagtacggc 
cacctcattt
   189721 aatttaaaag ttagtctacc gaaccaagcc ccaacattgc tgaatgcaat 
tgcagatcaa
   189781 agtgtgacgg atgctaaagc atttagctat accgttcctg caacaacatt 
caaagatcct



   189841 gatggcgata cattaacgta ttcggctacc ttagaagatg gctctgcatt 
accatcgtgg
   189901 ctcagtttca acccaactac gagagtattg agcggtactt cccctgataa 
cacagttccg
   189961 ttaaatatta aaatcacagt caaagatata gctaaccaat cagtttctga 
tgtgtttaag
   190021 ctaatatttg ttgttcaaaa tcaaacaata aatggaacaa gcaatgctga 
tacgttatat
   190081 ggagcttcag ggaatgacac cctaactgga caagctggta atgatattct 
ttatggacaa
   190141 gcaggtaatg acactttaaa tggtggtact ggtaacgaca caatgtacgg 
tggtaaaggt
   190201 gatgacactt atattgtaga tagtactgca gatgtcatta gtgaaagtgt 
gaatgaggga
   190261 actgatattg tccaaagtag tgttacttac acattattaa ataatgtgga 
aaatttaacc
   190321 ttaacaggta ctacagcaat taatggtaca ggtaatgcac ttaataatgt 
aattgttggt
   190381 aatagtgcaa ttaacacttt aactggtggc gtaggtgatg attacctaaa 
tggtggagtt
   190441 ggtgcagata aattattagg aggaataggt aatgactctt acgttattga 
caatacaggt
   190501 gacattgtca cggaaaatgc cggtgaaggg atagatactg ttcttagttc 
gattacttat
   190561 actctcggga ataatctcga aaatctaaca ttgattggat caacagcaat 
taatggtaca
   190621 ggtaatgcgc tcaataatgt acttgttggt aatagtgcaa ttaatacttt 
aacagcaggt
   190681 gttggtgatg attatctgga tggaggagca ggagctgata agttacttgg 
tggtataggt
   190741 aatgatactt atgtaattga taatacaggt gacattgtca cggaaaatgc 
tggtgaaggt
   190801 atagatacgg ttctaagctc tattacttat acattgagca gtaatttgga 
aaatttaact
   190861 ttaactggtt caacagccat caatgcaaca ggtaatacat taaataatac 
acttacaggt
   190921 aatagtggag taaatgcgtt aaacggtgga gcaggtaatg acattttgga 
tggtcaagga
   190981 ggaaacgatc aacttactgg cggaactggg atcgataccg cactgtatca 
attattagtt
   191041 caatctgatg ctcttggcgg aaatggtaca gatgtttggt cggattttac 
tattggtaat
   191101 acaacatcca atacaaatgc agataaaatt gatatcggtg atctattaat 
tggttattct
   191161 ggtatttata actttactag tttggaacca tttataaaaa cggtggtgag 
tggtttaaat
   191221 acacagttgt atatcgatag ggatggtgca ggaacgacgt atagtagttc 
attgttgtta
   191281 acattgaata atacaaacgt taatttaaat gatctaatca ataaccagca 
aattattatt
   191341 taaaaattag agtgatgaga ccaaattatt tttggtcttt atcttaaatt 
tttcatttat
   191401 ttaaagatta aaaaaggcat taaatatgag ttatttaatg ccttcatttt 
ttgtatctgg



   191461 tagtaaattt tacttaatct tcttaaagat aaaatcatta atcttatgac 
ctgactcaat
   191521 accacggcgt tcaaacttag tcactgggcg ccattctggt cgaggataac 
tgttgccttt
   191581 accagccaag ttttcaaggt ttggacggtt gtctaaaaca tctaacatcc 
actcagcata
   191641 cggttcccag tctgttgcag cgtggaatgt gccaccaagc tcaagttttt 
gttcaaccaa
   191701 ttgcatacgt tcatgcataa cgaagcggcg tttgaaatga cgtttctttt 
gccaagggtc
   191761 cgggaagtaa agttgtacgc agttgatact gttgtcaggc atttcacgta 
gtacttgaat
   191821 tgcgtcagca tcgagtacac gtaaattttt aagttctgcc atacctgctt 
catagacaca
   191881 ttgagcaatg cctggtacat ggacttcaat acccacatag ttgcgttcag 
ggttcgcttt
   191941 agccataagc actaaagaac ggcccatacc gaaaccgatt tcaactgtta 
aagggcgctc
   192001 cggatgctca aagtgctgac gtaagtcacc cacgggatat tccaaaatta 
aatcgcgatg
   192061 ttgttctaaa gccgtgcgtt gagacgtatt gagtggggct gaacgacgca 
taaacgtcac
   192121 aatttcacgg tgttcaggca aattgtccaa ttctgcaatt tgcgtttcta 
actgatcgat
   192181 cgacataacc ttggcaatat tgaaattcaa atgcggtatt ttaagtcttc 
aggtggtcaa
   192241 gtcaaatgtt tcggtgtttt tcttcatgta gatgtcatga tcaatattta 
agctaagagg
   192301 ctaattaaaa ctcacatgaa catttttact catgaaaact tttcaattaa 
aaatactttc
   192361 ggttttttta agtgcattag gtgcattttc atatagttct gttgctcagg 
cacagctcat
   192421 gtttagccag tatgttgatg gtagcagtaa taaaaaaggg ttagaaattt 
ataacccgga
   192481 tggtactact gttaacttgg ctgattatga aattcaacaa tttaataatg 
gtggaactgc
   192541 gaaaacagct accttccgtt tacaaggtac gcttgcaagt aaacaaaaat 
ttttggtggg
   192601 gcgttcagaa ttacagacag aacttggcaa taaagtaaat caagtggctg 
cattgtcttt
   192661 taatggggat gatgcagttg tgcttgttta taaaggcaca cctgtagatc 
gttttggccg
   192721 tattggggaa cgacctgagg caggatgggg aactgttgtt tcaagcttgg 
gaaatagctt
   192781 taaacgtatt gaaactgaaa atccagcttt gagtattgat ccgacagcgg 
catttgattt
   192841 ggaccattca tggacagcat gggcaaaccg aaatgatttt acaaatctat 
caggtactac
   192901 tactcagcct cctattgaaa cggtcagctg ttcaagctca gatacaccaa 
ttgccgattt
   192961 agcaacatca gcacaaaacc agacttatac cgtgcgtggg gtaattactg 
ccgactatcg
   193021 ttatgcaaat ggtttctcag gtttttatgt tcaaacacct gatacgaaag 
cacgtgcaaa



   193081 tgtaagcaat gccatttttg tttatattcc gaatagtagt gcggtgaaag 
gtggacaaat
   193141 tggtgatgag gttattttac gtggtcgttt aacgagctat caaaatcagc 
tacagattga
   193201 ccaattacaa caagatattc aaacctgtaa tagcaatatg gcaaatcagg 
ttcagccaat
   193261 tagccttgaa ctaccatttt cgagcttaac aggcggttca acccattctc 
cgcagcgtta
   193321 tcaaggcatg ttggtgaaat tgcctcagac tttaacggtg agtgagaatt 
ataattatgg
   193381 tcgttatggt gagttatcgt taagtttagg tcgcttatat attccaacca 
atttatatcc
   193441 agcgctatct cctgaagcta aagctctagc tcagaaaaat ttattatcta 
aaattatttt
   193501 tgatgatggt tataacaatc aaaaccgtac accatggtta cctacaaatt 
ttagtgctgc
   193561 caatacattg cgttcaggct accagcttaa aaatatcgaa gggattttag 
agtatcgttt
   193621 taacggttgg cgcgtacaac cagtgcttgg acgtacgcaa ccagaagtta 
ttactcaaac
   193681 caacccgcgt caaaatatta ttacgaaaaa tgccaatcat attcgtgtag 
cttcatttaa
   193741 cgtcttgaac tatgacaatg gtgcaacagg tttcccaaca gagcgtggtg 
caaacacaca
   193801 agcagagttt gataaacagc accgtaaaat tgtgagtgca ctcaaatcga 
ttgatgctga
   193861 cgtttacggt ttaatggaaa ttgccaacaa tggctatggc ccaaacagcg 
caattgctca
   193921 tttaacgagt gcactaggtc cagactggaa atatgttatt cctgaaaatc 
tggatcgttt
   193981 aggtaatgat gttattgctg ttgcgattat ctataacagt aagcgtgtga 
agcctttaaa
   194041 taaagctgtt gtgcttgatt taggtgataa aaacagaacg accttagctc 
aaacgttcca
   194101 agctgtccgt ggtaataaaa catttaccgt tattccaaac catttgaaat 
caaaagggtg
   194161 tagtggagta gatgctaact cttctgatgc cgatcaaaat gatggtcagg 
gatgctggaa
   194221 tccaacccgt gtaaaagcag ttgatcaaat tgtgcagtgg ctagcaaaaa 
atccgacgca
   194281 agtgcctaag caaaatgctt tactcgttgg agacatgaat agttatgcaa 
aagaggcgcc
   194341 gattttggca tttgaaaaag ccaattataa agtcttactc aatgacgcta 
aagttgggca
   194401 aggcgctcag gcgtacagtt atgtttttgg tgtggcaagt gatgcaaatg 
gtaatggtgg
   194461 agcgggtaac ttagaccatg ctattgctga tgcagattta tatccaaaag 
tagttcgtac
   194521 ttttgcttgg catattaatg ctgacgagcc gacggttcta gattacaacg 
aagaatataa
   194581 aactgatgag caaaaagcct tgttctatgg tgaagatgcc tatcgttctt 
cagaccatga
   194641 ccctgtgatt gtcgatctag atttaaatgg caaagactcg aatcagccaa 
atgataacca



   194701 gaaaagtcca attttcgatt tcttatctca attaatggaa tggattagcc 
agctttttaa
   194761 acgtagttaa gggtaaaaat gcgtgatgtg aatgtgtttt atcatatttt 
aaacaatcgt
   194821 cacgcaagac aacttgcaag ggaaaacttt ttcaagaata ttaggtagtg 
taagtaattt
   194881 ataaatttac gcttttttac aattaaggaa ttgtacaaac cttgcaggtt 
ttttagaacc
   194941 aatttaaaac gttaatgtga gataacaagg atcagatatg aaattatatt 
attcgccagg
   195001 cgcatgttct ttagctgcac atattatttt aaatgaaatt aatgttgatt 
ttgatttaga
   195061 acgagtaaat ttaaaaacac ataaaacaga aaaaggtgca gattattatg 
aaattaaccc
   195121 aaagggatat gtaccagctt tagaaattaa tccgggttta attttaactg 
aaaacgtagc
   195181 gattttacct ttccttgctc agcatgaccc taaacaagat ttgattcctc 
cttcgggctt
   195241 aggccgtgcg aaagtgttgg aatggttggg ctatttaaat tctgaactgc 
atgatgcata
   195301 cgcggtattt tttggggcgc cgttaacaaa tgatgaaaaa accaaagctt 
atgctgaaat
   195361 cgaccgtctt ttaaaatata tcgataatta tttggctgag tcggattatg 
actatctggt
   195421 aaatgataat tttggtccag cagatgcgta tttatttgtt ttaacaaatt 
ggtcaaactc
   195481 aattgagcat gatttaacgc catataaaca tattattgcc ttacgtaata 
aagttgcaga
   195541 acgtcagtca gtacaaattg caatgcgtga tgaaggttta atttcataag 
caattttcaa
   195601 aagcattaaa aaagccccta agcaataggg gcttttttaa tgctaaagcg 
aattagtgtt
   195661 gagcatcttt tttcacatca gcagctgcat tttcaacagc ttgagctgta 
tcagcagtcg
   195721 ctttacgtgc agtagcttct gtttcagctg cagctttagc agtcgcatca 
gcagcgtggt
   195781 cagcagcagc atcaatttta gctgaagcgt tgtctgttgc agttgcaata 
tcgctcgcag
   195841 cttgatcacc agcagatttg atatctgctg ttgcttgttg agcagcattt 
tctaagtgtt
   195901 cacctgtagt agcaccagtt tctggagctt tatctttatt acaaccaaca 
agggcaacag
   195961 tcgcagcaag acctaaagca acaagtaatt tattcattgt gtttttcctt 
ctaattcatg
   196021 gcatccaaaa ttatggatgt ctaaaatata aacataaagt aactgattaa 
taaagatcaa
   196081 aaattgttaa aaagttgtaa ctctcgtatt aaaaaagcct agcattttgt 
aatgctaggc
   196141 ttgaaccaaa tgatagtgat ttgaccagtt ttactgccca gaacgaatga 
tgtaatcaaa
   196201 cgcagagagt gatgctttag cgccttcacc tgtagcaata atgatctgct 
tgtacggtac
   196261 agtggtacag tcacctgcag caaatacacc tttta
//
LOCUS       NODE_9_length_192534_cov_107.535641192534 bp   DNA linear



17-DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..192534
                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
     gene            205..804
                     /gene="yfcG_3"
                     /locus_tag="DSM_02728"
     CDS             205..804
                     /gene="yfcG_3"
                     /locus_tag="DSM_02728"
                     /EC_number="1.8.4.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77526"
                     /codon_start=1
                     /transl_table=11
                     /product="Disulfide-bond oxidoreductase YfcG"
                     
/translation="MIIYGDVDSGNCYKIKLLLSLLNIYHRWIHVDILNKDTLTAEFL
                     
SLNPNGKIPVLVLDDGRVLSESNAILGYLAEGTELIPADPYMKAKMYQWMFFEQYSHE
                     
PFIAVARFINKYLGLPPERIEEYHKLQPKGHKALSIMNKALVEHDYLVGNKFTIADIA
                     LYAYTHVAEEGGFDLKLYPNIQEWCQRIQKCPKYVSMVE"
     gene            complement(862..1554)
                     /locus_tag="DSM_02729"
     CDS             complement(862..1554)
                     /locus_tag="DSM_02729"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKILKLSFLVLGMGLSGFAQADFIGVKGDVGYWFYDGKANMSSQ
                     
SPEDQDLDRKGSAQLSLAFEHPIPFIPNAKIRYVNLDTQTKSETLGQANYNVDLDHSD
                     
FILYYELLDNIVSVDAGLGATVLNGDITAYTGKRVDIDKTYPIAYLSGEVKLPFTGLS
                     
AKGEATYTNFDDAKITDALVEAKYKFADNLLIDLGLTAGYRILNIDLDDYDNNDLKFE
                     FKGPYVGLEAHF"
     gene            2184..3662
                     /locus_tag="DSM_02730"
     CDS             2184..3662
                     /locus_tag="DSM_02730"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTDTRENWTSRSGFIIAAVGSAVGLGNIWRFPYVAYENGGGAFL
                     
IPYLLALITAGLPLLFLDYAVGHRSTGSPPKAYRALFKGGETLGWWQVCVCIIIGLYY
                     
ASVLTWAGSYVYFSIGQMWGSDPEGFFFNTYLQTTKATGFDLQFVGHLFWPIVGIWAL
                     
TLIILYGGVKKGVELSNKIFMPLLFILFTILVIQSLRLPGAVQGLNAFFTPNWSAMMD
                     
YKVWLAAYGHIFFSLSVGFGIMVTYASYLKPKTNLTGSGLIVGFANASTEILAGIGIF
                     
AALGFMAHAAGTEVKDVVSGGIGLAFIAFPKIISSLGSGADLFGLLFFSSLFVAGISS
                     
MVSILEVPIAAMQDKLKWGRKKAVTIIGGGSALVSIILFSSVNAIKLVDIVDHFINNI
                     
GIIGGALLSIISVAWFKRSALKELRDHVNRISTIQLGKGWDFTLTVITSLILLTTLCM
                     TVFNLIKNGYDTYSMSLQGVFGWGSVIFCAVVAIVLSKMKDR"
     gene            3675..3818
                     /locus_tag="DSM_02731"
     CDS             3675..3818
                     /locus_tag="DSM_02731"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNTSAIVMLIISMVFVWGGLALSILHLTKHPEELDEVLEEVKDQ
                     HTL"
     gene            complement(3861..4010)
                     /locus_tag="DSM_02732"
     CDS             complement(3861..4010)
                     /locus_tag="DSM_02732"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MINFFTEHPDAKEVKIEADWGIEQVHGRQLLPEAQSGDGFYYCK
                     IQKIT"
     gene            complement(4071..5165)
                     /gene="rsmB"
                     /locus_tag="DSM_02733"
     CDS             complement(4071..5165)
                     /gene="rsmB"
                     /locus_tag="DSM_02733"
                     /EC_number="2.1.1.176"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P36929"
                     /codon_start=1
                     /transl_table=11



                     /product="Ribosomal RNA small subunit 
methyltransferase B"
                     
/translation="MSQVTSNSSRFNLRAQVVQTLLKVQQGQSLASILNTQLNQVAER
                     
DRALFHELVLGTLRQWFALKSISLPLLSKPLNNETVETCLYVGLYQVLCTRIAAHAAI
                     
SETVDATKQLGFPALSGIVNAILRRATRETDDFQQGLQQAHGLPSWLFKRLKKDWGEQ
                     
TEALCQSLKQAAPLTLRVNQRHIGRDAYLAKLQSLDIQARACLFSEAGIVLEQSVQIT
                     
QLPGFEQGWFSVQDEHAQLCATLLPDLNNKTVIDACAAPGGKTAHLLEKFKPAQLIAI
                     
DQDPSRLVRVTENLNRLALDQSHTEILAADATKWNPVQPVDCIVLDAPCSATGVIRRH
                     PDIRLLRQSSDIAQTIELQKQILEHMWQQL"
     gene            complement(5162..6124)
                     /gene="fmt"
                     /locus_tag="DSM_02734"
     CDS             complement(5162..6124)
                     /gene="fmt"
                     /locus_tag="DSM_02734"
                     /EC_number="2.1.2.9"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P23882"
                     /codon_start=1
                     /transl_table=11
                     /product="Methionyl-tRNA formyltransferase"
                     
/translation="MKIIFAGTPEFAATALAALLKTSHEIIAVYTQPDRKAGRGQKLT
                     
PSPVKQLALEHNIPVYQPLHFKASTEEGLAAQQELADLGADVMVVAAYGLILPQAVLD
                     
TPKYGCLNIHGSLLPRWRGAAPIQRAIATGDDETGITIMQMAAGLDTGDMMYKTYCPI
                     
TSEDTSATLHDKLAAQGATAICAVLESEETLQKYLAEREVQDESLTVYAHKLVKSEAR
                     
IDWSMNAVQVDRNIRAFNPWPVAFIQLDENNALRVWNSTISNQNKADAQAGEIIAIDK
                     QGVHVACGENTFICLTSVQWPGGKALNAQQIAQTQKLHVGQILP"
     gene            6473..8302
                     /gene="ilvD"
                     /locus_tag="DSM_02735"
     CDS             6473..8302
                     /gene="ilvD"
                     /locus_tag="DSM_02735"
                     /EC_number="4.2.1.9"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P55186"
                     /codon_start=1
                     /transl_table=11
                     /product="Dihydroxy-acid dehydratase"
                     
/translation="MPDYRSKTSTHGRNMAGARGLWRATGMKDEDFGKPIIAVVNSFT
                     
QFVPGHVHLKDLGQLVAAEIQAAGGVAKEFNTIAVDDGIAMGHDGMLYSLPSRDLIAD



                     
SVEYMVNAHCADAMVCISNCDKITPGMLMAAMRLNIPVVFVSGGPMEAGKVKFRGDEK
                     
AIDLVDAMVVAADDSYTDEEVAEFERSACPTCGSCSGMFTANSMNCLTEALGLSLPGN
                     
GSIVATHANRKKLFLKAGQLIVELAKRYYEQNDASILPRSIATKAAFKNAMTLDIAMG
                     
GSTNTVLHLLAAANEAEVDFTMDDIDELSRRVPVLSKVAPAKQDVHMEDVHRAGGIMA
                     
ILGELDRANLLDVSVPTVHEKTLKDALDKWDIIRTEDPDVYEFYRSSPGGVPTQVAFS
                     
QNRYYSTLDGDREKGVIRNAEHAFSKDGGLAVLYGNIALDGCIVKTAGVDESILKFTG
                     
SARVFESQDAAVEAILGNEIKAGDVVVIRYEGPRGGPGMQEMLYPTSYLKSKGLGKDC
                     
ALVTDGRFSGGSSGLSIGHVSPEAAEGGAIGLVEDGDTIEIDIPNRTIHLNIDDATLA
                     HRRTVQEAKGWHPKEERKRKVSKALKVYAMHTTSAAKGAVRVL"
     gene            8616..9905
                     /locus_tag="DSM_02736"
     CDS             8616..9905
                     /locus_tag="DSM_02736"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSLLRRWFDPIRSSWFYQKPSRQAVLPTENGLSIYLRLDDVYSY
                     
LAVQQLSQLDEILSDELKPLKIIISHTASEPPNSMTHEEWQHYCLNDAKILANQHRFA
                     
FDEFPEIPSPESLKQAAVILKRTPLQGQNFLHLLEDIFHMLWQQQYGKLRTLHAMAVK
                     
HQVPQHFPERIFTDEPVRAAYFEFGGRKYHAVDDLLRLTRRLKQQKLLTGNPIFLINH
                     
IEWREHLINDAEALNEIQALHPELDVFIALEDPMSWLLLAYIKEELADYYDIQLKVYP
                     
LSYRGRDWFDWSLATRVSKRTEVAFTPFCRPTEESTLGMAKLFYSVPENQQLDTIFTI
                     
LQAVWTKGKDLSFQKHFQQLQQQLGIEQLTEQDIQSVLAQNDALCQDKHQPDLPVLEL
                     RIDGQSYVFNSLYRVWMIESIFSNVLEEKYKTASTSN"
     gene            9984..10715
                     /locus_tag="DSM_02737"
     CDS             9984..10715
                     /locus_tag="DSM_02737"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTFLAIIMMVFAFAGMIKGMIGLGLPAVSMGLLTIAMSPFQAAS
                     
LLIVPSMVTNVWQLFAEGHVWAFIRRFWTLLAGIVVGSIWSFLPTLSQSHGQSSEILL
                     
GCMLALYGLYGLCVKKLPHLGKHERWLSPIIGYIGGAVTVATGVIIIPIVPYLQSLHL



                     
KRDELVQALGLTFTVSTICLAVFLHHNPMSGITLDYRLSFAALLAALIGMWIGKKIRY
                     RLNEQIFRRIFFIGLMSLGLYMILH"
     gene            complement(10724..11614)
                     /gene="hcaR_4"
                     /locus_tag="DSM_02738"
     CDS             complement(10724..11614)
                     /gene="hcaR_4"
                     /locus_tag="DSM_02738"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q47141"
                     /codon_start=1
                     /transl_table=11
                     /product="Hca operon transcriptional activator HcaR"
                     
/translation="MRFDFFDLQLVLHIVSTGSLTKGADRSAISLQAASERIKKLEQY
                     
FETPLFIRQTTGVELTTAGHAFVEHARQLLAQKDQLEHEMQRFRQPTTEALTLWCNSS
                     
AQSEYLPTLLPQYLVLHPEMNIDLHEAESSEIVDALTQGIASLGLVSSFFNTRHLQTK
                     
EFASDPLVLICPVTHELAHYKELNLVDALSYGFIGLKSHHSLQQSIETQAKLLGFNIQ
                     
YRLRLPNFGAIAEVVAKGVGIAIMPARAAQRLQSDYDFHSIQLLGAWANRKLLLATQS
                     FNQLPSSYQQFADFLLQHRP"
     gene            complement(11694..12989)
                     /gene="rutG"
                     /locus_tag="DSM_02739"
     CDS             complement(11694..12989)
                     /gene="rutG"
                     /locus_tag="DSM_02739"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75892"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative pyrimidine permease RutG"
                     
/translation="MSNWFPKWQPYQGDVDHRPVSTNEYLPPVQSAILGIQHAFAMFG
                     
ATVLAPLLMGFNPNLAILMSGICTILFFLITGGRVPSYLGSSFAFIGVVAAATGHITG
                     
SGANPNLSIALGGIVACGIFYALIGFIVMLTGTRWIEKLMPPVVTGAIVMIIGLNLAP
                     
VTIKGVAGQPFEMWMALITVLCMGSIAVFTRGLLQRLLLLVGLILAYVIYAIATNGLG
                     
LGKPIDFSQISQASWFGIPSFSHPTFDTKAILIIAPVALILVAENLGHIKAVGAMTGE
                     
NLTPQLGKAFVADGLATTLSGSVGAPGMTTYGENIGVMAVTRVYSTIVFVIAGIFAIF
                     
LGLSPKFGAVISTIPSAVLTGASIVVFGLITIAGAKIWIENKVDFSNNKNLIVASVTI
                     ILGAGNFELLFGNFNLGGIGTATFAAIILNWLFSLKDKT"
     gene            complement(13290..15974)
                     /gene="ppc"
                     /locus_tag="DSM_02740"
     CDS             complement(13290..15974)



                     /gene="ppc"
                     /locus_tag="DSM_02740"
                     /EC_number="4.1.1.31"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P00864"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphoenolpyruvate carboxylase"
                     
/translation="MVQQIDAPLREDVRLLGNLLGETLKQHAGQELFNQIEQIRALAK
                     
GARDGQAEAEKQLEQLFLELPDEELLPLTRAFSHFLNFANIAEQYHVVRSRRQAEFDP
                     
DANSPNPLVHLFKKFKDKNISTEKLFQQICDLKIELVLTAHPTEVSRRTLIQKYDDIN
                     
ACLSQLDQQKLTPRERQNALANLKQQISSAWQTDEIRQHRPTPVDEAKWGFATIEQTL
                     
WNAVPKFIRELNELVQDNCQQNLPLHIAPVRFASWMGGDRDGNPNVTHQITQEVLWLS
                     
RWQAADLYLRDIENLRWELSIQSCSEEMVQAIGSPHPEPYREYLRATRERLKATRHWL
                     
AQRLQGLEADDSNVIKSKDELLQPLLLCYRSLIDSNLPEIANGQLLDFIYRVNCFGIE
                     
LLKLDIRQESGRHRQAISAITEYLGLGNFESWTEQARQNFLIQELQSKRPLLPKYINE
                     
PEGSLIGHPDVQEVFATMRTLADQPPESLGAYIISMAEYPSDVLAVLLLQKEAGIQHP
                     
LRVVPLFETLKDLDGAATTMNTLFNMHWYKQHIQGKHEVMIGYSDSAKDAGFMSANWA
                     
QYRAQEELTAIARKHGVQLTLFHGRGGSISRGGAPTQQALFSQPPGSISGAIRVTEQG
                     
EMIRFKFGLEGIAMQNLEIYTAATLEATLLPPPEPKAEWRELMNRMTDHSVKVYRQTV
                     
RENPHFVKYLRTVTPELELQMLPLGSRPAKRKVSGGIESLRAIPWVFAWTQIRLMLPA
                     
WLGTGAAINEVIADQQKATLDEMLQQWPYFQTLIDMLEMVLSKADANIALYYESHLTE
                     
DEDLKVLGNQLRQRLKDAVETLLTLKDESKLLSDNEVLDQSMQVRKPYLLPLHLLQAE
                     LMKRRRDYLAERQAEHTPVDHALMVSIAGIAAGLRNTG"
     gene            complement(16145..16768)
                     /gene="acrR"
                     /locus_tag="DSM_02741"
     CDS             complement(16145..16768)
                     /gene="acrR"
                     /locus_tag="DSM_02741"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACS9"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator AcrR"
                     
/translation="MQTVNQSGRPKDLEKRARILQAAKAIFLKSGYHGTSMNLIAQEA
                     
GVTKLTVYNHFQDKANLFICAITETCEETLGTKPFELDASADFYQTLYMVCSRALQII



                     
YSPEALKLEHVLFELAAEQSPLALQFFNASHTRLQNQLVEFFQKAAQLGFIQADDPLY
                     QTELLLTLLLGVRHHKVLLGIIPVPNTQEIDRFIRDAIDLFLLKYRH"
     gene            16918..18018
                     /gene="macA_2"
                     /locus_tag="DSM_02742"
     CDS             16918..18018
                     /gene="macA_2"
                     /locus_tag="DSM_02742"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75830"
                     /codon_start=1
                     /transl_table=11
                     /product="Macrolide export protein MacA"
                     
/translation="MNLLKPLIMSMMIVCMVTLTGCSKEAPKIEEIPYVMVTQPSTTL
                     
HEQKSYAGDVQARQQTALAFRVGGQVTARYVDVGDRVRVGQVLAKLDVADAQLQLNAA
                     
KAQLENAQAAAKTASDELKRFQQLLPINAVSRSQYDTVKNQYDAAQAALQQARSNYEV
                     
SANQTGYNQLVSNKNGVITARNIEIGQVVAAGQAAYQLAIDGEREVVIGVPEQAVSEI
                     
KVGQAAWITLWSKPKERFAGYVREVSPAADQSRTFTVKVALKEGQSAIQLGQSARVFF
                     
SSTQTNVMSVPLSSVSATDNQPYVWVVNANQTLRKVPVTIGAYGRDSVPVLSGLTPND
                     WVVIGGVHLLRDKQKIHPIDRENRAVKIQGAK"
     gene            18021..21146
                     /gene="czcA_2"
                     /locus_tag="DSM_02743"
     CDS             18021..21146
                     /gene="czcA_2"
                     /locus_tag="DSM_02743"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P13511"
                     /codon_start=1
                     /transl_table=11
                     /product="Cobalt-zinc-cadmium resistance protein 
CzcA"
                     
/translation="MKFNLSEWALNNKGIVLYFMLLLGIIGAISYSKLSQSEDPPFTF
                     
KVMVVQTYWPGATAKEVSTLVTDRIEKELMTTGQYDKIMAYSRPGESMVTFVAKDSLT
                     
SAQIPDVWYNVRKKVNDIRHELPSGVQGPFFNDEFGDTFGNIYVLTGKDFDYALLKEY
                     
ADRLQLQLQRVKDVGKVELIGLQDQKIWIEISNTKAVQLGIPVSAIQEALQKQNSMAS
                     
AGFFETGTDRIQIRVSGQLQSVDDIKKMPLLVGDKTIQLGDVADVYRGFSQPAQPRMR
                     
FMGDNGIGIAVSMRKGGDIIALGKNLETEFAQLQKTLPLGMKLQKVSDQPVAVQRSIH
                     
EFVKVLAEAVIIVLLVSFFSLGFRTGLVVAFSIPLVLAMTFAGMNLFDVGLHKISLGA
                     
LILALGLLVDDAIIAVEMMAIKMEQGYSRIKAAGFAWKTTAFPMLTGTLITAAGFLPI



                     
ATAQSSTGEYTRSIFQVVTIALLVSWVAAVLFVPYLGEKLLPDFTKTGHQAPWYVRLW
                     
ARITKKPQPQTVAISQDHHYDPYQSSFYLRFRKMVEFCVTYRKTVIATTVGIFVLSVL
                     
MFKMVPQQFFPPSNRAEILVDLKLEEGASLTATEQAVKKVEQFLSKQKGIDNYVAYVG
                     
TGSPRFYLPLDQQLPQASFAQFVVLASSLDDRDEIRRSLETQIKQLLPQVRTRVSLLE
                     
NGPPVGYPLQYRVSGEDLNLVRKEAQQVARVISENPNTTNVHLDWGEPSKIISIQIDQ
                     
DRARQMGVSSLDLANFLNASITGSAIEQYREKRELIEIRLRGDKAERVEVASLASLAV
                     
PTANGTTVPLAQIAKIEYKFEDGLIWHRNRLPTITVRADIRTNLQPATVVGELAESMD
                     
KLRAELPSGYLIEVGGTVEESARGQSSVNAGMPLFLAVVMTLLMIQLKSLSRATIVFL
                     
TAPLGLIGVVLFLLLFNKPFGFVAMLGTIALSGMIMRNSLILIDQIEQDRQAGHPTWE
                     
AIIDATVRRFRPIILTALAAVLAMIPLSRSIFFGPMAVAIMGGLIVATLLTLFFLPAL
                     YAAWFKVKKTA"
     gene            21286..21663
                     /locus_tag="DSM_02744"
     CDS             21286..21663
                     /locus_tag="DSM_02744"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MGQDHIEQHRRYIVISYAFMFLALFTVIFAAFAYLVARKVAVVD
                     
DAEVWIHAHALWIMRNGILFLLMSVFAVVWFIPLFFFAWDSNLWVTASTVAGVVFSAI
                     AWLFLLNAWLKGLSKYLKNKAVF"
     gene            21768..22880
                     /gene="dnaJ"
                     /locus_tag="DSM_02745"
     CDS             21768..22880
                     /gene="dnaJ"
                     /locus_tag="DSM_02745"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P08622"
                     /codon_start=1
                     /transl_table=11
                     /product="Chaperone protein DnaJ"
                     
/translation="MAKRDYYEVLGVSKTASDDEIKKAYRKLAMKYHPDRNPDNAEAE
                     
EKFKEASEAYEILSDSEKRSMYDRMGHNAFEGGFGGAGGGFGGFSAEDIFSQFGDIFG
                     
GAFGGGGRQQRQRRGSDLRYVMELTLEEAVKGVKKTITFTAPAPCDVCDGKGSKNPKD
                     
VETCKTCHGSGQVRMQQGFFSVQQTCGTCRGQGKIIKNPCHACHGSGVADRQQTLEVT
                     
IPAGVDNGDRVRLSGKGEAIRDGQAGDLYVEVVVREHEIFQRDGADLYMDVPVSIADA



                     
ALGKEIEIPTLEGRVSLKIPEGTQTGKLFRLRGKGVRPVRSSMVGDLLCRIVVETPVN
                     LTSRQRELLKELQASFDGEDSASSPKKKSFFDRLFD"
     gene            complement(22995..23342)
                     /locus_tag="DSM_02746"
     CDS             complement(22995..23342)
                     /locus_tag="DSM_02746"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MHSKIIGLIAIMGIISSVAFAEPAIQPGETLESLSKARITTNVN
                     
TAATPTAQTSDANAEVKVEDIDPIIEEKTEEALKAAVQPAPQATVEAIVAPVASSQLN
                     VSVDDIDVAHPTE"
     gene            23527..24348
                     /gene="dapB"
                     /locus_tag="DSM_02747"
     CDS             23527..24348
                     /gene="dapB"
                     /locus_tag="DSM_02747"
                     /EC_number="1.17.1.8"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P38103"
                     /codon_start=1
                     /transl_table=11
                     /product="4-hydroxy-tetrahydrodipicolinate 
reductase"
                     
/translation="MSAAPRIGILGAGGRMGRTLIQAVQQAGYQLAAAIERPESSLVG
                     
TDAGELAGIGSVGVKVSGSLADVLKDCDVIIDFTAPAATAQHLKLCREAGVAMVIGTT
                     
GMSDEQKAELDEAATHTPVVYAANYSVGVNVSIKLLELAAKVFGDTVDIEVIEAHHRH
                     
KVDAPSGTALMMGEAIADTLGRNLKEVAVYGREGHTGPRDRQTIGFETIRGGDIVGEH
                     
TVMFIGEGERVEVTHKATNRMNFAAGAVRAAAWVVGREARKYDMKDVLGLNDVQV"
     gene            24400..25053
                     /locus_tag="DSM_02748"
     CDS             24400..25053
                     /locus_tag="DSM_02748"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNKKQIALTTLLCLSSLYTGAASTDKAKLSLDRNHIKVWTYQKA
                     
DNPVFQYKAETTFDVPLERAVAVILDVDRAAQWVPYMGKVQMLSQDEKKGEFTLYMVL
                     
DFPFPLKDRDVVVKGKMSKAANGLITIKNTAVNSNYPIQPDVVRLTRYEGDWTFQKLA
                     
NNKVKVTTSGYADPAGAIPLSFVNMFVQQQPYQMLLKMKREVMNPIYEQPKLPEILK"



     gene            complement(25094..26284)
                     /gene="ydhP_2"
                     /locus_tag="DSM_02749"
     CDS             complement(25094..26284)
                     /gene="ydhP_2"
                     /locus_tag="DSM_02749"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77389"
                     /codon_start=1
                     /transl_table=11
                     /product="Inner membrane transport protein YdhP"
                     
/translation="MNTQSNTAFSLLALAIGAFAIGTTEFSPMGLLPNIANDLGISIP
                     
TAGMLITGYALGVMLGAPFMTLWFGGFARRNALIFLMAIFTVGNLIAAFSPNYMSLLG
                     
ARLITSLNHGAFFGIGSVVAASIVPAHKQASAVATMFMGLTIANIGGVPLATWVGQNI
                     
GWRMSFLAISVLGIITMLALWKALPQGMVAQKPNVKAELKVLTRTPVVLALLTTVLGA
                     
GAMFTLYTYIAPSLTEFTHASPTFITFMLVLIGVGFSIGNHLGGRFADLSINKTLIGF
                     
LVLLIVMMVTFPILAQSQIGAAIALVIWGAATFALVPPLQMRVMSVAHEAPGLASSVN
                     
IGAFNLGNAVGAAAGALVLDLGWGYSAVSFAGALLAGLGLLLVLFQIKRESSPAQTLQ
                     QCSD"
     gene            complement(26289..27092)
                     /gene="dkgB"
                     /locus_tag="DSM_02750"
     CDS             complement(26289..27092)
                     /gene="dkgB"
                     /locus_tag="DSM_02750"
                     /EC_number="1.1.1.346"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P30863"
                     /codon_start=1
                     /transl_table=11
                     /product="2,5-diketo-D-gluconic acid reductase B"
                     
/translation="MNIPRFGLGTFRLKEQAVIDSVKNALDVGYRAIDTAQIYENEAA
                     
IGQAIAESGVSRQDLFLTTKIWVDNFAQEKFIPSLKESLQKLRTDHVDLTLIHWPAPD
                     
LGVSIPEIMQLLLEAKQQGLTKQIGISNFNIALTQQAIDTIGVEHITTNQIELSPYLQ
                     
NHKLVNFLQEKNIDVTSYMTLAYGKVLQDPVLAEIAAAHKATTAQIALAWALQRGFAV
                     IPSSTKRENLISNLKAQDIELTAAEMQMIAELDRNSREVSPEPWAPVWD"
     gene            27213..28115
                     /gene="dmlR_11"
                     /locus_tag="DSM_02751"
     CDS             27213..28115
                     /gene="dmlR_11"
                     /locus_tag="DSM_02751"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76250"



                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator DmlR"
                     
/translation="MKSTIEELVAFITIVDTGSFVAAAEHLKQTPSGVSRSLTRLEAK
                     
LDVTLLERTTRKLKLTQEGQQFLIKARKILNELNAAEEELQKSDQGTAGLIRVDSATP
                     
FVLHVIAPLMHKFRECYPDIEIELNSNDQVIDLLQHKTDVAFRFGELNDSSLHAKLVC
                     
KSRLYIVASPDYLALKGTPTQPEELEQHDLIGFTRPTYINSWPIKVGDEYFFAQSKIK
                     
ASSGETVRQLTIRGHGIARLSEFEIWKDMEEGRLIALFEDKIEHQYQSIHAVYYQQEH
                     LPKRIRLFIEFLAEQLKDGFKNAL"
     gene            complement(28099..28473)
                     /locus_tag="DSM_02752"
     CDS             complement(28099..28473)
                     /locus_tag="DSM_02752"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKLKVILLFTIVLAGCQPQPKNEQYRHTVCQSLIEGYLKMTNQQ
                     
DYKMEQRTDDETSAISHYQYKRNSSNEVVMVNSVYSKLYFSCREQQKSYFLSQHSAEG
                     QTTPILEVHIPTDSYTTFRERF"
     gene            28564..29988
                     /gene="norG_3"
                     /locus_tag="DSM_02753"
     CDS             28564..29988
                     /gene="norG_3"
                     /locus_tag="DSM_02753"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q2G1P1"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator NorG"
                     
/translation="MTFQYQVLANQLAHRIYQDELKPHQKLISLRDFARQHGISLSTA
                     
KSCYELLEARGLIYVKPKSGYFVVARTPSSPIPDSPDFLSLPRHVSNLELHNQIQEAA
                     
LQSHLVPLGSIQLTPHFIPVEGLRRSIQRALKNCQPQDFLYCNKQGHEQLRKALSDHW
                     
REDGIYIAPEDIFITNGCMPALSLVIQKLTEVGDSILIPTPTYNGHLQLLASLKRQIV
                     
EIPADHRGIDLERLESLMQQGLAKVCLMTANYQNPLGYCFSNTEKQKIAELAAEYQCF
                     
IIEDDIFGECGYSSERPLPIRYWDREGYVIWCGSVSKSLSSAYRVGWFCLTTKLEHLK
                     
LELLVSNIGVNTPLQLGLADFIYSRGYREHLEQLRPNLMRQVEEYRSCILKAFEGIPI
                     
ALSQPEGGYALWIQLPKCVDGLALYYTAQAQGITVVPGHVFGEDERYRHFIRLNAGHE
                     LTADVRQAIMSLADWSRQQMQTVS"



     gene            complement(29991..31019)
                     /gene="ahr"
                     /locus_tag="DSM_02754"
     CDS             complement(29991..31019)
                     /gene="ahr"
                     /locus_tag="DSM_02754"
                     /EC_number="1.1.1.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P27250"
                     /codon_start=1
                     /transl_table=11
                     /product="Aldehyde reductase Ahr"
                     
/translation="MSNNTIQAYAAMQAGEKLVPYQFDAGELQPHQVEVKVEYCGLCH
                     
SDISVLNNEWRSTVYPVVAGHEIIGRIVALGSEAKGLQIGQRVGIGWTAESCQACDEC
                     
IGGQQVLCTGENVATIVGHAGGFADKVRAGWQWAIPLPEDLDPESAGPLLCGGITVFD
                     
PLLKHKIQATHHVGVIGIGGLGHIAIKLLKAWGCEITAFSSNPDKTEELKAMGADHVV
                     
NSRDTEAVKAQKGKFDLLLSTVNVSLNWRAFISTLAPNGSLHFLGLTLEPVPVSVGSL
                     
IDGAKSVTGSPTGSPAALRQLLKFAARKKIAPQIELFPMSQLNEAIERLHSGQARYRI
                     VLKADFAE"
     gene            complement(31058..31618)
                     /gene="tag"
                     /locus_tag="DSM_02755"
     CDS             complement(31058..31618)
                     /gene="tag"
                     /locus_tag="DSM_02755"
                     /EC_number="3.2.2.20"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P05100"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-3-methyladenine glycosylase 1"
                     
/translation="MKTQRCGWCSDDPLYIAYHDEEWGKPEHDEARLFEMLCLEGQQA
                     
GLSWITVLKKRESYRQHFFNHPIADIAAFTDDFLETKLSDAGLIRHLGKLKAIRDNAI
                     
AWQALKAQVGDVSKWLWQFVDATPQHNDVVDYRNAPAQTELSLKLSKTLKKNGFKFVG
                     PTTCYAFMQAVGMVNDHENDCQFKAS"
     gene            complement(31649..31894)
                     /locus_tag="DSM_02756"
     CDS             complement(31649..31894)
                     /locus_tag="DSM_02756"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSEALINRLVEFAESGNQQKIILNGNSYQGWIMEISDDALLIST
                     GFSDKVGKDFWLKFEDLTQAELYYWDTRPNEWVPFKL"



     gene            complement(31904..32440)
                     /gene="lytH"
                     /locus_tag="DSM_02757"
     CDS             complement(31904..32440)
                     /gene="lytH"
                     /locus_tag="DSM_02757"
                     /EC_number="3.4.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O32130"
                     /codon_start=1
                     /transl_table=11
                     /product="L-Ala--D-Glu endopeptidase"
                     
/translation="MRRFVSHLSLGFLIILLAACASAPKKPAPLSPAQVSKLKSMQLP
                     
SRLPVPVKGVDRDELKDTWGAARSQGRSHEGIDILAPRGTKVYSATEGLIADLRNNNL
                     
GGKVIWILGPAGTWHYYAHLDGHKRGLNVGDYVKKGDLIGYVGNTGNARYTSPHLHYG
                     LYLDGKGRGAVNPYSYLR"
     gene            complement(32488..33522)
                     /gene="mutY"
                     /locus_tag="DSM_02758"
     CDS             complement(32488..33522)
                     /gene="mutY"
                     /locus_tag="DSM_02758"
                     /EC_number="3.2.2.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P17802"
                     /codon_start=1
                     /transl_table=11
                     /product="Adenine DNA glycosylase"
                     
/translation="MPEFSFSDALLNWFDQHGRHDLPWQVADDPYKVWVSEIMLQQTQ
                     
VKTVLQYFDRFMERFPTVEALGYATWDEVAPYWAGLGYYARARNLHKAAGLVAQQGKF
                     
PETLEEWIALPGIGRSTAGALMSLGLRQYGVIMDGNVKRVLARFFAIEDDLSKPQHER
                     
EMWKLAEELCPTHRNHDYTQAIMDLGATICTPKKPLCLYCPMQAHCQAYKQGLEQELP
                     
FKKPKKTPPVKTADVLIIQCADEWFWQQRQAHGLWGGLFCLPILENEHERLKLSQQFK
                     
LQPQPQTFQISHSFTHFTWLLNTHVFHVEPDQKEHLAIELEGQWLSPEQAIAKGVPTA
                     MKKLISTSRS"
     gene            complement(33663..34025)
                     /locus_tag="DSM_02759"
     CDS             complement(33663..34025)
                     /locus_tag="DSM_02759"
                     /EC_number="2.7.7.53"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WMK9"
                     /codon_start=1
                     /transl_table=11
                     /product="AP-4-A phosphorylase"



                     
/translation="MTDKKCPYCDFDEYDIIDKNEFAVILPDPNPLSKGHCVVTPLRH
                     
VSSFFDITSKEHQGLLTLLEIARHETQLRHQPDGFHIGFNDGEVFGQTSDHFHIHVIP
                     YYKNQPLKLDQRWGVQKD"
     gene            complement(34211..34948)
                     /gene="clcD_2"
                     /locus_tag="DSM_02760"
     CDS             complement(34211..34948)
                     /gene="clcD_2"
                     /locus_tag="DSM_02760"
                     /EC_number="3.1.1.45"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A115"
                     /codon_start=1
                     /transl_table=11
                     /product="Carboxymethylenebutenolidase"
                     
/translation="MSTAIKTREIQYTAPDGSHLIGYFAAPESETPVPGIIIGPEWWG
                     
RNEYTEQRARELAEHGYAALAIDMYGDKKVTTTAAQAYEWMMQTFEDLDTVTDRANAG
                     
LQTLAAQPEVNSEKLAAVGFCYGGKVVLDLARSGAPLKATATFHGTLAPKAPAQKGNI
                     
QGEVLVLHGELDSMVTLEDVANFEKEMQAAEVKHEVVVLKDAKHGFSNPLADERAKAN
                     GVDLGYNSEAEKQGLAKMYALLERTLK"
     gene            complement(35120..35278)
                     /locus_tag="DSM_02761"
     CDS             complement(35120..35278)
                     /locus_tag="DSM_02761"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFRWAIIFAVIALIASLLGFGGVAGLSKDFAVILLVIAVILAVI
                     GFISRGRT"
     gene            35473..35931
                     /locus_tag="DSM_02762"
     CDS             35473..35931
                     /locus_tag="DSM_02762"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSTETSLRPLFWKNYTLEQLTQAEWEALCDGCGLCCLVKLEDED
                     
THEVAYTKVACKLLDCNTGRCSDYPNRQQQVPDCLQLTPETLKTINWLPSSCAYKRLN
                     EGKNLPSWHYLNTGSRQSVVKAKKSVAGRCIPETDVHEDDIEDYVVRWVR"
     gene            36041..37213
                     /gene="yliI"
                     /locus_tag="DSM_02763"
     CDS             36041..37213
                     /gene="yliI"



                     /locus_tag="DSM_02763"
                     /EC_number="1.1.5.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75804"
                     /codon_start=1
                     /transl_table=11
                     /product="Aldose sugar dehydrogenase YliI"
                     
/translation="MMRRLAAPLLCSSFFLLMACGSNNTNSKNPEQNTTAKTEQTSAA
                     
KQIYQVEAVAHFKEPWAITSLPDQRLLVTERQGKLKIFNPQNKQMLDVQGIPAVSYGG
                     
QGGLGDVALHPDFAKNHWIYLSYAAKGQGGSGAVISRAKLDLSNPNQPKLTDIKQIWQ
                     
QVPKVSGQGHYGHRMLFGADGKLWVSSGERQKFEPAQNMKSNLGKILRLNDDGSAALG
                     
NPFYEQGGVTAEIWSLGHRNPLGMGFDRKGQLWVVEMGPKGGDELNIITKGENYGYPI
                     
VSNGDHYSGQPIPDHHTRLEFKAPEIDWTPVISPSSLIIYRGQQFPAWQNKALIGGLS
                     
SEAIVVVDLEHKPVKEVQRLEMKQRIRGLHEAQDGSIWVIEDGPNARLLKLSKKPS"
     gene            37319..38584
                     /gene="rarA"
                     /locus_tag="DSM_02764"
     CDS             37319..38584
                     /gene="rarA"
                     /locus_tag="DSM_02764"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AAZ4"
                     /codon_start=1
                     /transl_table=11
                     /product="Replication-associated recombination 
protein A"
                     
/translation="MSDTHIPLPERLRPRDLSEIIGQDHLLGEHAPLRQMIDQGHLPS
                     
IIFWGPPGVGKTTIALLLAQAIDRPFVSLSALNTGVKELREVIAESGDLLTPVVFIDE
                     
IHRFNKSQQDALLGAVEKGKITLIGATTENPSFEVNSALLSRCQVYTLNSLDSEAIQT
                     
LLNNALQNDKFLKERYIHIEEYDALLQFAAGDARKALNLLDLIASTFEPEVENTITNA
                     
VVVKVAQQNIARYDKSGEQHYDLVSAFIKSIRGSDPDAALYWMARMLKGGEDPVFIAR
                     
RMLIAASEDIGNSNPNALLLAGECFRSVQAVGMPEARIILGQTAVYLATSAKSNSTYL
                     
AINKALELAEKTANLPVPLHLRNAPTKLMKQQGYGINYLYPHDYPEHFVLQDYLPPEL
                     KGTKLYESARNKREVEGERLQQRRWQQEQ"
     gene            complement(38600..39439)
                     /gene="yfdC"
                     /locus_tag="DSM_02765"
     CDS             complement(38600..39439)
                     /gene="yfdC"
                     /locus_tag="DSM_02765"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:P37327"
                     /codon_start=1
                     /transl_table=11
                     /product="Inner membrane protein YfdC"
                     
/translation="MDHELEEEKVDQTLSWREKMAVEEHEKLSPRLVYEIIRRDGAEE
                     
LDRPTAALIFSGIAAGLVISFSFVFKAIIASYIPTDAIWTDLITNFGYTIGFLIAILG
                     
HMQLFTENTITTVVPLFKPFTLDKLRAVGRLWGIVFLCNIIGTALASLFFLTTDLFTP
                     
NIDKALDELAHHVASFSATQNLLKGVMSGLLIAALVWMLPSVSNKFLVIFFMTYLIGL
                     
GDFTHVVVGSTEMSYLVWQGEASLGEYLFNFLIPTTIGNIIGGTGVFTLLIYGQVTEE
                     LEQ"
     gene            complement(39725..39928)
                     /locus_tag="DSM_02766"
     CDS             complement(39725..39928)
                     /locus_tag="DSM_02766"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MELFKPEKRLMNHPIHFGENPLVILSNFSHSALKQGWSQAEVET
                     VISEASQGDYMKLIRTLRAYTLF"
     gene            complement(40121..40840)
                     /gene="purC"
                     /locus_tag="DSM_02767"
     CDS             complement(40121..40840)
                     /gene="purC"
                     /locus_tag="DSM_02767"
                     /EC_number="6.3.2.6"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7D7"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphoribosylaminoimidazole-
succinocarboxamide
                     synthase"
                     
/translation="MLKQTLLYTGKAKSVYETDNADHLILVFRDDASAFNGEKIEQLD
                     
RKGKVNNRFNAFIMEKLAEAGIETHFEKLLSPTEVLVKKLQMIPVECVIRNYAAGSLC
                     
RRLGVEEGKELTPPTFELFYKDDGLGDPMVNESQAIALGWATAEQLEQMKVLTYKVND
                     
VLKALFAEGNMILVDFKLEFGVFHDRIVLGDEFSPDGCRLWDKDTKKKLDKDRFRQGL
                     GGVVEAYEEVAARLGVDLSDI"
     gene            complement(40878..41483)
                     /locus_tag="DSM_02768"
     CDS             complement(40878..41483)
                     /locus_tag="DSM_02768"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1



                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MMQLRLGLVLAVSALSLAGCGRFALNNHSLDYKNAKQLAPLEYP
                     
ADATVRPATPLYPAPTVDQLAIDHAPKFENKRGNRFALPRPEPLQTDTTADASAQTGS
                     
ALGRPQLVTDGNKNPLLKIDGSTAEIWQYTKATLSTLNYNVIAQGNNQATIKVNDNTY
                     VLKLTGVGSSHSLALFNPDNTFASPDVAAEVLNQIYQNWPA"
     gene            complement(41496..42389)
                     /gene="dapA_3"
                     /locus_tag="DSM_02769"
     CDS             complement(41496..42389)
                     /gene="dapA_3"
                     /locus_tag="DSM_02769"
                     /EC_number="4.3.3.7"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9I4W3"
                     /codon_start=1
                     /transl_table=11
                     /product="4-hydroxy-tetrahydrodipicolinate synthase"
                     
/translation="MTQQAQTIQGSIVAIVTPMLKDGGVDWKSLEKLVEWHIEQGTNS
                     
IVAVGTTGEASTLSMEEHTQVIKEIIRVANKRIPIIAGTGANSTREAIELTKAAKDLG
                     
ADAALLVTPYYNKPTQEGLYQHYKAIAEAVELPLILYNVPGRTGVDLSNDTAVRLAEI
                     
PNIVGIKDATGDVPRGKALIDALNGKMAVYSGDDETAWELMLLGADGNISVTANIAPK
                     
AMSEVCAVAIAKDEQQAKTLNNKIANLHNILFCESNPIPVKWALHEMGLIDTGIRLPL
                     TPLAEQYREPLRNALKDAGII"
     gene            42719..43363
                     /gene="pncA"
                     /locus_tag="DSM_02770"
     CDS             42719..43363
                     /gene="pncA"
                     /locus_tag="DSM_02770"
                     /EC_number="3.5.1.19"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P21369"
                     /codon_start=1
                     /transl_table=11
                     /product="Nicotinamidase"
                     
/translation="MKMNKQPQNSALVVVDVQNGFTPGGNLAVADADTIIPTINQLAG
                     
CFENVVLTQDWHPDNHISFAANHPGKQPFETIELDYGSQVLWPKHCIQGTHDAEFHPD
                     
LNIPTAQLIIRKGFHAHIDSYSAFMEADHTTMTGLTGYLKERGIDTVYVVGIATDFCV
                     
AWTALDAVKQGFKTLVIEDACKGIDLNGSLEQAWQTMQQQGVVRIQSTDLLNEC"
     gene            43418..44356
                     /gene="panS_2"
                     /locus_tag="DSM_02771"



     CDS             43418..44356
                     /gene="panS_2"
                     /locus_tag="DSM_02771"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8ZKL0"
                     /codon_start=1
                     /transl_table=11
                     /product="Pantothenate precursors transporter PanS"
                     
/translation="MSALLRFTQFVQKTFALWVIIFAALALWQPEFFVWLKAYIPWIL
                     
GIIMLGMGMTMTVDDFKGVLQSPKAVLIGVVAQFVVMPGLAFILCKLFNLPPEIAVGV
                     
ILVGCCPGGTASNVITYMAKGNVALSVACTSVSTLLAPVLTPAIFYLLASQWLKIDAA
                     
SMFISILQVVLLPIVIGLILRTWLKRQVESYIQVMPLVSVIAIVAIVAAIIGGSKAAI
                     
LQSGLLILAVVILHNGLGYLLGFAAARFFKLPYADSKAIAVEVGMQNSGLGVALAAVH
                     FAASPITAVPSAIFSLWHNISGPALATYWASKHKQE"
     gene            44535..45530
                     /gene="norM_2"
                     /locus_tag="DSM_02772"
     CDS             44535..45530
                     /gene="norM_2"
                     /locus_tag="DSM_02772"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O82855"
                     /codon_start=1
                     /transl_table=11
                     /product="Multidrug resistance protein NorM"
                     
/translation="MNQIFKLFIPMLSSNLIVVLSGLIDIAYVGHFSNDHVAALSVTL
                     
SLYTVVYVIGMGILQGVMLKLSEAYGCHDIPRIRQIFIQGVWLMLCSALVSIALLYLF
                     
RDLPKLFGASEHVVSITKNCIWALVFILPAHLLMRLFTALSQVTENAYKVLLSDSLFF
                     
ILKIILSYLLIYGVALFSIPPLGAIGALLATIIVRWFMLAVYYLFFLEKRYIFIEHPE
                     
QSVEDSWQSLRMILKIGIPTAIMALMDVIAFCSVAILILPFGSVVSAAHQIVASTGGF
                     
MFIFPSSIASAYSILVSRTMGSGNMKEADKIARQSIWVIMAVSGSLSLCLGWRGA"
     gene            45470..45877
                     /locus_tag="DSM_02773"
     CDS             45470..45877
                     /locus_tag="DSM_02773"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MGNYGSEWQFILVFRLERGLIVTFYSDDLAVQILAASLLLIVCM
                     
THFLDGVMTLLTSLLRCWDVSILPMLIFLVVVLCFGLGGAWWMAYKGLHWGSHSISAM
                     GIYGFWSMAAISYLVACVLSAFCFRFRKQLRGF"



     gene            complement(45887..46360)
                     /locus_tag="DSM_02774"
     CDS             complement(45887..46360)
                     /locus_tag="DSM_02774"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLLISACLIGEPVRYDGRSCLHTTLKQLFLNKKAHALCPELIGG
                     
FTTPRLPAEIVGGTGQDVLNGKAKILDSSGLDVTELYLKGAYRTLDIARQIQATCVVL
                     
KENSPSCGSQKIYNGTFQGEKITGVGITTALLQRHGFEVISENEIEEWLAAHPLC"
     gene            46881..47936
                     /gene="hpd"
                     /locus_tag="DSM_02775"
     CDS             46881..47936
                     /gene="hpd"
                     /locus_tag="DSM_02775"
                     /EC_number="1.13.11.27"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P80064"
                     /codon_start=1
                     /transl_table=11
                     /product="4-hydroxyphenylpyruvate dioxygenase"
                     
/translation="MDILENPLELCGFAFIEFVSKENELDPIFETIGFSKVAKHKSKK
                     
AYLWRQGNINIILNYQPESYASFFFNEHGPSACAMGFKTRDAAKAFKKAVELGAEPMY
                     
SKVGPMELNIPAIKGIGGMPIFLVDRDIYENDFVFFDDAQRNPEGAGLKEIDHLTHNV
                     
YKGRMEYWANFYEKIFNFQEIRYFDIKGEYTGLTSKALTAPDGMIRIPLNEDSDKGNG
                     
QIAEFLADFNGEGIQHIAFICDDLISTWDKLKGLGLKFMTPPPNTYYEMLEERLPEHG
                     
EPTEELKQRGILLDGSTKDGQKKLLLQIFSENMIGPVFFEFIQRKDDDGFGEGNFKAL
                     FESIERDQIRRGVLEAK"
     gene            complement(48002..48781)
                     /gene="iclR"
                     /locus_tag="DSM_02776"
     CDS             complement(48002..48781)
                     /gene="iclR"
                     /locus_tag="DSM_02776"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P16528"
                     /codon_start=1
                     /transl_table=11
                     /product="Transcriptional repressor IclR"
                     
/translation="MIEEKISGGVQSLEVGLSVLNALLEHNQPIILKDLSSKLEMHPA
                     
KVHRYLVSLIRMDYAKQLEDGQYALGDQAWRLGLNCIQHSDTLQLVQHLIYDLQSKIG



                     
CGIQISKWSPKGPVVVQSIESNHPISIVTKVGSIMPLVNSAAGRLFASYLPEHFVRPL
                     
LETEWQKHQELGLNIAPHNWEEFLELKETIRQQQMSAAKGDLLTGINAVGLPVFNSNQ
                     GIEFCIVALDSEMFLPVDPQSKIIETLKNEINSINQYIKSR"
     gene            complement(49081..49629)
                     /gene="fosB"
                     /locus_tag="DSM_02777"
     CDS             complement(49081..49629)
                     /gene="fosB"
                     /locus_tag="DSM_02777"
                     /EC_number="2.5.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_01512"
                     /codon_start=1
                     /transl_table=11
                     /product="Metallothiol transferase FosB"
                     
/translation="MTFAIKKIHHVAYRCKDAKETVEWYKKMLNMDFILAFAEDHVPS
                     
TKAFDPYMHLFLDAGQGNVLAFFELPTQPEMGRDENTPQWVQHIAFEVEDLNALLAAK
                     
KHLEDNGVKVLGITNHGIFHSIYFFDPNGHRLELTYNDAHAEEKIAKITEEMKTEMLE
                     EWSKTKRAPHHTHFLHEEELGA"
     gene            complement(49647..50279)
                     /gene="nagL"
                     /locus_tag="DSM_02778"
     CDS             complement(49647..50279)
                     /gene="nagL"
                     /locus_tag="DSM_02778"
                     /EC_number="5.2.1.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O86043"
                     /codon_start=1
                     /transl_table=11
                     /product="Maleylpyruvate isomerase"
                     
/translation="MKLYSYFRSSAAYRVRIGLNLKNLAYETVPVHLVKNEQQSEDYL
                     
KLNRSALVPTLVDGDLTLSQSLSILEYLDEQYPQTKLLPNDVKERAKIRAFAQAIACD
                     
IHPLNNLRVLKYLKNDLNVSDEEKNYWYQHWILEGFQTLEQQLQDSNGQFCFGQHATI
                     ADCCLIPQVYNAKRFKIDLSAFPKIESIYQHCLSIPAFYNAAPEQQPDWE"
     gene            complement(50266..51573)
                     /gene="yisK"
                     /locus_tag="DSM_02779"
     CDS             complement(50266..51573)
                     /gene="yisK"
                     /locus_tag="DSM_02779"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O06724"
                     /codon_start=1
                     /transl_table=11
                     /product="putative protein YisK"



                     
/translation="MEQKLNSFIEVSPQSDFTIHNLPYGIFSRTAEGERQVGVAIGDW
                     
VIDLAALEKHGLLKLSDQDTYFNQPTLNKFIESGKANWSKVRKTLQSLLSVDNLTLQE
                     
NEALRQEVLVKQDSVTLHLPLQVSGYTDFYSSKEHATNVGCMFRDPKNALLPNWSELP
                     
VGYNGRASSVVVSGTHVVRPSGQIKLPNEERPVFSATRKLDFELETAFIVGKPTQLGQ
                     
PIAIEDAWDHIFGMVLLNDWSARDIQQWEYVPLGPFNAKTFASSISPWVVTLEALEPF
                     
KVEGPKQEPKPLAYLQENIANTYDINLSVEIQSPKSAQPDVICRTNFKYMYWSMAQQL
                     
THHTIGGCNVQVGDLMGSGTISGSTPDSYGSLLELTWNTTKPLTLANGETRGFLQDGD
                     TLIMKGHCEKNGIRIGFGEVRNTVLPALTFDFAETSEPNYEAV"
     gene            51932..53320
                     /gene="aroP_4"
                     /locus_tag="DSM_02780"
     CDS             51932..53320
                     /gene="aroP_4"
                     /locus_tag="DSM_02780"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P15993"
                     /codon_start=1
                     /transl_table=11
                     /product="Aromatic amino acid transport protein 
AroP"
                     
/translation="MSTQEQGNLKHGLSNRHIQLIALGGAIGTGLFLGISQSIKLAGP
                     
SVILGYAIAGFIAFLMMRQLGEMVVEEPVSGSFSHFAYKYWGPFAGFMSGWNYWVLNV
                     
LVCMAELSAIGLYIQYWWPQIPTWASALTFFILINGINLLHVKFFGEMEFWFSIVKIL
                     
AILAMIGFGSYLLATGTAGPQASISNLWALGGFFPFGIEGLVMAMAVIIFAFGGIELF
                     
GITAAEARDPDKTLPKAVNQIIYRILIFYIATLFVLFSLFPWNQMAEGGSPFVMVFAS
                     
LDSQGVATLLNFVILTAAVSVYNGTSYCSSRMLLGLAQQGNAPKALARINKRGIPTNA
                     
VLVSAFVTVLCVLLNYIFPEKAFGLLMMLVVAAIVINWVVISWTHLKFRKFMQRQGQT
                     
TKFPSFMYPFSNYLCMAFMLGILVVMSLTPDMRVAVMMIPGWILCLMVAYQFKRRKIK
                     AEQPVHALEADM"
     gene            53483..54166
                     /locus_tag="DSM_02781"
     CDS             53483..54166
                     /locus_tag="DSM_02781"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKRYLGLLVLSLAACSTQTPQPTITHRSPSLPQPSKTVVKIKQQ



                     
PEDYVVWIATADHRQSVQAYKQFLKQKGLADLVPDHELLRSARDWQKCGVEPYAVPPR
                     
EIWSNIVPTLNILKALVDEGVINDFEVTSVYRALALNRCAGGADASRHVFNAALDFRI
                     
GPEQPSDLDQFNIQQTKTKLCQFWATKGQAFNMGLGVYASGQIHIDSQGFRAWGPDHH
                     YRTSICQGL"
     gene            54309..55574
                     /gene="yciC"
                     /locus_tag="DSM_02782"
     CDS             54309..55574
                     /gene="yciC"
                     /locus_tag="DSM_02782"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P94400"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative metal chaperone YciC"
                     
/translation="MISLNIIQRDQAMHTAIANSFAKLPVTVLSGFLGAGKTTLLNHI
                     
LNNREGRRIAVIVNDMSEVNIDAALVREGGAELSRTDEKLVEMSNGCICCTLREDLLV
                     
EVRRLADEGRFDQLVIESTGISEPLPVAETFTFEDEDGNSLNEFARLDTMVTVVDAFN
                     
FLKDYSSVDSLQQRGESLGEQDERTVVDLLIDQIEFCDVIVLNKIDVIDRAQQDQLIA
                     
ILKTLNPRARIEIAQFGKVALDKILNTQLFDFDEAAQAPGWLKELRGEHTPETEEYGI
                     
SSFVYRARRPFHPERFYDLVQAEWPGVVRSKGFFWLAAEPTLAYSWSQAGAMARHGLA
                     
GYWWAAVAEEDWPSDLASIEQIKKNWDARTGDARQELVLIGMQMDEQALIQRLDSCLL
                     SDEEMALGPQVWQSWSNPFKQDDETMLIA"
     gene            complement(55607..56719)
                     /gene="oatA"
                     /locus_tag="DSM_02783"
     CDS             complement(55607..56719)
                     /gene="oatA"
                     /locus_tag="DSM_02783"
                     /EC_number="2.3.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q7A3D6"
                     /codon_start=1
                     /transl_table=11
                     /product="O-acetyltransferase OatA"
                     
/translation="MRNYKIDILRGISILLVLLHHFNIPYKLKDTWLGFDFLGEAFST
                     
VIARNGNYGVTMFFVISGFLITHHTLKRDKQFSAINFKHFYIRRAARILPCLVLLILG
                     
VSILGSFDLKPFMNQAPNGIEVSYPLTIFAALTFWMNILIIKFGWVNYALGVLWSLSV
                     
EEVFYFVFPLLCLLTRSNKIFVAVLVGVILYGPYFRSLHFGEESGAYLYHYFSSFDGI
                     
AVGCLTAIFSHKYQPNWPYKKPLSWLIILSMAALYLYAPIKEVSTWGISLFAFATGLL



                     
ILCFQHPSETQAHNLFTKVMVWLGQRSYETYLFHLVVLGLIKVVFIPAQTDSSIKIML
                     LISYLVLTFIISAAIEKYYSTPLNSYIRKVFIKDKS"
     gene            57071..57823
                     /gene="yvoA_3"
                     /locus_tag="DSM_02784"
     CDS             57071..57823
                     /gene="yvoA_3"
                     /locus_tag="DSM_02784"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O34817"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional repressor YvoA"
                     
/translation="MPRTSKQEHTELSIEADSPVPLYQRVKQLISQKIYEGSWAVNKK
                     
IPSESELVNQLGCSRMTVNRALRELTTEGLLVRIQGVGSFVAEGQGRTALFQINNIAD
                     
EIIARNHKHHAEVLVLEQIYANAEQSVLMQTREGQKLFHSIIVHYENDVPVQVEDRLV
                     
DAALIPDYLEQDFKTITPNAYLMAKAPVTEGEHIVEAVLASPQECKWLKITKAEPCLL
                     IRRRTWSNKQLISSARLIYPGSRYYLEGKFNP"
     gene            57820..58395
                     /gene="ves"
                     /locus_tag="DSM_02785"
     CDS             57820..58395
                     /gene="ves"
                     /locus_tag="DSM_02785"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76214"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein Ves"
                     
/translation="MIKLIRADQYTKMLWKNGAGFTLEIARSQGEADFEWRISMADVT
                     
TSGPFSLFPNKQRLISVLDGQGMVLHVDDLPAKKLKQRDIFAFHGESQVQSELVDGAI
                     
RDLNLIYDPAKFHARFQWLNEAAEQAFISSADLIFIFNQGGETEVNVDEHSVQLAAHE
                     TLKIEKKSGVTSINFPKKQLKSCYIIELIQR"
     gene            58647..60323
                     /gene="hutU"
                     /locus_tag="DSM_02786"
     CDS             58647..60323
                     /gene="hutU"
                     /locus_tag="DSM_02786"
                     /EC_number="4.2.1.49"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HU83"
                     /codon_start=1
                     /transl_table=11
                     /product="Urocanate hydratase"
                     
/translation="MTTTTTKFRDVEIRAPRGTELTAKSWLTEAPLRMLMNNLDPDVA



                     
ENPKELVVYGGIGRAARNWECFDKIVDTLKNLETDETLLVQSGKPVGVFKTHKDAPRV
                     
LIANSNLVPHWANWEHFNELDAKALAMYGQMTAGSWIYIGSQGIVQGTYETFVEAGRQ
                     
HYNGDLKGRWVLTAGLGGMGGAQPLAATLAGACSLNIECQQASIDFRLRTRYVDEQAT
                     
DLDDALARIDRYTKEGKAISIALHGNAAEILPELVRRGVRPDMVTDQTSAHDPLNGYL
                     
PVGWTWDEYRERAKKEPEAVVKAAKQSMAKHVQAMLDFQKMGVPTFDYGNNIRQMAKE
                     
EGVANAFDFPGFVPAYIRPLFCRGIGPFRWAALSGDPEDIYKTDAKVKELIPDDEHLH
                     
HWLDMARERISFQGLPARICWVGLGLRAKLGLAFNEMVRSGELSAPIVIGRDHLDSGS
                     
VASPNRETEAMQDGSDAVSDWPLLNALLNTAGGATWVSLHHGGGVGMGFSQHSGVVIV
                     CDGTDEAAARIARVLTNDPATGVMRHADAGYEIAINCAKEQGLHLPMITQ"
     gene            60411..61949
                     /gene="hutH"
                     /locus_tag="DSM_02787"
     CDS             60411..61949
                     /gene="hutH"
                     /locus_tag="DSM_02787"
                     /EC_number="4.3.1.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P21310"
                     /codon_start=1
                     /transl_table=11
                     /product="Histidine ammonia-lyase"
                     
/translation="MELLIQPGKLTLADLRQAYLNPIKVKLDESASSAINASVACVEQ
                     
IVNEGRTAYGINTGFGLLASTKIAPEDLEKLQRSLVLSHAAGVGEALDDAMVRLIILL
                     
KANSLARGFSGIRRKVIDALLALINAEVYPHIPLKGSVGASGDLAPLAHMSLVLLGES
                     
KARYKGEWLPAVEALKIAGLEPISLAAKEGLALLNGTQVSTAYALRGLFEAEDLFAAA
                     
TVCGGLSVEAMLGSRAPFDARIHEVRGQRGQIDVAAAYRDLLTDSSEISRSHEECGKV
                     
QDPYSLRCQPQVMGACLTQIRQAAEVLEIEANAVSDNPLVFAEQGDVISGGNFHAEPV
                     
AMAADNLALAIAEIGSLSERRISMMMDRHMSQLPPFLVANGGVNSGFMIAQVTAAALA
                     
SDNKALAHPASVDSLPTSANQEDHVSMAPNAGKRLWYMADNVRGILAVEWLGACQGLD
                     
FREGLKSSPKLEQARKILRDQVPYYSEDRFFAPDIEQASELLASGCLNELLIPKLLPS
                     LSEV"
     gene            62014..63426
                     /gene="proY"
                     /locus_tag="DSM_02788"
     CDS             62014..63426
                     /gene="proY"
                     /locus_tag="DSM_02788"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:P0AAE2"
                     /codon_start=1
                     /transl_table=11
                     /product="Proline-specific permease ProY"
                     
/translation="MSQNSTLQRGLNTRHIRFLALGSAIGTGLFYGSATAIKMAGPSV
                     
LLAYIVAGIAIYIVMRALGEMAVHNPVSGSFSHYASQYIGPLAGFTTGWTYVFEMVIV
                     
AIADVTAFGIYMGFWYPDVPRWIWILSLIMFLGAINLIHVKVFGELEFWLSIVKVSAI
                     
VAMILGGLGLMFYGFHVDHSSVVPGIQNLWIYEGFMPHGIAGLVACLSVVVFAFGGIE
                     
IIGITAGESQDPKTTLPKAINAVPVRILLFYVLTIFVLMSIFPWNQIGSQGSPFVQIF
                     
ENLGIKSAANILNIVVVTAAISAINSDVFGAGRMLYGMANRGQAPRIFQKLSRNGVPW
                     
MTVVVMAGVLLIGVVLNYLIPENVFVIIASIATFATVWVWLMILLSQVAMRRKLSTAE
                     
IKALDFPVFGWPYAPAFAIGFMVFILVMMGYFPDSRPAIYVGITWLALLTIAYRIWVK
                     PEQSLGKESEPVQQNIEMES"
     gene            63478..64683
                     /gene="hutI"
                     /locus_tag="DSM_02789"
     CDS             63478..64683
                     /gene="hutI"
                     /locus_tag="DSM_02789"
                     /EC_number="3.5.2.7"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8U8Z6"
                     /codon_start=1
                     /transl_table=11
                     /product="Imidazolonepropionase"
                     
/translation="MKKLWQNCHIATMQNGQYSYIEDAAIVTEGHLIHWIGKQQQLPA
                     
DTYSETVDLNGAWVTPGFIDCHTHSVFGGNRSVEFEKRLQGVSYAEIAASGGGIASTV
                     
RATREASEEQLLKSALKRIRCMQQDGVTTIEIKSGYGLNYENERKMLCVIRQIGEALP
                     
MTVKSTCLAAHALPPEYKDQSDAYIEHICTEMLPKLHAEGLVDAVDAFCEHLAFSPAQ
                     
VERVFKTAQSLGLPVKLHAEQLSSLGGSSLAARYHALSADHLEYMTEDDVKAMAESGT
                     
VAVLLPGAFYLLRETQYPPIESLIKHGVRIALSSDLNPGTSPALSLRLMLNMGSTLFR
                     
LTPEQALAGVTIHAAQALGLEQTHGSLEQGKVADFVAWDIEHPSEIVYWLGGDLPKRV
                     VQHGQEVIF"
     gene            64661..65614
                     /gene="hutG"
                     /locus_tag="DSM_02790"
     CDS             64661..65614
                     /gene="hutG"
                     /locus_tag="DSM_02790"
                     /EC_number="3.5.3.8"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9KSQ2"
                     /codon_start=1
                     /transl_table=11
                     /product="Formimidoylglutamase"
                     
/translation="MDKKLFFKRCHMNHTFKWQGRHDGEGEAHQRIYHIVNTTQHAEF
                     
ALIGFSSDEGVKRNKGRVGAADAPDAIRTQLANLPIHRPVSIVDLGTVTCEYGNLEQA
                     
QSELAEQVANSLEHGLKPVVLGGGHEVAFGSFSGLFQYVQAHAPNKKIGIINFDAHFD
                     
LREAEHATSGTPFLQAARLSEQHQKQFNYLCIGVANHANTKILFDTADALNCSYLRDH
                     
EVNIFNLNNVLVAVDAFIEKVDCLYVTIDLDVFTAAVAPGVSAPAVKGIDLATFEAIF
                     KHIQETGKIKLLDIAECNPKFDLDNRTAKLAAYIVYQYLFS"
     gene            65868..67694
                     /locus_tag="DSM_02791"
     CDS             65868..67694
                     /locus_tag="DSM_02791"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKNRTLHFACISVLFWMSHSSNAATPEINTNSIEKSQSKQKSDV
                     
SVRVKALNQLLQELWEYTLKNNPETATTLGDLRYNDRWTESSKSQIEKDKKTTQNFLK
                     
RFEAIDSTGFSATDQLNKDLMIYQLKETLKNYDLKLYEMPFNQMWGLHLQFPGFISAI
                     
PFDNTKQYQDYIARLKQIPLILDQGIQLAKQGQKDGLMPPKYLIEKVAKQIDSIATPA
                     
GKDSVFASPLKQFPKNISKAEQERLSREILQTIDQNVRPAYQKLGAFIQKDYLPHGRQ
                     
HEGIWSLPNGDELYRFYVENNTTTLESPENIHQLGLKEVARIEAEMLKIAKAQGFNDL
                     
KSFQQSLKTNPAVFPKSREEILEIYRGYIAQMQPELPKLFGLLPKNKVEVLPVEQYRE
                     
KEAAGAEYHQGTPDGSRPGQVYVNTGDFSERSKISMEATAYHEAIPGHHMQIDIAQNL
                     
PNLPMFRKQPNHTAYIEGWALYAEQLGKDVGFYKDQLSDYGRLSSELFRACRLVVDTG
                     
VHYKKWTRQQMIDFMREHSALDEPDIQAEADRYIAIPAQALAYKMGQLKILELRELAK
                     QELGDRFDIKTFHDMILNAGTLPLNILDARIKNWINEQKAAA"
     gene            67799..68437
                     /locus_tag="DSM_02792"
     CDS             67799..68437
                     /locus_tag="DSM_02792"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WPI9"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MEKSLKEYQAIIFDMDGTLVDSFSFFLGALNQLAKKHKFKSVEL
                     
HEVEQYKHLSPKEIMKEMNVSRWKLPWIAKDFIRLMKERDQEVYMFEGMRDQLIELHK
                     
RGYTLAIITSNSKENCQSILGTELCELFSHIDGGSSIFGKAKRIKRVLNILNLNKEQA
                     
IYVGDQTTDGEAAHKAGIDFAAVGWGYTSAEKLKTIQPKVVLTDLATMKKFF"
     gene            68461..69261
                     /gene="racE"
                     /locus_tag="DSM_02793"
     CDS             68461..69261
                     /gene="racE"
                     /locus_tag="DSM_02793"
                     /EC_number="5.1.1.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P94556"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutamate racemase 1"
                     
/translation="MNNNNNPIGMIDSGLGGLSLFKHIRQALPNEDIIYFADSKYVPY
                     
GDKESDWIVSRTTHLISNLVAQGKCKAIVIACNTMTAVAIETIRAQINVPLIAIEPAV
                     
KPAVAITQSKHIAVLATATTVKGKNLKSLIEMYAQDIKVSLVPCIGLAEKIETGKAHT
                     
AEVKDYLKNILAPLVEQKVDTIILGCTHYPFVSDTIQEIVGRDIQIIEPSEAVTAQLI
                     RQLNQYHLSSESPNEGNHIIWTSSDPLEVADVTFSLLSEKLSVKAVEL"
     gene            complement(69347..71185)
                     /gene="glmS"
                     /locus_tag="DSM_02794"
     CDS             complement(69347..71185)
                     /gene="glmS"
                     /locus_tag="DSM_02794"
                     /EC_number="2.6.1.16"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P17169"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutamine--fructose-6-phosphate 
aminotransferase
                     [isomerizing]"
                     
/translation="MCGIVGGVAERCVTEILIEGLKRLEYRGYDSAGVALLNNQQILR
                     
ERRVGKVANLADAVSEHQLTGAIGIAHTRWATHGKPTENNAHPHMSGKVAVVHNGIIE
                     
NYQELKDDLQALGYVFTSQTDTEVVAHLVAEALKNTDSLLEAVESVVPQLKGAYALGI
                     
IHSDYPDELITVREGSPLVIGVGIGENFISSDQLALLPVTNRFIYLEEGDIARLTRTS
                     
IEVFVKGERVERPVKELDATVSSASKGEYKHYMLKEIYEQPEAIKQTISQALDGNNLR
                     
DDFLKDADADFSKLQSVQIIACGTSYHSGMIAKYWFEQLIGVPCQVEIASEFRYRSPV



                     
IVENTLYICISQSGETADTLAALRETQKRAKANNIDIQTLTICNVATSSMVRETDHHL
                     
LTLAGPEIGVASTKAFTTQLAALMLLILKIGQVKQRISNVMIEELARELWHSPKVILD
                     
TLKQDAEILRLSELFVEKQHCLFLGRGTHYPIALEGALKLKEISYIHAEGYAAGELKH
                     
GPLALVDTEMPIVILAPNDEMLDKLKSNMEEVQARGGELFVFADENSGVVEKDRQHVV
                     QIPTVNEWLAPIIYSVPVQLLSYHVAVLRGTDVDQPRNLAKSVTVE"
     gene            complement(71198..72562)
                     /gene="glmU"
                     /locus_tag="DSM_02795"
     CDS             complement(71198..72562)
                     /gene="glmU"
                     /locus_tag="DSM_02795"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:B0VPT6"
                     /codon_start=1
                     /transl_table=11
                     /product="Bifunctional protein GlmU"
                     
/translation="MSTTVIILAAGKGTRMRSQLPKVLQPLAGRPLLGHVIKTAKQLL
                     
AENIITIYGHGGDHVKKTFAQENIQWVEQAEQLGTGHAVQMTLPVLPKDGISLILYGD
                     
VPLVRQTTLEQLIEVSNKTGIGMITLHVDNPTGYGRIVRQDGKIQAIVEHKDATEAQR
                     
QIQEINTGIYCVSNAKLHEWLPKLSNENAQGEYYLTDIVAMAVADGLEIASIQPELAF
                     
EVEGVNDRLQLAALEREFQKQQAKELMQQGVTFADPARFDLRGTVKVGHDVRIDVNVI
                     
IEGDCELGDFVEIGAGCILKNTTIAAGTKVQAYSVFDGAVVGENTQIGPFARLRPGAK
                     
LANEVHIGNFVEVKNTTIGLGSKANHFTYLGDAEIGAESNIGAGTITCNYDGANKHKT
                     
TIGDAVFIGSNSSLVAPVTIGNGATVGAGSVITKDVAEQSLSFERAQQISKANYQRPQ
                     KLKK"
     gene            complement(72579..73094)
                     /gene="pgpA"
                     /locus_tag="DSM_02796"
     CDS             complement(72579..73094)
                     /gene="pgpA"
                     /locus_tag="DSM_02796"
                     /EC_number="3.1.3.27"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P18200"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphatidylglycerophosphatase A"
                     
/translation="MDTNTLHKPPIHFKDMSWFNRCIVFCGVGFGSGLAPKAPGTFGS
                     
AFALLFVPIWLSLGFTLSLIAILIMSVVGIYICGQTAKILDVHDDGRIVWDEFAGQSI
                     
TFLPLLYLQQINWIWVITGFILFRIFDVWKPWPIRVIDRQVHGGFGIMLDDIIAGVWA



                     ALCTLIIIHLS"
     gene            complement(73072..73989)
                     /gene="thiL"
                     /locus_tag="DSM_02797"
     CDS             complement(73072..73989)
                     /gene="thiL"
                     /locus_tag="DSM_02797"
                     /EC_number="2.7.4.16"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AGG0"
                     /codon_start=1
                     /transl_table=11
                     /product="Thiamine-monophosphate kinase"
                     
/translation="MAEFSIIDQYFNRQSHPDVALGIGDDSALITPPPNQQLVICADT
                     
LVAGRHFPLETSPHAIGWKSVAVNLSDIAAMGAKPHSILLAISLPQVDHEWLEGFSQG
                     
LYDCCNQFGVALIGGDTTQGPHLTITVTAMGWIETGKAVLRSGAKVGDYVCVSGQIGD
                     
AAYGLQHLGHSLQQRLDYPTPRCKLGEELKGLASSMIDVSDGLAQDLGHILKASKVGA
                     
RLILEKLPVDPVLQQLEERQRWQYALAGGDDYELCFTITPQNYEKLLQKQLDVKITMI
                     GQIVEQTKLTFEHLGSDYPLQIHGYQHFA"
     gene            complement(74005..74454)
                     /gene="nusB"
                     /locus_tag="DSM_02798"
     CDS             complement(74005..74454)
                     /gene="nusB"
                     /locus_tag="DSM_02798"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A780"
                     /codon_start=1
                     /transl_table=11
                     /product="Transcription antitermination protein 
NusB"
                     
/translation="MSQTLQAAYAAKRKARRFAVQGIYEWQMSHNPVHEIEARTRAEN
                     
AMHKVDLNYYHELLTQVIAQHEDLDALLIPVLDREIDALDGVELATLRLGAYELRDHL
                     EIPYRVVLDEAIELAKHFGGADSHKYINGVLDRLSSTLRSAEKQQAK"
     gene            complement(74458..74928)
                     /gene="ribH"
                     /locus_tag="DSM_02799"
     CDS             complement(74458..74928)
                     /gene="ribH"
                     /locus_tag="DSM_02799"
                     /EC_number="2.5.1.78"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q02SM0"
                     /codon_start=1
                     /transl_table=11
                     /product="6,7-dimethyl-8-ribityllumazine synthase"
                     
/translation="MAIRRIEGLLHLASEGRYAILVGRFNSFVVEHLLEGAIDTLKRH



                     
GVNEDNITVIHAPGAWELPIVAKKLATSNQFDAIIALGAVIRGSTPHFDFVAGECAKG
                     
LGVVALESSLPVINGVLTTDSIEQAIERSGTKAGNKGSEAALTAIEMVNLLKAI"
     gene            complement(74940..76061)
                     /gene="ribBA"
                     /locus_tag="DSM_02800"
     CDS             complement(74940..76061)
                     /gene="ribBA"
                     /locus_tag="DSM_02800"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A5U2B7"
                     /codon_start=1
                     /transl_table=11
                     /product="Riboflavin biosynthesis protein RibBA"
                     
/translation="MPLSRVEELVADIRAGKMVILMDDEDRENEGDLVIAATHVRPED
                     
INFMITHARGLVCLTLSRERCKQLNLPLMVDQNGAQHGTNFTLSIEAAEGITTGISAA
                     
ERAHTIQAAVAAHAKPNDIVQPGHIFPLMAQPGGVLHRAGHTEAGCDLARLAGLEPAS
                     
VICEIIKEDGTMARRADLEIFAEKHGLKIGTIADLIHYRMTNEQTVERLDQRTIQTEY
                     
GSFELYRYREIGNPDIHLALVKGEPKEGVTTVRVHGFSPVRDLLKLNKADGEPAWNLD
                     
RALQTIAASDRGVLVWIGQDHLQDLGPALDDLTKPKPVKSNAALSHQYQTIGVGAQIL
                     RDLGVEKMKLLSSPLRFNALSGFNLEVVEYVTADQITTK"
     gene            complement(76301..77590)
                     /locus_tag="DSM_02801"
     CDS             complement(76301..77590)
                     /locus_tag="DSM_02801"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIAPRQGLFASLLIISFALHTFLLVIATTHQLNENRASQGQLMT
                     
SQLVADSLSELEPANTVSLALIANRYATNPSVASIRILDANKQVLATSGMSKTRQGEI
                     
FVRDALQNEKKVGSIEITLIQPSIGEILRTQWLAILASLFLHVLLWLAYRAIARPTRS
                     
EYLARINEENRLKHEIQELTQALALEKQNTVTLVAQAQQQAKAKPIVRSQPEKSLEST
                     
DQNTLALNIQFYDPKQLLSSVNQSVSVPYFKLCQLFLNKSIELCTKHYHLKATDIDVV
                     
DEFHAEGATLAISTSHPHAVECLLMVGTVFQLLSDVLYKRYREDKRFALQTRSAVCNA
                     
VEAMQIDAKEAAQRLAQHLHAKESALYLDNEQLKAIQDSYQLVAMPNPSNVMTRHAFM
                     INGMNAECAELAQNIRTEILMGKKSIPQNDSPSSAAS"
     gene            77668..78891
                     /gene="serB2"
                     /locus_tag="DSM_02802"
     CDS             77668..78891



                     /gene="serB2"
                     /locus_tag="DSM_02802"
                     /EC_number="3.1.3.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O53289"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphoserine phosphatase SerB2"
                     
/translation="MREIILISFLGPDQPNQFTRLMQVLSVHSLQILDVGQAVIHNQL
                     
TLGIVVASENETATALAMKEILILAHDIGLTVRFKPISGAEYDQWVSEGGRTRYIVTA
                     
LAPELTAAHLQAVTQIVSSQGFNIETVTRLSGRVDLEKDSTLPRRACVQFGLSSGPTL
                     
DAQAMRAACLLLSSELNIDVAVQEDNAYRRNRRLVCFDMDSTLIEQEVIDELALEAGV
                     
GEQVAEITERAMQGELDFQQSFRARVALLKGLDASVLPKIAERLTITEGAERLISTLK
                     
ALGYKTAILSGGFQYFAEYLQAKLGIDEVHANVLDVQDGVVTGEVKGVIVDGARKAEL
                     
LRELANKLGISLEQAMAVGDGANDLPMLAIAGLGVAYRAKPLVRQNANQAISSVGLDG
                     VLYLLGMHDKDLSRA"
     gene            79301..79636
                     /locus_tag="DSM_02803"
     CDS             79301..79636
                     /locus_tag="DSM_02803"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVTANFAAIAGLSLIAVALVAVFFSPYRRWLGFMLAGMFFWGLL
                     
EVVRFGVQVTFEMPVTYSYLTALSLAMVMVTFVLLREDKQAQKALANRQYIEHTPVYE
                     DDQQQCSSR"
     gene            79884..80369
                     /locus_tag="DSM_02804"
     CDS             79884..80369
                     /locus_tag="DSM_02804"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFMKLSSIPVVKLPLVDVSTDPLDLLVAGLALRMKQLARTSPKF
                     
IELVHDRAFRIQIGTDLGVARQIIINHGHIDTVAGSPEKADFILQFADSEQGVKTLLK
                     
GDPTAFMTGMQDGSIKMEGDFSLLVWFNQAAKLIPPKLPKPVKDKVRQARAFIKEKTG
                     R"
     gene            complement(80409..80852)
                     /gene="dtd"
                     /locus_tag="DSM_02805"
     CDS             complement(80409..80852)



                     /gene="dtd"
                     /locus_tag="DSM_02805"
                     /EC_number="3.1.1.96"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A6M4"
                     /codon_start=1
                     /transl_table=11
                     /product="D-aminoacyl-tRNA deacylase"
                     
/translation="MRALIQRVLEAKVEVDGQTTGEIKKGLLVFLGLGKEDTLEKGQK
                     
LIDKILKYRIFDDEQGKMGWNVSQANGGVLLVSQFTLMAQTQKGLRPDFGPAMPPSDA
                     KALYEQLVEYTRSQFENVQTGIFAADMKVHLINDGPVTFNLEVEA"
     gene            81053..82576
                     /gene="katB"
                     /locus_tag="DSM_02806"
     CDS             81053..82576
                     /gene="katB"
                     /locus_tag="DSM_02806"
                     /EC_number="1.11.1.6"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P46206"
                     /codon_start=1
                     /transl_table=11
                     /product="Catalase"
                     
/translation="MFKRTFLFTIIAATLSTVYAAPLTKDNGAPVGDNQNSTTAGANG
                     
ATLLQDVQLIQKLQRFGRERIPERVVHARGTGVYGEFVSTKDLSDLTLASLFKAGTKT
                     
PVFVRFSTVIHPKGSPETARDPHGFAVKFYTQQGNWDLVGNNLPVFFIRDAIKFPDFV
                     
HAMKPDPVTNVQDPNRIFDFLQSQPWSINMLTYVYSNLGTPESYRTLDGFGVHAFKLY
                     
NDKGEYKYVKFNWRSQQGVKGLNLEQLREVQGRDWSHLTNDMYKNIYAGNYPKWDLYI
                     
QVLDPKDLDKFDFNPLDATKIWPNELVPEFKVGTLTLNRMPKNFFQETEQSAFAPGNL
                     
IPGIEPSEDRLLQGRVFSYSDTQLYRLGANYQQIPVNRPRVAVNNNNQEGFMNMGQTE
                     
SHVNYEPSQIEPKPATEKARAVQTPLEGTVMQHAIQKQQPYKQAGDLYRSYSALEKKD
                     
LIRNLAADLGQVKNVETKTVMLSYFYKADADYGTRLAKAVGVDLKMVQAKAAQLKDE"
     gene            82706..83191
                     /locus_tag="DSM_02807"
     CDS             82706..83191
                     /locus_tag="DSM_02807"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIYFRSVFLATCLLCSSIGASVYAAMPSSQDNGSAEVIELFFSA
                     
AKVGNVEVLQEFLSHGFPIDVQDHSGYTALMMASYYGQKDAVKVLLEQGANRCLRDKR



                     
GHTALMGAIVKAEWGIAKQLRQVDCDANAAKTGLLTAEQFAIQFGQQQRLKDIQPSTE
                     K"
     gene            83332..84546
                     /gene="pncB2"
                     /locus_tag="DSM_02808"
     CDS             83332..84546
                     /gene="pncB2"
                     /locus_tag="DSM_02808"
                     /EC_number="6.3.4.21"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HW26"
                     /codon_start=1
                     /transl_table=11
                     /product="Nicotinate phosphoribosyltransferase 2"
                     
/translation="MSPIIHSLLDTDLYKFTMLQVVLHKFPQTHSVYHFRCRNLEDTV
                     
YPLVDILDDLNEQLDHLCNLKYKEDELQYLRKLRFIKSDFVDYLELFQLKRRFIHASI
                     
DEEGRLDIRIEGPMVQAMMFEIFVLAIVNELYFSRIKTDEVWAEGERRLQAKLELIQQ
                     
YEKAQQPNDPPFLVSDFGTRRRYSFEWQKHVVAAFHNTVPNVFRGTSNVLLAKELNIT
                     
PIGTMAHEFLQAFQALDVRLRDFQKAALETWVQEYRGDLGIALTDVVGMDAFLRDFDL
                     
YFAKLFDGLRHDSGDPYEWGDKAYAHYRKLKIDTKTKMLTFSDGLNLPKAWELHQYFK
                     
DRFQVSFGIGTNLTNDMGQTPLNIVLKLVECNGQSVAKISDSPGKTMTDNDTFLAYLR
                     QVFQIEELDEAI"
     gene            84691..85545
                     /gene="rhdA"
                     /locus_tag="DSM_02809"
     CDS             84691..85545
                     /gene="rhdA"
                     /locus_tag="DSM_02809"
                     /EC_number="2.8.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HUK9"
                     /codon_start=1
                     /transl_table=11
                     /product="Thiosulfate sulfurtransferase"
                     
/translation="MTMTLPDFKLDLLIEAEELVPYLGNEYIRIVDLSRASVYEQLHV
                     
PHAIHLQPKWLVAQHEEATGVLPDEAGLQALIEKLNISPNHHVVVYDDEGGAWAGRLI
                     
WNLHCLGFTRTSLINGGIHAWLGAGLPTTAEVEELPRVDNLIQIDLSHAAQFRVNYEE
                     
LRKQVEQESVQLWDCRTSDEYSGVRLAARRGGHIPNALHFEWSTALNRQNHLKLHPLE
                     
RTRQRLEQLGFDLKQPVVVYCQSHHRSGLAYILARLLGWEAKAYDGAWSEWGNRLDSP
                     IITGESPS"
     gene            85542..86393
                     /gene="psd"



                     /locus_tag="DSM_02810"
     CDS             85542..86393
                     /gene="psd"
                     /locus_tag="DSM_02810"
                     /EC_number="4.1.1.65"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A8K1"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphatidylserine decarboxylase 
proenzyme"
                     
/translation="MSFTSRLKKELFIKAQNLVPQHQLSRVVGKVAASENPILKAAVI
                     
HAFKTKYGIDLSIAEQGNALKYKSFNDFFTRALKDGVRLVDENPDSIVSPADGAISQI
                     
GKITAGEVFQAKGQSFSVEKLIGDPQLAQPFQEGEFATVYLSPRDYHRVHMPFSGTLT
                     
ETLYVPGELFSVNQVTAENVPGLFARNERMVCLFDTELGRMAVVLVGAMIVAGIETVA
                     
TGKVKPSGRIELQHHELKLEKGAELGRFYLGSTAIILFEKDKIEWEKRYKAESVVVMG
                     ERMGHTL"
     gene            86613..87809
                     /locus_tag="DSM_02811"
     CDS             86613..87809
                     /locus_tag="DSM_02811"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIRKSNSLLKILFSSICLISGSAMAAPITDLSKQIVSEKPGSIL
                     
SIAQQDVTDLFLHADQRLLVNYRSRGVNNEPIVASAFILLPKGTPSKNGWPVLAWAHG
                     
TTGVADTCAPSGDYAGGPVHSYQEVASKALDGWLARGYAVVAPDYQGLGTLGAHPYMN
                     
AKSQLHTVVDAVRALHLLKPKSFNKQWLVMGHSQGGAAAITVAAYGQKDAPELDLKGA
                     
IALAPGGYQYEGIAEYVQSNPNPEPSVVAFFPIVLLGAQAAEPSIVPENLVSPEMNTV
                     
LTQARSRCLSELQSDLKKSPSSIFRPNADLKPLLAYLKKQSIENMVPTVPLMIVQGSK
                     
DHLVDPRGTSAYYQQLCKLKKPTIYQTIDGGDHRDALRQSNTFATSFLNVIEKNQTKS
                     YCSNFK"
     gene            complement(87878..89236)
                     /gene="phoR"
                     /locus_tag="DSM_02812"
     CDS             complement(87878..89236)
                     /gene="phoR"
                     /locus_tag="DSM_02812"
                     /EC_number="2.7.13.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P08400"
                     /codon_start=1



                     /transl_table=11
                     /product="Phosphate regulon sensor protein PhoR"
                     
/translation="MYEPYPVPEQVREQKLSRYSSLWTFAKQDLRLLLFFLIIAGLVG
                     
LGIGYFWSCIFIAFVVFFTLQLRSLYLVNDWIANNPYDVPPNLNGIWGALLFNVYRAQ
                     
RQERIVQAEMVGLIDRAQSSLVALAEAVVLIDDQHQIEWWNPAAERLLGISPLDRGRN
                     
LLTILRQPTFIEYFNNIDQAPDGIKLHSNLDDDRYVQVKLTRFGGESRLLVAYDVTRM
                     
HNLEQMRKDFVDNISHELRTPLTVLSGYIETFTDQEDISPRWKRAFDQMQSQTKRMNA
                     
LVNDLLLLSNLENNKKIAKNQIIEMPSLMNQLFDDAQAYNADYGHTLNLHIDSHCDLI
                     
GSDMEIASAFSNLITNAIKYTPKGGTITIGWHDDGEHAYFSVQDTGIGINPKHLPRLT
                     
ERFYRVDSDRSRQTGGTGLGLAIVKHVLMQHGAYLDVQSKENEGSTFTAVFPKERLYN
                     MT"
     gene            complement(89246..89956)
                     /gene="phoB"
                     /locus_tag="DSM_02813"
     CDS             complement(89246..89956)
                     /gene="phoB"
                     /locus_tag="DSM_02813"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFJ5"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphate regulon transcriptional 
regulatory
                     protein PhoB"
                     
/translation="MKDDYILIVDDELPIREMIHTSLDMAGFQCLQAEDAKQAHQIIV
                     
DQRPALILLDWMLPGGVSGVDLCRRLKRDENLAEIPVIMLTARGEEDHKVQGLDAGAD
                     
DYMTKPFSTRELVSRIKAVLRRANALSGEKTIDANGLILDPVSQRVSFGNSILDMGPT
                     
EYRLLAFFMTHPERAYTRAQLLDQVWGGNVYIEDRTIDVHIRRLRKVLEPFGVDRFVQ
                     TVRGTGYRFSTRADLAAG"
     gene            complement(90212..90883)
                     /gene="betI_4"
                     /locus_tag="DSM_02814"
     CDS             complement(90212..90883)
                     /gene="betI_4"
                     /locus_tag="DSM_02814"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_00768"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator BetI"
                     
/translation="MATNDSTSKKKTKTVSKERQFKGLSLSERKEARREKLIEAGIAT



                     
YGTLGFFSVTVKDVCQEAKLTERYFYESFKKSEDLFQTIFLKMIEELQQNLMQAVIKA
                     
APDPEQMVDAGLRALLSTLKDDPRLARIVYVDAILVQELHNQATIQETLAQFDRMIQA
                     
FVMLTMPQIQHNENELSLIATGLNGYVTQIAVRWVMGGFKQSLEQVLAACRIVFLALL
                     AKVSK"
     gene            91080..91913
                     /gene="sadH_2"
                     /locus_tag="DSM_02815"
     CDS             91080..91913
                     /gene="sadH_2"
                     /locus_tag="DSM_02815"
                     /EC_number="1.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WGP9"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative oxidoreductase SadH"
                     
/translation="MKNFKNKVAAITGAGSGIGQQLAILLAKQGCHLSLSDINEKGLE
                     
KTVELLKPYSNITVTTKKLDVSDREAVRQWAQETVQDHGCVNLIFNNAGVALGSTVEG
                     
ATYEDLEWIVGINFWGVVYGTKEFLPFIKQTQDGHIINISSLFGLTAQPTQSGYNATK
                     
FAVRGFTESLRQELDIEKCGVSSLCVHPGGIRTNIAKAAKMSDSLSSLGMDPTKSIQN
                     
FDKLLRTPPEEAARQILDAVLKNKRRLLIGSDAKILDAFQRLFPTGYQRASTIVTKWM
                     K"
     gene            complement(91970..93337)
                     /gene="mepA"
                     /locus_tag="DSM_02816"
     CDS             complement(91970..93337)
                     /gene="mepA"
                     /locus_tag="DSM_02816"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q7A7N0"
                     /codon_start=1
                     /transl_table=11
                     /product="Multidrug export protein MepA"
                     
/translation="MPPRQSLIHQQNLWKTFFVFLLPLIATNILQNLSGTINTIFVGQ
                     
MMGVDAIAAVSVYFPILFLLLAFIIGISTGTTVLVGQAWGAQDIEKVQSVVGSTLFMT
                     
IIGGIITAIIGVFFAHDILELLGTDPKVMHLSLPYVQWMLAGSPLLFVYIIYTSILRG
                     
VGDSTTPLLALALTSVIGVIITPILLKGYFGFPALGIIAPAIASIISYIAILIFLAIY
                     
LNKKKHPLRPNRQLLQHIRHNSELSKIILRLGVPTGIQMITTSMAGLVIVGLVNRFGA
                     
HATAAYGAVNQVLNYIQFPAISISIAASIFAAQAIGAGKSDLLARVTRTALGMNFLFT
                     
GALIALGYLFSKYLMALFITDPTVVVLGQQLLFIVLWAILFFGAGAIFASIMRASGAV



                     
TVPMLINISAILFIEMPCAYWFSSMWGLKGIWVAYALAFVSLCIIQGLYYQFIWKKKK
                     IKVLI"
     gene            complement(93444..94598)
                     /gene="ybdL"
                     /locus_tag="DSM_02817"
     CDS             complement(93444..94598)
                     /gene="ybdL"
                     /locus_tag="DSM_02817"
                     /EC_number="2.6.1.88"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77806"
                     /codon_start=1
                     /transl_table=11
                     /product="Methionine aminotransferase"
                     
/translation="MLQLQSKLPAQGVTIFSTMTAMAQRLGALNLSQGFPDFPAPPAL
                     
LEALSQATLAGHNQYPPGDGILALREQLALQFQQRDQLQLDPVTQITITPGATIAIFC
                     
AIQACINTGDEVIIFDPSYDSYGPSVELAGGKAVHIALQAPDFKVNWQQVKDRINDKT
                     
RMIVVNTPHNPTGTIWSKQDWLELIELIQDKNIVVLSDEVYEHLVFDGQQHFSALHFP
                     
ELRERSFVIGSFGKTFHVTGWKTGYCVASPDLMRLFRQIYQYVNFCGTTPCQIALAQY
                     
MQQHPEHIQELSQFYQAKRDRFNQAIHNSRFLLKPSQGTYFQNLDYSQIRPDLNDVEM
                     CQFLAEQHKIVAIPVSVFYQQAPESLRLIRFCFAKNDETLQKAGEILNQC"
     gene            complement(94626..95936)
                     /locus_tag="DSM_02818"
     CDS             complement(94626..95936)
                     /locus_tag="DSM_02818"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNMAEEVHHAPNLKRSKYFATMALIIVVVLWIGLLIANRFLPEY
                     
TDLIHILMLGAEAGVVGGLADWYAITVLFRNPFGKLPIPKFLRDHTEIIPRNKARIAE
                     
SMGRFVQENFLSPQVVERSLEKTDLSLAIGQWLASPQNNTQVVQLIQQTVPKVFEFVS
                     
QEQIANFVQNNSVQWVRNTQVNKLASEMLRAVLENDFHQDVLQRGLDIAHEWVVQNPD
                     
KTRELTRKMFKALGVWSLAKGASWIGIDVQQRTIDSLVEKVESMLADHEHPWRQEIET
                     
IAHSLMLELANPESIASQRLNSGKDALLDSPQVLNFISGAVTILCDAIKEDLMKEDSG
                     
IAMNLRAAIQQLGENLVQNVKVREVLNKEMTGLAMNFTDQYSHKIIRYVSERIHEWDS
                     REMIGKIENEVGGDLHMIRVNGVVVGAFIGLTLGVIRAAIESIL"
     gene            complement(95950..96513)
                     /locus_tag="DSM_02819"
     CDS             complement(95950..96513)
                     /locus_tag="DSM_02819"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKYLSLCLALGTAITLSACSTVPSKPKTFDQLGQFSAYPLNAQT
                     
FRISFQADSNMSYGAAEEITLVKSAQTTVQKGFRFFKVLNDPSNQSQKPPRQAVVYPS
                     
APSFYPYGYYRRYPGFWHDPFYDFPQVVNIDPVQVSYTIECYRDQKQAPQDAFDATLI
                     LKSIGQKYGLSPTGELLPPPEPPVKQK"
     gene            complement(96573..97112)
                     /locus_tag="DSM_02820"
     CDS             complement(96573..97112)
                     /locus_tag="DSM_02820"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNDQDILNFWFSPEQRSLWFAKSEDFDAKIRDQFADVHRQATRA
                     
ELWSWRKTPEGRLAEIIVLDQFSRNIYRDQPESFAYDGLALALSQEAISLQLDAQLNP
                     
EQRSFLYMPFMHSESKLIHEFALKLFQRLGNEINLSFEKKHKVIIDRFGRYPHRNAIL
                     GRVSTPEETEFLLEPNSSF"
     gene            97281..98858
                     /gene="gshA"
                     /locus_tag="DSM_02821"
     CDS             97281..98858
                     /gene="gshA"
                     /locus_tag="DSM_02821"
                     /EC_number="6.3.2.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A6W9"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutamate--cysteine ligase"
                     
/translation="MSQPTTPSQSVIPAWVDSSLLQGMLRGIERESLRMQSNGFLSQE
                     
LHPKALGSALTHPKITTDYSEALMEFITSPQPTIGDALHELTDIHAVVHRHLENGEKL
                     
WPLSMPCMLDDNEERIRLAQYGTSNIGRFKTLYRRGLGIRYGRRMQTISGVHYNLSFP
                     
DSLFSALQAHETDEKLKALSLQDYRSHRYFGLIRNFIRLTPLVMFLVGASPSVCRCFL
                     
TGHEHHLLPLIKGSYYLPYATALRMGRLGYQNSAQKSLGIHYNNLTGYLDGLQKAVHS
                     
PYPPFSRLGLNDASGEPLQINDHVLQIENEYYSLVRPKQVPQAGETPSQALKNRGVGY
                     
VELRAVDVNPYSAIGVNETTAGFLEALALYCLLSDSPELLCPEQDLIEKNQTEVVNRG
                     
RAPNATITDLNGSYHIEDWARQYISKMQDCARLLDQTYATDLYSSALAVMQERIDEVD



                     
ETLSAHVIDDTLKHGGTWSFGSHMAQLHAETYEKHEISAETLQYFEQLAVQSLQQQEQ
                     LEQDSQISFDQYLEQYR"
     gene            98873..99388
                     /gene="dsbB"
                     /locus_tag="DSM_02822"
     CDS             98873..99388
                     /gene="dsbB"
                     /locus_tag="DSM_02822"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A6M2"
                     /codon_start=1
                     /transl_table=11
                     /product="Disulfide bond formation protein B"
                     
/translation="MRLSYRLVSGLLVLASIVGMSFALYLEHVKGLEPCPLCIFQRVG
                     
LMAMGFVALIAFLHNPVSNAIKRFYAFLAGVAILWSVGVAGRHVWLQHLPPDQVPSCG
                     
PGLNYLIDALPMKTVLQEVLSGSGECAAIDWTFLGQSLPVWSLAYFLLLLLVCLWQLF
                     RFYPVFKTAKK"
     gene            99553..101949
                     /gene="vgrG1_3"
                     /locus_tag="DSM_02823"
     CDS             99553..101949
                     /gene="vgrG1_3"
                     /locus_tag="DSM_02823"
                     /EC_number="6.3.2.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA 
sequence:UniProtKB:A0A0H3AIG7"
                     /codon_start=1
                     /transl_table=11
                     /product="Actin cross-linking toxin VgrG1"
                     
/translation="MLFNIFSVLEKIGLNAQKRAIHVQFSNELLNHQVFLQRIEGQHQ
                     
LNGGLMAELICLSTNAQIALKQFIGVQVAVDQVTDSGQLFRTTGIVTEASYGQSDGAL
                     
TLYKLTIEDATNLWHKRRNSRVFMNKSIVEITEVLFKEWQEKSPLFAASLSLDLGGLS
                     
QNYDIRPFTMQHNESDYDFLTRLWRSEGVSWLIDESKLFVPHFTAPIQGQKLRLIDDN
                     
NQYQALARRSIRYHRSSATEYQDSITGFVAVRSLQPTAVHVQRWQPDALAQEEGNGSV
                     
VTTHTHSDNFDSATLSLEQAWHVSPAWMQDLKGEDQATASSSSQLEKLNQHFTDMHAS
                     
RAKYFKAYSSVRDTQVGYWFNLREHPEIDQHEGADQEFLIIAKNFYNQNNLPKDLHQQ
                     
VSQLLTQSRWDQHSYDDIERQSNELTLIRRQIKTAPEYNPEQHRPIAYPQRAKVVGPE
                     
GETIHVDEWGRIKVRFLFTRSDDHGHDGGAGSNDNDTDSAWVDVLTPWAGEGYGARFL
                     
PRIGEVVVIDFFDGNIDRPFVTGRIHEAQRSPTKFDVKGQLPDTKKLSGIRSQEINGS



                     
GFNQLRFDDTTGQISTQLQSSHAATQLNLGNLSHPKEQATSQGRGEGFELRTDAWGAV
                     
RAGKGLYISTHKQDQAQGFHLNANETKQQLEGGLNNSKALSEVAKNQQTDPLEVLDHL
                     
KTFLDQIEQRDKDKAAAFKQAIMVLSAPNSMALTSNENIHVIADGQISQTADDSINLS
                     
TQKNFIAHAQNKISFLQLKMEQECMRARAKLSYKHKVMVQISLHEKGYRLFQQKIESK
                     "
     gene            102432..104030
                     /locus_tag="DSM_02824"
     CDS             102432..104030
                     /locus_tag="DSM_02824"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNKLVTITTKFYDKSGNRIINLNVQSRYKGSLKANSQKTDKLGL
                     
FVFQASPNRTVEILAKPPNQKDYTVFKTINSSMNSSEIHPIKVQLPKTIDEYKQVKQS
                     
KSTKGIVSTFFKIFDMNGKVMKNFPIQSRPKGKGNSPDKYTNDEGIVEVRSSPNRDIE
                     
VLVLTSNDTFVLKSSINSANGSSQPVLIKLDEPYEKFKSASTIKILDRDGSDYIVEKT
                     
NVKMLVVENGKKQLFSISNGKLSLQSMIGQKLEFTVYKPDGKPLKTQTYMATRVKNNL
                     
IEFHLDVDITKGSTAQNDPEINKKVKVDILITMEQMKKMWPKALATKMQPILDELNSD
                     
LLGYKLDTRLRQAHFMAQVRQEVGSSFSLREQVEYMGPTALKQIGYYRTHPKQAEIDG
                     
YKRGQGPANGEVIANRMYDDNYRSAKYKLGNTSPGDGWKYLGRGLKQLTGKNNYQDLT
                     
NMYSTLWPGEKVDFVKNPELIEQPKYAVRSAIRFWLKFKLYEVADRGANGEQVDAITK
                     VINEATNSYADRRAHFVQARKIFI"
     gene            104046..104573
                     /locus_tag="DSM_02825"
     CDS             104046..104573
                     /locus_tag="DSM_02825"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKYFTTVLLIISSLIYSQNIFANDQCNIEETVNLTIFKKNDYK
                     
FYNYMCDSVEGSYLKGYLGSQEKKIFVSDYSDFAAKESPKLLAVSIYKSKKRKPPILI
                     
TLNSSYYCCTPQMEGEMYQVNLYQISENKTLNLKNITNILGVNAEGFEGRAEGKVYYK
                     YKNISEIKKWLDKNY"
     gene            complement(104630..105973)
                     /locus_tag="DSM_02826"
     CDS             complement(104630..105973)
                     /locus_tag="DSM_02826"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPSLTPLHETYCKWDRTPPSQADVLEGLAQLFSTSLNGVHELIQ
                     
VINIEVLKNAFGISAQNAKNFQKRPSVQKAYQFSYGALQKYGSCFLAPGLRRIIEKFP
                     
TLHEKPLTPTLHFLVGVLNGIFGDYLLKQHSPLALPMVLYDHYGAIQQGELAGRIVIL
                     
VHGLCMNHLTWSNAHYGGIGERLLAQRDHNTMLYLNYNTGRRISANGRSFSNLLEDLV
                     
QRNPRITSIDLIGHSMGGLVSRSALFYGKQNMYQWIHMVENLVCIGSPHHGAVLERFG
                     
FALQDRLGAFPFVGLIGQLVNIRSNGILDLRHGSVRDDDWEYMDARIGMMDDNRAPAP
                     
LPSHINTFLVAGTLEFEKVRNKALTVIGDYLVSVKSALGEHPNPRFQLKVPDSHKAVF
                     
YGLNHFEIQYHSSVAEQITRWLYPHVNDYVQDGIQTHIIDMPNYTLEDLEGIVET"
     gene            106186..106767
                     /locus_tag="DSM_02827"
     CDS             106186..106767
                     /locus_tag="DSM_02827"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNIIYLHGFNSSSSSIKGLSLKQYCSELGINVHLPDLNRSPEQV
                     
VAQVSELIESLQEVALVGSSLGGFFATYFVAKYNIPAVLINPAMQPWKLFDELFQVES
                     
MPYKVNDQWSIDHVQLRQLEQLELKQPENADKILVLLQQGDEILDYRQAQRYYSAATP
                     SSLILTDAHGNHAMEDFEEKLPLVIEFFAHTIK"
     gene            106782..108665
                     /gene="parE"
                     /locus_tag="DSM_02828"
     CDS             106782..108665
                     /gene="parE"
                     /locus_tag="DSM_02828"
                     /EC_number="5.99.1.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P20083"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA topoisomerase 4 subunit B"
                     
/translation="MTQYTAQSLEVLSGLDPVRRRPGMYTDTSRPNHLAQEVIDNAVD
                     
EALAGHADKICVTVYKDGSLSVEDNGRGMPVDIHPEYGQSGIEIILTKLHAGGKFSTD
                     
NYQFSGGLHGVGISVVNALSTRVEVEVQRQGNLYQMAFEQGEPVAPLAVLEGKAPKRA
                     
TGTTVRFWPEAKYFDSPKFALKALKHNLKAKAVLAAGLKITYIDQINDEKIEWQFENG



                     
LVDYLMDELQDREILPNPVFVSSGQADRAACEFAICWNVEGGEQVQESYVNLIPTAQG
                     
GTHVNGLRSGVTEALREFCELRNLLPRNLKLSAEDVWDGVNYILSLKFQEPQFSGQTK
                     
ERLSSREAANIVLNIAKDAFALWLNQHAEIAMQLAEMAISKAGRRLKAAKKVERKKIV
                     
SGPALPGKLADCVGQTREESELFIVEGDSAGGSAKQARDKNFQAIMPIRGKILNTWEV
                     
SSDEVLASQEVHDIAIAIGVDPGSDDLSELRYGKICILADADSDGLHIATLLCALFVK
                     
HFPALVEEGHLYVAMPPLFRIDIGKDVHYALDDEELETILKNVKGNKNPQITRFKGLG
                     
EMNAIQLRETTMDPNTRRLVQLDLDDAHLTAGLLDKLLAKKRAADRKQWLEQKGNLAD
                     ITV"
     gene            109124..109918
                     /gene="fabG_8"
                     /locus_tag="DSM_02829"
     CDS             109124..109918
                     /gene="fabG_8"
                     /locus_tag="DSM_02829"
                     /EC_number="1.1.1.100"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O67610"
                     /codon_start=1
                     /transl_table=11
                     /product="3-oxoacyl-[acyl-carrier-protein] reductase 
FabG"
                     
/translation="MDLQLKGKTAIVTAATAGIGLAIAKTLAKEGTDVIITSRTQDKL
                     
AAAVAEIEANAPLGKVCGFLADLSTSEGVETLISQHPYTDILVNNLGYYEAKPFTEIT
                     
DEDWWHMLNVNVMSGVRLSRHYFPKMLENNWGRVIFMSSEVGAFTPPDMVHYGVSKSA
                     
LLAVSRGMAELTKGTGVTVNSVLPSATRSEGIMDYLRQTAPRPDMTDQQIEAHFFETY
                     RPSSLIARMIEADEIASMVALLASPLGSASNGAAVRVEGGTFRSIL"
     gene            complement(110022..110525)
                     /gene="allA"
                     /locus_tag="DSM_02830"
     CDS             complement(110022..110525)
                     /gene="allA"
                     /locus_tag="DSM_02830"
                     /EC_number="4.3.2.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P59285"
                     /codon_start=1
                     /transl_table=11
                     /product="Ureidoglycolate lyase"
                     
/translation="MIMKNVQIQPLTIENFQPFGEVICCDGHDFFHINDAHTERYHAL
                     
VETEIEGEAKAGISIFRNIKASVLPMEISMLERHPKGSQAFIPLQQQKFLIIVAPALD
                     
ENTPDISKLCAFVSDGKQSINYRAGTWHHPLLTFEAPSDFAVVDRIGGGANCDIFQFP



                     HPIKITV"
     gene            complement(110522..111532)
                     /gene="alc"
                     /locus_tag="DSM_02831"
     CDS             complement(110522..111532)
                     /gene="alc"
                     /locus_tag="DSM_02831"
                     /EC_number="3.5.3.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_00813"
                     /codon_start=1
                     /transl_table=11
                     /product="allantoicase"
                     
/translation="MATLHAPAFELPEILNTKTNLADARIGAQVIECSDDFFAEAKRM
                     
LQFEAPIFVEDKFDDHGKWMDGWETRRKRHTGYDWCIVKLGVSGKISALDIDTTFFTG
                     
NYPASASLEACYAPNGDLTGAKWQSILENTELGPSQHHIFMVNNDAIFTHIRLNIFPD
                     
GGVARLRVYGDVHIQVTDHEQTLDLLALENGGRVIAYSDAHFGHPRNLINLGRGVNMG
                     
DGWETKRRRAPGYDWCILALGKSGKIEKIEIDTAHFKGNFPAEVSIQAVYLENATDAQ
                     
LIPQSMFWSYLLEAQPMQMDHIHEYVNEILKHEKISHIRINMIPDGGISRVRLWGKIA
                     KS"
     gene            111732..112889
                     /gene="hpxO"
                     /locus_tag="DSM_02832"
     CDS             111732..112889
                     /gene="hpxO"
                     /locus_tag="DSM_02832"
                     /EC_number="1.14.13.113"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q6F6Y2"
                     /codon_start=1
                     /transl_table=11
                     /product="FAD-dependent urate hydroxylase"
                     
/translation="MNVVIIGAGMGGLTTGIALKKFGHQVRIFEQTEKILPVGAAISL
                     
WSNGVKCLNYLGLTDKIAKLGGQMDDLAYVDGLTGDVMTQFSLRPLIEEVGQRPYPVA
                     
RADLQNMLMDEFGRDQIYLGKKMVSLEDKTDFVEVHFADGSSTQADLLIGADGTHSMT
                     
RAYVLGQQVQRRYAGYVNWNGLVEISEDLAPAQQWTTYVGEGKRASLMPVADGRFYFF
                     
LDVPLPAGLENNRDEYKKLLKQYFADWCQPVQQLIERLDPQKTNRVEIHDIEPFTQFY
                     
KGRVVILGDAAHSTTPDIGQGGCQAMEDAIYLARSLQINTLGLEDALRRYQNKRNERA
                     NELVLRARKRCDVTHMKDETVTQAWYAELRREQGGHIMQGIISNIVGNPLD"
     gene            complement(112943..113668)
                     /locus_tag="DSM_02833"
     CDS             complement(112943..113668)
                     /locus_tag="DSM_02833"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQLKQLAATCALLSATAMVQAKPIWQDFSVTGLYGENYEVVDDK
                     
ETTITLEYAAKVKYADVFFFMDRMRGENDHKSTYFELSPRLSLGEVSGKKLAYGPIKD
                     
VLISTTWESNSENGNNFDNFLYGFAVDLDIPYFQYANLNFYRANNEKTDDDYQMTFVY
                     
GIPLKLGSEDFLVDGFLDWSTAEDDHASELNWTTQWKWNVGKHISPDTRLYLGIEHSV
                     WNNKFGIKGADENNVSALVKYHF"
     gene            complement(113791..115158)
                     /gene="pucK"
                     /locus_tag="DSM_02834"
     CDS             complement(113791..115158)
                     /gene="pucK"
                     /locus_tag="DSM_02834"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O32140"
                     /codon_start=1
                     /transl_table=11
                     /product="Uric acid permease PucK"
                     
/translation="MNHQQKNAISPEHEYLGISKSFAYGLQHVLTMYGGIVAPPLIIG
                     
TAAGLSAAQVGMLIAAALFVGGLATLIQTIGTKYLGAKLPLVQGVSFAGVATMVAIIT
                     
TGGGLPAVYGAVIAASLIGLCLAPYFSKIIRFFPPVVTGCVITIIGLSLLPVAIRWMM
                     
GGNNKAPDWGSVENISLALLTLGIVIILNMLPQASIRRLSILLAIVAGTTLAYFMGFG
                     
DFSQVSSGAWLQFPHLFAFGLPTFELSAILSMLIVTLVIMTETTADIIAVGDIVGTEV
                     
DSKRIANGVRADMFSSAIAPIFGSFMQSAFAQNVGLVAITGIKSRFVVAAGGVILIIL
                     
GLLPVMGRLIAAIPMPVLGGAGLVLFGSVAASGIRTLAKIDYNDQKNLIIVATALSAG
                     
MIPIINHEFYAHFPVWVQTLFHSGISSTCIFAILLNLLFNHLPSFRSSRTPHLSQTIN
                     TRNTH"
     gene            complement(115183..115506)
                     /gene="hiuH_2"
                     /locus_tag="DSM_02835"
     CDS             complement(115183..115506)
                     /gene="hiuH_2"
                     /locus_tag="DSM_02835"
                     /EC_number="3.5.2.17"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q4VYA5"
                     /codon_start=1
                     /transl_table=11
                     /product="5-hydroxyisourate hydrolase"
                     
/translation="MISTHILDTNLGKPAAQVEVKLFYAATHELIATAITNQDGRVSD



                     
FGIKNLGKGAYQLEFEVAPYFSSQQIKTFFPRVCIQFFIEDTNQHYHIPLLISPFAYS
                     TYRGS"
     gene            complement(115503..116006)
                     /gene="uao"
                     /locus_tag="DSM_02836"
     CDS             complement(115503..116006)
                     /gene="uao"
                     /locus_tag="DSM_02836"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q45697"
                     /codon_start=1
                     /transl_table=11
                     /product="Uric acid degradation bifunctional 
protein"
                     
/translation="MFLAEFNQAPPDQLKTLLNNCVHIPVWAEKIISERPYSSTSVLL
                     
GYAEQLSHTWSWQEIQAALATHPKIGERQAKKQLNAKEQNFSAQEQAGISLDEQTQQA
                     
LLQGNIEYEQKFGFIFLIKAAGLSSDEILKKLHQRLQNNLAIEKTIVHEQLAAIALLR
                     LSQEVQA"
     gene            complement(116106..117071)
                     /locus_tag="DSM_02837"
     CDS             complement(116106..117071)
                     /locus_tag="DSM_02837"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSESYLSGVELIEQIQKSPYSRDLIGYHGQPPEVKWPNNAKVAV
                     
QFVLNYEEGGEKHIEHGDEGSEQFLSEIIGAASYPAKHMSMDSMYEYGSRAGFWRIHN
                     
EFQRRKLPMTIFGVAMALVRNPYIVEAIKQADYDVVSHGYRWLHYQETDLEVEKQHME
                     
QALSVLENLFGNKTIGWYTGRDSPNTRQLLAEFPQIQYDSDYYGDDLPFWTTLTDTAG
                     
ASRPHLIIPYTLECNDMKFCSPGGFNSSEQFFQYLKDSFDVLYAEGETAPKMMSIGMH
                     CRILGRPGRFKALQRFLDYIEMHDRVWVCRRQDIAEYWYKNHINQ"
     gene            117324..117674
                     /locus_tag="DSM_02838"
     CDS             117324..117674
                     /locus_tag="DSM_02838"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNIEIRTDKNIHNSERLITYVRAELTQEFQRHSERITHFSVHFS
                     
DENGDKGGDKDIHCMIEARPSGLKPVAVHHKAGNIDASIHGAIEKLKRSLEHTFEKKE
                     HPRGGQPEFIDDEV"
     gene            117833..118378



                     /locus_tag="DSM_02839"
     CDS             117833..118378
                     /locus_tag="DSM_02839"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLTTQQQALIKAIEELELAQVQKLLAEGLDPNFIDPEQGPPVSI
                     
ICDGIFKWWEDVSEAYEAGTPLSQEEKQQALQVYLDILEALIQAKANVHLWDAEEFYG
                     
PLWDAASSACAPAVQRLLDEKVDPNTRDEEGLTILSSISQLFFDCDFDEIDWSEALQE
                     ERETLELLRRHGAKMSKELTT"
     gene            118391..119158
                     /locus_tag="DSM_02840"
     CDS             118391..119158
                     /locus_tag="DSM_02840"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRTFQILTFALTAVAAGSTFAAEFSFDRPGSGFGTGITPVGKLA
                     
WEQGLPSATYTETTVDGVKEKTVTVNEDMLFRTGLADGLELQLGWQGPAWTQTKRAGK
                     
KTDNSGFGDVSIGLKKAIDLNDENLTMAVLAEAVIATGNDEFTAHDDIYSLSSAVAYK
                     
YNDLLDTSITMRYEVQNSNWAVTAIPTINYKIAGKLSGYSEFVYRKAESQDYQYGLGT
                     GLVYAVNNRTQLDANIGVDLEGQDKSYKGGLGMAFLF"
     gene            119187..121001
                     /gene="dsbD"
                     /locus_tag="DSM_02841"
     CDS             119187..121001
                     /gene="dsbD"
                     /locus_tag="DSM_02841"
                     /EC_number="1.8.1.8"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P36655"
                     /codon_start=1
                     /transl_table=11
                     /product="Thiol:disulfide interchange protein DsbD"
                     
/translation="MKKLISQGIIYFLVAATFVLSQFVFAEDKLLSPEQAFSFSVESP
                     
QSHTAKLSWQIQPNYYLYQHKFTVQQGNQPLTLKLPKAVSQYDENYGQSQVYYHQVNF
                     
QIKTKPSEHYTVTWQGCAKDRICYPPQTIEFQTDADGLVGLQNQASAAPKRLLDLANT
                     
QASSSTESLENQSSATQAEGAAPEIAQDQVWSAKLIEHSLWYGVLLFLGLGMLLAFTP
                     
CSLPMLPILTSLIIRDHKGLKAWTIALTFVCSMALVYAGLGLIASSAGLNFQRWLQQP
                     
ATLIAFSVLFVIFALNLFGLFELRLPQTWLNRLDRIQSMQQGGTLVGAGVMGVVSALL



                     
VGPCMTAPLAGTLLFISQTQNQWQGALLLFCLGFGMGIPLLIASVLGAKFLPKAGDWM
                     
HQIKVIFAFLMLGLSLYFIRPLLPDWGMQALSFVLGLAFIIYALYQFFWKKGQLQWLY
                     
ALLLLLVTPFVVYNQYQHIQNRSLQNSEHMAEWHVATTAADFQKILAAAPADRAIVVD
                     
VYADWCVACQPIEHRILKASEVQTALAPYYLIKLDLSHYDQSHEALLKQWNILGPPTY
                     LFLNKQQQEIRSLRLTGAFSQQELLQQLASLSKVKDSN"
     gene            complement(120993..122186)
                     /gene="dgcT"
                     /locus_tag="DSM_02842"
     CDS             complement(120993..122186)
                     /gene="dgcT"
                     /locus_tag="DSM_02842"
                     /EC_number="2.7.7.65"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75908"
                     /codon_start=1
                     /transl_table=11
                     /product="putative diguanylate cyclase DgcT"
                     
/translation="MKIRLITRPINKIKQVILDFIHHNHIINWTPLQKSALMLTLACA
                     
MNFSWILWKGYILITPSVWQWANLSLVESQIWLNLLTLFLLAVLIIPCYRYKDQAWAQ
                     
KIVPLISVQAFMLMLCHDGYLIGSISPATMVGYVGTIGVGLVLFERKIVYSAFIPATI
                     
ILAVCTYLSMSGTVPYAPLFNFKAMEHAQTNPFWLGSMLFFIMPILVACFILFEILLT
                     
QWRQRETYIQRLSQIDPLTNVLNRRSLNTHLEALHEQRFDYAVILLDIDHFKKINDIY
                     
GHHQGDQVLIEIARCLSENLRNEDIIGRFGGEEFILLLPHTDIIQAEKIAERCRQALQ
                     
ELTIFNNQNIQIHVSASFGISSSAFANDPYLVIRQADQALYAVKASGRNQVRTFHQLP
                     QIKSI"
     gene            complement(122362..123273)
                     /gene="lipR_2"
                     /locus_tag="DSM_02843"
     CDS             complement(122362..123273)
                     /gene="lipR_2"
                     /locus_tag="DSM_02843"
                     /EC_number="3.1.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WK85"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative acetyl-hydrolase LipR"
                     
/translation="MNIPNVLKYYFTETFLKTAIRKPSQLNLPPTALRPMLEQLCRAF
                     
PKQKNVTVRPIRLAGIKGEEIKAQDSATQLIFHIHGGAFFLGSLKTHHAFMTDLAART
                     
QMQIIHVDYPLAPEHPYPEATEALYDVYQSLLVQGIQPKDIILSGDSCGANLALALCL



                     
RLKEQPELMPSGLILLSPFLDLTLTSESLRFNQKHDALLSLEALQIGIQHYIGNHIAA
                     
DDPRVSPIFDNLEGLPPTLVQVGSKEILLDDAKRFREKAEEAGVKVHFKLYTGMWHNF
                     QMFNAWFEEAKQAMADIAEFAHELDKT"
     gene            123423..123860
                     /locus_tag="DSM_02844"
     CDS             123423..123860
                     /locus_tag="DSM_02844"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKIALALGLVGMAAFANAADPLNGTVWKTIDDQTNKPKAVVKF
                     
TEQKDGTLTATIQNILTPGEENACTKCEGPYKNKPLKGVTIVHNLKNVGGNSYENGTI
                     LDPKSGKTYKLKGELAEGGKKLKLRGYIGVSALGRNQTWIRAN"
     gene            complement(123898..124248)
                     /gene="yffB"
                     /locus_tag="DSM_02845"
     CDS             complement(123898..124248)
                     /gene="yffB"
                     /locus_tag="DSM_02845"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P24178"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein YffB"
                     
/translation="MLKIYGIKNCNSMKKAFDALQAKGLSYEFHDYKKQGIDADTLKI
                     
WLKEIGQDTVLNKKGTTWKKLSEEEQTRALSSEDHLIEALIAQPSLIKRPVLQTSKGF
                     LVGFDETAYQNLSA"
     gene            complement(124704..125528)
                     /gene="exoA"
                     /locus_tag="DSM_02846"
     CDS             complement(124704..125528)
                     /gene="exoA"
                     /locus_tag="DSM_02846"
                     /EC_number="3.1.11.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37454"
                     /codon_start=1
                     /transl_table=11
                     /product="Exodeoxyribonuclease"
                     
/translation="MIPKDQYPSDVKILRVVSINVNGLRSSVTKGLLEWLEQSDADVV
                     
CMQESRITHEQWTEKFRPEGWHTHLFPAERAGYAGTAIYSRLPFVSIKDGLGFELADS
                     
QGRFISAEFDLGLSHPVHIASLYLPSGSSGEEAQARKDLFLGEYAKILKQWRDENKSI
                     
IICGDYNIVHKRIDIKNWSGNQKSSGCLPHERAWLDHIYDELGYVDTFRVVRTEAELY



                     
SWWSNRGQARAKNVGWRIDYHACSPDWKARTVNAWVYKDQWFSDHAPVIIDYKIQE"
     gene            125567..126217
                     /gene="pyrE_2"
                     /locus_tag="DSM_02847"
     CDS             125567..126217
                     /gene="pyrE_2"
                     /locus_tag="DSM_02847"
                     /EC_number="2.4.2.10"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7E3"
                     /codon_start=1
                     /transl_table=11
                     /product="Orotate phosphoribosyltransferase"
                     
/translation="MTTPVSFHPQAFIELALSRGVLKFGEFTLKSGRVSPYFFNAGLL
                     
NDGEALSLLAQGYADKLTQCENVDVIFGPAYKGIPFVAATAVALSQTHNKSVPWGFNR
                     
KEAKDHGEGGVLVGAAVEGKKVWIIDDVITAGTAIREVVTILKNAGATIAGVLVALDR
                     
QERGQGELSAIQEVQKELEIPVHALITMKDLMDYLEAKGEKEALANMQAYREKYGI"
     gene            complement(126267..128456)
                     /gene="fhuA_2"
                     /locus_tag="DSM_02848"
     CDS             complement(126267..128456)
                     /gene="fhuA_2"
                     /locus_tag="DSM_02848"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P06971"
                     /codon_start=1
                     /transl_table=11
                     /product="Ferrichrome outer membrane 
transporter/phage
                     receptor"
                     
/translation="MLRISISSPQIKGSFPLSLLSLMILNIQGANAEELIDSSSKAAA
                     
TMPTIKIEAMSELDPIKSYIDYDKANVTRNGLDKKDIPQTVDTIDVQKYKIYGSNDLS
                     
VMLQGTPGVSTSYDMRGDGITIRGFGADTGDIYRDGIRESGQVRRSTANIERIEILKG
                     
PASVLYGRSAGGGVVNMVSKFANFDSKSSVGAYAGSYDNYGTTADINQVLNDNLAVRL
                     
TGEYGEAGSFRSGIENKIEMFSPSFTYKNDDGKLTWTTQYTYDKLNRVPDRGPTRDNL
                     
PAGTSIKMGFAQDGDYVDDILQVVRSDVNYEYAPDWNFHWAASYRQAEQNFDHFYFGT
                     
YCGLDGKNSKNEACTKKGYIDQIYYWQQTSNKTTTNTFDIKGKFKTGQLEHQIMVGTD
                     
WTYEQREPRLANKTQNGSAIYGYVNPITGEREYSRGNGPLKISQHNYNEGTTYGVFMQ
                     
DLIGLNDQLKLMMGLRYDYFDFSTTNKIKNEHRNVKDSTFSPNVGLVWQPVPEHSFYT
                     
SYSKSFAPFGGQMGVNQVTGSTDVAKMDKEPQYNEQYEVGVKSEWLDNRLNTQFSVFD



                     
IRKNNIRYKPNPDSEPEVWATAGQHQSRGLEFSFIGRVLDNVFVRGGYGYTDAKVKED
                     
NQNPEREGNYLANTSKNTGNLFVRYLPTEQWYTEVGVTYVGSYYPNINNQVKMEGFNR
                     VDAAIGYSADPWNVTLAVNNLTNKEYWRSDSMPGTPRNVLLRLNYQF"
     gene            complement(128685..128897)
                     /locus_tag="DSM_02849"
     CDS             complement(128685..128897)
                     /locus_tag="DSM_02849"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKLYRYLTGPDDSAFCARVTKALNHGWELYEAPTMTFNGSQVIV
                     GQAICKTIDENYDPEMDILDVLKNNA"
     gene            129058..130002
                     /gene="gshB"
                     /locus_tag="DSM_02850"
     CDS             129058..130002
                     /gene="gshB"
                     /locus_tag="DSM_02850"
                     /EC_number="6.3.2.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P04425"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutathione synthetase"
                     
/translation="MRVLVVMDPIETVNLKKDSTMAMLWAASRRGHELGYALQQDLYI
                     
DQGKAYGLISPLKVFEDYNHYYELGEKKKESIAAYDVVLMRKDPPFDMNFVYTTYVLE
                     
QAEREGSWIINKPQSLRDCNEKLFATQFPELQVPTLVTSQQSLIREFITEHGDVIVKP
                     
LDGMGGMGIFRLYQDGVNIGSTLEMLTELGTRPIMAQRYIPEIVEGDKRILMVNGEPI
                     
PYCLARIPQNGEVRGNLAAGGLGQARPLTENDKLIAAKVGPFLREKGLVFVGLDVIGN
                     YVTEINVTSPTCIREIDAQFGTSIADDLFDVLEAGRPA"
     gene            130240..131337
                     /gene="murG"
                     /locus_tag="DSM_02851"
     CDS             130240..131337
                     /gene="murG"
                     /locus_tag="DSM_02851"
                     /EC_number="2.4.1.227"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HW01"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-N-acetylglucosamine--N-acetylmuramyl-
                     (pentapeptide) pyrophosphoryl-undecaprenol
                     N-acetylglucosamine transferase"
                     
/translation="MTDSQQSKPKHVMMMAAGTGGHVFPALAVAKQLQQQGCQVSWLA



                     
TPTGMENRLLKDQNIPIYQIDIQGVRGNGVIRKLAAPFKILKATFSAMRYMKQLKVDA
                     
VAGFGGYVAGPGGLAARLLGIPVLIHEQNAVAGFTNAQLSRVAKVVCEAFPNTFPASE
                     
KVVTTGNPVRREITDILSPKWRYDEREQAGKPLNILIVGGSLGAKALNERLPPALKQL
                     
EVPLNIFHQCGQQQVEATQALYADAPANLTVQVLPFIEDMAKAYSEADLIICRAGALT
                     
VTEVATAGVAAVFVPLPIAVDDHQTANAKFLADVGAAKICQQSTMTPEVLNQLFTTLM
                     NRQLLTEMAVKARQHAQPNATQHVVDLIQKM"
     gene            131349..132797
                     /gene="murC"
                     /locus_tag="DSM_02852"
     CDS             131349..132797
                     /gene="murC"
                     /locus_tag="DSM_02852"
                     /EC_number="6.3.2.8"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HW02"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-N-acetylmuramate--L-alanine ligase"
                     
/translation="MSPTTAANQAKKLIKVPEMRRIKHIHFVGIGGAGMCGIAEVLAN
                     
QGYKISGSDIKASKTTQQLEENGIKVYIGHEAENIKNANVLVVSTAIDPENPEVKAAI
                     
EQRIPIVRRAEMLGELMRYRHGIAVAGTHGKTTTTSLLTTMLAEENLDPTYVIGGLLN
                     
STGVNAALGESRFIVAEADESDASFLYLQPMAAIVTNIDADHMDTYEGSFDKLKDTFV
                     
QFLHNLPFYGLAVVCGDDANIREILPRVGRPVITYGFNEDNDIRAIDVEQDGMRSHFT
                     
VLRKGREPLRLTINQPGLHNVLNALAAIGVATDEGVSDEAISRALKGFSGVGRRFQVQ
                     
GEFELGEGNVKLVDDYGHHPKEVEATIKAARQSHPDRRLVMLFQPHRYSRTRDCYDDF
                     
IEVLSQVDQLLLLEVYPAGEKPIVGADSRTLARSIRLRGQVEPILIDPVEGNLQNIMQ
                     NVLQPNDLLLTQGAGNVGAISVELAQHHLYVK"
     gene            132835..133761
                     /gene="ddl"
                     /locus_tag="DSM_02853"
     CDS             132835..133761
                     /gene="ddl"
                     /locus_tag="DSM_02853"
                     /EC_number="6.3.2.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:B2I1J3"
                     /codon_start=1
                     /transl_table=11
                     /product="D-alanine--D-alanine ligase"
                     
/translation="MSNATKFGKVAVLLGGKSAERAVSLDSGQAVLDALLRSGVQAEA



                     
FDPQDRSVTELVNYDRAFIVLHGRGGEDGQIQGVLEWLNIPYTGTGVQGSAIGMDKVK
                     
TKQIWQGSDLPTAPYRIITKETDLDSVIAELGLPVIIKPVHEGSSVGMSKVEKAEDFA
                     
AAIEKATQHDAVVMAEKWITGREFTISFLNGQPLPVIRLQPPADVAFYDYEAKYQRND
                     
VEYGIPCGLSETEEKKLQALCLRAFQAVGAEGWGRIDAMQDEQGNFWLLEVNTVPGMT
                     SHSLVPKAAKAVGYSFDELCVAILEQTLEGTA"
     gene            133764..134618
                     /gene="ftsQ"
                     /locus_tag="DSM_02854"
     CDS             133764..134618
                     /gene="ftsQ"
                     /locus_tag="DSM_02854"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P06136"
                     /codon_start=1
                     /transl_table=11
                     /product="Cell division protein FtsQ"
                     
/translation="MAQLPASMRRKRAAITSIHEKPPTRKQKLANAGGWVLLVIAFLV
                     
LAVGIYGLYKVITDATVAKLEVVGSTTPVETQQVMRYVQPIVKDNYFTSDLEQIRDKA
                     
LEISWVDRVVVSRAWPNGIRVRVMPRHAIARWGTGRLLSDGGDVFSEAEPRLHPELPL
                     
LHGPVSQSKMMMRRYNEINQLFHPVNLRLKELYLTERMTWFMQFDSGLRIIVDQDQTM
                     
NKLQRLSHLAQSDLKPVWTKISAIDLRYRNGLSIQWKNATPPKIVNGQFVVTSDDTSI
                     AGGTKAKP"
     gene            134679..135941
                     /gene="ftsA_2"
                     /locus_tag="DSM_02855"
     CDS             134679..135941
                     /gene="ftsA_2"
                     /locus_tag="DSM_02855"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABH0"
                     /codon_start=1
                     /transl_table=11
                     /product="Cell division protein FtsA"
                     
/translation="MSEAVPSVVAIDIGTHKVSVLIGKIHAPDNIQVIGMATARNRGM
                     
NKGKIVSLDKVIAAIKNAVAEAENMAECRIHSAWVSIPSTELQSFYASGRTPVANPAH
                     
VITTNEVVRALELAKASHVTSDYYLASAVPLGFELGDSSEWVQNPINMTAHSMTGHYQ
                     
LMMMPIATMQNLDRAMKGANIGVEKMVVSCLATAEASLLKDEKEYGVCLVDIGAGITN
                     
LAVYLDGRLALARTLQRGGEHVTRDIAAVLQTTTEEAERIKILHGCVDLSAVKPDHMI
                     
QVQGIDGPQTISRIELAEIIIARYEEIFSQIREELEQSGAIHGLYHGVVLTGDACQIE



                     
GMVSLARRMLGVSAHLGNPPLQVYADDQHQAALRRSMYATAAGLLMFSQSELQEAVEE
                     PEEGNDRSVWERMVNGWNAFNSKLKAIF"
     gene            136106..137281
                     /gene="ftsZ"
                     /locus_tag="DSM_02856"
     CDS             136106..137281
                     /gene="ftsZ"
                     /locus_tag="DSM_02856"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77817"
                     /codon_start=1
                     /transl_table=11
                     /product="Cell division protein FtsZ"
                     
/translation="MASFEFIEDELNDGNGQARFTVFGVGGGGGNAVQHMVQSDIQGV
                     
KFVCANTDKQALDCMNAPFKIQLGEQSTRGLGAGANPEVGQVAAEESREIIRQHLEGT
                     
DMVFVTAGMGGGTGTGAAPVVAEVAKEMGILTVGVVTTPFNFEGRRRQKSAERGIEAL
                     
EAHVDSLIIIPNQRLLSVYGDISMKDAYKKADDVLLNAVRSIFDLVVNRGHINLDFAD
                     
LKTAMSTRGYAMMGAGLGRGEDRARQAAEQAIRSPLLDNVNIINAKGVLINITGGDDI
                     
TLRETEIITDVVNQIVDLDEGEIFYGTVFDPDARDELRVTVIATGLTRNAADAEPRKR
                     
NTVSHTSTQSAQSVDEDDVPAINKRQNAENDVNNAPSSTPRSSPMSIQDYLKNQQRK"
     gene            137392..138294
                     /gene="lpxC"
                     /locus_tag="DSM_02857"
     CDS             137392..138294
                     /gene="lpxC"
                     /locus_tag="DSM_02857"
                     /EC_number="3.5.1.108"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P47205"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-3-O-acyl-N-acetylglucosamine 
deacetylase"
                     
/translation="MVKQRTLNRVVKASGIGLHSGQKVMINFIPHTVDGGIVFRRIDL
                     
DPPVDIPANALLIQEAFMCSNLVTGDIKVGTIEHVMSAIAGLGIDNLIVEVSASEVPI
                     
MDGSAGPFIYLLMQGGLREQDAPKKFIKILKPVEALIDDKKAIFSPHNGFQLNFTIDF
                     
DHPAFAKEYQSATIDFSTETFVYEVSEARTFGFMKDLDYLKANNLALGASLDNAIGVD
                     
DTGVVNEEGLRFADEFVRHKILDAVGDLYLLGHQIIAKFDGYKSGHALNNQLLRNVQS
                     DPSNYEIVTFNDEKDCPIPYVSVT"
     gene            complement(138392..138832)
                     /locus_tag="DSM_02858"
     CDS             complement(138392..138832)



                     /locus_tag="DSM_02858"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSKPDNVFQQTGKHIKTGNLTFLTTQVAQWQRLTKIIQPLLPQP
                     
EQWQVVCYQNGSLIITGENQAMISQLSYLQSQYVSKLSQLEGLKDLQRIQVRLRNKTI
                     PVTTSSEPSKSIPPETQEMLRSAADFVSDPKLSQALLRLASNKK"
     gene            138940..139632
                     /gene="mepM_2"
                     /locus_tag="DSM_02859"
     CDS             138940..139632
                     /gene="mepM_2"
                     /locus_tag="DSM_02859"
                     /EC_number="3.4.24.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFS9"
                     /codon_start=1
                     /transl_table=11
                     /product="Murein DD-endopeptidase MepM"
                     
/translation="MHTRRILLAFSLAASAASVAFADYQNINQSTDSDRLEQLSKTLS
                     
QGSYTHPDDLDLPASAKVSVTLREKTVELNNDSLAKKYGTTTAKNSFKTSSSNPYSWL
                     
VSHPLPDTVRVSSNFGGRTMGGRAEHHGGLDMAAPSGTPIYATGPGIVTKSGWGTGYG
                     
QYVEINHGNGYLTRYAHASRLMVRVGDQVSAGDHIANVGCTGRCTGPHLHYEVVKDGQ
                     RKNPSTYLAMLP"
     gene            139883..142600
                     /gene="aceE"
                     /locus_tag="DSM_02860"
     CDS             139883..142600
                     /gene="aceE"
                     /locus_tag="DSM_02860"
                     /EC_number="1.2.4.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFG9"
                     /codon_start=1
                     /transl_table=11
                     /product="Pyruvate dehydrogenase E1 component"
                     
/translation="MAFYGDSDAQETQEWQDAFDSVLQHMGTERAAFLLEKLYQQAIA
                     
KHVPIQRLNTPYLNTISVEEQPAMPGDQDMERRIRALIRWNALAMVLRANKTGDDLGG
                     
HLASFASSATLYDVGFNHFFRANSDNFGGDMIYYQGHCAPGIYARSFLEGRLTEEQLS
                     
NFRREVGGNGLPSYPHPYLMPDYWQFPTVSMGLGPIMSIYQAHIQKYLMNRGLIKEED
                     
RKVWAYLGDGEMDEPESLGAISLAGREKLDNLIWVVNCNLQRLDGPVRGNGKIIQELE
                     
SIFRGAGWRVIKVVWGRHWDPLLAKDTSGALKARMEEAVDGDYQRYQVKGGAYTREKF



                     
FGKYPEAAELVKDLSDEDIDNLNRGGHDPYKVFAAYAEAMKAKGQPTVILAKTIKGYG
                     
LSEEIEAVNKTHQIKKMQIDSLRYVRDRFNLPFTDEQLEELPFYRPSENSPEMKYMKA
                     
RREALGGYLPARRRESESLAIPDLSVFDAVLKGSGGKEQSTTMVMVRLIAALLKEKAI
                     
KDRVVPIVPDEARTFGLEGMFRQLGIYAAHGQKYTPEDQEQLMHYREAKDGHMLQEGI
                     
NEAGAMSAWAALATSYSTNNLPMIPMYMYYSMFGFQRIGDIAWAAGDAQAQGFLLGAT
                     
AGRTTLNGEGLQHQDGHSHILANTIPNCVSYDPCFGYELAVIVHDGLQRMYVNQERVF
                     
YYLTVMNENYEHPAMPEGVEEGIKRGMYLFEKDEKATVQLLGSGVILREVIKAAKILR
                     
DEYQIHSNVWSVTSFNELARDGMACEEYNRLHPLAEEVKESWVSKQLRGTEGIVVSAT
                     
DHMRAYSEQIRAYLPDGRPFVALGTDGYGRSDTRANLRSFFGVDAAHIVVATLKKLAD
                     EGEVDARLVKDAISNFELDTDRPVAWAPQAHPEVQPVAEYNETQTGEGN"
     gene            142603..144585
                     /locus_tag="DSM_02861"
     CDS             142603..144585
                     /locus_tag="DSM_02861"
                     /EC_number="2.3.1.12"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P10802"
                     /codon_start=1
                     /transl_table=11
                     /product="Dihydrolipoyllysine-residue 
acetyltransferase
                     component of pyruvate dehydrogenase complex"
                     
/translation="MQIKTPDIGVDKANVAEILVKVGDRVEVDDSIVVLESDKATVEV
                     
PSTSAGVVKSILINQGDDVTEGVALIEIEAEGAAQAAPEPTPAPAAEKPAAPAPAQQT
                     
QASAQPSAATSSATVEVTVPDIGVEKALVGEILVKVGDQIDVEQSIVVVESDKATVEV
                     
PSSVAGTVESIQVKEGDTVKEGVVLIQVKTAAASNAQAEAPATTPAPAAVAEPVAAKQ
                     
ETVAAAPAQSGSVDINVPDLGVDKAIVAEILVQVGDKVDVDQSLVVVESDKATVEVPS
                     
TVAGVVKAIHLQAGQQVSQGVLLATIEAEGQAPAAAPAAKAEAAPAPQAVAPKAAAPV
                     
ATQSAPAAPTSGTDKLTKEQEAENAKVYAGPAVRKLARELGVILSQVKTSGEHGRVVK
                     
EDIFAYVKSRLTAPQAAPVAQATAAPAGLPSLPDFTAFGGGEVKPMTRLQQVSVPQLS
                     
LNNYIPQVTQFDLADITELEAWRGELKDGFKKQGVSLTILAFIAKAVAHLLKEEPYFA
                     
GHLADDQKSVLLRNEIHMGIAVATPDGLTVPVLRNPDQKSIKQIAVELGELSKKARDK
                     
KLTPKDLQGANFTITSLGSIGGTVFTPLVNWPQVAILGISPATMQPVWNGKDFDPRLM
                     LPLSLSYDHRVINGADAARFTNKLTKLLKDIRTLLI"
     gene            144734..145006



                     /locus_tag="DSM_02862"
     CDS             144734..145006
                     /locus_tag="DSM_02862"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLGFLKIMLPLLLVVFLLMGIWVSILHFPWEWMTYVVMGIEVFV
                     ATLILPLDYQTGTSSSHIGFISISACFAVLLGIARLFVWTWVKFFA"
     gene            145255..145830
                     /gene="mneA"
                     /locus_tag="DSM_02863"
     CDS             145255..145830
                     /gene="mneA"
                     /locus_tag="DSM_02863"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA 
sequence:UniProtKB:A0A0H3AJF5"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative manganese exporter"
                     
/translation="MQEFLISTSIVALAEMGDKTQLLALLLSARFRKPIPILIAILLA
                     
TLINHGISAVLGQWITTVLSPEILVWVLAVGFIGMAFWMLIPDELDDETASINKWQKF
                     
GVFGATFILFFLAEIGDKTQIATVALAARYDSIFWVMLGTTLGMMIANAPAVFIGNKL
                     AERLSISLIHKIGAAIFFIVGVSTLVQHYFF"
     gene            complement(145889..148045)
                     /gene="fhuA_3"
                     /locus_tag="DSM_02864"
     CDS             complement(145889..148045)
                     /gene="fhuA_3"
                     /locus_tag="DSM_02864"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P06971"
                     /codon_start=1
                     /transl_table=11
                     /product="Ferrichrome outer membrane 
transporter/phage
                     receptor"
                     
/translation="MTQRFAFSTSKTLLAVAIFTSMTTSHAEEPAEQQNSTNVLPTIS
                     
IQAQKENPTSYVATKANSALKSDAPLFKTAQSVSVVTREQLDQKQARTLADALEGVAG
                     
VEAGKLGRRGWDDFIIRGQTSSDSVYVDGLRVGQNTYVATELSGMDQVQILKGPASIN
                     
FGLVAPGGMVNLVTKRPEAESFARASMTYGSYSLKEGTFDLNYSPNNSEKGAFRLNGR
                     
ISDQDDPTDYVYFKNFYISPSYNFDLGDNTDLSIIASYQHREYIRQQGLPVIGTLKDN
                     
PNGRIDRSLYIGDPNFGKYEADVYRTGYTFKHTFDNGWNFNQNFAVQKTEMDGKAVFA



                     
RTGSNFWAKDKQGEIDYTTISRRNNSRHQVIDNLSFAIDNRLNKQFDLYGMQHDINIG
                     
VDAFQEKSDYTNDKYDIGDLNIYNPVYGQNVTLKQNVRDINRLKYLGLYLRDRIQLND
                     
QLLLSLSGRQDWAQTQTTSLVTGNASKQSDNAFTGSASVMYTLNDIVAPYVSYATSFT
                     
PNSGTDVNSNPFKPEKGKQVEVGMKLQSPVQRIQGAIAWYDLKRQNVLVTDTANSGYK
                     
VQRGEQLTRGIETELSAEILEGLKLTAAYTYTIDAEISKDANASNVGKALDNIPEHAY
                     
SLSARYKFDPSSKLGWYVGGGFRGETYKTVDGLDVHVPGYTVFDTEAGYDAERWGAQL
                     VIRNLFDKDYYAGALNENLVTLGNPRQINFTVKFNY"
     gene            148273..149070
                     /locus_tag="DSM_02865"
     CDS             148273..149070
                     /locus_tag="DSM_02865"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MGFEKTTSQILFDNGVHKCISFTSLVKGEGIQANQFLIIDHERA
                     
AVIDPGGDLTYVPLTMELNKYTRLKNLDYVMASHQDPDIITSMPRWLVYTDAKVVASK
                     
LWARFLPHLNSSFMSERMKGNWEDRLIELPDRGQVIQLGESKLVIVPAHFLHSVGNFQ
                     
FYDPVAKILFSGDMGASIVDDASQPLKDFDSHVMKMKAFHQRYMCSNKVIRLWVNMVR
                     QMDIEMIVPQHGSPFIGKEMINQFLDWIETLPCGVDLMTEQIFSCPT"
     gene            149258..149527
                     /locus_tag="DSM_02866"
     CDS             149258..149527
                     /locus_tag="DSM_02866"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MEEHLVEPLTPVYSCMRGTNQPEPRCQALTGEIGKEVGCSIYTV
                     RSSTCREVQIADEQCNKARLAHQLIPLIQVSPADSENDHDYDQVS"
     gene            149663..151129
                     /gene="guaB_2"
                     /locus_tag="DSM_02867"
     CDS             149663..151129
                     /gene="guaB_2"
                     /locus_tag="DSM_02867"
                     /EC_number="1.1.1.205"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ADG7"
                     /codon_start=1
                     /transl_table=11
                     /product="Inosine-5'-monophosphate dehydrogenase"
                     
/translation="MLTIVQEALTFDDVLLLPAYSTVLPKDVSLKTRLTRGIYLNIPL



                     
VSAAMDTVTESRMAIAMAQNGGIGILHKNMDIAAQAAEVRRVKKFEAGMVKDPITVSP
                     
ETTVRELIAITSANNISGVPVVKDGKVVGIVTGRDTRFETNLEQPVSNIMTGQDRLVT
                     
VREGESKENIQALLQKHRIEKVLVVGESNELKGLITVTDFRKAESYPNSCKDDLGRLR
                     
VGAAVGTGADTPSRVEALVEAGVDVIVVDTAHGHSAGVIERVRWVKQNFPQVQVIGGN
                     
IATGDAALALLDAGADAVKVGIGPGSICTTRIVAGIGMPQISAIDSVASALKDQIPLI
                     
ADGGIRFSGDMAKAIGAGASTIMVGSLLAGTEEAPGEVEFFQGRYYKAYRGMGSLGAM
                     
AGATGSADRYFQDSKAGAEKLVPEGIEGRVPYKGPMGNIVHQMMGGLRSSMGYTGSAV
                     IEDLRQNAKFVKITSAGMSESHVHDVTITKEAPNYRVG"
     gene            151279..152616
                     /gene="glmM_1"
                     /locus_tag="DSM_02868"
     CDS             151279..152616
                     /gene="glmM_1"
                     /locus_tag="DSM_02868"
                     /EC_number="5.4.2.10"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P31120"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphoglucosamine mutase"
                     
/translation="MSYFGTDGIRGKFGQMPITPEFALKLGFAAGKVLKRTSPKNKPL
                     
VVLGKDTRLSGYILESALQAGLNAAGVYVHLLGPLPTPAIAHLTRALHAHAGIVISAS
                     
HNPYFDNGIKFFSSEGKKLPDSLQEEINKELEKDLFIEDTANLGKSVRVTDANGRYIE
                     
FCKSTFPYHFDLNNLKIVVDCAHGAAYSVGPSVFRELGAKVVALYNEPDGLNINENCG
                     
STHPESLQKAVVEHGADLGIAFDGDADRVVMVDKFGNLIDGDHILYILATQAKNKPAG
                     
VVGTVMSNMALEVALEKANVGFVRAKVGDRYVLQALEENGWVTGGEPSGHILTLDKST
                     
TGDAIIAALQVLTVMVEQNKALHELVNGFKLYPQVLVNVRLEQMLDPYSIPALVAEFN
                     
KAEEQLKGRGRILIRKSGTEPVIRVMVESDNEQEVKTLAEHLANAVRSQAQVA"
     gene            152627..153283
                     /gene="pdxH"
                     /locus_tag="DSM_02869"
     CDS             152627..153283
                     /gene="pdxH"
                     /locus_tag="DSM_02869"
                     /EC_number="1.4.3.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFI7"
                     /codon_start=1
                     /transl_table=11



                     /product="Pyridoxine/pyridoxamine 5'-phosphate 
oxidase"
                     
/translation="MSDVIKDLSELRLSYEQGELYETQVASNPHEQFLGWFNHALAAN
                     
LHEPYAMSLATASASGRPHVRTVLLRGATEAGYDFYTNYDSQKGIDLAENPYAELLFY
                     
WPSLERQVRVGGHVVKIPEQESTDYYHKRPRDSQIAAHISTPQSGKIESRELLQQRFQ
                     
DLQQQVQSHEVLDKPEFWGGYRLQPDYYEFWQGRPNRLHDRLSYEKIDGQWTLHRLMP
                     "
     gene            153284..154984
                     /gene="recJ"
                     /locus_tag="DSM_02870"
     CDS             153284..154984
                     /gene="recJ"
                     /locus_tag="DSM_02870"
                     /EC_number="3.1.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P21893"
                     /codon_start=1
                     /transl_table=11
                     /product="Single-stranded-DNA-specific exonuclease 
RecJ"
                     
/translation="MTKIQIKQRPLLTRPEQFQGVPPFIAEILARRGVQSEQELELKL
                     
KNLLAPELKGLDAAVALMDQAIDEQKKIVIVGDYDADGATSTALMMLVLRDMGAQVDY
                     
LVPDRFKYGYGLTPAIAELAHHTYQPDLLITVDNGISSHAGVDAAHALGMQVIITDHH
                     
LTTKETPLAEAVVNPNQLGCEFPSKALAGVGVAFYVLANLASLRNRQGKSTSKVTQYL
                     
DLVALGTYADVAVLDYNNRILVDAGVKRIQQHQCRVGILALLDIAGREATSIRAQDLG
                     
FVLGPRINAAGRMESMRIGIECLLADTMETAYPIAQQLNQLNIDRRQIEGEMKQQALS
                     
ALDSLQLSQQDIPAALVLFEENWHQGVIGIVAGRLKEQFHRPTIVFAPDEDGIHIKGS
                     
ARSIDGVHIRDTIEQVAEQHPELVSHFGGHAAAAGLTIRKENFEAFKNLFNDCVAAMD
                     
ESVFQATLWTDGELPLSALQLDTLNWIEQLGPWGQKFPLPQFEGHFKVIDFRWLKETH
                     
LKLRLAIDQYSFDAIAFNAAGRFEFDPMRDHVHLVYEIDRNVFNGNVSLQLRIVHLNQ
                     "
     gene            complement(155029..155796)
                     /locus_tag="DSM_02871"
     CDS             complement(155029..155796)
                     /locus_tag="DSM_02871"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKLAIASALLSALAVSGAANAYQAEVGGSYNYLDPDNGSSVSK



                     
FGVDGTYYFNPVQTRNAPLAEAAFLNRASNVNAHVNYGDNSGTKDTQYGVGVEYFVPN
                     
SDFYLSGDVGRNEREIDNTNIDSKVTTYAAEVGYLPAPGLLLALGVKGYDEKDGKDGA
                     
DPTVRAKYVTQVGQHDVNLEAYGAFGDLDEYKVRGDYYIDKTLSLGVDYYNNDLTDKD
                     EFGINAKKFLNQQVSVEGRVGFGDNDNTYGVRAAYRF"
     gene            156352..157284
                     /gene="prfB"
                     /locus_tag="DSM_02872"
     CDS             156352..157284
                     /gene="prfB"
                     /locus_tag="DSM_02872"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P07012"
                     /codon_start=1
                     /transl_table=11
                     /product="Peptide chain release factor RF2"
                     
/translation="MAKEKGELENVINVLDGLSTQLEDAKAMLDLAVEADDESLLEDV
                     
QSELSTAEEELAKLEFRRMFSNPMDPNPCYVEIQAGSGGTEAQDWASMLLRMYMRWIE
                     
RHGFKAELMEVSDGDVAGIKSATIRVEGEYAYGWLRTESGVHRLVRKSPFDSGNRRHT
                     
SFSAVFISPEVDDNIEIDINPSDVRTDTYRASGAGGQHINKTDSAVRLTHIPTGIVVA
                     
CQNQRSQHANRDHAWKQLRAKLYELEMQKRNEAAQALEDSKSDIGWGSQIRSYVLDDS
                     RIKDLRTGVENSNTGAVLDGDLDRFIEASLKQGL"
     gene            157383..157514
                     /locus_tag="DSM_02873"
     CDS             157383..157514
                     /locus_tag="DSM_02873"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNIDKNRYEYRQNTILCFRNAEQSFVRLQDVLSLWILMQLAKP"
     gene            157484..157786
                     /gene="sdpR"
                     /locus_tag="DSM_02874"
     CDS             157484..157786
                     /gene="sdpR"
                     /locus_tag="DSM_02874"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O32242"
                     /codon_start=1
                     /transl_table=11
                     /product="Transcriptional repressor SdpR"
                     
/translation="MDIDAISKALANPLRRQILQWLKEPEHYLPVEECGGSFEKGVCA
                     
GHIERLGKVAQSTMSNHLSVLQQAGLIQVQKYGQWSYFSRNEALIQQYIEHLKQTL"
     gene            157815..158873



                     /gene="nemA"
                     /locus_tag="DSM_02875"
     CDS             157815..158873
                     /gene="nemA"
                     /locus_tag="DSM_02875"
                     /EC_number="1.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77258"
                     /codon_start=1
                     /transl_table=11
                     /product="N-ethylmaleimide reductase"
                     
/translation="MAELNTPLTVGDFEIKNRLVMAPLTRARSGESRVPNDLMVEYYQ
                     
QRANAGLILTEATVIGSKTVGYADTPGLWSQEQAQAWNKIIEAVHAQGSKIVVQLWHV
                     
GRISHPELLDGDIPVAPSAIQPAGEVSLLRPKRPYVTPRALSIEEIQEIVAQYKHSAE
                     
LAKAAGFDGVELHAANGYLIDQFLQSNTNQRDDEYGGPVENRARLLLEVVDAFIEVWG
                     
AGRVGVHIAPRGDSHDMGDENPLATFGYVVEQLSQRNVAFIFSREYEAADSISPQLRK
                     
KFNGVWIANENLTPESAKRILREGQADAVSFGKAYIANPDLLQRLEQGLPLNELQPTT
                     LYAKGAEGYTDYPALEAS"
     gene            159042..160334
                     /gene="waaA"
                     /locus_tag="DSM_02876"
     CDS             159042..160334
                     /gene="waaA"
                     /locus_tag="DSM_02876"
                     /EC_number="2.4.99.12"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AC75"
                     /codon_start=1
                     /transl_table=11
                     /product="3-deoxy-D-manno-octulosonic acid 
transferase"
                     
/translation="MATPFWYNTALHLLKPFYRWRIKRRAESLELYQQECLERFGPFE
                     
APKNVKAIWFHAVSVGETNAAQPLIEYYLKLGQPVLVTNTTKTGQARAKSLFLKEPYL
                     
DLFQAVYLPVDQKPLLKKFFELYQPKLLALVETELWPNLIDQAKLQHVPCLLLNARLS
                     
EKSAKGYGKVSGLTAGMLKQLDWVLAQDSATRQRYVELGLDEHKSQVVGNIKFDIHAP
                     
EAFIKQAAQLHQQWYLENRQVVTIASTHAPEEQQILEALAPYLNSDRELVCIVVPRHP
                     
ERFDEVFEICQNLNLITHRRSMGQSIHASTQVYLADSMGELWLWYALSQVCFVGGSLN
                     
EPGGGHNILEPMVLNVPTVVGPRYFNFQTIVDEFIDENAVLIAQDAQQVVDIWLACLA
                     ELEATEQLVIQAHKVLQRNQGSLQKHIGVINRYLAEKS"
     gene            160331..161038
                     /gene="rsmE_2"
                     /locus_tag="DSM_02877"



     CDS             160331..161038
                     /gene="rsmE_2"
                     /locus_tag="DSM_02877"
                     /EC_number="2.1.1.193"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P44627"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribosomal RNA small subunit 
methyltransferase E"
                     
/translation="MNIVLLEPEDVQSDTWSIHSKRQLQHLREHLDITVGQNLKVGIR
                     
NGARYITEIVSMNEHEVRIRPIREELLPAKLPVHLIVALPRPKVLRRLIMDSVTLGVE
                     
RISLIHSYRVDKSYWQTPFLQQIDNYVTLGLEQAGDTIVPEIQLYKRFKPFVEDVLPN
                     
LITQETPAYVAHPYAEQRMPINISHACSVVVGPEGGFIPYEVDLLIKNGCQAMSLGNR
                     ILRTETSISYILGRLFS"
     gene            complement(161018..161998)
                     /gene="mscS_2"
                     /locus_tag="DSM_02878"
     CDS             complement(161018..161998)
                     /gene="mscS_2"
                     /locus_tag="DSM_02878"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0C0S1"
                     /codon_start=1
                     /transl_table=11
                     /product="Small-conductance mechanosensitive 
channel"
                     
/translation="MADEQKSLTDVAKNTGELLQEAGTKTTQTVLAHTEKYHDAYTTI
                     
DKIVDSFWERVPYICIAIVVFLIFWLLTKLFKFFVRKTLENRSYTRQNLVLVLNRVGS
                     
TAILFFGFLIALVIMIPGFTPGQLMSALGIGSVAIGFAFKDIFQNLLSGILILLSEPF
                     
RIGDSIVVNSLEGTVEDIQIRATFLRSPDGRRIVIPNATVYTSALTVNTAYQQRRCEF
                     
VVGIGYDDDEQKAKQIILDILNNDRNVLSQPAFSVNVTALADFSVNLTVRWWVDTTET
                     DISSSISNIQAQVKQAFNENDIDIPYPIQELKMVSNPPALNPETSAKQTT"
     gene            complement(162111..162455)
                     /gene="yhaI_2"
                     /locus_tag="DSM_02879"
     CDS             complement(162111..162455)
                     /gene="yhaI_2"
                     /locus_tag="DSM_02879"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P64592"
                     /codon_start=1
                     /transl_table=11
                     /product="Inner membrane protein YhaI"
                     
/translation="MVWAFWLFLIYLNIILVVRRLHDLNKSGWMGLLLFIPVVQFFFM



                     
LYLLLASGTVGTNQYGPVRPSTFIEKLMAWLILIAILISLISTAGFFYYFSGTDTIQT
                     PTQILQKGTEYF"
     gene            complement(162575..162688)
                     /locus_tag="DSM_02880"
     CDS             complement(162575..162688)
                     /locus_tag="DSM_02880"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /translation="MFAETPSSRPPQLPFKDSPFSIHGRFNRMSYLGGYGL"
     gene            162983..164932
                     /gene="acsA_2"
                     /locus_tag="DSM_02881"
     CDS             162983..164932
                     /gene="acsA_2"
                     /locus_tag="DSM_02881"
                     /EC_number="6.2.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q89WV5"
                     /codon_start=1
                     /transl_table=11
                     /product="Acetyl-coenzyme A synthetase"
                     
/translation="MNEIYPVPEEFKKTARTVEADYFKRYQHSIENPDEFWAEQAKIV
                     
DWIKPFTQVKNTSFDKDNFKIEWFADGELNVSANCLDRHLKEHPHKPAIIWEGDHPSR
                     
HKIVSYKELHDEVCRFANVLKKYGIGKGDRVVLYMPMVTEAAIAMLACARIGAVHCVV
                     
FGGFSPDSLASRIEDSQAKLVITADSSLRAGKLLPLKENVDLALALPGTECVENVIVV
                     
YRNANPIEMKPGRDLWYHLIIMEVDANCPPEPMKAEDPLFILYTSGSTGKPKGVLHTT
                     
GGYLVYVASTFKEVFDLKQDDVYWCTADVGWITGHSYLIYGPLANGTTTLMFEGVPQY
                     
PTWARLGHVVDKHKVSILYTAPTAIRAMMREGDSYVRESNRSSLRLLGSVGEPINPEA
                     
WNWYYNVVGEGRCPIVDTWWQTETGGILIAPLPGATALKPGSATRPLFGIQPAIVDGE
                     
GNELEGAAEGNLVIKDSWPGQMRTIWGDPDRFIEAYFSTFKNTYFTGDGARRDEDGYY
                     
WITGRVDDVLNVSGHRLGTAEIESALVSHEAVAEAAVVGMPHDIKGQGICTFVTLQAG
                     
VPESEELRKELISWVRKVLGPVASPDALHWAPALPKTRSGKIMRRILRKIAANELDSL
                     GDTSTLAEPAVVDQLIATVYPDRQK"
     gene            complement(164979..165521)
                     /gene="sttH"
                     /locus_tag="DSM_02882"
     CDS             complement(164979..165521)
                     /gene="sttH"
                     /locus_tag="DSM_02882"
                     /EC_number="3.5.2.19"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:Q1MW86"
                     /codon_start=1
                     /transl_table=11
                     /product="Streptothricin hydrolase"
                     
/translation="MKQALLVIDVQNDYFKNGKMELVGPDQALDKIKQLEQYFNEKDL
                     
PIIYVQHINPPQASFFQENTEGVLLHPELSAGGDSLIVTKHYPNSFLETNLEELLKAH
                     
QIEQLVITGMMTHICIDSGTRAAKELGYQPILIGDATATRDLSHNGKTVKAEDVQTAF
                     LAALGMFASVQNTADFLAKS"
     gene            165627..166040
                     /gene="lrpC"
                     /locus_tag="DSM_02883"
     CDS             165627..166040
                     /gene="lrpC"
                     /locus_tag="DSM_02883"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P96582"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator LrpC"
                     
/translation="MNIELDPIDLKIIALLKQDSRLTNKEIGQRVHRTGQAVGARIAQ
                     
LMDAGVIKNYTIAVQYRHKQFIHLHLNELRSFEEIENLVKQYEQIDECFKVMGNACYM
                     IVSHFEPAELNAFIEVLSKWCRYSVETVIREVEKA"
     gene            complement(166132..167244)
                     /gene="ssuD_1"
                     /locus_tag="DSM_02884"
     CDS             complement(166132..167244)
                     /gene="ssuD_1"
                     /locus_tag="DSM_02884"
                     /EC_number="1.14.14.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P40402"
                     /codon_start=1
                     /transl_table=11
                     /product="Alkanesulfonate monooxygenase"
                     
/translation="MTQLQQPIKFAYWVPNVSGGLVVSNIEQRTDWSYDYNVRLAQAA
                     
ENNGFEYALTQIRFTAGYGAENQHESVSFSHALLAKTEKLKVIAAILPGPWKPALAAK
                     
QLATIDYLTQGRIAINVVSGWFRGEFDAIGEEWPEHDERYVRSEEFIRTLKGIWTTDN
                     
YSFDGKYYQFQNYTLKPKPLQKPHIEVFQGGSSRAARDMASRVSDWYFTNGNTVEEIQ
                     
KQVEDIRAKAKANNHQVKIGVNAFIIARDTEEEAKAVLQEIIDKANTEAVNAFGDATR
                     
EAGAASPEQEGNWAKSTFEDLVQYNDGFKTNLIGTPQQIAERIVALKNVGVDLVLSGF
                     LHFIEEVEYFGEKVLPLVRQLELQQEKEVEIQAKSA"
     gene            complement(167290..168027)
                     /gene="msuE"
                     /locus_tag="DSM_02885"



     CDS             complement(167290..168027)
                     /gene="msuE"
                     /locus_tag="DSM_02885"
                     /EC_number="1.5.1.38"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q88J85"
                     /codon_start=1
                     /transl_table=11
                     /product="FMN reductase (NADPH)"
                     
/translation="MTGIASSKPLNIVAVSGGLNTPSKTESLVQAILDELSEAIDIKV
                     
QFIKLSEIGPLLGGAFYRNQLPQRVQDDLAAVEAADALIVGTPVYRASFTGLFKHFFD
                     
FVEQTALVDVPVLLAASGGSDRHALVLEHQLRPLFSFFQAQTLPIGVYATDRDFTPEY
                     
TVKSEQLSDRITLAVARALPILEWAPAKGKRAEVVKPKSQQANQELGINKQIEQEEVL
                     PSAAVPNLDAAESRLHHKSGKSLTHVA"
     gene            168404..169054
                     /gene="exaE"
                     /locus_tag="DSM_02886"
     CDS             168404..169054
                     /gene="exaE"
                     /locus_tag="DSM_02886"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A8R3S7"
                     /codon_start=1
                     /transl_table=11
                     /product="Transcriptional activator protein ExaE"
                     
/translation="MNILIVDDHPLFRHALIQAVRYSLPQAQIHETASVDEFYERLEN
                     
GAEPDLVLLDLNLPGASGFSALVYVRAQYPSIPIIVVSAHEEASIIQRAIAHGAMGYI
                     
PKSAHPSHIGEAIRQVLDGEIWLPPNLPSNINLDPRAADETALAERIQSLTPQQFRVL
                     
MMVAEGLLNKQIAYELDVSEATIKAHVTAIFRKLGVQNRTQAVLAISALNIEDKKI"
     gene            complement(169097..169864)
                     /locus_tag="DSM_02887"
     CDS             complement(169097..169864)
                     /locus_tag="DSM_02887"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNISDNTPQGQLSSQQFYRQYSANALLPELDWQSIFPHSKLSEA
                     
HIKALNTIYQCAVPLALNVFHDLNFDVFAPAAYHPQGLGLFDKLAQQEENFLKVLTAE
                     
SENLDHETRHQIWSMLLRGGAVLVFKAWLGHVKLGENQLDMTQFDELSDLLFIKTPPH
                     
QLAERLHVDEKAKLDHIFLMYGNDIFLDRFNSLETAALFVDLGVYDAAFLSLRDDRVA
                     EYLKSKGYVTQEQIDDLQCALNPLYCDSLTPKQDCLA"
     gene            complement(170258..173755)



                     /gene="rpfC"
                     /locus_tag="DSM_02888"
     CDS             complement(170258..173755)
                     /gene="rpfC"
                     /locus_tag="DSM_02888"
                     /EC_number="2.7.13.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0C0F6"
                     /codon_start=1
                     /transl_table=11
                     /product="Sensory/regulatory protein RpfC"
                     
/translation="MNSWLIIGVLTLYIALLFVCAFFGEKHASRLSTRGRMFLFSLTL
                     
GVYCSSWTFYGATGAAVREGVIFLPIYLGPLLFVWFGYDIWRRLGRVRQHHAISSIAD
                     
FVAARYGKSGVLASLVTILAVIAIIPYLALQLRAIALSTSVIMEQSSHIHTTTNSVLL
                     
LTSVLAILAMIFGTRQIANTEQHGGLMLAVAFESFVKLFALLCVALFFIFESPANLSQ
                     
MTSDVNQTFQEVQLFGVPETFWIQTLLAGLAIICLPRQFHVAVVELRDEKHIRGARKW
                     
FAVYLILTILAIIPIASWALHAAPKFLTVPDVAVLSLPLSYNQEWLALLAFLGGFSAS
                     
TGMLLVSSVALSIMLSNDLIMPALWRFKLLSRHDKHLPKVLKFSRRISIVAVMLLGFL
                     
FFHFFNDINQLSVFGLLAFSAVAQFAPALIGGLYWRGGSRQGVYAGLIIGFLMWSYTL
                     
LFPTILRSLPEAYQETAQSILLFGPFGINALRPESLFGFESFAPLTHGVIWSLGLNIV
                     
LYIWISKIYRPSVAEQIQAESFFYYETKPLPSPHTSTDLTYLPHDAARLKVGDLFALA
                     
KRITGEQPTTQAFENFCEQNHLTLNPNSIANGMWWRFTEQYLAGIIGAASARTLLTTA
                     
MINNGLALGQVANILDQASQWQRFNQNLLMTMIDHMTQGVSVVDKNMCLVAWNNQYLK
                     
LFGYPKDLVYVGCPIADLIRYNAERGECGPGSVEEHVRKRLHWMKVGSAHEFERIRKD
                     
GRVIQMRGNPIAGGGFVTTFADITAFRANEAVLEARVKDRTQQLADALTEQQLAREQA
                     
DMANMSKSRFIAAASHDLLQPMHAARLFSTVLEQSISTEEDRQTLQQLDRALYGAESM
                     
LSALLDIARLEGGTIQPKRQPYPLHDLLSDLELQFKSIAAQRNISLKVHDVSFWIDTD
                     
PQWIRRIIQNFVSNALRYTAKGRVVVGVLRSAQQSGHIRIGVWDTGPGIAEEQRIKLF
                     
QEFERCGHLSPWGEQGLGLGLAIVQRMTGLLNYPVHVYSELGKGSCFMIEVPIVEPPK
                     
VATPAVQAVPLKTKAYRILCLDNDETILEGMSSLLGRWGYQVFKATEPEQALEIIQKE
                     
NIQVWLIDQHLNHNQLGVDFITQNRQEDVPVALITADSHPELPQQLKELNIVLLKKPL
                     KPASLRAWLSGLKIASTTD"
     gene            173939..174271
                     /gene="yjcH"
                     /locus_tag="DSM_02889"



     CDS             173939..174271
                     /gene="yjcH"
                     /locus_tag="DSM_02889"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AF54"
                     /codon_start=1
                     /transl_table=11
                     /product="Inner membrane protein YjcH"
                     
/translation="MDQSQVEQILRNPKFQKMVKKKSALSWTLTIIMLVLYVGFMLLV
                     
GYNKEFLMSSFSGGVTTWGIPLGLGIIVLSFLLCGVYSYIANNTLDQLSEEALKEVEA
                     ITHEKGLH"
     gene            174273..175988
                     /gene="actP_1"
                     /locus_tag="DSM_02890"
     CDS             174273..175988
                     /gene="actP_1"
                     /locus_tag="DSM_02890"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P32705"
                     /codon_start=1
                     /transl_table=11
                     /product="Cation/acetate symporter ActP"
                     
/translation="MKWNSFKAKALLAAASLYSTVAMASPDLGEAEQQATNWHAIIMF
                     
IIFVGFTLFITKWAAKQTQSAQDFYTAGGGISGFQNGLAIAGDYMSAASFLGISAMVF
                     
SSGFDGLLYSLGFMVGWPIVLFLVAERLRNLGKYNLSDVVSFRLEEKPVRTLAAFSSL
                     
VVVAFYLIAQMVGAGQLIKLLFGLNYNIAVVIVGLLMMAYVIFGGMLATTWVQIIKAV
                     
MLLSGATFMAFMVMKAVGFSFSNMFTQSIEVFSKVHDVSFEDAAKIMGPGKLAANPID
                     
ALSLGLALMFGTAGLPHILMRFFTVKDAKEARKSVVVATGFIGYFYLLTFIIGFGAIL
                     
FVSNNPQFLDVAKMAMTGKLELVGGNNMAAVHLSDALGGDLFMGFISAVAFATILAVV
                     
AGLTLSGASAISHDLYANVFKKGQTTPASELRMSKIATLGLAIFAMILGILFEKQNVA
                     
FMVGLAFSVACCANFPILVLSMFWKGLTTRGAVTGGVVGLVTAVVLIILSKAVWVDTL
                     
KISDTPINPFNGPALFAMPLSFLCCWFFSVTDSSARAKKERASFDAQYVRSMTGIGAS
                     GASDH"
     gene            176156..176848
                     /locus_tag="DSM_02891"
     CDS             176156..176848
                     /locus_tag="DSM_02891"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRSIIEFWSSFRLLPSAWLLLVQFILLILAMLTFDNEAYRTLTW



                     
ALGVLALLIIAKVIRQTPMFTFLGLAFVSGAIIASVFILLGYSNLTIQIFAHSCEALA
                     
YFSAAYGLFRYMFADRYLTRDELFAAAAVFTLLAWGFAFLYNICQLLIPNSFQNPNHI
                     
HHLQTWLDLLFLSFSLQSATGLSDLMPLSPPARVLAMLQMFCGVMYLALIVTRLIALQ
                     YIKHTPKKNSDK"
     gene            177014..178981
                     /locus_tag="DSM_02892"
     CDS             177014..178981
                     /locus_tag="DSM_02892"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q6F754"
                     /codon_start=1
                     /transl_table=11
                     /product="Glycine betaine transporter"
                     
/translation="MPSKQASWFANVNPNVFLGTVIIIALFLAVVVIAPSSFELLTQQ
                     
LKQWITDSFSWFYVLSVAFFLILLIYIACSAIGRIKLGPDHSQPEYSNGSWFAMLFTA
                     
GMGIGLMFFGVAEPVMHYVNPPSGEPQTIEAAQQALRVTFFHWGLHAWAIYAVVGLAL
                     
AYFAYRHNLPLKTRSALYPLIGKKIYGPWGDSIDIFATIGTVFGVATSLGFGVTQINS
                     
GLHYLFGIEQSTTTQVLLIIFVSILASLSVFLGLDKGVKRLSELNLVLALILLVFVFI
                     
AGPSIYLLQTTIQNTGQYISNLFTMTFNLYAYQPNGWIGGWTILYWAWWISWSPFVGM
                     
FIARVSRGRTIREFIVGVLLIPTGFTIIWMGFLGNAALFSIIHEHQTTLIQAVQQDSS
                     
VALFEFLGHLPWSGVMNILATILVVLFFVTSADSGALVTDYLTAKTENSPTWQRLFWT
                     
VLMAVLAIILLLVGGLAALQSSIIMSALPFTVVMLLMSWGLIKALHLDVTKMIAIQEA
                     
RITPRAIHNPRSWQQRLGLIMHYPHSEEEVKKYIEKQVSRAFENIQHEFRRRHLEVSI
                     
SEVEDGMQLRVDHHHEINFIYKVVSRETVPPSFLIGRTEAEDGQYFQAEVFLREGGQN
                     YDVMDWTQEDLIQDIIDQYERHLHFLNIVRS"
     gene            complement(179039..179938)
                     /locus_tag="DSM_02893"
     CDS             complement(179039..179938)
                     /locus_tag="DSM_02893"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKLGLATAVLLAMTGAHAYQFEVQGQSEYVDTTANDKNFTGDV
                     
AGTFYLKNVDTAKGPLAEAAFLNQASSVSLGYSYQQYDQNNVNYHIGTYGVKGEAYVP
                     
TPYLPVYASATYNHTDVDGKNNFSKDDNGDRYALEVGAMLLPNFLMTVGYTSVANQFA
                     
LDNFGIIGNGIYSAVNQTAAIQNDQDAVTARAKYVGPIDGTNMAIGFEAAGAFGQENQ



                     
YGLKTDLYLTPKLSVGATFVGNDGEADIKGNDLGEFRQAWGGNVNYFITPALAVGASY
                     MKADVKKSSYDTQTIGLNAKFRF"
     gene            180929..182635
                     /gene="pleD_2"
                     /locus_tag="DSM_02894"
     CDS             180929..182635
                     /gene="pleD_2"
                     /locus_tag="DSM_02894"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:B8GZM2"
                     /codon_start=1
                     /transl_table=11
                     /product="Response regulator PleD"
                     
/translation="MSGLRSEHISNRLFFFMLVIILSLLFMAVPLIVSSYQEYLKTKQ
                     
ALVEIKSLRSIAEVANKVSKERAPANKLMSSNAADFLKNQKNLKEYRLSVDRQLNETI
                     
HILKEEGYTDLANTLDTKFRDDLKQARAVVDYYVATPEQARSSIQFDNAILAMFGAWD
                     
SCREVLQNLMLQLKSKDSQINNYFTLIVVLTDMRDQAGRTASNVIAPVTFKETIPNDN
                     
RARSLQTQQQARYLWALVDTLQSEQAKTPEYHRLYSRVKTEFLDKGVPIVGQLLDESQ
                     
KHQAYHLNGTELTDQIVDKFTTVIDLQKFLLNKSVLIASQENYLAKKKFFLTLLISSI
                     
SLAAALLTLIYAKRRVFEPLIQARTLILDLSHSTDYPIDELKPKKGEFISLFEAIDRL
                     
QRMLKQRDAFEFQLKNIANTDPLTGVSNRLALSEYLKIVESYPQKFSQTCLMIIDIDR
                     
FKHVNDQYGHIVGDQVIRRIADQLKANVRASDLIVRYGGDEFLILLEQVQFLDARLLA
                     
EKIRIAISLEEIDLSGTQEKLHVSVSIGFAIGATSWMELLENADRSLLRAKARGRNVV
                     EG"
     gene            complement(182669..185503)
                     /gene="uvrA_2"
                     /locus_tag="DSM_02895"
     CDS             complement(182669..185503)
                     /gene="uvrA_2"
                     /locus_tag="DSM_02895"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A698"
                     /codon_start=1
                     /transl_table=11
                     /product="UvrABC system protein A"
                     
/translation="MSQSHIRIRGARTHNLKNVSLDIPRDKFVVITGLSGSGKSSLAF
                     
DTLYAEGQRRYVESLSAYARQFLSQMEKPEVDSIEGLSPAIAIEQKSTSHNPRSTVGT
                     
ITEIYDYLRLLYARVGTPYCPEHDLPMVAQTVSEMVDAVKNLEEGTALMLLAPVVRER
                     
KGEYSNLFEQLQGQGFVRARVDGEIIDIDTPPELDKKKKHTIEVVVDRFKVRDDLGNR



                     
IAESFETALRLGGDIAVLSWMNGEHPDRVFSAKHSCPECDRAVAELEPRLFSFNNPFG
                     
ACPVCDGLGTRSHFSPEKLIPNPELAISEGAIRGWDRQRPYYYSMLQKVADHFGFQLD
                     
TPWNQLDKDTQKKFLQGTGKEKIDLSYIDERGRKHTRVQPFEGILPHLERRYRETESN
                     
YVRDDLAQYLSNAACDACGGSRLNEISRHVRVKDKTIADITRMSIGDAESYYQGINLE
                     
GAKGEIADKIFKEIRERLHFLVSVGLNYLSLARSAETLSGGEAQRIRLASQIGAGLMG
                     
VMYVLDEPSIGLHQRDNDRLLQTLIRLRDLGNTVLVVEHDEDAIRAADHIIDIGPGAG
                     
VHGGVVIAEGTYDELAKHADSLTGQYLSGKLKIEVPKQRTQPPKPEEKIKLSGAAGHN
                     
LKNVDLTIPLGIMTCVTGVSGSGKSTLINRTLLPLAATQLNGATTLTAEKFDSIDGLQ
                     
HLDKVVDIDQSPIGRTPRSNPATYTGLFTPIRELFAQTPEAKARGYSAGRFSFNVKGG
                     
RCEACEGDGMIKVAMHFLPDMYVPCDACHGKRYNRETLEVGYKGKNISDVLEMTVEDA
                     
AEFFSAIPVIHRRLETLTQVGLGYIRLGQAATTLSGGEAQRVKLARELAKRDTGKTLY
                     
ILDEPTTGLHFHDIAKLLDILHELRNKGNTIVVIEHNLDVIKTADWVVDLGPEGGSGG
                     GMIIAEGTPEQVAEVEISHTGRFLKPMLKQ"
     gene            185800..186402
                     /gene="nemR"
                     /locus_tag="DSM_02896"
     CDS             185800..186402
                     /gene="nemR"
                     /locus_tag="DSM_02896"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P67430"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional repressor NemR"
                     
/translation="MKRLNKSETTRQHILDTSFELVLHKGFVGVGLQEILKACDVPKG
                     
SFYHYFASKEAFGCALLEQYMANYKVRMEQLWQHSEQSAHARLMALWQAWIDDPVHGS
                     
WAENCLIVKLAAEVSDLSEDMRQILNDGVHKLTQRLALLLKEGQQEGSIPKHIEPLKT
                     AQVMYQLWLGAALLTKLSQDKAHLHLALETTQQLLKPIEE"
     gene            186406..187383
                     /gene="qorA"
                     /locus_tag="DSM_02897"
     CDS             186406..187383
                     /gene="qorA"
                     /locus_tag="DSM_02897"
                     /EC_number="1.6.5.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P28304"
                     /codon_start=1
                     /transl_table=11
                     /product="Quinone oxidoreductase 1"



                     
/translation="MRSIIHRNFGEPVDVLEQADMPKPEPKAGEVRIKTIMSPIHNHD
                     
VWTVRGSYGYKPTLPAIGGSEAVGIVDALGEGVEHVQVGQRIAVAAVHGSWAEYFIAP
                     
AHGIIPLNNEIDDETAAQLIGMPISALMLLDFVNVQPGQWLIQNTANGAVGKTVAMIA
                     
QARGLPVINLVRRTDAIAEMQALGIQHVVATDQPNWKEQVKQIHGDQPLIAGVDSIGG
                     
SASGEMLHLLSENSLLVSFGSMTGETMQISSGDLIFKQATVKGFWASVVNKEMPAARK
                     KELIVELLTLATQKKLILPVEGVFSFDEIKTAAQRATQGARQGKVLLKP"
     gene            187449..187802
                     /locus_tag="DSM_02898"
     CDS             187449..187802
                     /locus_tag="DSM_02898"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIGQILIALIAILHVYILVLEMFLWDKPYGMKAFGNNAEKAKLT
                     
KVMAQNQGLYNGFLAAGLFWSLLADASFATSIANFFLGCVLIAGIYGGLTASKKIIYI
                     QAVPALIALVAVNFL"
     gene            187855..188196
                     /gene="ydgC"
                     /locus_tag="DSM_02899"
     CDS             187855..188196
                     /gene="ydgC"
                     /locus_tag="DSM_02899"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACX0"
                     /codon_start=1
                     /transl_table=11
                     /product="Inner membrane protein YdgC"
                     
/translation="MWALFLKCMLGAGVVLIISILSKSKAFYIAGLVPLFPTFALIAH
                     
VIVFQQKGAEALQKTALFGLWSLIPYAIYLVAVYVLATRMSMWSCLGVATLCWVVAAA
                     GLIYGWQLFQS"
     gene            complement(188247..188921)
                     /gene="tenA_2"
                     /locus_tag="DSM_02900"
     CDS             complement(188247..188921)
                     /gene="tenA_2"
                     /locus_tag="DSM_02900"
                     /EC_number="3.5.99.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A8KRL3"
                     /codon_start=1
                     /transl_table=11
                     /product="Aminopyrimidine aminohydrolase"
                     
/translation="MLFSQELWQRNLNLYQKILDLPFNQELANGTLDKEAFCHYVIQD



                     
AQYLVAYGRVLAVAAAKAFDADDIMQFSDAAKIAIVVERSLHDDFMKNFGVTKEEFKN
                     
TPLTLAGHHYTSFLTATAWSESYPVVLAALLPCFWIYAEVGKDIVSKSVPNNPYQAWI
                     
DTYAGEEFHTAVRNVIATVDKVAARCDADTLEKMHAAYTMGAKLEWLFWDSAYHQRQW
                     LGLDQI"
     gene            189184..190266
                     /locus_tag="DSM_02901"
     CDS             189184..190266
                     /locus_tag="DSM_02901"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKHFRFSIFFTVVCLALSAYWGFTHGPEAGVSTMLKALTITAIL
                     
AVMEVSLSFDNAVVNASVLRNWDPFWKMIFLTVGILIAVFGMRLIFPVVIVAVTADMG
                     
VIEVAKMALNDPKTYSERLMAHHAEISAFGGTFLLLVFLNFFFDDEKETHWFRWLESK
                     
LASLASVPAMSVFLALIALIVMAGYVDDHQRLAVTMAGIWGIVVYIGVEVLSHLLGGE
                     
PEIDENGNAVLQDGSGAASGVVKAGLGGFLYLEVLDASFSFDGVIGAFAITSDVVVIM
                     
LGLAIGAIFVRSMTVYLVEKGTLDAYVFLEHGAHYAIGALAFIMIASGTGVHVPEVVT
                     GLIGVAFIVWAVIASIQYSKREQQSP"
     gene            190413..191777
                     /gene="yajR"
                     /locus_tag="DSM_02902"
     CDS             190413..191777
                     /gene="yajR"
                     /locus_tag="DSM_02902"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77726"
                     /codon_start=1
                     /transl_table=11
                     /product="Inner membrane transport protein YajR"
                     
/translation="MMNALERRSTFALSSIFALRMLGLFMIIPVFSVVGQSYQYATPA
                     
LIGLAVGIYGLSQAILQIPFSLLADRFSRKPLVVFGLLLFAIGGAIAGLSDTIYGVII
                     
GRAIAGAGAVSAVVMALLADVTREEQRTKAMAAMGMSIGLSFVVAFSLGPWLTSLVGI
                     
SGLFFVTTIMGLIAIAMLLLVPKVTRHHRNYQQGYMAQLKQVIQMGDLNRLHVSVFAL
                     
HLLLTAMFIYVPSQLIEFAHIPLASHGLVYLPLLVISLFFAFPSIIIAEKYRKMRGIF
                     
LTAITGILAGLLLLIFGYQSKYVLLAGLGIFFIAFNVMEALLPSWLSKSAPIQSKATA
                     
MGVNASSQFLGAFFGGTLGGQLLMLHNTAIGWSVLAGIAIIWLLISFGLAQPRYLSSI
                     
VLPLPQVQQVNEWTTQLLAIRGIEEVVVMPDQQVAYIKVDKQSLDDASRRDLTQLFGK



                     EVAI"
     gene            191829..192410
                     /gene="ssb_2"
                     /locus_tag="DSM_02903"
     CDS             191829..192410
                     /gene="ssb_2"
                     /locus_tag="DSM_02903"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AGE0"
                     /codon_start=1
                     /transl_table=11
                     /product="Single-stranded DNA-binding protein"
                     
/translation="MRGVNKVILVGTLGRDPETKTFPNGGSLTQFSIATSEVWTDKNT
                     
GERKEQTEWHRIVLHNRLGEIAQQFLRKGSKVYIEGSLRTRQWTDQNGQERYTTEIRG
                     
DQMQMLDARQQGEQGFAGGNDFNQPRFNAPQQGGGYQNNNQGGGYGQNNGGYGGQGGF
                     GNGGNSPQGGGFAPKAPQQPASAPADLDDDLPF"
ORIGIN      
        1 aagtgaaacc tcttagcgct gatggtagtg tgggattacc catgtgagag 
taagtcatcg
       61 ccagctcatt attctaaaca ccccaatctc aaaagaggtt ggggtgtttt 
tttatatggg
      121 aaagcaaaat attatggaag tgttgtgtta taaacaataa gaaaattata 
tatttaaata
      181 tgcagaataa gggggtaagt acctatgata atctatggtg atgtagattc 
aggtaattgt
      241 tataaaatca aactgttact atccctatta aatatatatc atagatggat 
tcatgttgat
      301 attttaaata aagatactct aacggcagag tttctatctt taaatcctaa 
tgggaaaata
      361 cctgtattag ttttagatga tggacgggtt ctaagtgaat ctaacgctat 
tctaggctac
      421 ttggctgagg gaacggaatt gattcctgca gatccttata tgaaggcaaa 
aatgtatcaa
      481 tggatgttct ttgaacaata tagccatgaa ccatttattg cagttgctcg 
ttttattaat
      541 aaatatctag gattaccgcc agaaagaata gaggaatatc ataaattaca 
accaaaaggc
      601 cataaagcgt tatctattat gaataaagct ttagtagagc acgactatct 
tgttggaaat
      661 aaatttacaa ttgctgatat tgctttatat gcatacacgc atgtagctga 
ggaaggcggc
      721 ttcgatttaa agttataccc aaatattcaa gaatggtgtc aacgaattca 
aaaatgtcca
      781 aaatatgtga gtatggttga ataaaaaaga actcttatag agttcttttt 
tatatgggga
      841 agatcaaaat tctattttaa tttagaaatg tgcttctaag cccacataag 
gccctttaaa
      901 ttcaaattta aggtcattgt tatcgtaatc atctaaatcg atattgagga 
tacgataacc
      961 agctgttaag cctaaatcga ttaataaatt atcggcaaac ttatactttg 
cttctactaa



     1021 cgcatctgta atttttgcat catcaaagtt tgtatatgtt gcttcacctt 
tagcgcttaa
     1081 ccctgtaaat ggaagtttta cttcacctga taaataagca atcggatatg 
tcttatcaat
     1141 atctacacgt ttaccggtat aggcagtaat atctccattt agtacagttg 
caccaagacc
     1201 tgcatctaca ctgacaatat tatctagtaa ctcatagtag agaataaaat 
cactatgatc
     1261 taaatcaacg ttatagttag cttgacccaa agtttctgat ttagtttgag 
tatctaaatt
     1321 aacataacga atttttgcat ttggaataaa tgggattggg tgctcaaaag 
ctaatgaaag
     1381 ttgagcacta ccttttcggt ctagatcttg atcttcagga gattgtgaag 
acatattagc
     1441 tttgccgtca taaaaccagt agccaacgtc tccttttacg cctataaaat 
ctgcttgtgc
     1501 gaatccgcta agacccatcc cgagtactaa aaaagatagt tttaatattt 
tcatcatcaa
     1561 tcctaaaaaa gaaaatcttt gaacgcatga tatagatatc tttgcagtta 
tgcattgatg
     1621 aaaaatggtg aatataaagc ttctatatct tcaattttta atattctttt 
atttaattaa
     1681 ttttcatata aaaattaatt acttatagtg agttgagttt tagaggtttt 
agtataaatt
     1741 ttgtgtaagg gatcgataat actttgatat tttactcatc tacaaattag 
ttgatatatc
     1801 tactttatgg atgggaatga aattttaatg gtagaaaata tcattgaatg 
taagaaggta
     1861 ataatatgct ttaaaacagg aatattagct aaaaaataac caatctagat 
aagaatctct
     1921 aaaaaaacgt aaattttcag acggaaatta cagtaaaaag aaataaaaac 
aggtattgtt
     1981 cagctatata ggggcaaaaa atggacaaaa atctttaagg aagaattttc 
tatttttgct
     2041 tgtttgttaa gggaataaaa atactcaaaa ggtgcatttt attttctaca 
aacacaaaag
     2101 tattttttgg ttcttttttt gcatgcggaa taacaatcaa caatagcagt 
aaaaataagt
     2161 aatcttttaa cattaggtgt tctatgacag atactcgtga aaactggacg 
tcacgatctg
     2221 gttttattat tgcagccgtt ggttcggctg taggcttagg taatatttgg 
cgctttccgt
     2281 acgttgcgta tgaaaatggc ggtggtgcgt ttcttattcc ctatctatta 
gcactcatta
     2341 ctgctggttt accgttatta tttttagatt atgcggtagg ccatcgtagt 
actggttcac
     2401 ctcctaaggc atatcgtgcc ttatttaaag gtggtgaaac actagggtgg 
tggcaggttt
     2461 gtgtctgtat catcattggt ttgtactatg caagtgtact tacatgggct 
ggtagctatg
     2521 tttacttctc tattggccaa atgtggggaa gtgatccgga aggtttcttc 
tttaatacct
     2581 atttgcagac cacaaaagca accggctttg atctacagtt tgtaggtcat 
ttattctggc



     2641 cgattgttgg gatttgggca cttactctca tcattcttta tggtggtgtg 
aaaaaaggtg
     2701 tggaattatc aaataagatt ttcatgcctt tattattcat tctcttcact 
attttagtta
     2761 ttcaatcgtt acgtttacca ggtgcggtac aaggtttaaa tgcattcttt 
acaccgaact
     2821 ggtctgcaat gatggattat aaagtttggt tagctgccta tggccatatt 
ttcttttcac
     2881 tctcagttgg tttcgggatc atggtgacct atgcatccta tttaaaacca 
aaaacgaatt
     2941 taactggttc tggtttaatc gttggttttg caaatgcatc aacagagatt 
ttagcgggta
     3001 ttggtatctt cgcagcgctt ggctttatgg cacatgccgc aggtactgaa 
gttaaggatg
     3061 ttgtgagtgg cggtatcgga ctcgcattta ttgctttccc taaaattatt 
tcaagtttag
     3121 gttctggtgc tgatctattc ggtcttttgt tcttctcttc attatttgtt 
gctggtattt
     3181 cttcaatggt cagtattttg gaagtgccta ttgcagccat gcaagataag 
ttaaagtggg
     3241 gacgtaagaa agcggtaacg attattggtg gtggtagtgc actggtttca 
attattttat
     3301 tctcaagtgt aaacgcaatt aagctcgttg atattgttga tcactttatt 
aataacattg
     3361 ggattattgg tggggcttta ttatcaatta ttagcgtagc ttggtttaaa 
cgttcagcac
     3421 ttaaagagct tcgcgaccat gtaaaccgta tctcaaccat tcaattgggt 
aaaggctggg
     3481 acttcacttt aacagtcatt acctctttaa tcttattaac aacactctgt 
atgactgttt
     3541 ttaatttgat caaaaatggc tatgatactt atagtatgag cttacaaggt 
gtctttggct
     3601 ggggcagtgt gattttctgt gcagtcgttg ctatcgtgtt aagtaaaatg 
aaagatcgct
     3661 aggaggataa aataatgaat acttcggcaa tcgtgatgtt aataatttcg 
atggtatttg
     3721 tatggggtgg attagcacta tccatcttac atttaacaaa gcatcctgaa 
gagttagatg
     3781 aagttttaga agaagtaaaa gatcagcata cgctttgata ttctgatcta 
gtaaaaaagc
     3841 aggcataacg cctgcttttt ttatgtaatc ttttgaattt tacaataata 
aaatccatca
     3901 ccagattgtg cttctggcaa cagttgtctg ccatgaactt gttcaattcc 
ccaatctgcc
     3961 tcgattttca cttcttttgc atcaggatgt tctgtgaaga agttaatcat 
ctgctgttcg
     4021 ttttcagatt ttaaaattga gcaggtgata taaagcaatg taccgccaac 
ttagagttgc
     4081 tgccacatgt gctctaagat ctgcttttgt agctcaatgg tttgggctat 
gtcactagat
     4141 tggcgcaata ggcgtatgtc aggatgacgt cgaatcacac ctgtcgcaga 
acaaggagca
     4201 tcaagtacga tacaatctac aggttgaaca ggattccact tggttgcatc 
ggctgccaaa



     4261 atttccgtat ggctttgatc gagtgctaag cgatttaagt tttcagtcac 
gcggactaaa
     4321 cggcttgggt cctgatcaat ggcgatgagc tgtgctggtt taaacttttc 
aagcaaatga
     4381 gccgttttac cccctggggc agcacaagca tcaataaccg ttttattgtt 
taaatcaggc
     4441 aacaaggtgg cacatagctg tgcatgttca tcttgtacag agaaccagcc 
ttgttcaaaa
     4501 cccggtaact gagtgatttg tacagattgc tcaaggacaa taccagcttc 
ggaaaacaaa
     4561 cacgcacgtg cctgaatgtc taaactttgt agttttgcta aataagcatc 
tcgaccaata
     4621 tgacgttggt tcacccgtaa agttaaaggc gcggcttgct ttaacgattg 
gcagagagct
     4681 tctgtttgtt ctccccaatc cttttttaac cgtttaaaaa gccaacttgg 
taagccatgt
     4741 gcttgctgta aaccttgctg aaagtcatca gtttcacgag ttgctcgacg 
caaaattgca
     4801 ttaacaatac cactgagtgc agggaaacca agttgtttag ttgcatcgac 
tgtttccgag
     4861 atggcagcgt gcgctgcaat acgcgtgcat aaaacttgat aaaggccaac 
gtataggcag
     4921 gtttctacag tctcattgtt taaaggtttg ctgagtaaag gcaggctaat 
tgacttaagt
     4981 gcgaaccatt ggcgcaatgt acctaaaaca agttcatgaa atagtgcacg 
atcacgctct
     5041 gctacttgat tcagctgtgt atttaaaata ctagcgagcg attgaccttg 
ctgaactttt
     5101 agcaaggtct ggacgacttg agcgcgcagg ttaaaacgtg atgaatttga 
agtaacctga
     5161 ctcatggcag aatctgtcct acgtgaagtt tttgagtttg tgcaatttgt 
tgagcattta
     5221 atgctttacc acccggccac tgcacactcg ttaaacaaat aaatgtattt 
tcaccgcaag
     5281 cgacatgtac accctgttta tcgattgcaa taatttcacc agcttgagca 
tctgctttgt
     5341 tttgattaga aattgttgaa ttccaaacac gcagcgcatt attttcatca 
agttgaataa
     5401 aggcaacagg ccatgggttg aatgcacgga tattgcggtc aacttgaact 
gcattcatag
     5461 accaatcaat acgagcttct gatttcacga gtttatgcgc atagactgtt 
aagctttcgt
     5521 cttgaacttc gcgttctgct aaatattttt gtagagtttc ttctgactca 
agtaccgcac
     5581 aaattgctgt tgcaccttga gctgcaagtt tgtcatgcaa cgtcgctgat 
gtatcttcgg
     5641 aagtgattgg acaataggtt ttatacatca tatcgcctgt atctaaaccc 
gccgccattt
     5701 gcatgatggt gataccagtt tcgtcgtcac ctgttgcaat tgcacgctga 
atcggtgctg
     5761 caccgcgcca gcgtggtaat aatgagccgt gaatatttaa acagccatat 
ttaggtgtat
     5821 cgagcacagc ttgtggaaga attaagccat atgctgcaac taccatgaca 
tcagcgccta



     5881 aatcagcaag ttcttgttga gctgccaagc cttcttcagt tgaagctttg 
aagtgaagcg
     5941 gttgataaac aggaatatta tgttccagcg caagctgttt tacaggagac 
ggtgttagtt
     6001 tttgtccacg acctgcttta cggtctggtt gagtataaac cgcgataatt 
tcatgggaag
     6061 tttttagtag agccgccaat gctgttgcag caaattcggg ggtgccagca 
aaaataattt
     6121 tcacaaatgc aatccaaaaa aagtttaacg ctagtatacg tgaaaaacga 
ttgaagccct
     6181 aaatcgaggt acaaaggaga gctaaagcca taaatagtga acaaaaaatt 
attcaaaaac
     6241 ttttattgat aaaaaaaggt tataaaaaaa taaaaaatta ttcatgtaag 
ttttgctaaa
     6301 tattgactga gtattatcgt tcttggcttt cccaatatta tttgcttcta 
tagaatggac
     6361 aatgatcaaa ttatgatgat gagtcaatat tccgactgat ctaacgctat 
atcagtatca
     6421 ttcagccaga gtggaagtca tttcactcaa gcacaacttg ttggaaacac 
aaatgcctga
     6481 ctatcgttca aaaacatcga cacacggaag aaatatggct ggcgcacgtg 
gcttatggcg
     6541 tgcaacagga atgaaagatg aagatttcgg caaaccgatt attgcagtgg 
tcaattcatt
     6601 tacccaattt gttccaggcc acgtccatct gaaagattta ggacagcttg 
tcgcggcaga
     6661 aattcaggca gcaggtggtg ttgctaaaga gttcaataca atcgcggtgg 
atgacggtat
     6721 cgcaatgggg catgacggca tgctttattc attaccatca cgtgatttaa 
ttgcggactc
     6781 agttgaatat atggtgaatg cacattgcgc cgatgcgatg gtgtgtattt 
cgaactgtga
     6841 caaaattact ccgggaatgt tgatggctgc gatgcgtcta aatattcctg 
tggtatttgt
     6901 gtctggcgga ccaatggaag caggtaaggt taaattccgc ggtgatgaaa 
aagcaattga
     6961 ccttgtagat gctatggttg ttgcagctga tgacagctac acagacgaag 
aagttgcaga
     7021 atttgaacgt tcagcatgtc caacttgtgg ttcgtgttca ggtatgttca 
ctgcgaactc
     7081 aatgaactgt ttaacagaag cgctaggttt atcgttaccg ggcaatggtt 
ctatcgttgc
     7141 aacgcatgca aaccgtaaaa aattattctt aaaagcaggt cagcttattg 
ttgaattggc
     7201 caaacgctac tatgagcaaa atgatgcaag tattttgcct cgttcaattg 
ccactaaagc
     7261 tgcttttaaa aatgcgatga cacttgatat tgccatgggt ggttcaacca 
atacagttct
     7321 tcacttgtta gctgcggcaa atgaagctga agttgatttt acgatggacg 
atattgatga
     7381 attgtcacgt cgagtaccag tgctttcaaa agtagcacca gcaaaacaag 
acgtacatat
     7441 ggaagatgta catcgtgcag gcggtatcat ggccatttta ggcgagcttg 
atcgtgcgaa



     7501 tctacttgat gtatctgtac caactgtaca tgagaaaaca ttaaaagatg 
cgttagataa
     7561 gtgggatatt atccgtactg aagatccaga tgtatatgag ttctatcgct 
cgtctccggg
     7621 tggcgttcca actcaagttg cattctcaca aaaccgttac tactcaactt 
tagatggcga
     7681 ccgtgaaaag ggtgtgattc gtaatgcaga acatgcattc tctaaagatg 
gtggtttagc
     7741 tgttctttac ggcaacattg cgcttgatgg atgtattgta aaaactgcgg 
gcgttgacga
     7801 atctatttta aaattcacag gttcagcacg agtttttgag agccaagatg 
cagcggtaga
     7861 agcaatttta ggcaatgaaa ttaaagctgg tgatgtggtt gttattcgct 
acgaaggtcc
     7921 acgtggtggt ccgggcatgc aagaaatgct ttacccaacc agctatctta 
aatcgaaagg
     7981 tttaggaaaa gactgtgcgt tagttacaga tggccgtttc tctggtggtt 
catcaggtct
     8041 ttcaattggt cacgtttcgc cagaagctgc tgaaggcggt gcgattggtt 
tggttgaaga
     8101 tggcgatacc atcgaaattg atattccaaa ccgtaccatt cacttgaata 
ttgatgatgc
     8161 gactttagcg caccgtcgta cagttcaaga agcgaaaggt tggcatccga 
aggaagaacg
     8221 taaacgtaag gtatcaaaag cgttaaaagt ttatgcaatg cataccacaa 
gtgcagcaaa
     8281 aggagctgta cgcgttctat aaaatattca attttaataa ttgagtagga 
aacatgcacc
     8341 cattaacacg atgaattgtt atcatgttaa gggtgcattt tttatgtctg 
gtaaaaaaaa
     8401 tccgcttgta gaaaaaggtg gtttcagatc attctatggg tttgccataa 
aatggtgata
     8461 aaatcttcac ctacgcagaa actcgcgaaa taacatgaca tattttctgc 
gcgaactcag
     8521 gtagtcattt ttccatctcg actactgttt caccttgcac tatgatcaaa 
ataacttttg
     8581 atctcgctta ggatttattt ttagaggcac tactcatgtc actgctacgc 
cgttggtttg
     8641 accctatccg atcgagctgg ttttaccaaa agccttctcg tcaagcggtg 
ttacccacgg
     8701 aaaatggttt aagtatttat ttacgacttg atgatgtgta tagctatctg 
gctgttcagc
     8761 aattgtctca gctagatgaa attttaagtg atgaacttaa acctttaaaa 
attattattt
     8821 cccatacggc ttctgaacct ccaaatagca tgacgcatga ggagtggcag 
cattattgtt
     8881 taaatgatgc caaaatttta gcaaatcagc accggtttgc ttttgatgag 
tttccagaaa
     8941 tcccaagtcc agaatcttta aaacaagccg ctgtcatatt aaaaagaacc 
ccattacaag
     9001 gtcagaactt cttacattta cttgaagata tctttcacat gctttggcaa 
cagcaatatg
     9061 gaaaattgcg tactctacat gccatggcgg tcaagcatca ggttcctcag 
cattttccag



     9121 aacgtatttt tacggatgaa cctgttcgag cggcatactt tgagtttggt 
ggacgtaaat
     9181 atcatgcagt agatgattta ttacgtttaa ccagacgttt aaaacaacaa 
aagttactga
     9241 caggtaatcc gatattttta attaatcata tcgaatggcg tgaacatttg 
attaatgatg
     9301 ctgaggcgtt aaatgaaatt caggctttgc atcctgaact tgatgtattt 
atcgctttag
     9361 aagacccgat gagctggttg ttgcttgcct atattaaaga agagctcgca 
gactattatg
     9421 atattcagct aaaagtttat cctttgagtt atcggggccg agactggttt 
gactggagct
     9481 tggcaacacg tgtgtctaaa cgtaccgagg ttgcttttac acctttttgc 
cgacctacag
     9541 aagaaagtac gcttgggatg gcaaagcttt tctatagtgt accggaaaat 
cagcaacttg
     9601 atacaatttt cactattttg caggctgttt ggacgaaagg aaaagatcta 
tctttccaga
     9661 agcatttcca acagttgcag cagcaactgg gtattgagca gttaactgaa 
caggatatac
     9721 agtcggtttt agcgcaaaat gatgcacttt gccaagacaa gcatcaacct 
gatttgccgg
     9781 ttttagaatt gcgtatcgat ggacaaagct atgtatttaa tagcctgtat 
cgggtttgga
     9841 tgattgaaag tatttttagc aatgttttag aagaaaaata caaaacggcc 
tcaacttcta
     9901 attgaggcct actcctaaaa acaagaatag ggcaaagcct gttttttccg 
tagcataacc
     9961 ttgtagggaa tcggagataa acagtgacat ttctagcaat tattatgatg 
gtgtttgcct
    10021 ttgcgggcat gattaaaggc atgatcggct taggcttgcc tgcggtatca 
atgggcttac
    10081 tcaccatcgc aatgagtcct tttcaggctg catctctttt aattgttcct 
tcaatggtca
    10141 ccaacgtctg gcagcttttt gccgaaggac atgtctgggc ttttattcgc 
cgtttctgga
    10201 cgttgctcgc aggtattgtg gtgggctcaa tatggagttt tctacctacc 
ttaagtcaaa
    10261 gtcatggtca aagtagtgaa attttattag gttgcatgtt ggccttatat 
gggctttatg
    10321 gtctatgtgt gaagaaactt ccgcatttag gaaagcatga gcgctggtta 
tcacccatta
    10381 ttggatatat cggtggggca gtgactgtag caacaggcgt tattattatt 
cctattgtgc
    10441 cgtatttgca gtctttgcat ttaaaacgtg atgagttggt acaggcttta 
ggattaacgt
    10501 ttacggtctc taccatttgc cttgctgtgt ttttacacca taacccgatg 
tcagggataa
    10561 cactggacta tcgtttatct ttcgctgcgt tgttagctgc gctcattgga 
atgtggatcg
    10621 gtaaaaaaat ccgctatcga ctgaatgagc agatttttcg ccgtatcttt 
tttataggct
    10681 tgatgtcatt aggactttat atgattttgc attaagttaa tttttaagga 
cgatgctgca



    10741 ataaaaagtc tgcaaactgt tggtaactac taggcaactg attgaaactt 
tgtgtggcca
    10801 aaagtagttt acggtttgcc catgcgccta gcagttgaat tgaatggaaa 
tcatagtctg
    10861 attgtaggcg ctgtgcagca cgggcaggca taatcgcaat tcccacacct 
ttggcgacta
    10921 cctcggcaat tgcgccaaag ttaggtaagc gcaaccgata ctgtatgtta 
aaacctaata
    10981 atttggcttg ggtttcaatg gactgttgta aagagtgatg cgatttgagt 
ccaataaaac
    11041 catagcttaa agcatctact aaatttagct ctttgtagtg ggctaactca 
tgtgtcacag
    11101 ggcaaataag tactaatggg tcgcttgcaa actctttagt ttgcaaatgt 
cgggtattga
    11161 aaaaactcga gactaggcca agacttgcaa tcccttgggt taatgcatct 
acaatttctg
    11221 aactttctgc ttcatgcaaa tcgatattca tttcgggatg aagcactaga 
tattgcggta
    11281 ataaggtagg tagatattca ctttgagcag atgagttaca ccaaagtgtt 
aatgcttctg
    11341 ttgtcggctg tctgaaccgc tgcatttcgt gttcgagttg atctttttga 
gctaaaagct
    11401 gacgagcatg ctctacaaat gcatgtccag cagtagtgag ttctacgcct 
gtggtttgtc
    11461 gaataaataa gggggtctca aaatactgtt caagtttttt tatacgttca 
ctcgccgcct
    11521 gaagtgaaat cgcagagcgg tcagcgcctt tggtgaggct accagtcgag 
acaatatgaa
    11581 gaaccagctg taaatcaaaa aaatcaaaac gcatgatagg aacgtattga 
aatgcaaaaa
    11641 ttcatcatac taaatcggaa tgaaaaaagg cagcttgcgc tgccttttag 
aatttaggtt
    11701 ttatctttta aactaaacag ccagtttaaa ataatggctg caaacgttgc 
tgtaccaata
    11761 ccacctaaat tgaaattacc gaacaataat tcaaagtttc cagcacccaa 
aataatggtt
    11821 actgaagcca caatcagatt tttattgtta gaaaaatcga ctttgttttc 
aatccagatt
    11881 tttgcaccgg caatggtaat taagccaaat accacaatag atgcacctgt 
aaggactgca
    11941 cttggaatgg tactaatgac agcgccaaat tttggtgata gacctaagaa 
aatagcaaag
    12001 atgcctgcaa tcacaaatac aatggttgag tacacacgag tgactgccat 
cacaccaatg
    12061 ttttcaccat aagtcgtcat ccctggcgca ccaacactac cagaaagtgt 
cgtagctaaa
    12121 ccatcagcga caaaggcttt gcctaattgt ggagttaggt tttctccagt 
cattgcacct
    12181 actgctttga tatggcctaa gttttctgct actaaaatca gtgcaaccgg 
tgcaataatt
    12241 aaaatagcct tggtatcaaa agtaggatgt gaaaagcttg gaataccgaa 
ccacgaagct
    12301 tgtgagatct ggctaaaatc gatcggttta cctaaaccta gaccgtttgt 
cgcaatcgca



    12361 tagattacat aagccaagat caaacctacc aatagaagta gacgctgcaa 
taagcctcgt
    12421 gtaaaaactg caatactgcc catacaaagt acagtaatta aggccatcca 
catttcaaat
    12481 ggctgtcctg caacgccttt aatggtaaca ggggcaaggt tgagaccaat 
aatcatcaca
    12541 attgcaccag tcaccacagg tggcatgagt ttttcaatcc agcgtgtacc 
cgtgagcatg
    12601 acaataaaac cgatgagtgc ataaaagata ccgcacgcta cgatcccgcc 
caacgcaata
    12661 gaaagatttg gattggcccc tgaacctgtg atatgccccg tggctgctgc 
aacaacccca
    12721 ataaaggcaa aactcgaacc taaataacta ggaacacgac cacctgtaat 
taagaagaac
    12781 aggatggtac agatacctga cattaaaata gcaaggttag ggttaaagcc 
catgagtaaa
    12841 ggtgctaaaa cagttgctcc aaacatggca aatgcatgtt ggatacctaa 
aatagcactt
    12901 tgaactggag ggagatattc attggtagag accggtcgat ggtcaacatc 
accttggtaa
    12961 ggctgccatt tgggaaacca gttggacata aaataagctc attattcttt 
aattggtgca
    13021 atgatactct ttcttgtaaa agcatttaat ctcttgtatt gaatatgaaa 
gtgaaaagta
    13081 attatttttt aacgatcggt ataattttat aaattctaaa tataaggaat 
taggtgtttt
    13141 tttctgataa aaattaattt tatgattttt aaaaaaatat tctaaaaaat 
gaaaaatcgg
    13201 ggaaaatttg agaaaaacaa ggaattttgc aagtaaaaag cagcacatcc 
gagatgcact
    13261 gctttaagaa agtggttagt aaaatgagct tagcctgtat tacgtaaacc 
agcagcaatt
    13321 ccggcaatac ttaccataag tgcatggtca acaggggtat gttctgcctg 
acgttcagca
    13381 agataatcac ggcggcgttt catgagttca gcttgtaaaa gatgcaaagg 
cagtaaataa
    13441 ggtttacgaa cttgcataga ctgatccaaa acttcattgt cgcttaatag 
ttttgattca
    13501 tcttttaacg taagtaaggt ttccacagca tcttttagac gttggcgtaa 
ctgattgcca
    13561 agcactttta aatcttcatc ttcagttaaa tgagactcgt agtagagtgc 
aatattggca
    13621 tcggctttag acaataccat ttccagcata tcaatgagtg tctggaaata 
aggccattgc
    13681 tgaagcattt catcaagcgt tgctttttgc tgatcggcaa tcacttcatt 
aatcgccgca
    13741 cctgtaccta accatgcagg taacatcaaa cggatttgtg tccaagcaaa 
tacccatgga
    13801 atagcacgta aagattcgat accaccactt actttacgtt ttgccgggcg 
tgaacctagc
    13861 ggcaacattt gtaattcaag ctcaggagtg acagtccgta aatatttcac 
aaaatgcggg
    13921 ttttcacgca ctgtttgacg ataaaccttc acagaatgat ctgtcatacg 
gttcataagt



    13981 tcacgccact cagccttagg ctctggtggt ggtaataatg tcgcttcaag 
cgttgctgcg
    14041 gtatagattt caaggttttg catggcaata ccttctagac cgaatttgaa 
gcggatcatt
    14101 tcaccttgtt ctgtcacacg aattgcacca gagattgagc ccggtggttg 
cgaaaagagt
    14161 gcttgttgcg ttggagcacc accacggcta attgagccgc cacgaccgtg 
gaacagagtc
    14221 aactgtacgc cgtgtttacg agcaattgca gtcagctctt cttgagcacg 
gtattgagcc
    14281 cagttggcag acatgaaacc ggcatctttt gctgaatccg agtagccgat 
catgacttca
    14341 tgtttaccct gaatgtgctg cttataccaa tgcatattaa acaacgtatt 
catggtagtt
    14401 gctgcgccat ctaaatcttt taaagtctca aataaaggca ctacacgtaa 
aggatgctga
    14461 ataccggctt ctttttgcaa taacaataca gctaaaacat cacttggata 
ttcagccata
    14521 gaaataatat aagcccctaa agactcaggt ggttggtctg ccaaagtacg 
catggttgca
    14581 aatacttctt gtacatctgg gtgaccaatc aaactccctt caggttcatt 
aatatatttc
    14641 ggtaaaagtg ggcgtttact ttgtaattct tgaatgagaa agttttggcg 
cgcttgctca
    14701 gtccatgact caaaattacc taaacctaaa tactcagtaa tggctgaaat 
ggcttggcga
    14761 tgacggcctg attcttggcg aatatcgagc ttaagtagtt caataccaaa 
acagttcaca
    14821 cggtagataa agtcgagtag ttgaccattc gcgatttcag gtagattact 
gtcaattaga
    14881 gagcgatagc acagcaataa tggttgtaac agttcatctt tgcttttaat 
gacattgctg
    14941 tcatcagctt ctaagccttg taggcgctga gctaaccaat gacgagttgc 
ttttaaacgc
    15001 tcacgtgttg cacgtaaata ctcacgataa ggctctggat gaggactacc 
aatggcttga
    15061 accatttctt cggaacaaga ctgaattgat agttcccaac gtaagttttc 
gatatctctt
    15121 agatagaggt cggcagcttg ccagcgtgat aaccataata cttcttgggt 
aatttgatga
    15181 gtaacgttcg ggttaccatc acggtctcca cccatccaag atgcaaaacg 
taccggagca
    15241 atatgaagtg gtaagttttg ttggcaattg tcttgaacca gttcatttag 
ctcacggata
    15301 aatttaggaa cagcattcca aagtgtttgc tcaattgtgg caaagcccca 
ttttgcttca
    15361 tctaccgggg tcgggcggtg ctgcctgatt tcatctgttt gccaagccga 
actaatttgt
    15421 tgttttaaat tggcaagagc attttgtcgt tcacgcggag taagtttttg 
ctgatcaagt
    15481 tgtgatagac aagcattgat atcgtcatat ttttgaatca gggtacgacg 
actcacttct
    15541 gttggatgcg ccgtaagtac caattcaatc ttaagatcac aaatttgctg 
gaacagtttt



    15601 tccgtcgaaa tatttttatc tttaaacttt ttaaataagt gaacaagggg 
attcggggag
    15661 tttgcatccg gatcgaactc tgcctgtctg cggctacgta ccacatgata 
ttgctcagca
    15721 atattggcaa aattgaggaa gtgagaaaaa gcgcgggtaa gaggcaatag 
ctcttcatcg
    15781 ggcaattcta aaaataattg ttctaattgc ttttcggctt cagcttgacc 
atcacgtgca
    15841 cctttggcaa gagcacggat ttgctcgatc tgattaaaca gttcttgtcc 
tgcatgctgt
    15901 tttagggttt cacctaataa attgccaagt aagcggacat cctcacgcag 
tggcgcatcg
    15961 atttgctgaa ccatgctatt ttctcctgtt cttattcttt tcgaatatag 
cgcgattaac
    16021 gaacattcca agctttgagc gtaagaaaat gtgaattttt gcttaaaaaa 
taacatttaa
    16081 atcgcttata acgctttaaa agtcgacatg cacccgttgc aaattttggc 
aatcggactt
    16141 tggtttaatg ccgatatttg agtagaaata aatcaatagc atcccgaata 
aaccgatcta
    16201 tctcttgagt attcggtaca ggaataattc caagtagaac cttgtgatgg 
cgtacaccaa
    16261 gcaataaggt caaaagcagc tctgtttgat atagcggatc atcggcctga 
ataaaaccta
    16321 attgagcagc tttttgaaaa aactcaacta actgattttg cagacgggta 
tgggatgcat
    16381 taaaaaactg tagggcgagt ggactttgct ctgctgcaag ttcaaataat 
acatgctcga
    16441 gtttaagtgc ttcgggggaa taaataatct gcaaggcacg tgaacacacc 
atataaagtg
    16501 tttgataaaa gtctgccgat gcatctaatt caaatggttt agtgcctaga 
gtctcttcac
    16561 aagtttctgt aatggcacag ataaacaggt ttgctttgtc ttgaaagtga 
ttataaaccg
    16621 tgagtttagt aacgcctgct tcctgtgcaa tcaggttcat gctggtaccg 
tgataaccgg
    16681 actttaaaaa aatagcttta gcggcctgta agatacgagc acgcttttcc 
agatctttgg
    16741 ggcgaccact ttgattaact gtttgcacga aaccctctaa taaaactata 
taaaaataaa
    16801 tacttataag tttctcttta attaatgtac cgttgggtat attaattaaa 
aaacaaacaa
    16861 actatgatgc aaatatattg tgccttaaaa aaccagtttg aataagagcg 
ataagatatg
    16921 aatctgttaa aacctctcat catgagtatg atgattgttt gcatggtcac 
attaacgggg
    16981 tgtagtaaag aggctcccaa aatagaagaa ataccctatg tgatggtgac 
ccagccttca
    17041 accacacttc acgaacagaa aagctatgct ggagatgtac aggctcgaca 
acaaactgcc
    17101 ttggcatttc gggtgggtgg acaagttacg gctcgctatg tggatgtagg 
tgaccgggtt
    17161 agagttgggc aagtattagc aaaactcgat gtggcagatg cacagctaca 
attaaatgct



    17221 gccaaagctc aattagaaaa cgcacaggca gcagcaaaaa cagcctcaga 
tgagcttaag
    17281 cggtttcaac aattattacc cataaatgcc gtgagccgtt cgcaatacga 
tacggtaaaa
    17341 aatcaatatg atgcggctca ggcagcatta caacaagctc gttctaatta 
tgaagtttct
    17401 gccaaccaga ctggttataa ccaacttgtt tctaataaaa acggtgttat 
tacagcgcgt
    17461 aatattgaaa ttggacaggt ggttgcagca gggcaagcgg cttatcaact 
ggcaattgat
    17521 ggtgaacgtg aagtggtcat cggcgtaccg gaacaagcgg ttagcgagat 
taaagttggc
    17581 caagcggcat ggataacttt gtggtctaaa ccgaaagaac gatttgccgg 
atatgtacgc
    17641 gaagtttctc cagctgctga ccagtcccgt acattcacag ttaaggtggc 
actcaaagaa
    17701 ggtcagtctg ctattcagct tggacaaagt gcacgcgtat tttttagttc 
gactcaaact
    17761 aatgtcatga gtgtgccact ttcgagtgta tctgcaacag ataaccaacc 
ttatgtatgg
    17821 gtggtgaatg cgaatcagac cttacgtaaa gtgcctgtaa cgattggtgc 
ttatggcaga
    17881 gatagtgtgc cggtattatc gggtttaaca ccaaatgatt gggtagtgat 
tggtggtgtg
    17941 cacttgctgc gcgataaaca gaagattcac ccgattgatc gtgaaaatcg 
tgcagtgaaa
    18001 attcagggag ccaaataacc atgaaattta atctctctga atgggcactg 
aacaataaag
    18061 gtattgtcct ttatttcatg ctcttgctcg gcattattgg tgcaatttct 
tattcaaaac
    18121 tctcacaaag tgaagatccg ccatttacct ttaaagtcat ggtcgtacaa 
acctactggc
    18181 caggcgcgac agccaaagaa gtttctactt tagttacgga ccgtatcgaa 
aaggaactga
    18241 tgaccacagg tcagtatgac aagattatgg cgtattcccg tccaggcgag 
tcgatggtga
    18301 cttttgttgc taaagattct ctcacttctg cgcagattcc tgatgtttgg 
tacaacgttc
    18361 ggaagaaggt caatgacatt cgccatgaac tcccaagtgg ggtgcaaggt 
ccatttttta
    18421 atgatgaatt tggcgatacc ttcggtaata tttatgtact gacaggcaaa 
gactttgact
    18481 atgcgctttt gaaagaatat gccgatcgtt tgcaattaca actacagaga 
gtcaaagatg
    18541 taggcaaagt tgagctgatt gggctgcaag atcagaaaat ctggattgaa 
atttcaaaca
    18601 ctaaagcggt tcagctcggt attcctgttt ctgccataca agaagcccta 
caaaagcaaa
    18661 atagcatggc aagtgcaggc ttttttgaaa ctggaacgga tcgtattcaa 
attcgagtaa
    18721 gtggccaact acaaagcgta gatgacatta aaaaaatgcc tttactggta 
ggcgataaaa
    18781 ccattcagct tggtgacgtt gctgatgtct accgtggttt tagccaacct 
gctcagccgc



    18841 gtatgcgttt tatgggtgac aatggtattg gtattgccgt atctatgcgt 
aaaggcggcg
    18901 atattattgc cttaggtaaa aatctggaaa ctgaatttgc ccaactgcaa 
aaaacattac
    18961 ctctaggtat gaaactacaa aaagtatctg accaaccggt agcggtacaa 
cgtagtatcc
    19021 atgagtttgt caaagtactt gctgaagcag tcattattgt cttgttagtg 
agctttttct
    19081 cattaggttt ccggacgggt ttagttgtcg ctttttccat tcctttagtt 
ttagcaatga
    19141 cttttgctgg catgaattta ttcgatgtcg ggctgcacaa gatttcgctt 
ggtgccctaa
    19201 ttctagcttt gggtttgctt gtagatgatg ccattattgc ggtcgagatg 
atggccatta
    19261 agatggagca ggggtatagc cgaattaagg ccgccggatt tgcatggaaa 
acaacagcat
    19321 ttccgatgtt gacggggaca ttaattaccg ccgcaggctt tttacctatt 
gctacggctc
    19381 agtccagtac aggtgaatac acacgctcta tctttcaggt cgtgacgatt 
gctttattgg
    19441 tgtcttgggt tgccgcagtt ttatttgtac cttatttggg tgaaaaacta 
ctacctgatt
    19501 ttaccaagac aggtcatcaa gcaccttggt atgtccgttt atgggcaaga 
ataactaaaa
    19561 aaccgcaacc gcaaactgtg gccatttcac aggaccatca ttacgatcct 
tatcaatcaa
    19621 gtttctattt acgttttcgg aaaatggtcg agttttgtgt gacctaccgt 
aaaaccgtga
    19681 ttgcaacaac ggtggggatt tttgtgctgt ctgtactcat gtttaagatg 
gtgccacagc
    19741 agtttttccc gccttcaaac cgcgctgaaa ttttagtcga tttaaaactc 
gaagaaggcg
    19801 catcgttaac cgctacagag caagcggtga aaaaggttga acaattcctg 
tctaaacaaa
    19861 aagggattga taattatgta gcctatgtcg gtacaggttc accacgtttt 
tatttacctc
    19921 tagaccagca attaccacaa gccagctttg cgcagtttgt tgttttggca 
tcgtcgcttg
    19981 atgatcgtga tgaaattcgc cgttctttag aaacccaaat taagcagttg 
ctcccacaag
    20041 tccgtactcg cgtgtcatta ctcgaaaatg gcccacctgt tggttatcca 
ttgcagtatc
    20101 gtgtgtcagg tgaagattta aatctggtac gtaaagaagc acagcaggtt 
gctagggtaa
    20161 ttagtgaaaa cccgaatacc accaatgtgc atttggattg gggcgagcca 
agcaagatta
    20221 tttccattca aattgatcaa gaccgtgcgc gacaaatggg tgtgtccagt 
ctcgatttag
    20281 ccaacttctt gaacgcctca attacaggta gtgcgattga acagtatcgt 
gaaaagcgtg
    20341 agctgatcga aatccgatta cgtggtgata aagctgagcg cgttgaagta 
gcttcactgg
    20401 cgagccttgc agtaccaaca gcgaatggaa caactgtacc tttagcccag 
attgcgaaaa



    20461 ttgaatacaa atttgaagat ggtctgattt ggcaccgtaa tcggttaccg 
acaattactg
    20521 ttcgtgcaga tattcgtacc aatttacagc cagctaccgt tgttggagag 
ttagctgaat
    20581 caatggacaa gttacgcgct gagctgccaa gtggctacct cattgaagtg 
gggggaacag
    20641 tggaagagtc ggcacgcgga caaagttcgg tcaatgctgg tatgccactc 
tttttggcag
    20701 tggtcatgac attactcatg attcagctga agagtttgtc tcgggcaaca 
attgtatttt
    20761 tgactgcacc attaggctta attggcgttg ttttattctt acttttgttt 
aataaaccat
    20821 ttggttttgt tgccatgcta ggaaccattg ccttatccgg catgattatg 
cgtaactcac
    20881 tcattctgat tgatcagatt gaacaagaca gacaggcagg gcatccaacg 
tgggaagcaa
    20941 ttattgatgc aacagtacgt cgtttccgtc cgatcattct cacggcattg 
gcagcagtac
    21001 tcgccatgat ccctctttcg cggagtattt tcttcggtcc aatggctgtt 
gcgattatgg
    21061 gcgggctcat tgttgctacc ttgctgacat tatttttctt acctgcattg 
tatgcagcgt
    21121 ggtttaaggt gaaaaaaaca gcataaaata cataaatttt ttgtgaataa 
aggtgcgaaa
    21181 tattgaaaag tccaatatag tagcacctgt ctttacacaa aaaatacagg 
attatttcgc
    21241 tgcataaaaa ataggcataa tgcagtgaat tgaggtgaaa tacagatggg 
gcaagaccat
    21301 atcgaacagc atcgccgtta tattgtaatt tcttatgcgt tcatgtttct 
tgcattgttt
    21361 acggttattt ttgcggcctt tgcatatctg gtcgctcgta aagtagctgt 
tgtggatgat
    21421 gcggaagttt ggattcatgc tcatgcgcta tggattatgc gcaatggtat 
tctattcctc
    21481 ctcatgtcag tttttgctgt ggtctggttt attcctctct tcttttttgc 
atgggatagc
    21541 aacctttggg taacggcttc aacagttgct ggtgtagttt ttagtgctat 
tgcttggtta
    21601 tttttattaa atgcatggtt aaaaggcttg tctaaatatt taaaaaataa 
ggcagttttt
    21661 taatatatct gttttttgaa agttttcccc ttgtaaattc ggctaaagcc 
ccccatttag
    21721 tcggcaatag agtattgata aaatttccgt gaggagcacc gccaaacatg 
gctaaacgtg
    21781 attattatga ggttttaggc gtttcaaaaa ccgcaagtga tgatgagatc 
aaaaaagcct
    21841 atcgtaaatt ggcgatgaaa tatcatcctg acagaaaccc tgacaatgcc 
gaggctgaag
    21901 aaaaatttaa agaagcttct gaagcttatg agattttatc ggacagcgaa 
aaacgcagca
    21961 tgtatgaccg tatgggacat aatgcgtttg aaggcggctt tggtggcgct 
ggtggtggct
    22021 ttggcggttt cagtgcagaa gatattttta gccagttcgg tgatatcttt 
ggtggagcgt



    22081 ttggtggcgg cggacgtcag caacgccaac gtcgcggttc agatttacgc 
tatgtaatgg
    22141 aacttaccct tgaggaagct gtaaaagggg ttaaaaaaac aattaccttt 
actgctccag
    22201 caccatgtga tgtgtgtgat ggtaaaggct ctaaaaatcc aaaagatgta 
gaaacttgta
    22261 aaacttgtca cggttcagga caagtgcgta tgcagcaagg tttcttctct 
gtacaacaaa
    22321 cttgtggcac atgtcgtggc caaggcaaaa ttattaaaaa cccatgccat 
gcatgtcatg
    22381 gttcaggtgt agcagatcgt cagcaaacat tagaagtgac gattcctgca 
ggtgtggata
    22441 atggtgaccg cgttcgttta agtggtaaag gcgaggctat tcgtgatggt 
caagctggtg
    22501 acttatacgt tgaagtggtt gttcgtgaac acgaaatttt ccaacgtgat 
ggtgccgatt
    22561 tatatatgga cgtaccagta agcatcgctg atgctgcact tggtaaagaa 
attgaaatcc
    22621 cgactttgga aggccgagtt agcttgaaga ttcctgaggg aactcaaaca 
ggtaaattat
    22681 tccgtttacg tggtaaaggt gtgcgccctg tacgtagcag tatggtgggt 
gatttacttt
    22741 gccgtatcgt ggtagaaaca ccggttaacc taacctctcg tcaacgtgaa 
ttacttaaag
    22801 aattacaagc atctttcgat ggtgaagaca gtgcttcttc accaaagaaa 
aaatctttct
    22861 ttgatcgctt attcgattaa tgattgatta gatcagaaat taaaaagaag 
gcggatattg
    22921 ataaaatatc cgccttttta ttgcgctgat tcatcttatt atttttattc 
tgctttaaag
    22981 aaaatgacta gtaattattc tgtaggatga gcgacatcaa tatcatcaac 
acttacgttg
    23041 agttgacttg atgcaactgg agccactata gcttcgacag tagcttgagg 
agcaggttgt
    23101 acagctgctt ttagggcttc ttcagttttt tcttcaatga ttggatcaat 
atcttcaact
    23161 ttaacctcag cgttagcatc gcttgtttgc gctgtaggcg ttgctgcagt 
atttacgttt
    23221 gttgtaatac gtgctttaga taagctctct aatgtttctc ctggctggat 
tgcaggttct
    23281 gcaaatgcca ctgaacttat tatccccata atggcgatta ggccaataat 
tttcgaatgc
    23341 atgctgaact ccttatagtc atcttttttt cattcgtggc tcagtagtgt 
gcagatcaat
    23401 tctttaactt ttgtgaaaac agattaaatt ccggttccct ttaaaaaata 
ttttttacct
    23461 tttattgtgg gcaaagagtt ttgatatagt aagccaatta tgtaaaacag 
aagattggga
    23521 aggattatgt cagcagctcc acgcattggt attttgggtg caggcggccg 
tatgggtcgt
    23581 acacttattc aggcagttca acaagcaggc tatcaattgg ctgcggcaat 
agagcgtcca
    23641 gaaagtagtt tggtcggcac agatgctggt gaacttgcag gaattggttc 
agtgggtgtg



    23701 aaggtttcag gaagcttggc tgatgtactt aaagattgcg atgtaatcat 
tgattttact
    23761 gcaccagctg caaccgccca gcatttaaag ctatgtcgtg aagctggggt 
ggctatggtg
    23821 attggcacca cagggatgtc tgatgagcaa aaggctgaat tggatgaagc 
agcaacgcat
    23881 acacctgttg tatatgctgc gaactactct gttggcgtaa atgtatcaat 
caagttactt
    23941 gagcttgcag caaaagtatt tggcgataca gtagatattg aagtaattga 
agctcaccac
    24001 cgtcataaag tagatgcacc gtcaggtact gcattaatga tgggtgaagc 
aattgcggat
    24061 acgttaggcc gtaacttaaa agaagttgct gtttatggtc gtgaagggca 
taccggtcca
    24121 cgtgatcgtc aaaccattgg tttcgaaacc atccgtggtg gcgatattgt 
aggggaacat
    24181 acggtcatgt ttattggtga gggtgagcgt gttgaagtca ctcacaaagc 
cactaaccgt
    24241 atgaactttg ctgccggtgc agtacgagct gctgcatggg ttgtgggccg 
tgaagcgcgt
    24301 aaatatgata tgaaagatgt tttagggttg aacgacgtac aggtgtaaac 
catctgtaca
    24361 cttcccatat gtggcgagaa aaacaagata gagcagaaca tgaataaaaa 
acaaattgct
    24421 ttgaccactc ttctttgctt aagcagcctc tatacagggg ctgcctctac 
agacaaggct
    24481 aaactcagcc tggaccgtaa tcatattaaa gtgtggacct atcaaaaagc 
agataaccca
    24541 gtctttcaat ataaagcgga aacaacgttt gatgtacccc ttgaacgcgc 
tgtggcggta
    24601 attttagatg tagatcgtgc agctcaatgg gtgccttata tgggcaaggt 
ccaaatgctt
    24661 tctcaggatg aaaagaaagg cgaattcact ttatatatgg tgttagattt 
tccttttccg
    24721 ctaaaagatc gcgatgtagt ggttaaagga aaaatgagta aagctgccaa 
tggcctaatt
    24781 actattaaaa atacggcagt taatagtaac tatcctatac aacccgatgt 
cgtgcgccta
    24841 acacgctatg aaggggactg gacatttcag aaacttgcca ataataaagt 
caaagtcacc
    24901 actagtggct atgctgatcc agcgggtgca attccgttga gcttcgtcaa 
tatgtttgtt
    24961 caacagcaac cttatcagat gctgcttaaa atgaaacggg aagtaatgaa 
cccgatttat
    25021 gagcaaccta agttgccgga aattttaaaa taaataagct aaaaaaagcg 
cctgatctca
    25081 ggcgcttttt ttattagtct gaacactgtt gtagggtttg agcggggctg 
ctttctcgtt
    25141 tgatttggaa taaaaccaat aacaaaccta gtcccgccag taaggcacca 
gcaaatgata
    25201 ctgcgctata accccaacct aaatcgagta ctaacgcacc tgctgctgca 
ccgactgcat
    25261 tacctaggtt aaacgcaccg atatttactg aagaggcaag ccctggagct 
tcatgagcga



    25321 ctgacatgac acgcatttgt aatggcggta ctaaagcaaa ggttgctgca 
ccccatatca
    25381 ccaacgcaat ggctgctcca atctggcttt gagcaagaat tgggaaagtc 
accatcatca
    25441 cgatcaacaa taccaagaaa ccaatcagag ttttgttgat ggacaagtct 
gcaaaacggc
    25501 cacctaaatg gttaccaatc gagaaaccga caccaatcaa caccaacatg 
aacgtaatga
    25561 aggtcggtga ggcatgtgta aactcagtca aacttggcgc aatataggtg 
tagagcgtaa
    25621 acattgcacc tgcaccgagt acggtagtga gtaatgcgag aaccacgggg 
gtacgcgtta
    25681 atacttttaa ctcggccttc acgtttggtt tttgggcaac cataccttgc 
ggtaatgctt
    25741 tccacaaagc gagcatagta ataatgccga gcacggaaat cgcaaggaaa 
gacatacgcc
    25801 agccaatgtt ttgcccaacc catgttgcta aaggcacacc accaatattg 
gcaatggtta
    25861 agcccataaa catggttgcc actgcactag cctgtttatg cgctggtaca 
atactcgctg
    25921 ccacaacaga accaattccg aaaaaggcac cgtggttcag gcttgtaatg 
agacgtgcac
    25981 ctaataagct catataattt ggtgaaaacg ctgcaatcag gttaccgacc 
gtaaagatcg
    26041 ccatcaaaaa aataagcgca ttacgtcgtg caaaaccacc aaaccacagg 
gtcataaacg
    26101 gtgcacctag cattacgcca agtgcatagc ctgtaattaa cataccggct 
gttggaattg
    26161 aaatccctaa atcattagcg atgttcggaa gtaaccccat tggagaaaat 
tccgtggtgc
    26221 caatggcaaa ggcaccaatt gccaatgcca ataacgagaa cgccgtattt 
gattgagtgt
    26281 tcatgagttt agtcccaaac tggtgcccat ggctctgggc taacttcacg 
actgttacgg
    26341 tcgagttcgg caatcatttg catttcagcc gcagttaact cgatatcctg 
tgcttttaaa
    26401 ttactaatca ggttttcacg tttagtcgaa gatggaatga ctgcaaaacc 
acgctgcaat
    26461 gcccatgcta atgcaatttg cgctgtcgtt gctttatgag ctgctgcaat 
ctccgctaaa
    26521 acagggtctt gaagcacttt gccgtatgca agcgtcatgt atgaagtgac 
atcaatattc
    26581 ttctcttgta aaaaattcac aagtttatgg ttttgaagat aaggactcag 
ctcaatctgg
    26641 ttcgttgtaa tatgctctac accaattgtg tcaattgctt gttgggtaag 
tgcaatattg
    26701 aagtttgaaa taccaatttg tttggttaag ccttgttgtt ttgcttcaag 
taaaagctgc
    26761 atgatttcag gaattgaaac gcctaaatcc ggtgctggcc agtgaatcaa 
agttaaatcg
    26821 acatggtcag tacgaagctt ttgtaagctc tcttttaagc ttggaataaa 
cttctcttga
    26881 gcaaaattat ctacccagat ttttgtagtt aaaaacaagt cctgacgtga 
tacgccactt



    26941 tcagcaatcg cttgaccaat tgctgcttca ttttcataga tttgagcagt 
atcaattgca
    27001 cgataaccga catctagcgc atttttaaca gaatcaatca cagcttgttc 
tttaaggcgg
    27061 aaagttccta gaccaaaacg tgggatattc atgtattcac ctgaaattaa 
ataattgttt
    27121 aacttgaggt gcattttgct ttttttattg ttgcgaaaaa atagatgaat 
aagcaaaata
    27181 tctttgatgt ttagtcaata atagaataaa ccatgaaatc aacaattgaa 
gaacttgttg
    27241 cctttatcac aattgttgat acaggttcat ttgtggcagc agcagaacat 
ttaaagcaaa
    27301 caccttcggg ggtgagccga tctttaaccc gcttggaagc aaagttagat 
gtgactttgc
    27361 tagagcgaac aacgcgtaaa ttgaaattga ctcaagaagg gcaacaattt 
cttataaagg
    27421 cccgtaaaat tttaaatgag ctgaatgcgg ccgaagaaga actacaaaag 
tctgatcaag
    27481 gtactgccgg tcttattcgg gttgattctg ccacaccgtt tgttttgcac 
gtgattgcac
    27541 cattaatgca taaattccgt gagtgttacc ccgatattga aatcgaatta 
aatagcaatg
    27601 atcaggtgat tgacttactt cagcataaaa ccgatgtcgc atttcgattt 
ggggaactta
    27661 atgactctag tctgcacgcc aagttggtat gtaagagccg tttatatatt 
gtggcaagtc
    27721 ctgactatct agctcttaag ggaacgccaa cacaacctga agaacttgaa 
cagcatgatt
    27781 tgattggttt tactagacct acttatatca atagttggcc aattaaagtt 
ggcgatgaat
    27841 atttttttgc ccaatcaaaa attaaagcat cgagtgggga gaccgtacgc 
caactgacga
    27901 ttagaggaca cggcattgcg cgactatctg aatttgaaat ttggaaagat 
atggaagaag
    27961 ggcgattgat tgcattattt gaagacaaaa ttgagcatca atatcaaagc 
atccatgctg
    28021 tatattatca acaagagcat ctaccaaaac gaatccgttt atttatcgaa 
tttttggcag
    28081 aacaattaaa agatggtttt aaaaacgctc tctaaaggtc gtataactat 
cggttggaat
    28141 atgaacttct aaaataggtg tcgtttgtcc ttctgccgaa tgttgagaca 
gaaaatagct
    28201 tttttgctgt tctcggcagc taaaatatag tttggaatag actgaattca 
ccattacaac
    28261 ttcatttgag ctatttcgtt tatattgata atgagaaatc gcactggtct 
cgtcatcagt
    28321 ccgttgctcc attttgtagt cttgctggtt ggtcattttt aaataacctt 
caatcaaact
    28381 ttggcaaacc gtgtgtctgt actgttcatt ttttggttgt ggttggcaac 
ctgctaaaac
    28441 aatagtaaat aacaatataa cttttaattt cattggcttg ctactctctg 
agttgatttc
    28501 catagcctaa aggtgttcta taaaccagta cagatacaga aatttttaaa 
aaagcagcac



    28561 agaatgactt ttcaatatca ggttcttgcc aatcaattag cacatcgtat 
ttatcaagat
    28621 gaacttaaac ctcatcaaaa gctcatttcc ttacgagatt ttgcccgaca 
acatggtatt
    28681 agtttaagta cagcaaaaag ttgctatgaa ttgcttgagg cgaggggact 
catttatgta
    28741 aagccgaagt cgggttattt tgtagttgct cgtaccccat ctagccctat 
tccggatagt
    28801 ccggatttct tatctttgcc tcggcatgtc tcaaatctgg agttgcataa 
ccaaattcag
    28861 gaagctgcct tacaaagtca tcttgtacct ttgggatcga ttcagttaac 
gccgcacttt
    28921 attcctgtag aaggtttacg tcgttctatt caacgtgctt taaaaaattg 
tcagcctcaa
    28981 gattttcttt attgtaataa acaaggccat gaacaattaa gaaaagcgct 
atccgatcat
    29041 tggcgtgaag atggtattta tatcgctcca gaagatattt ttattaccaa 
tggctgtatg
    29101 ccggctctgt ctttagtgat tcagaagctt actgaagtgg gcgatagtat 
tcttattcct
    29161 acacccacct acaatggtca tttacagtta ttagcaagtt taaaacgaca 
gattgttgag
    29221 attccggcag atcatcgcgg aattgatctt gagcgcttag agtccttaat 
gcagcaaggt
    29281 ttggcgaagg tttgcttaat gacagcgaac taccaaaacc ctttaggata 
ttgctttagc
    29341 aacacggaga agcagaagat tgctgaatta gctgcagagt atcagtgttt 
tattattgaa
    29401 gacgatattt ttggtgaatg tggctacagt agcgagcgac cattacccat 
tcgatattgg
    29461 gaccgcgaag gttatgtgat ttggtgtggt tcggtttcta agtctttgtc 
gagcgcgtat
    29521 cgagtaggat ggttttgttt aacgacaaag ttagagcatt taaaacttga 
actgctggta
    29581 agtaatattg gcgtgaatac gcccttacag ttaggtctag ctgattttat 
ttatagtcgt
    29641 ggttatcgag agcatttaga gcagttaaga cccaacttga tgcgacaagt 
cgaagaatac
    29701 cgtagctgta ttttaaaagc ctttgaaggt ataccaattg cattgagcca 
gcccgaaggc
    29761 ggatatgcat tatggataca gttacctaag tgtgtagatg gtttagcgct 
ctattacact
    29821 gcccaagctc agggaattac tgtagtaccg ggtcatgttt ttggtgagga 
tgaacgctat
    29881 cgacatttca ttcgtttaaa cgcaggccat gagttaacag cagatgtccg 
ccaagcaatt
    29941 atgagcttgg cagattggtc gcgacaacag atgcaaacag tgagttagtt 
ttattctgca
    30001 aagtctgctt taagcacaat gcggtagcgt gcttgacctg agtgtagacg 
ttcaattgct
    30061 tcattgagct gtgacattgg aaatagctca atttgaggcg caattttttt 
gcgtgcggca
    30121 aactttaaaa gttggcgtag agcggcaggt gaacctgtag gtgaaccagt 
tactgatttg



    30181 gcaccatcaa tgagagaacc tacagaaaca ggaacaggtt ctagtgtaag 
tcctaagaag
    30241 tgcaaagaac cgtttggtgc tagcgtagaa atgaaagcac gccaatttaa 
agacacattt
    30301 acggtactca gcaataaatc aaatttaccc ttttgagctt ttaccgcttc 
tgtatcgcgg
    30361 ctattcacca catggtcggc tcccatagct ttgagttctt cggttttatc 
tgggttagaa
    30421 ctaaaagccg taatttcaca gccccacgct ttaaggagct taatggcgat 
atgacccaaa
    30481 ccaccaatac caatcacacc cacgtgatgt gttgcctgaa ttttgtgttt 
gagtaatggg
    30541 tcaaaaacgg taattccgcc gcaaagtaaa gggcctgcac tttcggggtc 
taaatcttcg
    30601 ggaaggggaa tggcccattg ccaaccagca cgaaccttat cggcaaagcc 
acccgcatgt
    30661 cccacgattg ttgcgacatt ttcgcccgta caaagaactt gctgaccacc 
aatacactca
    30721 tcacaggctt ggcaactctc agcggtccag ccaataccga cacgttgccc 
aatttgtagt
    30781 cctttggctt ctgagcctaa agcaacaatt cgtccaataa tttcatggcc 
tgcaactaca
    30841 gggtacacgg ttgagcgcca ttcattattt aaaacagaaa tatcagaatg 
acacaaacca
    30901 cagtattcaa cttttacctc aacctgatgc ggttgtaatt cacctgcatc 
aaattggtat
    30961 gggaccagtt tttcacctgc ctgcattgca gcataagcct gaatcgtatt 
attgctcatc
    31021 ggaaactcct taagcggatt tgaaccgttc tggtgggtta tgaagcttta 
aattgacaat
    31081 cattttcatg gtcattgacc atacccactg cctgcataaa cgcatagcag 
gtggttggac
    31141 caacaaattt gaaaccattt tttttaagcg ttttggaaag ttttaggctg 
agctcagttt
    31201 gagcaggggc gttgcgataa tctacaacat cattgtgttg aggagtggca 
tctacaaact
    31261 gccaaagcca tttagaaaca tcaccaactt gggctttaag ggcttgccaa 
gcaattgcat
    31321 tatcacgaat ggctttgagt ttgcctaagt gacgaattaa gcctgcatcg 
gatagttttg
    31381 tttctaaaaa gtcatccgta aatgcggcaa tgtcagcaat aggatgatta 
aaaaagtgct
    31441 ggcggtagct ttctcttttt ttcagtacgg taatccaaga tagacctgct 
tgttgtcctt
    31501 caagacagag catttcaaat aatcgggctt cgtcgtgttc tggtttgccc 
cattcttcat
    31561 catggtaagc aatatagagt ggatcatcgg aacaccatcc gcagcgttga 
gttttcatga
    31621 tgatgctcct tatatttatc ttggtatttt agagtttgaa tggtacccat 
tcatttgggc
    31681 gagtatccca ataatacagt tcagcttgag ttaagtcttc aaactttagc 
caaaagtctt
    31741 tgccaacttt atctgaaaaa ccggtactga tcagtagggc atcatcactg 
atttccatga



    31801 tccagccttg atagctattg ccatttaaaa tgatcttttg ctggttgcca 
gactcggcaa
    31861 actctactaa gcgattgatc agcgcttccg acataaaatg ttcctagcgt 
aaatatgaat
    31921 aaggattaac agcaccacga cctttaccat ctaagtaaag accataatga 
agatgaggtg
    31981 aagtataacg tgcattgccc gtgttgccga catagccaat taaatcacct 
tttttgacat
    32041 agtcacctac gtttaagcca cgtttatgtc catcaagatg agcataataa 
tgccatgttc
    32101 ctgccgggcc taaaatccag atgactttgc caccgaggtt attattacga 
agatcggcaa
    32161 tgagcccttc agttgcactg tacactttgg ttccacgtgg agccaaaata 
tcaattcctt
    32221 cgtggctacg gccctgactc cgagcagctc cccatgtgtc ttttaactca 
tctcgatcga
    32281 caccttttac cggaacagga agccgacttg gaagctgcat actcttgagt 
ttgctaactt
    32341 gagctggtga aagcggggca ggttttttag gtgcactggc acaggctgcc 
aatagaataa
    32401 tgagaaaacc aagtgagaga tgggaaacaa aacgtcgcac aaaatactcc 
ctgtcacagc
    32461 catatcaaaa ttattttgct cactatgtca tgaacggctt gtcgagatca 
attttttcat
    32521 agcagttggg acacctttag caatagcttg ttctgggctt aaccattggc 
cttcaagttc
    32581 aatcgccaga tgttcttttt gatcaggttc cacgtggaac acatgagtat 
taagtaacca
    32641 tgtgaagtga gtaaagctat gactgatctg aaaagtttgt ggttgaggtt 
gtagcttaaa
    32701 ttgctgactt aatttcaagc gttcatgttc attttctaaa ataggtaaac 
aaaataaacc
    32761 gccccataga ccatgagctt ggcgttgctg ccagaaccat tcatctgcgc 
actgaataat
    32821 aagaacatct gccgttttaa caggtggtgt tttttttggt tttttaaaag 
gtaattcttg
    32881 ctctaaacct tgcttgtaag cctgacaatg agcttgcatt ggacaatata 
aacaaagagg
    32941 ctttttaggc gtacagatgg ttgcacccaa gtccataatt gcttgagtgt 
agtcatgatt
    33001 acgatgagta gggcaaagtt cttcagctag tttccacatt tcacgttcgt 
gttgtggctt
    33061 gcttaagtca tcttcaatag caaagaaacg ggctaagaca cgtttcacgt 
tgccatccat
    33121 aatcacgcca tactgacgta aacccaaaga catgagtgca cctgcggtcg 
agcgaccaat
    33181 gcccggtagt gcaatccatt cttctagggt ttcaggaaat ttaccttgct 
gtgctacaag
    33241 gccagcggct ttatgcaaat tgcgggcacg agcgtaatag ccaagacctg 
cccaataagg
    33301 agctacttca tcccaagttg catagcctaa agcttctaca gttgggaagc 
gttccataaa
    33361 gcggtcaaaa tattgcagaa ctgtttttac ctgagtttgc tgtaacataa 
tttcagaaac



    33421 ccagactttg tatggatcat ctgcgacttg ccaaggcaaa tcatgccgac 
catgttgatc
    33481 gaaccagttt aagagggcat cagaaaaaga aaattcaggc atgaacagct 
atagaagaaa
    33541 agtaagggct aaattatagc tgaaatttgg gtgaaatttt gtttaaagca 
accgaagaaa
    33601 atggacatat gaaaacaggg actacatcaa aaatgtagtc cctattctat 
gagtaaaaag
    33661 gattaatcct tttgtacacc ccaacgttga tcaagtttca acggttgatt 
tttgtaatat
    33721 gggatgacat gaatgtggaa atggtcagaa gtctgtccaa acacttcacc 
atcattaaag
    33781 ccaatatgga aaccgtctgg ctgatggcga agctgggttt catgacgggc 
aatttcaaga
    33841 agtgtcagta agccttggtg ctctttagac gtaatatcaa aaaacgagct 
gacatggcgt
    33901 agtggagtca ctacacagtg acctttagac aacggatttg ggtctggtaa 
aattacagca
    33961 aattcattct tatcaatgat gtcatattca tcaaaatcgc aatacggaca 
tttcttgtca
    34021 gtcattgttg tatcctctca tgttattcca ttaaaccccg agtgcgggaa 
ataagactag
    34081 gctttgctct agctcaacgg gagtatattt attgaagtat ggtttaaaaa 
atacagtaaa
    34141 aatattgcaa agtcataaac atttaaggga gcaaatgcga aaaatgccat 
ttgctccaaa
    34201 tttgcttctt ttattttaaa gtacgttcta ataaagcgta cattttagca 
aggccttgtt
    34261 tctccgcttc gctgttgtag ccaaggtcta caccattcgc tttagctctt 
tcatctgcaa
    34321 gcgggttact aaagccatgt ttagcatctt ttaaaaccac tacctcatgt 
ttaacctcag
    34381 cagcttgcat ctctttttca aaattagcaa catcttctaa ggtgaccatg 
ctgtctagtt
    34441 caccatgtag aaccaatacc tcaccttgaa tgttgccttt ttgagcagga 
gccttaggag
    34501 ctaatgtacc atgaaatgtc gcagttgctt tgaggggagc acctgaacga 
gctagatcga
    34561 gtaccacttt gccaccataa caaaaaccta ccgctgcaag tttttcacta 
tttacttccg
    34621 gttgagcagc caaagtctga agacctgcgt tggcacgatc agtcacagtg 
tctagatctt
    34681 caaatgtctg catcatccat tcataagctt gagctgcagt cgttgttact 
tttttatcgc
    34741 catacatgtc aattgcaagt gcagcataac cgtgttcagc aagttcacgc 
gcacgttgtt
    34801 cagtgtattc gttacgaccc caccactcag gaccaataat gatacctggt 
acaggtgttt
    34861 cactttctgg agccgcaaag taaccaatta aatggctacc atctggtgca 
gtatattgaa
    34921 tttcacgggt tttaattgct gtactcatga cattaatcct gaaattaaat 
tcgatttaaa
    34981 tacgcttgat taaagcataa aaaataaaag ccatataaat aactatgtaa 
aaaactacat



    35041 caaaagaaaa gcatagaaat atttatgcaa taaaaaaaga aggaacgagt 
tccttctttt
    35101 tgatatggtc atgattaaat taagttcggc ctcgcgaaat aaaaccaata 
acagcgagaa
    35161 ttacagctat cactaataaa atcacggcaa agtctttaga taaccctgca 
acaccaccaa
    35221 accctaatag actggcaatg agtgcaatca ctgcaaaaat tattgcccaa 
cggaacatat
    35281 gctgtcctcc ttatttttca ttgtcttttt actatatagc gtgttttttg 
cacgaaatgt
    35341 gtcgtttatg tggttgaaat gtatattaaa caatcatttt gtgatgccaa 
aaatacggct
    35401 tcttttctta agaccagcgt acttcaatgc tataatctga ttttgcttga 
tctatatagc
    35461 cgttaaaatc ttatgtctac cgagacctca cttcgtccat tgttttggaa 
aaattatacg
    35521 ctagagcagc tgactcaggc tgagtgggag gcactatgtg atggatgcgg 
attgtgctgt
    35581 ttggtcaagc tagaagatga agatacacat gaagttgcgt acaccaaagt 
ggcgtgcaag
    35641 ttgcttgatt gcaatactgg acgttgttct gactacccaa accgtcagca 
gcaagtaccc
    35701 gactgtttac aactaacacc ggaaacttta aaaaccataa actggttgcc 
atcgagctgt
    35761 gcctataaac gtttgaatga aggcaaaaat ttaccttctt ggcactattt 
aaatacgggt
    35821 tccagacaaa gcgtagtgaa agcgaaaaag tcggtagcag ggcgttgtat 
tcctgaaact
    35881 gatgtacatg aagatgatat cgaagattat gtggtgcgtt gggtacgtta 
atacgctccc
    35941 gatgggcatt tttaattaca gcgtataata aagtaacatt tttatcgtaa 
attttttaat
    36001 catctccgtt atataaaaat aaaagcaaaa ggagataaaa atgatgagac 
gattagcagc
    36061 ccccttatta tgtagtagtt tcttcctgtt aatggcctgt ggctctaata 
atactaattc
    36121 aaaaaatcct gaacaaaata caactgcaaa aacagagcag accagcgctg 
ccaaacaaat
    36181 ttatcaggtc gaggcagtcg cacattttaa agagccttgg gcgatcacca 
gtttgcctga
    36241 tcaacgctta ttggtgactg aacggcaagg taagctaaaa atttttaatc 
cacaaaataa
    36301 acagatgttg gatgtccaag gtattccagc cgtaagttat ggtgggcagg 
gcggtttagg
    36361 tgatgtagcc ttgcacccgg actttgccaa aaaccactgg atatatctta 
gttatgcagc
    36421 caaagggcaa ggtgggtctg gtgcagtgat ttcacgtgcg aaactagatt 
tatctaatcc
    36481 taatcagcca aaactcaccg atataaagca gatttggcag caagtaccta 
aagtctcagg
    36541 acagggccat tatgggcatc gcatgctttt tggtgcagat ggtaagcttt 
gggtcagttc
    36601 aggcgagcgt caaaagtttg agcctgccca aaatatgaaa agcaacttgg 
gcaaaatctt



    36661 gcgtttaaat gacgacggtt cagcagcctt aggtaaccct ttttatgagc 
aaggcggtgt
    36721 cactgctgaa atatggtcac ttggacatcg taacccatta ggaatgggct 
ttgatcgtaa
    36781 aggacagcta tgggtggttg agatggggcc taaaggtggt gatgagctta 
atattattac
    36841 caaaggcgaa aactatggtt atccgattgt ttcaaatgga gatcattatt 
caggtcagcc
    36901 tattccagat catcacacgc gcctagagtt taaagcgcca gaaattgact 
ggacccctgt
    36961 aatctcaccg tcgagcttaa ttatttatcg cggacaacaa tttcccgcat 
ggcaaaataa
    37021 agctttaatt ggcgggttat cttcagaagc aattgtagtt gtagatttag 
agcataaacc
    37081 cgtaaaagaa gtgcaaagat tagagatgaa gcaacgtatt cgtgggttac 
atgaagcaca
    37141 agacggttca atttgggtaa ttgaagatgg ccccaatgct cgtttactca 
agctgagtaa
    37201 gaaaccctct taatgctagg aaataccctg tcaataaagg atgtgtctca 
tagattcaaa
    37261 ttgtagattt ctgtgagaca caatagacta tagtgaaaag acgataaagc 
tatttgagat
    37321 gtcagacacc catattccac ttcctgaacg cctgcgcccg agagacttgt 
ctgaaattat
    37381 tgggcaagat catttgttag gtgaacatgc gcccttacgt caaatgattg 
atcaggggca
    37441 tttgccttct attatttttt gggggccgcc aggcgtcggt aaaacgacaa 
ttgctttgct
    37501 tttagctcag gcaatagatc gtccatttgt gagcttatct gcgctgaata 
cgggcgtaaa
    37561 agaattacgt gaagtgattg cagaaagtgg tgacttactg acaccagtag 
tttttattga
    37621 cgaaatccat cgctttaata aatcacagca agatgcatta ttaggtgccg 
tagaaaaagg
    37681 taaaattacc ttaattggcg ccaccactga aaacccgtct tttgaagtca 
atagtgcact
    37741 tttatcacgc tgtcaggtct ataccttaaa cagtttagac agtgaggcaa 
ttcaaacgct
    37801 acttaacaat gcactccaaa acgataaatt tttaaaagaa cgctatattc 
atattgaaga
    37861 atatgatgct cttttacagt ttgcagcagg tgatgctcgt aaagcactca 
atttacttga
    37921 cttaattgca agtacttttg agccagaagt tgaaaatacc attaccaatg 
cggttgtagt
    37981 aaaagtcgct cagcaaaata ttgcgcgtta tgacaaatcg ggtgaacagc 
attacgacct
    38041 cgtttccgcc tttatcaaat cgattcgtgg tagtgatccg gatgcggctt 
tgtactggat
    38101 ggcgcggatg cttaaaggtg gggaagatcc ggtttttatt gcaagacgta 
tgttgattgc
    38161 cgcttcagaa gacattggaa actcgaatcc aaatgcatta ttgcttgcag 
gtgaatgttt
    38221 ccgttctgta caggcggtgg gaatgcctga ggctcgaatt attctaggtc 
aaacagcagt



    38281 ttatttagcg accagtgcaa aaagtaatag tacttacctc gcgattaata 
aggccttgga
    38341 acttgctgag aaaacggcaa atttaccagt acctttacac ttgagaaatg 
cgccaaccaa
    38401 actgatgaaa cagcaaggtt atggaattaa ttatctctat cctcatgact 
accctgagca
    38461 ctttgtactg caagattatt tgccgcctga gttaaaggga accaaactct 
atgagtcggc
    38521 aagaaacaag cgtgaagttg aaggtgaacg cctacaacaa cgcagatggc 
agcaggaaca
    38581 atagttttat tgtttcctgc tattgttcca attcttcagt cacttgacca 
taaatcagca
    38641 gggtaaacac gcctgtacca ccaataatat tgccaatggt ggttgggatt 
aggaaattaa
    38701 acagatattc accaagagaa gcttctcctt gccagaccag ataggacatt 
tccgtagagc
    38761 caacgaccac atgggtaaag tcgcctagtc ctattagata agtcatgaaa 
aagatgacta
    38821 ggaatttatt gctaacagag ggtaacatcc agaccaatgc agcaattaaa 
agcccagaca
    38881 taactccttt aagcagattt tgggtggcgg aaaaagacgc aacatgatgt 
gcgagttcat
    38941 ctagggcttt gtcaatgttt ggagtaaaca ggtcggtggt caggaagaat 
aaactcgcca
    39001 aagctgttcc aatgatattg catagaaaca cgattcccca tagacggcct 
acagctcgta
    39061 atttgtctaa ggtaaagggc ttaaataggg gcacaactgt agtaatggta 
ttttcggtaa
    39121 agagctgcat gtgtcctaaa atagcgatca ggaatccaat ggtataaccg 
aaattggtaa
    39181 ttaaatcggt ccagatggca tcagttggga tataagaagc aataattgcc 
ttaaatacaa
    39241 atgaaaaact gatgacgaga cctgctgcaa tgcctgaaaa gatgagcgcg 
gctgtcgggc
    39301 gatctaactc ttcggcacca tcacggcgaa taatttcata tactaaacgg 
ggcgacagtt
    39361 tctcgtgttc ttcaactgcc attttttcac gccagcttag ggtttgatcg 
actttctctt
    39421 cttctagttc atggtccatc gggtttactc ctcactgaat aaataattta 
tatttatcgt
    39481 tttttattta ttgttaaggc agtgttcagg ataaatctag aagattccta 
ccagctttat
    39541 gtgttttttt ataaattgaa cactctgggg gtaagcgaac tagaacaata 
atgcatgaag
    39601 aaaagaatcg accagacctg agagaaaagt taagtataag aaaagatagc 
aaactcaatc
    39661 agcctgctat aaaaagtgta acgttgaagt taagcgcttg tagtcatgaa 
aatggcaaca
    39721 ataattaaaa caaggtatat gctctcaagg tacgtatgag tttcatatag 
tcgccttggg
    39781 aagcttcaga aatgacagtt tcgacttcag cttggctcca tccctgcttt 
aaggcagagt
    39841 ggctaaaatt agataaaatt actaatggat tttcaccaaa atggattgga 
tgattcatta



    39901 atctcttttc aggcttaaat agttccatag actcatccta tttaaaaatt 
taattattgt
    39961 gatgcaattt atattttttt tgattttagt gccttgtttt gagattgtgc 
aagtcataat
    40021 ttaattaaat atacaaatct gtctactttt cctaaattct agggtgctga 
aaataaaaaa
    40081 accgagctga aatgctcggt tttttataaa gttgagctga ttagatgtca 
gataaatcta
    40141 cgcctaaacg agcagcaact tcttcataag cttcaacaac accgcctaag 
ccttgacgga
    40201 aacggtcttt gtcgagtttt ttcttagtat ctttgtccca taaacggcaa 
ccgtctggag
    40261 agaattcgtc accaagtacg atacgatcat ggaaaacacc aaattcaagt 
ttgaagtcca
    40321 ccaaaatcat gttgccttca gcaaataatg cttttaatac atcatttact 
ttataagtta
    40381 acactttcat ttgttctaac tgttcagcag ttgcccaacc taaagcaatc 
gcttgagatt
    40441 cgttaaccat tggatcgcct aggccatcat ctttgtagaa caattcaaat 
gtaggaggag
    40501 ttaactcttt accttcttct acacctaaac gacggcatag agaacctgct 
gcatagttac
    40561 ggattacaca ttcaacagga atcatttgaa gttttttaac aagaacttca 
gttggagaaa
    40621 gcaatttttc aaaatgcgtt tcgatacccg cttcagcaag tttttccatg 
atgaaggcgt
    40681 taaaacggtt gttcaccttg cctttacgat ctagttgttc gattttttcg 
ccattgaacg
    40741 cagaggcatc atcacgaaag actaaaatca gatggtcggc attgtctgtt 
tcatatacag
    40801 attttgcttt accagtatag agcaaggttt gttttaacat gagggaacct 
tttttaaaaa
    40861 aaatgcctag taaacgacta ggctggccaa ttttggtaaa tctggtttaa 
cacttctgcg
    40921 gcaacatcag ggctagcaaa agtgttatct ggattaaata gagcaaggct 
atgactagag
    40981 ccaacaccag tgagcttaag cacatatgta ttgtcattta ctttaatcgt 
cgcttgattg
    41041 ttaccttgag cgatgacgtt gtaatttaac gtgcttaacg tagctttggt 
gtattgccaa
    41101 atctcggcag tacttccatc aatttttaac agtggatttt tattaccatc 
tgtcacaagt
    41161 tgagggcgac caagcgcact acctgtttga gcagatgcat ctgctgtcgt 
atcagtttga
    41221 agtggttcag gacgtggcaa tgcaaaacga ttgccacgct tgttttcaaa 
cttcggtgcg
    41281 tgatcgatag caagctggtc tactgttggt gcaggataca aaggtgtcgc 
tggtcgtaca
    41341 gttgcatcgg cagggtactc aagtggggcg agttgctttg catttttata 
atctaaagag
    41401 tgattattga gtgcgaagcg accacagcca gctaaactta aggctgaaac 
tgcaaggact
    41461 aaaccaagac gtaattgcat cataaattgc tcttattaaa taattcccgc 
atcttttagg



    41521 gcattgcgga gaggttcgcg atattgctca gcgagaggag tgagtggtaa 
acgaatacca
    41581 gtatcaatca gtcccatctc atgtagtgcc catttcacag gaattgggtt 
tgattcgcaa
    41641 aatagaatat tgtgtaaatt tgcaatctta ttgttaagcg tctttgcttg 
ttgctcatct
    41701 tttgcaattg caaccgcaca tacttcgctc attgctttag gtgcaatgtt 
tgcagtaacc
    41761 gagatattac cgtctgcgcc aagaagcata agttcccatg cagtttcatc 
gtcacctgag
    41821 tacacagcca tcttgccgtt taaagcatca attaaagctt taccgcgcgg 
tacgtcacct
    41881 gttgcatctt taatgccgac aatatttgga atttccgcta aacgaacagc 
tgtatcgttt
    41941 gacaaatcta cacctgtacg accaggtacg ttgtaaagaa taagcggtaa 
ttcaacagct
    42001 tcagcaatcg ctttatagtg ttggtaaagg ccttcttgag tcggcttgtt 
atagtatggg
    42061 gttacaagta aagctgcatc tgcgccaagg tctttggcag ctttagttaa 
ttcgattgct
    42121 tcacgggttg agtttgcacc agtaccggca ataattggaa tacgtttgtt 
ggctacacga
    42181 ataatttctt taataacctg tgtgtgctct tccatgctca atgttgaggc 
ttcgccggtt
    42241 gtaccgacgg ctacaatact gtttgtacct tgttctatgt gccactcaac 
cagcttctca
    42301 agactcttcc aatctacacc gccatctttc aacatgggag tgacgattgc 
gacgattgag
    42361 ccttgaatgg tctgtgcttg ctgagtcatt ttaaaaaata tcctatttat 
ccatccgaat
    42421 ctgaggtaag aaaaacaaaa tgtgggatgg ttgcagtatt ttgattgtcc 
agttctaaca
    42481 ataacagatt gttgaatgac aattatgcaa attatgactg atcagacgca 
taagaacaat
    42541 atgcttgact gataaaccct atgtaaactt gagcaaaaca tagaatgcca 
atttgatcat
    42601 ttcaagtaaa agacattaaa aatgagaata tggtgcaatt cttccaacct 
ctacttaaca
    42661 cggtcttttt tatggcaaga taaaatgcat atttttcccg aatgggactt 
aagatggcat
    42721 gaaaatgaat aaacaaccac aaaattcggc tttagtcgta gttgacgtgc 
aaaatggttt
    42781 tacccctggt ggaaacctag cagttgccga cgccgatacg attattccaa 
ccattaacca
    42841 attggcaggt tgttttgaaa atgtagtcct cactcaagac tggcatccgg 
ataatcatat
    42901 ttcttttgca gccaaccatc cgggcaagca gccatttgaa acgattgaac 
tggattatgg
    42961 atcacaggtg ctttggccta agcattgtat acaaggcact catgatgccg 
aatttcatcc
    43021 ggatttaaat atcccgacag ctcaactgat tatccgaaaa ggttttcatg 
ctcatattga
    43081 tagttactcg gcttttatgg aagctgacca caccacaatg acaggtttaa 
cgggatattt



    43141 aaaagaacgt ggtatcgata cggtctatgt ggtcggaatt gctacagact 
tttgtgtcgc
    43201 atggactgct ttagatgcgg ttaagcaagg ctttaaaact ttagtgattg 
aagatgcgtg
    43261 caaaggtatt gatcttaatg gttcattaga acaagcgtgg caaactatgc 
agcaacaagg
    43321 tgttgtccgt attcaatcga ctgatctgtt gaatgaatgc tagagatact 
gattttgatg
    43381 cttggacttt aattgcgatt tggtatggat gaacagtatg tctgcattac 
tccgttttac
    43441 tcagtttgtt caaaagacgt ttgccctatg ggtaattatt tttgcagctc 
tggcgctatg
    43501 gcagcctgaa ttttttgttt ggctgaaagc ttatattcca tggattttgg 
gcattattat
    43561 gcttggcatg ggaatgacca tgaccgttga tgattttaaa ggggtactac 
aaagccctaa
    43621 agccgtgtta attggggttg ttgcgcagtt tgtagtgatg ccgggcttgg 
catttatttt
    43681 atgtaaatta tttaatttgc ctcctgaaat tgcggtcggc gttattttgg 
taggttgttg
    43741 cccaggagga acagcttcaa atgtcattac ctatatggcc aaaggcaatg 
tggctttatc
    43801 ggtcgcctgt acctctgtat caacactctt ggctcctgtg ttaacacctg 
caattttcta
    43861 tctactcgcc agccaatggc taaagattga cgcggcttcg atgtttattt 
cgattttgca
    43921 ggtcgtacta cttccgattg tgattgggct gattttgcga acttggctta 
aacgtcaggt
    43981 tgaatcctat attcaagtca tgccattagt ttcagtgatt gcaattgtag 
cgattgtggc
    44041 agccattatt ggtggcagta aagcagctat tttacagtcg ggtttgctca 
ttttggcggt
    44101 agtgatattg cataatgggc ttggatattt attaggtttt gccgcagcgc 
gtttctttaa
    44161 attgccttat gcggacagta aagcaattgc ggtagaagta ggaatgcaaa 
actcaggctt
    44221 aggcgtggcg cttgcagcag tgcattttgc ggcttccccg attactgccg 
taccaagtgc
    44281 tattttcagc ctttggcata atatttctgg tcctgcactt gcgacttatt 
gggcaagtaa
    44341 acacaaacaa gaataactgt ataaacaaca tacatgacaa aagaagacca 
aacagatagt
    44401 ttggtcttct tatttaaagc actttttatt tgagctgaat ttaaaactgg 
tatgtctttt
    44461 gcttcgaatt gatgcactaa aaataacgtg aatatcaaca taaatcgcaa 
agaaaaaaat
    44521 aaggcatttt tttgatgaac cagattttta aattatttat tcccatgctc 
tctagcaatt
    44581 taattgtagt tttaagtgga ttgattgata ttgcttatgt agggcatttt 
agtaatgacc
    44641 atgttgccgc cttatcggtg accttatctt tatatacagt ggtttatgtc 
attggaatgg
    44701 ggatactgca aggtgtgatg cttaagctct cggaagctta tggttgccat 
gacataccac



    44761 gtattcgtca aatttttatt caaggcgttt ggctgatgtt atgttcggca 
ttggtgagta
    44821 ttgccttgct ttacttgttc cgtgatttac caaaattatt tggtgcatct 
gagcatgtcg
    44881 tttcaattac taaaaactgt atttgggctt tggtatttat tttacctgcc 
catttattga
    44941 tgcgcttatt tacagctttg tctcaggtca ctgaaaatgc gtataaggtt 
ttattatcag
    45001 atagtctttt cttcattctt aaaattattt tgtcctatct tctgatttat 
ggtgttgctt
    45061 tattttcaat tccgccactc ggggcgatag gggcgttgtt agccactatc 
attgtacggt
    45121 ggtttatgtt ggccgtttat tacctgtttt ttctagagaa aaggtacatc 
tttattgaac
    45181 atccagaaca gtcagttgaa gatagctggc aaagtctgcg tatgatttta 
aaaataggga
    45241 tacccacagc gatcatggca ttgatggacg ttattgcatt ttgttcagtt 
gctattctga
    45301 ttttaccttt tgggagtgtg gtatctgcag cccatcaaat tgtcgcgagc 
actggcggtt
    45361 tcatgtttat ttttccttca tcaattgcct cggcttatag cattttggtg 
tcaagaacta
    45421 tgggcagcgg caatatgaaa gaagcagaca aaattgccag acaaagtata 
tgggtaatta
    45481 tggcagtgag tggcagttta tccttgtgtt taggttggag aggggcttaa 
ttgtcacgtt
    45541 ctattcagat gatttggctg tacagatttt ggctgcatca ctgctcttga 
ttgtctgcat
    45601 gactcatttt ctcgatggtg taatgacgtt actaacatct ttgctgcgtt 
gttgggatgt
    45661 gtcgatttta cctatgctga tttttttagt cgtggtgcta tgtttcggat 
tgggcggtgc
    45721 ttggtggatg gcttataaag ggctgcactg ggggagtcac tctatatctg 
caatgggaat
    45781 ttatggtttc tggagtatgg cggccataag ctatttagta gcttgtgtat 
tgagtgcctt
    45841 ctgttttcgt tttagaaagc aattaagagg tttttgatta ggtagatcaa 
caaagaggat
    45901 gtgctgctaa ccattcttca atctcatttt cagaaatcac ttcaaaacca 
tggcgctgta
    45961 acagtgccgt ggtaatccca acacccgtaa ttttctcgcc ttgaaaagta 
ccgttataaa
    46021 ttttttgact accacaagac ggactgtttt cttttaaaac cacacaagtt 
gcttgtattt
    46081 gccgtgcaat gtctaaagta cggtaggcgc cttttaaata tagctcagtc 
acatctaaac
    46141 cagatgaatc taggattttt gccttaccat taagcacatc ttgccccgta 
cccccaacaa
    46201 tttctgcagg taaccttgga gtagtaaaac cacctattaa ctccggacaa 
agtgcatgcg
    46261 cttttttatt taaaaataac tgcttaagtg tagtgtgtaa gcaagagcgt 
ccatcgtagc
    46321 gtacaggctc cccaattaaa caggcactga ttaaaagcat gtttttccgc 
ccttagaact



    46381 ttaaaagcca tgtgagtgta cccaatgatt taaaaatatg aaatctaaaa 
caagcacaag
    46441 caaacagagt aatttgatta ataaattaca caattcataa ttaaattatg 
tattgcataa
    46501 tttaattgtt tttagtagca tctgttttaa ggtaaatggc cattggaggt 
ccaacaagga
    46561 tgttggcctc cataaatcta ggaataactt taggaaaaga cgatttttaa 
aggtttattg
    46621 aaaaatctca atcgtacttt tagataagaa aggacagtgt gtatggaaaa 
caaacaccat
    46681 atagaaggga aattaatcat cggctttgcg ctcactcaat cttcgtttta 
gttattggtt
    46741 tttttctcat aggatgcgtt gggctaaggc attttgacgg ttcaaacata 
ctcccagcaa
    46801 atgcgtattc tatagagaaa ggagctgacc agatcagcat gagaagtaaa 
cggatcaggt
    46861 aattaccaga gggaaactag atggatattt tagagaaccc attagaatta 
tgcggttttg
    46921 catttattga gtttgtttca aaagaaaatg aattagatcc aatttttgaa 
acaatcggct
    46981 tttcaaaagt agccaagcat aaatcgaaaa aagcgtactt atggcgtcaa 
ggaaatatca
    47041 atattatcct gaattatcag ccagaatctt atgcttcatt cttttttaat 
gagcatggtc
    47101 catctgcttg tgcgatggga ttcaaaactc gtgatgcagc aaaagctttt 
aaaaaggcgg
    47161 ttgagcttgg tgcagaacca atgtactcaa aagttgggcc aatggagctt 
aacattccgg
    47221 caattaaagg tattggtggc atgccaatct tcttggttga ccgcgatatt 
tatgaaaatg
    47281 actttgtttt cttcgatgat gcgcagcgta accctgaagg tgcgggttta 
aaagaaatcg
    47341 atcacttaac gcataacgtc tacaaaggac gtatggagta ttgggcaaac 
ttctacgaga
    47401 agattttcaa cttccaggaa attcgttatt tcgacattaa aggtgaatat 
acaggtttaa
    47461 cctctaaagc attaactgca ccagatggca tgattcgtat tcctttaaat 
gaagactcag
    47521 acaagggtaa cggccaaatt gcagaattct tagctgattt taatggcgaa 
ggtattcagc
    47581 atatcgcgtt tatttgtgat gacttaattt cgacttggga taagttaaaa 
ggccttggtc
    47641 ttaagtttat gacaccaccg ccaaatacgt attatgaaat gcttgaagag 
cgtttacctg
    47701 aacatggtga accaactgaa gagttaaaac aacgcggtat tttattagac 
ggcagtacta
    47761 aagatggcca gaagaagctt ttattacaaa tcttctctga aaatatgatt 
gggccagtct
    47821 tcttcgaatt tattcaacgt aaagatgacg acggtttcgg tgaaggtaac 
ttcaaggcat
    47881 tgtttgaatc gattgaacgt gaccagattc gccgtggtgt gctcgaagca 
aaataagttt
    47941 tgctttgtct ctaatctaaa aaaaccaaga gcaatgctct tggttttttt 
atggctattg



    48001 attagcggct tttaatatat tgattaattg aattaatctc atttttaagt 
gtttcaataa
    48061 ttttactttg tgggtcaaca ggtaaaaaca tttcgctatc aagcgccaca 
atacaaaact
    48121 caatcccttg gtttgagtta aatactggca ggcctactgc gttaataccg 
gtaagtaaat
    48181 cacctttcgc cgcagacatt tgttgttggc ggatcgtctc tttaagttct 
aaaaattctt
    48241 cccagttatg tggcgcaatg tttagcccaa gttcctgatg tttttgccac 
tcagtttcta
    48301 ataaaggacg aacaaaatgc tcaggaaggt aagaagcaaa taaacgccca 
gcagcagaat
    48361 tgactaaagg cataattgag ccgactttgg tcacaatcga aattgggtgg 
ttagattcaa
    48421 tcgattgaac cacgacaggg cctttgggtg accacttact aatttgaata 
ccacagccaa
    48481 ttttgctttg taagtcgtaa attaaatgtt gtactaactg taaagtatcg 
ctgtgctgaa
    48541 tgcagtttaa gcctaaacgc catgcttgat cacctaaggc atattggcca 
tcttcaagtt
    48601 gtttggcgta atccatgcga attaagctca ccaagtagcg gtgtactttg 
gcaggatgca
    48661 tctcaagctt actagataag tctttgagaa taatgggttg attgtgctct 
aaaagggcat
    48721 ttagtacgga taagccaact tcaagtgatt gaaccccccc agatattttt 
tcttcaatca
    48781 tttaaatacc cttaatcgat ttacttcagc agttaaacag ttttgttcag 
aacataaatt
    48841 ggcattgatg cgttttacat catgcctgag cctatagaaa aatagaaatc 
acctttttct
    48901 attagcgaaa ttcacatgtt taataatcca caatttttac aaacaccttc 
atcttacatt
    48961 tatagcgtaa attgatagag gtttagtaga tttaaacaat ataaatcggc 
attgatatag
    49021 aacagttcat tcaaactatt cccatcaatg ccgactttta aaacgattgc 
tttgaaagaa
    49081 ttacgcgcct aattcttctt catgcaagaa atgagtatgg tgtggagcgc 
gtttggtttt
    49141 gctccattcc tctaacattt cagttttcat ttcttcagta atttttgcaa 
ttttttcttc
    49201 agcatgtgca tcgttataag tcagttctaa acgatgtcca tttgggtcaa 
agaaataaat
    49261 tgagtggaag ataccgtggt tggtaatacc taatacttta acaccgttgt 
cttccaaatg
    49321 ttttttggca gctaaaaggg catttaaatc ttcaacttca aaggcaatat 
gttgcaccca
    49381 ttgaggcgta ttttcatcac ggcccatttc tggttgggtt ggcaattcaa 
aaaatgctaa
    49441 aacgttgcct tgacctgcat ctaggaataa atgcatatac gggtcaaaag 
ctttcgttga
    49501 aggtacatgg tcttctgcaa aagctaagat aaagtccatg ttgagcattt 
ttttatacca
    49561 ctcaacagtt tccttcgcat ccttacagcg atatgcaacg tgatgtattt 
ttttaatggc



    49621 aaatgtcatg ttgaaactcc tttttactat tcccaatctg gttgttgttc 
tggcgccgcg
    49681 ttatagaagg ctgggataga caaacaatgt tgataaattg attcaatttt 
tggaaacgcc
    49741 gacaaatcaa tcttgaagcg tttcgcgttg taaacctgtg gaattaggca 
gcagtcggca
    49801 atggttgcgt gttgtccaaa gcaaaattgt ccatttgaat cttgaagttg 
ctgttcgagt
    49861 gtttgaaagc cttcaagaat ccagtgctga taccagtaat ttttttcttc 
atccgaaaca
    49921 tttaaatcat tttttaaata tttcagcacg cgtaagttat ttaacgggtg 
aatatcacag
    49981 gcaatcgcct gtgcaaaagc acggattttg gctctttctt tcacatcatt 
tggaagtaat
    50041 ttggtttgag gatattgttc atccagatat tccaaaatac ttaatgactg 
tgacagggtt
    50101 aaatcgccgt ccactaaagt tggtactaag gcactgcgat ttaactttaa 
atagtcttcg
    50161 ctttgctgct catttttaac caaatgaacg ggtacagttt cataagcgag 
atttttaagg
    50221 ttgagaccaa tccgtactct gtaagctgca gagctacgaa agtaactata 
cagcttcata
    50281 attaggctcc gaagtttctg caaaatcaaa agttaatgca ggaagtacag 
tatttcggac
    50341 ttcaccaaaa ccaatacgga taccattttt ctcacagtgg cctttcatga 
tgagtgtgtc
    50401 gccgtcttgc aagaaaccac gagtttcacc attcgcaagt gttagaggct 
tggtggtgtt
    50461 ccaagtcaac tcaagcaagc taccatacga atctggtgta gaacctgaaa 
tggtacctga
    50521 acccattaaa tcaccgacct gaacgttaca gcctccaatg gtgtggtgag 
tcaactgctg
    50581 agccatagac caatacatat atttaaaatt agtacggcag atcacatcag 
gttgtgctga
    50641 tttcgggctt tggatttcaa cacttaaatt aatatcgtaa gtattggcga 
tattttcttg
    50701 taaataagca agtggcttcg gttcttgttt cggaccttca actttaaatg 
gctcaagagc
    50761 ttcaagtgtg acgacccaag gagaaatcga acttgcaaat gttttagcgt 
tgaaagggcc
    50821 aagtggaaca tattcccatt gctggatatc acgtgctgac cagtcgttta 
gcaaaaccat
    50881 gccaaaaata tgatcccatg catcttcaat ggcgattggt tgacctaatt 
gagttggttt
    50941 ccccacaata aatgcagtct caagttcaaa atcgagcttg cgagttgctg 
agaaaaccgg
    51001 acgttcttca tttggaagtt taatctgacc agaagggcgt acgacgtgag 
ttccacttac
    51061 tacaacagag ctagcacggc cgttataacc gacaggcaac tcgctccagt 
ttggaagtaa
    51121 ggcattttta gggtcgcgga acatacagcc tacattggtg gcatgttctt 
tagaagaata
    51181 gaaatcggta taaccagata cttgaagtgg taaatgcaaa gtaacactgt 
cttgcttaac



    51241 caaaacttct tggcgtaatg cttcattttc ttgaagcgtt aaattatcaa 
ctgaaagaag
    51301 agactgtagc gttttacgaa ctttagacca attggctttg cccgattcaa 
taaatttatt
    51361 cagtgtaggc tggttaaagt aggtgtcttg atctgaaagt tttaaaagac 
catgcttttc
    51421 aagagcagcg agatcaatga cccaatcacc gatagctaca ccgacctgac 
gctcgccttc
    51481 ggctgttcta ctaaaaatac cataaggcaa attatgaata gtgaaatcag 
attgaggtga
    51541 aacttcaata aaagagttta gtttttgttc cattttcgct tccttgtctt 
catctcgcgt
    51601 cttatacaaa taaaagttcg gtctagggac tgagctactc aataagtttt 
aaccgttatt
    51661 tagatcatct ttttacttat gagtttgata gagaccgaga acaaccaatt 
acttcatggt
    51721 tcttataata ctgaattcat caaattacgc aatacataat ttaattacac 
attgcataat
    51781 aattgttatt tcttgcattt tctgttttca tgcgcggttg tgagaaaagt 
aacgcaatta
    51841 ttttttcatc aatctctatg aaaatccgat caatttatga tatacgtaat 
ttattggaaa
    51901 aaaattacgt gacaaggatg agaataatca tatgtcaaca caagagcaag 
gaaacctgaa
    51961 acatggtttg agtaatcgtc acatccagct gattgcgttg ggtggagcga 
ttggtacagg
    52021 gctgtttctt ggtatatcac aatcgattaa attggcaggt ccatcggtaa 
tcttgggtta
    52081 tgcgattgca ggatttattg cttttttaat gatgcgccag ctcggtgaaa 
tggtcgtaga
    52141 agaacctgta agtggttctt ttagccactt cgcttacaaa tattggggac 
cttttgcagg
    52201 cttcatgtca ggatggaatt actgggtact caatgtactt gtgtgtatgg 
cggagttaag
    52261 tgcaattggt ctttatattc aatattggtg gccgcaaatc ccaacgtggg 
catctgctct
    52321 aacgttcttt attctcatta atggtatcaa tttactgcat gttaagtttt 
ttggcgaaat
    52381 ggaattttgg ttttccattg tcaaaatctt agcaatttta gccatgatcg 
gtttcggttc
    52441 atatttactt gcaaccggca cagcagggcc tcaggccagt atttctaacc 
tttgggcatt
    52501 gggcggtttc ttcccatttg gtattgaagg cttggttatg gcaatggctg 
tgattatttt
    52561 tgcttttggc ggtattgagc ttttcggtat tactgctgct gaagcgcgtg 
atccagacaa
    52621 aactttacct aaagctgtaa accagattat ctatcgtatt ttgattttct 
atattgcgac
    52681 actttttgtt ttattctcat tatttccatg gaatcaaatg gcagaaggtg 
gcagtccttt
    52741 tgtgatggtc tttgcctctt tagacagcca aggtgttgcg acattattaa 
atttcgttat
    52801 tttgacagct gcagtttccg tctataacgg aaccagttat tgcagtagcc 
gtatgctttt



    52861 aggtcttgcc cagcaaggta atgcaccgaa agctcttgcc cgtattaata 
aacgcggtat
    52921 tccaaccaat gcggttctag tctctgcatt tgtgacggta ttgtgtgttt 
tactcaatta
    52981 tattttccct gaaaaagcat tcggtttact catgatgctt gtcgtagcag 
cgattgtaat
    53041 taactgggtt gtgatttcat ggacacattt aaaattccgt aaatttatgc 
aacgccaagg
    53101 tcaaacgact aaattcccaa gctttatgta tccatttagt aactatcttt 
gcatggcatt
    53161 catgcttgga attttagttg tgatgtcttt aacgccagac atgcgtgtgg 
cagttatgat
    53221 gattccagga tggattttgt gtttgatggt ggcttatcaa tttaagcgcc 
gtaaaataaa
    53281 agctgagcag cctgtacatg ctttagaagc agatatgtaa tcaggtcgta 
gttagaagct
    53341 aaagaggacg tataaatacg tcctttttta ttttttaaaa tttacaacag 
aaattaaagg
    53401 atttaataat tgttatatta taacatttct gaaattaaat gattaaaggc 
ttccagatgt
    53461 ttagggaaga tagaatatat ttatgaagcg ttatttaggt ttactcgtat 
tatctctggc
    53521 cgcttgtagt actcaaacac cccagccgac gattactcat cgctctccct 
ctttgcctca
    53581 accatctaaa actgtggtta aaatcaaaca acagcctgaa gattatgtcg 
tttggatcgc
    53641 aactgcagat cacagacagt ctgtacaagc ttataagcaa tttcttaagc 
aaaaaggact
    53701 tgccgattta gttccagacc acgagttatt acgttcagcc cgagactggc 
aaaaatgtgg
    53761 agttgagcct tacgcagttc caccacgcga gatttggtcc aatattgttc 
cgacgctcaa
    53821 tatattaaaa gcattggttg acgaaggcgt aattaacgat tttgaagtga 
cttcggtcta
    53881 tcgagcttta gctttaaacc gttgtgcagg tggtgctgat gcttcccgac 
atgtctttaa
    53941 tgcagcactt gattttagaa ttgggccaga acagcctagc gacttagacc 
agttcaatat
    54001 tcaacaaact aaaaccaagc tttgtcagtt ctgggcgact aaaggccaag 
cgtttaatat
    54061 gggactgggt gtttatgctt caggacaaat ccatattgat agtcaaggtt 
ttagagcatg
    54121 ggggccagac catcactata gaacctcaat ttgtcagggg ctataaaagc 
aactttttca
    54181 aagactaagt gatttggctt agataaaact ggaataaaaa cttgatcaat 
ggttatgtta
    54241 taacataaca ttattgtggt ttagaaatag attacgcctg tgatctggcc 
atatttaaat
    54301 ggccagccat gatcagttta aatattattc aaagagatca agccatgcac 
actgcaatcg
    54361 ccaactcatt tgccaagctt cccgtcactg ttttatcggg ctttttgggt 
gcaggaaaga
    54421 ccacattact caaccatatt ttaaataatc gcgaaggccg ccgtattgcc 
gtgattgtca



    54481 atgatatgtc tgaggtgaat attgatgcgg cattagtacg tgaaggtggg 
gcagagcttt
    54541 caagaacgga tgaaaagctg gttgaaatga gtaatggctg tatctgttgt 
acgttacgag
    54601 aagacttatt ggttgaagtg aggcgtttag ccgatgaagg acgctttgac 
caattggtga
    54661 ttgagtcaac aggcatttca gaacctttac ctgtggcaga aacttttact 
tttgaagatg
    54721 aagatggaaa ctcactcaat gagttcgctc gactcgacac tatggttact 
gtggtcgatg
    54781 cttttaattt tcttaaagat tacagttcag tcgactcact gcaacaacgt 
ggtgagtcct
    54841 tgggcgagca agatgaaaga actgtagtcg atcttctcat tgatcaaatc 
gagttttgtg
    54901 atgtgattgt actgaataaa attgatgtga ttgaccgggc tcagcaagac 
cagcttatcg
    54961 ccattttaaa aactctaaac ccgcgtgctc gaattgaaat tgctcaattt 
ggaaaggtcg
    55021 ctttagacaa aatcttaaat acacagctat tcgattttga tgaagctgcc 
caagcaccgg
    55081 gctggttaaa agagttacgc ggcgagcata cacctgaaac tgaagagtat 
ggcattagta
    55141 gctttgttta ccgtgcccgc cgacctttcc atccagaacg tttttatgat 
ttggtacagg
    55201 ctgaatggcc gggagtcgtg cgttccaaag gctttttctg gttggctgcc 
gaaccgacat
    55261 tggcttattc atggtcacaa gcgggagcaa tggctcgaca cggtttagct 
ggttattggt
    55321 gggcggccgt tgcagaagaa gactggccga gtgacctcgc cagtattgaa 
caaattaaga
    55381 aaaactggga tgcccgcaca ggtgatgcgc gtcaggagct ggttttaatt 
ggtatgcaaa
    55441 tggatgagca agctttaata caacgcttgg atagctgctt gttaagcgat 
gaagaaatgg
    55501 ctttaggtcc gcaagtttgg cagagctggt ctaatccttt taagcaagat 
gatgaaacga
    55561 tgttgattgc ttaataaaaa agcccctatt ttcaaggggc ttatttttat 
gatttatctt
    55621 taataaaaac ctttcgaatg tagctgttaa gcggggtgga ataatatttt 
tcaatcgctg
    55681 cactgatgat aaaagtcaaa accagatagc taattaaaag cataattttg 
atactagagt
    55741 cggtttgagc aggaataaac acaactttta taaggcccaa tacaaccaga 
tgaaacaaat
    55801 aagtttcgta acttctttgc cccaaccaga ccatcacttt ggtaaataga 
ttatgtgctt
    55861 gtgtttcgga aggatgttgg aaacacagaa tgagtagacc tgtagcaaaa 
gcaaataagc
    55921 tgatacccca tgtactcact tctttaattg gtgcatataa atatagagcg 
gccatactca
    55981 aaataatcaa ccatgaaaga ggttttttat agggccaatt tggctgatat 
ttatgagaaa
    56041 aaatggcagt taaacagccc accgctatac catcaaaact tgaaaaataa 
tgatataaat



    56101 aagcgccgct ttcttctcca aaatggagag acctaaaata aggcccatat 
aaaattacac
    56161 caacaagtac agcaacaaag atcttattac tacgcgtaag tagacacaat 
aatggaaaaa
    56221 caaagtaaaa aacttcttct acagatagcg accacaacac gcccaaagcg 
tagtttaccc
    56281 aaccaaattt aataatcagg atattcatcc agaaggttaa ggctgcaaat 
atggttaaag
    56341 gataagagac ctcaatgcca ttcggtgctt ggttcataaa gggttttaag 
tcaaatgaac
    56401 caagtatgct tacacctaaa atgagtaata ccagacacgg taaaatacgc 
gctgctcgtc
    56461 ggatataaaa atgtttgaag ttaattgcag aaaattgttt gtctcgtttt 
aaagtgtgat
    56521 gggtaattaa aaaacccgaa atcacaaaaa acatggtgac gccataattt 
ccgtttcttg
    56581 cgatgactgt gctaaatgct tcacctaaga aatcaaaacc taaccatgta 
tctttaagtt
    56641 tatagggaat attaaaatga tgtaaaagaa ccaaaaggat agaaattcct 
cgaagaatat
    56701 ctattttata attacgcatt cgatgtgctt ccagttttat taatatactg 
tgtggcagaa
    56761 gaatactatc gatcagttat tttaaataaa aaattaagca tcatttcgta 
aaccagaaaa
    56821 aatgatattt ttgttttcta ggatgagaca ctggcttagc agaaataact 
attaaataaa
    56881 tattgataaa gcctttatat atttgaattt ctctacataa aactttaaat 
tagcttttac
    56941 cgagctatgt ttatttttta aactttttaa aatctattta attcataaat 
taacatgttg
    57001 tatgtggttg tatatacata gcatgtcaac taaaatacct ttttgcctgc 
tgcctttttg
    57061 agtatttgtt atgcccagaa catcaaaaca agaacatact gagctttcga 
ttgaagctga
    57121 tagtccagtt cctttatatc agcgcgtaaa acagctgatt tcacagaaga 
tttatgaagg
    57181 ctcttgggct gtaaataaaa aaattccttc ggaaagtgaa ctcgttaatc 
aactcggctg
    57241 tagccgtatg acggtaaacc gtgcgctacg tgagttaaca acagaaggct 
tacttgttcg
    57301 aattcagggt gttggttctt tcgttgctga agggcaaggc cgaactgcac 
tttttcaaat
    57361 taacaatatt gccgatgaga ttattgcacg aaaccataag caccatgctg 
aagttttagt
    57421 cttagaacaa atttatgcaa atgcagagca aagcgtgtta atgcagactc 
gcgaagggca
    57481 aaaattattt cactcgatta ttgtgcatta tgaaaatgat gtacctgttc 
aggtcgaaga
    57541 tcgtttagtt gacgcagcac tgattccaga ttatttagaa caagatttta 
aaaccattac
    57601 cccaaatgct tacctcatgg caaaagcacc cgtgacagaa ggtgaacaca 
ttgttgaggc
    57661 cgttttagca tcacctcaag agtgtaagtg gttaaagatt actaaagctg 
aaccgtgttt



    57721 actgatccgt cgtcgcacat ggtcaaacaa gcaactcatt tcaagtgcac 
gattgattta
    57781 tccaggcagt cgctattatc tcgaagggaa atttaatcca tgattaaatt 
gatcagggcc
    57841 gatcaatata caaaaatgct ttggaaaaat ggtgcaggct ttactttaga 
aattgctcgc
    57901 agccaaggtg aagccgactt tgagtggcgc atttcgatgg cagatgtaac 
aacttccgga
    57961 ccattttcgt tatttcccaa taaacaacgc cttattagcg tacttgatgg 
gcagggcatg
    58021 gtactgcatg tcgatgacct tcctgccaaa aagctgaaac agcgcgatat 
ttttgctttt
    58081 catggtgaaa gtcaggtcca aagtgaactg gtagacggtg caattcggga 
tttaaattta
    58141 atttatgatc ctgcaaagtt tcatgcccgt tttcagtggt tgaatgaggc 
agcggagcag
    58201 gcatttataa gctcggcaga cctgattttt atttttaatc agggtggtga 
aacggaagtg
    58261 aacgttgatg agcattccgt tcagcttgct gctcatgaga cgctaaaaat 
tgagaaaaaa
    58321 tctggtgtca catcaatcaa ttttccaaaa aaacagctca aaagttgcta 
tatcattgag
    58381 ttaatacaac gttaaaaaga tatagtttac tgattaaaaa gcacatgtct 
tgttagaaga
    58441 tatgtgcttt ttttatgtca gatataaaaa taaattaatt taattcataa 
acttattcaa
    58501 ctttttaaaa aaaatacgag caagcctctt cacgccgaaa aatatttgtg 
tagtatatag
    58561 atgtatatac aagttaatac attactatac aaatgcagaa acaagtgatg 
ttctgctgat
    58621 gtaagctcaa aggaaggagt ccgactgtga caacaacgac aacaaaattt 
cgtgatgtag
    58681 aaattcgtgc accacgcggc actgaattaa cggctaagag ttggttaact 
gaagccccat
    58741 tgcgtatgtt gatgaataac cttgatccgg acgttgcaga aaacccgaaa 
gaattggtgg
    58801 tatacggtgg tattggccgt gcagcacgaa actgggaatg tttcgacaaa 
attgtagata
    58861 cgctaaaaaa tcttgaaact gacgaaactt tattagttca atcaggcaaa 
ccagtaggtg
    58921 tatttaaaac tcataaagat gcgccacgcg ttttaattgc aaactcaaac 
cttgtaccgc
    58981 actgggcgaa ctgggaacac tttaacgaat tagacgctaa agctttggca 
atgtacggtc
    59041 aaatgacagc gggttcgtgg atctacattg gtagccaagg tattgtacaa 
ggtacttatg
    59101 aaactttcgt tgaggcaggt cgccaacatt acaatggtga tttaaaaggt 
cgttgggttc
    59161 ttactgctgg tttaggcggt atgggtggtg ctcagccttt agctgcaaca 
cttgcaggtg
    59221 catgttcttt aaacatcgaa tgccaacaag caagtatcga tttccgttta 
cgtactcgtt
    59281 atgtagatga acaagcgact gatttagacg acgctttagc acgtattgat 
cgctatacaa



    59341 aagaaggtaa agcaatttca attgcacttc atggtaatgc tgctgaaatt 
ttacctgagc
    59401 ttgtacgccg tggtgtacgt ccagacatgg tgactgacca aacaagtgca 
cacgatccac
    59461 ttaatggcta cttaccagta ggctggactt gggatgaata ccgtgaacgc 
gcgaaaaaag
    59521 aaccggaagc tgttgtaaaa gctgcgaaac agtcgatggc aaaacacgta 
caagccatgc
    59581 ttgatttcca aaaaatgggt gttccaacat ttgactatgg caataacatc 
cgtcaaatgg
    59641 cgaaagaaga aggcgtagca aacgcttttg atttcccggg cttcgtacct 
gcatacatcc
    59701 gtccattgtt ctgtcgcggt attggtccat tccgttgggc agcgctttct 
ggtgatccgg
    59761 aagatattta taaaacagat gccaaagtta aagagttaat tcctgatgat 
gagcatttac
    59821 atcattggtt agacatggct cgtgaacgta ttagcttcca aggcttacca 
gcgcgtattt
    59881 gctgggtagg tttgggctta cgtgcaaaac ttggtttggc atttaacgaa 
atggttcgta
    59941 gcggtgaatt gtctgcaccg atcgtgattg gtcgtgacca cttagactca 
ggttcggttg
    60001 caagtcctaa ccgtgaaact gaagcaatgc aagacggatc agatgcagta 
tcagactggc
    60061 ctttattaaa tgcattgtta aatacagcag gcggcgcaac ttgggtgtct 
ctacatcatg
    60121 gtggtggtgt aggtatgggc ttctctcaac actcaggcgt tgtgattgtg 
tgtgacggta
    60181 cagatgaagc tgctgcacgt attgctcgcg tactaaccaa tgaccctgca 
acaggtgtta
    60241 tgcgtcatgc tgatgcaggt tatgaaattg cgattaactg tgccaaagag 
caaggcctac
    60301 acttgccaat gatcacgcaa taaaaataca tggaagaact ggcggtgctt 
tttgcaattg
    60361 tgaaaagcac cgtctcagca gaatatagtg caaaaaatta ggaagccaac 
atggaattac
    60421 tgatccaacc gggaaaactg accttagccg atttacgtca agcttacctc 
aacccaatta
    60481 aagttaaatt agatgaaagt gcttcatctg caattaatgc aagcgtggct 
tgtgtagagc
    60541 aaattgtaaa tgaaggacgt acagcttacg gtattaatac aggttttggt 
ttacttgctt
    60601 caactaaaat tgcgcctgaa gatttagaaa aattacagcg ttctttggtg 
ctttcccatg
    60661 ccgcaggtgt aggtgaagca cttgatgatg caatggttcg tttaattatt 
ctattgaaag
    60721 caaatagctt ggcacgtggt ttctctggta ttcgtcgtaa agtcattgat 
gctttgttgg
    60781 ccttaattaa tgctgaagtt tacccacaca ttccacttaa aggttcagta 
ggggcttctg
    60841 gcgacttggc accacttgca cacatgtctt tagttttact tggtgaaagt 
aaggcacgtt
    60901 ataaaggtga atggttacca gcagttgaag ctttaaaaat tgcaggtttg 
gaaccaattt



    60961 ctttagcggc taaagaaggt ttggcacttt taaatggtac gcaggtttcg 
acggcttatg
    61021 ctttacgtgg tttatttgaa gcagaagatt tatttgctgc cgcaacagtt 
tgtggtggct
    61081 taagtgttga agcaatgctt ggttcacgtg cacctttcga tgcgcgtatt 
cacgaagtac
    61141 gcggccaacg tggtcaaatt gatgtagctg cggcttatcg cgatttattg 
actgattcga
    61201 gtgaaatctc tcgttcacat gaagaatgtg gcaaagttca agacccatat 
tctttacgtt
    61261 gccaaccaca ggtgatgggt gcatgtttaa ctcaaatccg tcaggctgct 
gaagtattag
    61321 aaattgaagc aaatgccgta tctgataacc cgcttgtatt tgctgaacaa 
ggtgacgtga
    61381 tttctggtgg taacttccat gcagaacctg ttgcaatggc ggccgacaat 
ttagcattgg
    61441 caattgcaga aattggttca ctatctgaac gtcgtatttc gatgatgatg 
gaccgtcata
    61501 tgtcacagct tccaccgttc ttggtagcaa atggtggtgt taactcgggc 
tttatgattg
    61561 ctcaagtgac agctgctgct cttgcgagtg acaacaaagc gcttgcacat 
cctgcaagtg
    61621 tggatagctt accgacttca gccaaccaag aagaccatgt atcgatggct 
ccaaatgctg
    61681 gtaaacgtct ttggtatatg gctgataacg tccgcggcat tttagctgtt 
gaatggttag
    61741 gcgcttgtca gggtctagac ttccgtgaag gtttaaaaag ctcgcctaaa 
cttgaacaag
    61801 ctcgtaaaat cttgcgcgac caagttcctt actacagtga agaccgtttc 
tttgctcctg
    61861 atatcgaaca ggctagtgaa ttgcttgcga gtggttgcct aaacgaatta 
ctcattccaa
    61921 aactactccc tagtttatct gaagtgtgat tgataaaacg gtcacatgga 
gtggccgaat
    61981 ccaactaaat ttcctcaagg attggagatt ataatgtcac aaaactccac 
actacagcgg
    62041 ggcttaaaca cccgccacat tcgtttcttg gcattgggct cagcaattgg 
aactgggctt
    62101 ttctatggtt cggcaactgc tattaaaatg gcagggcctt cagtattact 
tgcgtacatc
    62161 gttgcaggga ttgcaattta tattgtgatg cgcgcactgg gggaaatggc 
agtccataac
    62221 cctgtctctg gctcatttag ccactatgct tctcaataca ttggtccttt 
ggccggcttt
    62281 acgacaggct ggacttatgt ttttgagatg gtgattgttg caattgccga 
tgtcactgcg
    62341 tttggtattt atatggggtt ctggtatccc gatgtcccac ggtggatctg 
gattttgtct
    62401 ctcatcatgt tcttgggcgc aattaacctc attcatgtga aagtctttgg 
tgaactcgaa
    62461 ttttggctct caattgtcaa ggtgagtgcc attgttgcca tgattttagg 
tggcttaggt
    62521 ttgatgttct atggcttcca tgttgaccat agcagtgtag tgccggggat 
tcaaaactta



    62581 tggatctatg aaggctttat gccacatggc attgcaggct tggttgcatg 
tttatctgta
    62641 gtggtatttg ctttcggtgg tatcgaaatt attggtatta cagcaggtga 
atcacaagac
    62701 ccgaaaacta ctttacctaa agcaattaat gctgttccgg tacgtatttt 
acttttctat
    62761 gtacttacta tatttgtact catgtcgatt ttcccatgga accagattgg 
tagccaaggc
    62821 agcccgtttg tacaaatttt tgaaaactta ggcattaaat ctgctgcaaa 
tattttaaat
    62881 attgtggtgg taactgctgc aatttcggca attaacagtg atgtgtttgg 
tgcaggccgt
    62941 atgttgtacg gtatggcaaa tcgtggtcaa gcacctcgaa ttttccaaaa 
attatcgcgt
    63001 aatggtgtgc cttggatgac tgttgtggtt atggctggcg tgctgttaat 
tggtgtggtg
    63061 ctgaactacc tgattcctga aaatgtgttt gtcatcattg catcaattgc 
aacgtttgca
    63121 actgtttggg tatggctcat gatcttgctt tcgcaagtgg ctatgcgccg 
taaattatct
    63181 actgctgaaa ttaaggcact tgatttccct gtatttggct ggccatatgc 
ccctgctttt
    63241 gcaatcggtt ttatggtgtt cattttagtg atgatgggct acttcccaga 
ttcgcgtcct
    63301 gcaatttatg taggaatcac ttggcttgct ctcttaacta ttgcttatcg 
tatttgggta
    63361 aaaccagagc aaagcttggg aaaggaaagt gagcctgtcc agcaaaacat 
agaaatggaa
    63421 agctaacaaa tcagctgccc aatagtttta ctgttgggca gtttcgagga 
taggctaatg
    63481 aaaaaacttt ggcaaaactg ccatattgcc accatgcaaa atgggcaata 
ttcctacatt
    63541 gaagatgctg caattgtcac agaagggcat ctcatccact ggattggaaa 
acaacaacaa
    63601 cttcctgccg acacttattc cgaaacagtt gacttaaatg gcgcttgggt 
aaccccgggg
    63661 ttcatcgact gtcatacgca tagcgtattt ggtggtaacc gtagtgttga 
gtttgaaaag
    63721 cgcttacagg gcgtgagtta tgctgaaatt gctgcaagtg gtggcggtat 
tgctagtaca
    63781 gtacgcgcaa cccgagaagc cagtgaagaa caattactga aatcagccct 
taagcgtatt
    63841 cgatgcatgc aacaagacgg tgtaaccacc attgaaatta agtctggcta 
cggactcaac
    63901 tacgaaaacg agcgcaagat gctgtgtgtg atccgtcaaa ttggtgaagc 
tttaccaatg
    63961 acggtaaaaa gtacgtgttt agctgcacat gctttaccgc cagagtacaa 
agaccaaagc
    64021 gatgcttata tcgagcatat ctgtacagaa atgctgccta aactgcatgc 
tgaaggttta
    64081 gtcgatgctg ttgatgcttt ctgcgagcat ttagcatttt cgccagctca 
ggttgaacgt
    64141 gtttttaaaa cggcacaatc attggggcta cccgttaaac ttcatgccga 
acagctttca



    64201 tcgctaggtg gctcaagctt agcagcacgt tatcatgctt tgtcggctga 
ccatttagag
    64261 tacatgaccg aagatgatgt caaagccatg gcagagtcgg gcacggttgc 
agtgttatta
    64321 ccgggtgcct tttatttatt gcgtgaaaca caatacccgc caattgaaag 
tcttattaaa
    64381 cacggagtgc gtattgcgct gtcgagtgat ttaaatccgg gtacatcccc 
agcactttct
    64441 ttacgtttaa tgctgaatat gggcagtacg ttattccgtt taacgcctga 
gcaagcatta
    64501 gcaggtgtca ctattcatgc tgcacaagcg ctcggtttag agcaaacaca 
cggtagtttg
    64561 gagcaaggta aagtcgctga ctttgtggct tgggatattg agcatccatc 
tgaaattgtt
    64621 tactggctgg gcggagattt gcctaagcga gtcgttcagc atggacaaga 
agttattttt
    64681 taaacggtgt cacatgaatc acacatttaa atggcaaggc cgacatgatg 
gcgagggtga
    64741 agcacatcaa cgtatttacc atattgtgaa caccacccaa catgctgaat 
ttgccctgat
    64801 tggttttagc tctgatgaag gcgtgaaacg taataaaggc cgagttggtg 
ctgccgacgc
    64861 accagatgcg attcgtaccc aacttgctaa cttaccgatt catcgtccag 
tcagtattgt
    64921 cgatttgggg acggtgacct gtgaatatgg caatttagag caagcacaaa 
gcgaattagc
    64981 tgaacaagtc gcaaatagcc tagaacatgg cttaaaacct gttgtattgg 
gcggtggaca
    65041 tgaagttgca tttggcagct ttagcggtct gttccaatat gtacaagccc 
acgcaccaaa
    65101 taaaaaaatc ggcattatta atttcgatgc ccattttgat ttgcgtgaag 
cagagcatgc
    65161 cacctctgga acaccttttt tacaggcagc tcgactttca gaacagcatc 
aaaaacaatt
    65221 taattattta tgtattgggg ttgccaacca tgccaatact aaaattttgt 
ttgatactgc
    65281 cgatgcgctg aattgttcat atttacgtga tcatgaggtt aatattttta 
acctaaacaa
    65341 cgtgctcgta gcggttgatg cttttattga aaaagtagac tgcttgtacg 
ttacgattga
    65401 tctagatgtc ttcacggctg cggttgcacc gggagtcagt gcacctgctg 
taaaaggaat
    65461 tgatttagcg acttttgaag caatttttaa gcatattcaa gagactggaa 
aaatcaaact
    65521 tttagatatt gctgagtgca atccaaaatt tgatttagac aatagaactg 
caaagttggc
    65581 tgcctatatt gtttatcaat atttgttttc ttgagaaaca atttttaatg 
tagaaatgaa
    65641 aaagtgcact gagatcgctc atgtgcgctt ttttttgact ttctggtaaa 
ttaaagtcag
    65701 atacggaata tagatagcaa ctataaataa tataattaaa aagaaaatta 
atttataaaa
    65761 tcattgagtt aaaaaatact cgatttttac actattttat atgctgcttg 
gcacgtaatt



    65821 tgttttgtct ttattttaaa cttcgttaaa tatgtttgga taattaaatg 
aaaaacagaa
    65881 ccttacattt tgcttgtatc agtgttttat tttggatgtc tcattcttct 
aatgctgcaa
    65941 cccccgaaat aaatacaaat agcatcgaaa aatcacaatc taaacaaaag 
agtgatgtct
    66001 ctgttcgggt gaaagcttta aaccaacttt tacaggaact gtgggaatat 
actttgaaaa
    66061 ataaccctga aactgcaacg actttaggcg atttacgcta caacgatcga 
tggaccgagt
    66121 cttcaaaaag tcagattgag aaagataaaa aaactactca aaatttttta 
aaacgtttcg
    66181 aagcaattga tagcacaggg ttttcagcaa ctgatcaatt aaataaagat 
ttaatgattt
    66241 atcagttgaa agaaacactt aaaaattatg atttgaaatt gtatgagatg 
ccttttaatc
    66301 aaatgtgggg gctacattta caatttccgg gattcattag tgcaattcca 
tttgataata
    66361 ctaagcaata tcaagactat attgctcgtt taaaacaaat tcctcttatt 
cttgatcaag
    66421 gtattcagtt agcgaaacaa ggacaaaaag acggattgat gccacccaaa 
tatttaattg
    66481 aaaaggtggc aaagcagatt gatagcattg caactccagc agggaaggac 
agtgtgtttg
    66541 cctctccatt aaagcaattt ccaaaaaata tttcgaaagc agaacaagag 
cgtttaagcc
    66601 gtgaaatact acagactata gatcagaatg ttcggcctgc ttatcaaaaa 
ctcggggcgt
    66661 ttattcaaaa agattactta ccccatggac gacaacacga gggtatatgg 
agtttgccaa
    66721 acggtgacga gctctatcgc ttttatgtag aaaataatac gacaaccttg 
gaaagccctg
    66781 aaaatattca tcagctcggg ttaaaagaag ttgctcgtat agaagcggaa 
atgctaaaaa
    66841 ttgccaaagc acaaggtttc aatgacttaa aaagcttcca acaatcttta 
aaaacaaatc
    66901 ctgcggtttt cccaaaatct cgtgaagaaa ttttagagat ttatcgtgga 
tatattgccc
    66961 aaatgcaacc ggagttgccg aagctgtttg gtttgttacc aaaaaataaa 
gttgaagttt
    67021 tgcctgtaga gcaatatcga gaaaaagaag cggcaggtgc ggaatatcac 
caaggcacgc
    67081 ctgatggttc acgtcccgga caagtatatg taaatactgg cgacttctct 
gaacgttcca
    67141 aaatatcaat ggaagcgact gcttaccatg aggcaattcc cggccaccat 
atgcagattg
    67201 atattgccca aaacctgcca aatttgccga tgttccgtaa gcaacccaac 
cacactgcct
    67261 acattgaagg atgggcactt tacgcagagc aactgggtaa agatgttggt 
ttctataaag
    67321 accagctttc agactatgga agactctcga gtgagttgtt ccgtgcttgt 
cggttagtgg
    67381 tggacactgg cgtacactat aaaaaatgga cccgtcagca aatgattgat 
tttatgcgag



    67441 aacactcagc tttagatgaa cccgatattc aggcagaggc agaccgatat 
atcgctattc
    67501 ctgcacaagc attggcatac aaaatgggtc aactcaaaat tttagagcta 
cgggagcttg
    67561 caaaacagga gcttggagat cgttttgata tcaaaacgtt tcatgacatg 
attttaaatg
    67621 caggaacatt gcctttaaat atactcgatg cccgtattaa aaattggata 
aacgaacaaa
    67681 aagcggcagc ttaaaacaaa aatcaaaatt taggtcaggt cctcgtaggg 
cctgatttaa
    67741 aaaccaatag aaaacagaat ataattataa aaaatatatt ttatttcaga 
actttaaaat
    67801 ggaaaaatct ttaaaagaat accaagctat tatttttgat atggacggta 
ctttagtcga
    67861 ctcctttagc ttctttttag gggcattaaa tcagcttgcc aagaagcata 
aatttaaatc
    67921 tgtagagcta catgaagtag agcagtacaa acatctttca ccaaaagaaa 
ttatgaaaga
    67981 gatgaatgtt tctaggtgga aactgccttg gattgccaaa gatttcattc 
gtttaatgaa
    68041 agaaagagat caagaagttt acatgtttga aggcatgcgg gatcagctaa 
tagaactaca
    68101 taagcgggga tatacgctcg caattattac ttcaaactct aaagaaaact 
gtcaaagtat
    68161 tcttggtaca gaactatgtg aactttttag ccatattgat ggtggctcgt 
ctatatttgg
    68221 taaagctaaa cgaattaagc gtgttctaaa cattttgaat ttaaataaag 
agcaggctat
    68281 ttatgttggt gaccaaacga ctgatggcga agctgcacat aaagcaggca 
ttgattttgc
    68341 tgcggtaggt tggggttata catcggctga aaaattaaaa accattcagc 
ccaaagtcgt
    68401 gctaacagac ttggcaacca tgaaaaaatt tttctgaata tatgaaatgc 
aggacaaacc
    68461 atgaataaca ataacaaccc gattggaatg attgattctg gtttaggtgg 
gttgtctctt
    68521 tttaagcata ttcggcaggc ccttccgaat gaagacatta tctatttcgc 
tgactcgaaa
    68581 tatgtcccgt atggagacaa agaaagcgac tggattgttt cacgaaccac 
gcatttaatt
    68641 tcaaacttag ttgctcaggg caaatgcaaa gcgatcgtaa ttgcttgtaa 
caccatgacg
    68701 gctgtagcga ttgaaacgat tagagcgcaa attaatgtgc cacttattgc 
aatagaaccc
    68761 gccgtaaaac cggcagtagc aatcactcaa agtaagcata ttgcggtttt 
ggcaactgcc
    68821 accacggtaa agggtaaaaa tttaaaaagt ttaattgaaa tgtatgcgca 
agatattaaa
    68881 gtgtctttag tgccttgtat tggcttagct gaaaaaatcg aaacgggcaa 
agcacatacc
    68941 gcggaagtta aagattattt aaaaaatatt ttggcgccgt tggtcgagca 
aaaagtcgat
    69001 acgattattt taggatgcac acactatcca tttgtctcag atacgattca 
ggaaattgta



    69061 ggccgtgata ttcaaattat tgagccttcg gaagctgtga cagcgcaatt 
aatacggcag
    69121 ctcaatcaat atcatttaag ttctgaaagt ccaaatgagg ggaatcatat 
tatttggacc
    69181 agttcagacc cgttggaagt tgcggacgtt actttttctt tgttatctga 
gaaattgtct
    69241 gtaaaagctg tagagctata aaaagcccaa taggcaatta atgcatatcg 
ggcttaataa
    69301 atcagttatt aaagcaggtg atgccttaat aatgatcttt tttgaattac 
tctacagtta
    69361 ctgacttcgc caagttacgt ggctggtcaa cgtctgtacc acgtaataca 
gcaacgtgat
    69421 aagacaacaa ctgaactggt acgctataaa tgattggtgc aagccattcg 
tttactgttg
    69481 gaatttgtac aacgtgttga cgatcttttt cgactacacc gctattttca 
tcagcaaaaa
    69541 cgaataactc accgccacgc gcctgaactt cttccatatt cgacttaagc 
ttatcaagca
    69601 tttcgtcatt tggcgcaaga atcacgattg gcatttcagt atcaacaagt 
gccaatgggc
    69661 catgttttaa ctcaccagcc gcataacctt ctgcgtgaat atatgaaatt 
tctttaagct
    69721 ttaatgcacc ttccaaagcg attggatagt gtgtgcctcg gcctaagaat 
aaacagtgtt
    69781 gtttttcaac gaacaattct gataaacgta aaatttcagc atcttgctta 
agcgtatcaa
    69841 gaatgacttt cgggctgtgc cacaattcac gagcaagctc ttcaatcatc 
acattgctaa
    69901 tacgctgttt cacttgacca attttcaaga ttaacaacat taatgcagca 
agctgagtcg
    69961 tgaacgcttt tgttgatgca acaccaatct ctgggcctgc aagcgtcaat 
aagtggtgat
    70021 cagtttcacg caccattgaa gaagttgcga cgttacagat cgttaaagtc 
tgaatgtcga
    70081 tattatttgc tttagcacgt ttttgagttt cacgtagtgc agctaaggta 
tccgctgttt
    70141 cacctgattg tgaaatacag atgtaaagtg tattttccac aatcactggt 
gagcgataac
    70201 ggaattcact cgcaatctca acttggcaag gcacaccaat caattgctca 
aaccaatatt
    70261 tagcgatcat tcctgagtga taacttgtac cacacgcaat aatttgaaca 
ctttgaagtt
    70321 tactgaaatc tgcatcagca tctttcaaga aatcatcacg taaattgttg 
ccatcaagcg
    70381 cttgagaaat tgtttgtttg attgcttcag gctgctcata aatttctttg 
agcatgtagt
    70441 gtttatattc accttttgaa gcactgctta cagttgcatc aagttcttta 
actggacgtt
    70501 caacacgttc accttttaca aatacttcaa ttgaagtacg agtaagacgg 
gcaatatcgc
    70561 cttcttctaa gtaaataaaa cggtttgtta ctggtaaaag agccaattgg 
tctgaactga
    70621 taaagttctc gccaataccc acaccaatta caagtggtga accttcacgt 
acagtaatga



    70681 gttcatctgg gtaatcgctg tgaataatac ctaatgcata ggcaccttta 
agctgaggaa
    70741 ctacagattc tactgcttca agtaaactat cagtattttt tagagcttct 
gcaactaaat
    70801 gggctaccac ttcagtatct gtttgagaag taaatacata tcctaaagct 
tgaaggtcat
    70861 ctttaagctc ttgatagttc tcgataatac cgttgtgaac gactgctacc 
ttgcctgaca
    70921 tgtgcgggtg agcattattt tcggtcggtt taccgtgtgt tgcccaacgg 
gtatgcgcaa
    70981 taccaattgc tccagtaagc tggtgttctg aaacagcgtc tgcaagattg 
gcaactttac
    71041 caacacggcg ttcacgtaaa atttgctggt tattgagtaa agcaacgcct 
gccgaatcat
    71101 aaccacgata ttcaagacgt tttaaacctt caattaaaat ctcggttaca 
caacgttctg
    71161 caacgcctcc gacgatacca cacatatttc aatcctctta ttttttaagc 
ttttggggac
    71221 gttgataatt tgctttagaa atttgttgag cacgctcaaa ggagagactt 
tgttcagcca
    71281 catctttcgt aatcacagaa cccgcaccga ctgttgctcc attaccaata 
gtcacaggcg
    71341 caaccagcga gctattagaa ccgataaaaa ctgcatcgcc aatagtggtt 
ttgtgtttat
    71401 ttgcaccatc ataattgcag gtgattgtac ctgccccaat atttgattca 
gcaccgatct
    71461 cggcatcacc taaataggtg aaatggttag ctttactgcc tagaccgatc 
gttgtatttt
    71521 tgacttcaac aaagttgccg atatgtactt catttgccaa tttagcacct 
ggacgtaagc
    71581 gtgcgaatgg accaatttgg gtattttccc caacaactgc tccatcaaaa 
acgctgtacg
    71641 cttggacttt agtgcccgct gcaatggttg tattttttaa aatacagccc 
gcaccgattt
    71701 ctacaaagtc accgagttca cagtcgcctt caataatgac attcacatca 
atacggacat
    71761 catgaccaac ttttactgta ccacgtaaat caaaacgtgc aggatcagca 
aaagttacgc
    71821 cttgctgcat aagttctttt gcttgttgct tctgaaattc acgctcaagt 
gctgcaagtt
    71881 gcaggcggtc atttacacct tcaacttcaa atgcgagctc tggttgaatt 
gaggcgattt
    71941 ctaaaccatc agcaacagcc atcgcaacga tatcagttaa atagtattcg 
ccttgtgcat
    72001 tttcatttga aagcttaggc aaccactcat gcagttttgc attgctgaca 
cagtaaatac
    72061 ctgtgttgat ttcttgaatt tgacgctgag cttcggttgc gtctttatgt 
tcaacaattg
    72121 cttggatttt accgtcttgg cggacaatac ggccataacc tgttgggtta 
tcgacatgta
    72181 aagtaatcat gccaataccg gttttatttg atacttcaat cagttgttca 
agtgttgttt
    72241 gacggactaa aggaacatca ccgtataaaa ttaatgaaat gccgtcttta 
ggaagtacag



    72301 gtaaagtcat ctgtacagca tgaccggtcc ctaactgttc tgcttgttca 
acccactgaa
    72361 tattttcttg tgcgaatgtc ttttttacgt gatcgccacc atgtccataa 
atggtaatga
    72421 tgttttctgc taatagttgt tttgctgttt taataacatg tcctagtagc 
gggcgaccag
    72481 ctaaaggttg tagtacttta gggagctgag aacgcattcg cgttcctttg 
cctgcagcaa
    72541 gaataatgac agtagttgac atgaataact cgaatgattt aactcaaatg 
gataataatt
    72601 agtgtacaaa gagcagccca tacaccggca ataatatcgt caagcataat 
accaaaacca
    72661 ccgtgtactt ggcgatcaat gacgcgtata ggccaaggtt tccaaacatc 
gaaaattcga
    72721 aataatataa atcctgtaat tacccaaatc caatttattt gttgtaaata 
gagcagagga
    72781 agaaaggtaa tagattgacc tgcaaattca tcccacacaa ttcgaccatc 
atcatgaaca
    72841 tcaaggattt ttgcagtttg accgcaaata taaataccca ccactgacat 
gatgagaata
    72901 gcgattaaac ttaaagtaaa cccgagagat aaccagatgg gaacaaaaag 
taaggcgaaa
    72961 gcagagccaa aagtaccagg tgctttagga gcaagaccag atccaaaacc 
aaccccacag
    73021 aaaacgatgc agcggttgaa ccaagacatg tctttaaaat gaatcggcgg 
tttatgcaaa
    73081 gtgttggtat ccatgaattt gcaatgggta atctgaaccc aaatgctcaa 
aagttagttt
    73141 tgtttgctca acgatctgtc cgatcattgt aatcttaacg tctagttgtt 
tttgcaaaag
    73201 tttttcataa ttttgcggtg ttattgtaaa acataattcg tagtcatcac 
cacctgccaa
    73261 ggcatattgc caacgttgtc gttcttctag ttgttgcagt acaggatcga 
caggtaattt
    73321 ttccaggatg agtcgtgctc caaccttgga tgcttttaaa atatgtccta 
aatcttgagc
    73381 taaaccatct gacacatcga tcatgctaga ggcgagccct tttagctctt 
ctccaagctt
    73441 acaacgtggc gtcggatagt ccagtctttg ttgtagggaa tgtcctaaat 
gctgaagccc
    73501 ataagcagca tcaccaatct gcccacttac acaaacataa tcaccgacct 
tagcacctga
    73561 acgtaataca gcttttcctg tttcaatcca gcccatggct gtgacggtaa 
tggtaaggtg
    73621 cggaccttga gtggtatctc cgccaattaa ggcaactcca aattgattac 
aacagtcata
    73681 gagtccctga ctaaatcctt caagccactc atggtcaact tgaggcaagc 
tgatcgcaag
    73741 taaaatacta tgtggtttgg cacccattgc agcaatatca gacagattta 
cggcaacact
    73801 tttccagcca atcgcatggg gcgaggtttc aagagggaag tgacgtccag 
caacaagtgt
    73861 atctgcacag atcaccagtt gttgatttgg agggggagta attaaggctg 
agtcatcacc



    73921 aataccaagc gcaacgtcag gatgtgactg acgattaaag tattgatcaa 
taattgagaa
    73981 ctcagccata gaacatcaag cctattattt tgcttgttgt ttttctgcgc 
tacgcagtgt
    74041 cgaacttaaa cggtctaata caccattgat gtatttatga ctgtctgctc 
cgccaaaatg
    74101 cttagcaagt tcgattgctt catcaagtac cacacgatat ggaatttcta 
gatgatcacg
    74161 taactcgtaa gcacctaaac gcaaagttgc gagctctaca ccatctagcg 
cgtcaatttc
    74221 acggtcaagt accggaataa gtaacgcatc aaggtcttcg tgctgagcga 
taacttgagt
    74281 aagtagttcg tgataatagt tcaagtctac cttgtgcatt gcattttcag 
cacgtgtacg
    74341 cgcttcaatt tcatgtacag ggttgtgact catttgccac tcataaatac 
cttgtacagc
    74401 aaaacgacgt gctttacgtt ttgctgcata agcggcttgc agtgtttgag 
acatgcttta
    74461 aattgccttt aataaattaa ccatttcaat tgcagttaaa gcagcttcgc 
tacctttgtt
    74521 tcctgctttt gtacctgagc gttcgattgc ttgctcgatg ctgtcagtag 
ttaatacacc
    74581 attgataaca ggcaagctgc tttctaacgc aactacacct aaacctttcg 
cacattcacc
    74641 agcaacaaag tcaaagtgag gtgtgctacc acgaatgact gcaccgagtg 
caatgatggc
    74701 atcaaactgg tttgatgtag ctaatttttt agcaacgatc ggtagttccc 
atgcgcctgg
    74761 agcgtgaata acagtaatgt tatcttcatt tacgccatga cgttttaacg 
tgtcgatcgc
    74821 gccttctaat aagtgttcaa caacaaaact gttgaaacga cccactaaaa 
tcgcataacg
    74881 accttcgctt gcgagatgta ataaaccttc aatacggcga attgccatag 
caacctcgat
    74941 tatttcgttg tgatttgatc agcagtgaca tattccacta cttctaaatt 
aaagccagat
    75001 aaggcattga aacgcaatgg tgagctcaga agcttcattt tttcaacacc 
taaatcacgc
    75061 aaaatttgag caccaacacc aatggtttga tattgatgtg aaagtgctgc 
attggatttc
    75121 accggttttg gcttagttaa atcatccaac gctggtccca agtcttgcaa 
atgatcttgt
    75181 ccgatccaga ctaaaacgcc gcggtcactt gctgcaatcg tttgtagcgc 
acggtctaga
    75241 ttccaagccg gttcaccgtc agctttattt agcttaagca aatcgcgaac 
aggactaaaa
    75301 ccatgtacac gtaccgttgt aacgccttct tttggctcac ctttgactaa 
agccaaatga
    75361 atgtcagggt tacctatctc acgatagcga tagagctcaa atgaaccata 
ttctgtttga
    75421 atcgttcttt gatccaaacg ttctacagtt tgctcattgg tcatacggta 
gtggattagg
    75481 tcggcaattg taccaatttt taggccatgc ttctcagcaa aaatttctaa 
atctgcgcgg



    75541 cgtgccattg tgccatcttc tttgatgatt tcacaaatga cagatgcagg 
ctcaagacct
    75601 gccagtcgtg ctaaatcaca acctgcctcg gtatgacctg cacggtgtaa 
tacaccacct
    75661 ggctgtgcca tgagtgggaa aatatgaccc ggttgtacaa tatcgtttgg 
tttggcatgt
    75721 gctgccacag cagcttgaat cgtgtgagca cgttctgctg ccgaaatacc 
tgtggtaata
    75781 ccttcagctg cttcgataga taacgtaaag ttagtaccat gctgggcacc 
gttctggtca
    75841 accatcagcg ggaggtttaa ttgtttacaa cgttcacggc ttaaagttaa 
gcaaactaaa
    75901 ccgcgtgcat gtgtaatcat gaagttaata tcttcagggc gtacatgcgt 
tgctgcgatg
    75961 acaaggtcac cttcattttc acggtcttcg tcatccatta agatgaccat 
tttgcctgca
    76021 cggatatcgg cgacaagttc ttcaacacga ctcagcggca tttgctttca 
cctttttttg
    76081 tcgtaagaca atttctattg aataaatttc gcatagttta cgctgtttat 
agaattttgc
    76141 ctatgattct gatttatcca aatttacgac tcaacatcat agaaccggat 
ttatttagat
    76201 aaataaatca taaagaaata aaattattta aaataaatac cataaattta 
gataaaaaaa
    76261 cctagccgga tggctaggtt taaatgcgcg caataaattt ttaagatgct 
gcactactcg
    76321 ggctgtcatt ttgaggaatt gattttttac ccatcaaaat ttcagttcga 
atattttgtg
    76381 caagctctgc acattcagca ttcataccat tgatcataaa tgcatgacga 
gtcatgacat
    76441 tacttgggtt aggcattgca acaagctgat agctgtcttg aattgcttta 
agctgttcat
    76501 tatcaaggta gagtgcagat tctttcgcat gaagatgttg cgctaaacgt 
tgagcagctt
    76561 ctttggcatc aatttgcatt gcttctacgg cattacacac ggcactgcga 
gtttgtagtg
    76621 caaagcgttt atcttcacgg taacgcttat ataaaacatc tgaaagcaat 
tgaaaaaccg
    76681 tacctaccat aagtagacac tctacagcgt gtggatgtga agtcgaaatg 
gcaagtgttg
    76741 cgccctctgc atgaaactca tctacaacat caatatcagt tgctttcaaa 
tgataatgct
    76801 ttgtacatag ctcaatactc ttatttaaaa agagctgaca aagtttaaag 
tacggtaccg
    76861 aaacagactg gttaacacta cttaataatt gtttagggtc ataaaattga 
atattaagtg
    76921 ccaaggtatt ttggtctgta gactctaagc ttttttctgg ttgcgagcga 
acaattggtt
    76981 tagctttagc ttgctgctga gcttgggcta ccaaggtcac tgtattttgt 
ttttcaagcg
    77041 cgagagcttg agttaactct tgaatttcat gttttaaacg gttttcttca 
ttaatacgag
    77101 ctaagtattc gctacgcgtt gggcgagcga tggcacggta agcaagccat 
aataaaacat



    77161 gtaagaacag tgaggctaaa atcgcaagcc attgggtacg aagaatttcc 
ccaatacttg
    77221 gttgaattag tgtgatttca atagaaccga cttttttctc gttttgaagc 
gcatcacgaa
    77281 caaaaatttc accttggcga gtttttgaca tgccgcttgt tgccaaaact 
tgtttattgg
    77341 cgtcaagaat acggatagat gccacacttg gattggtcgc atagcgattg 
gcaatcagag
    77401 ctaaagagac cgtattggca ggttcaagct cagataagct gtctgcaacg 
agttgactgg
    77461 tcatgagctg accttgactc gcacggtttt cattgagctg gtgtgtcgtt 
gcaatcacca
    77521 ataaaaaggt atgcaatgca aaactaatga tcagtaggct agcaaatagc 
ccttgtctag
    77581 gcgcaatcaa gttaaacttc caaggcaatt atattgaaat tcgattatga 
ttcttacaat
    77641 agttgtcact cagactagag tcaattcatg cgagaaatca ttcttatatc 
ctttttagga
    77701 ccggaccaac caaaccagtt tacccgatta atgcaagtac tatccgtaca 
ttcattgcaa
    77761 atactggatg taggtcaggc tgttattcat aatcaactta cattgggcat 
tgtggtcgcc
    77821 tctgaaaatg aaaccgcgac cgcgttggca atgaaagaga ttttgatttt 
agcacatgat
    77881 attggcttaa cagtgcgctt taaacctatc tcgggcgcag aatacgatca 
atgggtcagc
    77941 gaaggtggac gaactcgtta tatcgtcacg gctttagcac cggaactcac 
tgccgcacat
    78001 ttacaagccg ttacacaaat tgtgtctagc caaggcttta acatcgaaac 
tgtaactcgt
    78061 ttatcaggcc gtgtagatct tgaaaaagat agcacattgc ctcgccgtgc 
ttgtgtacag
    78121 tttggtttaa gcagtggtcc gactctagat gctcaagcta tgcgtgcagc 
ttgtttgctt
    78181 ctttcaagcg aattaaatat tgatgtggct gttcaggaag ataatgctta 
ccgacgtaac
    78241 cgccgtttag tctgcttcga tatggattca actttaattg aacaagaagt 
gattgatgaa
    78301 ttggcgcttg aagcaggggt gggcgagcaa gttgctgaaa tcactgaaag 
agcgatgcaa
    78361 ggtgagttgg acttccagca aagtttccgt gcgcgggttg ctttactcaa 
aggtcttgat
    78421 gcgtcagttt tacctaaaat tgccgagcga ttgacaatca ccgaaggtgc 
cgagcgcctc
    78481 atttcgactt taaaagccct cggatataaa acggcaattt tatctggtgg 
cttccaatat
    78541 tttgctgaat atttacaagc taaattaggt attgatgaag ttcacgctaa 
cgttttagat
    78601 gtacaagatg gcgttgtgac tggtgaagta aaaggtgtaa ttgttgatgg 
tgcccgtaaa
    78661 gcggagttgc tgcgtgagct ggcgaacaaa ctcggtattt cactagagca 
agcgatggct
    78721 gttggcgatg gcgcaaatga tttaccgatg cttgcgattg caggacttgg 
cgtagcatat



    78781 cgtgctaaac cactggtgcg tcaaaatgca aatcaggcga tttcaagcgt 
tggtctagat
    78841 ggagtactgt atttactcgg tatgcatgat aaagatttaa gccgtgctta 
aataatagtg
    78901 aacaatcatt aagcgctgct caagagtagc gcttttttta tgcagaatag 
tcataaaaac
    78961 aagcaagtta tgacaaaatt atgcacagaa aaaaggcaat aaaaaaaact 
gaaaaaaact
    79021 tattttgagg caaaaaaaca gcatagtttt ttgtaatgac acgccagaat 
tgatgccata
    79081 taggaagtag aactttttta aatttacaaa aatgtaatga caaaagaatg 
ttgcgacaaa
    79141 gtatgtcgca tcgacaaata acaggtcttt ttttctaaaa aaaaacatcc 
ataatgcttt
    79201 ctaagcttca acacaaatca tgaattaaag ttgtttttgg aatgaggtct 
ggtgttcaga
    79261 ccgaatgttt ttagacgttt tcattaagac ggaggtttct atggtaacag 
cgaattttgc
    79321 cgctatcgcc ggactcagct taattgctgt cgcgcttgtt gctgtgttct 
tttctcctta
    79381 ccgtcgttgg cttggtttta tgcttgcagg gatgtttttt tgggggctat 
tggaagtggt
    79441 ccgttttgga gttcaagtca cttttgaaat gccagtcaca tatagttatt 
taactgcact
    79501 aagtctagcg atggtaatgg ttacatttgt tttattacgt gaggataaac 
aggcacagaa
    79561 ggctttggca aatcgccaat atatagaaca cacgccagta tatgaagatg 
atcagcagca
    79621 atgttctagc cgataattca attgttatct aacggtaaaa aggtatgcac 
agcatgcctt
    79681 ttttatttac gaaaacatga tttttattat acaaagcatt tattaaaaaa 
tagccagtta
    79741 tgctacgata gactggtctg ttgacgtttc atatatagat tgcgttgcca 
attagaatat
    79801 catcagtcga tgcacgaaac aggcaatggt gagtccttgc tgagttttgc 
cccaaggttt
    79861 tcataaaaat acaataggcg tgaatgttca tgaaactttc ttctatacct 
gtagtcaagt
    79921 taccacttgt tgatgtcagt acagacccgt tagatttatt ggtagcaggt 
ttggcgctgc
    79981 gtatgaaaca gttggcacgt acaagtccta agtttattga gctagtgcat 
gaccgcgcat
    80041 tccgcattca aattggtact gatttaggtg tggctcgcca aattattatt 
aatcatggtc
    80101 acatcgatac agttgctgga tcacctgaaa aagctgactt tattttgcag 
tttgcagata
    80161 gcgaacaagg cgtaaaaact ttacttaaag gtgacccaac agcatttatg 
acgggtatgc
    80221 aagacggcag cattaaaatg gaaggtgatt tcagcttgct cgtttggttt 
aaccaagcag
    80281 ctaaattgat tccaccaaaa ttaccaaaac cagtaaaaga taaagtacgt 
caagcacgtg
    80341 cttttattaa agaaaaaact ggtcgttaag atctaacaaa aaactcccga 
tcgggagttt



    80401 ttttatatct atgcttcaac ttctaaattg aaagtgaccg gtccatcatt 
aatcaaatga
    80461 actttcatgt ccgcagcaaa aatacctgtt tgaacatttt caaactgtga 
acgagtatat
    80521 tctactaact gttcatatag tgcttttgcg tcgctaggtg gcatagccgg 
accaaagtct
    80581 ggacgtagtc ctttttgagt ttgagccatt aaagtgaact gtgaaacaag 
caggactccg
    80641 ccatttgcct gagatacatt ccagcccatt ttgccttgct catcatcaaa 
aatacgatat
    80701 ttcaaaatct tgtcgatgag cttttgtcct ttctctaaag tatcttcttt 
tcctaaacct
    80761 aaaaaaacca ataaaccttt cttaatttca cctgttgttt gaccatcgac 
ctcaactttg
    80821 gcttcgagga ctctttgaat taatgcacgc atagagggat ttaaaactaa 
gtattcagta
    80881 atttcagtag tctagcagaa ttcatgtact tatagagaca gtgagctacg 
agtttataag
    80941 ctttgatctt acttttcgat tggtttaatt aaaataatca tttttatcta 
ttgttaaaaa
    81001 ctttgtatag tgaccctgca ggaaaggcat ttatactttt ggatttaaca 
ttatgtttaa
    81061 acgaacattt ttatttacaa taattgcggc aacgctaagc acagtgtatg 
cagcaccttt
    81121 aacaaaagat aatggcgcac ctgtaggtga taatcagaat tcaacaacag 
ctggtgctaa
    81181 tggtgcaacg ctgttacaag atgtacaact tattcaaaaa ctacaacgtt 
tcggacgtga
    81241 acgcatccct gagcgtgtcg tgcatgctcg aggtacaggt gtatatggcg 
agtttgtgtc
    81301 tactaaagat ttgtcggatt taacgctggc ttctttgttc aaagcaggaa 
cgaaaacacc
    81361 tgtatttgtg cgattttcaa cggtaattca tccgaaaggt tcaccagaaa 
ctgcacgaga
    81421 tccacatggt tttgctgtga agttttatac ccagcaaggt aattgggatt 
tagtaggtaa
    81481 taatttgcct gttttcttta ttcgtgatgc gattaagttt ccagactttg 
tacatgcaat
    81541 gaaacctgat cctgtcacta atgttcaaga tccaaaccgc atttttgatt 
tcttacaaag
    81601 ccaaccatgg tcgattaata tgttgaccta tgtttattcg aatttgggta 
cgcccgagag
    81661 ttatcggact ttagatggct ttggtgtaca tgcatttaag ctctataacg 
acaaaggtga
    81721 gtataaatac gttaaattta actggcgttc tcaacaaggc gtaaaaggcc 
tgaatttaga
    81781 acaacttcgg gaagtgcaag gccgtgattg gagtcattta accaatgata 
tgtataagaa
    81841 catctatgct ggaaattacc cgaaatggga tttgtacatt caggtacttg 
atccaaaaga
    81901 tctcgacaaa tttgatttta atccgttaga cgcaactaaa atctggccga 
atgagctggt
    81961 tcctgaattt aaagtcggta cattgacctt aaatcgtatg ccgaaaaact 
ttttccaaga



    82021 aactgagcaa tctgcctttg cgcctggaaa tttaattcct ggtattgagc 
catctgagga
    82081 tcgtttattg cagggtcgtg ttttctctta ttctgatacg caattgtatc 
gtttaggtgc
    82141 taattatcag caaattcctg tcaatcgtcc acgagttgca gtcaacaaca 
ataatcaaga
    82201 aggctttatg aatatgggtc aaactgaatc ccatgtgaat tatgagccaa 
gtcagatcga
    82261 gccaaaacca gcgaccgaaa aagccagagc tgttcaaaca ccactagaag 
gtacggtgat
    82321 gcaacatgca attcagaaac aacaaccata taaacaagct ggtgatttat 
atcgtagcta
    82381 ttcagcacta gagaaaaaag acttaatccg taatctagct gcagacttag 
ggcaagtgaa
    82441 gaatgttgaa actaaaacgg tcatgctgtc ctatttctat aaagcagatg 
cagattatgg
    82501 tactcgtctt gccaaagcag taggtgtaga tctgaaaatg gtgcaagcca 
aagcagccca
    82561 actaaaagat gaataatatc ttttaatcta tgtggtaaca ggtgcttgaa 
tgttacctcc
    82621 agaaagtcct gtaacctcaa tcgcctttcc tgcacctagg gcgagtgtta 
caggcacttc
    82681 ttattgagat tttgagggta ttgttatgat ctattttcgc tcggtatttc 
ttgcaacttg
    82741 tctgttgtgt agcagtatag gagcttcggt ttatgcagca atgccatctt 
cacaggacaa
    82801 tggttcagca gaagtcattg aactgttttt ttcagcagct aaagtcggca 
atgttgaagt
    82861 tttacaagaa tttttaagtc atggttttcc gattgatgtt caagatcatt 
cgggttatac
    82921 cgcgttaatg atggcaagtt attatgggca gaaagatgca gtaaaagtgt 
tgctagaaca
    82981 aggtgccaac cgttgtctta gagataaacg tggacatact gcattaatgg 
gggccatcgt
    83041 aaaagcagaa tggggtattg ctaaacaatt gcgtcaagtc gactgtgatg 
ccaatgccgc
    83101 taaaacagga ctgttgactg cagaacagtt tgctattcaa tttggacaac 
agcaacgttt
    83161 aaaagacatc caaccgtcaa cagaaaaata gtaactgttt taggtaggta 
tttgaattta
    83221 aatagataca atgctttcag ctttatgaaa cataatcaat tgcaatagat 
agagccattt
    83281 cctagaaaaa gtgtgcttta atgctaagaa gcaagcgaat aatcattgac 
tatgtctcca
    83341 attatccatt ctttacttga tacagacttg tacaaattta cgatgctaca 
agtggttctg
    83401 cataaattcc cgcaaacgca tagcgtctat cactttcgtt gcagaaattt 
agaagatact
    83461 gtctatccat tagtggatat tttggatgac ttaaacgagc aactcgacca 
tttatgtaat
    83521 ctcaaatata aagaagacga actacaatat ttaagaaaat tacgatttat 
taaaagcgac
    83581 tttgtcgatt atttagaatt atttcaactc aaacgccgtt ttattcatgc 
gagtatagat



    83641 gaagaaggtc gattagacat ccgtattgaa gggccaatgg ttcaggccat 
gatgtttgag
    83701 atttttgttt tagccattgt aaatgaatta tattttagcc ggattaaaac 
agatgaagtc
    83761 tgggctgaag gcgagcgtcg tttacaggca aaacttgaat taattcagca 
atacgaaaaa
    83821 gctcaacaac cgaatgatcc accattttta gtttctgatt ttggtacccg 
ccgtcgttat
    83881 agttttgaat ggcaaaaaca tgtagttgct gcattccata acactgtgcc 
aaatgtgttc
    83941 cgtggtacaa gtaacgtctt gcttgccaaa gagttaaata ttacgccaat 
tggaaccatg
    84001 gcccacgaat tcctacaagc gtttcaggcg cttgatgttc gcttacgtga 
ctttcaaaaa
    84061 gctgctttag aaacgtgggt tcaagagtat cgtggagact taggaattgc 
tttaactgat
    84121 gttgtgggta tggacgcttt cctcagagat tttgacttgt attttgccaa 
attatttgat
    84181 ggcttacgtc atgacagtgg tgatccgtac gagtggggtg ataaagcata 
tgcacactat
    84241 cgtaaattaa aaattgatac caaaaccaaa atgttgacct ttagtgatgg 
ccttaattta
    84301 ccaaaggctt gggagctaca tcaatatttc aaagaccgtt tccaggtgag 
tttcggtatt
    84361 ggtactaatt tgaccaatga catgggccaa acaccgctca atattgtatt 
gaaactggtt
    84421 gagtgtaatg gtcagtctgt tgctaaaatt tcggacagcc ctggcaaaac 
catgactgat
    84481 aacgatacat tcttggccta tttacgtcag gttttccaaa tcgaagagct 
ggatgaagca
    84541 atttaattac aatagagctt aagcgcttgg cagccactta agacttgaga 
attttaatat
    84601 ctgattttct gctaaacact agcagaaaat cagagtttga tagatataag 
cttatgctaa
    84661 gatgaaatta agctggtata aaaagtaacc atgacgatga cactccctga 
ttttaaactc
    84721 gatttattaa tagaagcaga agagttagtg ccttatttag gcaatgaata 
tatccgtatt
    84781 gttgatttga gccgtgcatc agtttatgag caactccatg ttccgcatgc 
tattcactta
    84841 cagcctaaat ggttagttgc tcaacatgaa gaagcaacag gtgttttacc 
ggatgaagca
    84901 ggtttacaag cgttaattga aaaattgaat atttcaccaa atcaccacgt 
ggtggtctat
    84961 gatgatgaag gtggagcatg ggcagggcgt ttaatctgga atctccattg 
cttaggtttt
    85021 acccgtacaa gtttaattaa tggcggaatt catgcatggc ttggtgcagg 
tttacccacc
    85081 acagccgagg ttgaagaatt acctcgagtt gataacttaa ttcagatcga 
tttatcacat
    85141 gctgctcagt tccgagtgaa ctatgaagaa ctacgcaaac aagttgagca 
agaaagtgtg
    85201 caattgtggg attgcagaac cagtgatgaa tatagtggcg tccgtttagc 
agcgcgacgc



    85261 ggtggtcaca ttccaaatgc cctccatttt gaatggagta ctgcacttaa 
tcgtcaaaat
    85321 catctaaaat tgcatccgct tgaacgcacg cggcagcgtc ttgaacaact 
tgggttcgat
    85381 ttaaaacaac ctgtagtcgt atactgccag tcacatcacc gttctggttt 
ggcttatatt
    85441 ctggctagac ttttaggttg ggaagcaaaa gcctatgatg gtgcgtggag 
tgaatggggc
    85501 aatcgcctcg atagtcctat cattactgga gaatcgccgt cttgagtttt 
acatctcgct
    85561 taaaaaaaga attatttatt aaggcacaaa atcttgttcc tcagcatcag 
ttaagtcgtg
    85621 tagtgggcaa agttgctgca agtgaaaatc caattttaaa agctgctgtt 
attcatgcat
    85681 ttaaaaccaa atacggcatt gatttatcga ttgctgaaca aggcaatgca 
ctgaaatata
    85741 aatcttttaa tgatttcttt acccgtgcat tgaaagacgg cgtacgttta 
gttgatgaaa
    85801 atccggatag tattgtttca ccagcggatg gcgcgatttc tcaaattggt 
aaaatcactg
    85861 cgggcgaagt atttcaagca aaaggccaaa gtttctctgt agaaaagtta 
attggcgatc
    85921 cacaacttgc tcagcctttc caagaaggtg agtttgcaac ggtttatctt 
tctccacgtg
    85981 attatcaccg tgttcatatg ccattttcag gcacattaac tgaaacgtta 
tatgtaccgg
    86041 gtgagttatt ttcagtaaat caggtgactg ctgaaaatgt accgggatta 
tttgcccgta
    86101 atgagcgtat ggtttgtttg tttgatactg agcttggtcg tatggccgtt 
gttttggttg
    86161 gcgctatgat tgtggcaggt attgaaactg tggcaacagg taaagtaaaa 
ccatcgggtc
    86221 gtattgaatt acagcatcat gagttgaagt tagagaaagg tgctgagctt 
ggacgttttt
    86281 atttaggttc tactgcaatt attttatttg aaaaagataa aatcgagtgg 
gaaaaacgtt
    86341 ataaagccga gtccgttgtt gtcatgggcg aacgtatggg ccatacgctt 
taacccatca
    86401 atagatttaa aaaagagagc ttttgctctc tttttttatt ttctatggat 
tggcatttct
    86461 aagcttaaag tctagattta gtgggaatag tcatctatgt tggtatgtga 
gttctttcat
    86521 ttgcctcttg ttaggttctt tatatgcaat agggggcata ttttttataa 
aactaatttg
    86581 aaatgatgat tagaaagtag aggagtaatc ccttgattag aaaaagtaat 
tctttattaa
    86641 aaattttatt tagcagtatt tgtttgatat ctggttctgc tatggctgct 
ccaattacag
    86701 atttgagtaa gcaaattgtg agtgaaaaac cgggctcaat actttctata 
gcgcaacaag
    86761 atgtgacgga tttatttctg catgcagatc agcgcttatt agtaaattat 
cgtagtcgag
    86821 gtgtgaataa cgagcctatc gttgcctcag cgtttatttt attaccgaaa 
ggaacaccat



    86881 caaaaaatgg ctggcccgta ctagcttggg cgcatggtac aacaggagta 
gccgatactt
    86941 gtgcaccttc gggtgattat gccggtggac cagttcattc atatcaggaa 
gttgcttcaa
    87001 aagcgttaga tggttggctt gcacgaggct atgcagtagt cgcacctgat 
tatcaaggtc
    87061 tgggtacttt aggtgcacat ccttatatga atgcaaagag ccaattacat 
acagtagtag
    87121 atgcagtgcg tgcattgcat ttgcttaagc ccaagagctt taataaacag 
tggttggtga
    87181 tggggcatag tcaaggcggg gctgctgcta ttacagtggc ggcttatggt 
caaaaagatg
    87241 ctcccgaact agatttaaaa ggggcaatcg ctcttgcgcc aggcggctat 
caatatgaag
    87301 gcattgcaga atatgtgcag agtaatccaa acccagaacc aagtgtggta 
gcatttttcc
    87361 caattgtgtt attgggagca caagcagcag aaccaagcat tgttcctgaa 
aacctagtca
    87421 gtccagaaat gaatacggtg ctaactcaag cgcgcagtcg ttgtttatct 
gaacttcaat
    87481 ctgatttgaa gaagtctcct tctagcatat ttcgccctaa cgcagactta 
aaacctcttt
    87541 tggcttatct taaaaagcag tccattgaaa atatggtgcc gaccgtgcca 
ttaatgattg
    87601 ttcaaggctc taaagatcat ttagtcgacc ctagagggac atctgcttat 
tatcaacagc
    87661 tatgtaaatt aaaaaaacca actatttatc aaacgattga tggtggtgat 
caccgtgatg
    87721 cattacgcca gagcaatact tttgcaacta gttttttaaa cgtaatagag 
aaaaatcaga
    87781 caaaatcgta ttgctctaat tttaagtaaa ttgggtttaa atcatacaaa 
aaagccgact
    87841 tttcattagt cggcttttta aatgtgagag ggcaacttta ggtcatgtta 
tatagtcttt
    87901 cttttggaaa aacagcggta aatgttgatc cttcgttttc tttagactgc 
acatctaaat
    87961 aagcgccgtg ttgcatcagc acatgtttta caattgctaa gcctaaacct 
gtaccacctg
    88021 tttgacgact tcggtcgcta tcaacacgat agaagcgttc agtcagtcgt 
ggcaaatgtt
    88081 tagggttaat cccgatgcct gtatcttgca cgctaaagta agcatgttca 
ccatcatcat
    88141 gccagccaat ggtaatggtt ccgccttttg gcgtgtactt aatggcattg 
gtaattagat
    88201 tactaaatgc actggcaatt tccatgtcag aaccaatcag gtcacagtgg 
ctatcaatgt
    88261 gtaaattgag cgtgtgtcca taatcggcat tgtaggcctg agcatcatca 
aacaattgat
    88321 tcattaagct cggcatttca ataatctgat tttttgcaat tttcttatta 
ttttctaaat
    88381 tagataacag cagtaaatca ttgaccaacg cattcatacg cttggtttga 
gattgcatct
    88441 ggtcaaatgc acgtttccag cgtgggctaa tatcttcctg atcggtaaat 
gtctcgatat



    88501 aaccactgag tacggttaat ggcgtacgaa gttcatgtga aatattatca 
acaaagtctt
    88561 tacgcatttg ctcaaggtta tgcatacgcg ttacatcgta tgccacaagt 
aagcgacttt
    88621 ccccaccaaa tcgtgtgagc ttaacctgta cataacggtc atcatcaaga 
tttgaatgga
    88681 gtttaatccc atcgggtgcc tgatcaatat tgttaaaata ttcaataaaa 
gttggctggc
    88741 gcaaaatggt taataagttg cgaccacggt caagtggact aattcctagt 
aaacgctctg
    88801 cggctgggtt ccaccattca atttgatgtt gatcatcaat caagactacc 
gcttcggcga
    88861 gtgcaactaa tgaagattga gcgcggtcaa taagtcctac catttccgct 
tgaacgatac
    88921 gttcttggcg ctgggcacgg taaacgttaa ataataatgc cccccaaatt 
ccgttgaggt
    88981 tcggagggac atcgtatgga ttattggcaa tccagtcatt gaccaaatat 
aaagaacgca
    89041 actgaagtgt aaaaaacacc acaaaggcaa taaaaataca gctccagaaa 
tacccaattc
    89101 ctaaaccgac taaacctgca ataatcagga aaaataataa aagtcgtaaa 
tcttgtttag
    89161 caaacgtcca taaactactg tagcgggaaa gcttttgttc acgtacctgt 
tcggggacgg
    89221 ggtagggttc atacataaat tttggttaac ctgcggctaa atctgcacgt 
gttgagaaac
    89281 gataacctgt accacgtaca gtctgaacaa atcggtctac accaaaaggt 
tctaagactt
    89341 tacgcaaacg acggatatgc acatcgatgg tacgatcttc gatgtataca 
ttaccgcccc
    89401 acacctgatc gagcaactgg gcacgtgtat aggcacgttc cggatgggtc 
ataaaaaatg
    89461 caagcagacg gtattctgtt ggtcccatat ctaaaatact gttaccaaag 
cttacgcgtt
    89521 ggcttacagg atcaagaatt aaaccattgg catcaattgt tttttcaccg 
cttaatgcat
    89581 ttgcgcggcg tagaacagct ttaatacgag aaaccagttc acgggttgaa 
aatggtttgg
    89641 tcatatagtc atctgcacca gcatccaggc cttgtacttt gtggtcttct 
tcaccgcgag
    89701 cggtcaacat aatgacagga atttctgcta agttttcatc tcgttttaaa 
cggcgacata
    89761 agtcgacccc acttacgccc ccgggtaaca tccaatcgag caagataagc 
gccggacgtt
    89821 ggtcgacgat aatttgatga gcctgtttgg catcttctgc ctgtaaacac 
tgaaagcctg
    89881 ccatgtccaa agaggtatgg atcatttcgc ggataggaag ctcatcatcg 
acaattaaaa
    89941 tatagtcatc tttcacagcg taataccttg tagattttaa cggtgaaccg 
ttttgtagtt
    90001 atgacaggct tattacaaag attaattatg acaatttcat tgcagaaaag 
tctataaaaa
    90061 cgaatttagc aataatttgt gacaaaaata cggcaagcgc atgaccaaat 
gatgacaggt



    90121 aggtataaat tttcttaaaa ccattcagtg tgttacaagc ttatctcaaa 
cgaggttttt
    90181 aaaataaaaa cagtgtcaaa aaactttaat attattttga aactttcgcg 
agcaaagcta
    90241 aaaaaacgat acggcaggcc gctaaaactt gctctagaga ctgcttaaac 
ccgcccatca
    90301 cccatcgaac ggcaatttgt gtcacgtatc catttaaacc agtagcgatt 
aatgagagtt
    90361 cattttcgtt atgctggatt tgcggcatgg ttagcatcac aaaagcttga 
atcatacgat
    90421 caaactgggc gagagtttcc tgaatggtgg cttgattatg taattcttgg 
accaaaattg
    90481 catcgacata cacaatacga gccaaacgag ggtcgtcttt taaagtactc 
agtagagcac
    90541 gtaaaccagc atcgaccatt tgctcaggat ctggagccgc tttaatgacg 
gcttgcatca
    90601 agttttgctg taattcttca atcattttta aaaagatagt ctggaataaa 
tcttcactct
    90661 ttttaaatga ttcataaaaa taacgttcgg tgagttttgc ttcttggcac 
acatctttta
    90721 ccgtcacgga aaaaaagcca agggttccat aagttgcaat accggcttca 
atgagttttt
    90781 cgcggcgtgc ctctttgcgc tcagacagag ataacccttt gaactgacgt 
tctttactca
    90841 cagtttttgt tttcttttta ctggttgagt cgtttgtcgc cataaataaa 
tggtttccta
    90901 atttatcggt ttttcggcaa atatgagccc tatgataaag ccgtcagcag 
aattgtgcca
    90961 atctatctga aattacagtg tactatattg acaatgtata ttgtcaaaat 
tatattgaaa
    91021 gagtctaaat tgcacatgca atgaaccagt tgtgcaaatc gaaaaacaaa 
ggatggacaa
    91081 tgaaaaattt taaaaacaaa gtcgctgcaa ttacgggtgc gggttctggc 
attgggcaac
    91141 aattagcaat tcttctggca aagcagggct gccatctttc attaagtgac 
attaatgaaa
    91201 agggcttaga gaaaactgtt gagctattaa aaccgtacag taacattact 
gtaacaacca
    91261 agaagttaga tgtttctgac cgtgaggctg taaggcagtg ggcacaggaa 
actgttcaag
    91321 atcatggctg tgttaacctg atttttaaca atgctggtgt agctttaggc 
tcaactgtag
    91381 aaggcgcaac ctacgaagat ttagagtgga ttgtgggaat taacttctgg 
ggcgtggttt
    91441 acggtactaa agaattctta ccgttcatta agcaaacaca agatggccat 
attattaata
    91501 tttctagctt atttggttta acggctcagc caacccagtc tggctataat 
gcaactaaat
    91561 ttgcggtacg cggttttact gagtcattgc gtcaagaatt agatattgaa 
aaatgcggcg
    91621 taagttcgct atgtgtacat ccgggcggta ttcgtaccaa tatcgctaaa 
gctgcaaaaa
    91681 tgagtgatag cttgagtagt ttgggtatgg acccaactaa atcgattcaa 
aactttgaca



    91741 agttattgcg taccccacca gaggaagcag ctcgtcaaat tttagatgca 
gttttgaaaa
    91801 ataaacgccg tttactcatc ggtagcgatg caaaaattct ggatgcattc 
cagcgtttat
    91861 tcccaacggg atatcaacgt gcttcaacca ttgtaaccaa atggatgaaa 
taaggtttaa
    91921 aagaaaaaag ccatcaattg atggcttttt ttataaggtt taatgcattc 
taaataagaa
    91981 ctttgatctt ctttttcttc caaataaatt gataatacaa gccttgaata 
atacataaac
    92041 tgacaaatgc caaggcatag gcgacccaaa tgcctttaag cccccacatc 
gaactaaacc
    92101 agtaagcaca tggcatttca ataaataaaa tggcagagat gttaatcagc 
attggtacgg
    92161 ttacagcccc actggcacgc ataattgatg caaaaatggc acctgcacca 
aagaataaaa
    92221 ttgcccaaag tacaataaat aaaagctgtt gccctaacac caccacagtt 
ggatctgtga
    92281 tgaataaagc catcaaatat tttgaaaata gatagccgag tgcaattaag 
gcacctgtaa
    92341 ataaaaagtt cattcccaaa gcggtgcgtg taacacgtgc gagtaggtcc 
gacttaccag
    92401 caccaatcgc ttgtgctgca aagattgagg ccgcgataga gatcgaaatc 
gctggaaact
    92461 gaatatagtt gagtacctga ttcacggcac catacgcagc tgtggcatga 
gctccgaaac
    92521 ggttcactaa acccacaatg actaaaccgg ccattgaagt ggtaatcatt 
tgaataccgg
    92581 ttggaacacc taggcgtaaa atgattttac ttaattccga attatgacgg 
atatgttgca
    92641 aaagctgacg gtttggccga agtggatgct ttttcttatt tagataaatc 
gcaagaaaaa
    92701 ttaagatggc aatataacta ataattgacg ctatagccgg tgcaataata 
ccgagggcag
    92761 gaaagccaaa ataacctttc agcagaattg gtgtaataat tacgccgatc 
acgctggtta
    92821 aagccagtgc aagtaaaggg gtagtactat ctcctacacc acgtaaaatt 
gaggtataga
    92881 taatataaac aaagagaaga ggactacctg ccaacatcca ttgcacataa 
ggcaaagaga
    92941 ggtgcatcac cttcgggtcc gtacctaaaa gttctaaaat gtcgtgggca 
aaaaacacac
    93001 caatgattgc ggtaatgata ccgccaatga tggtcataaa tagggtagaa 
cccaccacac
    93061 tttgaacctt ttctatgtct tgtgcgcccc aagcctgacc cactaaaaca 
gtggtacccg
    93121 ttgaaatacc gataataaac gcaagcagta aaaacaaaat ggggaaatat 
acagaaactg
    93181 cagcaatggc atcgaccccc atcatttgtc caacaaagat ggtgttaatg 
gtaccggaca
    93241 ggttttgcaa gatattggtt gcaatcaggg gcaataagaa aacaaaaaat 
gttttccaaa
    93301 gattttgctg atgaattaaa gactgtcttg gtggcatgta ttctccatcg 
cccatctctt



    93361 tgatgagcgg gtcggatatt caacttagca tagttgtagg gaacttcttg 
tagtattttt
    93421 actatgctaa gtgactaaat ttattaacat tgattcagaa tttctcctgc 
tttttgcagt
    93481 gtttcatcat tttttgcaaa gcagaaacga atcaagcgta aagactctgg 
ggcttgttgg
    93541 taaaacaccg aaacaggaat agcaacaatc ttatgttgct cggcaagaaa 
ctggcacatt
    93601 tccacatcgt ttaagtcagg tctaatctgg ctgtaatcaa ggttttggaa 
ataagttcct
    93661 tgcgatggtt taagcaaaaa acggctattg tgaatcgcct gattaaatcg 
gtctcgttta
    93721 gcctgataaa actgtgaaag ttcctgaata tgttctgggt gttgctgcat 
atattgcgca
    93781 agcgcaatct gacaaggtgt tgtgccacag aaattaacat attgataaat 
ctggcggaac
    93841 aaacgcatta aatcaggtga agcaacgcag taaccggttt tccaacctgt 
gacatggaag
    93901 gtttttccaa aagaaccaat cacaaaacta cgttctctaa gctcagggaa 
atgcaacgcg
    93961 ctaaagtgtt gctgaccatc aaaaactaag tgttcgtaga cttcatcaga 
taaaactaca
    94021 atatttttat cctgaattag ttcaatgagt tctaaccagt cttgtttgga 
ccagattgta
    94081 cctgttggat tgtggggagt atttaccaca atcatacggg ttttatcgtt 
aattcgatct
    94141 ttaacttgtt gccagttcac cttaaagtca ggtgcttgca aggcaatatg 
tactgcttta
    94201 ccacctgcta actcgacaga aggtccatag ctgtcataac tcgggtcaaa 
aataatgact
    94261 tcatcacctg tgttgatgca ggcttgtatg gcacagaaaa ttgctatggt 
tgcaccgggc
    94321 gtaatcgtga tttgagttac aggatcaagt tgaagctgat cacgttgttg 
aaattgtaaa
    94381 gcgagctgtt cacgcagtgc gagaatgcca tcaccaggtg gatactgatt 
gtgtccagcc
    94441 aaagttgcct gagatagggc ttcgagcaaa gcagggggtg caggaaaatc 
cgggaaaccc
    94501 tgtgaaaggt taagtgcacc caagcgctgt gccattgccg tcatcgtact 
aaaaatagtc
    94561 accccttgtg cgggcaattt ggactgaagc tgtagcatat tgttctctta 
aggaaattat
    94621 taacgttata aaattgattc aatcgctgct cgtattacac ctagagttaa 
gccgataaat
    94681 gcacctacca caacgccatt cacacgaatc atgtgtaagt cgccaccgac 
ttcgttttca
    94741 atttttccaa tcatttcacg tgagtcccac tcatgaatgc gctcactcac 
atagcgtatg
    94801 attttatggc tatattggtc cgtaaagttc atggcaagtc ctgtcatttc 
tttgttgaga
    94861 acttcacgta cttttacatt ttggacaagg ttttcgccca actgctgaat 
ggcagctctg
    94921 aggttcattg caataccaga gtcttctttc attaaatctt ctttaatggc 
atcgcataaa



    94981 atagtgacag caccactaat gaaatttaga acttgaggac tatctagcaa 
cgcatctttg
    95041 ccactattta gacgttggct ggcaatactc tcagggtttg ccaactccag 
catgagcgag
    95101 tgggcaatag tttcaatttc ctgtcgccat gggtgttcat ggtcagccag 
cattgattct
    95161 actttttcaa ccagtgaatc aatggtgcgc tgctgaacat caataccgat 
ccagcttgca
    95221 ccttttgcaa gagaccagac gcccagcgct ttaaacattt ttcttgtcaa 
ttcgcgagtt
    95281 ttatccggat tttgtaccac ccactcatgc gcgatatcga gaccacgttg 
cagtacatct
    95341 tggtggaaat cattttccaa tactgcacgc agcatttcac tcgcaagttt 
attgacttga
    95401 gtgttacgca cccattgcac actgttgttt tgcacgaaat tggcaatttg 
ttcttggcta
    95461 acaaattcaa aaactttagg tacagtttgc tgaatgagtt gtaccacttg 
cgtattgttt
    95521 tgtggactgg caagccattg gccaatggca agacttaaat cggttttttc 
taggcttcgt
    95581 tcgaccacct gaggcgacag gaagttttcc tgtacaaatc gacccattga 
ttcggcaata
    95641 cgtgccttat tacgtggaat aatttcggta tgatcacgta aaaacttagg 
gataggaagc
    95701 ttaccaaatg ggtttcgaaa cagaacggta atcgcatacc aatctgctag 
tccacccact
    95761 acaccagctt cggcacctag cattaaaata tgaattaagt ctgtgtactc 
tggcagaaag
    95821 cgattggcga tcaataaccc aatccacagc accaccacaa taataagtgc 
catcgtagcg
    95881 aaatatttgc tgcgcttcag attgggtgca tggtgtactt cttctgccat 
attcatacgg
    95941 tcatcctatt catttttgtt ttactggcgg ctcaggtggc ggcaacaatt 
ctcctgtcgg
    96001 gcttaaacca tatttttgtc cgatagattt gagaattaac gttgcatcaa 
aggcatcttg
    96061 aggagcctgc ttttgatccc gataacattc aatagtatac gacacttgaa 
cagggtcgat
    96121 attgaccact tgtgggaaat catagaacgg atcatgccag aaacccggat 
agcggcggta
    96181 gtaaccatat gggtaaaagc ttggtgcaga tgggtaaact acagcttgac 
gcggtggctt
    96241 ttggctttga ttacttgggt cgttcagcac tttaaaaaag cggaaacctt 
tttgtactgt
    96301 agtctgtgct gatttcacta aagtaatttc ttcggctgct ccatagctca 
tgtttgagtc
    96361 agcttggaag ctgattcgaa acgtttgagc atttaacgga taggccgaaa 
actggccaag
    96421 ctgatcgaaa gtttttggtt tgctgggtac agttgaacaa gcacttaaag 
ttatggcagt
    96481 gcctaaggct aaacaaagag agagatattt catgatgaac tcccagctga 
gcataaaaga
    96541 atggatgcgt cagcattaaa aatagagaag tcttaaaaac tactgttcgg 
ttctaataaa



    96601 aattcggttt cctctggtgt tgagacacgt ccaaggatgg cattgcgatg 
aggataacgt
    96661 ccaaagcgat ctataatcac tttatgtttt ttctcaaagc ttaaattaat 
ttcattgccg
    96721 aggcgttgaa ataattttaa agcaaactca tgaattagct tcgattcact 
atgcataaat
    96781 ggcatgtaca aaaacgagcg ctgttctggg ttaagttgtg catcgagttg 
caagctaatt
    96841 gcttcttgtg acaaggctaa agcaaggccg tcataagcaa aagattcggg 
ttgatcacga
    96901 taaatgttgc gagaaaactg atctagcaca ataatctctg caagacgacc 
ttctggtgtt
    96961 ttccgccaag accaaagttc tgctcgagtt gcctgtcgat gaacgtctgc 
aaattgatca
    97021 cgaatttttg cgtcaaaatc ctcacttttt gcaaaccaga gtgaacgttg 
ttcaggtgaa
    97081 aaccagaagt ttaaaatgtc ttgatcgttc atgatattga caactcttta 
gcaattattc
    97141 ttcaataaaa tcacaattct ttcgtgtctt aaataacaag attgtgataa 
aaattgccaa
    97201 actgaaatga tgtgatcata tcaatagccg tatcatgtca cgattttgta 
tatagtgatc
    97261 ttttataagc gagcaaatgc atgagtcaac ccactacacc atctcaatca 
gttattcctg
    97321 cttgggtgga ttcgtcgcta ctacaaggca tgttacgtgg aatagaacgt 
gaaagcctac
    97381 gtatgcaaag taatgggttc ttatcacaag agttacatcc aaaggcatta 
ggttcagctt
    97441 taacacatcc gaaaatcacc acagattatt ctgaagcgtt gatggagttt 
attacttcac
    97501 cacagccaac cattggtgat gccttgcatg agctcaccga tattcatgcg 
gttgtgcacc
    97561 gtcatttaga aaatggtgaa aagctctggc cgttgtctat gccatgtatg 
ctagatgaca
    97621 atgaagaacg tattcgtcta gctcaatatg gcacttctaa tattggccgt 
ttcaagacgc
    97681 tttatcgccg tggtttaggt attcgttatg gtcgccgtat gcagacgatt 
tcgggcgtac
    97741 actataattt atctttccct gattctcttt tttctgcttt gcaggcacat 
gaaactgacg
    97801 aaaaattaaa agcacttagt ctgcaagatt atcgtagtca tcgctatttt 
ggacttatcc
    97861 gtaactttat tcgtttaacg ccactagtta tgtttttagt gggagcgagc 
ccatcggttt
    97921 gccgttgttt tctgacgggt catgaacatc atttgttgcc tttaatcaaa 
gggtcatatt
    97981 atttaccgta tgctacagct ctgcgtatgg gacgtttagg ctaccaaaac 
tcggcacaaa
    98041 aaagtttagg cattcactat aacaacttaa ctggttatct ggacggttta 
caaaaagcag
    98101 tacattctcc atatccgcca tttagccgtt tagggttaaa tgatgcctct 
ggtgagccat
    98161 tgcaaattaa tgatcatgtt ttacaaatcg agaatgaata ttacagtctc 
gtgcgtccaa



    98221 aacaagttcc tcaagcgggt gaaacaccat ctcaggcctt gaaaaatcga 
ggggtgggtt
    98281 atgttgaact tcgtgcagtg gacgtaaatc catattcggc aattggcgtc 
aatgaaacaa
    98341 cagcaggttt ccttgaggca ttagcgcttt attgtttatt aagcgatagt 
cctgaactgt
    98401 tatgccctga gcaagatttg attgagaaaa accaaacaga agtggttaat 
cgtggtcgag
    98461 caccaaatgc aactattact gatttaaacg ggtcttacca tattgaagat 
tgggcacgtc
    98521 agtatatttc taaaatgcag gattgtgctc gcttactcga tcagacctat 
gcaacagatc
    98581 tatacagctc ggctttggct gtgatgcaag aacgtattga tgaagtagat 
gaaacattat
    98641 ctgctcatgt gattgatgac acattaaagc atggtggaac ctggagcttt 
ggtagtcata
    98701 tggcacaatt acatgctgaa acttatgaaa agcatgagat tagtgcagag 
actttgcaat
    98761 attttgaaca attggctgtg caatctttac agcagcaaga acaacttgag 
caagatagtc
    98821 agatcagttt tgatcaatat cttgaacaat atagataaaa acgaggtttt 
acatgcgatt
    98881 aagttaccgt ttggtgagtg gactgcttgt tctggcaagc attgtcggca 
tgtcttttgc
    98941 gttgtatttg gaacatgtaa aagggttgga gccatgtccg ctctgtattt 
ttcaacgtgt
    99001 tggcttaatg gcaatgggtt ttgtggctct tattgcgttt ttgcataacc 
cggtttccaa
    99061 tgcgattaaa cgcttttatg catttttggc aggtgttgca attttatggt 
cagtgggggt
    99121 ggcgggccga catgtttggc tacagcattt accaccagat caagtaccaa 
gctgtggtcc
    99181 gggtttaaat tacctcattg atgctttacc aatgaaaacc gttttacaag 
aagtactttc
    99241 gggctcaggt gagtgtgcgg caattgactg gactttttta ggtcagtctt 
taccagtttg
    99301 gtcattggcc tatttccttt tactgttact ggtttgttta tggcagttat 
tccgttttta
    99361 tccagtgttt aagacggcta aaaagtaagt ttaaagtaat taaaaaagct 
caacttaagt
    99421 tgggcttttt ttataacttt cgaataagtg aaaatataaa aaaattgata 
gaaataacgc
    99481 ataattttgt agacagatag ttctgttttt tataaagtgc agccgtttat 
atatccttat
    99541 gattataaaa aaatgctttt taatatattt agtgtcttgg aaaaaatagg 
gctaaatgct
    99601 cagaaacgtg ctatccacgt acaattttct aatgaactac tcaatcatca 
agtattctta
    99661 caacgtatag aaggccaaca tcagctaaat ggtggcctaa tggcagaatt 
gatctgcctt
    99721 tcaaccaatg cccaaattgc attgaagcaa tttattggtg ttcaagtcgc 
tgttgatcag
    99781 gtcactgatt cggggcaatt gttccgaact acaggtattg tgactgaggc 
cagttatgga



    99841 caaagtgatg gcgctttaac gctttataag ctgactatag aagatgcgac 
aaatttatgg
    99901 cacaaacgcc gtaatagtcg tgtttttatg aataaaagta ttgtagaaat 
taccgaagtt
    99961 ctatttaaag aatggcaaga aaaaagtcca ctgtttgctg cgagtttaag 
tcttgatttg
   100021 ggtgggttaa gtcaaaacta tgatattcgt ccgttcacta tgcagcataa 
tgagtcagac
   100081 tatgactttc tcacacgttt gtggcgaagt gagggggtta gttggctcat 
tgatgaatca
   100141 aagctttttg tccctcattt tactgcacca atacaaggtc aaaaactaag 
attaattgat
   100201 gacaataacc aataccaagc tttagcacgt cgtagtattc gctatcacag 
aagtagcgca
   100261 accgaatatc aagatagtat tacaggcttt gttgcagtgc gaagtctgca 
accgactgcc
   100321 gtacatgtac agcgttggca gcctgatgcg ttagcacaag aagagggtaa 
tggttcagtt
   100381 gttactaccc atacacactc agataacttt gattcggcca ctttaagtct 
tgagcaagca
   100441 tggcacgtaa gccccgcctg gatgcaagat ttaaaagggg aagatcaggc 
aaccgcttca
   100501 agcagtagcc aattagaaaa attaaatcaa cacttcaccg acatgcatgc 
gagtcgggcc
   100561 aaatacttta aagcctacag tagtgtgcgc gatacccaag tcggctattg 
gtttaatcta
   100621 cgcgaacacc ctgaaattga tcagcatgaa ggagcagatc aagagttcct 
aatcattgcc
   100681 aaaaatttct ataaccaaaa taatttacct aaagatttac atcagcaagt 
tagccagtta
   100741 ttaacccaaa gtcgttggga tcaacatagt tacgatgata tcgaacgtca 
aagtaatgag
   100801 ctgacgttaa tacgccgtca aatcaaaacg gcacctgaat acaatccgga 
acagcatcga
   100861 ccaattgcct acccacaaag agcgaaagtc gtgggacctg agggagaaac 
tattcatgtc
   100921 gatgaatggg gacgcattaa agtacgtttt ttatttactc ggagtgatga 
tcatggccat
   100981 gatggtggcg caggtagtaa tgacaatgat actgactcgg cttgggtgga 
tgtactgact
   101041 ccttgggcag gagaaggtta tggtgcacgt ttcttgccac gtattggtga 
agtggttgtc
   101101 attgactttt ttgatggcaa tattgaccgt ccatttgtga cgggtcgaat 
ccatgaagca
   101161 cagcgttcac caactaaatt cgatgtaaaa gggcagcttc ctgatactaa 
aaagctaagt
   101221 ggcatacgca gtcaggaaat caatggaagt ggcttcaacc aattacgctt 
tgatgacaca
   101281 acagggcaga tcagtactca actccaaagt agccatgcgg caacacagtt 
gaatttaggt
   101341 aatttaagcc atcctaaaga acaagcgaca agccaaggcc gtggtgaagg 
ctttgagctt
   101401 agaacagacg cttggggagc tgtgcgggcg ggtaaaggtt tatacattag 
tacgcacaaa



   101461 caagatcaag ctcaaggatt tcaccttaat gcgaatgaaa ccaaacagca 
gcttgaaggt
   101521 ggattaaaca acagcaaagc tctaagtgaa gttgctaaaa atcagcagac 
agatccgttg
   101581 gaagttcttg atcatttaaa aaccttttta gaccagattg aacagcgaga 
caaagataaa
   101641 gctgctgcat ttaaacaagc gattatggtg ttaagtgcgc caaatagtat 
ggcccttacc
   101701 agtaatgaaa acatccatgt gattgcagat ggacagatta gccaaactgc 
tgatgatagt
   101761 attaacctga gtactcaaaa gaattttatt gctcatgccc aaaataagat 
aagttttttg
   101821 cagctcaaga tggagcaaga atgtatgcgg gcaagggcaa aattgagtta 
caagcacaaa
   101881 gtgatggtac agatatcatt gcacgaaaag gggtacagat tatttcaaca 
gaagatagaa
   101941 tcgaaataac tagcccaaaa gaaattatac tcactgcgga cggttcacaa 
ctcaagatta
   102001 atagttcagg tattttccct gtaactgggg gcaagcttga ggttaaagca 
ggtcagcatt
   102061 tatttatgag cggcgcaaat attgttgttc ccaagataag cttacctact 
ataaaaacac
   102121 cttttagtaa taaaattaac tataactgga atataaattc agagggaaaa 
aaagaactat
   102181 ttattataaa taaaaagaat aatattctta taagaagcca taaaaatgag 
cttgataaga
   102241 ataataattt aagttcatta cgtttttata caccagaaga agtagacttt 
actgcaatga
   102301 tttttaattc ggattatatt cagttaaagc aaaatatacc tgatagtgaa 
aatattgatg
   102361 agcttttcga agaaacactt ttgtatgacg aagaaaatga tgatgtctat 
acagaagagg
   102421 agttttgatt aatgaataaa ttagtcacta ttactactaa attctatgat 
aaatctggaa
   102481 atcggattat taatttaaat gtacaatcaa gatacaaagg atcattaaaa 
gctaatagcc
   102541 aaaaaactga taagctcggt ctgtttgtat ttcaggcttc gccaaataga 
actgttgaga
   102601 tattagcaaa gcctcctaat caaaaagact atacagtatt taaaacgata 
aactcatcta
   102661 tgaattcctc ggaaatacat ccgataaaag ttcaattacc aaaaacaatt 
gatgaatata
   102721 aacaagtaaa gcaatccaaa tcaaccaaag gaatcgtaag tacttttttt 
aaaatttttg
   102781 atatgaatgg aaaggttatg aaaaattttc ctattcaatc acgaccaaaa 
ggtaaaggaa
   102841 attcgcccga taaatataca aatgatgaag gcatagtaga agtacgctca 
tcacctaata
   102901 gagatataga ggtcttagta ttaacatcaa atgatacatt tgttttaaaa 
agttcaataa
   102961 attctgctaa tggcagttca caaccagttc ttattaaatt agatgagcct 
tatgaaaaat
   103021 ttaaaagtgc atctacgatt aaaattctag atcgagatgg aagtgactac 
attgtagaaa



   103081 agactaatgt gaaaatgtta gttgtagaga atggtaaaaa gcagcttttt 
agtatatcaa
   103141 atggaaaatt gtcattacaa agcatgatag ggcagaaact agaatttacg 
gtgtataagc
   103201 ctgatggtaa gcctttaaag acacaaacct atatggcaac acgagtcaaa 
aacaacctta
   103261 ttgagttcca tctggacgta gatataacaa aaggtagtac ggcacaaaat 
gatccagaaa
   103321 ttaataagaa agttaaagtt gatatattaa ttacaatgga acaaatgaaa 
aaaatgtggc
   103381 caaaagcttt ggctacaaaa atgcaaccaa ttttagatga actaaatagc 
gatttattag
   103441 gttataaatt agatactaga ttgagacaag cccattttat ggctcaagtt 
aggcaagaag
   103501 taggtagctc tttttcatta agagagcaag tcgaatatat gggtccaaca 
gctttgaaac
   103561 aaataggcta ttatagaact catcctaaac aagcagagat tgatggatat 
aaaagaggac
   103621 aaggtccagc aaatggtgaa gtaattgcaa atcgtatgta cgatgataat 
tatcggagcg
   103681 ctaaatataa attaggtaat acttctcctg gtgatggttg gaaatattta 
ggccgaggcc
   103741 taaaacaatt aacagggaag aataattatc aagatctaac gaatatgtat 
tcaactctat
   103801 ggccaggaga aaaagttgat ttcgtaaaga accctgaatt aattgaacaa 
cccaaatatg
   103861 cagtaagatc tgccattaga ttttggctaa aatttaagct ttatgaggtt 
gcagatagag
   103921 gagctaatgg agaacaggta gatgctatta cgaaagtaat taatgaggct 
acaaattcat
   103981 atgctgatcg aagagcacat tttgttcagg cacgaaagat ttttatttaa 
tatagtgttt
   104041 atgtaatgaa aaaatatttt actactgttc tgttaataat atcttcttta 
atatattctc
   104101 agaatatttt tgcaaatgat caatgtaata ttgaagagac agtaaattta 
actattttta
   104161 agaaaaatga ttataaattc tataattata tgtgtgactc tgtagagggt 
tcttatctaa
   104221 aaggttatct aggatctcaa gaaaaaaaaa tatttgttag tgattactct 
gattttgcag
   104281 ctaaagaaag ccctaaactt ttagctgtca gtatctataa atcaaaaaaa 
agaaaaccac
   104341 ctatattaat tacccttaat tcatcttatt actgttgtac tccgcaaatg 
gagggtgaaa
   104401 tgtatcaagt taatttatat caaattagtg aaaataaaac cttaaatctg 
aaaaatataa
   104461 ctaatatatt gggtgttaat gcagagggtt ttgaagggag agcggaagga 
aaagtctatt
   104521 ataaatataa aaatatttct gaaattaaaa aatggttaga taaaaattat 
tgatgggttt
   104581 atattcttga aaaataattt aaaaaaaccc aacataagtt gggctttttt 
tacgtctcta
   104641 caattccttc taaatcttcg agtgtatagt tcggcatatc aataatatgg 
gtttgaatac



   104701 cgtcttgcac ataatcattc acatgaggat ataaccagcg agtaatctgt 
tcggcaacac
   104761 ttgagtgata ctgaatttca aagtgattta agccataaaa caccgcttta 
tgtgaatctg
   104821 gaactttaag ctgaaaacgt ggattaggat gttcgcccag tgcgcttttt 
acactcacta
   104881 agtaatcgcc aatcacggta agcgctttat tacgcacctt ttcaaactcg 
agtgttcctg
   104941 ccactaaaaa ggtattgata tgggaaggta gaggagccgg agcacggttg 
tcatccatca
   105001 taccaatacg ggcatccatg tattcccagt catcatctcg aacactacca 
tggcgtaggt
   105061 ctaaaatccc attactacgg atgttaacca actgaccaat taggccaaca 
aatggaaaag
   105121 cgcctagccg atcttgtagt gcaaatccaa aacgctcaag cactgcaccg 
tggtggggag
   105181 atccaataca gacgaggttt tcgaccatat gaatccattg gtacatattt 
tgtttaccgt
   105241 aaaacagtgc gctacgggaa accagtccac ccatactatg accaattaaa 
tcaatgctag
   105301 taattcttgg attacgctgt actaaatctt ctaataaatt tgagaaactg 
cggccattgg
   105361 ctgaaatacg gcggcctgta ttgtaattta aatacagcat cgtgttgtga 
tcacgctgtg
   105421 ctaacagacg ctcaccaatc ccgccataat gcgcatttga ccaagtaaga 
tggttcatgc
   105481 acaaaccatg aaccaaaatt acaatacggc ctgcaagttc gccttgttgg 
attgcaccgt
   105541 agtggtcgta tagaaccatt ggcaaggcga ggggactgtg ctgtttaagt 
agatagtctc
   105601 cgaaaatacc atttaacact cctactaaaa aatgaagggt tggtgttaat 
ggcttctcat
   105661 gaagagttgg aaatttttca ataatgcgac gtaaccctgg tgctaaaaaa 
caactaccat
   105721 atttttgtaa ggcaccataa gaaaactgat atgccttttg gacagaaggc 
cgtttttgga
   105781 aatttttagc attttgggca ctaataccaa aagcattttt taatacttca 
atattaatga
   105841 cttgtattaa ttcatgtaca ccatttaagc tggtactgaa cagttgagct 
aaaccttcta
   105901 gtacgtcggc ctgactaggt ggcgtacgat cccatttaca ataagtttca 
tgtaacggtg
   105961 ttaagctcgg catatctttt ccccatttac gttataaccg acgttttaag 
ctgtactttt
   106021 tatcaacggc agctaacgtt tccatcttag tagtttaaat aacacatgtt 
tttaaaatac
   106081 tgatgaatgg taagttgagt ggtttttctt gtctgacaat agtgttttta 
tatacaaact
   106141 gagaacaaaa atgtgagttt attctcaatt tagagggaaa aatatatgaa 
tattatctac
   106201 ctccatggct ttaatagtag ctcttcttca attaaagggc tcagccttaa 
gcagtattgt
   106261 agcgaattgg gcataaatgt gcatttgcca gatttaaata gatctccgga 
acaggtagta



   106321 gcacaggttt cagagttgat tgagtcttta caagaggtgg ctttagtcgg 
cagtagtctt
   106381 ggtggttttt ttgcgacata ttttgtcgcg aaatataata ttccggctgt 
actgattaac
   106441 cctgctatgc aaccatggaa gctgtttgat gagttatttc aagttgaaag 
catgccttat
   106501 aaggtgaatg atcaatggtc aattgatcat gttcagttac gacagttaga 
acaactggaa
   106561 ctgaaacagc ctgaaaatgc tgacaaaata ctcgtcttgt tgcaacaagg 
cgacgaaatt
   106621 ttggattatc gtcaagcaca acgctattat agtgctgcaa caccatcctc 
attgattttg
   106681 acggatgctc atggcaatca tgccatggaa gattttgaag aaaaattacc 
cttagtgatc
   106741 gaattctttg cgcacaccat caaataagga aaacgtacaa cgtgacacaa 
tatacggctc
   106801 aatcgcttga agttctttcc ggtttagacc ctgttcgtcg tcgtccgggg 
atgtataccg
   106861 atacttctcg tcctaaccat ttagcccaag aagttattga taatgctgtc 
gatgaagcct
   106921 tagccggtca tgccgacaaa atctgtgtca cggtttataa agatggttcg 
ttgtcggttg
   106981 aagataatgg ccgtggtatg ccagtcgata ttcaccctga atatggacaa 
agtggtatcg
   107041 aaatcatttt aaccaagctg catgctggcg gtaagtttag taccgataac 
tatcagtttt
   107101 caggtggttt acatggtgtg gggatttcgg ttgtaaatgc tttatctaca 
cgtgttgaag
   107161 tagaagttca gcgtcagggt aatttatacc agatggcatt tgagcaaggt 
gaacctgttg
   107221 ctcctttagc ggtgttagaa ggtaaagcac ctaaacgtgc gacaggaact 
acggtacgtt
   107281 tctggcctga agccaaatat tttgatagcc caaaatttgc tttaaaagca 
ctcaaacata
   107341 atttaaaagc caaagctgtt ttagctgctg gtttaaaaat cacttatatc 
gatcaaatta
   107401 atgatgaaaa aatcgaatgg caatttgaaa atggtcttgt cgattatttg 
atggatgaat
   107461 tacaagaccg cgaaattttg ccaaaccctg tatttgtaag cagtgggcaa 
gcagaccgtg
   107521 cggcatgtga atttgcgatt tgctggaatg tagagggtgg cgaacaggtt 
caagaaagtt
   107581 atgtcaacct gattccaact gcacaaggtg gtactcatgt gaacggtttg 
cgttcggggg
   107641 tgactgaagc gctacgtgaa ttctgtgagt tacgtaattt attaccacgt 
aatcttaaac
   107701 tttcggctga agatgtttgg gatggcgtga actatatttt atcgcttaag 
ttccaagaac
   107761 cacagttctc tggtcaaacc aaagagcgtc tttcgagtcg tgaagctgcc 
aatatagttt
   107821 taaatattgc taaagatgcg tttgcgctct ggctcaacca gcatgctgaa 
attgccatgc
   107881 aacttgctga aatggcaatt tctaaagcag ggcgccgttt aaaagctgca 
aaaaaagttg



   107941 agcgtaaaaa gattgtttct ggcccggctt taccgggtaa gctggcggac 
tgcgtgggcc
   108001 aaacacgtga agaaagtgaa ctctttattg ttgagggtga ctctgcgggc 
ggtagtgcca
   108061 agcaggcgcg tgataagaac tttcaggcca tcatgccaat tcgtggaaaa 
atcttaaata
   108121 catgggaagt ttcttcagat gaagtacttg cttctcagga agttcacgac 
attgcgattg
   108181 caattggtgt agacccaggc agtgatgatt tatctgaatt acgttacggc 
aaaatctgta
   108241 ttttggccga tgccgactcg gacggtttac acattgcgac tttgctttgc 
gctttattcg
   108301 ttaaacattt tccagcattg gttgaagaag ggcatttgta tgtagcaatg 
ccaccattgt
   108361 tccgtatcga tattggtaaa gatgttcatt acgcgctaga tgatgaagag 
cttgaaacca
   108421 ttttgaaaaa tgttaaaggc aataagaacc cgcaaattac ccgattcaaa 
gggttgggtg
   108481 agatgaacgc aattcaacta cgtgaaacaa caatggatcc gaacacccgt 
cgtttggttc
   108541 agcttgatct agatgatgca catttaacgg caggtttact cgacaagctc 
cttgcaaaaa
   108601 aacgtgcagc agatcgtaag cagtggcttg agcagaaggg taacttagct 
gatatcactg
   108661 tttaattaaa gtgtgcagga taatttttta taaaattatc ctgcacctga 
caactcatat
   108721 actttattga aaataactaa tttatgagta attttcttaa ttttaggcaa 
tcctttatct
   108781 tttgatagcc atacttctaa aaaagctgtc ttattctgtt ctttaaagaa 
caaatgtttt
   108841 cctttggcgg ttgtttatcc cctctgctgc taaccataca cttcatataa 
atcatcgtta
   108901 tggtgtttta gtcatctcag tttttccatg aatttatgta attaatttgc 
aaaacgtatt
   108961 ggaacaggat gaaagggaat ttagtagtac tttagctctc tttacatctc 
atgtggtgac
   109021 tcatcgctaa taggcccttg atccgaactt ggctagatct ggtatagcca 
aagaatgatt
   109081 aaagcgtctg cacaccatct ttaaatatga aaaggaaaaa gctatggatc 
tccagctgaa
   109141 aggtaaaaca gctattgtaa ctgcggcaac agcaggcatc ggtctagcaa 
ttgcgaaaac
   109201 tctggctaaa gaaggaactg atgtcatcat tacgagccgg acccaagaca 
aattggcggc
   109261 ggcggtagcc gagatagaag caaatgctcc cttgggcaaa gtatgtggtt 
ttttagctga
   109321 tcttagtaca tcagagggag ttgagacatt aatttcacaa cacccttaca 
ctgatatttt
   109381 agtaaataac ttgggatatt atgaagccaa accatttact gagattacag 
acgaagactg
   109441 gtggcatatg cttaatgtga atgttatgtc aggtgtacgc ttatctcgtc 
actactttcc
   109501 aaaaatgtta gaaaataatt ggggaagagt gatttttatg tcgagtgagg 
taggagcatt



   109561 cactccacca gatatggtgc attatggcgt aagtaaatct gcgctattgg 
ctgtatcacg
   109621 tggaatggcc gagttaacaa aaggcacagg agtgacggtg aacagcgtac 
ttccttctgc
   109681 cacacgttcc gaaggtatta tggactattt acgtcaaact gctcctcgtc 
ccgacatgac
   109741 agatcagcag attgaagcac atttttttga gacatatcgt ccaagctcat 
tgattgcaag
   109801 aatgattgaa gctgatgaaa tcgcatctat ggttgcgttg ttagcaagtc 
ccttgggatc
   109861 agcatctaat ggcgcagcag ttcgtgttga aggcggaacc ttccgttcca 
ttctgtaata
   109921 ctcaaagctt aggttggcgt ttgaagcgca cgactctgtt cttacgcggc 
cattggcatt
   109981 ttgatcacta aattaaaata gacagatttg tctattttaa tttagacagt 
aatttttatc
   110041 ggatggggaa attgaaaaat atcgcaattt gcaccgcctc caattcgatc 
cactactgca
   110101 aaatcactcg gcgcttcaaa ggtaagcaaa ggatgatgcc aagtacctgc 
ccgataattg
   110161 atactttgct tgccatccga aacaaaagca catagttttg aaatatcagg 
agtattttcg
   110221 tctaaagcag gggccacaat aattaaaaat ttttgttgct gtaatggaat 
gaatgcttga
   110281 gagcctttcg gatggcgctc tagcattgaa atttccatag gtaacacact 
ggccttaata
   110341 tttcggaaaa tactaattcc tgcctttgct tcgccttcaa tttcagtttc 
gacgagcgca
   110401 tggtagcgtt cggtgtgtgc atcattaata tgaaaaaaat catgcccgtc 
acaacaaatg
   110461 acttctccga agggctgaaa gttctcaatg gttaaaggct gaatttgaac 
attcttcatg
   110521 atcatgactt ggcaattttt ccccataaac ggacacggct aataccacca 
tccggaatca
   110581 tgttaatacg gatatgagag attttttcat gctttaaaat ctcattcaca 
tattcatgaa
   110641 tatggtccat ttgcataggt tgggcttcaa gtaagtaaga ccaaaacata 
ctttgtggaa
   110701 tcagctgtgc atcggttgca ttttcgaggt agaccgcctg aatagaaact 
tcagcaggaa
   110761 agttaccttt aaagtgcgcc gtatcaattt caattttttc aatttttccg 
cttttaccca
   110821 gtgcaagaat acaccagtca taacctggtg cgcggcggcg tttggtttcc 
cacccatctc
   110881 ccatgttgac gccacggcct aggttaatca aattacgtgg atgtccaaag 
tgcgcatcgc
   110941 tataagcaat tacacgaccg ccattttcta aggccaataa atcgagagtc 
tgctcgtggt
   111001 cggtcacctg aatatgaacg tcaccataaa cgcgtaaacg ggcaacacca 
ccatctggga
   111061 aaatattgag gcgtatatgc gtgaaaattg catcattatt gaccataaaa 
atatgatgtt
   111121 gactcggccc tagctcggta ttttctaaaa tactctgcca ctttgcccca 
gtaaggtcac



   111181 catttggtgc ataacatgcc tctaatgagg cagaagcagg ataatttcct 
gtaaaaaacg
   111241 tggtgtcgat atcaagtgca ctgatttttc cactcacacc tagtttcaca 
atacaccagt
   111301 catagcctgt atgacgctta cggcgggtct cccaaccgtc catccatttg 
ccatgatcat
   111361 caaatttatc ttcaacaaaa ataggtgctt caaattgcag catacgcttt 
gcttctgcaa
   111421 agaaatcatc tgaacactca atcacttgtg caccaattcg ggcatctgcc 
aaattcgttt
   111481 tagtattcaa aatttcagga agttcaaaag caggagcgtg caatgttgcc 
ataatggagt
   111541 atccgtattt cttgttaaaa acatgatttt tcatttaaaa ctgcactcac 
actgagcgtg
   111601 ttgagatgag ttttatacat aaatatataa gcatggtgca tgccagtttt 
gtggaaaagc
   111661 taaataaatt ttgaacgatg gcatgttttt agcataagca ccctataggt 
gaatatctat
   111721 aggagcgtgt tatgaatgtg gtgattattg gtgcgggaat gggaggtcta 
accacaggca
   111781 ttgcattaaa gaaatttggt caccaagttc gtatttttga gcaaactgaa 
aagattcttc
   111841 cggtcggcgc cgcaatttcg ctgtggtcga atggggtgaa atgtctgaac 
tatctgggat
   111901 taactgacaa aatcgccaaa cttggtggac aaatggatga cttggcctat 
gtagatggtt
   111961 taactggaga tgtgatgaca caattcagtt tacgaccatt aattgaagaa 
gtaggacaac
   112021 gcccttatcc ggttgcacgt gccgatttac aaaatatgtt aatggatgag 
tttggtcggg
   112081 atcagattta tttaggcaaa aaaatggtca gccttgaaga taaaactgat 
tttgtagagg
   112141 ttcattttgc tgatggtagc tcaacacagg ctgatttact cataggggca 
gatggtacgc
   112201 attcaatgac tcgggcctat gtgttaggtc agcaggtaca acgtcgctat 
gcaggttatg
   112261 tgaactggaa tggtctggtt gaaatatccg aagatttagc accagctcag 
caatggacga
   112321 cttatgtagg agagggcaag cgcgcgtctc tgatgccagt tgcggatgga 
cgtttttatt
   112381 tctttttaga tgtaccttta ccagcagggt tagagaataa tcgggatgaa 
tataaaaaac
   112441 ttttaaaaca atattttgct gattggtgtc aaccagtgca gcagcttatt 
gagcgcttag
   112501 acccgcaaaa aaccaatcgg gtagaaatcc atgatattga accgttcaca 
cagttttata
   112561 aaggtcgtgt ggtgatttta ggtgatgctg cacatagcac gacacctgat 
attgggcaag
   112621 gcggttgcca agctatggaa gacgcgattt atttagcgcg gtctttgcaa 
attaacactt
   112681 tgggactaga ggatgcttta cgccgctatc aaaacaagcg taatgaacgt 
gccaatgaat
   112741 tggtgcttcg tgcgcgcaaa cgctgtgacg taacgcatat gaaagatgaa 
acggtcacgc



   112801 aggcatggta tgcggaacta cgccgtgaac aaggcggaca tattatgcag 
ggaattatta
   112861 gtaatattgt gggtaatcca cttgattaaa aacaaaaaca gcaaggagtt 
ttccttgctg
   112921 ttttatcttc taaataaaaa ttttagaagt ggtatttaac caaagcactg 
acgttatttt
   112981 cgtcggcccc tttaatacca aatttgttat tccacacaga gtgctcgata 
ccgaggtata
   113041 gacgtgtatc aggagaaatg tgtttaccta cattccattt ccattgagtg 
gtccagttca
   113101 actcgcttgc atggtcatct tcagcggttg accagtcaag gaaaccatct 
accaagaaat
   113161 cttcagatcc taattttaat gggatgccgt aaacgaatgt catttgataa 
tcgtcgtcag
   113221 ttttctcatt attcgcacgg tagaagttta aattcgcata ttggaaatat 
gggatatcta
   113281 aatcaactgc aaaaccatac aagaagttgt caaagttatt gccgttttcg 
ctattacttt
   113341 cccaagtggt actaatgagt acatctttaa ttgggccgta cgccagtttt 
ttgccagaca
   113401 cttcgcctaa gcttaaacgt ggtgataact caaaataagt actcttatgg 
tcattttcgc
   113461 cacgcatgcg gtccataaag aaaaatacat cagcatattt aacttttgct 
gcatattcca
   113521 aagtaatcgt agtttctttg tcatctacga cttcatagtt ttcaccataa 
agtccagtca
   113581 cgctaaaatc ttgccagatt ggttttgcct gaaccatggc agttgcagat 
aacaaggcac
   113641 aagtcgccgc aagttgcttt aattgcattt aaatgatctc cccccaaata 
aagcacgcta
   113701 aggatacagg gtcttaagca aaaatgaagc caaatttgat caacggttaa 
aaaaaagccc
   113761 accgaagtgg ggcgctaaaa aactaactca ttaatgtgta tttcgtgtgt 
ttattgtttg
   113821 gcttaaatga ggggtacgcg agctgcgaaa tgaaggtaag tgattaaata 
acaaattcaa
   113881 taagatagca aagatacaag tcgaactaat acccgaatgg aacaaagttt 
gtacccaaac
   113941 tgggaaatga gcataaaatt catggttaat aattggaatc atcccagctg 
ataaagcagt
   114001 tgccacaata atcaaatttt tctgatcgtt ataatcaatt tttgccaaag 
tgcgaatacc
   114061 actcgctgca accgaaccaa ataagaccaa acccgcacca ccaagtactg 
gcataggaat
   114121 tgccgcaata aggcggccca taacaggtaa tagacctaaa ataatcagaa 
tgactccgcc
   114181 tgctgccacg acaaagcggc ttttgatacc tgtaattgcc accagtccaa 
cattttgggc
   114241 aaaagcactt tgcatgaatg aaccaaagat aggagctatc gcacttgaaa 
acatatctgc
   114301 acgtacgccg ttggcgatac gttttgaatc gacttcagtt cctacaatat 
ctccgacagc
   114361 aataatatcg gctgtagttt ccgtcataat caccaaagta acgattagca 
tcgataaaat



   114421 tgcacttagc tcgaaagttg gtaaaccaaa tgcaaataag tgcggaaatt 
gcagccatgc
   114481 gcctgagctc acctgactaa aatctccaaa acccataaag taggcaaggg 
tagtaccagc
   114541 aacaatagcc aacaaaattg ataaacggcg aatacttgcc tgtggcagca 
tatttagaat
   114601 aatcacaatg cctaaggtca gcaaagctaa agagatattc tcgacgctac 
cccaatcagg
   114661 tgctttgttg ttgccaccca tcatccagcg aatcgcaaca ggcaacaaag 
aaagaccaat
   114721 aatcgtgata acgcatcccg tcacaacagg tgggaaaaac cgaataattt 
ttgaaaagta
   114781 aggcgcaagg catagtccaa ttaaagaggc tgcaataacc gcgccgtaga 
cagcaggtaa
   114841 accaccgcct gtagtgataa tagcaaccat ggttgccaca ccagcaaaag 
acacaccttg
   114901 caccagaggt aattttgccc ctagatattt ggttccgatg gtttgtatga 
gagttgccaa
   114961 cccgcctaca aatagggccg ctgcaatgag cattccgact tgtgctgcgc 
ttaagccagc
   115021 tgctgttcca ataatcagcg gcggggctac aatgccccca tacatggtga 
gtacatgctg
   115081 taagccgtaa gcaaaacttt tggaaattcc taaatattca tgctctggag 
aaatcgcatt
   115141 cttttgctga tgattcatat ttttctccta tttatatttg agttagctgc 
cgcgataagt
   115201 ggaataagca aacgggctga tcagtaatgg aatgtggtaa tgctgattgg 
tgtcttctat
   115261 gaaaaattga atacaaacac ggggaaaaaa ggttttgatt tgctgtgatg 
aaaaataagg
   115321 ggcaacttca aattcaagtt gataagcacc tttacctaag ttttttattc 
caaaatcact
   115381 cactcgccca tcttggttgg taattgcagt cgctatcagt tcatgagtgg 
ctgcataaaa
   115441 caactttact tcgacctgtg cagctggttt acctaaattc gtatctaaaa 
tatgagtgct
   115501 gatcatgctt gtacttcctg agatagacgt aatagagcaa ttgcagcgag 
ttgctcatgt
   115561 acaattgttt tttcaatagc taagttgttt tgaagacgtt gatggagttt 
ttttaaaatc
   115621 tcgtcgctac tgaggcctgc ggctttaatt agaaaaataa aaccaaactt 
ctgctcatac
   115681 tcgatattac cttgcagcag ggcttgttgt gtttgttcat ctaaggaaat 
gccagcttgt
   115741 tcttgggctg aaaaattttg ctcttttgca ttgagctgtt tttttgcctg 
tctttcacca
   115801 atttttggat gggtggctaa tgcggcctga atctcttgcc atgaccatgt 
gtggcttaat
   115861 tgttctgcat accctaaaag tactgatgtt gatgagtagg gacgttctga 
aataattttt
   115921 tcggcccata caggaatatg gacgcagttg tttaacagag tcttgagttg 
gtcgggcggg
   115981 gcttgattaa actcggctaa aaacactgtt attcctaaac tcgttgtcgt 
gatatagagt



   116041 tttagcaata acagtgccaa gagtgatgtg agatttgctt aagaatttgg 
aaaattaata
   116101 atcaattatt gatttatgtg atttttatac caatattctg caatatcctg 
acggcgacat
   116161 acccaaacac gatcatgcat ttcaatatag tctaggaatc tttgtaatgc 
tttaaaacga
   116221 cccggacgcc ctaaaatacg gcagtgcatt ccaatagaca tcatttttgg 
tgcagtttct
   116281 ccctcggcat acagcacatc aaaactatct tttaaatatt gaaaaaactg 
ttctgagcta
   116341 ttaaatccac ctggggagca gaacttcatg tcgttacatt ctaaagtata 
aggaataatc
   116401 agatgaggtc gtgatgcacc cgccgtatcg gtaagtgtgg tccaaaaagg 
caggtcatca
   116461 ccatagtaat cagagtcgta ttgaatttgt gggaactctg caagcaactg 
acgcgtattg
   116521 gggctatcac gtccggtgta ccaacctata gttttatttc caaacaagtt 
ttctaaaaca
   116581 gataaggctt gctccatatg ctgtttttcg acttcaagat ctgtttcttg 
ataatgaagc
   116641 cagcggtagc catgagaaac cacatcgtaa tcggcctgtt taattgcctc 
tacaatataa
   116701 gggttacgaa caagcgccat tgctactcca aaaatggtca tggggagctt 
gcgccgttga
   116761 aactcattat gaatgcgcca aaaaccagca cgtgaaccat attcgtacat 
agagtccatc
   116821 gacatatgtt tggctgggta acttgcagcg ccaataatct cggataaaaa 
ctgctctgaa
   116881 ccttcgtcgc cgtgttcaat atgtttttcg ccaccttctt cataattcag 
cacaaattgc
   116941 acggcaacct tagcattatt aggccatttc acctctggag gctgtccgtg 
ataaccgatt
   117001 aaatcacgtg aataaggaga cttttgaatc tgctcaataa gttctactcc 
agatagataa
   117061 gattcggaca caattgctct ccttttgttc aatttttcat aaaaatttaa 
aaaatcagct
   117121 tgcatatttt tatagatgga ctgatattga aggtatgaag atcttcaaaa 
taaattaaaa
   117181 gcagtacgtt taagtcagga gataacaaac cattacacca tcaaaatgta 
caattgaagt
   117241 cagttcatgc atgcttaaaa catgccaaca taaaaaagtt ttgcatagaa 
aagatccaca
   117301 gtaagaaaga gaggatggta tttatgaata ttgaaatccg cacagataaa 
aacatccata
   117361 atagtgaacg tttaattact tatgtacgtg cagaacttac tcaagaattc 
caacgtcata
   117421 gcgaacgtat tacacatttc tcggttcatt ttagtgatga aaatggggat 
aaaggtggag
   117481 acaaagatat ccactgtatg atcgaagcac gtccttctgg cttaaaacca 
gttgcagtgc
   117541 accataaagc aggaaatatt gacgcttcaa ttcatggcgc gattgaaaag 
ctaaaacgta
   117601 gccttgaaca tacctttgag aaaaaagaac acccgagagg tggtcaacca 
gaattcattg



   117661 atgatgaagt ttaaaaaaca ctaaaaagcc cttcggggct ttttttatga 
agacgtaaaa
   117721 agaccaataa aaactcttca caactttagg tttgcaatgc aatagcgttg 
acctctaaaa
   117781 tcttcagtag agattaggca taatagcgct aatatatttt tgagagatgg 
tcatgttaac
   117841 cacccaacag caggctttaa ttaaagccat agaagaatta gaactcgcgc 
aagtacaaaa
   117901 attacttgct gagggtcttg atccgaattt cattgatccg gaacaaggac 
cgccagtgtc
   117961 cattatttgt gatggaattt ttaaatggtg ggaagacgtc tctgaagcgt 
atgaagcggg
   118021 gactccatta tcacaagaag aaaaacagca agccctgcaa gtttatctcg 
atattcttga
   118081 agccctcatt caggcaaagg caaatgttca tctttgggat gcagaagagt 
tttatggtcc
   118141 actatgggat gcagcaagtt cggcatgtgc accagcagtt cagcgcttgc 
tagatgaaaa
   118201 agttgatcca aacacacgtg atgaagaagg actcaccatt ttatcttcaa 
tcagtcagtt
   118261 gttctttgat tgtgattttg atgaaataga ttggtcagaa gcgcttcaag 
aagagcgtga
   118321 aacactagag ttattgcgcc gtcacggagc aaaaatgtca aaagaattaa 
ctacttgatt
   118381 ggataataga atgagaacat ttcaaatttt aacttttgct ctgaccgctg 
ttgctgcagg
   118441 aagtactttt gccgcagagt tctcgtttga tcgtccgggt tcaggctttg 
gaacaggcat
   118501 tacgccagtt ggtaaattag catgggaaca aggcttacca agtgcaacct 
atacagagac
   118561 aactgttgat ggcgttaaag aaaaaacagt tactgtaaat gaggatatgt 
tattccgtac
   118621 aggtttagct gatggtttgg aattgcaatt aggctggcaa ggtccggcat 
ggactcaaac
   118681 taaacgtgct ggtaaaaaaa cggataactc aggttttggc gatgtaagca 
tcggcttaaa
   118741 aaaagcgatt gatttaaatg atgaaaattt aacaatggct gtattggctg 
aagctgttat
   118801 tgcaacaggt aatgatgagt ttactgccca tgacgatata tatagtttaa 
gttcagcagt
   118861 agcttataaa tataatgatt tgttggatac ttctattacc atgcgttatg 
aagtacaaaa
   118921 cagtaactgg gcagtgactg caattccaac tatcaattat aagattgcgg 
gcaaactctc
   118981 aggatattct gaatttgttt atcgtaaagc tgaaagccaa gactaccaat 
atggtttagg
   119041 aacaggttta gtttacgcag taaataaccg cactcaactt gatgcaaata 
ttggtgtgga
   119101 cttagaaggt caagataaga gctacaaagg tggcttaggc atggcattct 
tattctgatc
   119161 agactaactt gaactcatta ttattgatga aaaagcttat ttctcaggga 
attatttatt
   119221 ttctagtagc cgctactttt gtattgagtc agtttgtctt tgcagaagat 
aagttattgt



   119281 cacccgaaca ggctttttca ttttcggttg aatcgccaca atcgcatacc 
gcaaagttat
   119341 cgtggcagat tcagccgaat tattatttat atcaacataa atttaccgta 
caacagggca
   119401 atcagccttt aactttaaaa ttgcctaaag cggtttctca atatgatgag 
aactatggcc
   119461 aaagccaagt ttattaccat caagtcaact tccagattaa aaccaagcct 
tcagagcact
   119521 acactgtaac ttggcaaggc tgtgccaaag accgtatttg ttatcctcca 
caaactattg
   119581 agtttcaaac tgacgcagat ggtctggtcg gtctgcaaaa tcaggctagt 
gcagcaccaa
   119641 aacgcttatt agatttggca aatacccaag catcaagctc tacggagtct 
ttagagaatc
   119701 agagttcagc tactcaagca gaaggagctg ctccagagat tgcccaagat 
caggtttggt
   119761 cagcaaagtt aattgaacac tcgctttggt atggtgtttt attattttta 
ggtttaggca
   119821 tgctgcttgc atttacgcca tgttctttac caatgctgcc gattttaact 
tcattaatta
   119881 tccgagatca caaaggttta aaagcttgga cgattgcact tacttttgtg 
tgtagtatgg
   119941 cattggtcta tgcaggtcta ggcttgattg cttcttcagc gggtttaaat 
ttccaacgct
   120001 ggctacaaca gcctgctact cttattgcgt ttagtgtgtt gtttgtgatt 
tttgcgctaa
   120061 atctgtttgg gctttttgag cttcggttac cgcaaacttg gttaaatcgc 
cttgatcgta
   120121 ttcagtctat gcaacaaggc ggcactttag ttggtgcagg cgttatgggc 
gtggtttctg
   120181 cgctcttggt tggcccatgc atgactgcgc ctttggctgg aactttatta 
tttatttctc
   120241 aaacccagaa ccaatggcaa ggtgctttgc ttttattctg tctcggtttt 
ggcatgggaa
   120301 tacctttact catcgcgagt gttttaggtg caaagttctt acctaaagcg 
ggcgactgga
   120361 tgcatcagat taaagtgatt tttgcttttc tgatgttggg gttaagcctt 
tatttcatcc
   120421 gtcctttatt accagattgg gggatgcaag cacttagttt tgtacttggg 
ttggctttta
   120481 ttatctatgc gctgtatcag ttcttttgga aaaaaggaca gttacagtgg 
ctttatgcgc
   120541 tcctactttt attggtaacg ccatttgtgg tttataacca gtatcaacat 
attcaaaatc
   120601 gtagcttaca aaattctgag catatggctg agtggcatgt ggcgaccacg 
gcagcagact
   120661 ttcaaaagat tttagcagca gctcctgctg atcgggctat tgttgttgat 
gtctatgccg
   120721 attggtgtgt ggcttgtcag cctattgaac atcgtatttt aaaagcatct 
gaggttcaga
   120781 cggctcttgc accttactat ctcattaaac ttgatttgag ccattatgat 
caatcacatg
   120841 aagctctact caagcagtgg aatattcttg ggccacctac atatctcttt 
ttaaacaagc



   120901 aacagcaaga aattcgttct ttacgtttaa caggtgcatt tagtcagcaa 
gagcttttac
   120961 aacaactggc aagcttatca aaagttaaag attcaaattg atttgatctg 
aggtagttgg
   121021 tgaaaagtgc gtacttgatt acgcccagag gcctttaccg catagagggc 
ttgatcggct
   121081 tgtctaatca caagataggg gtcatttgca aaagcagaac tgctgatgcc 
aaagctggca
   121141 cttacatgaa tttggatatt ttgattattg aagatagtca attcttgtaa 
agcttgtcgg
   121201 caacgttcag caattttttc tgcttgaata atatcggtat gaggaagtaa 
taaaataaat
   121261 tcttctccac caaaacgtcc aataatatct tcattacgta agttttcaga 
aagacatcga
   121321 gcaatttcaa tcaaaacctg atcaccttgg tgatgtccgt atatatcatt 
aattttttta
   121381 aaatgatcga tatcaagaag tatcactgca taatcaaatc gttgctcatg 
aagtgcttca
   121441 agatgggtat ttaagcttcg tctatttaag acattagtta acgggtcgat 
ttggcttaaa
   121501 cgttgaatat aggtttctcg ttgacgccat tgggttagca atatttcaaa 
taaaataaaa
   121561 cacgccacta aaatgggcat aataaaaaac agcatacttc ctagccaaaa 
tggattggtt
   121621 tgagcatgtt ccatagcctt aaaattaaat agaggggcat aaggcacagt 
accgctcata
   121681 cttaaatatg tacataccgc tagaataata gttgcaggta taaaagcgct 
ataaacaatt
   121741 tttctttcaa ataaaaccaa acctacgcca atagtgccta cgtaacccac 
cattgtggca
   121801 gggctgatac taccaattaa atatccatcg tggcacaaca tcaacataaa 
ggcttgtaca
   121861 ctaattaaag gcacaatttt ttgcgcccaa gcttggtctt tgtagcgata 
acaaggaata
   121921 atgagtacag ctaataaaaa taaggtcagt aaattcagcc agatttgtga 
ttcaactaaa
   121981 gataggtttg cccattgcca aacactagga gtaattaaaa tatagccttt 
ccataaaatc
   122041 caactgaaat tcattgcgca ggcgagggta agcattagtg cgcttttttg 
taatggggtc
   122101 cagttaataa tgtgattgtg atggatgaaa tcgagaatca cctgttttat 
tttatttata
   122161 ggacgagtga ttaaacgaat tttcataata ataaaggagc tcctaaatag 
agatgtctct
   122221 tcgtcagatc atcctaaaga gggagagttt gaaggattca taacctaaac 
ataccatgat
   122281 tcataaatta aacctcatga tttggattgt gaaaaataag aagaagtgac 
aaattttaaa
   122341 tttgtcactt cttcattttg attacgtctt atcaagttca tgagcaaact 
cagcaatatc
   122401 cgccatcgcc tgttttgctt cttcgaacca agcattaaac atttggaagt 
tatgccacat
   122461 gcctgtgtaa agtttaaagt gtactttgac acctgcttct tcagctttct 
ctctaaaacg



   122521 tttggcatcg tctaataaaa tttcttttga accgacctga actaatgttg 
gtggtaaacc
   122581 ttctaagttg tcgaaaatag gtgaaacacg cgggtcgtct gccgcaatat 
gattgccaat
   122641 ataatgttga ataccgatct gaagagcttc aagagaaagt agggcatcat 
gtttttggtt
   122701 aaatcttaaa gactcactgg ttagggttaa atctagaaaa ggtgacaata 
aaatcaggcc
   122761 acttggcata agttcgggtt gttcttttaa acgtaagcaa agtgccaaag 
ctaaattagc
   122821 tccacaagag tcaccagata aaataatatc tttaggctgg ataccttgaa 
ctaataacga
   122881 ttgatagacg tcatataagg cctcagttgc ttcaggatat ggatgctcgg 
gtgcaagtgg
   122941 atagtccaca tgaataattt gcatttgggt acgagcagcc aaatctgtca 
taaacgcatg
   123001 atgtgttttt aaacttccta aaaaaaaggc gccgccgtga atatgaaaaa 
taagctgggt
   123061 cgctgaatct tgggctttaa tttcttcacc cttaatacca gccagacgga 
ttggtcgaac
   123121 ggttacattt ttttgttttg gaaaggctcg gcaaagttgt tcaagcatag 
ggcgcagagc
   123181 agttggaggt aaattcaact gacttggttt gcgaattgct gttttaagaa 
atgtttctgt
   123241 gaaataatat tttaaaacat taggtatatt catatagtat ccgcttatgt 
taattacttg
   123301 tttccctata aattttattt ttcaaggtta caaggttaca cgaaacagtc 
acattcaaaa
   123361 attgcaatat cgttgcgagt tttgaatact gaagtcttgg aagacccaag 
gatattacaa
   123421 aaatgaaaaa gattgcttta gctttaggac ttgttggtat ggctgcattt 
gccaatgcgg
   123481 ctgacccact aaacggaacg gtatggaaaa cgattgatga ccaaaccaat 
aagcccaaag
   123541 ccgtagtaaa atttacggaa cagaaggatg gaaccttaac tgcaaccatt 
caaaacattt
   123601 tgacaccagg tgaagaaaac gcttgtacaa aatgtgaagg tccgtataaa 
aacaaaccgc
   123661 ttaaaggtgt gaccattgta cataatctaa aaaatgtagg tggcaacagt 
tatgaaaacg
   123721 gtacaatttt agaccctaaa tctggcaaaa cttacaaatt aaaaggtgag 
ttggctgagg
   123781 gcggtaagaa gcttaaatta cgtggttata ttggcgtttc agcattgggc 
cgtaaccaaa
   123841 cttggattcg tgcgaactaa aagcctaaat aaaaaacgag ccattgggct 
cgttttttta
   123901 tgcgcttaag ttttgatagg ccgtttcatc aaagcccaca agaaaccctt 
tagaggtctg
   123961 tagaactggt cgcttgatta agcttggctg agcaattagc gcctcaataa 
gatgatcttc
   124021 actgcttaaa gcacgcgttt gttcttcttc agatagtttt ttccacgtag 
tacctttctt
   124081 gttgagcacc gtatcttgtc caatttcttt tagccagatt tttagagtat 
cagcatcgat



   124141 cccttgtttt ttataatcgt gaaattcgta gctcaaacct tttgcttgta 
aagcatcaaa
   124201 tgcttttttc atcgagttac agtttttaat accataaatt tttaacattt 
tatcggacca
   124261 tgtcaaaaag aaagaacaca cagcctaacc caaaatgcat ttgagcacta 
ctttatacag
   124321 atacttttaa aacaaatgaa aaataatgat taaaacaata aagaatgtca 
tgttattgtc
   124381 ataagacaag gtaataatga gcttaataag aataaattaa aaactaaaag 
aacgtagcgc
   124441 aaaaaataag agatagaaaa gagaaaaccc gcatttaatc atcctgatca 
tgcgggtctc
   124501 atttcaacgt ccattgtcac atccttgcaa ataaacttat cttaagttta 
ttttatcttc
   124561 ctacggcgtc ctatcctttt gcgtcatcct gactgcttcc ctgtgccgtg 
gggctataat
   124621 gccgttaaac atgtgtaaga aaaatactca aaagcgacat gtgttgtaag 
caaaaacgac
   124681 aatgtaagtg aacatgtgtt cacttattct tgaattttat agtcgataat 
aactggagca
   124741 tggtcactaa accattgatc tttatagacc catgcattta cagtgcgcgc 
tttccagtct
   124801 ggtgaacatg cgtggtagtc aatacgccaa cctacatttt tcgcacgcgc 
ttgtccgcga
   124861 tttgaccacc atgaatacaa ttccgcttct gttcttacaa cacggaaggt 
gtctacatag
   124921 ccaagttcat cataaatatg atcaagccaa gcacgctcat gtggtaaaca 
gccagaagac
   124981 ttttggttgc cagaccagtt tttaatatca attcgtttat gaacaatgtt 
gtaatcgcca
   125041 caaataatga tggacttatt ctcatcacgc cattgtttca agattttggc 
gtattcacct
   125101 aaaaataaat ctttacgtgc ttgcgcttct tcaccacttg agcctgaagg 
taagtataat
   125161 gatgcaatat gtacgggatg tgacaaacct aaatcgaatt cggcagaaat 
gaagcggcct
   125221 tggctatcgg ccaattcaaa ccctaaacca tctttaatag agacaaaggg 
taagcggcta
   125281 taaattgcag tacctgcgta gcctgcacgc tctgctggaa agagatgggt 
atgccatccc
   125341 tcgggtctaa atttctcagt ccattgttca tgggtaatgc ggctttcctg 
catgcatacg
   125401 acatcggcat ctgattgttc taaccattca agtaagcctt tcgtcactga 
agaacgtaag
   125461 ccatttacgt taatggaaac gactcgaaga atttttacat cacttggata 
ctgatccttt
   125521 ggtatcatgc gaaaatttaa cctcaattgt gaatttggag cacctcatga 
caacgcctgt
   125581 gtcatttcac ccgcaagcat ttatcgaact cgcattatca cgcggtgtgc 
ttaaatttgg
   125641 tgagtttact ttaaaatctg gacgcgtgag tccttatttt tttaatgcag 
gcctactcaa
   125701 cgatggtgaa gctttatctc ttttagcaca aggctatgcc gataaattaa 
cacaatgtga



   125761 aaatgttgat gtgatttttg gaccagctta caaaggtatt ccgtttgtag 
cagcgactgc
   125821 tgttgctttg tcgcagacac ataacaaaag tgtgccatgg ggctttaacc 
gtaaagaagc
   125881 gaaagatcat ggtgaaggcg gtgttttagt cggtgctgca gttgaaggta 
aaaaagtctg
   125941 gatcattgat gacgtgatta ccgcaggcac agcgattcgc gaagtggtaa 
cgattttgaa
   126001 aaatgccggt gcaactattg cgggtgtgtt ggttgcgcta gatcgtcaag 
aacgtgggca
   126061 aggtgaactt tctgcaattc aagaagttca aaaagaatta gaaattcctg 
tgcacgcatt
   126121 gattaccatg aaagatttaa tggattattt agaagcgaaa ggcgaaaaag 
aagcgctagc
   126181 aaacatgcaa gcttaccgtg aaaaatacgg tatctaaaaa taaaaaggca 
tacctctaaa
   126241 atagggtatg cctttttaat atttacttaa aactgataat tcaaacgtaa 
taacacatta
   126301 cgtggtgtgc ctggcatgct gtccgaacgc cagtactctt tattggttag 
gttatttacc
   126361 gcaagtgtga cattccaagg gtcggcactg tagccaattg ctgcatcgac 
acgattgaag
   126421 ccttccattt ttacttgatt attaatattt ggataataag acccgacata 
ggtcacgccc
   126481 acttcggtat accactgttc agttggtaaa tagcgaacaa ataaattacc 
cgtattttta
   126541 gaagtgttgg ctaaataatt gccttctcgc tcagggtttt gattgtcttc 
tttaactttg
   126601 gcatcggtat agccataccc accgcgaaca aagacattat caagtacacg 
gccaataaaa
   126661 ctaaattcga gaccacgaga ttgatgttga ccagcagttg cccatacctc 
tggttcactg
   126721 tcagggttcg gtttatagcg aatattattt ttacggatat caaagacaga 
aaattgagta
   126781 tttaaacgat tatcgagcca ttcacttttt accccaactt catattgctc 
gttatattga
   126841 ggctctttat ccattttcgc gacatcggta cttccagtaa cttggttgac 
acccatttgt
   126901 ccaccaaacg gtgcgaagct tttagagtaa gacgtataaa agctatgttc 
aggaactggt
   126961 tgccatacca agccaacatt tgggctaaaa gtactgtctt ttacattacg 
atgttcattc
   127021 ttaattttgt tagtagttga aaagtcgaag taatcgtagc ggagtcccat 
cataagttta
   127081 agttggtcat ttagaccaat taaatcttgc ataaatacgc cgtaagttgt 
gccttcatta
   127141 tagttatgct gactaatctt taatgggcca ttgccacgac tgtactctcg 
ttcaccagtg
   127201 attggattaa cgtaaccata aatagctgac ccattttgag ttttattggc 
tagacgtggt
   127261 tctcgttgtt cataagtcca gtctgtaccg accataattt ggtgttcaag 
ctggcctgtc
   127321 ttgaactttc ctttaatatc gaatgtattg gttgtggtct tgttgctggt 
ttgttgccag



   127381 tagtaaattt gatcgatgta accttttttt gtacacgcct cattctttga 
gttttttcca
   127441 tctaaaccac aataagttcc aaaataaaag tggtcaaagt tctgttctgc 
ttgtcggtaa
   127501 ctcgccgccc agtggaagtt ccaatcaggc gcatattcat aattcacatc 
ggagcgaacg
   127561 acttgcaaaa tatcatcaac ataatcgccg tcttgggcaa atcccatttt 
aattgaagtt
   127621 cccgcaggca agttgtcacg tgttggccca cggtcaggaa ctcgattcaa 
tttgtcatag
   127681 gtatattgtg tggtccaggt cagctttcca tcgtcattct tataggtaaa 
gcttggggaa
   127741 aacatctcaa tcttattttc aataccagag cggaagctgc ctgcctcgcc 
atattctcca
   127801 gtcaaacgca ctgctaaatt gtcattaagt acttggttga tgtcagcggt 
tgttccgtag
   127861 ttatcgtatg aacccgcata tgcgccaact gaacttttag agtcaaaatt 
ggcgaattta
   127921 ctcaccatat ttacaacccc gccgccagca ctacggccat ataaaaccga 
agcagggcct
   127981 tttaaaattt ctatacgttc gatattggct gtactgcggc gtacttgccc 
gctttcacgt
   128041 atgccatcac ggtaaatatc gcctgtgtcg gcaccaaaac cacgaatcgt 
gatcccatca
   128101 ccacgcatat cgtaactggt tgatacacct ggtgtacctt gcagcatgac 
gcttaaatca
   128161 ttcgatccat aaattttata tttctgaaca tcaatggtat caacggtttg 
agggatatct
   128221 tttttatcta aaccattacg agtgacattg gctttgtcat aatcgatata 
gcttttaatc
   128281 gggtcgagct cactcatggc ctcgattttt atggttggca tagtggctgc 
ggcttttgat
   128341 gaggagtcaa tcaattcctc ggcgttagca ccttgaatat ttaaaatcat 
taaactgagt
   128401 aagctgagcg ggaatgaacc cttaatttgg ggagatgata tagaaattct 
taacataaaa
   128461 ataaaatcaa ttaacaaaaa taaaagtata aatgataatt ataatcattt 
aattgtttag
   128521 aataaaagaa ctattaactt aaaaaatggc atatttattt tttattaact 
gatttttagg
   128581 aagttaatta gcaaattaaa ggacttattg agttgactca ttagtttttc 
ttgttaatta
   128641 ggttttagag ggggcttttt attgataaaa atgcccctct aaaatcacgc 
attatttttg
   128701 agaacatcta aaatatccat ttctggatca taattttcgt caattgtttt 
gcaaatcgct
   128761 tggcctacaa tgacttgaga gccattaaaa gtcatagtag gtgcttcata 
gagctcccaa
   128821 ccatgattaa gtgctttagt cactcgtgca caaaaagcag agtcatcagg 
tccggttaaa
   128881 tagcgataaa gtttcatctt tagcctttaa aaataatatt ttatgatcat 
agtttaactg
   128941 aatttacctt aattcaagat aaagaaataa ccgataaggt tttactaaaa 
ttaagaaaaa



   129001 cgagtgaaaa atctcagcta tactcatgct aatttaaatt ttaagaagag 
cttgagcatg
   129061 cgtgtacttg tcgtcatgga tccgattgaa accgtaaatc tgaaaaagga 
ttcaaccatg
   129121 gcaatgttgt gggcggcgag ccgtcgtgga catgagttag gttatgcatt 
acaacaagat
   129181 ttatatatcg atcaaggtaa ggcttacggt ctcatctctc cgttaaaagt 
tttcgaagat
   129241 tacaaccatt attatgagtt aggcgaaaag aaaaaagaat caatcgcggc 
ttatgatgtt
   129301 gtactgatgc gtaaagatcc gccttttgac atgaactttg tctacacaac 
ttacgtgctc
   129361 gaacaagctg agcgtgaagg ttcatggatt attaataagc ctcaatcact 
gcgtgactgc
   129421 aatgaaaaat tgtttgctac gcaatttcct gaattacagg tgccgacact 
agtaacatcg
   129481 cagcagagct tgattcgcga atttattacc gagcacggtg atgtgatcgt 
taagccactt
   129541 gatggtatgg gtggtatggg tattttccgt ttataccaag acggtgtaaa 
tattggttct
   129601 accttagaaa tgcttacaga attaggcacc cgcccaatta tggctcagcg 
ctacattcct
   129661 gaaattgtag aaggggataa gcgtatttta atggtaaatg gcgagcctat 
tccttattgt
   129721 ctggcacgta ttccgcaaaa tggtgaagtg cgcgggaatt tagcagctgg 
tggcttaggt
   129781 caagcgcgtc cactcacaga aaatgacaaa ctcattgctg ctaaagttgg 
tcctttctta
   129841 cgtgaaaaag gtttggtatt tgtaggtctt gatgtaattg ggaattatgt 
cactgaaatt
   129901 aatgtgacaa gtccaacctg tattcgtgaa attgatgcgc aatttggtac 
ttcaattgcc
   129961 gatgatctat ttgatgtatt agaagctggt cgtccagcat aagggtctag 
ttagggtggt
   130021 tttctaagct tattattgga aatcacccga aaatatatga attaataaaa 
tcacaatacc
   130081 aaatacacca tagctttgta ggcatatttt caaaaaagca catctttctg 
ttataaacga
   130141 gtgaaattcg cttttcgtta atgaagcttt aggattaaaa taaacggcta 
caaaaataga
   130201 tgacaatttc cattgttttt tgagttgaag aattagaccg tgaccgattc 
acagcaaagc
   130261 aaacctaaac atgtcatgat gatggctgcc ggtactggtg gacatgtttt 
tccagccctc
   130321 gccgtagcca aacaacttca acaacaaggt tgtcaagttt catggttagc 
cacgccaaca
   130381 ggtatggaaa atcgtttatt aaaagatcaa aatattccaa tttatcaaat 
tgatattcaa
   130441 ggtgtgcgtg gaaacggagt gatccgtaaa cttgctgcac cttttaaaat 
tttaaaagca
   130501 acttttagtg caatgcgcta tatgaaacag cttaaagtgg atgctgttgc 
aggctttggg
   130561 ggatatgtgg caggcccggg tgggctagca gcgcgtttat taggtattcc 
tgttctcatc



   130621 cacgagcaaa atgcggttgc aggatttacc aatgcacagt tatcccgtgt 
tgctaaagtg
   130681 gtatgtgaag cgtttccaaa tacatttcct gctagcgaaa aagtagtgac 
aaccggcaat
   130741 ccggtacgtc gtgaaatcac tgatatctta agtccaaagt ggcgctatga 
tgaacgcgag
   130801 caagcgggta agccgttaaa tattttaatt gtgggcggat ctttaggtgc 
aaaagcactg
   130861 aatgaacgct tacctccggc attaaaacaa cttgaagttc cactgaatat 
tttccatcaa
   130921 tgtggtcagc aacaggttga agcaactcaa gctttgtacg cagatgcgcc 
agcaaatttg
   130981 accgtacagg ttttgccgtt tattgaagat atggcgaaag cttatagcga 
agcagacctg
   131041 attatttgcc gtgctggcgc tttaactgtg acagaagtag caacagctgg 
tgttgcagca
   131101 gtttttgtac cgcttcctat tgcggtggat gaccaccaaa ctgcaaatgc 
caaatttctg
   131161 gctgatgtcg gtgctgcaaa aatttgccag caatcgacta tgacaccaga 
agttttaaat
   131221 caattgttta ctacgctgat gaatcgccaa ttacttacag aaatggcagt 
gaaagcgcgt
   131281 caacatgccc aaccaaatgc aactcagcat gtggttgatc ttatccaaaa 
aatgtaatcg
   131341 gatttactat gtctccaaca acagctgcga accaagcaaa aaaactgatt 
aaagtgcctg
   131401 aaatgcgccg tatcaaacac attcattttg tgggaattgg cggtgcaggt 
atgtgtggta
   131461 ttgctgaggt gttagctaac caaggatata aaatttccgg ttcagatatt 
aaggcatcaa
   131521 aaaccacaca acaattagaa gaaaatggca ttaaggtcta tatcggacac 
gaagcagaaa
   131581 atattaaaaa tgcaaatgtg cttgtcgtgt caacagcaat tgacccggaa 
aatccggaag
   131641 ttaaagctgc cattgaacaa cgtattccga ttgtacgtcg tgcagaaatg 
ctcggtgaac
   131701 ttatgcgtta ccgtcatggt attgctgtgg caggtacaca tggtaaaact 
acaaccacaa
   131761 gtcttttgac gacaatgttg gcggaagaaa acctcgaccc aacttatgtg 
atcggtggtt
   131821 tacttaacag tacaggtgta aatgcagcgc ttggtgaaag ccgctttatt 
gttgctgaag
   131881 ctgacgaatc ggacgcatct ttcctttatt tacagccaat ggcagcgatt 
gtaaccaata
   131941 tcgatgctga ccatatggat acctatgaag gcagtttcga taaattaaaa 
gataccttcg
   132001 tacagttcct tcataactta ccattctacg gcttggctgt ggtttgtggc 
gatgatgcga
   132061 acatccgcga gattttgcca cgtgtaggcc gtccggttat tacttatggt 
tttaatgaag
   132121 ataatgacat ccgtgcgatt gatgtagagc aagatggtat gcgttcgcac 
tttacggtat
   132181 tacgtaaagg acgtgagccg ttacgtctaa ctattaatca accgggttta 
cataacgttt



   132241 taaatgcttt ggctgcaatt ggtgttgcaa ctgatgaagg cgtttcagat 
gaagcaatta
   132301 gccgtgcatt aaaaggtttt agtggtgttg gacgtcgctt ccaagtacaa 
ggtgaatttg
   132361 aacttggtga agggaatgta aaattagtcg atgactatgg acaccatcct 
aaagaagtgg
   132421 aagctacgat taaagctgct cgtcagagcc atcctgatcg tcgtttagtt 
atgcttttcc
   132481 aaccacaccg ttactctcgt acacgtgatt gttatgatga ctttattgag 
gttttatctc
   132541 aagtcgacca attattatta ctagaagttt atccggctgg ggaaaaacca 
attgttggcg
   132601 cagatagccg tactttggcg cgtagtattc gcttgcgtgg tcaggttgaa 
ccgattttga
   132661 ttgatccggt tgaaggtaat ttgcaaaaca tcatgcaaaa tgtgttacaa 
ccaaatgact
   132721 tgttattaac gcaaggtgca ggtaacgtgg gagcaatttc agtagaactt 
gcacagcacc
   132781 atttgtatgt gaaataaaca aaaagtattg aattatcggg ttaaggattt 
aaacgtgtca
   132841 aatgctacaa aattcggcaa agttgccgtg ttacttggtg ggaaatcggc 
tgagcgtgct
   132901 gtgtctttag atagtggtca ggcagttttg gacgctttgt tacgttcagg 
tgttcaggct
   132961 gaggcatttg atccgcaaga ccgtagcgta actgaacttg taaactatga 
tcgtgcattt
   133021 attgtattgc atggtcgtgg tggcgaagac ggtcaaatcc aaggtgtgct 
tgagtggttg
   133081 aacatccctt atacaggaac gggtgtacaa ggttctgcca ttggtatgga 
taaagtcaaa
   133141 accaagcaaa tctggcaagg aagtgattta ccaactgcac cgtatcgcat 
tattactaaa
   133201 gaaactgact tggattcagt gattgctgaa ttggggttgc ctgtcattat 
caagcctgta
   133261 catgaaggtt caagtgtagg catgagtaaa gttgagaaag ctgaagattt 
tgcggcagca
   133321 attgaaaagg caactcagca cgatgctgta gttatggcag aaaaatggat 
tacaggacgc
   133381 gaatttacga tttcattctt aaatggtcag cctttaccag ttattcgttt 
gcagccacca
   133441 gcagatgttg ctttctatga ctacgaagca aaatatcaac gtaatgatgt 
tgagtatggc
   133501 attccttgtg gtcttagcga aactgaagag aaaaaactac aagctctatg 
tttacgcgct
   133561 ttccaggctg taggtgcaga aggctgggga cgtattgatg caatgcagga 
tgagcaaggt
   133621 aacttctggc ttttagaagt aaatactgtg ccaggcatga ccagtcattc 
gcttgtacca
   133681 aaggctgcta aagcagtagg ttatagcttt gatgaattgt gtgttgcaat 
tcttgagcaa
   133741 acattggaag gtacggctta aatatggcac aacttccggc atccatgcgc 
cgtaaacgtg
   133801 cggcaattac ctccattcat gaaaaaccgc ctacgcgcaa gcaaaaactt 
gccaatgctg



   133861 gcggatgggt gttgctggtt attgcctttt tagtcttggc ggtcggaatt 
tacggactat
   133921 ataaagttat tactgatgca actgttgcaa aacttgaagt tgtaggttca 
acaactccag
   133981 ttgagactca gcaagtgatg cgatatgtgc agccgattgt aaaagataac 
tactttacat
   134041 ctgatttaga gcagattcgt gataaagcat tagaaatttc ttgggtagac 
cgagtcgtcg
   134101 tatctcgtgc ttggcccaat ggtattcgcg ttcgtgttat gcctcgacat 
gctatcgccc
   134161 gttggggaac aggtcgctta ttgagcgatg gtggcgatgt atttagtgaa 
gcagagccga
   134221 ggcttcatcc tgagcttccg ttactacacg gtccggtaag tcagtctaaa 
atgatgatgc
   134281 gacgctataa tgaaattaat cagttattcc atcctgttaa tttgcgttta 
aaagagttat
   134341 atctaacaga gcgaatgact tggtttatgc agtttgactc tggtttacga 
attattgttg
   134401 accaagatca aacaatgaat aaattgcaac gtttaagtca tttggcacaa 
tctgacctaa
   134461 aacctgtgtg gacgaaaatc tcagccattg atttgcgata tcgtaatgga 
ttatctattc
   134521 aatggaagaa tgcaacccca cctaaaatcg tgaatggtca gtttgttgta 
acgagtgatg
   134581 acacaagcat tgcaggtggt acaaaagcaa agccataata cgtggcttta 
aaataggcaa
   134641 tttgcctggt attagacaac aaagaaatgg tatgagtgat gagtgaagct 
gttccctcag
   134701 ttgttgcgat tgacattggg acgcataaag tttcagtttt gattggaaaa 
attcatgcgc
   134761 cggataacat tcaggttatc ggtatggcaa ctgctcgcaa tcgaggcatg 
aacaaaggaa
   134821 aaattgtaag tctcgataaa gtcattgctg cgattaaaaa cgctgttgct 
gaagcggaaa
   134881 atatggccga atgtcgcatt catagtgcgt gggtatctat tccgagtacc 
gagctacaaa
   134941 gtttctatgc ttctggacgc acacctgttg ctaacccggc acatgtgatt 
acaaccaatg
   135001 aagttgtacg tgcattagag ttggcaaaag caagccatgt gacttctgac 
tattatctag
   135061 cgagtgcagt cccattagga tttgaattag gcgactcatc tgaatgggtt 
caaaacccaa
   135121 tcaatatgac cgctcacagc atgactggtc attatcagct tatgatgatg 
ccgattgcca
   135181 ctatgcaaaa ccttgatcgt gccatgaaag gcgcgaacat tggagttgag 
aaaatggtgg
   135241 tttcttgctt ggctacggct gaggcaagtt tgcttaaaga tgaaaaagaa 
tatggtgtct
   135301 gtcttgtcga tattggtgca ggtattacca atctggcagt ttatttagat 
ggccgtttgg
   135361 ctttagcacg caccttacag cgtggtggtg agcatgtgac acgtgatatt 
gctgccgtgt
   135421 tacaaacaac cactgaagaa gctgaacgta ttaagattct gcatggctgc 
gttgatctaa



   135481 gtgctgttaa gcctgaccat atgattcaag tacagggtat tgatggtccg 
caaacgatta
   135541 gccgaattga gttagcggaa attattattg ctcgttatga agagattttc 
agccagattc
   135601 gcgaagaact cgaacaaagc ggtgcaatcc atggtctata tcatggtgtt 
gtattgactg
   135661 gtgatgcttg ccagattgaa ggtatggtaa gtttggcgcg tcgtatgtta 
ggtgtgtctg
   135721 cccatctagg taatccgcca ttacaggtgt atgctgatga tcagcatcaa 
gctgcattac
   135781 gccgctcaat gtatgcaaca gcagctggtt tacttatgtt tagccaaagt 
gaattacaag
   135841 aagctgttga ggagcctgaa gagggaaatg accgttcggt atgggaacga 
atggtgaatg
   135901 gctggaatgc ttttaatagc aaacttaaag ccatttttta ggatgtatgt 
atttattggt
   135961 agaattgtta ggaagttgta agagaaaacc actgtacttg acaaggttgg 
tattgcacag
   136021 cattcttaaa attagttatt tttgaaaatc aaggcagtat acgggctgaa 
gtgactgcca
   136081 taatgtatta ggaaccctaa aggtcatggc ctcatttgaa tttatagaag 
atgaactaaa
   136141 cgatggcaac ggtcaagccc gtttcactgt atttggtgta ggtggcggtg 
gcggtaatgc
   136201 cgttcagcac atggtacagt ctgatattca gggtgttaaa ttcgtttgtg 
ctaatacaga
   136261 taaacaagca cttgactgta tgaatgcccc tttcaaaatt cagttaggtg 
agcaaagtac
   136321 acgtggtcta ggtgcaggtg ctaaccctga agtaggccag gtagcagcag 
aagaaagccg
   136381 tgaaattatt cgtcagcacc ttgaagggac tgacatggtg tttgtaaccg 
ctggtatggg
   136441 tggtggtaca ggtactggtg cagctccggt tgttgccgaa gttgctaaag 
aaatggggat
   136501 tttgactgtt ggtgttgtaa caactccatt taactttgaa ggccgtcgtc 
gtcaaaagtc
   136561 tgctgagcgt ggtattgaag cgctggaagc tcatgttgat tcattgatta 
ttattcctaa
   136621 ccaacgttta ttaagcgttt atggtgatat ttcaatgaaa gatgcctata 
aaaaggcaga
   136681 tgacgtattg ttaaacgctg tacgcagtat ttttgacctt gtagttaacc 
gtggtcatat
   136741 taaccttgac ttcgcggact tgaaaactgc aatgagtact cgtggttacg 
caatgatggg
   136801 tgctggtttg ggccgtggtg aagaccgtgc gcgtcaagca gctgaacaag 
ctatccgtag
   136861 cccattgctt gataatgtaa acattattaa tgcgaaaggc gtgttaatta 
acattactgg
   136921 tggcgatgac atcacattgc gtgaaacaga aatcattact gacgttgtta 
accagattgt
   136981 tgacctcgat gaaggtgaaa tcttctacgg tacagtattt gacccagatg 
cacgtgatga
   137041 attacgcgta actgtgattg caactggttt aacacgtaat gcagctgatg 
cagagccaag



   137101 aaagcgtaat acagttagcc atacatcaac tcaatctgca caatctgtag 
atgaagatga
   137161 cgttcctgca attaataaac gccaaaatgc tgaaaatgac gtgaataatg 
cgccaagttc
   137221 aacaccgcgt tcttcgccaa tgagtattca agattacttg aaaaatcagc 
aacgtaagta
   137281 atttagcgta caatctattg aaaggcagtg tataaacact gccttttttt 
atttttgatc
   137341 aatgactaaa tatgctaacg tatagcggtt ttaaaaaaga agttacaaag 
catggtgaaa
   137401 cagcgtactc tcaatcgtgt ggtaaaagcg agtggaatag gtcttcatag 
cggtcaaaaa
   137461 gtgatgatca atttcattcc acataccgtg gatggaggta ttgtatttcg 
ccgtatcgat
   137521 ttggatccac ctgtcgatat tcctgctaat gcattgctga ttcaagaagc 
atttatgtgt
   137581 tcaaatcttg tcactggcga tattaaagtc gggacaatcg aacatgtgat 
gagtgcgatt
   137641 gcaggtttag gaatcgataa cttaattgtg gaagtgtctg cttctgaagt 
tccaattatg
   137701 gatggtagtg ctggtccatt tatttatttg ctcatgcaag gtggcctgcg 
tgaacaagat
   137761 gctcctaaga aatttataaa aatattaaag ccagttgagg ctttaattga 
tgataaaaaa
   137821 gcaatattca gcccgcataa tggctttcag cttaacttta cgattgattt 
tgatcatcct
   137881 gcatttgcca aagaatatca gtctgcaact atcgattttt ctactgaaac 
gtttgtgtat
   137941 gaagtcagtg aggcacgaac ttttggtttt atgaaagact tggattacct 
taaagcaaat
   138001 aatttagctt taggagcaag tctagataat gcaattggcg tagatgatac 
gggtgttgtg
   138061 aacgaagaag gtttacgatt tgccgatgag tttgttcgtc acaaaatttt 
agatgcagtt
   138121 ggtgatttgt atttacttgg tcatcaaatt attgccaagt ttgatggcta 
taaatcagga
   138181 catgccttaa ataatcagct attacgcaat gttcaaagcg atccgagtaa 
ttatgaaatt
   138241 gtaacattta atgacgagaa agactgtcca attccatacg tgagtgtgac 
ataagtcatt
   138301 gtctttattt ggctatgtta taatgtaaca ttagtaagtg tgatttttat 
cacatattaa
   138361 gaacgattct aattaagaaa tagaaagctc atcatttttt attgcttgcc 
aaacgtagta
   138421 aagcttggct aagcttaggg tcgctcacga agtcggcggc actacgtaac 
atttcttgtg
   138481 tttccggggg gatggattta gaaggctcag atgaggtcgt tacaggaata 
gttttatttc
   138541 ttaagcgaac ttgaattctt tgtaagtctt ttaatccttc aagttgagat 
aatttagata
   138601 catattggct ctgtaaatag ctgagttgac taatcattgc ctgattttca 
ccagtaataa
   138661 ttaaagagcc attttgataa cacacgactt gccattgttc cggttggggc 
aataagggtt



   138721 ggattatttt cgtaagtctt tgccattgcg cgacttgcgt tgttagaaac 
gtaaggtttc
   138781 ctgtttttat gtgttttccg gtttgttgaa aaacgttatc gggtttagac 
attgatcatt
   138841 ctcaaatggt ttcttgtcct aatcttaagc gttcatttca accgatatca 
aggaagagat
   138901 cataaggaac ttgagtaaga acagtttcaa gaggttttta tgcacacgcg 
tcgtatttta
   138961 ttagcgtttt cacttgccgc ttcggcagca tcggttgctt ttgcagatta 
tcaaaatatt
   139021 aaccaatcta ctgattcaga tcgattggaa cagttatcaa aaacactatc 
tcaaggctca
   139081 tatactcatc ctgatgattt agatcttccg gcgagtgcaa aagtttcagt 
gactttacgt
   139141 gagaaaacag ttgaactcaa caatgattca ctggcaaaga aatacggcac 
tacgacagct
   139201 aaaaactcat ttaaaacctc ttcttcaaat ccttattctt ggttagtttc 
tcatcctctt
   139261 cctgatacag tacgtgtttc ttctaacttt ggtggtcgta ccatgggtgg 
tcgtgcagag
   139321 catcatggtg gtttagatat ggctgcacca agtggtacgc caatctatgc 
gactggcccg
   139381 ggtattgtga ctaaatcagg ctggggcaca ggttatggcc aatatgttga 
aattaaccat
   139441 ggtaatggtt atttaacacg ttacgcgcat gcttcacgct taatggttcg 
agtaggtgat
   139501 caggtttctg ctggtgacca tattgctaat gttggttgta caggtcgttg 
tactggtcca
   139561 catttacatt acgaagtagt taaagatggt caacgtaaga atccatcaac 
ttacttggca
   139621 atgttgcctt aattgcattg cctcaaaggt caaggttatt aaatttatga 
atttgaaatt
   139681 aacttaaacc ttttttaacg taatgattgt ataaaaaaac gcctttattg 
gcgttttttt
   139741 gttattttgt ttactgctcg gtcaatgact attcattcag aaaataatag 
gcccccccca
   139801 cattcacccg tggcaataac ttgaaagggg taaaacgtgg taaaaataca 
aagtagatta
   139861 gagaacaagg aacaggtgaa ttatggcgtt ttacggtgac tccgacgcac 
aagaaaccca
   139921 agaatggcaa gatgcattcg attcagtttt acaacacatg ggaactgagc 
gagcggcatt
   139981 cttgttggaa aaactttacc aacaagcaat tgctaagcat gttccaattc 
aacgtctcaa
   140041 tacaccttac ttaaatacaa tttctgttga agagcaacct gcaatgccag 
gcgaccaaga
   140101 tatggaacgc cgtattcgtg cattgattcg ttggaatgcc ttagcaatgg 
tacttcgcgc
   140161 gaataaaaca ggtgatgatt taggtggtca cttggcgagc ttcgcatcaa 
gtgcaacatt
   140221 atatgacgta ggttttaacc atttcttccg cgctaacagt gataactttg 
gcggagatat
   140281 gatttattat caaggacact gtgctcctgg tatttatgca cgttcattcc 
ttgaaggacg



   140341 tttaactgaa gaacagttaa gtaatttccg ccgtgaagtt ggcggtaacg 
gtttaccaag
   140401 ctatccacat ccatatttaa tgccagacta ttggcaattc ccaactgtat 
caatgggtct
   140461 tggtccaatc atgtcgattt atcaagcgca cattcaaaaa tatttgatga 
accgtggctt
   140521 gatcaaagaa gaagatcgta aagtttgggc atatctcggt gatggcgaga 
tggatgagcc
   140581 agaaagctta ggcgcgatct cacttgctgg tcgtgagaag cttgataact 
taatttgggt
   140641 agttaactgt aacttacagc gtctagatgg tcctgtacgt ggtaacggta 
aaattattca
   140701 agaacttgaa tcaatcttcc gtggcgcagg ctggcgtgtc attaaagtag 
tatggggtcg
   140761 tcattgggat ccattactag ctaaagacac aagcggcgca ttaaaagcac 
gtatggaaga
   140821 agctgttgat ggtgactatc agcgttatca agtaaaaggc ggcgcatata 
cacgcgaaaa
   140881 attctttggt aaataccctg aagctgcgga acttgtaaaa gatttaagcg 
atgaagatat
   140941 cgataatctt aaccgtggtg gtcatgaccc ttacaaggtt tttgctgcat 
atgcagaagc
   141001 gatgaaggca aaaggtcaac caacagtaat cttggcgaaa accattaaag 
gttacggttt
   141061 atctgaagaa attgaagcgg tgaacaaaac tcaccaaatc aaaaagatgc 
aaattgactc
   141121 tttaagatat gtacgtgacc gtttcaatct tccattcaca gatgagcaat 
tagaagagct
   141181 tccattctat cgcccaagtg aaaactctcc agaaatgaaa tatatgaaag 
cgcgtcgtga
   141241 agcgttaggt ggttacttac ctgcacgtcg tcgtgagagt gaatctttag 
cgattcctga
   141301 tttatctgta tttgatgcag tgttgaaagg ttcgggtggc aaagagcaat 
caaccactat
   141361 ggtgatggtt cgtttaattg ctgctttact taaagaaaaa gcaattaaag 
accgcgtagt
   141421 gccaatcgtt ccagatgaag cacgtacttt tggtttagaa ggtatgttcc 
gtcagcttgg
   141481 tatttatgcc gctcatggtc aaaaatatac accggaagac caagaacagt 
taatgcatta
   141541 ccgtgaagca aaagacggtc acatgttaca agaagggatt aacgaagcag 
gtgcgatgag
   141601 tgcatgggct gcgttagcga caagttattc aaccaataac ttgccaatga 
ttccaatgta
   141661 catgtactac tcaatgtttg gtttccaacg tattggtgat attgcatggg 
ctgcgggtga
   141721 cgcacaagct caaggtttct tgttaggtgc gactgcgggt cgtacaacat 
tgaacggtga
   141781 aggcttacag caccaagacg gtcattctca catcttggcg aatacgattc 
caaactgcgt
   141841 atcttatgac ccatgttttg gttatgagtt agctgtcatc gtacatgacg 
gtttacaacg
   141901 tatgtatgtg aaccaagaac gtgtgttcta ttacttaact gtaatgaatg 
aaaactacga



   141961 gcatcctgca atgccagaag gcgttgaaga aggcattaaa cgtggtatgt 
atttattcga
   142021 gaaagatgaa aaagcaactg ttcagttact tggttcaggt gtaattcttc 
gtgaagtgat
   142081 taaagctgcg aaaatcttac gtgatgaata ccaaatccat tcaaacgttt 
ggagtgtaac
   142141 aagcttcaat gaattggcac gtgatggtat ggcatgtgaa gaatacaacc 
gcctacaccc
   142201 gcttgctgaa gaagttaaag aatcttgggt atctaaacaa ttacgtggta 
cggaaggtat
   142261 cgtagtttct gctaccgacc atatgcgtgc ttacagtgag caaatccgtg 
cttatcttcc
   142321 agatggtcgc ccatttgttg cattgggtac agatggttac ggccgttcag 
atacacgtgc
   142381 gaacttacgt agtttctttg gtgttgatgc tgcacacatc gttgttgcta 
ccttgaaaaa
   142441 attagctgac gaaggtgaag tagacgcacg tttagtgaaa gacgcaattt 
ctaactttga
   142501 gctagatact gaccgtccgg ttgcatgggc gccgcaagca catccggaag 
ttcagccagt
   142561 tgctgaatac aatgaaacgc aaacaggtga ggggaactaa gcatgcaaat 
taagacccct
   142621 gatattggtg tagataaagc aaacgtcgct gaaattttag taaaagttgg 
cgaccgtgtt
   142681 gaagttgacg acagtatcgt tgtgcttgag tctgataaag caactgttga 
agtgcctagc
   142741 acttcagcag gcgtcgtaaa aagtatcttg attaatcaag gtgatgatgt 
gaccgaaggt
   142801 gttgctttga ttgagatcga agcagaaggt gcggcacaag cagctccgga 
accaacacca
   142861 gctcctgcgg ctgaaaagcc agctgctcca gcacctgcgc aacaaactca 
agcttcagct
   142921 caaccttctg ctgctacatc aagtgcaact gttgaagtga ctgtacctga 
catcggtgtt
   142981 gaaaaagcat tggttggtga aatcctcgtt aaagtgggtg accagatcga 
tgttgaacaa
   143041 agtattgtgg ttgtagagtc ggataaagcg actgtagaag ttccaagtag 
cgttgctggt
   143101 actgtagaaa gtattcaagt aaaagaaggc gataccgtta aagaaggtgt 
tgttcttatt
   143161 caagtgaaaa cagcagctgc atctaatgcg caagcagaag ctcctgctac 
tacaccagct
   143221 ccagctgcgg tagcagaacc ggttgctgca aagcaagaaa ctgtggcagc 
ggctccagct
   143281 cagtctggtt cagttgatat caatgttcct gacttgggtg tagacaaagc 
tattgttgct
   143341 gaaatcttgg ttcaagttgg cgataaagtt gatgtagacc aaagccttgt 
tgttgttgag
   143401 tcagataaag caactgtgga agttccaagt accgttgctg gtgttgtaaa 
agcaattcac
   143461 ttgcaagcag gtcaacaagt ttcacaaggt gtattgcttg caacaattga 
agctgaaggt
   143521 caagcacctg ctgctgcacc agcggcaaaa gcagaagcag ccccagctcc 
acaggcagta



   143581 gcacctaaag cagccgctcc tgttgcaact cagtctgcac ctgcggcgcc 
tacatctggt
   143641 actgataagt taacgaaaga gcaagaagca gaaaacgcta aagtgtatgc 
tggtcctgct
   143701 gttcgtaagc tggctcgtga acttggtgtg atcttgtcac aagttaaaac 
ttctggtgag
   143761 catggccgtg ttgttaaaga agatatcttt gcttatgtga agagccgttt 
aactgcgccg
   143821 caagctgcac cagtggctca agctactgct gctccggctg gattgccgtc 
attacctgac
   143881 tttactgctt ttggtggcgg tgaagtgaaa ccaatgacgc gtttacagca 
agtttctgta
   143941 ccgcagttgt ctttaaataa ctacattcca caagtaactc agtttgacct 
tgcggatatt
   144001 actgagctag aagcttggcg tggtgagctg aaagacggct ttaagaaaca 
aggtgtgagc
   144061 ctaacaattt tggcatttat tgcaaaagca gtagcacact tgttgaaaga 
agagccttat
   144121 ttcgcgggtc acttagcaga tgatcagaaa tctgtattgc tccgtaatga 
aatccatatg
   144181 ggtattgcgg ttgcaactcc agatggtttg accgtgcctg tactacgtaa 
tcctgaccaa
   144241 aaatcaatta agcaaattgc tgttgaatta ggtgagttga gtaaaaaagc 
gcgtgataag
   144301 aaattaacgc cgaaagattt acaaggtgct aacttcacga tcacaagctt 
gggctcaatt
   144361 ggcggtacag tatttacgcc actagttaac tggccacaag ttgcaatttt 
gggtatttca
   144421 cctgcaacga tgcagcctgt atggaatggt aaagactttg atccacgctt 
aatgttgccg
   144481 ttgtcattgt cttatgacca ccgtgtaatt aatggtgcgg atgcagcgcg 
ctttacaaat
   144541 aaacttacga aacttcttaa agatattcgt actttattaa tctaatgctt 
tgaaagaaca
   144601 tactaaaacc tcgcttcggc ggggttttgt tttaatgtct atttgactta 
attttaggtt
   144661 aatctacaga ttaagcagga cttatcgaga gtgaggagac atttctcgtt 
attacgtaaa
   144721 ggagaaatag taaatgttgg gttttctgaa aattatgttg cccttgttgt 
tggttgtatt
   144781 tttattgatg ggaatatggg tcagtatttt gcacttccct tgggagtgga 
tgacttatgt
   144841 tgtcatgggg attgaagtgt ttgtcgctac tctgatttta ccccttgatt 
atcaaactgg
   144901 aacaagtagc agccatattg gttttatcag tataagtgct tgttttgcag 
tgctgttagg
   144961 aatagcccgt ttattcgtgt ggacatgggt aaaatttttt gcctgaatat 
ttgaaaaata
   145021 gatttagtcg aatataataa gcccatactt cattggggag tagccgctat 
tcacagcaaa
   145081 tgtgaatagg tgatggtcaa cataattgtt caacagaaca tggtcatcat 
agcttaaacg
   145141 tctcatcgtt cctgagttgg caagaccttt gatttaccac tctgcaatca 
ttttatgata



   145201 tttggctagc aggaggggta ggtcataggc atttatgcta gccagagaac 
cgacatgcaa
   145261 gaatttctga tttctacctc gattgttgcc ctcgctgaaa tgggcgataa 
aactcaattg
   145321 ttggcacttt tattatctgc tcgttttcgt aagccaatcc ctattttaat 
cgcgattctt
   145381 ttagcaactt taattaacca tggtatttct gctgtgcttg ggcagtggat 
tacaacagtt
   145441 ttaagccctg aaattttagt ctgggtactt gcagttggtt tcattggtat 
ggcgttctgg
   145501 atgcttattc cggatgagct tgatgatgaa acagcgagta ttaataaatg 
gcaaaagttt
   145561 ggcgtttttg gcgcaacctt tattttattt ttcttggcgg aaattggcga 
taagacccaa
   145621 attgcaacag tcgctttagc tgcacgttat gacagcattt tctgggtaat 
gttaggcaca
   145681 actttaggaa tgatgattgc caacgcacca gctgtattta ttggcaacaa 
attggctgaa
   145741 cgtttatcta tctcgctcat tcataaaatt ggcgctgcta ttttcttcat 
tgtaggtgtt
   145801 tctacgctcg tacagcatta cttcttctaa cgcatttaaa gctaccaaaa 
aaacgcactc
   145861 attaagagtg cgttttttct aacgagtatt aataattaaa tttcacggta 
aagttaattt
   145921 ggcgtgggtt gccgagtgtt accaaatttt cgttgagagc tcccgcatag 
taatctttat
   145981 caaatagatt acggatcaca agttgggcac cccaacgctc agcatcataa 
cccgcttcgg
   146041 tatcgaatac tgtatagcct ggaacatgca catctaaacc atcaacggtt 
ttataagttt
   146101 cacctcggaa accaccacct acataccaac caagttttga tgatggatca 
aatttgtaac
   146161 gagctgacaa gctataagcg tgttcaggaa tattgtcgag cgctttccct 
acattgcttg
   146221 catttgcatc tttactaatt tctgcatcaa ttgtgtaggt atatgcagcc 
gttaatttta
   146281 aaccttctaa aatttctgca ctaagttcag tttcaatacc gcgagttaac 
tgttcaccac
   146341 gttgtacttt atagccacta ttcgcagtat cagtaaccaa aacattctga 
cgttttagat
   146401 cataccaagc gatagcacct tgaattcgtt gaaccggact ttgtaatttc 
atcccgacct
   146461 caacctgttt tcctttttct ggcttaaatg ggttgctatt tacatcagta 
ccactatttg
   146521 gggtaaatga agtagcgtag ctcacataag gtgccacaat gtcattgagg 
gtatacatga
   146581 cagaagcact gcccgtaaat gcattatctg attgtttact cgcattgcca 
gttactaaac
   146641 ttgtagtttg ggtttgtgcc caatcttgac gtcctgataa gcttaaaagt 
aattgatcat
   146701 taagctgaat acggtcgcgt aaataaagcc ccagatattt gagacggttg 
atatcacgta
   146761 cattttgctt caatgtcacg ttctgaccat agacagggtt atagatattt 
aaatcaccaa



   146821 tatcatattt atcattggtg taatcacttt tttcctgaaa agcatcgact 
ccaatattaa
   146881 tgtcgtgctg catgccatat agatcaaact gtttatttaa acggttatcg 
atggcgaagc
   146941 ttaggttatc aataacttgg tgtcggctgt tatttctacg gctgatagtc 
gtgtaatcaa
   147001 tttcaccttg tttatctttt gcccaaaagt tactacctgt acgagcaaag 
actgctttgc
   147061 catccatttc agttttttgt acggcaaaat tctggttaaa gttccagcca 
ttatcaaaag
   147121 tatgtttaaa cgtataacca gtgcgataaa catctgcctc atatttaccg 
aaattaggat
   147181 cgccaatata taaactacga tctatacgtc cgttagggtt gtcttttaat 
gtcccaatta
   147241 caggtaaacc ttgctgacga atatattcgc ggtgttgata gcttgcgatt 
atagagaggt
   147301 cggtgttatc accgaggtca aaattataag aaggcgagat ataaaaattt 
ttaaaataaa
   147361 cataatcggt cggatcatct tgatcagaga tacgtccatt taaacggaaa 
gcaccttttt
   147421 cgctattgtt tgggctgtag tttaaatcga atgttccttc tttaaggctg 
taactaccat
   147481 aagtcatgct agcacgtgca aagctttctg cttctggtct tttagtcact 
aaattgacca
   147541 taccacccgg agcaactaaa ccgaaattaa tagaagcagg accttttaaa 
atttgtacct
   147601 gatccatacc agatagttcg gtggcaacat aagtattttg gcctaccctt 
aaaccatcga
   147661 catagaccga atcagaagaa gtttggcctc gaataataaa gtcgtcccaa 
ccacgacgac
   147721 caagtttccc agcttctacg cctgcaacac cttcaagtgc atctgctaaa 
gttcttgctt
   147781 gtttttggtc aagttgttca cgggtgacga cagaaactga ttgagcagtt 
ttaaatagag
   147841 gtgcatctga ttttaaagct gagtttgctt ttgttgcgac ataagaagtg 
ggattttctt
   147901 tttgtgcttg aatagaaata gtgggtaaca cattggttga attttgctgt 
tctgccggtt
   147961 cttcagcatg acttgttgtc attgaagtaa aaatagcaac tgctaacaaa 
gtttttgaag
   148021 ttgaaaaagc aaagcgttga gtcatgggag gcctaaacag cgcaaaaagt 
aaatttgata
   148081 atgagaatta ttttaattta ttgcagttta attttaaata acattatgat 
tcatttataa
   148141 aataagaaaa ccaaaatcaa ttttaaaata ttatgagaaa aataaagtaa 
ttcattgcat
   148201 gagttattga atcccattat tttattatgg aaataaaaat atctaatatt 
taaagttttt
   148261 ttggggaatt ttatggggtt tgaaaaaaca acatcacaga tattatttga 
taatggcgta
   148321 cacaaatgta ttagttttac cagtttggtc aaaggggaag gcatacaagc 
caatcaattt
   148381 ttaattattg atcatgagcg tgctgccgtg atcgacccgg gtggtgattt 
gacctatgtt



   148441 ccgctgacaa tggaacttaa taaatatacg cgccttaaaa atcttgatta 
tgtgatggct
   148501 tcgcatcagg atccagacat tatcacctca atgccccgct ggttggttta 
taccgatgct
   148561 aaagtggtgg cctcaaaatt atgggcacgg tttttacctc acttaaattc 
atcatttatg
   148621 agtgagcgta tgaaagggaa ttgggaagac cgtttgattg agctgcctga 
tcgtggtcaa
   148681 gtgattcaat taggtgaatc gaaacttgta atcgttccag cgcatttcct 
acattcggtg
   148741 ggtaattttc agttttatga tcccgttgct aaaattttgt tttcgggcga 
tatgggagca
   148801 tccattgtag atgatgcaag tcagcctcta aaagattttg atagccatgt 
gatgaaaatg
   148861 aaagcttttc atcaacgtta tatgtgttca aataaagtca ttcgcttatg 
ggtcaacatg
   148921 gttcgtcaga tggatattga aatgattgtc cctcagcacg gtagtccatt 
tattggtaaa
   148981 gagatgatta atcagttttt agactggatt gaaacattgc catgcggtgt 
agatttaatg
   149041 acagaacaaa tttttagctg tccaacataa aaaataatgt tcgacatatt 
gagtccaatt
   149101 tgaaattttt ttaggatttc gcgtcgcaga aaaatttttg atgacgagaa 
tttgaataaa
   149161 aatgttatct caagttgcgg ctccagatga atgcctacgc tgtggggcat 
gttgtgcaca
   149221 ttttcgggtt tcattttact gggctgaggc cgagttaatg gaagaacatc 
tagttgaacc
   149281 tttgacacct gtctattcat gtatgcgtgg aactaatcag cctgagcccc 
gatgtcaggc
   149341 tttgacgggt gaaattggta aagaggtggg ttgttccatc tatacggtgc 
gtagttctac
   149401 ctgtagagaa gtgcagattg cggatgagca gtgtaataaa gctcgtttag 
cgcaccagct
   149461 tattcctctt attcaagtta gcccggcaga ttcagagaat gatcacgact 
atgatcaggt
   149521 gagttaaata taagctaaca caataataag tgggaaatat ttagagtagg 
cgaatatcta
   149581 ttgctgaaaa aggcaaagat aatatgaaaa ttgcatcgaa atttgtttat 
aatagctcac
   149641 ggaatttacc agtgagattg ttatgctgac catcgttcaa gaagcgctaa 
ccttcgatga
   149701 tgtcttatta cttcctgcct actctactgt tctcccaaaa gatgtctctc 
taaagacacg
   149761 tttaactcgc ggcatttatt taaatatccc attagtttca gctgcaatgg 
atacagtgac
   149821 tgagtcacgt atggcgattg caatggcgca aaatggtggt atcgggattt 
tgcacaaaaa
   149881 catggatatt gctgctcaag ctgcagaagt acgccgtgtg aaaaaattcg 
aagcgggtat
   149941 ggtgaaagac cctatcactg taagccctga aactacagta cgtgaactga 
ttgcaattac
   150001 ctctgctaat aacattagtg gtgtacctgt tgttaaagac ggcaaggttg 
ttggtattgt



   150061 gacaggccgt gatacgcgtt ttgaaaccaa tttagaacaa cctgttagca 
acatcatgac
   150121 aggccaagat cgtttagtca ctgtacgtga aggcgagtct aaagaaaata 
ttcaagcatt
   150181 attgcaaaaa caccgtattg aaaaagtctt ggtcgttggc gagagcaacg 
aacttaaagg
   150241 cttaattaca gtgactgact tccgcaaagc tgagagttat ccaaacagtt 
gtaaagatga
   150301 tcttggtcgt ttacgtgttg gtgctgcggt aggtacaggt gctgatacac 
caagtcgtgt
   150361 ggaagcattg gttgaagctg gtgttgacgt cattgttgtt gatacagcac 
atggccactc
   150421 tgctggtgta attgaacgtg tacgttgggt gaaacaaaac ttccctcaag 
tacaagtgat
   150481 tggtggcaac attgcaactg gtgatgctgc attagcatta ttagatgcag 
gtgcagatgc
   150541 tgtaaaagtg ggtattggtc ctggttctat ctgtacaaca cgtattgtgg 
ctggtatcgg
   150601 tatgccacaa atttctgcaa ttgacagcgt tgctagtgca ctaaaagatc 
aaattccttt
   150661 aattgcagat ggcggtatcc gcttctctgg cgatatggca aaagcgatcg 
gtgcgggtgc
   150721 aagtacgatc atggttggtt cattacttgc aggtactgaa gaagcgccgg 
gtgaagttga
   150781 gtttttccaa ggtcgttact acaaagcata tcgtggtatg ggttcattag 
gtgcaatggc
   150841 gggagcaact ggttctgctg accgttattt ccaggattca aaagcgggtg 
ctgagaagtt
   150901 agtaccagaa ggaatcgaag gccgcgttcc atataaaggc ccaatgggta 
acatcgttca
   150961 tcaaatgatg ggtggtttac gttcatcgat gggttataca ggttcagctg 
tgattgaaga
   151021 tcttcgccaa aatgcgaaat ttgtgaaaat tacttcagca ggcatgtctg 
agtcacatgt
   151081 tcatgatgta acgattacta aagaagctcc gaactatcgt gttggttaga 
ttttggtaac
   151141 caaaacaatc aagaaagccg tcagtacact gacggctttt tgtttttggt 
gtaaagtaaa
   151201 tccgatgaaa agagatatgg cggaatagcc atatatgaaa tgagccacgg 
ctgaagtggc
   151261 gtaaaaatga gataagctat gagttatttt ggaacggatg gtattcgtgg 
aaaatttggg
   151321 caaatgccga ttacgccaga gtttgcttta aaactcggtt ttgctgcagg 
gaaggtatta
   151381 aaacgaacga gtccgaaaaa taaaccactt gttgtattag gaaaagatac 
tcgtttatcc
   151441 ggttatattt tagagtctgc tttgcaggcg ggattaaatg ctgctggtgt 
atatgttcac
   151501 ttacttggac cattaccgac accagcaatt gcacatctta cccgtgcctt 
acatgcacat
   151561 gcagggattg ttatttctgc atcacataac ccatattttg ataacgggat 
taagttcttc
   151621 tcaagtgaag gtaaaaaatt accagattca ttgcaggaag aaattaataa 
agaattagaa



   151681 aaagatttat ttatcgaaga cactgcaaac ttaggtaaaa gtgttcgtgt 
gaccgatgca
   151741 aatggtcgtt atatcgaatt ttgtaaatct acattcccat atcattttga 
tttaaataat
   151801 ttaaaaattg ttgtggattg tgctcacggc gctgcttaca gcgttggccc 
ttcagttttc
   151861 cgtgaactcg gcgctaaagt tgtcgcttta tacaatgagc cagatggttt 
aaatattaat
   151921 gaaaactgtg gttcaactca tccagagagc ttacaaaaag cggttgtgga 
acatggggct
   151981 gacttaggta ttgcctttga tggtgatgct gaccgtgtag tgatggttga 
taagttcggt
   152041 aacttaattg acggtgacca catcttatat attttagcga ctcaggcaaa 
aaacaagcca
   152101 gcaggtgttg ttggtacggt aatgagtaac atggcacttg aagtggcact 
tgaaaaagca
   152161 aatgttggct ttgtccgtgc aaaagtcggt gaccgttatg tgttacaagc 
cctagaagaa
   152221 aacggatggg taacaggtgg tgagccttct ggtcatattc tgactttaga 
caagagcaca
   152281 acaggtgatg cgattattgc agcattacaa gtgttaaccg tgatggttga 
gcagaacaaa
   152341 gcgctgcacg aattggttaa cggctttaaa ctgtacccac aagttcttgt 
aaatgtacgt
   152401 ttggaacaaa tgcttgatcc atattctatt cctgcattag ttgctgagtt 
caataaagct
   152461 gaagagcagc tcaaaggacg tggacgtatt ttaattcgta agtctggaac 
tgagccagtc
   152521 attcgtgtca tggttgaaag tgataacgag caagaagtga aaactttagc 
tgaacattta
   152581 gcaaatgcag ttcgttcaca ggcacaagtc gcataaggtg tatggcatga 
gtgatgtcat
   152641 taaagactta agtgaattgc gcttaagcta tgaacaaggt gagttgtacg 
agactcaagt
   152701 tgctagcaat ccccacgagc aatttctagg ttggtttaat catgctttag 
ctgctaattt
   152761 gcatgaaccg tatgcaatgt cattagcaac tgcgagtgct agtggtcgtc 
cgcatgtcag
   152821 aactgtgttg ttacgcggtg cgacagaagc aggttatgat ttctatacca 
actatgacag
   152881 ccagaaaggt atagatttgg cagaaaatcc atatgctgaa ttgttatttt 
attggccaag
   152941 tctagagcgt caggtacgag taggtgggca tgttgtaaaa attcctgaac 
aggaatctac
   153001 agactactat cataaacgtc cacgtgatag ccagatcgca gctcatatca 
gtacccccca
   153061 aagtggcaaa attgaaagtc gcgaattgtt acaacagcgt tttcaagact 
tgcaacaaca
   153121 agttcaaagc cacgaagtac tcgataagcc ggagttctgg ggtggatacc 
gtctacagcc
   153181 ggattattat gaattctggc aagggcgacc aaatcgttta catgaccgct 
tgagttatga
   153241 aaaaatcgac ggtcaatgga cgttgcaccg actgatgcct taaatgacaa 
aaatacaaat



   153301 taaacaaaga cctttattga cacgtcctga acagtttcag ggcgtgcctc 
cgtttattgc
   153361 cgaaattttg gcaagacggg gcgtacaatc cgagcaagaa ctagagttaa 
agcttaagaa
   153421 tttattggct cctgaactca aggggctgga cgctgctgta gcattaatgg 
atcaagccat
   153481 cgatgagcag aaaaaaatag ttattgtggg ggactatgat gctgatggcg 
caaccagcac
   153541 tgctttaatg atgctcgtgc ttcgcgatat gggagcacaa gtcgactatc 
tggtaccgga
   153601 ccgtttcaaa tatggctatg gtcttactcc tgccattgct gagcttgctc 
atcacaccta
   153661 tcaacccgat ctattaatta cagtagataa tggaatttct agccatgctg 
gtgttgatgc
   153721 agcacatgct ctaggcatgc aagtgattat tactgatcat cacttaacga 
ccaaagaaac
   153781 accacttgca gaagcagttg ttaatccaaa ccaattagga tgtgagtttc 
caagtaaggc
   153841 acttgccggt gttggcgttg ctttttatgt acttgccaat ttggcgagtc 
tacgcaatag
   153901 acagggtaaa agcacaagta aagtgactca atatttagat ttagtcgctt 
tgggaactta
   153961 tgccgatgtt gctgttttgg attataacaa ccgtattttg gttgatgccg 
gtgtaaaacg
   154021 tattcagcaa catcagtgtc gagtgggaat cttagcctta ctcgatatcg 
ctggtcggga
   154081 agctacttca atacgtgctc aagatttagg ttttgtgctc ggaccgcgca 
ttaatgctgc
   154141 tggacgtatg gagagtatgc gtattgggat cgagtgttta ttagctgaca 
cgatggaaac
   154201 tgcatacccc attgctcagc aattaaatca gttaaatatc gatcgccgtc 
aaattgaagg
   154261 ggagatgaag caacaagctt tatctgcttt agacagttta caactctcac 
aacaagatat
   154321 tcccgcggcg cttgttctgt ttgaagaaaa ctggcaccaa ggtgtaatcg 
ggattgtcgc
   154381 gggacgttta aaagaacagt ttcatcgtcc aacgattgtg tttgccccag 
atgaagatgg
   154441 tattcatatt aaaggctcag cacgttccat tgatggggtg catattcgag 
ataccattga
   154501 acaagttgcc gaacaacatc ctgagctggt gagtcatttt ggtggacatg 
cggcagcggc
   154561 aggcttaacg attcgtaaag aaaactttga agcttttaaa aacctattta 
atgattgtgt
   154621 agctgctatg gatgaatcag tctttcaagc gactttatgg accgatggtg 
agctacctct
   154681 ctctgctttg caattagata ccttaaactg gattgagcaa ttaggtccgt 
ggggacaaaa
   154741 atttccactg cctcaatttg aaggacattt taaagttatc gattttcgtt 
ggctcaaaga
   154801 gacacattta aagcttagat tagcgataga ccaatatagt ttcgatgcta 
ttgcttttaa
   154861 tgcggcaggt cgtttcgagt ttgatccgat gcgtgaccat gtgcatttgg 
tttatgaaat



   154921 agaccgtaat gtctttaatg gtaatgtgag cttacagcta cgcattgtgc 
atttaaatca
   154981 ataaaaaaat ccgctcaatt gagcggattt tttttaatct aggttagatt 
agaagcggta
   155041 tgctgcacga acaccataag tgttgtcgtt atcaccgaat ccaacacgac 
cttcaacact
   155101 tacttgctga tttaagaatt ttttagcatt gataccaaat tcatctttat 
cagttaagtc
   155161 gttgttgtag tagtccacac ctaaacttaa agttttatcg atgtagtagt 
caccacgaac
   155221 tttatattcg tcaaggtcac caaacgcacc ataagcttca aggtttacgt 
catgttgacc
   155281 aacttgggtt acatacttag cacgaacggt aggatctgca ccgtctttac 
cgtctttctc
   155341 gtcgtaacct ttaacaccta gagcaagtaa taaaccagga gctggtaaat 
aacctacttc
   155401 tgcagcataa gtagtcactt tactgtcgat attagtgttg tcgatttcac 
gttcgtttct
   155461 gcctacatca ccgctaaggt aaaagtcaga gttaggaacg aagtactcaa 
cgcctacgcc
   155521 atattgagtg tcttttgtac cgctgttatc gccatagtta acatgtgcgt 
taacgttact
   155581 tgcacggttt aagaatgctg cttctgcaag cggtgcatta cgtgtttgaa 
cagggttgaa
   155641 ataataagtc ccatcaacac cgaatttgct tacgctgctg ccgttatctg 
gatcaagata
   155701 attgtaagaa ccaccaactt cagcttggta agcgtttgct gcgccactta 
ctgcaagagc
   155761 agataaaaga gctgatgcaa ttgctagttt tttcatggaa tctctcccct 
ctaaaaacga
   155821 ttttataaat gttttgttac aactttcagt ctagagcaaa atcattcatc 
gtcaatcttg
   155881 tccaagtaac tggactgtaa ccatgtgctt tttatgtaac tatatttaat 
ttaatatatt
   155941 gattttaaat aataaaaaaa caatgtttta ttttattaaa aatgaggaga 
ttttgtgtag
   156001 aaacttaaaa atgctggaaa agtacccaat tttgtatggg gatgttacaa 
gttaagctta
   156061 aaatctactg aaagaaaatt agcaaactta ttcaatgaaa taagagttag 
cgattaaagc
   156121 aggttcgaag ataaccgtag ctatgataaa atattcgact gtttatctgc 
ttttatggga
   156181 acactcgcgt ggaaattaat ccttatctaa accaattgaa agacttaact 
gatcgtagcc
   156241 aaacactacg ggggtatctt tgactacgat ctaaaaaaag aacgtttaga 
agaagtttta
   156301 cgtgagttag aagaccctgc gatctggaat gatcaaaacc gtgctcaggc 
aatggcgaaa
   156361 gaaaagggcg aactagaaaa cgttattaat gtattagatg gcttatctac 
acagcttgaa
   156421 gatgcaaaag caatgttgga tttggctgta gaagctgatg atgaaagctt 
gcttgaagat
   156481 gttcagtctg aactgagtac tgctgaagaa gaattagcaa aacttgaatt 
ccgccgtatg



   156541 tttagcaatc caatggaccc gaatccttgc tatgtcgaga ttcaggcggg 
ttcaggtggt
   156601 acagaagcac aagattgggc ttcaatgcta ttacgtatgt atatgcgctg 
gattgaacgt
   156661 catggtttta aagcagaact tatggaagtc tctgacggtg acgtcgcagg 
tatcaaatct
   156721 gctacgattc gtgttgaagg tgaatatgcg tatggttggt tacgtacaga 
atctggtgta
   156781 caccgtttag tacgtaaatc accatttgac agtggtaacc gtcgtcatac 
ttctttctct
   156841 gcggtattta tttctccaga agttgatgac aatatcgaaa ttgatattaa 
tccttcagat
   156901 gttcgtactg atacttaccg tgcatctggt gcaggtggtc agcacattaa 
caaaaccgac
   156961 tcggctgtgc gtttgacgca tattccgact ggtattgtag tggcatgtca 
gaaccaacgt
   157021 tcacagcatg cgaaccgtga tcatgcatgg aaacagttac gtgcaaaatt 
gtatgaatta
   157081 gaaatgcaaa aacgtaatga agccgctcaa gcacttgaag actcgaagtc 
tgatattggt
   157141 tggggtagcc aaattcgttc ttatgtactt gatgactctc gaatcaagga 
tttgcgtacg
   157201 ggtgttgaaa attcaaatac tggtgcggtt cttgatggtg accttgatcg 
ttttattgaa
   157261 gcgagtttga aacaggggtt ataagagtct tttgaacttt taattctgta 
taactcttaa
   157321 atttttagcg attaaaacgg caaagcagtt cagtgtttgg aagttaatcg 
gaaaaacacg
   157381 atatgaatat cgataaaaat agatatgaat atcgtcaaaa tacgatatta 
tgttttcgaa
   157441 atgctgaaca aagctttgtt cgtttacaag acgtgttgag cctatggata 
ttgatgcaat
   157501 tagcaaagcc ctagccaatc ctctgcgtcg gcagattctg caatggttaa 
aagaaccgga
   157561 gcattattta ccggtagaag agtgtggtgg tagttttgaa aaaggggttt 
gcgcaggtca
   157621 tattgaacgt ttgggtaaag tagctcagtc tacaatgtcc aatcatttgt 
ctgtattaca
   157681 gcaggcgggt ctcattcagg tccaaaaata tggacaatgg tcttattttt 
cacgtaacga
   157741 agctttgatt cagcaatata tcgaacattt aaaacaaaca ctttaaaaca 
aataaagtgt
   157801 aagtcgaggc gatcatggct gaactcaata ctcccttaac agttggtgat 
tttgaaatta
   157861 aaaatcgact ggtaatggcc ccattaacac gtgcgcgtag tggcgaaagc 
cgtgttccaa
   157921 acgatttaat ggtggaatat tatcagcaac gtgcaaatgc cggtctcatt 
ctcactgaag
   157981 caacagtgat tggttcaaaa accgtaggtt atgcagatac tccgggacta 
tggtcacaag
   158041 agcaagcaca agcatggaat aagattattg aagcagttca tgctcaaggt 
tcaaaaattg
   158101 tagttcaact gtggcatgtg ggtcgtattt cacatccaga gcttttagat 
ggcgatattc



   158161 ctgttgcacc gagtgcgatt caacctgcgg gtgaagtaag tttattacgc 
cctaaacgtc
   158221 catatgtaac gccacgtgcg ctttcaattg aagaaattca ggaaattgtt 
gctcaatata
   158281 agcattcagc tgaattggct aaagcagcag gttttgatgg cgttgagcta 
catgcagcaa
   158341 atggttattt aattgaccag ttccttcaaa gtaatactaa ccagcgtgat 
gatgagtatg
   158401 gtggtccggt tgaaaaccgc gctcgcttgt tattagaagt agttgatgcc 
tttattgaag
   158461 tgtggggcgc tggccgagta ggtgtgcata ttgcaccgcg tggcgactcg 
catgatatgg
   158521 gtgatgaaaa cccgctagcg acatttggtt atgtggttga acaactcagc 
caacgtaatg
   158581 tggctttcat tttctctcgt gaatatgaag cagctgatag tattagccca 
caattacgta
   158641 aaaaatttaa tggtgtatgg attgccaatg aaaatctgac accagagtca 
gcaaaacgta
   158701 tcttgcgtga aggtcaggca gatgctgtat cttttggtaa agcatatatc 
gctaacccag
   158761 atctattaca gcgtttagaa caaggcttac cattaaatga acttcaacca 
acgactttat
   158821 atgctaaagg cgctgaagga tatacagact atccggcttt agaagcttca 
taagttcata
   158881 atattattta aatttactat atgctgaact tgctctttcg tgagttcagt 
aaatgacttt
   158941 tcttgtatat ggtagagttt aggtatcgaa actctgccat tttttttatc 
tatgttatat
   159001 tttccgcagt ttttgaattt tgactatttg aggcaaaccg cttggcgacc 
ccattttggt
   159061 acaacaccgc acttcattta ttaaaaccgt tttatcgttg gcggataaaa 
agacgtgcag
   159121 aaagtctaga attatatcag caggaatgtc tggaaagatt tgggccattt 
gaagcaccga
   159181 agaatgtaaa agcgatctgg tttcatgctg tttcagtcgg ggaaaccaat 
gctgcacagc
   159241 ccttaattga atattaccta aaacttgggc agccagtctt agtgaccaat 
accacgaaaa
   159301 caggtcaggc tcgtgccaag tcactttttc taaaagaacc atatttagat 
ttatttcaag
   159361 ccgtttattt gcctgtagac cagaagcctc ttttaaaaaa attttttgag 
ttatatcagc
   159421 caaagctttt agcactggtt gaaactgaac tctggccaaa tttaatcgat 
caagccaaat
   159481 tacagcatgt accttgtttg ctgcttaatg ctcggttgtc agaaaaatct 
gcaaaaggat
   159541 atggcaaagt ctcgggttta accgcaggta tgttaaaaca gctggactgg 
gtgttagctc
   159601 aagatagtgc aactcgtcag cgttatgttg agcttggttt agacgaacac 
aaaagtcagg
   159661 tcgttggtaa tattaagttt gatattcatg cgccagaggc ttttattaaa 
caagctgccc
   159721 aattgcatca gcaatggtat ctggaaaatc ggcaggttgt gacgattgcc 
agtacacatg



   159781 cacccgaaga acaacaaatt ttggaagcac tcgcacctta tttaaattca 
gatcgtgagt
   159841 tggtgtgtat tgtggtgcct cgtcatcctg agcgtttcga tgaagtattt 
gaaatttgcc
   159901 aaaatttaaa tttaattacg catcgtagaa gtatgggcca aagtattcat 
gccagcacgc
   159961 aagtttatct cgctgacagt atgggtgagc tctggttatg gtatgcctta 
agtcaggtgt
   160021 gttttgtagg cggttcttta aatgagccgg gtggggggca taatatttta 
gaacctatgg
   160081 ttttaaatgt acctactgta gttggaccgc gttattttaa ctttcaaacg 
attgtcgatg
   160141 agttcattga tgaaaatgct gtgcttattg ctcaagatgc gcagcaggtc 
gttgatatct
   160201 ggttagcatg tctggcagaa cttgaggcga ctgaacagtt agtgatacag 
gcgcataaag
   160261 tgttgcaacg taatcaaggt tccttacaaa aacatatcgg ggtgattaat 
cgctatctgg
   160321 ccgaaaaatc atgaatattg ttttactaga gcctgaagat gttcagtcgg 
atacatggtc
   160381 tatccattca aaacgtcaat tacaacattt gcgtgaacat cttgatatta 
cagtcggcca
   160441 gaatctaaaa gttggtattc gtaacggcgc ccgttatatc actgaaattg 
tttcgatgaa
   160501 tgagcatgaa gtccgtatac ggcctattcg tgaagaacta ctaccagcaa 
aacttccggt
   160561 tcatttaatt gtagctttac caagacctaa agttttacgc cgtctaatta 
tggacagtgt
   160621 gactttaggt gttgaaagga taagcctgat tcatagttat cgtgttgata 
aaagctattg
   160681 gcaaactcct tttttacagc aaatagacaa ctacgttacg ctgggacttg 
agcaagcagg
   160741 cgatacaatt gttcctgaaa ttcaactcta taaacgcttt aaaccttttg 
ttgaagacgt
   160801 cttgccaaat ttaattacgc aggaaacacc tgcctatgtg gctcatcctt 
atgctgagca
   160861 acgtatgcca attaatatta gccatgcttg tagtgtagtg gtcggaccgg 
aagggggatt
   160921 tattccttac gaagtagatt tgctcataaa aaacggctgc caagctatga 
gcttaggcaa
   160981 ccgtatttta agaaccgaaa cgtctatttc ttatatttta ggtcgtttgt 
ttagctgatg
   161041 tttcagggtt taaagctggt ggattagata ccatttttaa ttcctgaatt 
gggtaaggaa
   161101 tatcaatatc attttcattg aaagcttgtt ttacttgagc ttgaatatta 
ctaatagatg
   161161 aagaaatatc agtttcagtg gtatcaaccc accagcgtac agtcaggtta 
accgagaaat
   161221 ctgctaaagc tgtgacatta accgaaaacg caggctgact cagtacattt 
cggtcattgt
   161281 tgagaatatc taaaataatc tgttttgctt tttgctcatc atcgtcatag 
ccaattccga
   161341 ctacaaactc gcagcgtcgt tgttgataag cagtattaac agttaaggca 
cttgtataaa



   161401 ccgttgcatt tggaataaca atacggcgac catccggtga gcgtaggaag 
gttgcacgga
   161461 tctggatgtc ttctacagtt ccttcaagtg aattcaccac aattgaatcg 
ccaatacgga
   161521 atggctcgct caataaaatc aaaatacctg aaagtaggtt ttggaaaata 
tctttaaatg
   161581 caaaaccaat ggcgaccgaa ccgataccta gcgcactcat aagctggcct 
ggtgtgaacc
   161641 ccggaatcat aatgacgaga gctattaaga aaccaaagaa taagatcgct 
gtactaccga
   161701 cacggtttaa aactaaaaca agattttgac gagtataaga gcgattttct 
aaagtcttac
   161761 gaacaaagaa cttgaataat ttggtcagta gccaaaaaat aagaaaaaca 
acaatcgcaa
   161821 tgcagatata aggtacacgt tcccaaaaac tatctacgat tttgtcgata 
gtggtatagg
   161881 catcatggta tttctcggta tgcgctaaaa ctgtttgagt ggttttagta 
cctgcttctt
   161941 gcaaaagttc gcctgtattt tttgcaacat ccgttaagga tttttgttca 
tcagccacga
   162001 caagtctcta attgaataaa ttcagaaagc cttttcagct tccatcatag 
taggagataa
   162061 aatgtgcgcc tactataatg agttcatcta aataataaag tgttttttaa 
ttaaaagtat
   162121 tccgttcctt tttgtaagat ttgtgtcggg gtttgaatag tatcggtacc 
agagaagtag
   162181 taaaaaaagc ctgctgtaga aataaggcta attaaaatag cgattaaaat 
aagccaagcc
   162241 atcagttttt ctataaacgt tgaaggccga acaggaccat attgattagt 
gcccactgta
   162301 ccagaagcaa gcagtaaata aagcataaaa aagaactgaa cgactggaat 
aaataacagt
   162361 agtcccatcc agccactttt atttaaatca tgtaggcgtc gaacgaccaa 
aataatgttg
   162421 agatagatca gaaatagcca gaaagcccag accattaaag cacttatacc 
ggagagagag
   162481 ctgtaaaact caaaattaaa tagatcactt gaaagctgaa aacttccaag 
aaacgaagcc
   162541 agtataaaat agcccacgat tgtgactaaa taaatcagag gccatatcca 
cccaaataac
   162601 tcattcggtt aaagcggcca tgaattgaaa aagggctgtc tttaaacggg 
agttgaggtg
   162661 gacgtgaaga gggagtttcg gcaaacatct tattttattc ctgcactgct 
tctaaaagct
   162721 aaaataaact ttgttgatgg tcaaaaccat caaaacttaa aaaaattata 
aaagtaaaag
   162781 ctatagacaa atgttttaaa tcaacttaat tttataaaaa tgttcacaat 
ttcgtatgct
   162841 tgagtaagtg attaatatat gaccaaagtc gcattgtcta ggctttgaaa 
gagtcatcat
   162901 actgaaaagg caaacaaata agatccagta aaataatagc cacagtctcg 
agatgggatg
   162961 cacaagatca aggaagttgc gtatgaatga gatctatcca gtaccagagg 
aatttaaaaa



   163021 aactgctcgt actgttgaag cagactactt taaacgttat caacactcta 
tcgagaaccc
   163081 agatgaattc tgggcagagc aagctaaaat tgtcgattgg ataaagccat 
ttacccaagt
   163141 taaaaatacc agttttgaca aagacaattt caagattgaa tggtttgctg 
atggtgagtt
   163201 gaacgtatca gcaaactgct tggacaggca tcttaaagaa caccctcaca 
aacctgcaat
   163261 tatttgggaa ggtgaccatc cttctcgtca taaaatcgtt tcttataaag 
aattacacga
   163321 cgaagtctgc cgtttcgcca acgttttaaa gaaatatggc attggtaaag 
gtgaccgcgt
   163381 tgtgctgtat atgccaatgg tgactgaggc tgcaattgcc atgttagcct 
gtgcccgtat
   163441 tggtgcggtg cactgcgtgg tatttggtgg cttctcacca gactcgttgg 
caagtcgtat
   163501 tgaagatagc caagctaaac ttgtgattac ggctgactca agcctacgtg 
ccggtaagtt
   163561 gttaccactt aaagaaaatg ttgatttggc tctagcattg ccgggcacag 
agtgcgttga
   163621 aaatgtgatt gtggtttacc gtaatgcaaa cccaatcgag atgaagccgg 
gtcgtgattt
   163681 gtggtatcac cttattatta tggaggtgga tgcaaactgt cctccagaac 
caatgaaggc
   163741 cgaagaccct ttatttattc tttatacctc tggctcgaca ggtaaaccta 
aaggagtgtt
   163801 gcatactaca ggtggttatc tggtgtatgt ggcgagtacc tttaaagaag 
tttttgattt
   163861 aaaacaagat gatgtgtact ggtgtaccgc tgatgtcggc tggattacag 
gtcatagtta
   163921 tctaatctat gggccactgg caaatggtac gacgacctta atgttcgaag 
gtgtgcctca
   163981 gtatccaaca tgggcacgtc ttggtcatgt ggtcgataaa cataaagtct 
ctattttata
   164041 tacagcgcca accgcgattc gtgccatgat gcgagaaggt gattcgtatg 
tacgcgaaag
   164101 taaccgtagt agtttgcgtt tgttaggttc agtgggtgaa cctattaacc 
cagaggcttg
   164161 gaactggtac tacaacgttg ttggtgaagg ccgctgtcca attgttgata 
catggtggca
   164221 aaccgaaaca ggtggtattt tgattgcgcc attaccgggg gcaacagctt 
taaaacccgg
   164281 ttcggcaacg cgtcctttat ttggtattca accagcgatt gtcgatggtg 
aaggcaatga
   164341 actagaaggc gctgccgaag gtaaccttgt gattaaagat tcatggccgg 
gccagatgcg
   164401 taccatttgg ggtgacccag atcgctttat tgaagcttac ttctcgacct 
ttaaaaatac
   164461 ttattttaca ggtgatggcg cccgccgtga tgaagatggc tattactgga 
tcacaggccg
   164521 tgttgacgat gtcttaaacg tttcaggcca tcgtctaggt acggctgaaa 
ttgaaagtgc
   164581 tcttgtatcg catgaagcgg tggcagaagc tgctgttgtg ggtatgccgc 
atgatattaa



   164641 agggcagggt atttgtactt ttgtgacctt gcaggcgggt gttccggagt 
cggaagaact
   164701 gcgaaaagag ttaattagct gggtacgtaa agtacttgga ccagtggctt 
caccagatgc
   164761 actgcactgg gcacctgcat tacctaaaac ccgttcgggt aaaatcatgc 
gccgtatttt
   164821 aagaaaaatt gcagcgaatg aactggatag tttgggcgat acctcaaccc 
tagctgaacc
   164881 ggcagtggtg gatcaactga ttgcaacagt ttatcccgat agacaaaaat 
aacgttttta
   164941 taaaaaagcc ccgatagggg cttttttatt aagcctgttt aagattttgc 
tagaaagtca
   165001 gcagtatttt gtacgcttgc aaacatacca agagcagcta aaaaagcagt 
ttgtacatct
   165061 tcggctttaa cagtttttcc gttatggctt aaatcacggg tcgcagtggc 
atctccaatt
   165121 aagatgggtt gataacctaa ctctttggct gcacgtgtgc cagaatcaat 
acaaatatgt
   165181 gtcatcatgc ctgtgatcac gagttgttca atttgatgtg cttttaaaag 
ttcttctaaa
   165241 ttggtttcta aaaaactgtt tggataatgc tttgtcacga ttaatgaatc 
accgccagca
   165301 ctaagttctg gatgaagtaa aacaccttca gtattttctt gaaagaagct 
ggcttgtggc
   165361 gggttaatat gttgcacata aataattggt aaatcttttt cattaaaata 
ttgctcgagc
   165421 tgttttattt tatcgagcgc ttgatctggt ccaaccaatt ccattttgcc 
atttttaaaa
   165481 taatcatttt gtacatcgat aactaatagt gcttgtttca tgagaatact 
cttgttggta
   165541 taagataaaa caaggttatt ctctgcccgc aaaatcggct atagtcctat 
gaaagcatta
   165601 tcgccagttt tctttcgtta tgaaaaatga atattgaatt agaccctatt 
gatctaaaaa
   165661 ttattgcatt gctcaagcaa gattctcgct taacaaataa agaaattggg 
cagcgtgttc
   165721 atcggacagg gcaggcagta ggtgctcgaa ttgctcagtt aatggatgca 
ggtgttatta
   165781 aaaattacac cattgccgtg caatacaggc ataaacaatt tattcatttg 
catttaaatg
   165841 aactgcgctc ctttgaagaa attgaaaatt tagtaaagca atatgaacaa 
atcgatgagt
   165901 gctttaaggt tatgggtaat gcgtgttata tgatcgttag tcatttcgaa 
ccagcagaac
   165961 tcaatgcttt tattgaagtc ctctcaaaat ggtgtcgtta ctcagttgaa 
actgttattc
   166021 gagaagtaga gaaagcttaa aaaataaaag ctccaagccg agtcttggag 
ccaatatgtc
   166081 tttattttta tttattgttt ttattgtctt gcgctgtttt aactggaggt 
tttaggctga
   166141 tttagcttga atttctacct ccttttcctg ttgtagttct aactgacgaa 
cgagcggcag
   166201 aactttttca ccaaagtatt ccacctcttc aataaagtgt aagaaacctg 
aaagaaccaa



   166261 gtcgacacct acatttttaa gcgccacaat ccgctccgca atttgctgag 
gtgtaccaat
   166321 taaattggtt ttaaagccat cgttatattg aactaaatct tcaaaagttg 
attttgccca
   166381 gttgccttct tgttctggtg aagcagcacc cgcttcacga gttgcatcgc 
caaacgcatt
   166441 tactgcttca gtgttggctt tatcaataat ttcttgaagt actgcttttg 
cttcttcttc
   166501 ggtatctcga gcaataataa aagcatttac cccaatttta acttgatggt 
tattggcttt
   166561 tgctttggct cggatatctt cgacctgttt ttgaatttct tcgacggtat 
tgccgttggt
   166621 gaaataccag tcagacactc gagaggccat gtcacgtgcg gcacgtgaac 
taccaccttg
   166681 aaagacttca atatgtggtt tttgcagagg ttttggctta agtgtgtagt 
tctggaattg
   166741 gtaatactta ccatcgaaac tatagttatc tgtggtccag attcctttta 
gcgtgcgaat
   166801 aaactcttca gagcggacat aacgttcatc atgctcaggc cattcttcgc 
caatagcatc
   166861 aaactcacct ctgaaccagc cacttaccac attaatggca atacggcctt 
gagttagata
   166921 atcaatcgtt gcgagttgtt tagctgcaag tgccggtttc caagggccgg 
gcagaatagc
   166981 cgcaatcact ttgagtttct cagtttttgc aagtaatgca tgactgaaac 
tcacagactc
   167041 atgctggttt tctgccccgt accctgccgt aaaacgaatt tgggtgagcg 
catattcaaa
   167101 accattgttt tcggcagcct gtgcaagtcg aacattgtag tcataactcc 
agtctgtacg
   167161 ctgttcgatg ttacttacga caaggccacc gcttacattt ggtacccaat 
aagcaaattt
   167221 aattggttgt tgtaattgcg tcatggtgct ctctcccaat ttcgttattt 
ttatttagct
   167281 atattgcatt taggcaacat gcgttaatga tttaccggac ttatgatgca 
aacgagattc
   167341 tgctgcatcg agatttggta cagctgctga aggcaatact tcttcttgct 
caatttgctt
   167401 gttaatacca agctcttgat ttgcttgctg agatttaggt ttaaccactt 
cagcacgttt
   167461 acctttcgct ggtgcccatt ctaaaattgg caatgcgcgt gctactgcta 
gcgtaatacg
   167521 gtcagataac tgttcacttt tcaccgtata ttcaggagta aagtcgcgat 
ctgttgcgta
   167581 tacgccaatt ggtaaagttt gcgcctgaaa gaagctaaac aatgggcgaa 
gctgatgctc
   167641 tagtacgagt gcatgacgat cactaccacc tgatgcagct aaaagtacag 
gtacatctac
   167701 taatgcagtt tgttcaacga agtcaaaaaa gtgtttaaaa agacctgtaa 
aagaagcacg
   167761 gtaaacaggc gtaccaacaa ttaaggcatc tgctgcttca accgctgcaa 
ggtcatcttg
   167821 tacgcgctgt ggaagctggt tgcgataaaa tgcgccgcct aataagggcc 
cgatttcact



   167881 caatttaata aattgaactt taatatcaat tgcttcagat aactcatcaa 
gaatggcctg
   167941 aaccagactt tcggttttag atggcgtatt caaaccacca gaaacagcaa 
caatatttaa
   168001 gggttttgat gatgcgatac cagtcatgat ttggttccta agcctaaaaa 
agaagattgg
   168061 acttattaat caacaatgct ggcgaactgt aaaataacga aattggtcaa 
ccttatcagt
   168121 tttaaatata aaacccgaat agttgatttt tattatttaa tagtgagtta 
aataactgtt
   168181 tttattttat ataattattt atgatatatt ttttagaata aaaataaagc 
ttatataaaa
   168241 aacagattaa ttttgattaa aaggtaaaaa acatccgaaa atcgaagcaa 
aggtctgtat
   168301 ttaacaacat tttgcataaa aatggataag atgagcatat ctttcatcta 
aatagtaggg
   168361 ttacaatagg ccatacttat gctcaagatt actttaatcg cttatgaata 
ttttaatcgt
   168421 tgatgatcat cctttgtttc gtcatgcttt gattcaagca gtacgttata 
gcctgccgca
   168481 ggcacaaatt catgaaacag cttcggttga tgagttttat gagcgtttgg 
aaaatggggc
   168541 agaacctgat ctggtattac ttgatttaaa cttaccgggt gcttcaggct 
tttcggctct
   168601 ggtctatgta agagcacaat atccatctat tcctattatt gtggtttctg 
cacacgaaga
   168661 agcgtcaatt attcaacgtg caattgcgca tggtgcaatg ggttatattc 
ctaaatcggc
   168721 tcatccaagt catattggcg aagcaatccg tcaagtgtta gatggggaaa 
tctggttacc
   168781 gccaaacttg ccatcaaata ttaatcttga cccgagagcg gcagatgaaa 
ctgctttggc
   168841 tgaacgtatt cagtcgttaa cgcctcagca attccgagtt ttgatgatgg 
ttgcagaagg
   168901 tttattaaat aaacaaatcg cttatgaact cgatgtttca gaggctacca 
ttaaagcgca
   168961 tgtaaccgct atttttagaa aactaggcgt acaaaatcgt acacaggctg 
tattggcaat
   169021 tagtgcatta aatattgaag ataaaaaaat ctaaaataaa aaagacctca 
attgaggtct
   169081 tttttatatg ttccacttag gcaaggcaat cttgcttagg tgttaggctg 
tcgcagtaca
   169141 gtgggttaag cgcacattgc aaatcatcaa tttgttcttg ggtcacatag 
cctttgcttt
   169201 ttaaatattc agccacgcgg tcatcacgca agcttaagaa agccgcatca 
taaacaccta
   169261 aatcaacaaa gagagctgcg gtttctaggc tattgaaccg atcaaggaaa 
atatcattgc
   169321 catacattaa gaagatatgg tcaagttttg ctttttcatc tacatgcaaa 
cgttcagcaa
   169381 gttgatgtgg aggtgtctta ataaacagca agtcagaaag ctcatcgaat 
tgagtcatat
   169441 ctaactggtt ttctccaagt ttgacatgac caagccaagc cttgaaaacc 
agaacagcac



   169501 caccgcgtag aagcatactc cagatttgat ggcgtgtttc atggtcaagg 
ttttcacttt
   169561 cagcagtaag aacttttaag aagttctctt cttgttgggc taatttatca 
aataaaccca
   169621 agccttgcgg atgataagca gcaggcgcaa atacatcaaa atttagatca 
tgaaatacat
   169681 tgagtgcgag aggtacagca cactgataaa tagtattgag tgctttgata 
tgtgcttcgc
   169741 taagcttgct atgcggaaaa atactttgcc aatctaactc aggaagtaag 
gcattggcac
   169801 tgtattgacg ataaaattgt tgagacgaga gttgcccttg gggggtgtta 
tcagaaatat
   169861 tcatggcagt tatcctttgc attcattcta gagcagtgaa gctatataga 
ttggaaatcg
   169921 atttgataat tcgttataca atttaaaaat tcgttttgaa tatttatgtg 
tcatgaagaa
   169981 tgcaagtaga atacgactaa agtcgtataa ggtgattttt cgcaaataat 
ctataataaa
   170041 aacaattaat tattaaattg taactaagta tacaagtgtt cacttacaaa 
aaaggtgggc
   170101 tttgccatag aaaaaaaggc attggaaatt ttggtcaatg atttaccggg 
taaaagtaga
   170161 ctttttgagc agttctgcct attggcttaa attcagtcaa acatttttgc 
caagaaccgc
   170221 tccccaaact tatcaaaggt tgggaagcga taaatgatta gtctgtcgtg 
ctggcaattt
   170281 taagcccaga taaccatgct cttaatgaag ctggttttaa tggctttttg 
agtaaaacaa
   170341 tattcagttc ttttaattgc tgcggtaatt cagggtgcga gtccgctgta 
attaaggcaa
   170401 caggaacatc ttcttgacga ttttgagtaa taaaatcaac cccaagttga 
ttgtggttta
   170461 aatgctggtc aatgagccaa acctgaatat tctctttttg aataatttct 
agtgcctgtt
   170521 caggctcagt cgctttgaaa acttgataac cccatcttcc taataaacta 
ctcattcctt
   170581 caagaatagt ttcatcattg tctaggcaca aaatacggta ggctttagtt 
tttaaaggta
   170641 cggcttgtac agctggtgtt gcaacttttg gtggctcgac aataggtact 
tcaatcataa
   170701 agcatgagcc tttgcccaac tctgagtaaa catgaacagg gtaatttagc 
aaacctgtca
   170761 tacgttgtac gatggcaagt cctagcccta aaccttgttc accccaaggt 
gataaatgcc
   170821 cacagcgctc aaactcttgg aatagcttaa tccgttgttc ttcggcaata 
cctggtccag
   170881 tatcccaaac cccaattcga atatgtccag actgctgcgc agagcggagt 
acacctacca
   170941 caactcgacc tttagcggta taacgcaaag cattactgac aaagttctga 
ataatacgac
   171001 gaatccactg cgggtcggta tcgatccaga aagacacatc gtggactttc 
agtgagatat
   171061 ttcgctgagc agcgatcgat ttaaactgca actcaagatc actgagcaaa 
tcatgcaacg



   171121 gataaggttg tctttttggc tgtatggtac cgccttccaa acgtgcaata 
tcgagtaggg
   171181 cagagagcat actttctgca ccatagagtg ctcggtcaag ctgttgtagg 
gtctggcggt
   171241 cttcttcggt cgaaatactt tgctcaagaa cagtactaaa cagacgagca 
gcatgcatag
   171301 gctgtaatag atcgtgactt gccgcggcaa taaatcgact ttttgacata 
ttggccatat
   171361 cagcttgttc acgtgcaagc tgttgttcag ttaaggcatc ggcaagctgt 
tgtgttctat
   171421 cttttacgcg ggcttcaagc acggcttcgt tcgcacggaa ggccgtaata 
tctgcaaatg
   171481 tcgttacaaa gcctccacct gcaatcggat ttcctcgcat ttgaattaca 
cggccatctt
   171541 tacgaatacg ttcaaattcg tgagcacttc ccactttcat ccagtgaaga 
cgtttacgca
   171601 catgttcttc aactgaaccg gggccacatt caccgcgttc ggcgttataa 
cggatgaggt
   171661 cggcaattgg gcagcctaca taaacgaggt cttttgggta accaaacagt 
tttaaatatt
   171721 ggttgttcca tgcgaccaaa cacatatttt tatcaaccac gcttacccct 
tgggtcatgt
   171781 ggtcaatcat ggtcataaga aggttctgat taaaacgttg ccactgcgat 
gcttggtcta
   171841 aaatattagc cacttgtcct aaagcgaggc cgttattaat cattgctgtt 
gtgagcaacg
   171901 tacgtgcaga agcggcaccg ataataccgg ccagatattg ctcggtaaaa 
cgccaccaca
   171961 tgccattggc aatactattt gggttgaggg tgaggtgatt ttgctcacaa 
aaattttcga
   172021 acgcttgcgt agtgggttgc tcacccgtaa ttcttttggc tagggcaaat 
aaatcaccca
   172081 cttttaagcg ggccgcatca tgaggaagat aggttaaatc agtagaggtg 
tgcggtgatg
   172141 gtaaaggctt tgtttcataa taaaagaagc tttctgcctg aatttgctca 
gcgacgcttg
   172201 gccgataaat ttttgaaatc cagatatata aaacaatatt taaaccgagt 
gaccaaataa
   172261 caccgtgagt taaaggtgca aatgactcaa aaccaaataa agattccggg 
cgtagggcat
   172321 taatgccgaa aggaccgaaa agtaaaatac tttgagccgt ttcctgatag 
gcttcaggca
   172381 agctacgcaa aatagttgga aataataatg tataactcca cattaaaaat 
ccaataataa
   172441 gtcctgcata gacgccttga cggcttccgc cacgccaata caaaccacca 
atcagtgcag
   172501 gtgcaaactg tgctacagca ctaaaagcca ataagccgaa aactgaaagt 
tggttaatgt
   172561 cattaaagaa atggaagaat aaaaagccaa gcagcatcac cgcaacaata 
ctgatacggc
   172621 ggctaaattt aagaacttta ggtaaatgct tatcgtgacg tgacagcaac 
ttaaatcgcc
   172681 atagagcagg cataatcaag tcgttactga gcataataga caatgctact 
gatgacacca



   172741 gtaacatacc tgttgatgca gagaacccgc ctaaaaaggc cagtaatgcc 
agccactctt
   172801 ggttataact taaaggcaat gacagcacag ccacatcagg cacagtcaga 
aacttcggtg
   172861 cggcatgtaa agcccagctt gcaatcggaa taatggcaag aatagttaaa 
atgagataaa
   172921 ccgcgaacca tttacgagca ccgcgaatat gcttctcatc gcggagttcg 
accacagcca
   172981 cgtggaactg acgtggtaag caaataatgg ctaaacctgc caataatgtt 
tgaatccaga
   173041 aagtttcggg tacaccaaag agctgaactt cctgaaaagt ctggtttaca 
tcagaggtca
   173101 tttggctcaa gttggccggt gattcaaaaa taaaaaataa agcgacacaa 
agtaaggcaa
   173161 ataacttcac aaatgattca aatgcaaccg caagcatgag gccaccatgc 
tgctcagtgt
   173221 ttgcaatctg ccgtgtacca aaaatcatgg ccaaaattgc aagcacactg 
gtgagcaata
   173281 acacactgtt ggtcgtcgta tgaatatgcg agctttgctc cataatgacc 
gaggtactta
   173341 acgcaatcgc acgcagctgt aacgcgaggt aggggataat cgcaataact 
gcaagaatag
   173401 tcaccaacga tgcgagtaca ccacttttac catagcgtgc cgcgacaaag 
tcagcgattg
   173461 acgaaatcgc atgatgctga cgaactcgac ctagacgccg ccagatgtca 
taaccaaacc
   173521 agacaaataa cagtggacct aaataaatag gtaaaaagat gacaccttca 
cgtacggcag
   173581 ccccagttgc gccatagaat gtccaagagg aacaatagac acctaaagtt 
aagctaaata
   173641 aaaacatacg gccacgcgtg ctaagacgac tggcatgctt ctcaccaaaa 
aaagcacaga
   173701 caaataaaag cgcaatataa agagtgagca ccccaataat cagccagctg 
ttcatatgac
   173761 ctacataagt gaaaccttat gcctatcata acccaagccg aaacaaagct 
ataaattgat
   173821 taaattttaa cgaccaaagt ctaagttacg actgagctgg aatcttgcta 
actttaataa
   173881 tgaaaaaata cattaaaaaa aagtgaccaa ggttgggcac tatgtaagga 
gtttggttat
   173941 ggatcaaagc caagtagaac agattctacg taatccaaag tttcaaaaaa 
tggtcaagaa
   174001 aaaaagtgca ttaagctgga cgctcacaat catcatgtta gtgctttatg 
tgggctttat
   174061 gctacttgtg ggctacaaca aagaattttt gatgagttcc tttagtggtg 
gtgtaacgac
   174121 atgggggatc ccgctaggtt taggaattat tgttttatct ttcctacttt 
gtggtgtgta
   174181 ttcctatatc gcaaataata cccttgacca attgagtgaa gaagcgttga 
aggaagttga
   174241 agccatcacg catgagaaag gactacacta atatgaaatg gaattcattc 
aaagcgaaag
   174301 ccttattggc agcagcatcg ctatattcaa ctgttgctat ggcaagcccg 
gacttaggtg



   174361 aagcagaaca gcaagccacc aactggcatg ccattatcat gtttatcatc 
tttgttggct
   174421 ttaccttgtt tattaccaaa tgggcggcta aacaaactca atcggcgcaa 
gacttctata
   174481 ctgctggtgg tgggatcagt ggtttccaaa acggtttggc gattgcgggt 
gactatatgt
   174541 cagcagcgtc atttcttggt atttctgcaa tggtgtttag ctcaggtttt 
gacggcttgc
   174601 tctattcact cgggttcatg gtcggttggc caatcgtttt attcttggtg 
gcagaacgct
   174661 tacgtaacct tggtaaatat aacctttcag atgtagtgtc attccgtctt 
gaagaaaaac
   174721 cagttcgtac tttagctgct ttcagctcgc ttgttgtagt cgcgttctat 
ttgattgcac
   174781 aaatggtagg ggcaggtcag ctcatcaaac tattatttgg tttgaactat 
aacattgcag
   174841 ttgtgattgt cggcttgctc atgatggcat acgttatttt cggcggcatg 
ctagcaacca
   174901 catgggtaca aatcattaaa gcagtgatgt tattaagtgg tgcaacgttc 
atggccttta
   174961 tggtgatgaa agcggttggt ttcagcttta gtaatatgtt cacccaatca 
attgaagtgt
   175021 tcagtaaagt tcacgacgta agctttgaag atgctgcaaa aattatggga 
ccaggtaaac
   175081 ttgccgcaaa cccgattgat gccttatctc ttggcttggc actcatgttt 
ggtacagcag
   175141 gtcttccaca cattcttatg cgtttcttca cggtaaaaga cgcaaaagaa 
gcgcgtaaat
   175201 cagttgtcgt tgcaacaggt tttattggtt acttctatct tttgactttt 
attattggtt
   175261 tcggtgcgat ccttttcgta tcaaacaacc cgcaattcct tgatgttgcg 
aaaatggcaa
   175321 tgaccggcaa acttgagctt gttggtggta acaatatggc agccgtgcat 
ttaagtgacg
   175381 ctttaggcgg tgacttattc atgggcttca tttcagcagt agcgttcgca 
acgattcttg
   175441 cagttgttgc tggtttaaca ctttcaggtg catctgcgat ctcacacgat 
ttatacgcta
   175501 acgtatttaa aaaaggtcaa accacgccag cttcagagct tcgcatgtca 
aaaatcgcga
   175561 cgcttggttt agcaatcttt gccatgattt taggtatttt gtttgaaaag 
caaaacgtag
   175621 cattcatggt aggtttagca ttctctgtag cgtgttgtgc aaacttccca 
attcttgttc
   175681 tttcaatgtt ctggaaaggt ttaacaactc gtggtgcggt cactggtggc 
gtagttggtc
   175741 ttgtaacagc ggttgtactc attattctgt ctaaagcagt atgggtagat 
actttaaaaa
   175801 tctctgatac cccaattaac ccgttcaatg gtcctgcatt atttgcaatg 
cctttgtcgt
   175861 tcctttgctg ctggttcttc tcggtaactg acagctcagc acgtgcgaaa 
aaagaacgcg
   175921 cttctttcga cgctcaatat gttcgttcaa tgacaggtat tggtgcttct 
ggcgcatcag



   175981 atcactaatc aaaatatatt gaacatctca aaaaagccct acggggcttt 
ttttatttat
   176041 ctcataaagt gtattgaaag aagctcctta ataaagaaca acttgtttat 
cctatttttt
   176101 gtacagtatg attttctata atccaaaaca taatgaaaaa atggaaaata 
attaaatgcg
   176161 atctatcatt gaattctggt cgagctttcg attgttgcct tctgcatggc 
tgctgttggt
   176221 gcaattcatt ttacttattc tggctatgct gacttttgat aatgaggctt 
acaggacctt
   176281 aacttgggcg ctaggggtac ttgcattact cattattgcc aaagttattc 
gccaaacacc
   176341 catgttcact tttctcggtc tcgcatttgt cagtggggca attatagctt 
cggtctttat
   176401 tttattaggc tatagcaatt taaccatcca gatttttgcc catagctgtg 
aagccttagc
   176461 ttacttttcg gctgcttatg gtttatttcg ctatatgttt gctgaccgat 
atttaacccg
   176521 cgatgagttg tttgcagctg ccgcagtttt taccttgctg gcttggggat 
ttgcattttt
   176581 atataacatt tgtcagttac tcattcctaa tagctttcaa aatccaaacc 
acatccatca
   176641 cttacaaact tggttagatt tactgttttt aagctttagt ttgcagtcag 
ctacgggact
   176701 gtctgattta atgcccctta gtccaccagc acgtgtttta gcgatgttac 
agatgttttg
   176761 tggtgtgatg tatttggccc taatagttac gcgtttaatc gctttacaat 
atatcaagca
   176821 cacgcctaaa aagaattctg ataaataaag aaggaggtgt tttaatttat 
ttacaccttt
   176881 gtaactgcaa tattatttaa gtttatttaa agtattatcg gctttctcta 
ttgaaagata
   176941 aaactttgtt cattcctgaa tgtctttatt ggctttaagc ctgtcatttt 
cattaaaata
   177001 acatggagga tttatgcctt ccaaacaagc gagttggttc gcaaatgtta 
atcccaatgt
   177061 ctttttgggt acggtcatta ttattgcttt gttcttagca gttgttgtga 
tcgctccgag
   177121 ttcttttgaa cttctcacgc aacagttaaa gcagtggatc actgattctt 
ttagttggtt
   177181 ctatgtctta tcggttgcct tctttcttat cctactcatt tatattgcct 
gttctgcgat
   177241 tggacgtatt aaattaggcc ctgaccatag ccagcccgaa tatagtaacg 
gatcatggtt
   177301 tgccatgttg tttactgcgg gtatgggtat tggcttaatg ttctttggtg 
tggctgaacc
   177361 tgtcatgcac tatgtcaacc caccaagtgg tgagccacag acaattgagg 
cagcacaaca
   177421 agctttacgt gtaacctttt ttcactgggg cttacatgca tgggcaattt 
acgccgtggt
   177481 cggtttagca ttagcttatt ttgcttatcg gcataattta ccgctaaaaa 
cccgttcagc
   177541 actgtatcca ctgattggta aaaagattta tggaccgtgg ggtgacagca 
tcgatatatt



   177601 tgcgaccatt ggtacggtat ttggtgtagc gacttctctc ggatttggtg 
ttacccagat
   177661 taactctggt ttacattatc tatttggtat tgagcaaagc accactactc 
aggttttact
   177721 cattattttt gtgagtattc tcgcttcatt atctgtgttc ttaggactag 
ataaaggggt
   177781 caaacgttta tcagagctaa acttagtatt agctttaata ttattagtat 
tcgtttttat
   177841 cgctggccct agtatttatt tacttcagac cactattcaa aacactgggc 
agtatatctc
   177901 taaccttttt accatgacat tcaatttata tgcttatcag ccgaatggat 
ggattggggg
   177961 atggacgatt ttatattggg cttggtggat ttcttggtcg ccatttgtag 
gtatgtttat
   178021 cgcaagggtt tcacgtggtc gtactattcg agaatttatt gtcggggtac 
tcctcattcc
   178081 aacaggcttt accattatct ggatgggatt tttaggaaat gccgcgttat 
ttagcattat
   178141 ccatgagcat caaaccactt taattcaggc tgttcagcaa gactcgtcag 
ttgctctatt
   178201 tgagttttta ggacacttgc catggtctgg tgtcatgaat attctggcga 
ctattttggt
   178261 ggttttattc ttcgtgactt cggcggactc aggggcactc gttacagact 
acttaactgc
   178321 aaaaactgaa aattcaccta cttggcagcg cctgttctgg acagtactta 
tggcggtgct
   178381 ggctattatt ctactcttgg tgggcggtct tgcggcgctt cagtcttcaa 
tcattatgag
   178441 tgcgttgcct tttaccgtag tcatgctgtt aatgagttgg ggcctaataa 
aagccttaca
   178501 tcttgatgtc actaaaatga tagcaattca agaggctcgc attacaccac 
gcgccattca
   178561 taaccctaga agctggcagc agcgtcttgg tttaatcatg cattatcctc 
atagtgaaga
   178621 agaggtgaag aaatatattg aaaagcaggt ttcacgtgct tttgaaaata 
ttcagcatga
   178681 gtttagacgc cgtcatcttg aggtgtcgat tagtgaagtg gaagatggta 
tgcagcttcg
   178741 agtcgatcat catcatgaaa ttaattttat ttataaagtt gtttcacgtg 
aaacagtacc
   178801 tccaagtttt ttaattggtc gtacagaagc agaagacggt caatattttc 
aagctgaggt
   178861 atttttgaga gaaggcggac aaaactatga tgtaatggac tggactcagg 
aagatttgat
   178921 tcaggatatt attgatcagt acgaacgtca tttacatttc ttaaatatcg 
tacgcagtta
   178981 atagccataa aaaaaggact caattgagtc ctttttttaa ttcaatttct 
aaattaaatt
   179041 agaaacggaa tttagcattt aagccgatag tttgtgtatc gtagctagac 
tttttaacgt
   179101 cagctttcat gtaagatgca ccaactgcta aagcaggagt gatgaagtag 
tttacgttac
   179161 caccccaagc ttggcggaat tcaccaaggt cattaccttt gatgtcagct 
tcgccatcgt



   179221 taccaacgaa agtagcacca acacttaact taggagttaa gtaaaggtca 
gtttttaaac
   179281 cgtattggtt ttcttgaccg aatgcaccag cagcttcaaa accgattgcc 
atgttagttc
   179341 catcgattgg accaacatat ttagcacgtg ctgtaacagc atcttggtcg 
ttttggatag
   179401 cagcagtttg gttaacagca gagtagatac cgttaccgat gataccgaag 
ttatctaaag
   179461 cgaattggtt agcaacactt gtataaccaa cagtcattaa gaagttaggt 
aacaacatag
   179521 caccaacttc taatgcataa cggtcaccgt tgtcatcttt agagaagttg 
tttttaccat
   179581 caacatcagt gtggttgtaa gttgcgctag catatacagg aaggtaagga 
gttggaacgt
   179641 atgcctcacc tttaacaccg tatgtaccaa tgtggtagtt tacgttgttt 
tggtcatatt
   179701 gttgatagct ataacctaaa gacacgctag aagcttggtt taagaaagct 
gcttcagcta
   179761 aaggaccctt agctgtatca acatttttca aatagaatgt accagcaacg 
tcaccagtga
   179821 agtttttatc atttgcagtt gtgtcaacat attcagattg accttgaact 
tcaaattgat
   179881 aagcatgagc accggtcatg gctaataata cagcagtggc taaaccaagt 
tttttcataa
   179941 tcatttccag cattaacaag agataaagct ggggtcattg tattgtaaca 
atttatgaag
   180001 tcaataatag atgaaacgta atgttaagga aatttgacac ttatgttaaa 
aatggttaaa
   180061 aaaacaacaa ttgaagtgta ttatgtcaac ctgctaaaaa aatgaacatt 
aacaagagtc
   180121 taaaccttaa gtttcatagg gaattgacac taaatagttt aaaaataatt 
acatttacaa
   180181 ttggaaaaag cgattttatt aatcggtttt aacgttaatt tatttgtcga 
cttgtctaat
   180241 aaatagccac tcaaacatta ttcttttttc aattttgctg tattttgagt 
aatagttaac
   180301 actattttga taagttcatc taaataatct atctattttg aattattata 
taattgaata
   180361 aagcaaagaa aacatgtttt taaactaaaa aaacgattaa aaaattaatt 
ctgatcaatt
   180421 taatcaactt tacaaaatta gagataagtc acacaattca attgcaaagt 
tcactatcta
   180481 acatttttag agttggaagt gctttcccag atacgatgtg ttatcacatc 
agactttacg
   180541 agctcagctt tccccaaggt tgagcttttt tttatctata agaaaacatt 
aatatttatt
   180601 aaaaaataca tgaaatttct tctattgagt gtgtataaaa aagaacccag 
ctgagggctg
   180661 ggtttaggat gctgggagaa acatccaaga ggaaaaagaa gctaattata 
ggattgcgaa
   180721 atttacatca tctgtaaaat ggagttttgc tatagccatc atttgctctt 
tcgatcaaat
   180781 ttttaagaaa tagaaaagat gaaagcgtat attgcgttaa tcgaactttg 
ttgctgaact



   180841 tctgttcagt aaagtgctag gatgcggatt aattacttca ttcaatagta 
gtgatcatgg
   180901 taggacattt acggagtacc agctagaaat gtcaggatta cgttcagaac 
atatcagtaa
   180961 tcgactgttt ttcttcatgt tggtcattat tttgtcctta ctgtttatgg 
cggttccgct
   181021 tattgtcagc agttatcaag agtacttaaa aactaaacag gctttggttg 
aaattaaaag
   181081 cttaagatca attgctgaag ttgcaaataa agtatctaaa gaacgtgcgc 
ccgcaaataa
   181141 attaatgtcg agtaacgctg ccgacttttt aaaaaatcaa aaaaacttaa 
aagaatatcg
   181201 cctttctgtt gatcgccaac ttaatgaaac tattcatatt ttaaaagaag 
aaggttatac
   181261 cgatttagca aatactttag atactaaatt tagagatgat ttaaaacaag 
ctcgcgctgt
   181321 agttgactat tatgttgcaa ctcctgaaca agcgagaagc tctatacaat 
tcgataatgc
   181381 aattttggct atgtttggag cttgggatag ctgccgagaa gttttacaaa 
atttgatgct
   181441 acagttaaaa agtaaagata gccaaattaa caattacttt actttgattg 
tggtgttgac
   181501 cgatatgcgg gatcaagctg gtcgtaccgc atctaatgtt attgcgcctg 
tgacctttaa
   181561 agaaaccata cctaatgata atcgggcgcg gtctttgcag actcagcagc 
aagcacgcta
   181621 cttatgggca cttgtagaca cactacagtc agagcaagct aaaactccgg 
aatatcatcg
   181681 cctttactca agggttaaaa ctgaattttt agataaaggc gtacctattg 
tgggtcagct
   181741 tttagatgaa agccaaaagc accaagccta tcatttaaac ggaacagaac 
tgacagacca
   181801 gatcgttgat aaatttacca cggttattga tttgcaaaag tttttactta 
ataaaagcgt
   181861 cttgattgca tctcaagaaa actatttagc aaaaaagaag tttttcctta 
ctttactcat
   181921 ttcaagcata tccttagcag cagcgttact tacactaatt tatgcaaaga 
gaagggtgtt
   181981 tgagcctctt attcaggccc gtaccttaat tcttgattta tctcatagca 
cagattatcc
   182041 aatagatgag ttgaaaccta aaaaaggcga atttatttcg ttgttcgaag 
ctattgatcg
   182101 tttacaaagg atgctcaagc agcgagatgc ttttgaattc cagcttaaaa 
atattgccaa
   182161 tacagatcca ttaacgggtg tatccaatcg tttggcttta tctgagtatt 
taaaaattgt
   182221 tgagagttac cctcaaaaat tttctcaaac ttgtttgatg attattgata 
ttgatcgctt
   182281 taaacacgtg aatgatcaat atggtcatat tgtgggtgac caagtgattc 
ggcgtatcgc
   182341 agatcaatta aaagcaaatg tacgggcttc tgatttaatt gttcgttatg 
gtggtgatga
   182401 gtttttaatt ttgttagaac aagtgcagtt tttagatgca cgtctcttgg 
ccgaaaaaat



   182461 tcgtattgca atttctctag aggaaattga tctatctggt acgcaagaaa 
aattgcatgt
   182521 atcggtcagt attgggtttg cgattggagc gacaagctgg atggagttat 
tagagaacgc
   182581 tgatcgttca ctcttaagag ctaaagctcg gggacgaaat gtagtagagg 
gataaaaaaa
   182641 gccggaaaat aaattccggc tttttgtttt attgtttcaa catcggtttc 
aagaagcggc
   182701 cagtatggga aatttcaacc tcggctactt gttcaggtgt accttcggca 
atgatcatac
   182761 caccgcccga accaccttct ggacctaagt cgaccaccca gtctgctgtt 
ttaatgacat
   182821 caaggttatg ttcaatcacc acaatggtat tacccttgtt gcgtagctca 
tgcaaaatat
   182881 cgagtaactt ggcaatatca tggaaatgca gacctgttgt tggttcatcc 
aagatataaa
   182941 gcgttttacc cgtatcacgt ttcgctaact cacgagccag tttgacacgc 
tgtgcttcac
   183001 cacccgataa agtagtagcc gcctgaccta aacgaatata gcctaagcca 
acctgagtta
   183061 aggtttctaa gcggcggtga ataactggaa tagcactaaa gaactcagca 
gcatcttcaa
   183121 ccgtcatttc taaaacatca gaaatgtttt tgcctttata accgacttca 
agtgtttcac
   183181 ggttataacg tttgccatga caagcatcgc aaggtacata catgtctggt 
aagaagtgca
   183241 ttgcgacttt aatcataccg tcgccttcac acgcttcgca gcgtccgcct 
tttacgttaa
   183301 acgagaagcg acccgcacta taaccacgag ctttcgcttc tggtgtttga 
gcaaataact
   183361 cacgaattgg cgtaaataga cccgtataag tcgctggatt agagcgcggt 
gtacggccga
   183421 ttgggctttg gtcaatatca acgactttat ccagatgttg aagaccatca 
attgaatcaa
   183481 atttttcagc ggttaaggtt gttgcaccgt tgagctgtgt tgcagccagt 
gggagtaacg
   183541 tacggttaat cagtgttgat ttacctgaac ctgaaacacc cgtgacacag 
gtcataatgc
   183601 caagtgggat ggttaaatcg acatttttta agttatgacc cgctgcacct 
gaaagtttaa
   183661 ttttttcttc aggtttaggt ggttgagttc gctgttttgg cacttcaatt 
ttgagtttgc
   183721 ctgaaagata ttggcctgtg agtgagtcgg catgtttagc cagctcatca 
tacgtacctt
   183781 cagcaatgac aacgccacca tgcacaccag caccagggcc gatatcaata 
atatggtcag
   183841 ctgcacggat tgcatcttca tcatgttcaa caactaatac cgtattacct 
aagtcacgta
   183901 agcgaattag cgtttgtaat aaacggtcat tatcacgttg atggagacca 
attgatggtt
   183961 catcaaggac gtacatgaca cccatcaaac ctgcaccaat ttgcgaagct 
agacggatac
   184021 gctgggcttc accacccgat agtgtttcgg cagaacgagc cagacttaaa 
tagttcaggc



   184081 caacactcac caagaagtgt aagcgctcac gaatctcttt aaagatttta 
tctgcaattt
   184141 cacctttggc accttcaagg tttatacctt gatagtaact ttcggcatct 
ccaatcgaca
   184201 tgcgggtaat gtcggcaatg gttttatctt ttacacgaac atgacgtgaa 
atttcattga
   184261 gacgtgaacc gccacatgca tcacacgctg cattagagag atattgagct 
aaatcgtctc
   184321 gtacatagtt actttcagtt tcacggtagc ggcgctcaag gtggggcaag 
attccctcaa
   184381 acggttgtac gcgagtatgt ttacggccgc gttcatcgat ataacttaaa 
tcgatttttt
   184441 ctttgccagt accttgtaag aatttctttt gcgtgtcttt atctaactga 
ttccaaggtg
   184501 tatcaagttg aaaaccgaaa tggtcggcaa ctttttgcag cattgaatag 
taataaggac
   184561 gttgacgatc ccaaccacga atagcacctt cactaattgc aagctcaggg 
ttaggaatga
   184621 gtttttcagg gctaaaatgg ctacgtgtac ctaagccatc acagacaggg 
cacgcaccga
   184681 acgggttatt aaatgaaaat aaacgtggct caagctctgc gactgcgcga 
tcacattcag
   184741 ggcatgagtg ttttgcagaa aaaacgcgat ctgggtgttc gccattcatc 
cacgataaaa
   184801 cggcaatatc gccacctaaa cgcagtgcag tttcaaatga ttcagcaata 
cggttgccta
   184861 agtcatcacg tactttaaag cggtcaacaa cgacttcaat ggtatgtttt 
ttctttttgt
   184921 cgagttctgg tggtgtatca atatcaatga tttcaccatc aacacgcgca 
cgaacaaaac
   184981 cttgaccttg tagttgttcg aacaagttgc tgtattcacc tttacgctca 
cgaacaacag
   185041 gggcaagcaa cataagtgct gtaccttcct caaggttctt taccgcatcg 
accatttcag
   185101 aaacagtttg cgcaaccata ggtaagtcgt gttcagggca ataaggcgta 
ccgacacgtg
   185161 cataaagcag acgtaaatag tcataaattt cggtaatcgt accaacggtt 
gaacgtgggt
   185221 tatgactggt agacttttgc tcaatggcaa tggctggtga taaaccttca 
atcgagtcaa
   185281 cttcaggttt ttccatttgc gataaaaact gacgggcata tgccgaaagt 
gattcgacat
   185341 aacggcgctg tccttcggca tacaaggtat caaaggcaag agaagatttt 
cctgaacctg
   185401 atagccccgt aattaccaca aatttgtcgc gtggaatatc gagtgacaca 
ttttttaagt
   185461 tatgggtacg tgcgcctcga atacggatat gactttggct cataaaacat 
ctcaattgtg
   185521 tattgatgaa aatttaggtg ttgagtgatc agccgcaggg aggtgtgact 
ggttataaac
   185581 aacagaccct atatatgata acgatttaaa attgttcaag tggtataaaa 
tgatttaaag
   185641 cgacaaattg tgacggttaa acgacaaacg acaaaatttg tttaattaag 
caggttgtat



   185701 ttttaacatt cctcattcta catttctact ctaagcaaat tttaaccagc 
aacataattt
   185761 tactagacga ctggtctaat agttgtttat gatgaatgca tgaaacgatt 
aaataaaagc
   185821 gaaaccacac gacaacacat tctagatacc agttttgaac tggtactaca 
taaaggtttt
   185881 gtcggtgttg gtttgcaaga aattttaaag gcttgtgacg tacctaaagg 
ttcgttctat
   185941 cactactttg cttcaaaaga ggcgtttggc tgtgcgttgc tcgagcaata 
catggccaat
   186001 tataaagtcc gtatggaaca gctttggcag cacagtgagc aaagtgccca 
tgcccgttta
   186061 atggctttat ggcaagcgtg gattgatgat ccggtacatg gtagctgggc 
tgaaaactgc
   186121 ttgattgtga aattggcagc cgaagtttcg gacttgtcag aagatatgcg 
ccaaattctc
   186181 aatgacggtg tgcacaaact aacccaacgt ttggctttac tactcaaaga 
agggcaacaa
   186241 gaaggatcaa ttccaaaaca tattgaacct ttgaaaactg cgcaagtcat 
gtatcagtta
   186301 tggttaggtg ctgctttact cacaaaattg tcgcaagaca aagcacatct 
acatctagcc
   186361 ttagaaacca cccaacaact cttaaaaccg atagaggaat aaagcatgcg 
aagtattatc
   186421 catcgtaatt ttggcgaacc tgtagacgtt ttagagcagg cggatatgcc 
aaagcctgaa
   186481 ccaaaagcag gcgaagtgcg tattaaaacc atcatgtctc cgatccataa 
tcatgatgta
   186541 tggacagtac gcggtagtta tggctataaa ccaaccttac ctgcgattgg 
tggcagtgag
   186601 gcagttggta ttgtagatgc gttaggtgaa ggtgttgaac atgtacaggt 
agggcaacgt
   186661 attgcagttg cggctgtgca tggcagttgg gctgaatact ttattgcgcc 
tgctcatggg
   186721 attattccac tcaataatga aattgatgat gaaacagcag cacaactgat 
tggtatgcca
   186781 attagtgcac ttatgctact cgactttgta aatgttcaac cgggtcaatg 
gctcattcaa
   186841 aacacggcga atggtgcagt cggtaaaaca gttgccatga ttgcacaggc 
acgtggctta
   186901 cctgtgatta atctggttcg tcgtactgat gcaattgcag aaatgcaagc 
attaggtatt
   186961 caacatgtag ttgcaaccga tcagcctaac tggaaagagc aagttaaaca 
gattcatggc
   187021 gaccaacctc tgattgccgg tgtggactcg attggtggaa gtgcaagtgg 
cgaaatgctg
   187081 cacttactca gtgaaaatag cctgctcgtt tcgttcggta gtatgactgg 
cgaaaccatg
   187141 cagatttcat cgggtgatct aattttcaaa caagcgacag taaaaggttt 
ctgggcgagt
   187201 gtagttaata aagaaatgcc agcagctcgt aaaaaggaac tgatcgttga 
gctgctaaca
   187261 ttagcgactc agaaaaaatt aatccttcct gtagaaggtg tatttagttt 
tgatgagatt



   187321 aaaactgcgg ctcaaagagc aacgcaaggc gctcgtcaag gcaaagtatt 
attaaagccg
   187381 taaaacacta aaagatcagt cgagagactg atcttttttc atatctttaa 
aataaaaagg
   187441 aaaattgtat gattggacaa atattgattg cgcttatcgc aatattacat 
gtctatattt
   187501 tagtgttaga gatgttttta tgggacaaac cttatggcat gaaagccttt 
ggaaataatg
   187561 cagaaaaagc aaaactcacc aaagtcatgg cacagaacca gggtctttat 
aatggctttt
   187621 tagcagcagg tttattttgg tctttattgg ctgatgcgtc atttgcaaca 
tcaattgcca
   187681 acttcttttt aggctgtgta ctgattgctg gtatttatgg tggtctgact 
gccagtaaaa
   187741 agattattta tattcaggcg gttccggcat tgattgcttt agtcgctgtt 
aattttcttt
   187801 aaaaagcgca aaatacagcg ttttgaaatg gatatgacca gataggatca 
gcgcatgtgg
   187861 gcgttatttt taaagtgtat gttgggggct ggagttgtcc tcattatttc 
gattttatcg
   187921 aaaagtaagg cattttatat tgcgggttta gtcccgcttt ttcctacctt 
cgctttaatt
   187981 gctcatgtga ttgtttttca gcaaaaagga gccgaagcgt tacaaaaaac 
ggctttgttt
   188041 ggtctatggt cacttattcc ttatgccatt tatttagttg ctgtttatgt 
gctggcaact
   188101 cgtatgtcga tgtggtcttg tttaggagtc gcaacactat gctgggttgt 
ggctgcggca
   188161 ggtttgattt acggctggca attgtttcaa agttaaatta aacactgacc 
atttaatgaa
   188221 ctaaatggtc agaactcatc ttatttttag atctgatcta aacctaacca 
ttgtctttga
   188281 tggtaggcac tatcccaaaa taaccattca agttttgcac ccatggtata 
ggctgcatgc
   188341 attttctcta aagtatctgc atcacaacgt gcggcaactt tatctaccgt 
cgcaatcaca
   188401 ttacgaacgg cggtatggaa ttcttcacct gcgtaggtat cgatccatgc 
ctgataagga
   188461 ttgtttggga cagacttact cacaatgtct ttaccgactt cggcataaat 
ccagaagcaa
   188521 ggtaatagag cagcaagtac aacagggtag ctttcagacc aagcagttgc 
tgtcaaaaat
   188581 gaagtgtaat gatggcctgc caaggtcaat ggggtatttt taaattcttc 
tttagttacc
   188641 ccaaagtttt tcataaagtc gtcatgcaaa ctgcgctcga ccacaattgc 
aattttagct
   188701 gcatctgaaa actgcataat atcgtcagca tcaaaagctt tagctgctgc 
aacagccagc
   188761 acacggccat aggccactaa atattgagca tcttgaataa cataatgaca 
aaaagcttct
   188821 ttatctaaag taccgttagc aagttcctga ttaaaaggca ggtcgagaat 
tttttgatat
   188881 aaatttaaat tacgttgcca aagttcttga gaaaaaagca taaaaacatt 
ccatttaaaa



   188941 taagacagct aaacccgatt ttaaatcaat tttaaaatac aaaaataata 
atgatagata
   189001 tatcgcaaga aaatatttaa tacgattaat aagttaatga aatattataa 
atttctttat
   189061 taaacagtga gataaagtaa agtgaataac ggcacaaaac aacatcgttt 
tgtggttaat
   189121 tatcgatata atagccgcgg ttttaagaaa gattaaattt agttcttggt 
ataggtctga
   189181 tccatgaagc atttccgatt ttcgatattt tttacggtgg tgtgtttagc 
actatccgct
   189241 tactggggtt ttacccatgg acctgaagcg ggcgtgtcaa ccatgcttaa 
agctttaacc
   189301 attaccgcga ttttagctgt gatggaagtt tctttatctt ttgacaatgc 
ggtcgtgaat
   189361 gcatcggttc tccgtaattg ggacccgttc tggaaaatga tctttttaac 
ggtaggtatt
   189421 ttaatcgccg tttttggtat gcgtctgatt ttcccagtcg tgattgttgc 
agtgactgct
   189481 gatatgggtg ttatcgaagt agccaaaatg gcacttaatg atccgaaaac 
ctactctgaa
   189541 cgtttaatgg ctcatcacgc tgaaatttcg gcttttggtg gaacattcct 
attactggtg
   189601 ttcttaaact tcttctttga tgacgaaaaa gaaacgcatt ggtttagatg 
gcttgaatct
   189661 aaacttgcaa gcttggcaag cgtaccagca atgtctgtat ttcttgcttt 
gattgcctta
   189721 attgtgatgg caggttatgt cgatgaccat caacgtttag ctgtaactat 
ggccggtatt
   189781 tggggcattg tggtttatat tggcgttgaa gtgctcagtc atttgttggg 
cggcgaacct
   189841 gaaattgatg aaaatggtaa tgctgtatta caagatggat caggcgctgc 
ttctggtgtt
   189901 gtaaaagccg gtttaggtgg tttcttatat cttgaagtgt tagatgcatc 
atttagtttt
   189961 gatggtgtaa ttggtgcatt tgccattact agcgacgttg tcgtgattat 
gctcggtctt
   190021 gcaattggtg ctatttttgt ccgttcaatg acagtttatc ttgtagaaaa 
aggcacacta
   190081 gatgcctatg tgttcttgga acatggcgcg cattatgcga tcggtgcttt 
agcattcatt
   190141 atgattgcaa gtggtacagg cgtgcatgtg ccggaagttg ttacaggttt 
aattggtgta
   190201 gcgttcattg tttgggcggt tatcgcttca attcaatatt cgaagcgcga 
gcaacagtcg
   190261 ccttaagcta attttcagca aacttcgata aactaaagag gctaaacgcc 
tctttatttt
   190321 tttaagccca aatcgttatt ttaaataagg tgtcccgtat ttttagaaac 
gaatcggctt
   190381 ataatttact tagtttgata acgtgtattg atatgatgaa tgctttggaa 
cgtcgctcaa
   190441 cttttgcctt aagtagtatt tttgcactac gcatgttggg cttgttcatg 
attattcctg
   190501 tcttttctgt agttgggcag tcatatcaat atgcgactcc agcactcatt 
ggtttggctg



   190561 taggtattta tggtttaagt caggccattt tacaaattcc atttagctta 
cttgctgacc
   190621 gttttagccg taaaccgctt gtggtctttg gtctgttact ctttgctatt 
ggtggtgcaa
   190681 ttgccggatt atctgacacc atttatggcg taattattgg ccgtgctatc 
gctggggcgg
   190741 gtgcagtttc ggcagtagtt atggcacttt tagccgatgt gacgcgtgaa 
gagcagcgta
   190801 ctaaagccat ggctgccatg gggatgagta ttggcttgtc ttttgtagtc 
gcttttagtc
   190861 ttgggccttg gctcacaagc cttgtaggta tttctggttt gttctttgtg 
acaaccatca
   190921 tgggtttgat cgcgattgcg atgttattgc tggtgcctaa agtcactcgt 
caccatcgta
   190981 attaccagca aggctacatg gcacagctta aacaagtcat tcaaatgggt 
gatttaaacc
   191041 gtttacacgt ttcggttttt gcattgcatt tattgctgac cgccatgttt 
atttatgtgc
   191101 cgtcacagct tattgagttt gcgcatattc ctttggcgag ccacggtttg 
gtgtatttgc
   191161 cacttttggt tattagtctg ttttttgcat ttcctagcat tatcatcgct 
gaaaaatatc
   191221 gcaaaatgcg cggcattttc ttaacagcaa ttacaggtat tcttgcaggt 
ttactattac
   191281 tgatatttgg ttatcagtct aaatatgtct tgcttgcagg cttaggtatt 
ttctttattg
   191341 cctttaatgt catggaggct ttattacctt cttggctgtc aaaatcagct 
ccaatccagt
   191401 cgaaagctac cgctatgggg gtaaatgcca gtagccagtt cttaggtgcc 
ttttttggtg
   191461 gcacactagg tggtcaatta ttgatgttac ataatactgc gattggatgg 
agtgtcttag
   191521 cagggattgc tataatatgg ctgctaatta gttttggttt agctcagccg 
cggtatttgt
   191581 catctattgt gctgccattg ccgcaagtgc aacaggtgaa tgagtggacc 
acacaactat
   191641 tggcaattcg tggtatcgaa gaagttgtgg tgatgcctga ccagcaagtt 
gcttatatta
   191701 aagtcgataa acagtctctt gatgacgctt cgcgacgtga tttaacgcag 
ttgttcggta
   191761 aagaggtagc catttaagca taactcttat aaagtaaaac atagaaatgt 
ataggatgaa
   191821 gacagctaat gcgtggtgta aataaggtta ttttggttgg tactttgggt 
cgtgatcctg
   191881 aaacaaaaac ttttccaaat gggggctcgt tgacccagtt ttctatcgca 
acaagtgaag
   191941 tttggaccga taaaaataca ggtgaacgta aagaacaaac agaatggcac 
cgtattgttt
   192001 tgcataaccg tttaggggaa attgctcagc agtttttacg taaaggttct 
aaggtttata
   192061 tcgaaggttc attacgtaca cgtcagtgga cagaccaaaa tggtcaagaa 
cgttacacta
   192121 cagaaatccg tggcgaccag atgcaaatgt tagatgctcg tcaacaaggt 
gaacaaggtt



   192181 ttgctggcgg taatgatttt aaccaaccac gttttaacgc gcctcaacaa 
ggtggcggct
   192241 atcaaaataa caaccaaggt gggggctacg gccaaaacaa tggtggttat 
ggtggccaag
   192301 gcggtttcgg taatggtggc aatagcccac aaggtggtgg tttcgctcct 
aaagcgccac
   192361 aacaaccagc atctgcacca gctgatttag acgacgactt accgttctag 
tacaccctat
   192421 agcccccatt ttgttaaatt ttaatatttt ttattattta acaataaatt 
aaataaaaaa
   192481 tttacagata ttagaaataa ttctgtaaat ttttttactt atattctatg gtat
//
LOCUS       NODE_10_length_192272_cov_104.043509192272 bp   DNA linear
17-DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..192272
                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
     gene            complement(210..2348)
                     /gene="fusA"
                     /locus_tag="DSM_02904"
     CDS             complement(210..2348)
                     /gene="fusA"
                     /locus_tag="DSM_02904"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9K1I8"
                     /codon_start=1
                     /transl_table=11
                     /product="Elongation factor G"
                     
/translation="MARQTPITRYRNIGISAHIDAGKTTTTERILFYTGVSHKIGEVH
                     
DGAATMDWMEQEQERGITITSAATTCFWSGMGNQFPQHRINVIDTPGHVDFTIEVERS
                     
MRVLDGACMVYCAVGGVQPQSETVWRQANKYKVPRLAFVNKMDRTGANFFRVVEQMKT
                     
RLGANPVPIVVPIGAEDTFTGVVDLIEMKAIIWDEASQGMKFEYGEIPADLVDTAQEW
                     
RTNMVEAAAEASEELMDKYLEEGDLSKEDIIAGLRARTLASEIQVMLCGSAFKNKGVQ
                     
RMLDAVIEFLPSPTEVKAIEGILDDKDETKASREASDEAPFSALAFKIMNDKFVGNLT
                     
FVRVYSGVLKQGDAVYNPVKSKRERIGRIVQMHANERQDIDEIRAGDIAACVGLKDVT
                     
TGDTLCDEKNIITLERMEFPDPVIQLAVEPKTKADQEKMSIALGRLAKEDPSFRVHTD



                     
EESGQTIIAGMGELHLDIIVDRMKREFGVEANIGKPMVAYRETIKKTVEQEGKFVRQT
                     
GGKGKFGHVYVRLEPLDVEAAGKEYEFAEEVVGGVVPKEFFGAVDKGIQERMKNGVLA
                     
GYPVVGVKAVLFDGSYHDVDSDELSFKMAGSYAFRDGFMKADPVLLEPIMKVEVETPE
                     
DYMGDIMGDLNRRRGMVQGMDDLPGGTKAIKAEVPLAEMFGYATQMRSMSQGRATYSM
                     EFAKYAETPRNVAEGIIAKFQAGGKKGDDE"
     gene            complement(2527..2997)
                     /gene="rpsG"
                     /locus_tag="DSM_02905"
     CDS             complement(2527..2997)
                     /gene="rpsG"
                     /locus_tag="DSM_02905"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P02359"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S7"
                     
/translation="MPRRRVVAAREILPDPKFSSQTIAKFMNHVMQDGKKSIAESIVY
                     
GALERVQEKNKVDPVEFFETTLEKVRPMVEVKARRVGGATYQVPMEVRPSRRTALAMR
                     
WLVDAAAKRSEKTMALRLAGELLDAAEGKGAAIKKREDVHRMAEANKAFSHYRF"
     gene            complement(3157..3531)
                     /gene="rpsL"
                     /locus_tag="DSM_02906"
     CDS             complement(3157..3531)
                     /gene="rpsL"
                     /locus_tag="DSM_02906"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7S3"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S12"
                     
/translation="MATTNQLIRKGRTTLVEKSKVPALKACPQRRGVCTRVYTTTPKK
                     
PNSAMRKVCRVRLTSGFEVSSYIGGEGHNLQEHSVVLIRGGRVKDLPGVRYHTVRGSL
                     DCAGVKDRNQSRSKYGAKRPKK"
     gene            complement(3732..5057)
                     /locus_tag="DSM_02907"
     CDS             complement(3732..5057)
                     /locus_tag="DSM_02907"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTKFNNNQSDNLFSQVFGVAKKLSSTGLNILQQSQIGEVSKLVE
                     
PLSNGKTVEGSARNKSPFEVEQYESPQQMLREHLPKVTRQVFGRHFRKVNGIATFISP



                     
DWNEKISSYLFDWLNDFSSKSTLTEKILEEAGAKDLFELTKDTSRSQRLSQALIEQNK
                     
LIASIQGAITGVSGMVGAAVDIPVSLVLVLRTIYQTGRSHGFDLTEATDQDVVEFIFK
                     
EVDISLIAEKQTLLLALKALRNMLETQDIQQFQQVLGSSNDIETLKSWLVDENGEFKW
                     
NWLNKVPQLAVVGKFTPVAGAVLSAVYSWKLQEDVGHKAQAIFGAARHYLNEHPNEHL
                     
SPLQAYYAAVTLIQKASPRLLNVGENGSVHAAQHHKIENHDVISKVSVVVKSNTSEKS
                     EEKVQENVHQGIEHLAEKHVVEHEHSEQKPALEPESEENDDVIEGQKYS"
     gene            5354..6583
                     /gene="fabB_1"
                     /locus_tag="DSM_02908"
     CDS             5354..6583
                     /gene="fabB_1"
                     /locus_tag="DSM_02908"
                     /EC_number="2.3.1.41"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q02K94"
                     /codon_start=1
                     /transl_table=11
                     /product="3-oxoacyl-[acyl-carrier-protein] synthase 
1"
                     
/translation="MKRVVITGMGINSCIGNSLEEVTHSLKNGISGTRFNPTYAELNF
                     
KSHVSAAAEQDFDNIDRKLKRFMGVCAMYAYNSAVAAVEHAGLKAEDLADNPRYGIAG
                     
GSGGGSTASVVEMTELLETKGARKVGPFFVPRNMTNTITANVGVAFKLQGIAHSIASA
                     
CATSADAIGYAYNLIALGKQDLMLAGGGEEDHWSQSLLFDAMGALCSKYNDTPETASR
                     
PYSKDRDGFVIAGGGGFVVLESLEHAQARGANILAEVVAYAANSDGADMVAPSGEGAT
                     
RCILMALEEAKQHGVDKIDYVNTHGTSTPAGDVTELKAMERAFGEGKVPPLSSTKSMT
                     
GHSLGAAGVHEAIYSVLMLQNDFIAPNINVTELDEGTEGFDIVLEKRDTKLNTVMSNS
                     FGFGGVNACLIFKKWDA"
     gene            6602..7054
                     /locus_tag="DSM_02909"
     CDS             6602..7054
                     /locus_tag="DSM_02909"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDAPSDAFLWVKALHIIAVVCWFAALFYLPRLYVYHAMSDDATS
                     
HQRFEVMERKLYRGIMWPSMIATLITAHFLVDWGDATRHYHEATWFYLKVGLVALLVI
                     YHLVCGYYRKKLIGNAHYKSHKFWRFFNEMPTLILFAVVILVVVKPQF"
     gene            7225..8085
                     /locus_tag="DSM_02910"
     CDS             7225..8085



                     /locus_tag="DSM_02910"
                     /EC_number="1.13.11.24"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WI85"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative quercetin 2,3-dioxygenase"
                     
/translation="MKSLAFIHRNDTRFAVGDFYPVLSVFSYHELGNTLSPFLLLDHL
                     
GPGKIAPSMKRRGVNDHPHRGFETVTLVYAGELEHKDSSGGGGFISAGDVQWMTAASG
                     
VIHRELFSEEYSRSGGPFEMIQLWVNLPAANKMNSPRYQSLKKAEIPIVKLENEAGFV
                     
RIIAGQFKHVIGPALTHTPITVLDVELQAGQQTAFPAQSGETALVYLRSGRAQFQKDE
                     
DVLEEQGLAVMSNQGEHFSITALQSCKLLILTGQPITEPINGHGPFVMNTYDEILQAY
                     DDIKNGRFAK"
     gene            8176..8736
                     /locus_tag="DSM_02911"
     CDS             8176..8736
                     /locus_tag="DSM_02911"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNLFTSKTMFTLNAFKLVIYRQFIIFTLFIFRHLKSYPIRFLTP
                     
EEKALAQRVFGSLLDCERPKIIATRYLPWQAHGILMAPNGNIYVNLSDYSSNYALESK
                     
FIQGIFIHELAHVMQYQRGIHVLLKGALLQSAYYLSFKYYNPYKYTYHPQKAFSSYNI
                     EQQGEIARDICSGKLPNIICLPQLDL"
     gene            9121..10746
                     /gene="nadE"
                     /locus_tag="DSM_02912"
     CDS             9121..10746
                     /gene="nadE"
                     /locus_tag="DSM_02912"
                     /EC_number="6.3.5.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q03638"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutamine-dependent NAD(+) synthetase"
                     
/translation="MKSFKVALAQFSPHIGNIDSNTQKMIEQANQAKKQDADLIIFPE
                     
LSVIGYPAEDLLLRPNLNKRMQKAFAQLSEVKDIVMVFGFVNQTEDGQRYNSAAVMKD
                     
GQVLGVFNKHNLPNYGVFDEKRYFQKGHQHLVFEYLGHKFGVLICEDIWSINTVKQLS
                     
QLNVDTVLVLNSSPYEVGKPQHRKQTLSELAKQLHLNIVYVNQVGGQDDLIFDGTSFV
                     
SNQNGEIALQAPSFKEDLYIAEFDRDTKLYKVVESAPALETFAEIYQGLVMATRDYVE



                     
RSGFPGVILGLSGGIDSALTLAIAVDAIGAERVQAVMMPYTYTSQISVEDAAEQARRM
                     
GVTFGIAEIHSIVNSFMQTLYPFFGNSPADATEENLQARARGTLLMGLSNKFGNLVLS
                     
TGNKSELSVGYCTLYGDMVGGFAVLKDVYKTIVFELAKYRNSLSETPVIPERVITRPP
                     
SAELRPDQKDQDSLPAYDVLDAILYAYIEEDLGQADIIAKGFDKEVVEKVIRLVDRNE
                     YKRRQGAIGPRITSRAFSRERRYPIVNGWTAND"
     gene            10739..11767
                     /locus_tag="DSM_02913"
     CDS             10739..11767
                     /locus_tag="DSM_02913"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTEQKNSSKTTALAQALLLEQVEFFKKQLSIENSPIYFRQFIQL
                     
FMQHADEIKLYEVVDLEQLQAVVKRYAFEMQLGAGLLEFIGEIAQRIYLSAMKSPVQL
                     
QDLVSDHQFEMWLSKFLEMEHIPHYLNQFLRTSPSVQQLCQYIATSTLEQKLPKFLTA
                     
SRVDDYHFEWQHKLKKFSFLQQQRLEHKLETWIASFIHEQLTELSLLSAEDLESLVRH
                     
IWEDIRHKKIYEFMKQLTPLDVEEFFVLIYEYWKELRQSQFMQGLILYGVEVFYDFYK
                     
DQSLFEVLSAIGLSETDLQTEALRFYPKVMDAFNEHGILEPLLQALLAPFYQSSKTLN
                     IIEKHFSE"
     gene            complement(11811..11887)
                     /locus_tag="DSM_02914"
     tRNA            complement(11811..11887)
                     /locus_tag="DSM_02914"
                     /product="tRNA-Met"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Met(cat)"
     gene            complement(12045..13001)
                     /gene="cntB"
                     /locus_tag="DSM_02915"
     CDS             complement(12045..13001)
                     /gene="cntB"
                     /locus_tag="DSM_02915"
                     /EC_number="1.14.13.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:D0C9N8"
                     /codon_start=1
                     /transl_table=11
                     /product="Carnitine monooxygenase reductase subunit"
                     
/translation="MASHYEMFPAVVTRVEQLTPLIKRFTFKRQDGQNFPRFSGGSHI
                     
IVKMNEQLSNAYSLMSCTQDLSTYQVCVRKDVEGKGGSVFMHDQCNEGCEIQISEPKN
                     
LFPLAETGNKHILIAGGIGITPFLPQMDELAARGAEYELHYAYRSPEHAALLDELTQK



                     
HAGHVFSYVDSEGSMLNLDELISSQPKGTHVYVCGPKPMIDAVIDCCNKHRYRDEYIH
                     
WEQFASTVPEDGEAFTVVLAKSNQEIEVQSNQTILQAIETLNIDVECLCREGVCGTCE
                     TAILEGEAEHFDQYLSDAEKASQKSMMICVSRAKGKKLVLDL"
     gene            complement(13049..14500)
                     /gene="gabD_2"
                     /locus_tag="DSM_02916"
     CDS             complement(13049..14500)
                     /gene="gabD_2"
                     /locus_tag="DSM_02916"
                     /EC_number="1.2.1.79"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P25526"
                     /codon_start=1
                     /transl_table=11
                     /product="Succinate-semialdehyde dehydrogenase 
[NADP(+)]
                     GabD"
                     
/translation="MSSLQSTELFQQQAYINGQWLAAQSNATVPVSNPATGEEIGTIP
                     
NMGAAEATQAVEAAYTALQSWKALTAQNRADILLAWHKLVLDHTDELALIMTIEQGKP
                     
LAEAKGEVRYAASFIQWFAEEGKRIYGDVIPTVNNQQRFIISKEPVGVVAAITPWNFP
                     
IAMITRKAAPALAAGCTVVIKPANETPYCALAIAKLAEKAGIPAGVINVVTGKSQEIG
                     
SVFTSHEKVKKLTFTGSTPVGRLLMQQCSSTIKKLALELGGNAPLIVFDDADLDKAVQ
                     
GAIFAKFRNAGQTCVCANRIYVHDNIYQAFAEKFVQEVQKFKVGNGLEDGVQIGPLIN
                     
EKAVLKAQQLIDDAVSKGAKIACGGKQHALGQTFYEPSVLTNVDRTMEIVQEEIFGPV
                     
APLIRFTDEADVVAQANDTIFGLAAYVYSENISRLWRVSEQLEYGMVGMNATAISNEV
                     VPFGGVKQSGVGREGSKYGLEEFMTIKYMCLGL"
     gene            complement(14565..15680)
                     /gene="cntA"
                     /locus_tag="DSM_02917"
     CDS             complement(14565..15680)
                     /gene="cntA"
                     /locus_tag="DSM_02917"
                     /EC_number="1.14.13.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:D0C9N6"
                     /codon_start=1
                     /transl_table=11
                     /product="Carnitine monooxygenase oxygenase subunit"
                     
/translation="MSAVEKLPEDFCANPDVAWTFPKVFYTSSQVFEHEKEAIFAKSW
                     
ICVAHSSELAQPNDYITRKVIGENIVIIRGKDSVLRAFYNVCPHRGHELLSGSGKAKN
                     
VITCPYHAWTFKLDGSLALARNCDHVESFDKENSSMVPLKVEEYAGFLFINMDENATC



                     
VEDQLPGFAERLNQACGVIKDLKLAARFVTETPANWKVIVDNYMECYHCGPAHPGFAD
                     
SVQVDKYWHTTHQNWTLQYGFARSSEKSFKLDPSVTDPEFHGFWTWPCTMFNVPPGSN
                     
FMTVIYEFPVDAETTLQHYDIYFTNEELTQDQKDLIEWYRNVFRPEDLNLVESVQRGL
                     KSRGYRGQGRIMTDKQRSGISEHGIAYFQHLVAQYHQ"
     gene            complement(15723..16697)
                     /gene="nlhH_1"
                     /locus_tag="DSM_02918"
     CDS             complement(15723..16697)
                     /gene="nlhH_1"
                     /locus_tag="DSM_02918"
                     /EC_number="3.1.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WK87"
                     /codon_start=1
                     /transl_table=11
                     /product="Carboxylesterase NlhH"
                     
/translation="MTTYEQATYALSEEMQSLLYWSSIYSPADADIDSVRAAYDAMCR
                     
HYTLPRDDKLDVEDRVIANEEHPVPVRVYLPKTNRPESGWPCVLYLHGGGWMVGGLDS
                     
HEFITSYLCKDLNAVVISVDYRLAPEHRFPAAFEDCLAVYHWLKQHGSAWQIDSENIV
                     
LAGDSAGGNLAAALAVELQHSGLQAQGLALVYPCLTTAFDTASAQKHAHAPLLTTEDM
                     
HFYLKEYAPDSQDWQDLRLAPLLATDFSDMPTSFVAVAEYDPLSDDGYFLTQKLEQAG
                     IPNEFHLGKGLLHGSLRLMRDCPEVQHLYQNMLSAIRRMLSSAEKTSI"
     gene            complement(16709..18355)
                     /gene="caiT"
                     /locus_tag="DSM_02919"
     CDS             complement(16709..18355)
                     /gene="caiT"
                     /locus_tag="DSM_02919"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P31553"
                     /codon_start=1
                     /transl_table=11
                     /product="L-carnitine/gamma-butyrobetaine 
antiporter"
                     
/translation="MDNQNTKIYTDKFLAVTSLLFVFISVAGLAIYSQESIKIAATWM
                     
QWTTSVFTTPVLLFAFLAIIFTFGLAFSKYGKIKLGEGKPQYSTMSWIFMFILSGIGS
                     
STLYWGFLDWAYYYQTPGLSLPPESAEALKYSVAYSFFHSGLSAWAIYALASISLCYS
                     
YHVRKNKGLSLASVIEAVTGFKSTGVVGRLVDLMFLLCMFGALTISLVLTAVTFTNIL
                     
SQLTGIPNTFMTKVIIILAVSVLFALSSYVGMDKGMQRLSHMVCLGVVLFAIYVLCFG
                     
PTQFILNNSLMSFGLMATNFVDMSLFTDPMGDGKFTREWTVFYWLWWISYAPGVALFV



                     
TRVSKGRTIKEVIFAMVIGGSVGLWFIFGVFENYSVYSFIHGAVNVPQILSQQGGEVA
                     
IGQLLSLLPAGKLMMWIFLGIMVVFLAAHMDAVGYAVSATCTRGLSEGQDPSPNARLF
                     
WCVMLTLVPIAMIFSKAPLDTMKTATIVTALPFIVIILIQTYGLVKWLIQDYAKVPSH
                     LIEQQGYDDQEIGLNQTQDEHAKRMQLELASSIKLDRKTS"
     gene            complement(18382..19494)
                     /gene="dmlA"
                     /locus_tag="DSM_02920"
     CDS             complement(18382..19494)
                     /gene="dmlA"
                     /locus_tag="DSM_02920"
                     /EC_number="1.1.1.83"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76251"
                     /codon_start=1
                     /transl_table=11
                     /product="D-malate dehydrogenase [decarboxylating]"
                     
/translation="MAKRYKVATIAGDGIGLEVLPEGIKVVKAAAEKYGIDLQLDAFD
                     
WASCDYYLEHGKMMPDDWFETLQGYDAIYFGAVGWPDKVPDHISLWGSLLQFRRGFDQ
                     
YVNLRPVRLMPGVKCPLVGKKPGDIDFYVVRENSEGEYSAIGGKAFEGTDREFVLQEA
                     
VFTRHGVDRILRYAFEFANQRDAKKITAATKSNGIAVSMPYWDERVDAMAKQYPQIQA
                     
DKQHVDILAARFVLQPERFDVVVASNLFGDILSDLGPACTGTIGLAASANLNPERKFP
                     
SLFEPVHGSAPDIYGKQIANPIAAIWSGAMMFEFFGEEDERCIQAGQDIMQAIENVLI
                     NGPKTADIGGQAKTYEVGDAIASCVAQTKMDVFAME"
     gene            19598..20578
                     /gene="dmlR_12"
                     /locus_tag="DSM_02921"
     CDS             19598..20578
                     /gene="dmlR_12"
                     /locus_tag="DSM_02921"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76250"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator DmlR"
                     
/translation="MNNLPNLSDLKVFCTVAKLKSFVESAEELGTSPAFISKRINILE
                     
NTLSCKLFHRSTRHVSLTEDGKLILERVSNILEEFDEVCELVNNPLSTPTGRMDIISS
                     
FGFGRKHVAPILSKLMMLYPKLQIHFDTIDNTKDLIQHSIDLDIRIGNEIAPNMIAKK
                     
LASNFRILCASPSYLLKHGVPDSIEDLQTHDCLTISERDQSSVLWKFRHASEDVSVHI
                     
KPRFVSNNGEIIHQLAIEGHGIIFRSIWDVADELITGQLQHILPEYWQDADVWAVYPS
                     RLKSSSKLQTCILFIQNELLNRLQHVQNLSRGQLISPAVKREPPPEKVFL"
     gene            complement(20631..21815)



                     /locus_tag="DSM_02922"
     CDS             complement(20631..21815)
                     /locus_tag="DSM_02922"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKRSLLFLGILSLTAGAQVSAADLSWGDPTLDSGQFKVSGAIRS
                     
RYLHKDYVVGANEGSQNDDWRLTDIKLVLGYENPNWIAGADARCYQYDRLCDAIFLKK
                     
AWVGYKLSDQQRVTAGLQPVDFGFGEFWGSSYYETLLNTVGLEDIDNLGIKYKFADDK
                     
YNLTLGFYPTDGGNYKGTSKDSSRYSGNFVEADDLTTGTNIEEKNMWIARASRKFELD
                     
KAQKFSTELGGSVWYSDLENKRTDEDGHRKSWNVFAQTQYQAWQWMFLAGKQDVTNGD
                     
NLLPNSSTIGAFDYPYQVANKGKYLVNEINYTFAQPFHKIENIKPYISHSRFFKDEDG
                     
YKDSERLIAGVYFNYKAIGIQGEYIMSKNDPMVGGGANGLAQGSSNDWDKLFYLSIGY
                     YF"
     gene            complement(21965..22041)
                     /locus_tag="DSM_02923"
     tRNA            complement(21965..22041)
                     /locus_tag="DSM_02923"
                     /product="tRNA-Met"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Met(cat)"
     gene            complement(22488..22751)
                     /gene="fdx_2"
                     /locus_tag="DSM_02924"
     CDS             complement(22488..22751)
                     /gene="fdx_2"
                     /locus_tag="DSM_02924"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P00208"
                     /codon_start=1
                     /transl_table=11
                     /product="Ferredoxin"
                     
/translation="MSLYITDECINCDVCEPVCPNEAIFMGEVIYEINPDLCTECVGH
                     HDQPQCQLFCPVDCIPKDPQHEETEEQLLDKYKRLIAQKSTSN"
     gene            complement(22753..23244)
                     /gene="coaD"
                     /locus_tag="DSM_02925"
     CDS             complement(22753..23244)
                     /gene="coaD"
                     /locus_tag="DSM_02925"
                     /EC_number="2.7.7.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:B2HUN5"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphopantetheine adenylyltransferase"



                     
/translation="MSKTRVIYPGTFDPITNGHVDLVTRASRMFDEVVVAIAIGHHKN
                     
PLFSLEERVALAQSSLGHLSNVEFVGFDGLLVNFFKEQKATAVLRGLRAVSDFEYEFQ
                     
LANMNRQLDPHFEAVFLTPSEQYSFISSTLIREIARLKGDVTKFVPQAVVEAFERKHQ
                     QGW"
     gene            23380..23856
                     /gene="smpB"
                     /locus_tag="DSM_02926"
     CDS             23380..23856
                     /gene="smpB"
                     /locus_tag="DSM_02926"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A832"
                     /codon_start=1
                     /transl_table=11
                     /product="SsrA-binding protein"
                     
/translation="MAKATVVKKHNGGTIAQNKRARHDYFIEEKFEAGMSLLGWEVKS
                     
LRAGRMSLTESYVIFKNGEAFLFGAQIQPLLSASTHIVPEATRTRKLLLSRRELEKLM
                     
GAVNQKGYSCVPLACYWKGHLVKLEIALVKGKQLHDKRATEKERDWQRDKARIFHK"
     gene            complement(23898..24449)
                     /gene="fldP_2"
                     /locus_tag="DSM_02927"
     CDS             complement(23898..24449)
                     /gene="fldP_2"
                     /locus_tag="DSM_02927"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA 
sequence:UniProtKB:A0A0H2ZDT7"
                     /codon_start=1
                     /transl_table=11
                     /product="Flavodoxin FldP"
                     
/translation="MSLPEKHLSIVYHSPYGHTAKVASAIASGAEVMGVKVHVMNIEH
                     
IDWDVLDASQGIIFGSPTYMGSVTADFKKFMDSTSKRWKNRLWQGKLAAGFANSGGLS
                     
GDKLAVLQQLNIFAMQHGMLWSGLPLMTTGHTETDLNRLSSCLGLMTQSDNAPVEITP
                     PQGDLDTAKWFGEYIAGLLYRLN"
     gene            complement(24670..25407)
                     /gene="yfiH"
                     /locus_tag="DSM_02928"
     CDS             complement(24670..25407)
                     /gene="yfiH"
                     /locus_tag="DSM_02928"
                     /EC_number="1.10.3.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P33644"
                     /codon_start=1
                     /transl_table=11
                     /product="Polyphenol oxidase"



                     
/translation="MEFVQGLPQGVFVGQTRVHHPLALPAEQTELTGFNLALHVKDEA
                     
QRVQQHRMMLLDEFAQFGVKKMTWMTQTHSTICHTVNEQIPFTALIGDGLITQTKGHA
                     
LMMMTADCLPVVLGNAEGTEIVNLHAGWRGLAGGIIENTVAAMQSPPTWAWLGAAISQ
                     
PCFEIGAEVKTAFCSKYPELETAFIDGAAPNKFHADLYAIARFILQSLGVEKVLGGDQ
                     CSYQQQDEYFSYRRDAKTGRMATFVFM"
     gene            complement(25418..26470)
                     /gene="rluD"
                     /locus_tag="DSM_02929"
     CDS             complement(25418..26470)
                     /gene="rluD"
                     /locus_tag="DSM_02929"
                     /EC_number="5.4.99.23"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P33643"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribosomal large subunit pseudouridine 
synthase
                     D"
                     
/translation="MTSAQSSNTNFSETDFNLLEDSEDADNHTSDTTATRLSLQVQLD
                     
ESYLGQRIDQVAAMVWSEFSREKLKQWMKEGHLLVNGNIVKPKYRCEGNETLTLNVEL
                     
EAQTNSQPENIPLDIVYEDEDILVINKPVGMVVHPGAGNTSGTLVNALLYHSPKSAEL
                     
SRAGLVHRIDKDTSGLLVVAKNLEAQFSLSKQLGDKSVYRIYDLVTYGNIIAGGTIDE
                     
PIKRHPVDRVKMAILPGGRDAVTHYNVKERFRDFTRVQAQLETGRTHQIRVHFSYIGH
                     
GLVGDQVYMNRVRIPAGASELLIETLRGFKRQALHAAKLGLKHPRTGEEMLFEAPWPE
                     DFTQLVNVLRTENAAY"
     gene            26542..27699
                     /gene="bamD"
                     /locus_tag="DSM_02930"
     CDS             26542..27699
                     /gene="bamD"
                     /locus_tag="DSM_02930"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AC02"
                     /codon_start=1
                     /transl_table=11
                     /product="Outer membrane protein assembly factor 
BamD"
                     
/translation="MSLPRYKITMLALSLGVASAFVGCSSNPSKKEVVDTGPQSSEQA
                     
YFDKAQKALDRGQYLDATKSLEAIDTYYPTGQYAQQAQLELLYSKFKQKDYEGAIALA
                     
ERFIRLNPQHPNVDYAYYVRGVSNMEMNYDSLLRYTSLQQSHRDVSYLKVAYQNFVDL



                     
IRRFPSSQYSVDAAQRMKFIGQELAESEMNAARFNVKRKAWIAAAERSQWVIEHYPQT
                     
PQVPEALATLAYSYDQLGDKATSQQYIEVLKLNYPSLVNKNGTVNMRAARKEGNWINR
                     
ATLGILGRESKSVTPDTTTSSEAEPKRSLLNRVSFGLIGNSGKEETEETTNTPVEAPK
                     SERSWTNRLSFGLLDKPEPKAAEGATIAPATSSSEAPSASPADNEADDAAQ"
     gene            27858..29723
                     /gene="dnaG"
                     /locus_tag="DSM_02931"
     CDS             27858..29723
                     /gene="dnaG"
                     /locus_tag="DSM_02931"
                     /EC_number="2.7.7.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABS5"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA primase"
                     
/translation="MAIPQHTIDQILDRTDIVDLIGQRVKLKKTGRTYSGCCPFHQEK
                     
TPSFHVYRDKQYYHCFGCQANGNAIRFLMDIDNRNFIDVMKELSSNTGVELPKDNTDN
                     
KKLSYTRQVTKPSTPPKTVAEPTTQAPIEDQYNTFEPVYFDDPFAQFEQPFSFDEPVQ
                     
EGNLYDLLENVAQFYEHQLPTSQKAKNYFKQRGLSDQTIQFWRLGYAPEDWQHLEKAF
                     
PYDIEGLKQLGLIRSSDSGRDFDLLRDRVIFPIRDPKGRVVGFGGRALNDEIKPKYIN
                     
SPDSEVFHKNQLLYGLYEGRKLKANDWLMVEGYMDVIALQQYGITGAVATLGTASNTE
                     
HLNILFKQNNRITIAFDGDAAGQKAARRTLEIALPLLNDGRELKFFVLPNDHDPDSLI
                     
RREGVENFQKLLQQAPLLSDFVFAHLTGQHDISTPEGKSLVMGELRELTELLPKQGSF
                     
RYLLTQSFREKLGLGKRFTPQISHDASLSFNIQTKDEDFAIAILMHHPFLYIHFEGLR
                     
AYIPQDELLAKILAILNRIFDELPDDQELATYYVLGACSSYCHEIADIMQRTNIQALT
                     
QAPEVADKLAKEYALGLQERYLRQKLKSKISLVESRNLRQQLNELTKQISLRLLS"
     gene            complement(29720..31003)
                     /gene="hemA"
                     /locus_tag="DSM_02932"
     CDS             complement(29720..31003)
                     /gene="hemA"
                     /locus_tag="DSM_02932"
                     /EC_number="1.2.1.70"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A6X1"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutamyl-tRNA reductase"
                     
/translation="MSFFALGVNHQTASVELREQIAFNAERLSNLLAEQRHHESLKDL



                     
VVVSTCNRTEVYAMAEDAESLLKWLADANNIDVKQLIHHVYRYENAQAITHLMRVASG
                     
LDSLMLGEPQILGQVKSALALSKEAQTVSPELNSVFEYAFYAAKRVRSETAVGSHAVS
                     
MGYAVAQLALQVFSKPEKLTVMVVAAGEMNSLVAKHLAEMGVAKMIICNRSRERADQL
                     
AQEIAHQVEVEIIDFSDLAENLYRADVVSSCTGSLHQVIAYADVKTALKKRRYQQMLM
                     
VDLAVPRDIDPKVESLDGVYLYGVDDLQSVIDENLAQRRQAAVEAEVMVNQLATQLIT
                     
HQKVKEAGSKIHAYRQHSEEISQRELTHALEALHHGGNPEQVLQQFAHRLTQKLIHPT
                     SMLLREAAKAESPDYFEWLQQHLQDVFDHERKPKR"
     gene            31092..32801
                     /gene="bepA_1"
                     /locus_tag="DSM_02933"
     CDS             31092..32801
                     /gene="bepA_1"
                     /locus_tag="DSM_02933"
                     /EC_number="3.4.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_00997"
                     /codon_start=1
                     /transl_table=11
                     /product="Beta-barrel assembly-enhancing protease"
                     
/translation="MNSRINFNGASIRQYSTTFLLLGSMSSYVYARPVQETYAVHSFD
                     
QALQQSMVAEFALAYDDIPTALHNYTVLAIKSNSTTIKQRALDVALEYNDLQAALNIA
                     
THWVVQEPKDVPALFYLSHIALKTHEYQLAAETLDKILKIDPTADLEQILASIAPENA
                     
QDREVLLTALRSSAEKDNPSILALIANLEAQNGQLEPALSTINRALRRRPKVTSFILM
                     
KANLLIALSDQEGALKWYAKSSRKYKKNLDIRLAEVRYLIQINQPQLALEKLEKIIES
                     
NPHAEEALFIAGLTSIDLKQYDKAEQYLVDLRNSAKYQNEAYYYLAINAERKQHYETA
                     
KAYYRLVDGSLYIVSRRNLIAIYDKQENLHDALRFLTQERVNYPQHASFLYQAQAEIL
                     
KKMGNKKAALNLLDEAIKNLPDDPELIYAEVLLLDPYTDRDKLDKTLKQLLQLEPNSP
                     
TYLNAYAYTLALQNRRLKEARQYAEQALEYAPEQASILDTLGYIAFLQNDYEAAAEAL
                     
GKAYELSHNINIGIRYAKALYMQGSLTQFSAVLQQLKQKHANDPQLQQLDALILPTSA
                     KKS"
     gene            32806..33384
                     /gene="lolB"
                     /locus_tag="DSM_02934"
     CDS             32806..33384
                     /gene="lolB"
                     /locus_tag="DSM_02934"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q83AQ2"
                     /codon_start=1



                     /transl_table=11
                     /product="Outer-membrane lipoprotein LolB"
                     
/translation="MSKLAQLCTAICGSSVLFLTGCQHFTQPKAAVTHQVQDEKHFNL
                     
QGKIGVRTPQQTGSAFFTWIQQQDNFDIELSGILGVGKTQIQGKPGEVTLNSAKTGLI
                     
TAASPEELLERATGWQAPITHLTSWILAKPATLNAQISKDNANRVSQLIEDGWTVNFS
                     YDGEQTLPNKLVLKQALAEDKENRITMVIQNR"
     gene            34235..34309
                     /locus_tag="DSM_02935"
     tRNA            34235..34309
                     /locus_tag="DSM_02935"
                     /product="tRNA-Gln"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Gln(ttg)"
     gene            34401..34475
                     /locus_tag="DSM_02936"
     tRNA            34401..34475
                     /locus_tag="DSM_02936"
                     /product="tRNA-Gln"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Gln(ttg)"
     gene            34503..34577
                     /locus_tag="DSM_02937"
     tRNA            34503..34577
                     /locus_tag="DSM_02937"
                     /product="tRNA-Gln"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Gln(ttg)"
     gene            34599..34673
                     /locus_tag="DSM_02938"
     tRNA            34599..34673
                     /locus_tag="DSM_02938"
                     /product="tRNA-Gln"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Gln(ttg)"
     gene            34710..35660
                     /gene="prs"
                     /locus_tag="DSM_02939"
     CDS             34710..35660
                     /gene="prs"
                     /locus_tag="DSM_02939"
                     /EC_number="2.7.6.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A717"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribose-phosphate pyrophosphokinase"
                     
/translation="MPNLVVFSGNAHPQFAQKVVSHLHIPLGAASVGQFSDGEISVEI
                     
TENVRGKDVFIVQPTCAPTNDNLMEILVMADALRRASAGRITAVIPYFGYARQDRRPR
                     
SARVPITAKVVADMLTTVGIDRVVMIDLHADQIQGFFDIPVDNIYGTPALLADLRQQQ



                     
HDNLMVVSPDVGGVVRARAVAKQMGDIDLAIIDKRRQKANESQVMHLIGDVKDRDCVI
                     
VDDMVDTAGTLCKAADALKQFGARRVVAYATHPVLSGKAIENLRNSVIDELVVTDTIP
                     LSEEALNLGKIRQVSVASMVAETIRRINNEESISAMFDSL"
     gene            35760..36056
                     /gene="rplY"
                     /locus_tag="DSM_02940"
     CDS             35760..36056
                     /gene="rplY"
                     /locus_tag="DSM_02940"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q02G03"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L25"
                     
/translation="MANFVLNAQARAEDKQGKGASRRLRRESLVPAIIYGGNAEPVAV
                     
TLELRELVKALESNAFFEEVVEIKVGDKVENVKIQALQRHPAKNTPMHADFKRA"
     gene            36077..36658
                     /gene="pth"
                     /locus_tag="DSM_02941"
     CDS             36077..36658
                     /gene="pth"
                     /locus_tag="DSM_02941"
                     /EC_number="3.1.1.29"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HVC3"
                     /codon_start=1
                     /transl_table=11
                     /product="Peptidyl-tRNA hydrolase"
                     
/translation="MSNISLIVGLGNPGSEYAQTRHNAGFWFVEQLADKYGITLKNDP
                     
KFHGISGRGNIEGHDVRLLLPMTYMNRSGQSVVPFSKFYQIAPEAILIAHDELDMNPG
                     
VIRLKTGGGHGGHNGLRDIVPHIGPNFHRLRIGIGHPGSKERVSGHVLGKAPSNEQSL
                     MDGAIDHALSKVKLLVQGQVPQAMNQINAYKPA"
     gene            36790..37170
                     /gene="panD"
                     /locus_tag="DSM_02942"
     CDS             36790..37170
                     /gene="panD"
                     /locus_tag="DSM_02942"
                     /EC_number="4.1.1.11"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q1QED7"
                     /codon_start=1
                     /transl_table=11
                     /product="Aspartate 1-decarboxylase"
                     
/translation="MLSRLLKCKIHRAVVTHAELHYEGSCAIDGVLMDLAGIREYEEI
                     
HVWNVTNGKRFTTYAIRGEDNSGIISVNGGAAHQADVGDLVIIATFGDFTEAEANAHK



                     PRLVYANPDNTVNHTANCIPVQVA"
     gene            complement(37226..37786)
                     /locus_tag="DSM_02943"
     CDS             complement(37226..37786)
                     /locus_tag="DSM_02943"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKHFSLMLAVVTVLFFAGLVMKNEWHLHQSKSIFIKLKPVDPR
                     
SILQGDYMALAYELNLQSLKALTGSESEALDQVIFNHASVPAKVILDSRNRVIRTVLD
                     
PKSLSNEQNLILKNPDNHYQSLYPASRSFLFAEGLAHCYEKAKYAEFKVNTKGEAILF
                     DLRGEELQLLNCKQQQSWWKGTARSL"
     gene            complement(37786..39567)
                     /locus_tag="DSM_02944"
     CDS             complement(37786..39567)
                     /locus_tag="DSM_02944"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQIRDYYPFRNTLFIQHLHIFSYVFMALSILYLIAANWLMLPDS
                     
IQLIIPPVILLMTAWVSIKKTLSEEVRQTLHGICGLMVGLSLAVIGQVYQTGADSYLL
                     
FLIWTLLLLPWLYRPNIGIFALICITSQLTLFLFFKQTFWAEKFSYLYLFALNLLSLV
                     
QFWICQKKYTALRFIFIAWFAVISITGMIQFLSSENLPYLISAFFLGIIAFYYFFNKD
                     
DQLCASLMAAVLGVTATIWLVDGINQLFKDSNEFIFLLIAGIIFTWFALISYFLIKIF
                     
RQSRFYIIPLAIGAWLAGLALAAFTLVFWETISLIIGIIFVAVAITLLTKSQSYFIRQ
                     
FAYCLFVSGQTAFLFHLGSETDQILWVLIAQIFILCISYFLKPHWFFILIQMLATYGI
                     
AVIYLLQMDHSLWSLNSTQTYLNLVLLNYLVFSSVLLIGSKAVVSYKRSIFLCTLVVI
                     
WVSSFFDTFIGLAFVDSADQSLWLLYALPCVWLLCFSFFYLYRQLHGITFFAFLVFGI
                     
LLIALGYFEVFILFVILTWALKNKDRIVYGVALIVFAFVLWQLYYSLQLSFLAKSASI
                     LVSGIILLALYGLLMKEAKINCIEGEK"
     gene            39985..40644
                     /gene="ribB"
                     /locus_tag="DSM_02945"
     CDS             39985..40644
                     /gene="ribB"
                     /locus_tag="DSM_02945"
                     /EC_number="4.1.99.12"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P66032"
                     /codon_start=1



                     /transl_table=11
                     /product="3,4-dihydroxy-2-butanone 4-phosphate 
synthase"
                     
/translation="MSSLIQPELFFSALSPAEQRIQQALEDIRQGKPVLVMDDFDREN
                     
EADLIVAAETLTVETMARMIRDGSGIVCLCLTEELADHLELPPMVSQNSSQFHTAFTV
                     
TIEAAQGVTTGVSAKDRVTTIKTAIKDGAVASDLNRPGHVFPLRARNGGVLTRRGHTE
                     
GTIDLARLAGLKPAGVLCELTNPDGTMASGIQVLAYAQTHHLTVITIEELVQYRQQHG
                     I"
     gene            complement(40710..41384)
                     /locus_tag="DSM_02946"
     CDS             complement(40710..41384)
                     /locus_tag="DSM_02946"
                     /EC_number="3.1.3.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9I767"
                     /codon_start=1
                     /transl_table=11
                     /product="5'-nucleotidase"
                     
/translation="MAIKHILIDLDGTLTDPKVGIHASIRYAMDKLGYPLAADLNIDW
                     
TIGPPLKASLAKLLATQDDALAEQALLAYRERFSVIGLFENEVYPSVAETLKALKAEG
                     
YRLFVATAKPTIYAKRILDHFDLSQYFVQIYGSELTGERTNKAELIHYILDREQLNPE
                     
ECLMVGDRQYDVLGARHNGIEAVAVTYGYGTPEELTQAQPKAKITKFSELLDYVEEQA
                     AQKKVS"
     gene            41482..42249
                     /gene="thiD"
                     /locus_tag="DSM_02947"
     CDS             41482..42249
                     /gene="thiD"
                     /locus_tag="DSM_02947"
                     /EC_number="2.7.1.49"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P99124"
                     /codon_start=1
                     /transl_table=11
                     
/product="Hydroxymethylpyrimidine/phosphomethylpyrimidine
                     kinase"
                     
/translation="MRPTVLCFSGLDPSGGAGLQADIEAIGQSGAHAAIACTALTIQN
                     
SQQVFGFEATTKELLLAQANAVVGDLPIKCVKSGMLGTTDNIAALAEFLRAHPDYQYV
                     
LDPVLVANSGGSLGDQATLVKAFVELIPLATLITPNTVELRALTGVTDLDQATQKLFE
                     
MGAKAVLVKGGHEDTPNFIKNSLYIDGELAASSTCPRLEGEYHGSGCSLASFIAGRLA
                     LGDSLKIAVQHAETWLFGVLKNAETPVPNGQKIPKRF"
     gene            complement(42296..42769)



                     /gene="ygaU"
                     /locus_tag="DSM_02948"
     CDS             complement(42296..42769)
                     /gene="ygaU"
                     /locus_tag="DSM_02948"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ADE6"
                     /codon_start=1
                     /transl_table=11
                     /product="putative protein YgaU"
                     
/translation="MGLFDFVKGIGKKNTAPAEPQAAPATPAEPSAQEIANKLLGLIK
                     
SLGLGVEGLSVTYNGSTDTAIIKGQVQSQADKEKIILIVGNVDHVAQVDDQMTVATPE
                     
PESKFYTVKSGDNLSKIAKEFYGDANQYQKIFEANKPMLKDPDEIFPGQVLRIPQ"
     gene            complement(42959..43195)
                     /gene="acpP"
                     /locus_tag="DSM_02949"
     CDS             complement(42959..43195)
                     /gene="acpP"
                     /locus_tag="DSM_02949"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P80923"
                     /codon_start=1
                     /transl_table=11
                     /product="Acyl carrier protein"
                     
/translation="MSDIEQRVKQAVAEQLGLKAEEIKNEASFMDDLGADSLDLVELV
                     MSFENDFDITIPDEDSNEITTVQSAIDYVTKKLG"
     gene            complement(43280..44014)
                     /gene="fabG_9"
                     /locus_tag="DSM_02950"
     CDS             complement(43280..44014)
                     /gene="fabG_9"
                     /locus_tag="DSM_02950"
                     /EC_number="1.1.1.100"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9KQH7"
                     /codon_start=1
                     /transl_table=11
                     /product="3-oxoacyl-[acyl-carrier-protein] reductase 
FabG"
                     
/translation="MTQERKVALVTGASRGIGAAIAQQLIQDGYFVVGTATSESGAQK
                     
LTDSFGEQGAGLALDVRNLDEIEAVVSHIEQNYGPVLVLVNNAGITKDNLLLRMSEDD
                     
WDDILNIHLKAVYRLSKRVLKGMTKARFGRIINISSVVAHFANPGQANYSAAKAGIEA
                     
FSRSLAKEMGSRQITVNSVAPGFIATEMTDALSEDIRKKMSDQVALNRLGEPQDIANA
                     VSFLASDKAGYITGTVLHVNGGLYMA"
     gene            complement(44011..44997)
                     /gene="fabD_2"
                     /locus_tag="DSM_02951"



     CDS             complement(44011..44997)
                     /gene="fabD_2"
                     /locus_tag="DSM_02951"
                     /EC_number="2.3.1.39"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O85140"
                     /codon_start=1
                     /transl_table=11
                     /product="Malonyl CoA-acyl carrier protein 
transacylase"
                     
/translation="MSAKRLEQVALATKTAFVFPGQGSQKVGMLAELAEQFSGVGQTF
                     
AEASDALGFDLWHIAQSGEGLDQTENTQPVLLTASIALWRLWLDLGGLAPKYLAGHSL
                     
GEYSALVAAGSMSLADAVKLVNLRGKLMQNAVPQGEGAMAAILGLADDKVVELCQSVS
                     
ALGQGSVEAANYNSQGQVVIAGSTASVQQVMALAKEQSAKAIALPVSVPSHCSLMKPA
                     
AEKFAEALEQTAIELPTIPVIQNVNAGIATDVAQLRQALTAQLYQSVQWTRTMQSLQD
                     
QGIQYIVECGPGTVLSNLAKRLPNIEKAFSIDSKSKMEDALNAVLVAEGKIA"
     gene            complement(45150..45335)
                     /gene="rpmF"
                     /locus_tag="DSM_02952"
     CDS             complement(45150..45335)
                     /gene="rpmF"
                     /locus_tag="DSM_02952"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HZN4"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L32"
                     
/translation="MAVQQNRKSRSRRDMRRSHDALTENALTVDQATGETHRRHHVTK
                     DGFYRGRQLFAKAADAE"
     gene            complement(45410..45970)
                     /gene="yceD"
                     /locus_tag="DSM_02953"
     CDS             complement(45410..45970)
                     /gene="yceD"
                     /locus_tag="DSM_02953"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AB28"
                     /codon_start=1
                     /transl_table=11
                     /product="Large ribosomal RNA subunit accumulation 
protein
                     YceD"
                     
/translation="MSANTFPAQIEPFKWAEQGFTWSGQLPLSRFARIAREAVGSIDN
                     
QLINIDCKLSMDAYHRIVWLDGHMETKVPMECQRCLEPVEMPIVSDFHIALVDDESLI
                     
ERLDEDADFIVLGESESSTKGDFDTPASINLLALLEDELLLLMPLSPKHDACEHKHQP



                     TIQNVVEEKRDNPFDVLAGLKGKLNS"
     gene            46067..46729
                     /gene="epmC"
                     /locus_tag="DSM_02954"
     CDS             46067..46729
                     /gene="epmC"
                     /locus_tag="DSM_02954"
                     /EC_number="1.14.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76938"
                     /codon_start=1
                     /transl_table=11
                     /product="Elongation factor P hydroxylase"
                     
/translation="MHLLQPQPEVNTSLLVCTHSTHQNPLLPDVVQLSPWPSSKLESE
                     
QVDWLILHFNHWFSHHNVTLVRGEFEPEYFPANEHEPAKIQFAHGFFNSALHEISHWT
                     
IAGAKRRLLPDLGYWYAPDGRTKEQQDLFEQVEIKPQAIEWLFAQSFGRKFRVSLDNL
                     
TGDGGDGRKFKDNVYAQVQRYFSGEAKLPADAARFIECICQCTRAGAALQLNEFKREL
                     LD"
     gene            46819..47436
                     /gene="yciO"
                     /locus_tag="DSM_02955"
     CDS             46819..47436
                     /gene="yciO"
                     /locus_tag="DSM_02955"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFR4"
                     /codon_start=1
                     /transl_table=11
                     /product="putative protein YciO"
                     
/translation="MLHLHVHPENPQQRLIEQAVERIRAGDVVVYPTDAAYAIGCQIG
                     
NKNAMERIAQIRGLGPKHQYAIMCCDLSDIATYAKVDNATYRLLKANTPAITTFILPA
                     
TSEVPRRLMHPKKKTIGLRIPSNPICQALLKELGEPLLTSTLILPGQEDPLDDPYDIE
                     NQLAKRIDVFIDGGFGTLTTTSIVDLSGEHPEIIRRGVGDVSAFE"
     gene            47689..48456
                     /gene="scpA"
                     /locus_tag="DSM_02956"
     CDS             47689..48456
                     /gene="scpA"
                     /locus_tag="DSM_02956"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P35154"
                     /codon_start=1
                     /transl_table=11
                     /product="Segregation and condensation protein A"
                     
/translation="MEDVPHIRVLDEWHDTIPEDLYIPPAAFEILLEQFEGPLDFLIY
                     
LIQKNGFDLIQLDIAPIATQYLAYMDSMKSLNIELTADYMVMAALLADLKSRLLLPKP



                     
TVVSIEKDPKQDLIDRLETYLRIKQAAERLGQMPVLDRDTFSANVSLGHIAPVYEGYD
                     
VSALHDALFCVFNRPEPVTHTIAQEPVLLEERIAYIEEKLESGDVLSFKELLNPQQGR
                     MGMVVTFMAVLELTRQQKIKIIATGVEAPLAIQGSSI"
     gene            48453..49049
                     /gene="scpB"
                     /locus_tag="DSM_02957"
     CDS             48453..49049
                     /gene="scpB"
                     /locus_tag="DSM_02957"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q83CP9"
                     /codon_start=1
                     /transl_table=11
                     /product="Segregation and condensation protein B"
                     
/translation="MSSFEQNNNDLSLADIHHEVLLQLEAIIFASEAPVSIARLKEAF
                     
NNQYNKQQLRQLLQQLALLQHGRSIELIETAQGFRFQVRSKYRNIIAQIWPERPTKLS
                     
PSLLETLAVIAYHQPVTRADIEQIRGVSNNSQILRTLFDWNWIKEAGFRDLPGRPALL
                     ITTPQFLNAFGLASLGQLPPLQNAKEAFMALDANAPKS"
     gene            49091..50014
                     /gene="rluB"
                     /locus_tag="DSM_02958"
     CDS             49091..50014
                     /gene="rluB"
                     /locus_tag="DSM_02958"
                     /EC_number="5.4.99.22"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37765"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribosomal large subunit pseudouridine 
synthase
                     B"
                     
/translation="MSEKLQKVLARIGLGSRRYMEEVIAAGRVSVNGRVAQVGERIEP
                     
GDELRIDGRKVQFQIEDEIRRRVLIYYKPEGEICSRNDPEKRPTVFDHLPQIANDRWV
                     
MVGRLDINSTGLLLFTNDGELANRLMHPSNEIEREYAVRVMGEVTPQLRQNMVNGVEL
                     
EDGPAKFESFSEIGGEGINRWYQVVVKEGRNREVRRIFESQGLKVSRLLRTRYGTVIL
                     
PRELRTGRWMELDKTDIDNLAKSVELKPRQGTGLFGMAKRRTERMTEKPMAARRGGYL
                     RQQRRDDEKEAPANTSNQRKSTGFNRGFKKF"
     gene            complement(50066..50722)
                     /gene="bioD1"
                     /locus_tag="DSM_02959"
     CDS             complement(50066..50722)
                     /gene="bioD1"
                     /locus_tag="DSM_02959"
                     /EC_number="6.3.3.3"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P13000"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent dethiobiotin synthetase BioD 
1"
                     
/translation="MSGQIYFVSGIDTEIGKTYATGFLAKLWTEQGKKVITQKLIQTG
                     
NADISEDIQKHREIMGQGWFQEDHDKLTMPEIFSYPASPHLATRLDNREIDFQKIENA
                     
TQTLAERFEIVLLEGAGGLMVPLTTSLLTIDYVAQHQFPVILVTSGRLGSINHTLLSL
                     
EALKSRGLKLKALVYNLKDESKDPLISQDTSNYLKDYLAIHFPEAEWIELAKMNELKN
                     "
     gene            complement(50723..51472)
                     /gene="bioC"
                     /locus_tag="DSM_02960"
     CDS             complement(50723..51472)
                     /gene="bioC"
                     /locus_tag="DSM_02960"
                     /EC_number="2.1.1.197"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P36571"
                     /codon_start=1
                     /transl_table=11
                     /product="Malonyl-[acyl-carrier protein]
                     O-methyltransferase"
                     
/translation="MSLNKNLVAQRFAKAGQSYSKHAIVQKQICQNLTNLLKQFCPST
                     
MSRVFEIGCGSGNLTRLLVESFQIENLVLNDLYAEVQQHFNHEEHVKWLIGDVETLEF
                     
PQQLDMIVSGSALQWMQDLPRLLQHCYAALNEQGWLCFSTFGPKNLIEIKELTGQGLN
                     
YWNLENWNSALTQAGFEILHLAQSETQLYFDSPKAVLQHLKATGVTATAQHRWTKQSL
                     QQFYQDYDRFKHTEGYSLTYHPIYCIARRMK"
     gene            complement(51469..52626)
                     /gene="bioF"
                     /locus_tag="DSM_02961"
     CDS             complement(51469..52626)
                     /gene="bioF"
                     /locus_tag="DSM_02961"
                     /EC_number="2.3.1.47"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P22806"
                     /codon_start=1
                     /transl_table=11
                     /product="8-amino-7-oxononanoate synthase"
                     
/translation="MSLLDHFATELDELKRQGNFRQFTQNVQHGRFITIQNKTMLNLA
                     
SNDYLGLAADIDLRQEFLDCYPLERSYFSSSSSRLLTGNFDEYEQLENSLSQAFGGRA
                     
ALLFNSGYHMNIGILPAVADSKTLILADKLVHASMIDGIRLSGAQYVRYRHNDLQHLE



                     
QLLQKYHDDDQIERIIVVTESIFSMDGDETDLTALVQLKKRFAKTMLYVDEAHSIGVR
                     
GQQGLGCAEQYNVIQEIDFLVGTLGKALAAVGGYIICHPIIKDYLINKMRPLIFSTAQ
                     
PPIVMAWANFIFKKVLMAQSQREHLKNISQYLQQAVVQKGYVSPSTSHIIPVIVGESQ
                     AAIDKAKQVQESGFYAMPVRPPTVPKNSSRLRISLTSMVEQHELEALVSFL"
     gene            complement(52628..53908)
                     /gene="bioA"
                     /locus_tag="DSM_02962"
     CDS             complement(52628..53908)
                     /gene="bioA"
                     /locus_tag="DSM_02962"
                     /EC_number="2.6.1.62"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P12995"
                     /codon_start=1
                     /transl_table=11
                     /product="Adenosylmethionine-8-amino-7-oxononanoate
                     aminotransferase"
                     
/translation="MTDNFDLEHIWHPYTSMTQPLPTFKVKRAYGATIELDDGRTLID
                     
GMSSWWCAIHGYNHPELNQAVTDQLQNMSHIMFGGLTHDPAIELGKILLKITPPSLDK
                     
IFYADSGSVAVEVALKMAVQFWTAQGQPQKTNFITTRSGYHGDTWNAMSVCDPVTGMH
                     
QIFGTSLPNRLFVAAPQTKFHEEWNREDIAELEQAIQQNHENLAALIIEPIVQGAGGM
                     
RFYHPEYLRQAKALCEQYHLLLIFDEIATGFGRTGKLFAWEHAQVEPDIMCLGKGLTG
                     
GYMTLSATLTTKHVAETISRGEAGVFMHGPTFMANPLACAVALKSTQLLIEQDWQANI
                     
KRIEQQLSQYLMPLSQLDYVADVRVLGAIGVVELTFNVDMKTLQQQFVERGIWIRPFG
                     KLVYVMPPYVITQQELSGLLEQLVEVVKTMQGAH"
     gene            complement(53999..54733)
                     /gene="bioH"
                     /locus_tag="DSM_02963"
     CDS             complement(53999..54733)
                     /gene="bioH"
                     /locus_tag="DSM_02963"
                     /EC_number="3.1.1.85"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8GHL1"
                     /codon_start=1
                     /transl_table=11
                     /product="Pimeloyl-[acyl-carrier protein] methyl 
ester
                     esterase"
                     
/translation="MKLQNKILLITGWGVGIEPLQSLKLGLTKAGCDTQLINIFNVLD
                     
GGFHDQLDFLTDIDVVVGWSLGGQLATYLIDFFYKQTGQTKTLITLASNPCFVANTSW
                     
HTAMPADVFSQFKASFLQNPQATLKRFYYLITLGSSQAKQDWLSVQNIANPPSNKLLL



                     
EGLQMLEQLNLVDNLKTYPGRQLHLFAEQDNVIPCKIMENFKDIATENMSYKLIKDAT
                     HAFPYLQVERTIEEICQFLTIHQQSS"
     gene            55090..55941
                     /gene="otsB"
                     /locus_tag="DSM_02964"
     CDS             55090..55941
                     /gene="otsB"
                     /locus_tag="DSM_02964"
                     /EC_number="3.1.3.12"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P31678"
                     /codon_start=1
                     /transl_table=11
                     /product="Trehalose-6-phosphate phosphatase"
                     
/translation="MNSQSIISDGREKDTYFVTPNDIINTLPTDKNYCLFLDIDGTLA
                     
PFQIHPEHSFIPNTTLEVIKKIIELNIPVIAVTGRDVETASKLLQSIELPIAGLHGLD
                     
IYFDSDTYIRPDLSDINFQKLKEDIINSCEKYPDLLIEDKGNSIALHYRKNPELENNA
                     
IYIMQQIKYFYPQLKLNRGKFVVELLPKQADKGKAIQTILNHLNLPLIHPIFIGDDLT
                     
DESGFTFINQQFGTSIKVGSGETEAQYRLKDINSVSNFLFFFLEKIKKLYVKNSQDQN
                     GEQICLN"
     gene            55929..57359
                     /gene="otsA"
                     /locus_tag="DSM_02965"
     CDS             55929..57359
                     /gene="otsA"
                     /locus_tag="DSM_02965"
                     /EC_number="2.4.1.15"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P31677"
                     /codon_start=1
                     /transl_table=11
                     /product="Trehalose-6-phosphate synthase"
                     
/translation="MSKLIVLSNRISMPSGKASAGGLAVAVQDALNDSNGIWLGWNGQ
                     
QITDTEAPEFDQAYSHGIDYITCPLTHQQYAQYYCGFANKVLWPAMHDRDDLIEYNAE
                     
EYNTYQKVNRLFAEKLQQIAQPDDLIWVHDYHFFSVARHCRELGMQNKIGFFLHIPFA
                     
SLNIWRKIPVALQLVQDLCQYDVIGLQTQTDQNTCMQTCMGLLEAQKILSDRISYKKR
                     
QILIKSYPIGVQPELIQRQAQQAFHTPYVFNFEDIPRQKTIIGVDRIDYSKGLLERFN
                     
AFATFLETNPEYHGLVRHLQVATPSRTDIPAYQRLYQRFKAKLELINEEFAHEDWRPI
                     
DCCFDTVQHDSLMHIYRRSDICWISSLRDGMNLVAKEYIAAQDPENPGVLILSKYAGA
                     
AEQMTQALIVDPLDRAAMMDSLKTALEMSKAERINRYEQLIEGLAATDLSDWRNNFLK
                     DLENSPTFTKSKLSLQEKYQPTYHVL"



     gene            complement(57427..58674)
                     /gene="ybjJ"
                     /locus_tag="DSM_02966"
     CDS             complement(57427..58674)
                     /gene="ybjJ"
                     /locus_tag="DSM_02966"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75810"
                     /codon_start=1
                     /transl_table=11
                     /product="Inner membrane protein YbjJ"
                     
/translation="MGNRLVWIANGFMVSFAYMLFSKPAVLDTATLLSTQRLATRLSF
                     
FSLGFAISAWAPLIPYAQQRLNLNHANFGLLLLCMGIGSMIAMPATGALVKRWGCRPL
                     
IAVATILLMILLPSLTIWHSLVSMAVALFIFGTAAGSLGVAINLQAVVVEKHSLRALM
                     
SSFHGMCSLGGLIGAMLVTALLAIGLSPLMSTLSVVMVLLVVSFVAIPSALTTFEQDE
                     
QGAAEITDAPKKSSRPNGTILLIGMMCFIAFLSEGAAMDWGGIYLTSKYQLNPAFAGL
                     
AYTFFALSMTSGRFAGHILLKQWGEKTIVTYSAIVAALAMVTIVMAPVWQVVVLGYAL
                     
LGLGCSNIVPVMFSRVGRQNDMPKAAALSLVSTIAYTGSLSGPALIGLIGQWTSLTTV
                     LSGVAVLLTMIAILNRFTLVKAK"
     gene            complement(58915..59379)
                     /gene="bfr_2"
                     /locus_tag="DSM_02967"
     CDS             complement(58915..59379)
                     /gene="bfr_2"
                     /locus_tag="DSM_02967"
                     /EC_number="1.16.3.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HWF9"
                     /codon_start=1
                     /transl_table=11
                     /product="Bacterioferritin"
                     
/translation="MRGNPEVIDYLNMLIGGELAARDQYLIHSRMYEDWGLNKIYERI
                     
DHEMQEEASHADAIIRRVLFLGAKPNMHREDINVGTDVVSCLKADLALEYHVREKLAT
                     
GIKLCEEKGDYISRDMLRQQLSDTEEDHTYWLEKQLRLIELIGLQNYIQSQI"
     gene            complement(59633..61669)
                     /gene="ligA"
                     /locus_tag="DSM_02968"
     CDS             complement(59633..61669)
                     /gene="ligA"
                     /locus_tag="DSM_02968"
                     /EC_number="6.5.1.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P15042"
                     /codon_start=1
                     /transl_table=11



                     /product="DNA ligase"
                     
/translation="MAITSVIEQMRQLIQLIAKHNHAYYVMDQPTISDSEYDHLFHQL
                     
KALEEQYPELVQADSPTMKVGGQALSKFESVTHVVPMLSLGNVFNQEDLFAFARRVEE
                     
RLPNQKVQYEVELKLDGLAISIWYENGVLVRGVTRGDGETGEDITQNVKTIRNLPKVL
                     
HSEKYEIPRLLEVRGEVLMPKSGFEKLNADQEAKGEKTFANPRNAAAGSLRQLDPNIA
                     
AARPLAFYAYGIAQCEPNHGLTTMHDSLQWLTELGFQIAERQYLCNSIQEVQQRYEQI
                     
QQERPNLQVEIDGMVVKVDDLKQQQQLGFLSREPRWATAYKFPAQAALTTVEQIDWQV
                     
GRTGTLTPVARLNPVFVGGVTVSNVTLHNIGEIHRLDVRIGDTVSVYRTGDVIPKVEK
                     
VWPEFRPAEAEVVHLPESCPVCASPVVMPEGEALARCSGGLYCAAQRIEAIRHFVSRK
                     
AMDIEGLGDRWVESLLRLDLLKDVADIYHLHEHRETLLGIEKMGEKSVQNLIDAIEAS
                     
KKTTLARFIYALGIRGVGETTARMLANTFQTLEALKAANVEALKKTPDVGDITAEWIA
                     
DFFLAPHNIEVLDRLIAAGIHWDAPTAPTRQPLNGESWVLTGTLEQMTRDQATQMLQA
                     
LGARVSGSVSSKTKCVVAGEKAGSKLEKAAKLGIPVMNETDFLSLMAGYGQTLS"
     gene            complement(61764..62801)
                     /gene="zipA"
                     /locus_tag="DSM_02969"
     CDS             complement(61764..62801)
                     /gene="zipA"
                     /locus_tag="DSM_02969"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77173"
                     /codon_start=1
                     /transl_table=11
                     /product="Cell division protein ZipA"
                     
/translation="MEINTIIGIVVAIIIMLIGLRMILKKPNHAEPSLDSDLHINPES
                     
NQPVIPRHVRDQLEQPEVTVASAAVAERVEPTLSEPAQSEEKGTKELEQASQAQTVQT
                     
QVPVENTPVEVEEVKAEENTVSPTVSENSSVELVDTVSAEPEVVSSSEPKVAEGQPKT
                     
EPELSLNPNIETAEIAEFEGESNILDVHLHEQQRFDDESALAMAEQIIALNVYPNPRR
                     
ALSGDKALKVLLKYGLRYGEMSCFHRYENTDEPSALMFSVLRMTDNGPAGFDLETLST
                     
EQVQGLAFFLALPNSKAVTGFDMMTSIAGLIAREIDGKVYDENNLEFTPQLKEHWRHH
                     VIDYRPAQATA"
     gene            complement(62803..66252)
                     /gene="smc_2"
                     /locus_tag="DSM_02970"
     CDS             complement(62803..66252)
                     /gene="smc_2"
                     /locus_tag="DSM_02970"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P51834"
                     /codon_start=1
                     /transl_table=11
                     /product="Chromosome partition protein Smc"
                     
/translation="MRLSSLKLSGFKSFADSTTLNFKANRTAVVGPNGCGKSNVIDAI
                     
RWVMGESNARQLRGGSMQDVIFTGTSKRKPVGVASVELHFDNTYGKLGGAYNAYNELA
                     
VRRQVTREGKSEYFLNGTRCRRRDITDIFLGTGLGPRSYAVIEQGMINRLVDAKPEEM
                     
RIFIEEAAGVSRYQARRRETLQHLEHTEQNLSRLEDIALELKSQLKTLKRQSEAAVQY
                     
KTLENQIRTLKIEILSFQAEKSVRLQEEYTVQMNELGETFKLVRSELSTIEHDLESTS
                     
ALFQRLIQQSSPLQQEWQQAEKKLSELKMTLEQKQSLFQQNSTTLVQLEQQKAQTKER
                     
LQLSELQLETLNSQLEEQTEALTAVEHTAAEAEQNFASLQSQQRQAQQQFEQVKAQVE
                     
KQQQQKMQMSAQIEQLGKNVQRIEQQKETLQHQANQIQSQVHEDEQGELEQLQQQLCR
                     
EISTLEAEIEQYVQRIEQAQQAHQVNKNQQQTLKTEIQVLLSEQKNLSQLVAKQSPKQ
                     
NQDTLRLMQALELTEQGKPHAQIIEKFLAKWLQAHIVETEQAFQEGIARQLKPSEQSS
                     
KFKGNLTCLNDWIASPQLSIFSNVAIAQDLSHALNEQKQLQYGQSILTLDGYHVGQDW
                     
VIALMYDDESQSAQGMLSHRIRLDEIEQVLQKQQPELQALDQIIVQQKDELGQLQVDL
                     
QQKQQVIKQKQKDLQQLDVQIAKQQTAAQAFLLQKQQLKDQLAQLDTQLEEDAMQKDD
                     
LEIDLHALAMKLETILPDYKTLQFQVEELTEQLEEQQQVLQQQQQEREILRRNSTQTT
                     
QQIELLEKDISFLQSQYQQITAQMEQAKKFVDPIQLELPNLESEFQQQFAQTEKLQKT
                     
WNEWQIELNSVQEKQQTLTDQRHQYQQQDEKLREQLEAKRLAWQAAKSDREHYQEQLK
                     
ELNAELQTGLKIDLNEHQQKLEKVQKQFEKIGAVNLAASQEFEEVSQRFDELSHQIQD
                     
LENTVTQLKDAMKSIDQETRKLFMSTFDQINQELQNLFPKVFNGGEASLSLEDDWQSG
                     
VKLMARPPGKKNSSLALLSGGEKALTALALVFAIFRLNPAPFCVLDEVDAPLDDANVQ
                     
RYCNLVKELSEHVQFIYITHNKLAMTMATDLLGVTMPEPGTSKLVTVNLEQAKEYGLV
                     SES"
     gene            complement(66263..66958)
                     /gene="rspR_3"
                     /locus_tag="DSM_02971"
     CDS             complement(66263..66958)
                     /gene="rspR_3"
                     /locus_tag="DSM_02971"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACM2"
                     /codon_start=1



                     /transl_table=11
                     /product="HTH-type transcriptional repressor RspR"
                     
/translation="MNLEETESLSEQIVKYISEQIISGELVEGERIQELRIAKELDVS
                     
RGSVREALLLLERTHLIEIFPRRGAIVSEMSAQQVKALFDTNMMLLGHIVQRISETWR
                     
AHEADQLQLLLEQLLEHVKAGDIEKFYDAIFQYLAEQQDMVGNPYLMKFYKELLPSLR
                     
RSYFLTLNTSKRELQEAFALFKLVTDAILIRKSQQAALFMEDFCRHLRNLVLESLTRM
                     KQIELAWARRSRR"
     gene            complement(67208..68011)
                     /locus_tag="DSM_02972"
     CDS             complement(67208..68011)
                     /locus_tag="DSM_02972"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MELIIYLLIGAIAGFTAGLFGVGGGLIIVPILYVVFTQLHYDPA
                     
VIMHIAVGTSLATIIVTSFSSVSAHHKKGAVLWPVFRNLAPGLVIGSFLGAGIADLLS
                     
GQHLQLLIGVFAVVMAYRMFKGAHVVVDPTRQLPSTPMQFMAGGGIGIASAIFGIGGG
                     
SLTVPYLNRHGVVMQKAVATSAACGLPIAIAGAIGFMWFGAKEHISVPNTIGYIHIYA
                     FIGISVMSFVTAKLGAKVAHALSPQMLKKCFACLLVVVGSYFIYKGFMN"
     gene            68042..68794
                     /gene="birA_2"
                     /locus_tag="DSM_02973"
     CDS             68042..68794
                     /gene="birA_2"
                     /locus_tag="DSM_02973"
                     /EC_number="6.3.4.15"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0CI75"
                     /codon_start=1
                     /transl_table=11
                     /product="Bifunctional ligase/repressor BirA"
                     
/translation="MDLETRQLQQLLSAKNQLPEVVLLKATTTSTNDDIREIAQKGIT
                     
TGLVCSAQQTQGRGQHQRQWISPEGNIYLSTLVQTRTPLDGRLALEVALNILQIPQLQ
                     
PLSLQVKWPNDLYSTQGKWGGILVEPLSQHQAIVGVGINLKTPPVTDSDQPITSLEDL
                     
GLEQMSRLELISELYVAIQNAARWFDHGCYNLAGRFNHHAAWLNQLVQFEHSQGLVYG
                     RFVGISNEGAVIIETPEPQQFYQGRLRPQTTQ"
     gene            68809..69543
                     /gene="coaX"
                     /locus_tag="DSM_02974"
     CDS             68809..69543
                     /gene="coaX"
                     /locus_tag="DSM_02974"



                     /EC_number="2.7.1.33"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HWC1"
                     /codon_start=1
                     /transl_table=11
                     /product="Type III pantothenate kinase"
                     
/translation="MKSLWLDIGNTRLKYWITENQQIIEHAAELHLQSPADLLLGLIQ
                     
HFKHQGLHRIGISSVLDTENNQRIQQILKWLEIPVVFAKVHAEYAGLQCGYEVPSQLG
                     
IDRWLQVLAVAEEKENYCIIGCGTALTIDLTKGKQHLGGYILPNLYLQRDALIQNTKG
                     
IKIPDSAFDNLNPGNNTVDAVHHGILLGLISTIESIMQQSPKKLLLTGGDAPLFAKFL
                     QKYQPTVETDLLLKGLQQYIAHYPKD"
     gene            complement(69593..71002)
                     /gene="ffh"
                     /locus_tag="DSM_02975"
     CDS             complement(69593..71002)
                     /gene="ffh"
                     /locus_tag="DSM_02975"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AGD7"
                     /codon_start=1
                     /transl_table=11
                     /product="Signal recognition particle protein"
                     
/translation="MFDTLTERLTQSLRNVTGSGQLTEDNIKDTLREVRMALLEADVA
                     
LPVTREFIAKVKEEALGQEVMTQLSPGQAFVKIVYDELTKMMGEANETLDLSAKPPVV
                     
VLLAGLQGAGKTTTAAKLARFLKERQKKKVMTVSADVYRPAAIKQLETVSAEVGAGFI
                     
PSDPSEKPIDIVNRAIEQAKIQFADVLIVDTAGRLHVDEDMMDEIKELHAAVKPTETL
                     
FVVDAMTGQDAANTAKAFNDALALTGVILTKTDGDARGGAALSVRAITGKPIKFLGMG
                     
EKLDALEPFHPDRVAQRILGMGDVLSLVEEVERKIDKEKAEKMAKKLQKGGSFNFEDM
                     
LMQFEQMKKMGGMMGFLDKLPGMSSAGIQQAIEQANPEKQVKKMEAIIQSMTIKERRN
                     
PDLMNPSRKKRIAAGCGMDVAEVNKLIKQQAQMAKMMKKFANPSGMSKMMRSLGNMQK
                     QFGGGGGMGPLFGNNDQKK"
     gene            71143..71952
                     /gene="ypjD"
                     /locus_tag="DSM_02976"
     CDS             71143..71952
                     /gene="ypjD"
                     /locus_tag="DSM_02976"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P64432"
                     /codon_start=1
                     /transl_table=11
                     /product="Inner membrane protein YpjD"



                     
/translation="MISLPLVYTILALIAYTTSFWYLFIRLMSKREPNPWLFAFVTTL
                     
ALLLHGTVLCHAMLTPSGINYDVFNLVSFTSGLMLLLSLVFSTFRPIVPLNLLGIPVA
                     
AIGLILGFAFSRPDQFIEQHSLGLDTHIILSLSAYAVLLMATIHAILIWFQNRELKKK
                     
QKKRIWVNLLPSIQAMESLLFDLIITGFILLTIALAFGFLTVDSFFAQHLAHKTVFSI
                     ISWFIYGSLLIGHYKLGWRGQKAIRFTLIGFALLAIGFIGSKFVLEMILGR"
     gene            72037..72981
                     /gene="dusC"
                     /locus_tag="DSM_02977"
     CDS             72037..72981
                     /gene="dusC"
                     /locus_tag="DSM_02977"
                     /EC_number="1.3.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P33371"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA-dihydrouridine(16) synthase"
                     
/translation="MKLILAPMEGLTDPIMRDTLTSVGHFDWCVTEFIRVTDSILPDH
                     
IYYSFCPELKNDGKTAAGTPVHVQFLGNNPEMLAANAAKVVELGAPAIDLNFGCPAKT
                     
VNRHRGGSVLLDEPDVVHMLIKAVRDAVPAHIPVSAKMRLGYLDENHTMENAHAVEDA
                     
GASWLTVHARTKADGYTPPAYWEKILPIKEALKINVIANGEIWTNADARACQQQSGCE
                     
DLMIGRGAVTTPDLTQCIRQNMDEALFTWEQLVDLQIRFLNGQAKTEIGMVGRYKQWL
                     GMMTKAYPQAKELWDQVKRIKALDEIVQQLEQTSSSRI"
     gene            complement(73055..74008)
                     /locus_tag="DSM_02978"
     CDS             complement(73055..74008)
                     /locus_tag="DSM_02978"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKNKNIGCWLLLAGSSSVFAMQPLDDQSLAAATGQNGLTLGIQA
                     
DQVKFNQVALIDTNGIASTSYNSKAGLVIAGNSTNPVPGIEFIKAAVSTNPSFNIAID
                     
TDAGGGNPFLNLAVTMGSDVNGIRLLPFSVYLAPSTSLSSPSDYALTSYAPKSIFSSG
                     
TTVNTGVKELIRSTGNLDINFVQTNKPRLNIQLGHAAQSVMVKFGGAIQSICSAASGC
                     
PITLVSDNTGATFGFKFAGTNASTGFVLDGFYAGVDPTGLTFGNIGVSSKFDASLNNV
                     TLGNLGTQSTTTFNNLPNGSMGSFGVTGASVTDFKMKVSGF"
     gene            complement(74170..76581)
                     /locus_tag="DSM_02979"
     CDS             complement(74170..76581)
                     /locus_tag="DSM_02979"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNKNKESHGSKFILNTLTASMLLVSGQVFALEALTDADLSAVNG
                     
QDGISIQTTYNEINIDNAYWDDHAGTSNSADQVLRAQAGGIKVQKSNASTQTLGTNYR
                     
LDVGSNPTTGKTGLDFSLQSNPSLITVNSFKVCNSSSICSPTMGQLAIQTSSPLSLAL
                     
TTQDGLFNANSQSSMRLGLNNANIYLGQVDARTQLNQLILKNFNFNFVGKGAMLIDPN
                     
RGLVLQTNTGSNTAAVGQTPNSTYGYVDFNRVADSASGLTAGTYVDSSGKVTNSGLNI
                     
EVMLSSNVDKSNPYALDTTNSPQNSKGLIRLGASGRMVNSYLQVRGMDGSSDKTTLGT
                     
ANTASGTGSSNSILGNSGIAFRMKGEFTKDNDSMLGSDGKATTLEIGGAGLNAYGFEF
                     
GNLTGLNSATRGYFDSGNIYLNLADTKTLLMPNNATLNAIRLGSGTLTTAADYQHNIH
                     
RDTVTNPFSLILAMRGAEFQAFSRRGRFTTSANVAAANQFADNGLNNQWGLALPFYNL
                     
NANAAVYGVDAPANSAYYYTKDANGKPIQNLVATSGTTSRLGFGIAVGTTGRDAGGTK
                     
TTSILLIDGSPNTNNAGNPTDYYMGLRNIDMFLKGNGTIGLENGSLNIGLKDMLLALS
                     
TEIAAGYLPGAKYKTCPATGSCTSPIDNFAKNNDVLFGLKLRLGGDLNLSIVPNSSIA
                     
DGSALTVLGDFTMPATATGNTVQISDPIDGSAIGFDNITGKLAFNTALVVGKDTASGL
                     
GKVGVNTAVYFNPDKSIDGALRVKDINFYPPSTGAGARLGELAITGGRLNSSFSIVPR
                     NGAFN"
     gene            complement(76614..77339)
                     /locus_tag="DSM_02980"
     CDS             complement(76614..77339)
                     /locus_tag="DSM_02980"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKITALLFALCATVTHAELQTLDNDALQAINGQAGADLSLMLN
                     
LNQTSNGIFDNGSGGVCENVEFCHIGLAINKRFVQADTTKPSGWAENSDSGNKLWLVF
                     
KGVQGTLNIQKMGLDGADLKYLDKSNTEIIKPAIQLSFSAAQPILIRNFGFNALSIEQ
                     
DNFTSSTTTQGSSANMYDYAYFKKPTYAATANSANQQVATATPSAYDYGRETGFMGLM
                     MNGNMAIQGKVMVFSCDGSHPRC"
     gene            complement(77355..79448)
                     /locus_tag="DSM_02981"
     CDS             complement(77355..79448)
                     /locus_tag="DSM_02981"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTTLNYTVRFQKTVLASLIGFCISQPSFALEELSDAGLSETTGE
                     
GIAILPQNTYMVFRGAGANETTNQILTDRTKDTGYINYVPVGPLSMTSADTNKNGTID
                     
SGDRAVGKADIYLYGLALSKSDNNTNTRIAPTEAAAAISSWGTAVNPWIFKVATENLV
                     
PNFSATNCTGATDPTCQVTYLALEAPLYEMGTKDAAGLDAYKLKLGLWSDIFVRNPNK
                     
INGAADQFNYGDSNGLIGTSTDASRANRLRLQGIWNNFSLNGSRLQVFQTLGGATTSG
                     
GMSPFYNNTLGIAGVIRLNSGDSKDVKAITTSSLTEGSTTSPWTLIHAGANSTLSTST
                     
TGDCNNGGTGSFGTSAGCRYYVEKRTRTDSKTATKTWDVSGLSNAGVLRLSTRETSDT
                     
GNLITPAINGGVAPTFDANEGVYLYNPNINLVLGTLYQPLVLGSDGKNFSLEIARIAN
                     
KPEIYKQIYTDYSGADTSYKGSTCNVYQCGSQLTLGGKNYQGYNATHSSISIGTAYSE
                     
DGGKTLRASTDEGAVGISFGKLNSGTISQTTYSNQMTEVHYKQRGVNTQTWVQSYSCT
                     
LFICGAGTTGYLYQWEYNNGSTPWAILAPTTKPADATCSPTIGCSSTSGTTPMYGSIA
                     
NRVWANSSAVWLTAANNEVNNLIGANNGMTGTTFPTLNQAPTPVINSSPINNMGSAVI
                     DGVLIQHLKLTTKGL"
     gene            complement(79677..81026)
                     /locus_tag="DSM_02982"
     CDS             complement(79677..81026)
                     /locus_tag="DSM_02982"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRQFTSLQVAILALGSLCFSTAYADSTLVPMSDAELSATRGQAL
                     
MSMSYIAPNDSANLEKLRDSSSNVGFYKLGLEAELEINANIRKLQLGCGGVNGAGGCD
                     
IDFDNVSLSGVADTREGRVASDAKLTNPFLEFAIKNPNSASTREVAGIRLSAEAVEGL
                     
LTIGTENSATPNGINSLSGYMVVAPQVGEATVDAARITQTGSPACGVYPSPAGCGVNQ
                     
AITGKARGEIALGAGFNLDFQTKSYDITLTPTQKAQLSLPQSVVSGQRMSSVNLLASA
                     
IVNGIDLSGTLAADVDILGGITLNGNLRGTINNLPVTVPLLENLGYIHKINLSGSPLS
                     
LSMQGQDIRWPGTVSTAMRGWWLELSNPIDIGRIDPTNSVVIKTDTIRDALTEVSKEL
                     
TQNPLNCGFLAVNCIGGDFNVGTRDLSNARPALLELQNLQLANQSFAPNCYGSLKFC"
     gene            complement(81323..81892)
                     /gene="dcd"
                     /locus_tag="DSM_02983"



     CDS             complement(81323..81892)
                     /gene="dcd"
                     /locus_tag="DSM_02983"
                     /EC_number="3.5.4.13"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q2T083"
                     /codon_start=1
                     /transl_table=11
                     /product="dCTP deaminase"
                     
/translation="MAIKSDRWIREMSEKHGMIEPYAENQVRFDKNGEKLISYGVSSY
                     
GYDVRCAREFKVFTNVHSAIVDPKNFDEKSFIDIESDVCIIPPNSFALARTIEYFRIP
                     
RNVLTVCLGKSTYARCGIIVNVTPLEPEWEGHVTLEFSNTTNLPARIYAGEGVAQMLF
                     FESDEVCETSYKDRGGKYQGQTGVTLPKT"
     gene            complement(82007..82600)
                     /locus_tag="DSM_02984"
     CDS             complement(82007..82600)
                     /locus_tag="DSM_02984"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MISWLFIGLVATILLTPGPTNTLLASSGVQVGLKKSAKLIPAEV
                     
LGYVISISAWGMLIGKVSATLPLLPPILKLLSACYIIFLAIKLWHTANQQLELDQPTI
                     
RPRELFCATLLNPKALLFASAIFPVAAWTNFHIYLIHMLAYLALITPIALFWIFLGSV
                     LAANKVRWLNQSNLQRTASLVLVSFSIPISYSALLNL"
     gene            82956..83522
                     /locus_tag="DSM_02985"
     CDS             82956..83522
                     /locus_tag="DSM_02985"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIMAKQFFQSWLPSPEKVSNMKFLRIFGQKTLNPVLWYVNRKSI
                     
TRAIFVGTFFGLLPIPFHSVFIVMAVLLFEVNLPISLMLAWLSNPLTLAPILYIGFWF
                     
GAHIYHVHMINKKMLLGVLHQISRWITHFGHGHIDLSLAKILISGLIVEAFVFATILY
                     IVTEVFWRWMVIRNWKNRTGHKKQEDAL"
     gene            complement(83553..84425)
                     /gene="mtnN_1"
                     /locus_tag="DSM_02986"
     CDS             complement(83553..84425)
                     /gene="mtnN_1"
                     /locus_tag="DSM_02986"
                     /EC_number="3.2.2.9"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A5F5R2"



                     /codon_start=1
                     /transl_table=11
                     /product="5'-methylthioadenosine/S-
adenosylhomocysteine
                     nucleosidase"
                     
/translation="MQFKYSLGVISLCSALFLVGCNDDNSSVSQTPTVQEQKQKLQPI
                     
IIQGALPVESERIASKLENKTVETVGGWTFWKGTYNGYPMIISKTRMGMSNSAAATAL
                     
AIERYKPIAIINQGTAGGHDPDLHVYDIVLGKYATNIGAFRTPKQPLGGGSNSLTWVE
                     
AFDVLPTDESDPEPIAIRKFEGDQELLMAAHKVRYDKGEVVEGTIGSADVWNNELDRI
                     
QFFHERYGTSVEEMEAASVAQIASQFNVPFLGIRILSNNITNNGAYDPGTGEACQDYV
                     LNVAEVYMKSKLPK"
     gene            complement(84571..85800)
                     /gene="apbC"
                     /locus_tag="DSM_02987"
     CDS             complement(84571..85800)
                     /gene="apbC"
                     /locus_tag="DSM_02987"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8ZNN5"
                     /codon_start=1
                     /transl_table=11
                     /product="Iron-sulfur cluster carrier protein"
                     
/translation="MSWLSSLKSVFSPAQEVKEEEIQTVLQNYLLPHSKDALKERISQ
                     
LQVQGRVLQLTINTFPDEKEYLQQIHDDLAGALQKCGIEELNLHVVQQKRPTQESSGQ
                     
GCSSKAPKENSNLPPVLDASPKSEPDPNNPPIQKAAPQQRDVPLHPRIKNVILVSSGK
                     
GGVGKSTTTVNLALALQKMGLKVGVLDADIYGPSIPTMLGNAGKTPLIESENFVPLDA
                     
YGMAVLSIGHLTGDNNTPVAWRGPKATGALMQLFNQTLWPDLDVLMIDMPPGTGDIQL
                     
TLAQRISVTGSIIVTTPQNVALLDATKGIELFNKVGIPVLGVVENMSTHICSNCGHEE
                     
QIFGIGGGDKLSEQYHIPLLGRLPLNAQIREHADQGKPSVIAMDDAADSYIDIAKAVW
                     QQIEKIPQRTRDDKRIF"
     gene            complement(85946..86446)
                     /locus_tag="DSM_02988"
     CDS             complement(85946..86446)
                     /locus_tag="DSM_02988"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTTENKLGELKAKAADAKVQGEKALDDLKENVKEKQTAGKEAVA
                     
DKVDELKTKAADAKVQGEKALEDLKENVKEKQAAAKEAVEDKANDLKGKLDDAQHSLQ



                     
DKFDHLRTEAAHKLDDAKAKAAELKEEAATKFDELKTQATAKFDELKKTATEKLNKLK
                     NHDSAE"
     gene            86733..88796
                     /gene="metG"
                     /locus_tag="DSM_02989"
     CDS             86733..88796
                     /gene="metG"
                     /locus_tag="DSM_02989"
                     /EC_number="6.1.1.10"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P00959"
                     /codon_start=1
                     /transl_table=11
                     /product="Methionine--tRNA ligase"
                     
/translation="MRKILVTNALPYANGPIHMGHLLGYIQADIWVRAMRAMGHDVTY
                     
VCADDAHGTAIMLRAEANGISPEEQIANVQKEHIRDFDGFGVHFDHYDSTHSDANKAR
                     
STDIYIKNREAGNIAVRPVTQLFDPEKGMFLSDRFIKGTCPKCKSEDQYGDSCEVCGT
                     
TYNATELLNPRSTLSGATPVEKSSDHYFFKLPNFAEYLQKWTRDEGRLPLSIANKLDE
                     
WFEAGLADWDISRDAPYFGFEIPDAPNKYFYVWVDAPIGYMSSFENYIKTKRPDLNFD
                     
DFWKKDSQNEVYHFIGKDIVYFHALFWPAMLEGANYRTPTGLFVNGFLTVNGQKMSKS
                     
RGTFIKAETYLQHLNPEYLRYYFASKLSDKVEDSDLNLDDFVQKVNSDLVGKVVNIAS
                     
RCAKFINSSFNNTLSSTCAESDLVQSFIDAGDSIAAAYEAREFSTAIREIMALADRAN
                     
QYIDEKKPWALAKQEGQEQQVLDVCSVGINLFRQLAVYLAPVLPTLAQQVQDFLKLES
                     
FDFESRKQILVSHEIAQFQPLMQRVDPKAVAAMVDASKESLGAPAPQATKAAKKEKSA
                     
EKKAAPTPAVGEAEIIGIEDFLKVDLRVAQVVEAGTVEGSDKLLQLTLDVGEAEPRNV
                     
FSGIRSQYAPEDLKGKLVVMVANLAPRKMRFGVSNGMVLAAGNGEGIFIISPDSGAKP
                     GDKVS"
     gene            complement(88924..89112)
                     /locus_tag="DSM_02990"
     CDS             complement(88924..89112)
                     /locus_tag="DSM_02990"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKLMVSISVVFFILTTGCEMRTTSKQQPSNERAMSIAGSPVYE
                     KDYKIPDLQANNHEQSNY"
     gene            complement(89275..89898)
                     /gene="rhtC_4"
                     /locus_tag="DSM_02991"
     CDS             complement(89275..89898)



                     /gene="rhtC_4"
                     /locus_tag="DSM_02991"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AG38"
                     /codon_start=1
                     /transl_table=11
                     /product="Threonine efflux protein"
                     
/translation="MFESLIPLFSIAMALMLGAISPGPSFIYVAQNSISKSRKHGLFT
                     
ALGTGTGAALFGFLAVMGLQAVLLAVPSAYLILKIGGGLYLLWLAFKIIKHAKEPIAM
                     
ENDAKSKMTYKQAYRYGLITQLSNPKIAVVLASVFTALLPKEIPNYYYVALPLICFMI
                     DAGWYSCVAMLLSSEKPRKMYLKAKTGVDRVAGSIVSVLGLKLIFFK"
     gene            90077..90646
                     /locus_tag="DSM_02992"
     CDS             90077..90646
                     /locus_tag="DSM_02992"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSKRQKIAAHNRDELLNAAEECFRIHGINVPLQVVIDHAGVGRA
                     
TFYRNFCDRKALISALLERAITQLEQKAAHFQQFEDGLFRLIEGHIAQLPKLAILQDF
                     
WRVIDRQDPIMLKIYERRNNALKPLIENAIEQKLCRADLTADDYAMVTAMLGSSFQGH
                     EPEEQTRLAKRAIELLFHGIQVQKIRGIE"
     gene            90643..92286
                     /gene="emrY_2"
                     /locus_tag="DSM_02993"
     CDS             90643..92286
                     /gene="emrY_2"
                     /locus_tag="DSM_02993"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P52600"
                     /codon_start=1
                     /transl_table=11
                     /product="putative multidrug resistance protein 
EmrY"
                     
/translation="MSKTPRYLETPPDWTPEEQPTLPGSPAAIAHSVPKRFLYFFIGL
                     
FVAISASLSNGFITANLPLIQGEYGLTPSEAAWLPAAYVMANVSSNLILFKARQQYGL
                     
RVFSEIGLVIFIAVLVLHIFVHTYEMALFARVVAGLAGAPLSSLGMYYTMQAFKKADM
                     
AKGIYIAFGFQQLGVPLAWIISPFLVSTDSWSVLYTFELGLALCCLTMVVSLKLPRSL
                     
RIYVFEKQDFFTFALLAPGFACLCIVLTQGPILWWFNSEWLAYVLIAGFSLVVLGLLY
                     
EHYRANPLIMTRWLGASSTLRFIFGAFAIRLLMSEQSYAAVNFLKTMGMGPDQFVPLY
                     
VVILVGILSGTLFSALTFSRERIIFHLLFAEFLILIACGLDYHLTSDVRPSNFFASQF



                     
LVGFAGGLFIGPLLLIGFAQTLAKGPSYVVTFIVLFSATQTFGGLVGSSFFSTYQQHR
                     
TQNYQVEIIKDLEQADPLVAQRLSSYQRSAAITTNDPALQTAQSMRSLNQVVTREAQV
                     RAYNDVIALNGIFAVALLLWGGFNIARSKYLQRRGISRP"
     gene            92327..93460
                     /gene="emrA_3"
                     /locus_tag="DSM_02994"
     CDS             92327..93460
                     /gene="emrA_3"
                     /locus_tag="DSM_02994"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P27303"
                     /codon_start=1
                     /transl_table=11
                     /product="Multidrug export protein EmrA"
                     
/translation="MSDDQNKPEQTPAQTSNNEPTPAPAPAPAPASKLIPTKRSTLLW
                     
MLGVLIIGILVILWAWRIGPFATSVQQTDNSYVKGKTTILSSQINGYVKDVLVKDFDH
                     
VKKGQVLMHIDATTYDQKVAQAASGVEQAKNTLANQTQSIAQKQADIVAAQAKVEQVK
                     
AQYELSLAQLRRYQQLGNSGAASKSEQDKAAADAENNLAALKQAEANVLVAKEALKTA
                     
QVAEAGLEAQVSSAKAQLDQAQTTKDYSVIVAPMDGQLGEVNPRVGQYVAAGSQLLYL
                     
IPQQTWVIANFKETQIANMRIGQKAWFTVDAMKHKKFTGHVEQISPAAGSEFSVLKPD
                     NATGNFTKVVQRIAVRITIDPNQEGIEHLRPGMSVITSVDTSS"
     gene            93526..94407
                     /gene="dcyD"
                     /locus_tag="DSM_02995"
     CDS             93526..94407
                     /gene="dcyD"
                     /locus_tag="DSM_02995"
                     /EC_number="4.4.1.15"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76316"
                     /codon_start=1
                     /transl_table=11
                     /product="D-cysteine desulfhydrase"
                     
/translation="MFDHITQPISYQHIELSFPVHLDIKRLDLVHPQISGNKFFKLKY
                     
NLLAAKKQGLSSILTFGGAYSNHIAATAYAAHLFGLKSIGIIRGEELAGKPLNPTLAK
                     
AQSLGMQLHFVSRHEYRLRDDANYLQQLQQQFPQTYIIPEGGSNELAVQGCQEILSQY
                     
DLDQYDVICCAVGTGGTISGLIERSAVHQKVLGFSALKGDFLQQAIRQWTKKQNWSLT
                     
DVYCWGGYAKTSPELFAFIENFEEQYTVPLEPIYTGKMMFGLFDLIKNNYFPANTRIL
                     AIHSGGLQADIRNRPHA"
     gene            94525..95724
                     /locus_tag="DSM_02996"
     CDS             94525..95724



                     /locus_tag="DSM_02996"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P44941"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSNSHVDVIVLGAGASGLMLAAHAAKRGRSVLILEKANKIGKKI
                     
LMSGGGKCNFTNLYVEPENYISHNPHFVISALSRYSNWDFIGLVCDYGIAYEERKHGQ
                     
LFTLNGAKEILEMLVSECNKTNKVEIQTHCEVRQVDPLEQGGFSVHTNQGRFSCESLV
                     
VATGGLSIPTLGGSGFGYELAQKFGHTVFPTRAGLVPFTFSDHIKEVTTRLSGNALDV
                     
TLTNSKNSFTEALLFTHRGLSGPSSLQLSNYWNTGESFKIDFFPSQDLETYLKDKKKA
                     
QPKVLLRTLLNEFTAKSIVQELQQLIWPEQSETAIGNISDAQLEHIAEQLHGFTVKPS
                     
GTEGYRTAEVTLGGIDTTEVSSKTLESKKQKGLFFIGEVLDVTGHLGGYNFQWAWSSA
                     YAAAQYV"
     gene            complement(95737..95907)
                     /locus_tag="DSM_02997"
     CDS             complement(95737..95907)
                     /locus_tag="DSM_02997"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKPGRFLAPVVIAGITVGFLASAYKFVFSKSESSKQTTSHKHD
                     SEKSSNDSKASN"
     gene            complement(96036..97712)
                     /locus_tag="DSM_02998"
     CDS             complement(96036..97712)
                     /locus_tag="DSM_02998"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNEFFNGPRGAQFDAMYYWDQFHPILAAIVILLVGWIIALLVAA
                     
GVKKLLQKVNTNAKLSSATGRTPNIEGLISKVVFWFILILAVVAALNVLNISGVSGPF
                     
SNMVNQVLVYIPNIIAAVVVGFIGWIVARLVRAGVTNVLSRTQLDDKLSSEVGVGGIS
                     
QNIGEILYWLVLLLFLPIVLSILGLTGLLIPVQNMVNDAVAFLPNIFIAGVIVFVGYI
                     
LAKIVRGIVEGLINSLGVQSQAEKIGLFKNSNVGKFLGSFVFAIIIITTLIVAFEALG
                     
IETISQPATAMLNEILQAIPNIIAAGLILLVAYIVSRFVGRLVAELIAGTGVDEIPAK
                     
LDVQRFLGQTKVSNAVGWLIVFFTMLFAVSEAADRLGFDQISGLIAMFIHFGANILLG



                     
AVILVIGFWLANVVANVVQRGEYNSSRWLGSLVRVLIIGLVLALGLRAMGIADSIVNL
                     
AFGLTLGAVAVAFALAFGLGGRQPAERLLSDLLDKAKKEANQPNPLYQPPTTNNTTGS
                     SSTASTPSTTTTAPSTTVSSDAKPADSAQVNPSQPPVNKPFGSTGENDEI"
     gene            complement(97940..98167)
                     /locus_tag="DSM_02999"
     CDS             complement(97940..98167)
                     /locus_tag="DSM_02999"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MHDFSKPPHVTSPEETAKKRRLPVYILIIVGLFLLALVVYMVAD
                     HSKTPKEEAAFQHETIPQVISGTSDLKTYEG"
     gene            98457..98879
                     /locus_tag="DSM_03000"
     CDS             98457..98879
                     /locus_tag="DSM_03000"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MMYRQQSVTLDLDTDVTHQCYLHQTRDDHLIGIIEFNKPSYELK
                     
WGDLEYFRRRTEEFSVMPFPECINAMIVDIRNINVFLDNEVPILPWRLLEEDCPVRLV
                     VPQDRLEHYAGLFEPTWLSTDVDSAIAEIREFMDMFVH"
     gene            complement(98926..99687)
                     /gene="fpr_1"
                     /locus_tag="DSM_03001"
     CDS             complement(98926..99687)
                     /gene="fpr_1"
                     /locus_tag="DSM_03001"
                     /EC_number="1.18.1.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P28861"
                     /codon_start=1
                     /transl_table=11
                     /product="Flavodoxin/ferredoxin--NADP reductase"
                     
/translation="MSIEKFSVEKVLSVHRWTPTLFSFTMTRPSHFKFTAGQFARIGL
                     
KVGDELVVRAYSVVSSPFDETLEFFSIVVPDGAFTSNLQHLKVGDELYLEKIPYGYLT
                     
LARYQQPLPHDLWLLATGTGLAPFLSMLQDFETWSNYQKINLVYSVRTAAELAYVDRI
                     
QEIAETFGEGHSGFKFIPIITRDPSAPLHERLPVLIENGELEKVAGLELSPASSHVML
                     CGNPQMVDDTKEALKRRGLTMNRRGEGNIAVENYW"
     gene            99774..100661
                     /gene="cmpR_3"
                     /locus_tag="DSM_03002"
     CDS             99774..100661
                     /gene="cmpR_3"



                     /locus_tag="DSM_03002"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q55459"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional activator CmpR"
                     
/translation="MRMTLRQLAVFVAVAQEGTVTKASDAVRLTQSAASMALADLEDG
                     
LGAPLFDRLGKRLQLNDLGRFLLPQALEILGRCEAFEQAAKGELQSIDLRIGATLTIS
                     
DYLMPDLMANFLQRHPQAHLQLQVGNTRQMIEAVNQFQLDLALIEGSCHLPQLQCIHW
                     
RDDELAVCCSPDHPLTRLNRPLTPQDFHDVEWILREEGSGTREVFDNAILQDLPDANI
                     
RLTLGHNEAILKIVAGGLGMSCISKLAIEPLSEKGQLVILDTPFWQLTRPLYMLVHRQ
                     KYQGPGLKAFLKFCDEDQA"
     gene            complement(100681..100974)
                     /locus_tag="DSM_03003"
     CDS             complement(100681..100974)
                     /locus_tag="DSM_03003"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKQEFYTGRIKQYNADKGFGFISTTEGDIFFHISDFPASEGEPK
                     
RNEKVRFLAADNRGKFKAIKIERIDPNPAKTKKTKIADHNKAITSELLSNFRR"
     gene            complement(101091..101726)
                     /gene="upp"
                     /locus_tag="DSM_03004"
     CDS             complement(101091..101726)
                     /gene="upp"
                     /locus_tag="DSM_03004"
                     /EC_number="2.4.2.9"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A8F0"
                     /codon_start=1
                     /transl_table=11
                     /product="Uracil phosphoribosyltransferase"
                     
/translation="MAIQEIRHPLIRHKLGLLRRADISTKNFRELAQEVTMLLTYEAT
                     
KDLPVVDCEIEGWAGNVTTQRIAGKKITIVPILRAGIGMLDGVLNLIPSAKVSVLGLE
                     
RDEATLEVRTYYKKLVPDVANRIAMIIDPMLATGNSLVAAIDVLKASGCKDIRVMVLV
                     AAPEGIAKVEAAHPDIQLYTASIDNGLNEHGYIVPGLGDAGDKIFGSVQKD"
     gene            complement(101827..103323)
                     /gene="nuoN"
                     /locus_tag="DSM_03005"
     CDS             complement(101827..103323)
                     /gene="nuoN"
                     /locus_tag="DSM_03005"
                     /EC_number="1.6.5.11"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFF0"
                     /codon_start=1
                     /transl_table=11
                     /product="NADH-quinone oxidoreductase subunit N"
                     
/translation="MNFTVSFSTLMPLAPVMIVALTAVVVMLLISIKRNHNLIATTSV
                     
VGLNLAALYILLELFGGKFVPANVMGMFMVDPFTMFYQFMILVASLACCTLSHAYIET
                     
YKDNREELYLLLLASVAGAMLMVASSHYASFFISLELMSIPVYGLLAYTYQRSQSLEA
                     
GIKYLVLSATASAMLLMGMAYIYAYTGSLSFYDSVQALFGAIKQPMVLLGLALIIFAV
                     
AFKLSLAPFHKWTPDVYAGAPAPMATFLATAAKVATIGLFVRYLLASGAIMVNSLVTV
                     
LTIIAVLSILVGNLLAVRQVNLKRILGYSSIAHFGYLLIALISMTYASLGSVTVYVVT
                     
YVLTTIGAFGAVALMSSPYNNVDEAQSLADYRGLFWRRPVLTATLTVMMLSLAGIPLT
                     
AGFIGKFLVVMAAVTTQHWFLAAMIIVGSGIGLYYYLRVMVVMYMTPPETPRIDADAH
                     WGQKVGGLMVLAAAALVIILGVYPDPMINLALKAEILSPLHFMLSQQQ"
     gene            complement(103326..104924)
                     /gene="nuoM"
                     /locus_tag="DSM_03006"
     CDS             complement(103326..104924)
                     /gene="nuoM"
                     /locus_tag="DSM_03006"
                     /EC_number="1.6.5.11"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFE8"
                     /codon_start=1
                     /transl_table=11
                     /product="NADH-quinone oxidoreductase subunit M"
                     
/translation="MENNLILPALILVPFIAGFTCWLVDKLDKTLPRWIALIGMLITL
                     
GLGLALWQSGTYSYELGSKVPTWTAEFYLPWIQSLGIGIHLAVDGLSLLMVLLTALLG
                     
VLAVGCSWGEIQKNVGFFHLNLLWSLGGVIGVFLAIDLFLFFFFWEMMLVPIYFLIAL
                     
WGHKGSNGRSRVYAATKFFLYTQIAGLVMLIGILGLVVYGYMMTGMIGFDYNYLLAVA
                     
NRLPAGFAYGFMICFFIGFAVKLPVFPLHGWLPDAHAQAPTAGSVDLAGILIKTAAYG
                     
LLRFVIPFFPAASAQFADIAIIFGLIGIFYGAWCAYQQTDMKRLLAYTSISHMGFVLL
                     
AIYAGNILTFQGLMIMMLAHGLSSAALFIMSGQIYERLHTRDLRLMGGLRGQLQYLPF
                     
FLMFFVAALVGVPGLGNFIGEFLILMGSFNKYPVFTIIASISLVFAGLYGLILIHRAL
                     
FGEPNSEQKQHYTSPLKDLSAREVSILMICAIGLVWLGIYPQTFLDVSHSSMQWLVNS
                     YVPVQEVVETVQQTATQLDHVEIQ"
     gene            complement(104926..106815)
                     /gene="nuoL"



                     /locus_tag="DSM_03007"
     CDS             complement(104926..106815)
                     /gene="nuoL"
                     /locus_tag="DSM_03007"
                     /EC_number="1.6.5.11"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P33607"
                     /codon_start=1
                     /transl_table=11
                     /product="NADH-quinone oxidoreductase subunit L"
                     
/translation="MSYLYLTVLFPLIGFILLAAGRDKLSENVAAIIGVGSVGLSALF
                     
ALIAGMAFTSSGQQVFVQNLWIWFNVGGFAPGISLHLDGLSLLMMGMITGVGFLIHIF
                     
ASWYMRGEEGYARFFSYFNLFVASMLLLVLGDNLALLFLGWEGVGLCSYLLIGFYYAN
                     
PANGWAAIKAFTVTRVGDVFLLIALFLLYQQFGTLNTQYIVEHAAEVMTKSSSLTIWT
                     
ALMLFLGAAGKSAQIPLQTWLADAMAGPTPVSALIHAATMVTAGVYLCCRLFSVFELA
                     
PEVMQFISVTGAVTLLVAGFAALVQTDIKRILAYSTMSQLGYMFMAVGAEAYQAGLFH
                     
MLAHAFFKALLFLSSGAVILAYHHEQNIFKMGGLFYKNKFLFACFAIGGGALAAIPFL
                     
TIGFFSKDAILGEVWVQGQSIALYNSLYWAGVAGAFLTSIYTFRLIWVVFFGKENTHY
                     
HEIKGATYWAPLGILAVLSTFVGAALKAPVANILNTAKIPEFHVAEQFVEGMHGAEHL
                     
AVGIALVGLAVGIGLFAFAYGAVKSFAKTSLGAGLAHICRTAFGFDALYDIVFVKPYL
                     
FFAKLFGRDPIDSLWLVLPALVKGGNSFTSSRQTGSLREYASSMSLGVVVLLMILIVI
                     QVVGK"
     gene            complement(106812..107120)
                     /gene="nuoK"
                     /locus_tag="DSM_03008"
     CDS             complement(106812..107120)
                     /gene="nuoK"
                     /locus_tag="DSM_03008"
                     /EC_number="1.6.5.11"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:C5W716"
                     /codon_start=1
                     /transl_table=11
                     /product="NADH-quinone oxidoreductase subunit K"
                     
/translation="MGQIPLEHGLIVATILFALGFYGVMVRRNLLFMLMSLEIMMNAA
                     
ALAFVLAGSVWAQPDGQVMFILILTLAAAEACIGLAIVLQFYHRFHHLDVDAASEMRG
                     "
     gene            complement(107120..107641)
                     /gene="nuoJ"
                     /locus_tag="DSM_03009"
     CDS             complement(107120..107641)
                     /gene="nuoJ"



                     /locus_tag="DSM_03009"
                     /EC_number="1.6.5.11"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFE0"
                     /codon_start=1
                     /transl_table=11
                     /product="NADH-quinone oxidoreductase subunit J"
                     
/translation="MMWPFYLMALVAIVSTVRVVTNTNPVHALLSLIVSLLAVAGIFM
                     
IVGAPFAGALEIIVYAGAIMVLFVFVVMMLNLGQHTVEQERKWLSSDAWAYPALMSFL
                     
LGLLLVWMLGGEYTTISAPLGAQVIGPKVVGQALFTHYLLLVEVAAMLLLAALVAAYH
                     LGKREPGAEEEKE"
     gene            complement(107638..108180)
                     /gene="nuoI"
                     /locus_tag="DSM_03010"
     CDS             complement(107638..108180)
                     /gene="nuoI"
                     /locus_tag="DSM_03010"
                     /EC_number="1.6.5.11"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFD6"
                     /codon_start=1
                     /transl_table=11
                     /product="NADH-quinone oxidoreductase subunit I"
                     
/translation="MYKILAGVGSIVRTLFMVFTHGFRKRDTILYPEVPAEEIVPPRY
                     
RGRIILTRDPDGEERCVACNLCAVACPVGCISLQKAEKEDGRWYPEFFRINFSRCIFC
                     
GMCEEACPTTAIQLTPDFELGEYVRQDLVYEKENLLISGPGKYPDYNFYRVTGMAING
                     KEKGQAQKESAPIDVRSLLP"
     gene            complement(108199..109215)
                     /gene="nuoH"
                     /locus_tag="DSM_03011"
     CDS             complement(108199..109215)
                     /gene="nuoH"
                     /locus_tag="DSM_03011"
                     /EC_number="1.6.5.11"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFD4"
                     /codon_start=1
                     /transl_table=11
                     /product="NADH-quinone oxidoreductase subunit H"
                     
/translation="MNQEIIRQTPLWAENWPIAYAVVQAVVILLVVVLVAALMSFIER
                     
RLLAWWQDRYGPNRVGPGGMFQIVADMLKIMFKEDWTPKFADKLTFRLAPAVAMATAV
                     
LSFMVIPVSPALGVADMSIGLLFFMAMAGIAVYAVLFGGWSSNNKYSLLGGLRSAAQT
                     
ISYEVFLGISLMGVVAIAGSFNLREIVEAQRDVWFIIPQFLGFLIFVVAGVAVTHRHP
                     
FDQPEAEQELAEGYHVEYGGMKWGMFFVAEYVNVVLISALIVTLFFGGWLAPFNLEIP



                     
FVPPVFWFVIKTAFFVMMFVLARGSLMRPRYDQVMNFGWKICLPLALVNLLVTGAVIL
                     MNQA"
     gene            complement(109219..111903)
                     /gene="nuoG"
                     /locus_tag="DSM_03012"
     CDS             complement(109219..111903)
                     /gene="nuoG"
                     /locus_tag="DSM_03012"
                     /EC_number="1.6.5.11"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9KGW3"
                     /codon_start=1
                     /transl_table=11
                     /product="NADH-quinone oxidoreductase subunit G"
                     
/translation="MATIHVDGKSYEVNGSENLLQACLSLGIDIPYFCWHPSLGSVGS
                     
CRQCAVTQYANPEDTRGRLVMSCMTPASDNTYISIEDKEAVDFRESIVEFLMTNHPHD
                     
CPVCEEGGHCHLQDMTVMTGHDRRRYRFTKRTHYNQELGSFIAHEMNRCIACYRCVRY
                     
YKDYAGGTDFGVYANASRVYFGRPESGTLESEFSGNLTEVCPTGVFTDKTHSERYNRK
                     
WDMQYAPSVCHGCSSGCNISPGERYGEIRRVENRFNGSVNQYFLCDKGRFGTGYVNRA
                     
DRPRQPQFRNGETVATVSVDQALDQTIAKLEGKKVLGIGSPRASLESNYALRELVGQA
                     
NYSTGVAQKEQSLVELAASIMQTEGIYNPNMREIESYDAVLILGEDLTQTAPRMALSV
                     
RQAAKNKAREMAAKTRTPDWLAEPVQRIGQEAKSPIYILAATQTRLADVATGEVVASP
                     
NDIARLGFAVAAAVKGETVNGLDEDAKAFAQTIADTLKAANKPLIIAGTSLQDASIME
                     
AAAELTQNLGSKAGLSLVVPEVNSMGLALFGGLSLEQAFAQDYDTLVIVENDLFRRLP
                     
AAQVKAALDKAETVIVLDHSETETVKQADIVLSAASFAEGDGTVVSQEGRAQRFYQVY
                     
DPSYYKPEYAIKESWRWLHAIETGLKGKPIDWTVLDDVIETIVKNVPVLEAIQDVAPD
                     
AGYRVHGLKIAREPRRYSGRTAMRAPLSVHEPKQPTDPDSALTFSMEGYVGPQKASSL
                     
VPFAWAPGWNSPQSWNKYQDEVGGHLKGGDSGVRLFDRLAKRPARSYVAPTAVVANPE
                     
SFRLVPMHHIFGSGEFTIKTPAMETRIPEAVFAVGEQDATRLNLQEGQRITVKAGETT
                     VSLPVQVIEYLPTGYIGYPVGLAPTVSLAEPVSVALGV"
     gene            complement(111915..113246)
                     /gene="nuoF"
                     /locus_tag="DSM_03013"
     CDS             complement(111915..113246)
                     /gene="nuoF"
                     /locus_tag="DSM_03013"
                     /EC_number="1.6.5.11"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P31979"



                     /codon_start=1
                     /transl_table=11
                     /product="NADH-quinone oxidoreductase subunit F"
                     
/translation="MNTEPKPIYGDGNPETHPLTWRLSKQESVRSADDYEALEGYAGF
                     
KKALGMKPAEVLEVIKAATVKGRGGAGFPAGIKWSLMAPNDGGPRYLICNADEMEPGT
                     
FKDRLLMEKLPHQLIEGMLIAGYTLEATQGYIFIRGEYIEAAQYLNEALEQIRAKGYL
                     
GDNILGSGWNFELHVHTGAGRYICGEETALINSLEGRRANPRTKPPFPQVAGAWGRPT
                     
IVNNVETYNNLPAIMLRGPEWYIGLSAGKSKDPGTKIYGASGKVKFPGLWELPFGTTA
                     
REVIEEHAGGMRDGLKLKAWLPGGASTDFLPADTIDLPMDAETIMKAGSRLGTCLLMV
                     
VDETQCMVSLTRNLEEFFARESCGWCTPCRDGLPWAVKALKALETGEGKKEDIDHLQE
                     LTRKLWIGKTFCAHAPGAMEPLMGALKHFRSEFEAKVTDRPVVQTSNVEQA"
     gene            complement(113243..113752)
                     /gene="nuoE"
                     /locus_tag="DSM_03014"
     CDS             complement(113243..113752)
                     /gene="nuoE"
                     /locus_tag="DSM_03014"
                     /EC_number="1.6.5.11"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFD1"
                     /codon_start=1
                     /transl_table=11
                     /product="NADH-quinone oxidoreductase subunit E"
                     
/translation="MMILTDKKPRVNVEGILTAEEIHEIEHHIGHYPYPRAASLDALK
                     
CVQRRNGWVDDAQMNAIAQLLTISVADLEGVATFYNRIYRQPVGRHVILLCDSIACFL
                     
MGAETLAEAFQRELGIQFGQTTQDGRFTLLPICCLGNCDKGPTLMIDEDTHGLVEVTS
                     IKQLLEKYV"
     gene            complement(113766..115553)
                     /gene="nuoC"
                     /locus_tag="DSM_03015"
     CDS             complement(113766..115553)
                     /gene="nuoC"
                     /locus_tag="DSM_03015"
                     /EC_number="1.6.5.11"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P33599"
                     /codon_start=1
                     /transl_table=11
                     /product="NADH-quinone oxidoreductase subunit C/D"
                     
/translation="MAETDIAMPESTPVDSRPAFAIVEELKTKFGENFYVQATFEEFP
                     
TVWVERARVQEVLMFLRKVERPYVMLFDLSAMDERLRQHRDGLPASDFTVFYHLLSLE
                     
RNSDIRIKVALNENDLNLPTATNIWPNANWYEREAYDMFGINFEGHPMLRRILLPTYW



                     
EGHPLRKEYSARATEYTPYMQDKAKQDFEQEHLRFVPEDWGLKRGNADEDFMFLNLGP
                     
NHPSAHGAFRIVLQLDGEEVKDCVPDIGYHHRGVEKMAERQTWHSFIPYTDRVDYLGG
                     
CAQNMPYVMAVEQLAGIKVPERAQVIRVMLNELFRINNHLLYCGTAIQDAGGMTPVFY
                     
MFADRQKVYDIVEAITGYRMHPAWFRIGGTAHDLPNNWQKLVKELLDWMPKRLNEYYT
                     
AAFKNSVFIGRTRNVAQYDAKSALAWGVTGTGLRATGIDFDVRKYRPYSGYENFDFEV
                     
PVEYEGDAYARVLVHFREIEQSLKIIKQCLDNMPSGPYKADHPLAVPPPKDKTLQDIE
                     
TLITHFLSVSWGPVMPAGEASFMTEVVKGASTYYLTSDKATMSYRTRIRTPTFTHLQQ
                     IPSVINGSLVSDLIIYLATIDVVMADVDR"
     gene            complement(115638..116315)
                     /gene="nuoB"
                     /locus_tag="DSM_03016"
     CDS             complement(115638..116315)
                     /gene="nuoB"
                     /locus_tag="DSM_03016"
                     /EC_number="1.6.5.11"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFC7"
                     /codon_start=1
                     /transl_table=11
                     /product="NADH-quinone oxidoreductase subunit B"
                     
/translation="MKYTLTRANPDADQYPLQDRQIVTDPLEEEVNKNVFMTRLEDVL
                     
HTAVNWGRKNSLWPFNFGTSCCYVEYATTLTGVHDLSRFGAEVIRASPRQADLMIVAG
                     
TCFVKMAPVIQRLYEQMLEPKWVISMGACANSGGMYDIYSVVQGVDKIIPVDVYVPGC
                     
PPRPEALIQALMLLQDQIQLERRPLSAVIGDDLQPVYKPKMMPERDRKNAQRIAVKNL
                     RSMDEIK"
     gene            complement(116322..116873)
                     /gene="ndhC"
                     /locus_tag="DSM_03017"
     CDS             complement(116322..116873)
                     /gene="ndhC"
                     /locus_tag="DSM_03017"
                     /EC_number="1.6.5.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P19045"
                     /codon_start=1
                     /transl_table=11
                     /product="NAD(P)H-quinone oxidoreductase subunit 3"
                     
/translation="MSAITPYDWAIIAFVIGVTFLCVFMLTVPLLLGGKSWGRAKQEQ
                     
FESGVVSAGGARIRLSAKFYLVAIFFVVFDLEALYLYAWSTSVREVGWLGYTTVVIFV
                     
VDLLIALVYAFSVGALSWAPADRRKLAGEKIKVGSPTMNIAEITRFNSIEELVTDPTG
                     QIPAQSSGRVKSKTTPALSSEKE"



     gene            117301..118722
                     /gene="dgcM_2"
                     /locus_tag="DSM_03018"
     CDS             117301..118722
                     /gene="dgcM_2"
                     /locus_tag="DSM_03018"
                     /EC_number="2.7.7.65"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77302"
                     /codon_start=1
                     /transl_table=11
                     /product="Diguanylate cyclase DgcM"
                     
/translation="MPYSLREFSFSTSLKFFLLFTIIITLCCFIGIASRPLSFLAFFW
                     
PANSVFLGLLLRFPQTRQIGSFAGAFTGYMIADLVNGTPLFLTLILTISNYLYVVTTL
                     
ALAILFNRHIKAAYQGYSYLLLFALCGIGSITGALFAATFVPMFNTKFMIGSFWAEFG
                     
YWVTSELQNALLLLPIILNIPPYLKIKNHLKGNRIYIKAIDFLPLFAVLISIGVSYYD
                     
SGPGSLLYPIAALIWCAIRYKPIIVALITSFTSAYIIYHVSGHYLLLYPQDYLGNTIS
                     
IRIGLIMMTVAPLTVSSISALHSELIQKLQHAIAHDELTSSLTRRQFLQSVRLLQEKV
                     
QKENKTSAFFMLDVDHFKKVNDSYGHLIGDRALQTCVTTIQNILHPHDLLGRFGGEEF
                     
AIFIPDTTREAAFELAERIRIQISQQPIYVYGKLPIFVQVSIGISLYSPSYHRSIESL
                     FKEADDALYQAKRQGRNRVFISL"
     gene            118815..119168
                     /locus_tag="DSM_03019"
     CDS             118815..119168
                     /locus_tag="DSM_03019"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNLEYTHKPDYYLFAQLLVRHIESYIHKHPDADNAIFDLRDVYE
                     
IFRQDFASTTTNLEGILHIADSYRVETLNGDQPLIQKYQIDAKNNSLLIDFNTDALNS
                     LRSGKPILEPDATQL"
     gene            complement(119190..120839)
                     /gene="rstB"
                     /locus_tag="DSM_03020"
     CDS             complement(119190..120839)
                     /gene="rstB"
                     /locus_tag="DSM_03020"
                     /EC_number="2.7.13.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P18392"
                     /codon_start=1
                     /transl_table=11
                     /product="Sensor protein RstB"



                     
/translation="MFKHSIFLRIYAGLVILVVLVAVFGYLLVQIINYQRAQEYRESL
                     
TDGISYVISEGVARQPGKQQKIDWISDASDLLELPIYYTDASKVELSRTEKKRIEAQK
                     
SVVRYDASNSIAYVIIGLRDDPQHYLSIKVDKITERQMKALPIFVLDYLMFYPGQEQE
                     
YLAKIQKHFSYPINIQNIQDVNLDSEQIGRLRQDQSVMLYKDSATVRGTTISIVSPIP
                     
NHPAQVLVLGPVPMFNWMPLQLSAGITLFSLFLLSLGVYGLILPLERKIRQVRYALNR
                     
MKSGDLSLRVPIEGSDEMANLASSYNNMSDHIQRLIEAQRELMRAVSHELRTPVARIR
                     
FGTEMLAEEDDYNHRMHQVDMIDKDIEALNTLIDEIMTYAKLEQGTPSLDFAEIVLFE
                     
VLDQVAVETEALKTQKEIELIPPPLYVKVDAERRYLHRVVQNLVGNAVRYCDNKVRIT
                     
GGIHNDGMAFVCVEDDGPGIPEQDRKRVFEAFARLDDSRTRASGGYGLGLSIVSRIAY
                     WFGGEIKVDESPSLGGARFIMTWPAHRFKQPPLKTNKKAPA"
     gene            complement(120872..121588)
                     /gene="rstA"
                     /locus_tag="DSM_03021"
     CDS             complement(120872..121588)
                     /gene="rstA"
                     /locus_tag="DSM_03021"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P52108"
                     /codon_start=1
                     /transl_table=11
                     /product="Transcriptional regulatory protein RstA"
                     
/translation="MSQEEKLPKILIVEDDERLARLTQEYLIRNGLEVGVETDGNRAI
                     
RRIISEQPDLVVLDVMLPGADGLTVCREVRPHYHQPILMLTARTEDMDQVLGLEMGAD
                     
DYVAKPVQPRVLLARIRALLRRTDKTVEDEVAQRIEFDDLVIDNGGRSVTLNGELVDF
                     
TSAEYDLLWLLASNAGRILSREDIFERLRGIEYDGQDRSIDVRISRIRPKIGDDPENP
                     KRIKTVRSKGYLFVKETNGL"
     gene            122121..124955
                     /gene="nrdA"
                     /locus_tag="DSM_03022"
     CDS             122121..124955
                     /gene="nrdA"
                     /locus_tag="DSM_03022"
                     /EC_number="1.17.4.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P00452"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribonucleoside-diphosphate reductase 1 
subunit
                     alpha"
                     
/translation="MSVITSTPGQIQVIKRTGDVAAFDAEKISVAIGKAFLAVEGQQS



                     
ADSSRIHDRITQLTEMVLNTFTRRLPSGGTIHIEEIQDQVELALMRTGEHKVARAYVI
                     
YRDQRASARKDTNSNHHPTLQVTDANGQLQPLDLSALQATVNRAAEGLEGIDVQAIID
                     
ETVKNLYNGVKESDIATTMMMATRTRIEQEPNYTYVTARLLRDELVSTGLAFLGLPAD
                     
TAENNALEAFLKKGVELDLLSPDLLKFDLEKLAAAIQPERSNQFTYLGLQTLFDRYFI
                     
HSNGVRFELPQLFFMRVSMGLALNEQDKEERAIEFYNLLSSFDYMASTPTLFNSGTLR
                     
PQLSSCYLTTIGDDLYDIYGAMRDNAMLSKWAGGLGNDWTPVRALNSYIKGTNGKSQG
                     
VVPFLKVANDTAVAVNQGGKRKGAVCAYLETWHLDIEEFLELRKNTGDDRRRTHDMNT
                     
ANWVPDLFMQRVFEDGEWTLFTPSETPDLHDLTGAEFAERYAYYESVAKEQNMLHKKV
                     
RAKDLWRKMLSMLFETGHPWITFKDVCNLRSPQQHVGVVHSSNLCTEITLNTNQDEIA
                     
VCNLGSINLVQHVKGGVLDREKLARTVKTAVRMLDNVIDINYYAVPQAKNSNLKHRPV
                     
GMGIMGFQDALYEMGMAYGSDEAVNFADESMEVISYYAIQTSSDLAVERGAYSTFKGS
                     
LWDQGILPIDSLEIVAKSRPERMFEVDRTQRLDWDSLRAKVQKDGMRNSNVMAIAPTA
                     
TISNICGVSQSIEPTFQNLYVKSNLSGEFTVINPYLVRALKERGLWDTVMVNDLKHFE
                     
GSVQKIARIPEELKAIFATAFEVEPRWIVDAASRRQKWIDQAQSLNLYISGANGKKLD
                     
ITYKMAWLRGLKTTYYLRALGATSAEKSTINTGALNAVKPATVEAAAPAAAPVVEAKK
                     PEAVEEDGFTQAAPVPMACSIDNPDCEACQ"
     gene            125011..125145
                     /locus_tag="DSM_03023"
     CDS             125011..125145
                     /locus_tag="DSM_03023"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFFHLSHNYMLGVGILIFAFIFFYTPMVYAFFKIRKQQRKQNKL
                     "
     gene            125283..126566
                     /gene="nrdB"
                     /locus_tag="DSM_03024"
     CDS             125283..126566
                     /gene="nrdB"
                     /locus_tag="DSM_03024"
                     /EC_number="1.17.4.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O84835"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribonucleoside-diphosphate reductase 
subunit



                     beta"
                     
/translation="MSILSWDDFEDDSQKPAAPEHKSAPVNPEKTPDSQNVSAAQPSS
                     
QSVAAPQSAGTHSVRSTNPTDSMARASEALEHLDVAPGLEELEMGAQRVQVDDKAMIN
                     
CRADLNQLVPFKYEWAWQKYLDGCANHWMPQEVNMNHDIALWKSENGLTEDERTIVMR
                     
SLGFFSTADSLVANNLVLAIYRHITNPECRQYILRQAFEEAIHTHAYQYCIESLGMDE
                     
GEVFNMYREIPSVARKAAWGLKYTQSLSDPTFHTGTPENDQRLLRNLIAFYCVLEGIF
                     
FYCGFTQILSMGRRNKMNGVAEQFQYILRDESMHLNFGIDMINQIKIENPHLWTAEFQ
                     
QEVIQMILEGTMLEIEYARDTMPRGVLGMNASMMEEYLKFICNRRLSQLGLPEQFAGV
                     TNPFAWMSEMMDLRKEKNFFETRVTDYQTGGALSW"
     gene            127401..130325
                     /locus_tag="DSM_03025"
     CDS             127401..130325
                     /locus_tag="DSM_03025"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFIKSILSSITSIIPLPENSNTSSNLGNGSGDGLLNGISSGNGE
                     
HNYGIGNGIADDASITAPITIPLNLSGNSITLIGNSSSNSVNSSPTTTSNNVNDNDVT
                     
NNGNGSTIGSGTGNGSGDGLLNGAASGNGEHNYGIGNGIADDASITAPLSIPINLAGN
                     
SITLIGDSSSSSVNNSATNTSNTVNDNDTTYNGNGSGAGNGSGDGLLNGIGSGNGEQN
                     
YGIGNGIADDASITAPITLPINLSGNSITLIGNSSASSVNSSPTTTSNTVNDNDTTYN
                     
GNGTGDSGVSALGDSGNGSGDGAGNGIASGNGEHNYGIGNGNGDDVDITAPITGVLNF
                     
SGNSFTLIGNSSSSSVNTAPTTTSNTVNDNDTIDNGNSGGTGSGSGNGSGDGLLNGAA
                     
SGNGEHNYGIGNGNGDDVDITAPITGVFNFSGNSFSLIGNSSSSSINTAPTTTTNTVN
                     
DNDVTVNGNDGGGLLGGSSGNGSGDGLLNGAASGNGEHNYGIGNGNGDDADFTFPLTG
                     
VLNFSGNSLSGFGSSSSDSVNVAPTTATNTVNDNDTIDNANTGGFGDGSGNGSGDGIL
                     
NGAASGNGEHNYGIGNGNGDDADFTLPFTRGLNILGNALSGIGGSSTDSINISPTTTS
                     
NTVNDNDTTNNGNTSGGVIGSGDSGNGSGDGLLNGISSGNGEHNYGIGNGNGDDVDVV
                     
APITTPLNVLGNSFSFIGGEGTGDILGPITGVIGGIGGDGDILSPITGIIGGIGGDGD
                     
ILSPITGIIGSIGGIGGDLGDNPLTGIIQSGIDVLQNLESLKTGLINTGIDTIAGTII
                     
GVFPDVEHPVGDFADLGKLLFETSRDSVNGTLEAISDLAGADLEGASGSITGVIDTLI



                     
TNGSTASTIIQHIVGDDLVTENGGLLGSITTIIGGVDSGDGGLLGGLDGLISINYGDS
                     
DNSNSVDVEDILGNILGSVGSNQGIAVGEPDPTGGSLIHTISLNTVNQLTDQLLHALP
                     TV"
     gene            complement(130436..131035)
                     /gene="rutR_1"
                     /locus_tag="DSM_03026"
     CDS             complement(130436..131035)
                     /gene="rutR_1"
                     /locus_tag="DSM_03026"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACU2"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator RutR"
                     
/translation="MSETLPDPRKRPRQARSVATFEAILEAAARILESLGFAGFNTNA
                     
VAELAGVSIGSLYQYFPSKDALIVELIRRERAKLSNHIVEVIQQSDAADLKDKLKLII
                     
QAAVQHQLSRPQLARTLEFASELIGKDIEESEHQHELETIISDLFKRSGVSHAQTAAQ
                     DVIALSKGMINAAGIVGESDLNHLQQRVEKAVFGYLDLD"
     gene            131157..131486
                     /locus_tag="DSM_03027"
     CDS             131157..131486
                     /locus_tag="DSM_03027"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSRTYTFFIHLKALPAWLALAREKRAEFSAQKLEPIFEKYPTVK
                     
VRWYDVEAFSTKASDIAVFETTCLQDYYFVIDAIRDSEFCTVPYFEFVEIIPAIEDGY
                     VEYESSL"
     gene            complement(131594..132295)
                     /locus_tag="DSM_03028"
     CDS             complement(131594..132295)
                     /locus_tag="DSM_03028"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTFIIAIQLNDSIIVAADNKRVTLNKDSNIEFSTTNDSKLYAWE
                     
QGIITGTGESYVVQQAVDIFKNIAKSKLKTLPECLDISKRIRILELGQNLDQVHNGKL
                     
LCSSYGQEGAQLYKIERFDKTSQHTLKKVSPMEIIIWLFHPNVDLIADNLKRLYSDLR
                     
DYSLFSTQVDWINYYINRLSPIYQKQSEVDPYMSQSFDIFFQTKDEHFFGHIPNTQNI
                     PLSFQQVFKKNSYIK"
     gene            132390..133076
                     /locus_tag="DSM_03029"



     CDS             132390..133076
                     /locus_tag="DSM_03029"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MAGGSQIIINKDGITLITPGKFEPKAGQHLFKGGEKANYSLPEI
                     
PNVQSPFSNKLDVYNLFPDISNIEYSVLHSNGQVKTGFLDQYGRTGRIKSNEKEKVKV
                     
LIGGDDWHYYIDKLGGTKNDETYIKFLDFLGNPISNLEFQITNDNNKLITSCRTDQNG
                     
EAKFSSPNDDFPILSIKNFIDQTYKPMMRIENNFVREIILISPKILKEIELLPETEEK
                     GDYLRSNYSE"
     gene            133098..133871
                     /locus_tag="DSM_03030"
     CDS             133098..133871
                     /locus_tag="DSM_03030"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSDGNQKVNQNGRPVYLFSPSQKEAASTAQDTSTYIGVLTNSTK
                     
LIEKNNFAWGLLHSKNTPPFSLERIKKSTNARMYFYKPDNVGNKVFRGNPNTSVSNVG
                     
EVAKKFDKIGGKLGKAGDIVEIGILTRERDSKGLVVKAATMTGSTYGEAGGLALAGKI
                     
CPKLAKGTPQKAALVGASCFGALFYLGNKAGDAIGKGAGESKVGQRLGDSQAVVSVVN
                     GLADAADILEAQEKANAEAERQKQLEKDPMLEWHIMGAD"
     gene            133891..134691
                     /gene="esiB_3"
                     /locus_tag="DSM_03031"
     CDS             133891..134691
                     /gene="esiB_3"
                     /locus_tag="DSM_03031"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA 
sequence:UniProtKB:A0A0H2VDN9"
                     /codon_start=1
                     /transl_table=11
                     /product="Secretory immunoglobulin A-binding protein 
EsiB"
                     
/translation="MKSKLLIIAGCLILSNSFLLSGCIKQPTSQNLVQEKSSEALRLY
                     
EEGQKYFLGKDVKQNYQKALELFQKASDQGLAEAQNDLGGMYFEGLGTTQDYQKAFKY
                     
FDSAANQKLAAAQYNLGLMYDKGLYIQKDRKKALELYELSTEQGYAKAQYNLGNAYAN
                     
GDGVPQNNTKALELFSKAAQQNLPQASYNLGNMYADGEGVTQDNKKALEYFTKAAQQG
                     FPQAQYNLAYMYENIFPDLEKAKFWYMEASKNHIPEADQALERLSTVK"
     gene            complement(134674..135213)



                     /locus_tag="DSM_03032"
     CDS             complement(134674..135213)
                     /locus_tag="DSM_03032"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNKFFYSSLYLVLFLLVLIFLCTSIPAAKLKIFNVTHPTWVRLE
                     
KFQILNYEIKCSSPWGRGGDKMANLAVSYQYNYGNKSYFQQDQVFFRIYKIYIFERCD
                     
SFKEKNKQLFNKAVKDQTIKLFINKNSPNKAKLFLSNKEFNYRLSWLSIFFSEIQGIL
                     LTLLVIVTLYSIYMLFNRR"
     gene            complement(135291..135818)
                     /locus_tag="DSM_03033"
     CDS             complement(135291..135818)
                     /locus_tag="DSM_03033"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKLFIKIILSLLAVFLILLVLTSSFNLKLKVFKLFHPDWVEVKG
                     
YKILDYSVYCKRKYWHKGMDRSARGDIRYQYTYQNKVYKSEEKDFLVVYRLFISENCD
                     
EMKGQNLSIFNKIKKNNELKVFISPDTKKSKILITKKGLSFRNSWMISLMLEIQLIIL
                     VLIGLIIYLTVTSKK"
     gene            complement(135961..136521)
                     /gene="betI_5"
                     /locus_tag="DSM_03034"
     CDS             complement(135961..136521)
                     /gene="betI_5"
                     /locus_tag="DSM_03034"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_00768"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator BetI"
                     
/translation="MPTLEISSKKLQVVQTAIQLFTTHGFHNAGVDLIIKEAKIPKAT
                     
FYNYFHSKERLIEMCIAFQKSLLKEEVLSIIYSSRYYTQKDKLKEIIVLHTNLNSLYH
                     
LLLKAVFEIKRLYPQAYRMAVEYRKWLHRELFDLIFSCENRTFKFDADMVLNLIDGLM
                     LQVLSSNRLDERDVVLERFWGRGIIK"
     gene            complement(137206..137697)
                     /gene="rutF"
                     /locus_tag="DSM_03035"
     CDS             complement(137206..137697)
                     /gene="rutF"
                     /locus_tag="DSM_03035"
                     /EC_number="1.5.1.42"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:P75893"
                     /codon_start=1
                     /transl_table=11
                     /product="FMN reductase (NADH) RutF"
                     
/translation="MVQATDFRNAMSLLTSAVSVVTTAGMSGRFGFTASAVCSVTDTP
                     
PTLLVCMNQAASSHAHFLDNKILTVNVLGAHHEHISKAFSSKLTPEERFKHGEWIELE
                     
TGAPVLEDALVSFDCEIEQIQQVGTHTIFICPIVAIKQSQHDQSLVYFNRAYHQVGQT
                     ETV"
     gene            complement(137883..138926)
                     /gene="xecA1"
                     /locus_tag="DSM_03036"
     CDS             complement(137883..138926)
                     /gene="xecA1"
                     /locus_tag="DSM_03036"
                     /EC_number="4.4.1.23"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q56837"
                     /codon_start=1
                     /transl_table=11
                     /product="2-hydroxypropyl-CoM lyase"
                     
/translation="MKKLLPTSTAGSLPKPSWLAEPEKLWSPWKLENEGLVEGKKDAL
                     
RLALHEQKLAGIDIVSDGEQTRQHFVTTFIEHLNGVDFEKRETVRIRDRYDASVPSVV
                     
GAVSRQKPVFVEDAKFLRQQTDQPIKWALPGPMTMIDTLYDGHYKSREKLAWEFAKIL
                     
NQEARELEAAGVDIIQFDEPAFNVFFDEVNDWGIATLERAIEGLKCETAVHICYGYGI
                     
KANTDWKKTLGSEWRQYEEAFPKLQTSNIDIISLECHNSRVPIDLLELIRGKKVMVGA
                     
IDVATNQIETPEEVANTLRKALQFVDSDKLYPCTNCGMAPLSREVARGKLNALSAGAE
                     IVRRELTGFDLTA"
     gene            complement(138948..139934)
                     /locus_tag="DSM_03037"
     CDS             complement(138948..139934)
                     /locus_tag="DSM_03037"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSKEFTFTIKSICFDENYRPADNTRITTNFANLARGMSREENLR
                     
NTLRMIDNRFNALAHWDNPKGDRYGVELEIISVEMNIDAENRTSGLPLIEILKTNIVD
                     
KKTNERIEGIVGNNFSSYVRDYDFSVLLLDHNKNKSTFSTPEKFGELHGNLFKSFINS
                     
ETYKANFKKAPVICLSVSTSKVYHRTENEHPVLGVEYKQEDYSLTDEYFQKMGLKVRY
                     
FMPPHSVAPLAFYFTGDLLSDYTNLELISTISTMETFQKIYRPEIYNANSVAGKSYQP



                     
SLKHQDYSLTRIVYDREERSRLAIEQGKFVEEQFIKPYQAILEQWSANYAPN"
     gene            complement(140302..141174)
                     /gene="gcvA_2"
                     /locus_tag="DSM_03038"
     CDS             complement(140302..141174)
                     /gene="gcvA_2"
                     /locus_tag="DSM_03038"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A9F6"
                     /codon_start=1
                     /transl_table=11
                     /product="Glycine cleavage system transcriptional
                     activator"
                     
/translation="MIERISLNSLKFFYFVAKYGSVTLAAKKLFVTQSAVSKQIYNLE
                     
EALNTTLFDRKNKTLVMTEQGETLLSCCHQVFGQLDECLIQLSQSETENKQLVLSCEP
                     
TLSMKWLIPRLSKFKKLGHDFEVVLLTAGGVVDFEKDNIDIAIRRNDFDWGEHIYSEK
                     
IADEYIALVQSTKPSETNDVLISTSRPNFFKSMSRIAELKQSLKGYTKVELEHFYLCL
                     
EGCLAGLGATVISIYMIEKELEWNLLQKNSPVVQDGSAYFLLSHRAFEEDPRKTLFLE
                     WLKAEMNESQHKLL"
     gene            141430..142038
                     /gene="rhtC_5"
                     /locus_tag="DSM_03039"
     CDS             141430..142038
                     /gene="rhtC_5"
                     /locus_tag="DSM_03039"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AG38"
                     /codon_start=1
                     /transl_table=11
                     /product="Threonine efflux protein"
                     
/translation="MAEFIAVILITILAVVSPGADFAIVTKNSYLYGRKIGVFTSLGI
                     
SLGVLVHVTYTLVAVAFVMTYTPQILTIVKYIGALYLIYIGYKTFTQKPVLDAVALNA
                     
IGTFQAIKYGFFTNALNPKTTLFVISTYTQIVSLTTPESILLAYGFFMSFAHFIWFSL
                     VAVLFSSMLLRQKMLAKQAQINKVIGSILCVLGVILLFTKFQ"
     gene            142156..143085
                     /gene="gltC_5"
                     /locus_tag="DSM_03040"
     CDS             142156..143085
                     /gene="gltC_5"
                     /locus_tag="DSM_03040"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P20668"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator GltC"



                     
/translation="MEIKQIKYFLTVVESGSIGKAAQKLDVGASAISQQISKLEQELS
                     
IRLLQRNAFGVTPTPAGLAFLKHSQLILRQVNFAIDAAHSARLSGHVSLGFPPTITAL
                     
IGIPLMKLMSERYPDIRLEIVETLSGNLIQSINSRQLDIAIIFTNEIDKQWSIQPLVR
                     
EQMYLMARKEVLEKYGLSECIKSGIIQSQQIGDIPLVLPRQRHSLRKLLEHKIGQLNV
                     
VYEIDGLHLLMDSLIHLDLASVRPGSACLQEYKHKLQLLKVVDPEVERINYLVSLAEE
                     ELSPAALAAKSAIKACVKELIQNQIWPCSEIIL"
     gene            143364..144674
                     /gene="proP_4"
                     /locus_tag="DSM_03041"
     CDS             143364..144674
                     /gene="proP_4"
                     /locus_tag="DSM_03041"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0C0L7"
                     /codon_start=1
                     /transl_table=11
                     /product="Proline/betaine transporter"
                     
/translation="MDVVNNRRATFKKILNVTSGNFLEQYDFFLFGFYATYIAAKFFH
                     
SDNEYVSLMMTFTVFAAGFLMRPLGAIFLGAYVDKVGRRKGLIVTLSLMAIGTILITF
                     
VPGYETIGIIAPILVVIGRLLQGFSAGVESGGVSIYLAEIATDKNRGFITSWQSGSQQ
                     
IAVVFAALLGYWLNTILTHAQVGEWGWRIPFLIGCLIIPLIFLFRRTLEETEDFKAQK
                     
THPSSKEIFSTLVSNWRIVLAGMMMSAMTTTTFYFITVYTTVYAKRTLEMSVTDSLLA
                     
TVFVGLSNFFWLPMGGLLSDKIGRRPVLVGITTLAIFTSYPVLSWLVSDISFSNLLIT
                     
LAYFSFFFGMYNGTMVATLAEVMPKRVRTVGFSLAFSLAAAIFGGMTPMACTFLVENT
                     GNASTPAFWLMLAAVCSLISSLYLCRGSKQKDPDAIAEPAKVSA"
     gene            144767..145561
                     /gene="ais"
                     /locus_tag="DSM_03042"
     CDS             144767..145561
                     /gene="ais"
                     /locus_tag="DSM_03042"
                     /EC_number="5.3.3.7"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA 
sequence:UniProtKB:A0A0A1H8I4"
                     /codon_start=1
                     /transl_table=11
                     /product="Aconitate isomerase"
                     
/translation="MKKSPIFITICLAGAGLGSTFANADTLEVISSGGFYSSMEKLIP
                     
IFEKQTGHTVHLSSGSSMGESPTAIPNRLDRGERFDVVVLAAPELSKLAEKGYVDPNS



                     
QSALVNSSIGMAVPKGAPKPDISSAAKFEKVLLNAKHIGYSASASGTHLEKDVFPSFP
                     
PVEYKVISSKAEKVVGDRVAKRIAEGQFDIGFQQISEIKPFTGKYGQVELVGPIPAPY
                     QKVTVFAAGIGKNSEHAKVAKELIQFVKSPQATQIIEEQGLEQVKQ"
     gene            145693..146622
                     /gene="gltC_6"
                     /locus_tag="DSM_03043"
     CDS             145693..146622
                     /gene="gltC_6"
                     /locus_tag="DSM_03043"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P20668"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator GltC"
                     
/translation="MELKQLKYFIAVIESGSLGKAAKNLDIGTSALSQQISKLESELS
                     
IRLLQRTALGTVPTPAGLAFFQQVQLALRHLDHAVDSAHSSRLSGHVTVGFSPSVAAV
                     
IGTHFLKLMRSRYPDIKVRLIEGLSGDLKALVNARQLDVAIIFSDDVDPQWAIQPLVK
                     
EQMFLISPKEVLGQYHLESCIDTQTITHSQLKELPLILPSQRHGLRLLLEQKIHQLKV
                     
AYEIDGLHLLMESISQLEMATIQPAGASLNSRQDLCLLRVVEPAIERINYLISLSEEE
                     LSPATLATKVVIRACITNLINEKRWPGAELVNT"
     gene            146726..148132
                     /gene="ifcA"
                     /locus_tag="DSM_03044"
     CDS             146726..148132
                     /gene="ifcA"
                     /locus_tag="DSM_03044"
                     /EC_number="1.3.5.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9Z4P0"
                     /codon_start=1
                     /transl_table=11
                     /product="Fumarate reductase flavoprotein subunit"
                     
/translation="MHDVIVIGGGNAALCAALTAKESGASVLVIEAAPKEWRGGNSQH
                     
TRNLRCMHDAPQDVLVDAYPEEEYWQDLLKVTAGKTNEHLARLVIRSTATCRDWMRKH
                     
GVNFQPPLSGALHVARTNAFFMGGGKALINAYYRSAQELGIEILYNTKIKDLKLNQGH
                     
FEAAIAEDGRVFKAKSCVLAAGGFESNLEWLREAWGQNENGEWPADNFIIRGTRFNQG
                     
NLLKFMIDQGADIIGDPSQSHCVAVDARAPLYDGGICTRIDCVSLGIVVNNKAERFYD
                     
EGEDFWPKRYAIWGRLVAKQPQQIAYSIIDSKAIGRFMPPVFAGVKANSIQELAEKIG
                     
LDAKTLCHTVEEFNQACVQGTFNHTVLDDCTTENIVPNKTHWAVPLDQPPFYAYALKP
                     
GITFTYLGLKVEDDAAVRFNNKPSRNLFVAGEMMAGNVLGQGYTAGVGISIGTTFGRI



                     AGKNAAHYALSQGVEHEC"
     gene            148122..149255
                     /locus_tag="DSM_03045"
     CDS             148122..149255
                     /locus_tag="DSM_03045"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNASTKALIPVVQLSDHEQEVQRVLQICNACRYCESFCAVFAAM
                     
TKRLEFNQADIHYMANLCHNCGACLHACQYAPPHEFGVNIPKAMAQVRLETYQEFATP
                     
QPLGRIYKSVGIPFVSALTLIFFFCMLAVVWWKGTDLFAGYQGNFYAIFPHNFLALLF
                     
GATFTVAIVLLGIGISKFWRQTSKVIHGKVEKPDLVQATQNVLTLKYLDGGHGKGCNE
                     
QDDRYTQIRRVFHHLTFYGFMLCFAATGVATLYHYFLDLHAPYPYLSLPVILGTLGGI
                     
GLVVGPSGLLYLNLKRHPLHGDREQKPVDRGFIFLLLIVSASGLALMAFRNAPYMALL
                     LIFHLATVMTFFITMPFGKFAHGFYRSASLLKFAIEERISKKS"
     gene            complement(149334..149867)
                     /locus_tag="DSM_03046"
     CDS             complement(149334..149867)
                     /locus_tag="DSM_03046"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFSIFYGKEKLAPSPSKVDVLRSLIGGTVSIFILLWLSKLTHNI
                     
FIMAPFGATCVLLYTVSQSPLAQPRNIIFGHLISAFVGLFFLKFVGVSIFTIAFSVGC
                     
AIALMQVFKCVHPPAGANPLVILLTASSIHYEWNFLIFPVLVGAVFLVLVAMLINNIK
                     ASTKWPMYGLGILNSKK"
     gene            149965..150516
                     /locus_tag="DSM_03047"
     CDS             149965..150516
                     /locus_tag="DSM_03047"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSKSALKILDTAEKLFNENSFVGVGVDLIRDESGCSKTTMYTYY
                     
KNKNQLVKSVLVARDERFKQSLLGYVGDATGLEAINKILDWHTNWFRQDFFKGCLFVR
                     
AVAESNQDDQDIISISKAHKQWIKELIAANCNMPNGEALSELIYTVIEGLISRFLVDG
                     FDETLAINMKNSINQLFNINQNL"
     gene            complement(150557..151786)
                     /gene="uctC_2"
                     /locus_tag="DSM_03048"



     CDS             complement(150557..151786)
                     /gene="uctC_2"
                     /locus_tag="DSM_03048"
                     /EC_number="2.8.3.19"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A9X6P9"
                     /codon_start=1
                     /transl_table=11
                     /product="Acetyl-CoA:oxalate CoA-transferase"
                     
/translation="MGALQEIRVLDLSRVLAGPWCGQILADLGAEVIKIERPRVGDDT
                     
RMWGPPWMPDQDGNMTRESGYFQCTNRNKYSVAVDITTPEGQALIYEIAKTADVVIEN
                     
YKTGSLAKYGLDYASLSELNPNIVYCSITGFGQDGPRAEEPGYDFIIQGMSGLMSITG
                     
EPDDVAGGGAQKVGVAVVDIQTGLYSTIAIQAALIARSHTGRGQYIDMSLLDVQVAAL
                     
ANQGMNYLASGKAPQRMGNQHPSIVPYQTFKAKDKEFIIACGNDKQFKDLCIAIGYPE
                     
LLENEKFVRNQDRVKYRNELIPLLSEHFLQKTAKEWVERIHALKVPVGVINSIEDALA
                     
EPQIVHRNLVVNIPHRLNENFQTIGSPIKLSDTPVEYHHAPPELGEHTAQILSRFKTA
                     EELAVLKEKGIIDGKIA"
     gene            complement(151839..153161)
                     /gene="yjhB_3"
                     /locus_tag="DSM_03049"
     CDS             complement(151839..153161)
                     /gene="yjhB_3"
                     /locus_tag="DSM_03049"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39352"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative metabolite transport protein 
YjhB"
                     
/translation="MNNDVQVISKELRTTFPSNLGTYEKIGPNTWKWALLFAYFAMVV
                     
DGIDIMLLSYSLTSLKAEFGLSTFQAGALGSASLAGMGIGGILGGWACDKFGRVRTIA
                     
NSVTFFSVATCLLGFTQSFEQFMALRFIGALGIGALYMACNTLMAEYVPTTYRTTVLG
                     
TLQTGQTVGYIAATLLAGAIIPDYGWRVLFFLTVVPAFVNIFLQRFVPEPKSWQLTKI
                     
ESLQGKRQPKERVVVEKPKSSSIYKQIFNNFKHRKMFLLWMTTAFFLQFGYYGINNWM
                     
PSYLETEVHMNFKNLTSYMVGSYTAMILGKILAGYLADKFNRRAVFVFGTIASAVFLP
                     
IIIFFNTPDNILYLLITFGFLYGIPYGVNATYMAESFSTDVRGTAIGGAYNIGRVGAA
                     IAPATIGFLASGGTFTMAFIVMGAAYFVAGVLPGLFIKDRQYDPQKQS"
     gene            complement(153390..154610)
                     /gene="mmgC_7"
                     /locus_tag="DSM_03050"
     CDS             complement(153390..154610)



                     /gene="mmgC_7"
                     /locus_tag="DSM_03050"
                     /EC_number="1.3.99.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45857"
                     /codon_start=1
                     /transl_table=11
                     /product="Acyl-CoA dehydrogenase"
                     
/translation="MNHMVTTKKAKVQFNWQDPFLIEQQLSPDERMIRDAAHAYCQER
                     
LQPRVLEQFRHETTDPSIFREMGELGLLGPTIPEQYGGAGLNYVSYGLVAREIEYVDS
                     
GYRSMASVQSSLVMVPIHEFGTEEQKQKYLPKLATGEYIGCFGLTEPDHGSDPGSMIT
                     
RAKKVEGGYRLTGAKMWITNSPIADVFVVWAKEVSAEGNVGDIRGFILEKGWEGLSAP
                     
AIHGKVGLRASITGEIVMDNVFVPEENAFPEIRGLKGPFTCLNSARYGIAWGAMGAAE
                     
FCWHTAHQYTMDRKQFGRPLAANQLIQKKLADMQTEIALGLQAALRFGRMKDEGIASV
                     
EGTSLIKRNNCGKALDIARMARDMMGGNGISDEFGVARHLVNLEVVNTYEGTHDVHAL
                     ILGRAQTGIAAFSN"
     gene            154856..155803
                     /gene="gcvA_3"
                     /locus_tag="DSM_03051"
     CDS             154856..155803
                     /gene="gcvA_3"
                     /locus_tag="DSM_03051"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A9F6"
                     /codon_start=1
                     /transl_table=11
                     /product="Glycine cleavage system transcriptional
                     activator"
                     
/translation="MRRSIPSIQGLICFESAAKHLSYTYAAQELCITQSAVSRQIQQL
                     
EDFLAVELFIRTRHGVELTIAGQQYFKSIRPYLLGLEKCTADVISHKGLGGTLKLGVV
                     
PTFATRWLLPKLHLLNQKHPEITVHLETSTKPFLFNDNIFDAAIFAGTQQQIDHWPGI
                     
QAHYLMDEEIVPVCSPRLIEKYFPDAVMINENTYDLSPEDLLKIPLLQQTTRPSIWQE
                     
WFLTHHMQHPKPFDGQRHELFSMLAVAASHDMGMALIPQMLIESELQKKELVIVSNKK
                     LKGSRKYYLIHSSQDISPTIQKFVEWIYQELEQLKTNTN"
     gene            complement(155896..157071)
                     /gene="iolM"
                     /locus_tag="DSM_03052"
     CDS             complement(155896..157071)
                     /gene="iolM"
                     /locus_tag="DSM_03052"
                     /EC_number="1.1.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9WYP3"



                     /codon_start=1
                     /transl_table=11
                     /product="scyllo-inosose 3-dehydrogenase"
                     
/translation="MKSVLCHQATLQVVDQPNLTPAKGQVLLEVVRCGICGSDLHMQH
                     
HCDHMHDLAARVGFNGLAKSTDPFVLGHEFCGKVLDYGPKTRHKFKADTLVCAMPLLN
                     
VDQHGYLSTGLSPNASGGYAEQVLAQSSLMFEVPNGLDADSAAMTEPMAVALHAVRRS
                     
RVKTSEPAIVIGCGPVGLGVILMLKAAGVKTVVASDFSPNRRKLAEQCGADIVVDPKE
                     
TSPFANWKEFGLLGNVSDAINMGMGLFDKLQATRLPWWHGWRMIDKLGALPKRPVIFE
                     
CVGVPSVLQQIIEGAPLFSRIVGVGVCMQSDKIEPALAINKELEIQFVLGYTPLEFRD
                     
ALHMIAEGKVNCSPLITGVVGLEGVTNAFEALRDPEQHAKILIDPKRSGSDIQLMSH"
     gene            157450..158469
                     /gene="add2"
                     /locus_tag="DSM_03053"
     CDS             157450..158469
                     /gene="add2"
                     /locus_tag="DSM_03053"
                     /EC_number="3.5.4.40"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q82K09"
                     /codon_start=1
                     /transl_table=11
                     /product="Aminodeoxyfutalosine deaminase"
                     
/translation="MQTDKKKSMITKTLPLTDIHRHLDGNIRIQTILELGQQYHLDLP
                     
AYDIESLRPHVQVMDNQPDLLSFLSKLDWGVKVLASLDACKRIAFENMQDAAQQGLDY
                     
VELRFSPGYMGMTHQLPLEGVVEAVIAGIKEGSQAYGVKANLIGIMSRTFGQEACEKE
                     
LNALLAHKNDIKALDLAGDELGFPGNLFIEHFKKARDAGWHITVHAGEAAGPESIWQA
                     
IEELGAERIGHGVKAVQDLKLLDYLAKHQIGIESCLTSNIQTNTVPSLAEHPLKTFLE
                     
HGVLATINTDDPAVEGIEIQHEYLTAAPLAGLSPEQIYTAQENGLKIAFLSHQEKDEL
                     RQKYQ"
     gene            complement(158716..158792)
                     /locus_tag="DSM_03054"
     tRNA            complement(158716..158792)
                     /locus_tag="DSM_03054"
                     /product="tRNA-Pro"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Pro(tgg)"
     gene            complement(158797..158872)
                     /locus_tag="DSM_03055"
     tRNA            complement(158797..158872)
                     /locus_tag="DSM_03055"
                     /product="tRNA-His"
                     /inference="COORDINATES:profile:Aragorn:1.2"



                     /note="tRNA-His(gtg)"
     gene            complement(158906..158982)
                     /locus_tag="DSM_03056"
     tRNA            complement(158906..158982)
                     /locus_tag="DSM_03056"
                     /product="tRNA-Arg"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Arg(tct)"
     gene            complement(159039..159115)
                     /locus_tag="DSM_03057"
     tRNA            complement(159039..159115)
                     /locus_tag="DSM_03057"
                     /product="tRNA-Pro"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Pro(tgg)"
     gene            complement(159258..160322)
                     /gene="nadA"
                     /locus_tag="DSM_03058"
     CDS             complement(159258..160322)
                     /gene="nadA"
                     /locus_tag="DSM_03058"
                     /EC_number="2.5.1.72"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P24519"
                     /codon_start=1
                     /transl_table=11
                     /product="Quinolinate synthase A"
                     
/translation="MSDATLIANDAKNIVQAHLDRLGEPKDNRLSEEAKQQKFAQIEA
                     
ELKKRDAVLVAHYYCDPDVQELAEKTGGCVSDSLEMARFGRDHAASTLVVAGVKFMGE
                     
TAKILSPEKTILMPTLEATCSLDLGCPVDEFTAFCDQHPDHTVVVYANTSAAVKARAD
                     
WVVTSSCAVEIVEHLDSLGEKIIWAPDQHLGRYIQKKTGADMLLWDGACIVHEEFRAR
                     
GIANMKALYPDAAVLVHPESPESVVEIADAVGSTSQLIKAAQTLPHQHLIVATDRGIF
                     
YKMQQAVPDKILVEAPTAGEGATCRSCAHCPWMAMNELDGILEVLQKGDQEIHVDPAL
                     AERAKMPLDRMLAFSASLKR"
     gene            complement(160469..161689)
                     /gene="argJ"
                     /locus_tag="DSM_03059"
     CDS             complement(160469..161689)
                     /gene="argJ"
                     /locus_tag="DSM_03059"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q07908"
                     /codon_start=1
                     /transl_table=11
                     /product="Arginine biosynthesis bifunctional protein 
ArgJ"
                     
/translation="MAVGDVTMPQMHVVKGVKIGSTEAYVRYPNRRDLVIFEFAEGSN



                     
VAGVFTQNAFCAAPVHVSKAHLAEGNPRYLVINTGNANAGTGPIGLKNAQDTCAKLAE
                     
LAGVNSFEVLPFSTGVIGEQLPMERLLAGLQPALNSVQDAAWSDAASGIMTTDTVPKG
                     
ASEQFELDGMTYTMTGISKGAGMIRPNMATMLSFVATDAPIRRDLVQKLLKTTVEHSF
                     
NRITIDGDTSTNDSCIFVATGQAGGAEITSESDVRYAKVLEVLARVMNRLAQLIVRDG
                     
EGATKFITVAVEGGANTQECCDIAYSIAHSPLVKTALFASDPNWGRILAAIGYAGVKD
                     
LDVSKIQVWLDDVQICKDGGAAEDYTEEAGARVMAQTEITIRVDLGRGQAKDTVYTCD
                     LSYDYVKINADYRS"
     gene            complement(161826..162305)
                     /gene="ogt"
                     /locus_tag="DSM_03060"
     CDS             complement(161826..162305)
                     /gene="ogt"
                     /locus_tag="DSM_03060"
                     /EC_number="2.1.1.63"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WJW5"
                     /codon_start=1
                     /transl_table=11
                     /product="Methylated-DNA--protein-cysteine
                     methyltransferase"
                     
/translation="MLLSYKYINSPVGQLKLVANENALVAVLWDNENPKRVRLAELVE
                     
QLEHPVLLKTEQQLQEYFEGKRREFTLPLDFEGTAFQKQVWAALLTIPYGETRSYKDI
                     
AVQIGNEKAVRAVGAANGKNPISIIAPCHRVIGVGGALVGFAGGLDKKDILLRLEQK"
     gene            complement(162317..162637)
                     /gene="sugE"
                     /locus_tag="DSM_03061"
     CDS             complement(162317..162637)
                     /gene="sugE"
                     /locus_tag="DSM_03061"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O69279"
                     /codon_start=1
                     /transl_table=11
                     /product="Quaternary ammonium compound-resistance 
protein
                     SugE"
                     
/translation="MAWAILILAGVFEVIWAYSMKMSEGFTRLTPSIITVVFMILSVV
                     
LLSISMKTLPLGTAYTVWTGIGAIGSFLVGIFFLHEPIGAMRMIAAVLIVSGLVLMKI
                     SSPS"
     gene            complement(162787..163782)
                     /gene="zitB_2"
                     /locus_tag="DSM_03062"
     CDS             complement(162787..163782)
                     /gene="zitB_2"



                     /locus_tag="DSM_03062"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_00552"
                     /codon_start=1
                     /transl_table=11
                     /product="Zinc transporter ZitB"
                     
/translation="MPLVYTDGIVFCVSYGAKMALEKQENQINVNKSCSSCGCSNVAA
                     
QDFSVASEPRVNKTQWVSYYHIPRMDCAAEEQMVRMALASYAEHIQELYFDLPARHLA
                     
VYHSTQDEKITQCLQRLGLGAELQQTQPHYEPVEKPKKVRSSSSTNAAQKQVLQWLLL
                     
INGVMFVIELMAGIIASSTGLIADSLDMFADAAIYGIALFVVGKNLDAQLKAAHLSGW
                     
FQFGLAIIVLIDVLRRFIYGSEPVSILMILIGGLALAANISCLYLMSDHKESGAHMKA
                     
SYIFSANDVIVNLGVIIAGILVAITGSRYPDLIIGLIIVLFVLNSARKILQLKNE"
     gene            complement(163811..164566)
                     /gene="copB"
                     /locus_tag="DSM_03063"
     CDS             complement(163811..164566)
                     /gene="copB"
                     /locus_tag="DSM_03063"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P12375"
                     /codon_start=1
                     /transl_table=11
                     /product="Copper resistance protein B"
                     
/translation="MRITKLFSQMICCGAFSGISVFAFAQEPLTHDHLREHGGQVYQA
                     
TKIDTGWTQNEEGESSFSSELETWVGTDENKLFIKAHVEKAESEDANYGGSLLYSRNV
                     
ADYWDVQAGINYERLQREDEKEDRWAGVVGLHGMAPYFFETDAYLYVGEDQLWKLSLE
                     
TERDLLFTQKLIGKPYLKADVVLQDESRYASKTGLSSLQAGFQTRYEINKKVMPFVDF
                     GYGYEKGLKQTAWQTETDSEHGWYYGAGLTLKF"
     gene            complement(164553..166487)
                     /gene="copA"
                     /locus_tag="DSM_03064"
     CDS             complement(164553..166487)
                     /gene="copA"
                     /locus_tag="DSM_03064"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P12374"
                     /codon_start=1
                     /transl_table=11
                     /product="Copper resistance protein A"
                     
/translation="MSHKTISSLVAVFGLLVSPWTLAAIKEYHLNINEQQVNVTGKPL
                     
KRITVNGKFIAPLLEFEEGDEAVIHVHNQLKNQDTSLHWHGLLLLGLMDGVPGFNNFK
                     
GIAPNGDFVYRFKVKQNGTYWYHAHSKGQEQDGLYGPLVIYPKGKIPVAAHEKTDRDY



                     
VVMLSDFHDSSSDSIMKNLKKSAEYYQNRRETVSDVWKQVKAQGLKATWQDRSMWNQM
                     
RMLKTDMSDVTGYTFLVNGKTPQQNWTANFKAGDKVRLRFINASAMSFFDVRIPNLKM
                     
TVVSADGQPVKPVAIDEFRIGTAETYDVIVEPTQSNYQIEAESIDRSGFAIATLHDEN
                     
TQAVGPIQMPAPRPRALLTMDDMGMSHGDGSNEHAGHQMNMQHDMSAMPEMKKETSQA
                     
NHDHTMMKMDHDMKNMSSGEHDHSMMHMKHDMSAMSEMNHDMQVMSSSEHDHAMMNMN
                     
HEMPAQSENKPKKDEPVYGWANASTPAGMKALQYSDLQSLTPQPDTRVPERELVIRLG
                     
GNMERYIWTINGKKFSDTTPLQVKYGERIRLKFVNDSMMAHPMHLHGMFMQLENGQQA
                     
ENLPNKHTIIVPPGKTVTALLTADALGEWAIHCHLLYHMSAGMMNKLIVAQVNDGQQP
                     AQTQPTVQSENEKGASHAHH"
     gene            complement(166528..166926)
                     /locus_tag="DSM_03065"
     CDS             complement(166528..166926)
                     /locus_tag="DSM_03065"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MMTLQHLRKYAWFVFLMTLVIGWSGVSIAQTPMQHDLHTMPCHS
                     
EQMKHHSMHIQADEQTTCHQSMAQVSHQHGEHCQDCNPVHCQMVNLALQQAVPGIESS
                     FIPIPSQFSSIYQAQHLAGYWQEILRPPKV"
     gene            complement(167025..167846)
                     /gene="ybiV"
                     /locus_tag="DSM_03066"
     CDS             complement(167025..167846)
                     /gene="ybiV"
                     /locus_tag="DSM_03066"
                     /EC_number="3.1.3.23"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75792"
                     /codon_start=1
                     /transl_table=11
                     /product="Sugar phosphatase YbiV"
                     
/translation="MTVKILAVDMDGTFLNSKKQYNKARFLKQYEQLKQNNIRFVVAS
                     
GNQLAKLVTYFPEINHEIAFIAENGAHVVDAGQELAFAHLSKEQFIEILNAIDPVYTS
                     
KMVICGKQSAYVHSSMNAEDYAKVARYFEKLTVIDDFYALDDLVCKITFTAQENESFT
                     
IFEHFQKQSFVKDKVLVPVSSGFNFIDLILPGQHKAHGLKLLLQKWQVQPDQVVAIGD
                     
NNNDIQMIKAAGYGFAVENAVEALKAVAPYTTANNEQEGALQVIDLVLQHQPPFA"
     gene            complement(168203..168889)
                     /gene="rpe"
                     /locus_tag="DSM_03067"



     CDS             complement(168203..168889)
                     /gene="rpe"
                     /locus_tag="DSM_03067"
                     /EC_number="5.1.3.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AG07"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribulose-phosphate 3-epimerase"
                     
/translation="MSKPYLIAPSILSADFARLGEDVDKVLAAGADVVHFDVMDNHYV
                     
PNLTFGAGVCKALKNYGITAPVDVHLMVSPVDRIIGDFLEAGADIITFHPEASYHIDR
                     
SLQLIKSGGAKAGLVFNPATPLHYLDYVLDKVDQILLMSVNPGFGGQKFIPMTLEKLR
                     
EARKIIDASGRDIRLEVDGGVGPANIREIAEAGADMFVAGSAIFGQPDYKVVIDQMRA
                     ELAKVGSVDA"
     gene            169074..169346
                     /locus_tag="DSM_03068"
     CDS             169074..169346
                     /locus_tag="DSM_03068"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKSTTHLLTNDGKRIAKRLVNHWKHKFEVQETEQDFKILMPTAT
                     ITLAPETEQLNVAIDSQLDDHNHLEKVVLDHLNRMAQQEFQVEWQH"
     gene            complement(169352..170197)
                     /gene="fghA"
                     /locus_tag="DSM_03069"
     CDS             complement(169352..170197)
                     /gene="fghA"
                     /locus_tag="DSM_03069"
                     /EC_number="3.1.2.12"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A1AXZ2"
                     /codon_start=1
                     /transl_table=11
                     /product="S-formylglutathione hydrolase"
                     
/translation="MQLLQKNRCFEGEQRIYQFDSQLLKGSTKFGVYLPPAALEGKPC
                     
STLFYLAGLTCTEETFAIKAHAQHMAAQLSLILITPDTSPRGEQVAVGDNWDLGQGAG
                     
FYINATEAPWSEHYQMESYLIDELYPLILKSFPVNAQQVGIFGHSMGGHGALTLAFKY
                     
PEKFKSVSAFAPICAPTECAWGDKAFSHYLGADRESWLAHDATALVSKNGAVFDEILV
                     
DQGLDDQFYEQLHPEKFKQACLKAGQPLTLRQHAGYDHGYYFIQTFMDEHLQFHAIQL
                     EKVSG"
     gene            complement(170166..171617)
                     /locus_tag="DSM_03070"
     CDS             complement(170166..171617)



                     /locus_tag="DSM_03070"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIDLKPSINFWHDFKSNQLAGMWLFLGSRRSLQIVHPSILQLIV
                     
WGILGGCTNSLYSWLVAGQIGDFNSQGLIGYALWPFIALIVGIFLSQRINQPRLMLVP
                     
ALLWLVLDTNILLIQCLIQYLGSNGYLNFIPDAIYNGILPGLFVALFVWQSLAVIWVF
                     
SRELKWPWWERALVMVATIATMVVWQLSVKDQPIWKVEDSPPTFAEDAFYAQSKLLHD
                     
ALEQVQYGELAKSHWYFLGVAGDSYQDVFKSEVVRIKEQFDTRFGTVGRSMMLVNNPD
                     
TRTEIPIASKTSIELALRRMGQQMNRDSDVLFLYMTSHGEQNHFEIENAPLDLGQVDP
                     
KWLRETLDKAGIRWRVIVISACYSGSFIPALQSPDTLIITASAADKTSFGCNNEADYT
                     
YFGRAFFDLAMREQSSMKDSFNAAKQTVTKWEVAQGVEPSEPQWMIGKNMELMLPQLE
                     KYLFPQPNTGSVNIAQTQTEAKNDATPAKKPLL"
     gene            complement(171754..172545)
                     /gene="rsmJ"
                     /locus_tag="DSM_03071"
     CDS             complement(171754..172545)
                     /gene="rsmJ"
                     /locus_tag="DSM_03071"
                     /EC_number="2.1.1.242"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P72077"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribosomal RNA small subunit 
methyltransferase J"
                     
/translation="MHIYFEVDFQEQAQHYQAVLYSRGVTVDLQPIEKLNARFLRLNP
                     
DLALCVDENGLWLSANGMKMQPDWKAEIPRLKRASLKSEMIARACQLGEKPVLVDATA
                     
GLGHDSLLMAYLGAQIQLVERHPILFTLLEDSKAQAQRDPFLSQFMDRIQLIFADSAS
                     
YLQQLDQEEKTVDVVYLDPMFPQRDQNQQAIKKQAQVKKQMQLLHLLLPEDGEMDLGD
                     HLLELAKKVAKRVIVKRPRHAIFLANQEPAHQWQGDACRFDAYFQ"
     gene            complement(172557..173222)
                     /gene="tsaB"
                     /locus_tag="DSM_03072"
     CDS             complement(172557..173222)
                     /gene="tsaB"
                     /locus_tag="DSM_03072"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q87RD1"
                     /codon_start=1
                     /transl_table=11



                     /product="tRNA threonylcarbamoyladenosine 
biosynthesis
                     protein TsaB"
                     
/translation="MKLLALETANEQCSISLIDETQELFFQLDTRAKAQTQTILPMIE
                     
QGLQQTGLDVAGLDAIAFSRGPGSFSGVRINAAVAQALAWSQDLPVIPVSTLQALAQA
                     
AYRLEGLEQVTAVLDARMNEVYIASFVLDEQGIMQCIDEEKLMNYEQAAAYAKHCLIG
                     
SGAKLLQTDAEHQSIIATAQDIASIARVYAAQKQWVDAEHALPVYLRDDAWKKIADQG
                     KAN"
     gene            complement(173355..173885)
                     /gene="yrdA_3"
                     /locus_tag="DSM_03073"
     CDS             complement(173355..173885)
                     /gene="yrdA_3"
                     /locus_tag="DSM_03073"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A9W9"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein YrdA"
                     
/translation="MMYSYQGQHPKALHEPWDGWVAPTATLIGQVELGRQVSIWFGAV
                     
VRADNCVVRIGNFSNIQENSVLHTDEGLELNIGEYVTVGHKVMLHGCTIGDNSLIGMN
                     
AVILNRAVIGKNCIIGANALIPEGKVIPDNSVVMGSPGKIVKTLDEEGAAKIRLSALH
                     YAEHFKSYTDLKEFHF"
     gene            complement(173905..174522)
                     /gene="nudL"
                     /locus_tag="DSM_03074"
     CDS             complement(173905..174522)
                     /gene="nudL"
                     /locus_tag="DSM_03074"
                     /EC_number="3.6.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_01592"
                     /codon_start=1
                     /transl_table=11
                     /product="putative Nudix hydrolase NudL"
                     
/translation="MEEHLLTQKLQQRLRFSTRMQEAQAAVLIAITNENNPKVLLTRR
                     
SIHMNNHAGEVSFPGGKRDPSDTSNIVVALREAQEETALNPFDVQLLGDLPMQRARSG
                     
LSVKPIVGLIPPEVTLIPQPTEIDRIFFVPLQQLIETRPTPYEVRYAHQSLYFPSLQI
                     DNEIIWGLTARMLIALFKYGLGYQKEWPFLLNAPTFGMPKFSHKK"
     gene            174637..175194
                     /gene="nudC_2"
                     /locus_tag="DSM_03075"
     CDS             174637..175194
                     /gene="nudC_2"
                     /locus_tag="DSM_03075"



                     /EC_number="3.6.1.22"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_00297"
                     /codon_start=1
                     /transl_table=11
                     /product="NADH pyrophosphatase"
                     
/translation="MIIMSFCVACGHKTEQKIPLGDHKVRRVCTHCGNIHYENPKVIC
                     
GALALWEDKVLLCRRAIEPRYGLWTLPAGYMELFETMEQGAARETREEAEAEIEIEQL
                     
YCMYNIPRIGQIYVLFKAQLKDGIFGAGEESIECRLFEEHEIPWGELAFPSVEHTLRH
                     YFEDRKQQVFPTHLETLGTRLDHTG"
     gene            complement(175243..177168)
                     /locus_tag="DSM_03076"
     CDS             complement(175243..177168)
                     /locus_tag="DSM_03076"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNKKFLWPFALTTIALMLNGCGGGSSTINENPSNGSGGASSSGS
                     
CSVTNSDCLQFFLDYPIAGLNFTCSSTGSQSFITKASGNIVIGSCKVGDTATFYLQGA
                     
KNPRKVELGSVKLDSVSKIQMTVPPRLKVIDMAIGLTGQTPTSLSPSDSTIRVAMALV
                     
KVFQSIGLERGDNVVGDLQPTQFTEDKKNTLNVVLQNITATEWKNGAYVNLLKPWLDV
                     
SQISDEQAFDLITQLANLSLVGLYQSDYITLAKPNLVAENFYGCNLTNLKDCSKNSAN
                     
TQHVFGNLFLLSDRQGYTFGYGLQWKGTSTTSSQLAIGAVLEVLTKAKPTQMIANAQT
                     
TWLDPIKTEIRSTQPFRLKTSNNTNEDLVIYQGKLLNDSLIAGHDSSYLALTNTETPN
                     
PQHYALWRQSVGTQNYNGSMDIYKVSPASFLLKDIFKTSKNVSTGQTYIFPLYATLRF
                     
QFNTAGIAPIDLGIVVDEYGNIRTDIKPNATATDMSGQCGVVSDNTMIDNNGVQQYRI
                     
GTTGGTESSTNDKSVTVRMILAEPQLGNLNGIVVGLNSNVIQAIKETGSQSLTVSGAK
                     
INVANLLQGQASGANLTTYDNKTVNWLNPYAFYQQVYNNIENVSPAPTEAEKALGQRM
                     AGTVTLRTADCYQIKTK"
     gene            complement(177188..178501)
                     /locus_tag="DSM_03077"
     CDS             complement(177188..178501)
                     /locus_tag="DSM_03077"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVRLYKWMFSPKFAITTLCVAIASISVSYADGFYTIIGPDGRPM



                     
IVPSKRIDQKKQPIPKIEERKPQTQQNQPIVDAVQKTSKEKEQTKNLPKKLEQHVQEK
                     
LNTAPTAPTAPTAPTAPTAPTAPTAPTAPTAPTAPTAPTAPQKTQKNTKTVSVVSDDL
                     
KTSTEKNKIIESGNAPSVSNNEWQKKLVLVPPPIKSTSQAAPSPDSSLDKSKFTTIDG
                     
VEYVNNEYLEDQEFNIEGKKRFYLMPDGLGRTESVERKKGVSRSTLDQLFNRNTQDQD
                     
STVVLAPTYMRLSSQELEAAFEQDKCFIKDYKKSIKTLSTNKEVNLWPRKPLKEKFEY
                     
ELIQLNPSVQHLKVMSFASSNEKPLYYWPLVVFLDDKGCILEGVSGFKSKSYPSTMLQ
                     HASIQGVLKVPPSAHYIMMTPLSSAVDVTEKELTNQGQIQISVLR"
     gene            complement(178495..180159)
                     /locus_tag="DSM_03078"
     CDS             complement(178495..180159)
                     /locus_tag="DSM_03078"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKYPKLCPLTAAIVISGFSSFANAQLGQNLAVDIRSLSMGNAVT
                     
ADPPGISAVHFNPAALAKIDGLQTDVQGILANFDIQREFSAPPGYNVFGYSDDPIVCN
                     
DGPEVSANICTDFKDSVHGDVEYASLYVPILKKMVDLGAGYPLVAPTAGIAYKPPGSK
                     
VTYATAVYAPLVAGFGAENGNPGNYMGQQVAVERITYLSPSFGYQVNDHLSIGASVGM
                     
SYNALALKTDLRFPNEMIGVLRMVDEVVCKPFKNNNDMITDLLLFGICNTQEGMNPFG
                     
KMGALQVSLEQSLSPSYNLGLLWEPTDNFGFGMVYQSSAKMRLKGKYMIDNAKAPQQL
                     
VSGLNSSATGQILARILGLPGYVPDIESGLVAMDLEYPAHFQAGIKYKILPDLQLNLD
                     
VGWTDYSAWDKFKFEFDRQISLLKVAKLLSNNVTDNSLALPLKFTSPWSWGIGLEYSA
                     
TDRLKLRAGYEPRASAIPDDKRNTMVPINNAQLFGLGVGYRFDADTDLDLSVGFLRSR
                     DNIPACTSTLSNKCGVDNILLNPYAGLDVKTNTKVTVLGLSYRTKW"
     gene            complement(180172..181353)
                     /locus_tag="DSM_03079"
     CDS             complement(180172..181353)
                     /locus_tag="DSM_03079"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNKLWMKMSMLALSMSAITGTIYAEDQVQQAQVSGLNQTVAEET
                     
ESAEFSAATSSATNNSDTPTSNIMDTNGVAPGSNSEAHQAASALQKKEGDASQETNLQ
                     
EVFTSNERQYSLIKKGVISSYYDIDYTYYRDSILDLALADDNSRISRLRIREDAQHTL



                     
TNSFTAQYGVLDNLTLSATLPLVAKSDIASDSTTAGLGDISFGARWEPFPLKQGRLPL
                     
VLFGSVSTKTGDSPYEVGSEELSTGKGYYSVGLGASTRKYIDPVVLFASISANYGFKE
                     
SGLNQVRGNNRTLESFDPGISGGFSFGFAYSFNYDVSLTMSYQQSFNFNSEFQFTSGE
                     
SYKSPDQSSAMMAFALGVRVSPETIVNGTVGFGLTEDAPDVSLGLSFPLDILGFNKKQ
                     K"
     gene            complement(181398..182231)
                     /locus_tag="DSM_03080"
     CDS             complement(181398..182231)
                     /locus_tag="DSM_03080"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLEIALGSALIYYFATEAFEIEKKPPGTVYYTETADSRNLSFHR
                     
NHIEPVTIKPAVEDQFRGIVRQAYDYSCGSAALTTLLNGYVGTSLTEQQTMSGLLQYG
                     
EYQRIIERRSFSLLDMKRFVTAIGLESGGYRGEFSDLVKLGQPAIVPISYAGFKHFVV
                     
YKAYKDGRVYVADPALGNISFDENRFKEIWDNNTLFVILVPESQRKDLLALKDSDMRH
                     
VEDATVNRYAFVDVQYPTYKYDRLANKASTMRRVLDTDTHSSTYNQPIDTYMRLYYKR
                     K"
     gene            complement(182525..183400)
                     /locus_tag="DSM_03081"
     CDS             complement(182525..183400)
                     /locus_tag="DSM_03081"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKMFTKLALVSSLAISANAMAMQSMDDAALSAATGQDGINIGIA
                     
LGSGGISIDKLFIHDNDGLDPATGITGAAATAGAITITGTTATGGKAITLTQVDPTTN
                     
LLDLKIDSVGASGTNGAFLNVAANVGAVNVKVGSIGVGSSNTLNETTAVRGITEAAPT
                     
EIISGLDLSLGAISANVQLGSTPQGAMIKVNSSLQGGLTLSNFGINDAAGGGQIFLDK
                     
VMVRGAGNTTGNLDVNANISVVPTGLKIQNNSAQGMNVYVQGVHLGSNTAASIGDVEI
                     QGLNVGTSTITIAGH"
     gene            183719..185107
                     /gene="pabB"
                     /locus_tag="DSM_03082"
     CDS             183719..185107
                     /gene="pabB"
                     /locus_tag="DSM_03082"
                     /EC_number="2.6.1.85"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:P05041"
                     /codon_start=1
                     /transl_table=11
                     /product="Aminodeoxychorismate synthase component 1"
                     
/translation="MPPLPNSHMFKMSHLKKKISLESYYSAADILNKLEELTGLVYLQ
                     
DDNNPVIGFLPKNYLITQNNQKFLFTKTDLNKYKFSSYIENLLDFTQFQSQEIENSNR
                     
EKISFKGGYIGFISYDFSAHQFINNQSHKQPSLFIGSYYSFIKKINNEWYFFSDENNA
                     
FEIFNYLSALLNKPSSKLQKNNFKLEQNIHPRWSKNTYLTVFHKIQEYIKAGDCYQIN
                     
LTQEFKANFTGSLLNKADELWNLTNAPYSGYLKLTEFELLSCSPELFIEFNVDKQIKT
                     
RPIKGTMPRYENKEQDLLSKQTLKNSKKDQAENVMIVDLLRNDLSIYANTGSVKTTKL
                     
FEIESFNQVHHMVSEITATLKNDINPMQMLLTALPGGSITGAPKIRAMQIIEELEGAP
                     
RGAYCGTLGYFNFDGTGRWNILIRSFQQYQNQLSIWAGGGITIASEAEAEYQESLDKI
                     SAMLNLMNSTAE"
     gene            complement(185111..186196)
                     /gene="hisC"
                     /locus_tag="DSM_03083"
     CDS             complement(185111..186196)
                     /gene="hisC"
                     /locus_tag="DSM_03083"
                     /EC_number="2.6.1.9"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q39YP6"
                     /codon_start=1
                     /transl_table=11
                     /product="Histidinol-phosphate aminotransferase"
                     
/translation="MTVSTAQMRFWSPEVRELEPYVPGEQPKIQNLLKLNTNENPYPP
                     
SPKVVEAVQAVLHEQADVLRLYPDPDATALKQAIAKQQNINVSQVFVGNGSDEVLAHI
                     
FKAFFLQDEPILYPDITYSFYPVYSQFFGTKTKEIPLNENFEIDVRDYTQPNGGVIIT
                     
NPNAPTSIALSLAEIEQVLQANPDRVVVIDEAYVDFGAESAVSLINRYENLVVCQTTS
                     
KSRSLAGLRVGFAIAQTHLIAALEAVKNSFNSYPIDRFAIAAAVASFEDQAYFEEQCQ
                     
KVITSREKLVRDLTELGFNVLPSKANFIFATHSQHDAGQLAQKLREQGIIVRYFNKPR
                     INQFLRITVGTDEQNARLVQTLKQDIL"
     gene            complement(186266..187588)
                     /gene="hisD"
                     /locus_tag="DSM_03084"
     CDS             complement(186266..187588)
                     /gene="hisD"
                     /locus_tag="DSM_03084"
                     /EC_number="1.1.1.23"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q606Q2"



                     /codon_start=1
                     /transl_table=11
                     /product="Histidinol dehydrogenase"
                     
/translation="MVFLFRLVGKLMRRLSTQDQNFKQVFAELLAFETVNDPNLVQIV
                     
DQIIADVRQYGDDHVLKLTQQFDRHPAHQFSDLELSQQQLKAAFDGLNQEIREALQLA
                     
ADRIRTFHEAQKQDSWTYVDDLGNTLGQKVTPLDRVGIYVPGGLASYPSSVLMNAVPA
                     
HVAGVSEIIMVVPAPNGELNPLVLAAAYLAGVSRVFTIGGAQAVAALAYGTQTVPRVD
                     
KITGPGNRFVAAAKRAVFGQVGIDMIAGPSEILVYAEGVNNAEWLAMDVLSQAEHDTV
                     
AQAIFITPDEALLEAVESAIEKHLNELPKAEIARTSIENRGALVLVKDRAEAVDLINQ
                     
VAPEHLELCLDDAEAMSQDIRHAGAIFMGRYTPEAIGDYCAGPNHVLPTSGTARFSSP
                     LGVYDFQKRSSLIMCSKDGVKTLAKTADVLAVQENLDAHARSARYRYQ"
     gene            complement(187661..188344)
                     /gene="hisG"
                     /locus_tag="DSM_03085"
     CDS             complement(187661..188344)
                     /gene="hisG"
                     /locus_tag="DSM_03085"
                     /EC_number="2.4.2.17"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q4FQF7"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP phosphoribosyltransferase"
                     
/translation="MNDVRNDDPNFNVMGNFDHGLTLALSKGRILKETLPLLATAGIN
                     
LLEDPEKSRKLIFPTTHKQVRILILRASDVPTYVENGAADLGVAGKDVLMEHGAQHVY
                     
ELLDLQIAKCKLMTAGKVGMERPKGRLKIATKYVNLTRQYYASLGEQVDVIKLYGSME
                     
LAPLVGLGDYIVDVVDTGNTLRANGLEPLEEICKVSSRLIVNKASFKRKQVLLNPIIS
                     QLEQAVQSR"
     gene            complement(188344..189600)
                     /gene="murA"
                     /locus_tag="DSM_03086"
     CDS             complement(188344..189600)
                     /gene="murA"
                     /locus_tag="DSM_03086"
                     /EC_number="2.5.1.7"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HVW7"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-N-acetylglucosamine
                     1-carboxyvinyltransferase"
                     
/translation="MDKFLITGGVKLEGEVRISGAKNAALPLLAAMILADSPITLTNV



                     
PNLKDVNTLVKLIGGLGVTISYENDTVKADTSTLDNQFAPYELVKTMRASILVLGPLL
                     
ARYGNAKVSLPGGCAIGSRPVDQHLKALEVLGAHIEVENGYVHATVDGRLKGGEVVFD
                     
MVTVGGTENILMAAALADGVTTIRNAAREPEITDLAQMLIKMGAKIEGLDTDTLVVTG
                     
VESLHGCEYAVVADRIETGSYLAAAAITGGRVKTTHTDPSLLEAVLDKFEEMGAEVTR
                     
GDDWIELDMLGKRPKAVSFRTLPHPEFPTDMQAQIMAVNAIGRGFATISETIFENRFM
                     
HVPELSRMGANIQVEGHDAVVTGVEKLQAAPVMATDLRASFSLVLAALVAEGDTLIDR
                     IYHIDRGYEHVEEKLQGLGAKIKRVS"
     gene            complement(189607..189858)
                     /locus_tag="DSM_03087"
     CDS             complement(189607..189858)
                     /locus_tag="DSM_03087"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45026"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNSEQLTQILKEAFPEAEVVVSGQAGKFDLRIVDDQFEGKRTVA
                     RQQAVYAPLNTYIASGEVHAVTIRAMTKDEWRKASLFGA"
     gene            complement(189997..190335)
                     /gene="hpf"
                     /locus_tag="DSM_03088"
     CDS             complement(189997..190335)
                     /gene="hpf"
                     /locus_tag="DSM_03088"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFX0"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribosome hibernation promoting factor"
                     
/translation="MQITIRGHHLAITPAIEENIKAKFNQLTKHLDQVNSMQIKLTKD
                     
HQIDKRSHKGSSNHVAEAIVRLPGIELFAQATADDMYTSIKKLTEKLKKQLLKYRKMQ
                     CTYSQVAVSI"
     gene            complement(190504..191952)
                     /gene="rpoN"
                     /locus_tag="DSM_03089"
     CDS             complement(190504..191952)
                     /gene="rpoN"
                     /locus_tag="DSM_03089"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A171"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA polymerase sigma-54 factor"
                     
/translation="MKLSVGLKVANSLSLTPQLQQAIRLLQLSSLELEQEIQIQLDSN



                     
PLLEKVEDESLAESLSTLEHKETDDLTTELNADHLPDDLPVDTEWDDIYTHQSTALGT
                     
PEFEEREDNRHVHLTLKEHILEQVNLLHFSKIDQLIAYCIVDALDDKGFLDAELEEII
                     
LAVQHLLSEMDIDEEVEEDEVLVVLKHIQRLDPIGIGARNLAECLKVQLEFLPRETEY
                     
LKEARSLLQYYELLIANDLNKLLKQTGLSKEQLKFAVDLLKTLKPYPGMDFEKQESEY
                     
QIPDVVVAKKDLHWQVQLNPDVMPKLRINSFYSSMIRRADQSDDNLYLRNQMLEAKNF
                     
IKSIDERHKTLLKVATCIVEHQKAFLEIGPEAMKPLVLRDVAEEVELHESTVSRVTTN
                     
KYMLTPRGLFELKYFFSSHVGTTTGGEASSTAIRAMIKKLVSNENPRKPLSDNAIAAL
                     LKEEGIEVARRTVAKYRESLHIPSSSERKVLI"
ORIGIN      
        1 tttttgcaca aattgttgca atcgcagcag ttaaagttgt tttaccatgg 
tcaacgtgac
       61 cgattgtacc cacgtttacg tgtggtttat tacgttcaaa cttggcttta 
gccatgatga
      121 tcttccttta ttaactactc atggagggtc gctccatgag cacttggttt 
ttaactaaga
      181 attagttagg gcttatagta atcgaaagat tactcgtcgt cacctttttt 
accgccagct
      241 tggaatttag cgatgatgcc ttcagccacg ttacgtggag tttcagcata 
tttagcaaat
      301 tccattgagt atgtcgcacg accttgagac atagaacgca tttgagtcgc 
gtaaccaaac
      361 atctcagcaa gtggaacttc tgctttaatt gcttttgttc caccaggaag 
atcgtccata
      421 ccttgaacca taccacgacg acggtttaag tcacccatga tatcgcccat 
gtagtcttct
      481 ggagtctcaa cttcaacttt catgataggt tcaagaagaa caggatctgc 
tttcatgaaa
      541 ccatcacgga atgcgtaaga accagccatt ttgaacgaca attcgtcaga 
gtcgacatcg
      601 tggtaagaac cgtcaaaaag aacagcttta acgcctacaa ctgggtaacc 
agccaagaca
      661 ccattcttca tacgttcttg aatacctttg tcaactgcac cgaagaattc 
tttaggtact
      721 acaccaccaa caacttcttc agcgaattcg tattctttac cagcagcttc 
aacgtcaagc
      781 ggttctaaac gaacatatac gtgaccgaat ttacctttac cacctgtttg 
acgtacgaat
      841 ttaccttctt gctcaacagt tttcttaatc gtttcacgat aagcaaccat 
tggtttaccg
      901 atattcgctt caacaccgaa ttcacgcttc atacggtcaa cgatgatgtc 
aaggtgaagc
      961 tcacccatac cagcaataat tgtctgacca gattcttcat cagtgtgaac 
acggaatgaa
     1021 gggtcttctt tagccaaacg acctaaagcg atagacattt tttcttggtc 
agctttagtt
     1081 tttggttcaa ccgctaactg aattactgga tctgggaatt ccatacgttc 
aagtgtaatg



     1141 atgtttttct catcacataa tgtatcacca gtagtaacgt ctttaagacc 
tacacacgct
     1201 gcgatatcac ctgcacggat ttcatcaata tcttgacgtt cgtttgcgtg 
catttgcacg
     1261 atacgaccga tacgttcacg cttagattta actgggttat aaacagcatc 
accttgttta
     1321 agaacaccag agtaaacacg tacgaatgtt aagttaccta cgaatttgtc 
gttcatgatt
     1381 ttgaacgcaa gcgcagagaa cggagcttcg tcagatgctt cacgagacgc 
tttagtttcg
     1441 tctttatcgt caaggatacc ttcgatcgct ttaacttctg taggtgatgg 
taagaattca
     1501 attacagcgt ccaacatacg ttgaacacct ttgttcttga atgcagaacc 
acaaagcatt
     1561 acttggattt cagaagctaa tgtacgagca cgtaaacctg cgatgatgtc 
ttctttagaa
     1621 agatcaccct cttcaaggta tttgtccatt aactcttcag aagcttcagc 
agcagcttca
     1681 accatgtttg tacgccattc ttgagcagta tcaactaggt cagctggaat 
ctcgccgtat
     1741 tcaaacttca taccttgaga agcttcatcc cagataattg ccttcatttc 
gataaggtca
     1801 actacaccag tgaatgtgtc ttcagcaccg attggcacaa cgattggcac 
aggattcgca
     1861 ccaagacgtg ttttcatttg ttcaacaaca cggaagaagt ttgcaccagt 
acggtccatc
     1921 ttgttcacga atgctaaacg aggcacttta tatttgttag cctgacgcca 
tacagtttca
     1981 gactgaggct gtacaccacc aactgcacag taaaccatgc aagcaccgtc 
aagaacacgc
     2041 atagaacgct caacttcgat tgtgaagtca acgtgtcccg gtgtatcaat 
tacgttgata
     2101 cggtgttgtg ggaattggtt acccatacca gaccagaaac aagttgttgc 
agcagaggta
     2161 attgtaatac cacgctcttg ctcttgttcc atccagtcca ttgttgctgc 
accgtcgtgt
     2221 acttcaccaa ttttgtgaga tacacctgtg tagaacaaaa tacgttcagt 
tgtagttgtt
     2281 ttacctgcgt cgatgtgcgc agagataccg atgttacggt aacgagtaat 
tggggtttgg
     2341 cgagccatga tgtctacatt cctaaatgtt atctttaaaa cagggcgcac 
caattaaatt
     2401 gatgcgcacg aatactcaag cggggcaact taaatacccg caaagccccc 
actttggtag
     2461 agagcaatgt tgaatccagc tactgtatgc atgagtattc tcctgattag 
ggactgtttt
     2521 atccgcttag aaacggtagt gagagaaggc tttgttagct tctgccatac 
ggtgcacgtc
     2581 ttcacgtttt ttgatcgcag cacctttgcc ttcagctgca tcaagcaact 
cgccagcaag
     2641 acgtaaagcc atagtttttt cagaacgctt agcagcagca tctactaacc 
aacgcattgc
     2701 taaggcagta cgacgggatg ggcgtacttc cataggtact tgataagtag 
caccaccaac



     2761 acggcgtgct tttacttcga ccataggacg aactttttca agagtagtct 
cgaaaaactc
     2821 aactgggtct actttgtttt tttcttgaac gcgttctaaa gcaccgtaaa 
cgatactttc
     2881 agcaatagat tttttaccat cttgcattac gtggttcatg aatttagcga 
ttgtttggct
     2941 gctaaattta ggatctggaa ggatctcacg agcagcgact acgcgacgtc 
ttggcatttt
     3001 aatacaccta ataatatgac acttcaggat gatccagcag tttgtacaag 
tgtcatgtac
     3061 acgacgctgg ccttactata cgtcgcttga attacaaatc tatgaagaat 
tcaaacaagc
     3121 gaaacgctaa agggcttttg gactagtttc ccagaattac ttcttaggac 
gtttagcacc
     3181 gtatttagaa cgtgattggt tacgatcttt aacaccagca cagtctaaag 
aaccacgaac
     3241 ggtatggtaa cgtacacccg gtaagtcttt aacacgacca ccacggataa 
gaacaacact
     3301 gtgctcttgt aagttatggc cttcaccacc gatgtagcta gatacttcaa 
aacctgaagt
     3361 taagcgaaca cggcaaacct tacgcatagc tgagttaggt tttttaggtg 
tagttgtata
     3421 aacacgtgta caaacaccac gacgttgtgg acaagccttc aacgcaggaa 
ctttggattt
     3481 ttcaaccaaa gtcgtacgac ccttacggat caactgattc gttgttgcca 
tatggcaatt
     3541 ctcccgttat taaaaaacct taaaaagaaa acacctcttt ttaagggcac 
ataattgtaa
     3601 gccaagatgc aaaaatggtc aacatggcag cagttgccaa atgttgacca 
tatcaatgat
     3661 tgacaggatt atttacaaat ttaaataggg gtgaaattta gttttcaaac 
cctacctttg
     3721 taattgtatt gttaagagta cttttgcccc tctataacgt catcattttc 
ttcactttca
     3781 ggctctaatg ctggcttttg ttcactatgt tcatgttcaa ctacatgttt 
ctctgcaaga
     3841 tgctcaattc cttggtgaac attttcttgg actttctctt cgcttttttc 
agaagtattt
     3901 gatttgacca caacagatac ttttgaaatt acatcatgat tttcaatttt 
atgatgctgc
     3961 gcagcatgga cactaccatt ttcacccaca tttaaaagac gtgggctcgc 
tttttgaatt
     4021 agagttaccg ccgcatagta cgcctgtaat ggtgataaat gctcatttgg 
atgttcattt
     4081 aaataatgtc ttgctgcacc gaaaatagct tgtgccttat ggcctacatc 
ttcttgtaac
     4141 ttccaactat aaacagcact aagcactgca ccagctactg gagtaaactt 
gcctaccaca
     4201 gcaagttgcg gaactttatt taaccagttc catttaaact caccattttc 
atcaactaac
     4261 cagcttttta aggtttcaat atcatttgaa gagccaagta cttgctggaa 
ctgttgaatg
     4321 tcttgagtct ccaacatatt tcgtaaggct ttcagtgcca agagtaaagt 
ctgcttttcc



     4381 gcaattaagc tgatatcaac ttctttaaaa ataaattcaa caacgtcttg 
gtcagttgct
     4441 tcggttaaat caaagccgtg tgatctacct gtttggtaaa ttgttctcaa 
aaccaggact
     4501 aatgaaactg gaatatctac ggcggctcca accattccag atacgcccgt 
aattgcacct
     4561 tgaatactgg caatcaattt attttgttca ataagtgcct gacttaaacg 
ttgggagcgt
     4621 gaggtatctt ttgtaagctc aaataagtct ttagcccccg cttcttctaa 
aattttttca
     4681 gttaacgtac ttttcgaact aaagtcattc aaccaatcaa ataaatagct 
tgatattttt
     4741 tcattccagt caggtgaaat aaatgtagcg ataccattga cctttctaaa 
atggcgtcca
     4801 aatacctgac gagtaacttt aggtaaatgt tcacgtaaca tttgttgtgg 
gctttcatac
     4861 tgctccactt caaacggact tttatttctg gcactacctt ctactgtttt 
gccatttgaa
     4921 agtggctcaa ccaatttact tacctcacca atttgacttt gctgcaagat 
gtttaaacca
     4981 gtagaactga gctttttagc cactccgaag acctgagaaa acaaattgtc 
agattgatta
     5041 ttattaaatt ttgtcatcca gtacctcgat tttttaattt atctaattag 
agataaatac
     5101 taggtggaat gtggatttat ctcaacttga atgtgtgtat tttagttaac 
cctaaatgca
     5161 acatactgtg tatttggtta ttttttttaa atgcaaaatt gacataaaga 
tttgccataa
     5221 gaaataaaaa acctttctgc tatcatggta gcaacgaaaa catgggtcta 
ctgttcttac
     5281 agctatattc tcctatcatt taatagctgc tcatgatcat agactttaaa 
tatcaccata
     5341 aagggacctg tagatgaaac gtgttgtaat cactggtatg ggtattaact 
catgtatcgg
     5401 taactcttta gaagaagtta ctcattcact taaaaatgga atctccggga 
cacgttttaa
     5461 cccaacttat gctgaactca attttaaaag tcatgtcagc gctgcggcag 
aacaagattt
     5521 tgacaatatt gatcgtaaat taaaacggtt catgggcgta tgtgcaatgt 
acgcttataa
     5581 ctctgctgtt gcagctgttg aacatgctgg cttaaaagca gaagatttag 
cagataatcc
     5641 acgttatggt attgccggtg gttcaggcgg tggttcaact gcttctgttg 
tagaaatgac
     5701 tgagctttta gaaactaaag gtgctcgtaa agttggtcct ttctttgttc 
cacgtaacat
     5761 gacaaataca atcactgcaa acgtgggtgt agcatttaaa cttcaaggta 
ttgctcactc
     5821 aattgcaagt gcttgtgcaa cttctgcaga cgcaattggt tatgcatata 
accttatcgc
     5881 tctaggcaaa caagatctta tgcttgctgg tggtggtgaa gaagatcact 
ggtctcaaag
     5941 cctattgttt gatgcaatgg gtgctttgtg ttctaaatac aacgacacac 
ctgaaacagc



     6001 gtctcgtcca tattctaaag accgtgacgg tttcgttatt gctggcggtg 
gcggtttcgt
     6061 tgttcttgaa tctcttgaac atgctcaagc acgtggtgca aatattcttg 
ctgaagttgt
     6121 tgcttatgct gcaaacagtg acggtgctga catggtcgct ccaagtggtg 
aaggtgcaac
     6181 tcgctgtatc ttgatggctc ttgaagaagc gaaacaacac ggcgtagata 
aaattgacta
     6241 tgtaaatacg catggtactt ctacaccagc aggtgacgtg actgagctta 
aagcaatgga
     6301 acgtgctttc ggtgaaggta aagttccacc acttagttca actaaatcta 
tgactggtca
     6361 cagcttaggt gctgctggtg ttcatgaagc aatttactct gtattaatgc 
ttcaaaatga
     6421 ctttatcgcg ccaaacatca acgtgactga gcttgatgaa ggtactgaag 
gctttgatat
     6481 tgtgcttgaa aaacgtgata caaaattgaa tactgtaatg agtaacagtt 
ttggctttgg
     6541 cggtgttaac gcttgcctaa ttttcaagaa gtgggatgca taatcccgcg 
taggattatc
     6601 gatggatgca ccttctgatg cctttttgtg ggtaaaagca ttacatatta 
ttgctgtggt
     6661 ttgttggttc gctgctttgt tctacttacc acgtctttat gtttaccatg 
caatgagtga
     6721 tgatgctacc agccatcagc gctttgaagt gatggaacgt aagttgtatc 
gaggtattat
     6781 gtggccatct atgattgcca cattaattac tgctcacttt ctcgtagatt 
ggggtgatgc
     6841 aactagacat taccatgaag ccacttggtt ttatctaaaa gttggattag 
tggctttatt
     6901 agtgatctac catttagttt gtggttacta tcgcaaaaag cttattggaa 
atgctcacta
     6961 caaatcacat aagttctggc gtttcttcaa tgaaatgcca accttaattt 
tatttgctgt
     7021 tgtgatttta gttgttgtaa aacctcagtt ttaactgggg ttttttatta 
tctaggactc
     7081 tcatctcatt ctcttatgca ttttactggc tcaacctatt cataatttat 
tattcagagc
     7141 aaaagacttt tataccagtc ttaatacatt cttataaaaa catctcatct 
tttttataaa
     7201 ttcaatcaac agaaaggata aagcatgaaa agtctggctt ttattcatcg 
taacgatact
     7261 cgctttgcgg tcggtgattt ttatccagtt ctttctgttt tttcctacca 
tgagttaggc
     7321 aataccctct cacccttctt actactcgac catttaggtc ccggaaaaat 
tgcaccttct
     7381 atgaaacgta gaggagttaa tgatcatcct catcgtggat ttgaaacggt 
aacacttgtt
     7441 tatgcaggtg aactggagca taaagattca tctggtggag gtggatttat 
aagtgctggc
     7501 gatgtgcaat ggatgaccgc agcctctggt gtgattcatc gggaattgtt 
tagtgaagag
     7561 tattctcgat ctggtggtcc ctttgaaatg attcaacttt gggtcaattt 
accagcagca



     7621 aataaaatga attctccgcg ctatcaaagt ttaaagaaag ctgaaatacc 
gatagtgaaa
     7681 ctggaaaatg aagctggatt tgtacgtatt attgcagggc agtttaagca 
tgttataggc
     7741 cctgcactca ctcacactcc tattaccgta ttagatgtag agcttcaggc 
aggtcaacaa
     7801 actgccttcc ctgctcaatc tggtgaaaca gctttagttt atttacgttc 
aggtcgggca
     7861 caatttcaaa aagatgaaga cgttttagag gaacaaggcc tagcagtcat 
gtcaaaccaa
     7921 ggagagcatt tctctattac tgccctgcaa agctgcaaat tacttatttt 
gactggacaa
     7981 cccatcacag aaccgattaa tggtcatggt ccatttgtaa tgaatactta 
tgatgagatt
     8041 ttacaagcct atgatgatat taaaaatgga agatttgcca agtaaaacag 
gctaactgcc
     8101 gcatgagaaa caaatgcaag ttatttgcgt ctgtctttta acatagttga 
tgtatgttat
     8161 gctacaaacc aatagatgaa cttatttact agcaaaacta tgttcactct 
caacgctttt
     8221 aaacttgtca tatatcgcca atttattatt ttcacccttt ttatatttcg 
tcacttaaaa
     8281 agctatccaa ttcgatttct tacacctgaa gaaaaagctt tagcacaaag 
ggtgtttggg
     8341 agtttgctag attgtgaacg tcctaaaatt attgctactc gttacttacc 
gtggcaagcg
     8401 catggaattt tgatggctcc aaatgggaat atatacgtca atctttctga 
ctacagcagt
     8461 aattacgcgc tagagtctaa attcatacaa gggattttta ttcatgagct 
agctcatgtt
     8521 atgcaatacc aacgaggtat tcatgtatta ctaaaaggtg cgttactaca 
atctgcctac
     8581 tatctgagct ttaaatatta caatccttat aaatatactt atcatcctca 
gaaagcattt
     8641 agttcttaca atattgagca gcaaggagaa attgctagag atatctgttc 
aggtaaactg
     8701 ccaaatatca tttgtttacc tcaacttgat ttgtaaccaa ataatccagt 
ttgttttcaa
     8761 cgtaactttt ttgctaactt atcaatagaa atttgataaa caaaaaacat 
aaaaataaag
     8821 ttgagatctg aatttattaa tgtcaaatta ttgaaaataa gtataaaaac 
ttatttcaaa
     8881 tttttgagcg ataaggcagt atacaaacaa taaaaataat gaagcttgtt 
tctattgtat
     8941 acagaaaatc tcgttatttt tacgcagaaa atatgtgatt ggtatatatt 
attgatcttg
     9001 acatttttgt ttactatttt acgtgtttat tatcgtgcta tacacatcgt 
tgaaaaatta
     9061 tattcataaa aatcaacact atgtgtattt atattcgtta tgatctagga 
ttaggtttga
     9121 atgaaaagtt ttaaagttgc ccttgctcag ttttctccgc atattggcaa 
tattgactca
     9181 aacacccaaa agatgattga gcaagcaaat caggcgaaaa aacaagacgc 
tgacctgatt



     9241 atttttcctg agctttctgt gattggttat ccagctgaag acttattgtt 
acgtccaaat
     9301 ttaaataagc ggatgcaaaa ggcttttgct caacttagtg aagttaaaga 
tattgtgatg
     9361 gttttcggct tcgtaaacca gacagaagat ggccaacgtt ataattcagc 
tgctgtcatg
     9421 aaagacggtc aggttttagg tgtcttcaat aaacataact tgccaaacta 
tggcgttttt
     9481 gatgaaaaac gttatttcca aaaaggccat cagcacttgg tgtttgagta 
cttaggccat
     9541 aagtttggtg tactcatttg tgaagatatc tggtcaatca atacagtaaa 
acaattaagc
     9601 caattaaatg ttgatactgt acttgtgctt aattcatcgc catatgaagt 
gggtaaacca
     9661 cagcatcgta aacagacatt aagtgagctt gcaaagcagc ttcatttaaa 
tattgtttat
     9721 gttaaccaag ttggtggaca agatgattta atttttgatg gtacaagttt 
tgtcagcaat
     9781 caaaatggtg aaattgcttt acaagcacct agctttaaag aagatctcta 
tattgctgaa
     9841 tttgaccgcg atacaaaatt atataaagtt gtcgagtctg ctcctgcact 
agaaactttt
     9901 gcagagatct atcaaggtct agtcatggca acacgtgact atgtagaacg 
ctcaggtttt
     9961 cctggagtaa tcttaggtct ttctggtggt attgactctg cccttacgct 
tgctatcgca
    10021 gttgatgcaa tcggtgcaga gagagttcaa gctgtgatga tgccatatac 
ttacacatct
    10081 caaattagtg tagaagatgc agcggaacaa gctcgccgta tgggcgtgac 
tttcggtatt
    10141 gccgaaattc attcaatcgt aaatagcttc atgcaaactt tgtatccgtt 
ctttggtaat
    10201 tcaccagccg atgcgactga agaaaattta caagcgcgcg ctcgtggcac 
attacttatg
    10261 ggcttatcta acaagtttgg taatttagtc ctttctacag gtaataaatc 
tgaactttca
    10321 gttggctatt gcacacttta cggtgacatg gtgggtggct ttgctgttct 
caaagatgtt
    10381 tataaaacaa tcgtgtttga attagcaaaa taccgtaata gcttaagtga 
aactccggtt
    10441 attcctgagc gtgtaattac tcgcccacct tcagcagaac tacgtccaga 
tcaaaaagac
    10501 caagactctt taccagcgta tgatgtattg gatgctatcc tttatgcata 
cattgaggaa
    10561 gatttaggtc aggcagacat tattgccaaa ggttttgata aagaagttgt 
tgaaaaagtc
    10621 atccgtttag ttgatcgtaa tgaatataaa cgtcgtcaag gtgcgattgg 
cccgagaatt
    10681 acttctcgtg catttagtcg cgaacgacgt tatccgattg tcaacggttg 
gacagcgaat
    10741 gactgagcag aaaaactcat caaaaactac agcacttgct caagcacttt 
tgcttgagca
    10801 ggtggaattt ttcaaaaaac aattatctat agaaaactca cctatttatt 
tccggcaatt



    10861 tattcagctt tttatgcaac atgccgatga aattaaactt tatgaagttg 
tggatttaga
    10921 acaattacaa gccgttgtga aacgctatgc ttttgaaatg cagcttggtg 
caggcttgct
    10981 tgagtttatt ggggaaattg cacagcgtat ttatttatct gccatgaaat 
ctccagttca
    11041 gctacaagac ttggtgtccg atcatcagtt cgaaatgtgg ctttccaagt 
ttttggaaat
    11101 ggagcatatt ccacattatc tcaatcaatt tttaagaact agcccatctg 
tccaacagct
    11161 ttgccaatat attgctactt caaccttaga acaaaaatta cctaaatttc 
taacggcctc
    11221 tagagtggat gactaccatt ttgaatggca acataaactc aaaaaattct 
cttttttaca
    11281 gcaacaacgt cttgagcata agcttgaaac gtggattgcc agctttattc 
atgaacaact
    11341 gacagaatta agccttttat cggctgaaga tttagaaagc ttagtacgtc 
atatctggga
    11401 agatattaga cataaaaaaa tctatgagtt tatgaaacag ctcactcctc 
tcgatgttga
    11461 ggagttcttt gttttaattt atgaatactg gaaagaatta agacagtcac 
aatttatgca
    11521 aggtcttatt ttgtatggtg tcgaagtttt ttatgatttt tataaagacc 
agagtttatt
    11581 tgaagtatta agtgcaattg gtttatccga aactgactta caaactgaag 
ctttacgttt
    11641 ttatccaaaa gttatggatg cctttaatga gcacggtatt ttggaaccgt 
tacttcaagc
    11701 gctcttagct cctttttatc aaagctcaaa aacactcaat ataattgaaa 
aacattttag
    11761 tgagtaaaaa atagataaaa agaaaccacg caggagcgtg gtttttaaaa 
tggtggctat
    11821 gacgagactt gaacttgtga cccccgcatt atgagtgcgg tgctctaacc 
aactgagcta
    11881 catagccgta aactgtgtgc gcattatcta tagttctgta tagcaggtca 
atacttcaaa
    11941 actctttatg cccaccaaat gaacaaatat gattcagatc accattattt 
gttcattttt
    12001 tagcaaattc ttactttaag caattgatcg gccacagaaa tatattaaag 
atctaatacc
    12061 aattttttac cttttgctcg tgatacacaa atcatcatac tcttttgtga 
agctttttcg
    12121 gcatcactta agtattgatc gaaatgctct gcttcacctt ctaagatagc 
ggtttcacat
    12181 gttccacaaa ccccttctcg gcatagacat tccacatcaa tatttaatgt 
ctcgatggct
    12241 tgtaaaatag tctggttact ttgtacttca atttcctgat tagatttggc 
aagtaccacc
    12301 gtaaatgctt caccatcttc aggaactgtt gaagcaaatt gttcccaatg 
aatgtattca
    12361 tcgcggtaac ggtgcttgtt acaacaatca atcacagcat caatcatggg 
ttttgggcca
    12421 catacataca catgcgtgcc ttttggttgc gatgaaatta attcgtctaa 
attaagcatg



    12481 ctgccttctg agtcaacgta actaaataca tgccctgcat gtttctgtgt 
tagctcatca
    12541 agtaaagctg catgttcagg tgaacggtaa gcatagtgca gctcatactc 
tgctccacgt
    12601 gctgccagct catccatttg aggtaagaat ggtgtaatac caataccacc 
agctatcaag
    12661 atatgtttat tgcctgtttc agctagcggg aataaatttt ttggttctga 
aatctggatt
    12721 tcacagcctt cattgcactg atcatgcatg aaaactgatc cacccttacc 
ttccacatcc
    12781 ttacgaacgc agacttggta agttgataaa tcttgcgtac agctcatcaa 
tgagtaggca
    12841 ttggaaagtt gttcattcat tttgacaata atatggcttc ccccactaaa 
tcgaggaaag
    12901 ttctgcccat cttgacgttt gaacgtaaac cgtttgatta aaggggttag 
ctgttccaca
    12961 cgagtaacaa ccgctgggaa catttcataa tgactcgcca tattagaatc 
cttcttttac
    13021 cgcatatttt tgttgttagg gcttatcctt aaagccctaa acacatgtat 
ttaatagtca
    13081 tgaattcttc aagaccatat tttgagcctt cacgcccaac acctgattgt 
ttcacaccgc
    13141 caaatggtac aacttcattt gaaattgcag tggcattcat accgaccatt 
ccatattcaa
    13201 gctgttctga cactcgccat aaacgtgaaa tattttcgct ataaacatac 
gctgccaaac
    13261 cgaagatagt gtcatttgct tgagcaacca catctgcttc atctgtaaag 
cgaatgagcg
    13321 gcgcaactgg accaaaaatt tcttcttgga caatttccat tgtacggtca 
acgttagtta
    13381 aaactgatgg ttcataaaag gtttgtccta aagcatgctg cttaccacca 
caggcaatct
    13441 tagcgccttt gctcactgca tcatcaatta actgctgtgc tttcaaaact 
gctttttcat
    13501 taattaatgg gccaatttgt acgccatctt caagtccatt accgacttta 
aacttttgta
    13561 cttcttgtac aaacttctcg gcaaaagctt gataaatatt gtcatgtaca 
taaatgcggt
    13621 tagcacaaac acaggtctgg cctgcattac gaaacttggc aaaaatcgcg 
ccttgtacag
    13681 ctttatctaa atcggcatca tcaaacacaa tcagaggagc atttccgccc 
aactcaagcg
    13741 ccaatttttt aatggtgctt gaacactgct gcatcaataa acggcccact 
ggcgttgaac
    13801 cagtaaaagt taacttcttc actttttcat gtgaagtaaa taccgagcca 
atttcttgag
    13861 atttaccagt aacaacatta atcacaccag ctggtatacc tgccttttct 
gcaagctttg
    13921 caatcgctaa tgcacagtaa ggtgtttcat tggctggctt aatcacgacc 
gtacaacccg
    13981 ctgctagagc tggcgctgct ttacgggtaa tcatggcaat tgggaaattc 
cacggcgtaa
    14041 tcgctgccac cacacccaca ggttctttac tgataataaa gcgctgctgg 
ttatttacgg



    14101 ttggaatcac atcaccataa atacgcttgc cttcttcggc aaaccattga 
ataaatgatg
    14161 cagcatagcg aacctcgcct tttgcttctg ctaaaggctt gccttgctca 
atggtcatga
    14221 ttaaagcaag ttcatcggta tgatcgagaa ccagtttatg ccaagccaat 
aagatatcag
    14281 cacggttttg tgccgttaaa gctttccaac tttgtaaagc cgtataggca 
gcttcaactg
    14341 cttgggttgc ctctgccgct cccatattag gaattgtgcc aatttcttcg 
cctgtagctg
    14401 ggttactcac cggaaccgtg gcatttgact gtgcagctag ccattgccca 
ttaatatagg
    14461 cttgttgctg aaatagttca gtactttgta aactcgacat atcgtcttcc 
taactaaaga
    14521 atcaggtgta agtcatcttt acacctgaat aaatcccttt gtttttattg 
atggtactgc
    14581 gccactaaat gttggaagta agcaatacca tgctcactga taccagaacg 
ttgcttgtca
    14641 gtcatgatac ggccttgacc acgataacca cgtgatttca aaccacgttg 
tacgctttct
    14701 accaagttca aatcttccgg acggaataca ttgcgatacc actcaatcaa 
atctttttga
    14761 tcttgagtca gttcttcgtt agtgaagtaa atatcgtaat gctgcaaagt 
tgtttctgca
    14821 tcaacaggga attcataaat aactgtcatg aagttgctgc ctggtggtac 
gttgaacatg
    14881 gtgcaaggcc aagtccagaa accatgaaac tcaggatctg ttactgatgg 
atcaagtttg
    14941 aatgacttct cagatgaacg tgcaaagcca tattgcagtg tccagttttg 
atgtgttgta
    15001 tgccagtatt tatcgacttg tacagagtca gcaaagcctg gatgtgcagg 
tccacagtgg
    15061 tagcattcca tatagttatc aacaatcact ttccagtttg ctggtgtttc 
tgtcacaaag
    15121 cgtgctgcca attttaaatc tttaatcaca ccacatgctt gatttaaacg 
ttcagcaaaa
    15181 cccgggagct ggtcttctac gcaagtcgca ttttcatcca tattaataaa 
taagaaacct
    15241 gcatattctt cgacttttaa aggcaccatg cttgagtttt ctttatcgaa 
agattcaacg
    15301 tggtcacagt tacgtgccaa tgccaagctt ccatctaact taaatgtcca 
tgcatgatat
    15361 gggcaagtaa ttacgttttt tgctttacca ctgccactta aaagttcatg 
gcctcggtgc
    15421 ggacatacat tataaaaagc tcgtaaaacg ctatctttac cacgaatgat 
gacaatattt
    15481 tcaccaatca ctttacgggt aatatagtca tttggctgag ccaactcact 
actatgtgca
    15541 acgcaaatcc agcttttagc aaagattgcc tctttctcgt gctcaaaaac 
ttgagatgaa
    15601 gtatagaaaa ctttagggaa agtccatgca acatctgggt ttgcgcaaaa 
atcttcaggt
    15661 aatttttcaa ctgcactcat gtttttactc cattaaattc ttttcgtcca 
aatgactcga



    15721 tattaaattg atgtcttttc ggcactgctc aacatgcgac gtattgcact 
tagcatgttt
    15781 tgatataaat gttgaacttc cggacagtca cgcatcaaac gtaaactgcc 
atgtaataaa
    15841 cctttgccta aatggaactc gttagggata cctgcttgtt ccaatttttg 
ggtaaggaaa
    15901 taaccgtcat cacttaaagg gtcatattca gcaacggcta caaaacttgt 
aggcatatct
    15961 gaaaagtccg tcgccaataa aggggctaga cgtaaatcct gccaatcttg 
tgagtccgga
    16021 gcatattcct ttaaataaaa atgcatatct tctgtcgtta acaacggcgc 
atgggcgtgc
    16081 ttttgtgcgg atgcagtatc aaatgctgtc gttaaacatg gataaaccaa 
tgccagccct
    16141 tgagcttgta aaccactatg ttgtagttcc actgcaaggg ctgctgctaa 
attaccgccc
    16201 gcgctatcgc ctgctagaac gatattttca ctatcgattt gccaagctga 
accatgttgt
    16261 ttaagccagt gatagactgc taaacaatct tcaaaggctg ctggaaagcg 
atgctctggt
    16321 gccaagcggt aatccacact aataacaacc gcatttaagt ccttacacaa 
ataactggta
    16381 ataaactcat gtgaatcgag tccacctacc atccaaccac caccatgtag 
atacaacaca
    16441 catggccaac cagactcagg tcgatttgtt tttggtaaat acacacgaac 
aggcacagga
    16501 tgctcttcat ttgcaatcac tcgatcttct acatctaact tgtcatcacg 
tggcaaagtg
    16561 tagtgtcggc acatggcatc atatgccgca cggactgagt caatatctgc 
atctgctggt
    16621 gaataaatgc tgctccaata caaaaggctt tgcatttctt cacttaaggc 
ataagtagcc
    16681 tgttcatatg tcgtcattac cgttccctct agctggtttt tctatccagt 
ttgattgagc
    16741 ttgcaagctc aagctgcatc cgttttgcat gttcatcttg agtctggttt 
aaaccaattt
    16801 cctgatcatc ataaccttgt tgctcaatca aatgtgatgg gactttggca 
taatcctgta
    16861 tgagccattt cactaagcca taagtctgaa tcagaataat cacgatgaat 
ggtaaagccg
    16921 tcacaatagt tgccgttttc atggtgtcta atggtgcttt actaaagatc 
atggcaattg
    16981 gaaccaaagt cagcatgaca caccagaaca aacgtgcatt tggcgatgga 
tcttgccctt
    17041 cacttaaacc gcgtgtacat gttgccgaaa ccgcataccc tactgcatcc 
atgtgtgctg
    17101 ccaagaacac caccataatg ccgaggaaaa tccacatcat gagttttccg 
gcaggtaaca
    17161 ggctaagcaa ttgaccaatc gcaacctcac caccttgttg gctcaagatt 
tgtggcacat
    17221 ttacagctcc atgaataaag ctataaacac tatagttttc aaacacacca 
aagatgaacc
    17281 aaagcccgac actgccacca atgaccatgg caaagatcac ttctttaata 
gtacggcctt



    17341 tagaaacacg cgttacaaag agtgccacac ctggtgcata tgaaatccac 
cataaccagt
    17401 agaaaacagt ccattcacgg gtaaacttgc cgtcacccat tggatcggta 
aacaagctca
    17461 tatcgacaaa gttagttgcc attaacccga aactcattaa tgaattattc 
aaaatgaatt
    17521 gagtcggacc aaagcaaagt acataaattg caaataacac tacacccaag 
cacaccatat
    17581 ggcttaaacg ctgcatgccc ttgtccatac ctacatatga actgagtgcg 
aacaggactg
    17641 aaactgccaa aataatgatg accttggtca taaaggtatt tggaatacct 
gtgagctgag
    17701 acaaaatatt ggtaaatgtc acggcagtga gtaccaatga aatcgtcaat 
gcaccgaaca
    17761 tgcaaagcaa gaacattaag tcgactaaac gaccaaccac gccggttgat 
ttaaagcctg
    17821 tcacagcctc aatcactgaa gctaaactta aacccttgtt ttttctcaca 
tgatagctgt
    17881 agcacaaaga aattgatgcc aaagcataaa ttgcccatgc acttaaacct 
gagtgaaaaa
    17941 atgaataagc cacgctatat ttcaatgctt ctgctgactc aggcggtaag 
ctcaaacccg
    18001 gagtttgata atagtaggcc cagtccaaaa agccccagta caatgtagaa 
gacccaatac
    18061 ccgacaagat gaacataaaa atccatgaca ttgtgctgta ttgaggtttt 
ccttctccaa
    18121 gcttaatttt tccgtattta ctaaaggcaa gaccaaaagt aaaaataatg 
gctaaaaaag
    18181 caaacagtaa tactggggtt gtaaataccg atgtcgtcca ctgcatccat 
gttgcagcaa
    18241 tctttatcga ttcttgcgaa taaatcgcca aaccagcaac tgaaataaat 
acaaacagta
    18301 agctggttac ggcaagaaat ttatccgtat aaatttttgt gttttgatta 
tccatatcca
    18361 tacatccatt tttggatggc gttattccat agcgaatacg tccattttag 
tttgggctac
    18421 acatgatgca attgcatctc ctacctcata agtctttgcc tgaccgccga 
tatcggctgt
    18481 ttttgggcca ttaattaata cattctcaat cgcctgcata atatcttgac 
ccgcttggat
    18541 acagcgctcg tcttcttctc caaagaattc gaacatcatg gcacccgacc 
aaatcgcagc
    18601 gattgggttg gcaatttgtt taccgtaaat atctggtgct gaaccatgga 
caggttcaaa
    18661 cagtgatgga aattttcttt ctgggtttaa atttgccgat gccgctaaac 
caatggttcc
    18721 cgtacatgca ggacctaaat cggaaagaat atcgccaaat aaattcgatg 
ccacaaccac
    18781 atcaaaacgt tcaggttgta aaacaaaacg agccgctaaa atatcaacat 
gctgtttatc
    18841 agcttgaatt tgtggatact gttttgccat cgcatcaacg cgctcatccc 
agtacggcat
    18901 gctcactgca ataccatttg acttggtcgc tgcggtaatt tttttcgcat 
ctcgctgatt



    18961 tgcaaactca aatgcataac gcaaaattcg gtctacgcca tgacgtgtaa 
atacggcttc
    19021 ttgtaaaaca aactcgcggt ctgttccttc aaaagcttta ccgccaatcg 
ctgagtattc
    19081 accttcacta ttttcacgaa ccacgtagaa gtcgatatcg cccggttttt 
tacctaccaa
    19141 tggacatttc acacccggca ttaagcgcac tggacgtaaa ttcacatatt 
ggtcaaaacc
    19201 acgacggaac tggagcagcg aaccccaaag cgaaatatgg tcaggtactt 
tatctggcca
    19261 gcctacagcg ccaaaataaa ttgcatcgta gccctgcaaa gtttcaaacc 
agtcatctgg
    19321 catcattttg ccgtgctcaa ggtagtaatc acagcttgcc caatcgaaag 
catctaactg
    19381 aagatcaatg ccgtacttct ctgctgctgc ctttacaacc ttaatacctt 
ctggtagaac
    19441 ttctaaacca atgccatcgc ctgcaatcgt ggcaacttta tatctttttg 
ccataagctt
    19501 ccttcacacc ttcgactaat atccttgtat ggcttaaaca tgatgtttta 
agcaaaaatg
    19561 atcaacaaca gaactatcac tccaatggac acggatcgtg aataatctac 
ctaacctatc
    19621 ggatttaaag gttttttgca cagtcgccaa actaaaaagt tttgtcgaat 
ctgctgagga
    19681 actcgggaca tcgccagctt ttattagcaa gcgaattaat attctagaaa 
acacgttgag
    19741 ctgcaaactt tttcatcgca gtacacgtca cgttagcctg acagaagatg 
gcaaactcat
    19801 tcttgagaga gtttcaaata ttcttgaaga atttgatgaa gtttgtgaac 
tggtcaataa
    19861 cccgctcagt acgcctacgg gtcgtatgga tattattagt agctttggtt 
ttggcagaaa
    19921 acatgtcgca ccaattttgt ctaaattaat gatgctgtat ccaaaactac 
agattcattt
    19981 tgataccatc gacaatacca aagacctgat tcaacacagt attgatttag 
acattagaat
    20041 tggtaatgaa attgcaccca atatgattgc gaagaagctg gcttctaatt 
ttcgtatttt
    20101 gtgcgcgtca cccagttatt tacttaaaca cggtgtacct gacagtattg 
aagatttgca
    20161 aacacatgac tgtttaacaa ttagtgaacg cgaccaatcc tcggttttat 
ggaaatttag
    20221 gcatgcttcc gaagatgtct cagtgcatat caaaccccgc tttgtttcaa 
ataacggcga
    20281 aattattcat caacttgcca tagaaggtca cggtattatt ttccgttcga 
tttgggatgt
    20341 tgcagatgaa ttgattaccg gccaacttca gcatattttg cctgagtact 
ggcaagatgc
    20401 agatgtctgg gcagtttatc catcacgact caaaagctcc tccaaactgc 
aaacctgtat
    20461 tttgtttatt caaaatgaat tgctcaatcg tttacagcat gtgcaaaacc 
taagccgtgg
    20521 tcaactcatt tcaccagcgg tcaaacgaga accaccgcct gaaaaagtct 
ttctataaaa



    20581 aaagccctaa gtgggcctgt tcacttaggg caatagttta cttttaactt 
ttagaaataa
    20641 tatccaattg aaagataaaa cagtttatcc caatcattac tgctaccttg 
tgcaaggcca
    20701 ttcgccccac cacctaccat tggatcattt ttactcataa tatattcacc 
ctgaatacca
    20761 atggctttgt aattaaaata aacgcctgca attaaacgct cagagtcttt 
atatccatcc
    20821 tcatctttga aaaagcggct atgagagata tagggcttaa tattttcaat 
tttgtggaat
    20881 ggctgagcaa aggtatagtt aatttcattg accagatatt tgcctttgtt 
agcaacttga
    20941 tacggataat caaatgctcc aatggttgag ctatttggca ataaattatc 
gccattagtg
    21001 acatcttgct tacctgctaa gaacatccat tgccatgctt gatattgcgt 
ttgagcaaat
    21061 acattccatg atttgcggtg tccatcttcg tctgttcttt tattttctaa 
atctgaatac
    21121 caaactgaac cacctaactc ggtcgaaaat ttttgagctt tatcaagctc 
aaattttcta
    21181 gaggcccgtg caatccacat atttttttct tcaatattgg ttcctgtagt 
taaatcatca
    21241 gcttcaacga aattaccact atatcggctt gagtcttttg atgtcccctt 
ataatttcct
    21301 ccatcagttg gatagaatcc taaggttaaa ttgtatttgt catctgcaaa 
tttatattta
    21361 atccccagat tatcaatatc ttctaaacca acggtattta aaagcgtttc 
gtaataacta
    21421 cttccccaaa attcaccaaa gccaaaatca acaggctgca aacctgccgt 
gactctttgt
    21481 tggtcagata acttataccc tacccaagct ttttttagaa aaatcgcatc 
acacaagcga
    21541 tcatattgat aacagcgagc atctgctcct gcaatccagt ttggattttc 
ataacccaac
    21601 actaatttaa tatcagtaag tcgccagtca tcattttggg aaccttcatt 
ggccccgacc
    21661 acataatctt tatgtaaata gcgagaacgt attgcaccag atactttaaa 
ttgacctgaa
    21721 tctaaagttg gatcacccca actcaaatca gctgcagaga cttgtgctcc 
agcagttaaa
    21781 cttagaattc ctaaaaataa taatgacctt ttcatgtctt caacatcctt 
gttaagtgtt
    21841 ataagaacat gaagaaattg gcttagacaa acaatgccag aagtatgaag 
tcggtcttta
    21901 caaactgtgt ttaatcaaaa aaacaagcat aaaaaaagac cacgcaggag 
cgtggtctgt
    21961 aaaatggtgg ctatgacgag acttgaactt gtgacccccg cattatgagt 
gcggtgctct
    22021 aaccaactga gctacatagc cgtaaactgt gcgcgcatta tcttagcttc 
ttaaccgcgc
    22081 gtcaagaaaa attttcaata aaatgaggtg aagtgagcct ataagccggg 
ttctgtcgag
    22141 gatggtcatt cctctaggcg tacaatcact catacgctca agcgacctac 
ccgaatccag



    22201 tacgggccgc acctaggatt cctatttggt cttgcttctg gtggggtttg 
ccatgccgtg
    22261 aactgttacc agacacgcgg tgcgctctta ccgcaccctt tcacccttac 
ctcacgaatg
    22321 aggcggtcta ctctctgctg cactttccgt cggctttcac cgcccaggcg 
ttacctggca
    22381 ccctgcccta tgaagcccgg actttcctct cctgcttcag tcacggagac 
ctccacagca
    22441 gcgaccatcc ggctcacttc gagggcgcat attaacaaat ttattgacta 
attgcttgtg
    22501 cttttttgag caattaatct tttatatttg tcgagtaact gttcttccgt 
ttcctcatgc
    22561 tgcggatctt ttggaataca gtctactgga caaaataatt ggcactgtgg 
ctggtcatgg
    22621 tgaccaacgc actctgtaca taaatccgga ttgatttcat aaatcacttc 
gcccataaag
    22681 atcgcttcat tagggcaaac tggttcacaa acatcgcagt ttatgcattc 
atcagtgata
    22741 tataacgaca cgttaccaac cttgttgatg tttacgttca aaagcttcaa 
ccacagcttg
    22801 cggaacaaac ttggttacat ctccttttaa acgagcaatt tctcgaatta 
atgtcgaaga
    22861 aataaaagaa tactgttcag aaggtgttaa aaacaccgcc tcgaaatgtg 
gatcaagctg
    22921 acggttcata ttggccagtt gaaattcata ttcaaagtca gaaactgctc 
ttaaaccacg
    22981 aagtactgct gtggcctttt gttctttaaa aaagttaacc aacaaaccat 
caaaacctac
    23041 aaactcaaca tttgatagat ggcctaatga tgattgcgct agtgcaactc 
tttcttctaa
    23101 gctgaacaaa gggtttttat gatgtccaat tgcaatcgct actacaactt 
catcaaacat
    23161 tcttgatgct ctagtaacta aatcaacgtg cccattcgtg atagggtcaa 
atgttccagg
    23221 ataaattaca cgcgttttag acatccgcta gtactctaat tgtattgtgc 
gcctatttta
    23281 gcaaaagtta tacatgagac gaaatattga tatgtgggaa aaaacttcac 
cttggcatca
    23341 gtttacggca caatagggac aattgtggaa gtttgaatta tggcgaaagc 
aacagtagta
    23401 aagaaacata atggcggaac catcgcacaa aacaaacgtg cccgtcatga 
ttattttatc
    23461 gaagaaaaat ttgaagctgg catgtcttta ctaggctggg aagtaaaatc 
tttacgtgcc
    23521 ggtcgtatga gtttgacaga aagttatgtc atttttaaaa atggtgaagc 
attcttattt
    23581 ggtgctcaga ttcaaccact cctttctgca tctacacata ttgtgccgga 
agctacacgt
    23641 acacgaaaat tattattatc tcgtcgtgaa cttgaaaagc ttatgggtgc 
ggtgaaccaa
    23701 aaaggttatt cgtgcgttcc attagcatgt tactggaaag gtcatctggt 
taagcttgaa
    23761 attgcactcg tgaaaggtaa acaacttcac gataaacgtg cgactgaaaa 
agaacgtgac



    23821 tggcaacgtg ataaagcacg tatatttcat aagtaataga ctaaaaagcc 
tctttataga
    23881 ggctttttta tttttcacta atttaatcta tataaaagcc cagcaatata 
ttcaccaaac
    23941 catttagcag tatctaaatc accttgcggc ggtgtaattt caacaggtgc 
attatctgat
    24001 tgagtcatca accctaaaca gctcgataaa cggtttaaat cggtttcagt 
atggcctgtt
    24061 gtcattaaag gtaaacctga ccacaacatg ccgtgctgca tcgcaaaaat 
gttaagttgt
    24121 tgcagaaccg ctagtttatc accacttaaa ccgcccgaat ttgcaaaacc 
cgctgctaac
    24181 ttaccctgcc ataaacgatt tttccaacgt ttagatgtac tatccataaa 
ctttttaaaa
    24241 tcggcagtta cgcttcccat ataagttggg gaaccaaaaa taatgccctg 
tgaggcatct
    24301 aaaacatccc aatcaatatg ctcaatattc atcacatgta ctttgacgcc 
catcacttcg
    24361 gcgccacttg cgatagcaga cgctaccttt gcagtgtgac catagggact 
gtgatagaca
    24421 atagagagat gtttttcagg caaagacata agcttaatat tttgagcgat 
tttttctatt
    24481 ttatcatttt attaaaactt gctaaacctt cctctataaa catgaaatct 
cagtacttgc
    24541 cttaatttct tgaataaata tggaaaattc aaaataaaaa actctcttat 
gctattttga
    24601 aatttaaaca acataagaga gtattattac aacaatcata tccttaagaa 
gaaatatgat
    24661 ttttcaaaac tacataaaaa caaaagttgc catacggcca gttttagcat 
cacggcggta
    24721 agaaaaatat tcatcttgct gttggtatga acactgatct ccccctaaaa 
ctttttcaac
    24781 tcctaggctc tgtaagataa aacgagcaat tgcatacaaa tcagcatgaa 
atttatttgg
    24841 agctgcccca tcaataaatg cagtttccaa ttcaggatat ttactacaaa 
aagcagtttt
    24901 tacctctgct ccaatttcaa agcaaggttg actaatcgct gcacccaacc 
atgcccatgt
    24961 tggaggactc tgcattgcag cgactgtatt ttcaataata cctcccgcta 
aacctcgcca
    25021 acctgcatgt aagttaacaa tttctgtacc ttcagcatta ccaagcacga 
ctggtaaaca
    25081 atcggctgtc atcatcatta acgcatgacc tttggtttgc gtaatcaagc 
cgtcgccaat
    25141 taaagctgta aagggaattt gttcatttac tgtatggcaa atcgtgctat 
gtgtttgggt
    25201 catccatgtc atttttttaa ccccaaactg agcaaattca tctaacagca 
tcatccgatg
    25261 ctgctggaca cgctgagctt cgtctttaac gtgcaaagca agattaaaac 
ctgttagctc
    25321 tgtttgctct gctggtaatg ccaaagggtg atgaactcgt gtctgcccta 
cgaatacgcc
    25381 ttgaggtaaa ccttgaacaa attccatata ccagtcctta atatgcagcg 
ttttctgtac



    25441 gtaaaacatt aaccaactgc gtaaaatctt caggccatgg tgcttcgaat 
aacatttctt
    25501 caccagtacg agggtgtttt aatcccaatt tagcagcatg aagtgcttgg 
cgtttaaaac
    25561 cgcgtaaagt ttcgatgagt aactcagatg cccctgccgg aatacgtaca 
cggttcatat
    25621 aaacttgatc accgaccaaa ccatgtccaa tataactaaa gtgaacgcga 
atctggtggg
    25681 tacggccagt ctcaagttgc gcttgtacac gggtaaagtc tctaaaacgc 
tctttcacgt
    25741 tatagtgcgt tacagcatca cgcccacccg gcaaaattgc catttttaca 
cggtcaaccg
    25801 gatgtctttt aatcggctca tcgattgtgc cacctgcaat aatattgcca 
taagtgacta
    25861 agtcataaat acgataaaca gatttatctc ccaattgttt actcaaagaa 
aattgtgctt
    25921 cgagattttt agcaacaact agtaaaccac tggtatcttt atcaatacga 
tgtactagac
    25981 cagcacgtga aagctcggct gacttaggtg aatggtaaag caaagcattg 
accaaagtac
    26041 ccgaggtatt acctgcgccc ggatgaacca ccatacctac cggtttatta 
atgactaaaa
    26101 tatcttcatc ttcgtaaaca atatcgagtg gaatattttc tggttgactg 
ttggtctgtg
    26161 cttcaagctc aacatttaaa gttagcgttt cattgccttc gcaacgatat 
ttaggtttga
    26221 caatgttacc atttaccaac agatgacctt ctttcatcca ttgtttaagt 
ttttcacgtg
    26281 aaaactcact ccacaccatg gctgccactt ggtcgatacg ttgccctaag 
tagctttcat
    26341 ctaactgaac ttgcaacgat aaacgtgttg cagttgtatc agaagtatgg 
ttatctgcat
    26401 cctcagaatc ttctagtaaa ttgaagtctg tttcagagaa gtttgtgttt 
gaagattgtg
    26461 ctgaagtcat ttgatcattt agataaaagt ggtttaatag cgcaattgta 
gctcattgcc
    26521 caacataaca gaggagtttt tatgtcgcta ccacgttata aaattacgat 
gcttgcctta
    26581 tctttaggtg tagcgtctgc atttgtgggc tgtagcagca atccaagtaa 
aaaagaagtg
    26641 gtcgatactg gccctcaatc tagtgaacaa gcatattttg acaaggctca 
aaaagctctt
    26701 gatcgtggtc aatatcttga cgctaccaaa tctttagaag cgattgatac 
ttattatcca
    26761 actggacaat acgcacaaca agcacaactt gaacttctct attcaaaatt 
taagcaaaaa
    26821 gattatgaag gtgcgattgc actcgcagaa cgttttattc gtttaaatcc 
tcagcatcca
    26881 aatgtagatt atgcttacta cgtacgtggc gtatctaata tggagatgaa 
ctacgatagc
    26941 ttgttgcgtt acacctcttt gcaacaatct caccgtgatg tgagttattt 
aaaagttgca
    27001 tatcaaaact ttgttgatct tatccgtcgc ttcccaagta gccagtattc 
tgtcgatgca



    27061 gcacagcgta tgaagtttat tggacaagag cttgctgaaa gtgaaatgaa 
tgcagcgcgt
    27121 tttaacgtta aacgtaaagc gtggattgcc gcggctgaac gttcacaatg 
ggtgattgaa
    27181 cactacccgc aaacacctca agtaccagaa gctttagcaa ctttggcata 
tagctatgac
    27241 caattaggtg ataaggcaac ttcgcaacaa tacatcgaag ttttaaaact 
taattatccg
    27301 agccttgtca ataaaaacgg cactgtcaac atgcgtgctg cacgtaaaga 
aggtaactgg
    27361 atcaaccgtg caaccttagg tattcttggt cgtgaatcta agtctgtaac 
accagatacg
    27421 actacttctt ctgaagctga accaaaacgt agtctactaa accgcgtaag 
ctttggttta
    27481 attggtaact cgggtaaaga agaaactgaa gaaacaacta acacacctgt 
tgaagcacca
    27541 aaaagtgaac gtagttggac taatcgctta agcttcggtt tactagataa 
acctgagcca
    27601 aaagcagcag aaggcgcaac aattgcacca gcaacgtctt cgagtgaagc 
accgagtgcc
    27661 tcaccagcag ataacgaagc agatgacgct gctcaataag caataaaagc 
ttaaaaataa
    27721 ccaacaaaca ggcaagtaat atcacttgcc tgtttgtttt tataaaatag 
taaaatattt
    27781 atcgggcata tctcgattca tcatgtcaga ataatctgac ctatcgcatc 
attagtttaa
    27841 acacggttat ctgaattatg gcaattccac agcatacgat tgatcagatc 
ttagatcgca
    27901 cagatattgt cgatctaatt ggtcaacgtg tgaaactgaa aaaaaccgga 
cgaacttatt
    27961 ctggttgttg cccttttcat caagagaaaa cgccttcttt ccatgtttac 
cgcgataaac
    28021 agtattatca ctgctttggc tgtcaggcga acggaaatgc tattcgcttc 
ctaatggaca
    28081 ttgataaccg gaactttatt gatgtgatga aggaattatc gagtaatacg 
ggagtcgaat
    28141 taccaaaaga taatactgat aataaaaaac tgtcttatac acgccaagtt 
acaaaaccat
    28201 caacaccgcc caaaacggtt gctgaaccga ctactcaagc acctatagaa 
gatcagtaca
    28261 atacgtttga acccgtatat tttgatgatc cctttgccca gtttgaacag 
ccatttagct
    28321 ttgatgagcc agtacaagaa ggtaatttat atgaccttct agaaaatgtt 
gcccagtttt
    28381 atgaacatca attaccgact agtcaaaaag ctaaaaatta ctttaagcaa 
cgcggtttaa
    28441 gtgaccagac tattcagttc tggcgtttag gttatgctcc tgaagactgg 
cagcatctgg
    28501 aaaaagcttt cccttatgat attgagggct taaagcagct tggcctcatc 
cgttcaagcg
    28561 atagtggtcg tgacttcgac cttttacgtg atcgtgttat ttttccaatt 
cgggacccta
    28621 aaggccgtgt agttggcttt ggtggtcgtg cgctcaatga tgaaattaaa 
cctaaataca



    28681 tcaactcgcc cgattcggaa gtattccaca aaaatcaatt actatatggg 
ctatatgaag
    28741 gccgaaaatt aaaagcaaat gactggttaa tggtcgaagg atatatggat 
gtcattgctt
    28801 tacagcaata tggcattact ggtgcagttg cgactttagg aacagcaagt 
aataccgaac
    28861 accttaatat cttatttaaa caaaataacc ggattacgat tgcttttgac 
ggggatgctg
    28921 caggtcaaaa ggccgcacgc cgaactttag aaattgcatt acccttactc 
aatgatggtc
    28981 gtgagctcaa attctttgta ttgccaaatg accatgaccc tgactcttta 
atccgccgtg
    29041 aaggggtgga aaatttccag aagcttctac agcaagctcc tttactttct 
gactttgttt
    29101 ttgctcatct tactgggcaa catgacatta gtacgcccga aggtaaaagt 
cttgttatgg
    29161 gcgaattaag agaattgacc gagttattgc caaaacaagg gtcttttcgc 
tatctactaa
    29221 cccaatcttt ccgtgaaaaa ttaggcttag gtaagcgctt cactccacaa 
attagccacg
    29281 atgcatcact atcttttaat attcaaacga aagatgaaga ctttgcaatt 
gcaattttga
    29341 tgcaccatcc gtttctttat attcattttg aaggattaag ggcttatatt 
ccgcaagatg
    29401 agctgttggc taaaatatta gcaattttaa accgtatatt tgacgaattg 
cctgatgacc
    29461 aagaactagc tacctactat gttttaggtg cttgtagcag ttattgccat 
gaaattgcag
    29521 atattatgca aaggaccaat attcaagcct taactcaagc accggaagta 
gcagataaac
    29581 tcgcaaaaga atatgcttta ggcttacaag aaagatattt acgtcaaaaa 
ctaaaatcta
    29641 aaatctcatt agttgagtca agaaacttaa gacaacaact caatgaactt 
accaaacaga
    29701 ttagcttaag gcttctttct taacgtttgg gttttcgctc atgatcaaat 
acatcctgta
    29761 aatgctgctg taaccattca aaatagtctg ggctctctgc ttttgcagct 
tcacgcaaca
    29821 acatagaggt cggatgtatt agtttttgcg tcaaacgatg ggcaaattgc 
tgcaacactt
    29881 gctcaggatt tccaccatga tgcagagcct ctaatgcatg ggtaagctct 
cgctggctaa
    29941 tttcttcact atgttggcga taagcatgaa ttttactgcc cgcctctttg 
actttttgat
    30001 gcgtaattag ctgggtggct aactgattaa ccatcacctc agcttcaaca 
gccgcttgac
    30061 gacgttgagc caagttttca tcaatcacac tttgtagatc atctacaccg 
tataaataca
    30121 ctccatcaag cgactctact ttagggtcaa tatcacgcgg tacagctaaa 
tcgaccatta
    30181 acatttgctg ataacggcgt ttttttaatg cagttttgac atctgcataa 
gcaataacct
    30241 gatgcaaact acccgtacaa cttgaaacaa catcggcacg atatagattc 
tcagccaaat



    30301 ctgaaaaatc aataatctca acttcaactt gatgtgcaat ttcttgggcc 
aattgatcgg
    30361 cacgttcacg gctacgatta caaataatca tcttggcgac gcccatttca 
gctaaatgct
    30421 tggcaacaag gctgttcatt tcgcctgcag caaccaccat aaccgttagt 
ttttcaggtt
    30481 tactaaaaac ctgtaaagcg agctgggcaa ctgcataacc cattgaaacg 
gcatgactac
    30541 ctacagctgt ttcagagcgc acacgtttag cggcgtaaaa agcgtactca 
aatacactat
    30601 ttaattctgg agaaactgtt tgcgcttctt tagacaatgc tagagcactt 
ttcacctgcc
    30661 ctaaaatttg cggttcgccc aacatgagtg agtccaaacc acttgctaca 
cgcattaaat
    30721 gtgtgatggc ttgagcattt tcgtaacgat aaacatgatg aattaactgc 
tttacatcaa
    30781 tattattggc atcggctaac catttcagaa ggctttcggc atcttccgcc 
atggcgtaga
    30841 cttctgtacg gttacacgtt gagacaacca ctaagtcttt taaagactcg 
tgatgacgtt
    30901 gttcggcaag caaattactt aatcgctctg cattgaaagc aatttgctcg 
cggagttcta
    30961 cagaagctgt ttgatggttg acacccaatg caaagaaaga catatcagat 
catcatttcg
    31021 ctaaatttat gctattgtgc aacatcggtg tcataaaaag cattactttg 
gatcaataaa
    31081 aattgcgtca aatgaatagc cgtattaatt ttaacggtgc ttcgataaga 
cagtattcta
    31141 ccacattctt attgttaggt agcatgtcct catatgtcta tgcacgtcca 
gtgcaagaga
    31201 cctatgccgt gcattcattt gatcaggctt tacagcagag tatggttgct 
gaatttgcct
    31261 tagcttatga cgatattccc acagcactgc acaattacac agtgcttgcg 
ataaaaagca
    31321 actcaacaac aattaaacag cgtgcattag acgttgcact tgaatataac 
gacttacaag
    31381 ctgcattaaa tattgcaaca cattgggttg ttcaagagcc taaagatgtc 
cctgctttat
    31441 tttatttatc gcatattgcg ctaaaaacac atgaatatca gcttgctgcc 
gagactttag
    31501 ataaaatttt aaaaatagat cccactgccg atcttgaaca aattttggca 
agcattgcac
    31561 ctgaaaatgc acaggatcga gaagttttat taaccgcttt acgttctagt 
gcagagaaag
    31621 acaacccatc catcttagcg cttattgcca acctagaagc acaaaatggt 
cagttagaac
    31681 cagccttaag taccattaat cgcgcactac gccgtcgccc taaagtgacc 
agctttatct
    31741 taatgaaagc caatttacta atcgcactca gtgatcagga aggcgcttta 
aaatggtatg
    31801 caaaatcaag ccgtaaatat aagaaaaacc tagacattcg cctagccgaa 
gtacgttacc
    31861 tcatccagat taatcaaccc cagcttgctc ttgaaaaatt agagaaaatt 
attgaaagca



    31921 atcctcatgc tgaagaggct ttgtttattg ctggtttaac cagtattgac 
cttaagcaat
    31981 atgacaaagc agaacaatat ctggttgatt tacgcaactc tgcaaaatat 
caaaatgagg
    32041 cgtattacta cttagcgatt aatgctgaaa gaaaacaaca ttatgaaact 
gctaaagctt
    32101 actaccgttt agtcgatggt agtttgtata ttgtttcaag acgcaatctc 
attgcaatct
    32161 atgataaaca agaaaaccta cacgatgctt tacgcttttt aacccaagag 
cgagtcaatt
    32221 atcctcagca tgcaagtttt ctttaccaag ctcaagctga aattttaaag 
aagatgggca
    32281 ataaaaaagc tgcattaaac ttattagatg aagcgatcaa aaacttacca 
gatgatccgg
    32341 agctcatcta tgcagaagtt ttattattag acccttatac tgaccgcgat 
aaactcgata
    32401 aaacactcaa acaattatta cagttagaac ccaatagccc aacgtatcta 
aacgcctatg
    32461 cttatacatt agctttgcaa aatcgtaggc ttaaggaagc acgtcaatat 
gctgaacagg
    32521 ctttagaata tgcccctgaa caagcttcta ttctggatac gctaggctat 
atcgcatttt
    32581 tacaaaatga ttatgaagcg gctgcggaag ctttaggcaa agcatatgaa 
ctaagtcata
    32641 acataaatat tggcattcgt tacgctaagg cactttatat gcaaggatca 
ttaactcagt
    32701 tcagtgccgt gttacaacaa ctgaaacaaa agcacgcaaa tgatccacaa 
ttacaacaac
    32761 ttgatgcgtt aattttacct acatctgcaa aaaagagtta aatttatgag 
caaacttgcc
    32821 caactgtgca cagcgatctg tggatcaagt gttttatttt taaccggttg 
tcagcatttt
    32881 actcaaccta aagctgcagt tacccaccaa gtacaagacg aaaaacactt 
caatttacaa
    32941 ggtaaaattg gagtacgcac cccccaacaa acgggtagtg cattctttac 
atggattcaa
    33001 cagcaagaca atttcgatat cgaattaagc ggtattttag gtgttggaaa 
aacacaaatt
    33061 cagggtaaac ctggtgaagt tactctaaac agtgctaaaa ctggactgat 
tacagctgca
    33121 tctcctgaag aacttttaga gcgtgcaact ggctggcaag caccaattac 
tcatttaacc
    33181 agttggattt tagcgaaacc tgcaacttta aatgctcaaa ttagtaaaga 
taatgcaaat
    33241 cgtgtgagcc aactcatcga agatggctgg acagttaatt ttagttatga 
tggtgaacaa
    33301 actctaccaa ataaactggt tttaaagcag gctcttgctg aagataaaga 
aaaccgtatt
    33361 acaatggtga tccaaaaccg ctaatcctta ttatataaat ctatgattcg 
agtaccttct
    33421 ccagctaagc tcaacctgtt tttgcatatc acaggacgtc gtgaaaatgg 
ttaccatgaa
    33481 ctacaaacca ttttccaact tattgattta tatgactgga tgacatttac 
gcctatatct



    33541 gaagatgaga ttcagattga aggtttaggt gaggttcaac ttgagcaaaa 
tctgatttat
    33601 cgggcggcac agatattacg ccctcacgct caaaatcctt gcggactcca 
tataaaaatt
    33661 gaaaaaaata ttccgatggg tgctggttta ggtggcggtt cttccaatgc 
agcaacgacg
    33721 cttattgtct taaatcaatt atggcaatgt ggtctaactg aagaacaatt 
agctcagttc
    33781 ggtgtcaagc ttggtgccga tgttccaatt tttatttatg ggttaaatgc 
atgggctgaa
    33841 gggattggtg aacatttatc attcatagac ttagatcaaa aacaattcat 
tgttttaaaa
    33901 cctgattgtt ttatcagcac tcaactgctt ttttcacaaa aaacattgac 
aagagattct
    33961 aagcccacta cattttgcgc ctatcagtta gaaccttcta atttcggaaa 
taactttgag
    34021 cctttggcta gagagttata ccctgaagtt gaagaagcaa tgcaatatct 
cgaccagttt
    34081 ggtcatgcaa agcttacagg tacaggtgct tgtgtttttg ctgaggtaac 
cgatgaaatg
    34141 aatgttgatg acattcttaa acatgcacca tgtaaagctt acttggtaca 
tagtttaaaa
    34201 gaatctcctt tacgtcattt taaagttgca agttaggggc gtcgccaagt 
ggtaaggcag
    34261 cgggttttga tcccgccatc cgttggttcg aatccagccg cccctgccat 
tctcttattt
    34321 aaaagacaga cttaattgcc ttgctttttg ttgattaacc ttgacattgc 
attgcaaaaa
    34381 tattaaagtt ctgccgcatt aggggcgtcg ccaagtggta aggcagcggg 
ttttgatccc
    34441 gccatccgtt ggttcgaatc cagccgcccc tgccattttc cacctgtaat 
gatgattgta
    34501 ttaggggcgt cgccaagtgg taaggcagcg ggttttgatc ccgccatccg 
ttggttcgaa
    34561 tccagccgcc cctgccatct taatacagca tcgaatttag gggcgtcgcc 
aagtggtaag
    34621 gcagcgggtt ttgatcccgc catccgttgg ttcgaatcca gccgcccctg 
ccatctactt
    34681 cattacatac caaccgccaa gggtgcttca tgcccaatct tgtcgttttt 
agtggaaatg
    34741 ctcatccaca gttcgctcaa aaagtcgtaa gtcacttaca tatccctcta 
ggtgctgcat
    34801 cagtcggtca gttctctgat ggtgaaattt cagtagaaat tactgaaaat 
gttcgtggta
    34861 aagacgtatt tatcgttcag cctacttgtg ctccaaccaa tgacaacctt 
atggaaatct
    34921 tggttatggc agatgctttg cgtcgtgcaa gtgctggtcg tattactgct 
gttatccctt
    34981 attttggtta tgctcgccaa gaccgtcgtc cacgttctgc acgtgtgccg 
atcacagcga
    35041 aagttgttgc agacatgctt accactgttg gtattgaccg tgtcgtaatg 
attgacttac
    35101 atgctgacca aatccagggc ttcttcgata ttccagtcga caacatctac 
ggtactcctg



    35161 ctttgcttgc tgacttacgt caacaacaac atgacaacct tatggtggtt 
tctcctgacg
    35221 ttggcggtgt tgtacgtgct cgtgccgttg ctaaacagat gggtgatatc 
gatttagcaa
    35281 tcatcgacaa acgtcgtcaa aaagccaatg agtcgcaagt tatgcacttg 
attggtgacg
    35341 taaaagatcg tgattgcgtt atcgtagacg acatggttga tacagctggt 
acattgtgta
    35401 aagcagctga tgcgcttaaa caattcggtg cacgtcgtgt tgttgcttac 
gcaactcacc
    35461 ctgtactttc aggtaaagca attgagaact tacgtaactc tgttattgat 
gagttagttg
    35521 taactgacac aattcctctt tctgaagaag cattaaactt aggtaaaatt 
cgccaagttt
    35581 ctgttgctag catggttgct gaaacgattc gtcgtattaa taacgaagag 
tctatcagcg
    35641 cgatgttcga tagtttataa tattgcagct tttttcttaa ccctagcttt 
ggctggggtt
    35701 ttctatcact aaactggtcg caagtttagt ttatttaatc tttaatgagg 
atttatctca
    35761 tggcaaactt cgtattaaac gctcaagcgc gtgctgaaga caaacaaggg 
aaaggtgcga
    35821 gccgccgcct tcgtcgcgaa tctttagttc cagctatcat ctacggtggt 
aacgctgagc
    35881 ctgtagcagt tactttagaa cttcgtgagc ttgtaaaagc tttagaaagc 
aacgctttct
    35941 ttgaagaagt tgttgaaatc aaagtaggtg acaaagttga aaacgttaaa 
atccaagcgt
    36001 tacaacgtca cccagctaaa aacactccta tgcacgctga cttcaaacgc 
gcataagtgt
    36061 ttaaaggcgt agattagtgt caaatatttc gctaattgtc ggtttgggca 
atcctggttc
    36121 agaatatgcc caaacccgcc ataatgcagg tttctggttc gtcgaacagc 
ttgcagataa
    36181 atatggcatt acattaaaaa atgatccaaa atttcacgga atcagtggtc 
gtggtaatat
    36241 agaagggcac gatgttcgct tacttctacc tatgacttat atgaatcgtt 
ccggacaaag
    36301 tgttgttcct ttctcaaaat tctatcaaat tgctcctgaa gcaattctga 
ttgctcatga
    36361 tgaacttgat atgaaccctg gtgtaattcg cctcaaaaca ggcggtggac 
acggcggtca
    36421 taacggttta cgtgatattg tccctcatat tggcccaaat tttcatcgtt 
tacgtattgg
    36481 tattggacat cccggctcaa aagaaagagt ttctggacat gtgctcggga 
aagcaccaag
    36541 taatgaacaa agcctgatgg atggagcaat tgatcatgct ctctctaaag 
taaaattact
    36601 tgttcaaggg caagtaccac aggccatgaa tcaaattaat gcgtataaac 
cagcttaaat
    36661 tgttgaacaa tcaagcttgc tatcttgctt ttttaggagc aaaatgcgca 
tcagccacct
    36721 agccggcggc aaaggcgaaa gatttcacca taagatcttc atcttagatc 
tactcaggag



    36781 acgctagcca tgctatctcg tttattaaaa tgcaaaattc accgtgcagt 
tgtaacccat
    36841 gctgaacttc actatgaagg ttcttgtgca attgatggcg tattgatgga 
cttagctggt
    36901 attcgtgaat acgaagaaat ccatgtttgg aacgtaacta atggcaagcg 
cttcacaact
    36961 tacgcaattc gtggtgaaga taactctggc attatttcag taaatggcgg 
tgctgctcac
    37021 caagcagatg tgggcgattt agttattatt gctacttttg gtgatttcac 
agaagctgaa
    37081 gcaaatgctc ataaaccacg cttggtatat gcaaacccag ataacacagt 
caatcacaca
    37141 gcgaactgta ttcctgtgca agttgcctaa ttaaagattt aaaaataata 
aaaagcccgt
    37201 aaatacgggc tttttttata agactttata aacttctggc agttcccttc 
caccagctct
    37261 gttgctgctt acaatttaga agctgtagct cctctccacg taaatcaaat 
aaaatcgcct
    37321 ctccttttgt atttacctta aattcagcat atttcgcttt ctcatagcaa 
tgagctaagc
    37381 cttcggcaaa taagaaactt cgagaagctg ggtacaaaga ttgatagtga 
ttgtctggat
    37441 tttttaaaat taaattctgc tcattagata aagatttagg gtctaaaacc 
gtacggatca
    37501 ctcgatttcg tgaatctaaa ataacttttg ctggaacaga agcatgatta 
aaaatcacct
    37561 gatctaaagc ttcactttca cttcctgtca aagctttgag agattgtaaa 
tttaattcat
    37621 aagccagcgc catgtagtcc ccttgtaaaa tagaacgagg atcaactggt 
tttagcttaa
    37681 taaaaatact tttactctga tgcaggtgcc attcattttt catcactaaa 
cctgcaaaaa
    37741 ataatacagt gactactgca agcataagag agaaatgctt tttcattact 
tttctccctc
    37801 aatacaatta attttagctt ctttcataag tagcccatat agagccagca 
atataatgcc
    37861 tgacaccaag attgaggcac ttttagctaa aaaacttaat tgtaaactgt 
aataaagttg
    37921 ccaaagcaca aaggcaaata ctatgagtgc aacaccgtaa acaatgcgat 
ctttattttt
    37981 taaagcccat gtcaaaataa caaataaaat gaatacttca aaatagccga 
gtgcaataag
    38041 taatatacca aaaactaaaa aggcaaaaaa agttataccg tgaagttgcc 
gatagagata
    38101 gaaaaaacta aagcataata accatacgca cggcaatgca taaagcaacc 
atagtgactg
    38161 atcagccgaa tcaacaaatg ctaatcctat aaaggtatca aagaatgaac 
tcacccaaat
    38221 tacaacgagc gtacataaga agatactccg cttatacgat acgaccgctt 
tacttcctat
    38281 cagtagtacc gagctaaaaa ccaaatagtt aagtaagact aaatttaaat 
aagtctgagt
    38341 agagtttaag gaccataatg aatgatccat ttgtagtaga tagattactg 
ctataccata



    38401 agttgcaagc atttgaatta aaataaagaa ccagtgaggc ttaagaaaat 
aactaataca
    38461 taaaataaag atctgggcaa tcaataccca taaaatttga tctgtttcag 
aaccaagatg
    38521 gaataaaaaa gcagtctgtc cactcacaaa taaacaatat gcaaactgcc 
ggatgaaata
    38581 actttgcgat tttgttagta aagttatagc tacagcaaca aagatgattc 
caataattaa
    38641 ggaaatagtc tcccaaaaca ccaaagtaaa tgctgcaagc gctagaccag 
caagccaagc
    38701 accaattgcc aaaggaatga tataaaaacg gctttgacgg aaaatcttga 
ttaagaaata
    38761 actaatgagt gcaaaccaag taaaaataat ccccgcgatc aataaaaaga 
tgaactcatt
    38821 agaatcttta aatagttgat taataccatc cacaagccat atggtagccg 
tcacaccaag
    38881 aacagcagcc attaaactgg cacacaactg atcatcttta ttaaaaaaat 
aataaaaagc
    38941 gatgattcct agaaaaaaag ccgagatcag ataaggtaaa ttttcacttg 
ataggaattg
    39001 aatcattcct gttattgaaa taacagcaaa ccaagcaata aaaataaaac 
gtaaagccgt
    39061 atatttcttt tgacagatcc aaaactgcac aagacttaat agatttagag 
caaaaagata
    39121 aagataggaa aatttttctg cccagaaagt ctgtttaaaa aataaaaata 
gggtgagttg
    39181 gcttgtaata caaattaaag caaagattcc aatatttggt cgatatagcc 
acggcaataa
    39241 aagcaaagtc caaatcaaga aaagtaaata actgtctgca ccagtttgat 
aaacttgccc
    39301 aattacagcc aaactcaaac cgaccattaa gccgcagatg ccatgtaaag 
tttgccttac
    39361 ttcctcactt aaagtctttt tgatactcac ccaagctgtc ataagtaata 
taacaggtgg
    39421 aataatgagt tgaatgctat ctggaagcat caaccaatta gcagcaatta 
agtacagaat
    39481 actgagcgcc ataaatacat aactgaaaat atggagatgc tgaataaata 
aagtattcct
    39541 aaaaggataa taatctctta tctgcatgaa acacctgttt tatttataat 
tttctagaaa
    39601 aaacataaca ttcactttta agctcaacaa gtaagctctt gttaaaaagc 
ctatttcaat
    39661 ttatgaaaat acttattcat aaagagactt agcattctac aaaagcatct 
agccaatttt
    39721 gccaagcgcg ctataataaa acccatcgct tcagggcggg gtgtaattcc 
ccaccggtgg
    39781 taaagttaat ttttattgtt aaattaacaa gcccacgagc ttaaattatg 
taatttgagc
    39841 agatttggtg aaactccaaa gccgacggta tagtccggat gaaagaagac 
gacgaactgg
    39901 aataaatcca ttttatttca gtgccagcct gtttttgcat cagtcctgaa 
atgttcaacc
    39961 gtattcttac gagagcgttt cattatgtct agtttaattc aaccagaact 
ttttttctca



    40021 gccctctctc ctgctgagca acgcattcaa caagcattag aagatatccg 
tcaaggcaaa
    40081 cctgtcttgg tgatggatga cttcgatcgt gaaaatgaag cagatttaat 
tgttgcagca
    40141 gaaaccctaa ctgttgagac catggcacgt atgattcgtg atggctcagg 
tatcgtatgt
    40201 ttatgcctta ctgaagagtt agctgatcat cttgaacttc caccaatggt 
ttctcaaaac
    40261 tcaagtcagt ttcatactgc atttacagtg actattgaag ctgctcaagg 
cgttaccact
    40321 ggcgtttctg ctaaagaccg tgtaacaacg attaaaactg ctattaaaga 
tggtgctgtt
    40381 gcaagtgatc ttaaccgccc aggccatgtt ttcccattac gcgcacgtaa 
tggtggcgtg
    40441 cttacccgtc gaggtcatac ggaggggact attgatctag caagattagc 
tggtttaaaa
    40501 cctgctggag tattatgtga attaaccaat ccggatggga caatggcatc 
aggaattcaa
    40561 gttttagcat atgctcaaac tcatcattta accgtgatta caattgaaga 
gcttgtacaa
    40621 tatcgtcaac aacacggtat ttaaaaataa ataaaaaggt ttgacttgtt 
cacttgcagg
    40681 tcaaacctct aaattataat tcttgaaatt taagaaactt tcttttgtgc 
ggcctgttct
    40741 tcaacataat ctaaaagttc agaaaatttt gtaatctttg ctttaggttg 
tgcttgagta
    40801 agttcttctg gtgtcccata accataagtc accgctaccg cttcaatacc 
attatgacgg
    40861 gcgcctaaaa catcatattg acgatcaccc accatcaagc attcttctgg 
gtttaattgc
    40921 tcacgatcaa gaatataatg gataagctca gctttattgg tccgctcacc 
cgttaattca
    40981 ctaccgtaaa tttgtacaaa atattggctt aaatcaaaat gatctaaaat 
tcgttttgca
    41041 taaatcgttg gtttagcagt agcaacgaac aaacgatacc cttctgcttt 
taaggcctta
    41101 agtgtttccg caacagatgg atatacttca ttttcaaata aaccaatcac 
cgagaaacgc
    41161 tcacggtaag caagtaaagc ttgctcagct agtgcatcat cttgagtagc 
taataatttt
    41221 gctaatgacg cttttaaagg tgggccaatc gtccaatcaa tatttaaatc 
ggcagctaat
    41281 ggataaccta acttatccat tgcataacga attgatgcat ggataccaac 
tttagggtct
    41341 gttaaggttc catctaaatc aatcaaaata tgttttatag ccattcaatc 
actaacccag
    41401 taaagtattt aattcaattg gtcgagagtt taattaaact ctcttatact 
aacgtaaatt
    41461 taaattgaaa aggaaataac cgtgcgtcca accgtacttt gtttctcggg 
tttagaccct
    41521 tcaggtggtg caggtttaca agccgatatt gaagcgattg gacaaagtgg 
tgcacatgca
    41581 gcaattgcat gtacagccct caccattcag aattctcaac aagtatttgg 
ctttgaagca



    41641 accacaaaag aactattatt agcccaagca aatgctgttg taggcgattt 
acccattaaa
    41701 tgtgttaagt ctggcatgct aggcactact gataatattg cggctctagc 
cgaattttta
    41761 cgtgctcatc ctgactatca atatgtactt gatcctgttt tagttgcaaa 
cagtggcggt
    41821 tcgttaggag accaagcaac tttagttaaa gcatttgtgg agcttattcc 
tctagcgaca
    41881 ctcattactc caaatacagt tgaattgcgc gctttaacag gcgttaccga 
tttagatcaa
    41941 gcaacccaaa agttatttga aatgggtgcc aaggccgtat tggtgaaagg 
tggacacgaa
    42001 gatacaccta actttattaa aaatagttta tatattgatg gcgagcttgc 
agcaagtagt
    42061 acatgtccgc gccttgaagg tgaatatcat ggctcaggtt gttcattagc 
gagttttatt
    42121 gcaggtcgtt tagctctagg tgactcttta aaaattgcag ttcaacatgc 
agaaacatgg
    42181 ttatttggtg tgttaaaaaa tgctgaaaca cctgtaccca atggacaaaa 
gattccaaaa
    42241 cggttttaac caataaataa aaaaggcgct ttaagcgcct ttttttatat 
tcctattact
    42301 gaggaatacg taaaacttgt cctggaaaaa tctcatctgg atctttcagc 
attggtttat
    42361 tcgcttcaaa gattttttga tattgattgg catcaccata aaactctttg 
gcaatttttg
    42421 aaagattatc gccagatttc actgtataaa atttgctttc tggctcagga 
gttgcaacag
    42481 tcatctggtc atctacttgt gccacatgat ctacattacc cacaataaga 
atgatttttt
    42541 ctttatctgc ttggctttgg acttgccctt taataatagc agtgtcagtt 
gagccattat
    42601 atgttacaga taagccttcc accccaaggc ctaagctttt aatcaatccc 
aataatttat
    42661 tcgcaatttc ttgtgcagaa ggttctgctg gtgttgctgg agctgcttgt 
ggttctgctg
    42721 gtgcggtatt tttcttacca atacctttta caaaatcaaa aagacccatt 
atttagtcct
    42781 catattattg tttatagtaa agtcattaaa ctgaccctta ttgttatact 
tgaaaaaaga
    42841 gacacctctg ctatcaattg aggttgatct tgtaaaaata tgtatctcat 
caattatctt
    42901 actcgtataa aaaaagccac cttacggtgg ccttcttttt taatcagcaa 
tatgcgaatt
    42961 aaccaagttt tttagttaca tagtcaattg cagattgaac tgtagtgatt 
tcgtttgaat
    43021 cttcatcagg gatagtgatg tcgaagtcat tttcgaaaga cataacaagt 
tcaactaaat
    43081 ctaaagagtc agcacccaag tcatccatga aagatgcttc gtttttaatc 
tcttcagctt
    43141 taagaccaag ttgttctgca accgcttgtt taacgcgttg ttcgatatcg 
ctcacaggaa
    43201 ttctcctcat tgcttgtggc gtttgatttg ccactagttt aattgaatat 
aaaaattttt



    43261 aaaagtttat acatcggcgt taggccatgt ataaaccacc atttacatgt 
aataccgtac
    43321 cggtaatgta acctgcttta tcacttgcaa ggaaactcac cgcatttgcg 
atatcttgtg
    43381 gctcgcctaa gcgatttaaa gccacttgat cactcatttt tttgcgaatg 
tcttcactaa
    43441 gtgcatctgt catttctgtc gcaataaaac ctggcgccac actgtttaca 
gtgatttggc
    43501 gactacccat ttcttttgca agactacggc taaatgcttc aatacctgct 
ttagcagcag
    43561 aatagtttgc ttgacctggg tttgcaaagt gagctacaac agaactgata 
ttaataatgc
    43621 gaccaaaacg tgctttcgtc atacccttaa gcacacgttt agataaacga 
taaacggctt
    43681 taaggtggat attgaggatg tcatcccaat catcttccga catacgaagc 
aacaaattgt
    43741 ctttcgtaat acctgcattg ttaacgagaa caagtacagg accatagttc 
tgttcaatat
    43801 gagacacgac tgcttcaatc tcatcgagat tacgcacatc gagagccaaa 
cctgcacctt
    43861 gttcaccaaa gctatcagtt agcttttgtg caccagattc agaagtcgca 
gtacctacga
    43921 caaaataacc gtcttgaata agttgctggg caattgcagc gccaatgccc 
cgactcgcgc
    43981 ccgttactaa tgcaactttg cgttcttgtg tcatgcaatt tttccttctg 
ccactaaaac
    44041 agcatttagg gcatcttcca ttttgctctt actatcaata gaaaaagctt 
tttcaatatt
    44101 tggtaaacgc tttgcgagat tactcaatac tgtacctggg ccacactcaa 
caatatactg
    44161 aataccttgg tcttgtagag actgcatggt acgtgtccat tgtacagact 
ggtacaattg
    44221 tgctgttaaa gcctgacgta attgagcaac atcggtagca attcccgcgt 
tgacattttg
    44281 tattacagga atggtaggta gctcaatggc agtttgttcc aaagcttctg 
caaatttttc
    44341 tgctgccggc ttcatcaatg aacaatgtga tggaacagaa accggtaaag 
caattgcttt
    44401 agcagattgt tcttttgcca atgccataac ttgctgtaca gatgcagtac 
taccagcaat
    44461 cacaacttga ccttgtgaat tatagtttgc tgcttcaact gaaccttggc 
ctaatgcaga
    44521 tacgctctgg cacaattcaa ctactttatc atcagctaaa ccaagaatag 
cagccatagc
    44581 gccttcccct tgaggaacag cattttgcat gagttttcca cgcaaattaa 
ctaacttaac
    44641 tgcatccgcc aaactcattg aacctgctgc aactaaagcg ctgtattcac 
ctaaagagtg
    44701 acctgcaagg tatttagggg ctaaaccacc taaatctaac cataaacgcc 
ataaagcaat
    44761 actggcagtt aataatacag gctgggtatt ttctgtttgg tctaaacctt 
caccactttg
    44821 tgcaatgtgc caaagatcaa atcctagcgc gtctgaagct tcggcaaaag 
tttgcccaac



    44881 tccactaaac tgttctgcga gttcagcgag cataccaact ttttgtgaac 
cttgacctgg
    44941 aaacacaaat gcagtttttg tggctaaagc tacttgttca agacgtttag 
cagacataag
    45001 aaatcctttt tgggttttca ctcatttctc tggagcggaa atttaacatt 
taatttgtat
    45061 atttataatt gcgaaaaaca acaaaaaaag ggagctttcg ctcccatttt 
ttctatactt
    45121 aagcatcacg cttaatgcat atcatgcaat tattcagcat cagctgcttt 
agcgaataat
    45181 tggcgaccac ggtagaaacc gtctttagtc acgtggtgac gacgatgagt 
ttcaccagtt
    45241 gcttggtcta ctgttaatgc attctcggtt aaagcgtcat gtgaacggcg 
catgtcacgg
    45301 cgagagcgac ttttacggtt ttgctgaacg gccatgatgg ctccttacaa 
agatcgaaaa
    45361 aatggatcag aacaaattca gttgtcttat cccataatca taacacaaat 
tatgagttaa
    45421 gtttaccctt caaacctgcc aaaacatcaa acggattatc ccgtttctct 
tcgacaacgt
    45481 tctgaatggt aggttgatgt ttatgttcac aagcatcatg cttgggagat 
aaaggcatca
    45541 acaataacag ttcatcttct agtaatgcga gtaagttgat cgaggcaggt 
gtatcaaaat
    45601 caccttttgt cgaagactca ctttcaccta aaacgatgaa atcagcatcc 
tcatccaagc
    45661 gctctatcag tgactcatca tctacaagtg caatatgaaa gtcagaaaca 
attggcattt
    45721 caacaggttc caaacaacgt tggcactcca ttggaacttt tgtttccatg 
tgaccatcta
    45781 accacacaat gcgatgatag gcatccattg atagcttaca gtctatgttg 
atcaattggt
    45841 tatcaattga cccaacagct tcacgagcaa tacgagcaaa gcgagacaat 
ggcagttgac
    45901 ctgaccatgt aaagccttgt tcagcccatt taaacggctc aatctgtgcc 
ggaaaggtat
    45961 ttgctgacat aattaaggcg gcaattctac aaattcatcg gtactctgtc 
aaagattaag
    46021 atacaatttt gtacttcttt agacagaact cggggtaaat taagcaatgc 
acctgttgca
    46081 gccgcaacct gaagttaaca cttcattact cgtttgcacc cattcaaccc 
accagaaccc
    46141 tcttttacct gacgtggtgc aactctcacc atggccaagc tcaaaattag 
agtctgagca
    46201 agttgattgg cttattttac actttaatca ctggttttcc caccataatg 
tgacattagt
    46261 tcgtggagaa tttgaaccag aatatttccc agcgaatgag catgaaccag 
caaaaattca
    46321 atttgctcat ggttttttca atagtgctct tcacgaaatt agccattgga 
caattgcagg
    46381 tgcaaaacgt cgcctactac ccgatttagg ttattggtat gcgccagatg 
gcagaactaa
    46441 agaacagcaa gatttatttg aacaagtaga aatcaaacct caagccattg 
aatggttatt



    46501 tgcacagtct tttggcagaa aattcagagt ctcgctagat aaccttacgg 
gcgatggtgg
    46561 agatggcaga aagtttaaag ataatgttta tgcccaagtt caacgttact 
tttctggtga
    46621 agcaaagctg cctgccgatg cagcaagatt cattgaatgt atttgccaat 
gtacgcgagc
    46681 aggtgcagca ttacaattaa atgaatttaa acgtgaactc cttgattaaa 
tgacaaaaaa
    46741 actacgtaag ttacttgctt cacaagtttg aaaggtctaa tactattttt 
aataatggcg
    46801 tgatggagtc tctaaaatat gttgcattta catgtacatc ctgaaaatcc 
acagcaacgc
    46861 ctcattgaac aagcggttga gcgtattcgt gccggagatg ttgtggtcta 
ccctaccgat
    46921 gctgcctatg caatcggatg ccagattggt aataaaaatg cgatggaacg 
gattgcccag
    46981 attcgtggtt taggtcctaa acatcaatat gcaattatgt gttgcgattt 
atcagatatc
    47041 gcgacttatg ccaaagttga taatgcgacg taccgtttac taaaggcaaa 
tacaccagcc
    47101 atcaccactt tcattttacc ggcaaccagt gaagttccac gtaggttaat 
gcaccctaaa
    47161 aagaaaacga ttggtctacg tattccaagc aatccaattt gtcaggcttt 
attaaaagag
    47221 ctgggtgaac ctttactcac cagtacatta attttaccag ggcaagaaga 
tccactagat
    47281 gatccttacg atattgaaaa tcaattagct aagcgtattg atgtctttat 
tgatggtggt
    47341 tttggtactt taacaaccac gagtattgtt gatttatcag gtgagcatcc 
tgaaattatt
    47401 cgtcgtggtg tcggtgatgt aagtgctttt gaataagcac ttacttttca 
ttttttacca
    47461 atagtttaaa aaaaagcatt atcaagaaaa aaaatactct ttatttagtt 
tggatttttt
    47521 ttacacttta gtcgttaagc aatttattaa aagtcacaat tcctttagaa 
tgcttctcac
    47581 tatctgctgt tcttctgcta cagctcttat tgacttgaaa aacaagtctc 
atgcttttga
    47641 aaattcgcgt ggcttataat cgtaatgaac caatcacttc atcaatccat 
ggaagacgtt
    47701 ccacacatcc gtgttttaga tgagtggcac gatacgattc ctgaggatct 
ttatattcct
    47761 ccagctgcct ttgagatttt gctcgaacag tttgaaggac cactcgactt 
tttaatttat
    47821 ctgattcaaa aaaacggttt tgatctcatc cagctcgata tcgcccctat 
tgccactcaa
    47881 tatttagctt atatggatag catgaaatcc ttaaatattg agctgactgc 
cgactatatg
    47941 gtcatggctg ctttattggc tgatttgaaa tctcgcttac ttttacctaa 
gcctactgta
    48001 gtaagcatcg aaaaagatcc taaacaggat cttatcgatc gactcgaaac 
ttatttacgc
    48061 attaaacaag ccgctgaacg tttaggccaa atgccagttc ttgaccgtga 
tacattcagt



    48121 gccaatgtaa gcttaggtca tattgcacct gtttatgaag gatatgatgt 
ttcagcatta
    48181 cacgatgctt tgttctgtgt atttaaccgt ccggaacctg taacacacac 
aattgcgcaa
    48241 gagcctgtac tgttagaaga acgtattgct tatattgaag agaaattaga 
gtcaggcgac
    48301 gtgttaagtt ttaaagaatt acttaatccc caacaaggcc gtatgggaat 
ggttgtaact
    48361 tttatggctg ttttagaatt gacccgacaa caaaagatta agattattgc 
tacaggagtt
    48421 gaagctccac tagctattca agggtcttca atatgagcag ttttgaacaa 
aataataatg
    48481 atttgtcatt agccgatatt catcatgaag ttttattaca gcttgaagcc 
attatttttg
    48541 cgagtgaagc gcctgtctca attgcccgtt taaaagaagc atttaataat 
caatataaca
    48601 aacaacagct tcgtcagctt ttacaacagc ttgccctttt acaacatggc 
cgttccattg
    48661 agttgattga aactgcgcag ggctttcgtt ttcaggtaag atccaaatat 
cgcaatatca
    48721 ttgcgcagat ttggccagag cgaccaacaa aactgtcacc atcattacta 
gaaacgttgg
    48781 ctgtcattgc gtatcatcaa ccggtcacac gtgctgatat tgaacaaatt 
cgtggtgtat
    48841 ctaataatag tcagattctc agaacgctat ttgactggaa ctggattaaa 
gaagccggtt
    48901 ttagagattt acccggaaga cctgcgttgc taattacaac gcctcaattt 
ctgaatgctt
    48961 ttggtctagc ctctctaggc caattgcctc ccctgcagaa cgccaaggaa 
gcatttatgg
    49021 ctctcgatgc aaatgcaccg aagtcataaa gaggtggact gttgatcatt 
atgtctaagg
    49081 ttgtgctgtc atgagtgaaa aattgcaaaa agtattagcg cgaatcggat 
taggttctcg
    49141 ccgatatatg gaagaggtta ttgccgcagg acgcgtgagt gtgaacggcc 
gcgttgccca
    49201 agttggcgag cgcattgaac caggcgatga attacgcatt gatggccgta 
aagttcagtt
    49261 ccagatcgaa gatgaaattc gtcgtcgtgt actgatttat tataaaccag 
agggtgaaat
    49321 ctgttcacgt aatgaccctg aaaagcgtcc aaccgtattt gatcatttac 
cacaaattgc
    49381 aaatgaccgt tgggtaatgg taggccgtct agatattaac agtacaggtt 
tattactttt
    49441 tacaaacgat ggcgagcttg ctaaccgctt aatgcaccca tctaatgaaa 
ttgaacgtga
    49501 atacgctgta cgtgtaatgg gtgaagtaac accacaatta cgtcaaaaca 
tggtcaacgg
    49561 tgtagagctt gaagatggcc ctgccaaatt cgaatctttc tctgaaattg 
gtggtgaagg
    49621 tattaaccgc tggtatcaag ttgtagtgaa agaaggccgt aaccgtgaag 
tacgacgtat
    49681 ttttgaatca caaggcctta aagtaagccg cttattgcgt actcgttacg 
gtacagtcat



    49741 tttaccgcgc gaattacgta ctggtcgctg gatggaactc gacaaaactg 
acatcgacaa
    49801 cttggcaaaa tctgttgagt taaaaccacg tcaaggtaca ggcttatttg 
gtatggcaaa
    49861 acgtcgcacc gaacgtatga cagaaaagcc aatggcagca cgccgtggtg 
gttacttacg
    49921 tcagcaacgt cgtgatgatg aaaaagaagc gccagctaac acaagtaatc 
agcgcaaatc
    49981 gactggtttt aaccgtggat ttaaaaagtt ctaagtaaag cttttaaatc 
aaaaaaccgc
    50041 tcaatttaga gcggtttttt atggcctaat tttttaattc attcattttt 
gctaattcaa
    50101 tccattcagc ttcagggaaa tgaatggcta aatagtcctt caaataattt 
gaagtatctt
    50161 gagagattaa tggatctttt gattcatctt ttaggttgta aaccaaagct 
tttaatttca
    50221 gaccacgtga cttaagtgcc tcgagactaa gcaatgtatg gttaatactc 
cccaaacgac
    50281 cagacgtcac caaaataaca ggaaactgat gctgagcaac gtaatcaata 
gtaagtaaac
    50341 tggtggttaa gggtaccatt aagccacctg caccttctaa caatacaatt 
tcaaaacgtt
    50401 cagccaatgt ttgagtcgca ttctcaattt tttgaaaatc gatctctcgg 
ttatcaagac
    50461 gcgttgctaa atgaggtgaa gcaggataac taaagatttc cggcatagtc 
agcttgtcat
    50521 gatcttcctg aaaccaacct tgccccataa tttcacgatg cttctggata 
tcctctgaga
    50581 tatcagcatt acctgtctga ataagttttt gggtaattac ttttttaccc 
tgctcagtcc
    50641 ataattttgc taagaaacct gtcgcgtagg ttttaccaat ttcggtatca 
atcccactca
    50701 caaaatagat ctggccactc atttacttca ttctccgggc aatacaataa 
atcgggtgat
    50761 atgttaggga gtacccctcg gtgtgcttaa accggtcata atcttgataa 
aactgctgta
    50821 aagattgctt agtccaacga tgctgagcag ttgccgttac acctgttgct 
tttaaatgct
    50881 gcaacacagc tttaggcgaa tcgaaataaa gctgagtttc tgactgtgcc 
aaatgcaaaa
    50941 tctcaaaacc agcctgagtt aaggcactat tccaattttc aagattccaa 
taatttaaac
    51001 cttgcccagt tagctcttta atttcaatga ggtttttagg accaaatgtt 
gaaaagcata
    51061 gccagccttg ctcatttaaa gcagcatagc aatgttgaag tagccgtggt 
aaatcttgca
    51121 tccattgcaa agctgaaccg gaaacaatca tatcaagctg ctgagggaat 
tctaaggttt
    51181 caacgtctcc aattaaccat ttcacatgtt cttcatgatt aaagtgctgt 
tgtacctctg
    51241 catacaaatc atttaaaact aaattttcaa tttgaaaaga ttcaacaagc 
agacgagtta
    51301 aattgccaga accacaacca atttcaaaga cacgtgacat cgtgcttgga 
caaaattgct



    51361 ttagtaagtt cgttaagttt tggcaaattt gtttttggac aattgcatgc 
tttgaatagc
    51421 tttgccctgc tttagcaaaa cgttgggcaa ccaaattttt attcaaactc 
acaggaaact
    51481 caccaatgct tcaagttcat gttgctcaac cattgatgtt aaggaaatgc 
gcaaacgcga
    51541 actattttta ggtactgttg gtggacgtac aggcatggca taaaaaccgc 
tttcctgaac
    51601 ctgtttcgcc ttatcgatag cagcctgact ttctcccaca atcactggaa 
taatatggct
    51661 ggtcgatgga ctcacatacc ccttttgcac cactgcttgt tgaagatatt 
ggctaatatt
    51721 ttttaaatgt tcacgttgag attgagccat taatactttt ttaaaaataa 
aatttgccca
    51781 tgccataaca atcggaggtt gagcggtact aaaaataagc ggacgcattt 
tattaatgag
    51841 ataatcttta ataattggat ggcaaataat ataaccaccg actgctgcta 
gcgctttacc
    51901 caaggtacca actagaaaat caatttcctg aattacatta tattgttcgg 
cacatcctaa
    51961 accttgctgt ccacgtacgc caattgaatg cgcttcatcg acatataaca 
tggttttagc
    52021 aaagcgtttt ttaagctgga ctaaagcggt taaatctgtt tcatcgccat 
ccatactaaa
    52081 aatactttcc gtgaccacaa taattcgttc aatctggtca tcatcatgat 
acttttgtag
    52141 aagttgctct aaatgctgta aatcattatg tcgatagcgc acatactggg 
caccagacaa
    52201 acggatccca tcaatcatac tggcatgaac taacttatct gccagaatta 
aagttttact
    52261 atcagcaaca gcgggcaaaa taccaatatt catatggtag ccactattaa 
ataatagagc
    52321 cgcccgacca ccaaatgctt ggcttaggct attttccaac tgttcatatt 
catcaaaatt
    52381 gcccgttaat aaacgtgaag atgaagaact aaaatagctg cgttctaatg 
gatagcaatc
    52441 taaaaattct tggcgaagat caatatcagc tgccaaccca agatagtcat 
ttgaagctaa
    52501 gttgagcatc gttttatttt gaatcgtaat aaaacggcca tgctgcacat 
tttgggtaaa
    52561 ttgtctgaaa ttaccttgtc gttttaactc atctaactct gtagcaaaat 
gatcgagcaa
    52621 tgacatctta atgtgccccc tgcatcgttt taactacttc aaccaactgt 
tcgagcaagc
    52681 cacttaactc ttgttgagtg atgacataag gcggcatgac ataaactaat 
tttccaaaag
    52741 gacgaatcca gattccacgc tctacaaatt gttgctgtaa agttttcata 
tcgacattaa
    52801 aggtgagttc taccacacca attgcaccga gcactcttac atcagcaaca 
taatcaagct
    52861 ggcttaaagg cattaaatat tggctaagct gttgctcaat tcgcttaata 
ttggcctgcc
    52921 aatcttgctc aattaataat tgcgtacttt ttaaagcaac ggcacaagcg 
agtggattgg



    52981 ccataaaagt tgggccgtgc ataaataccc cagcctcacc gcgactaatg 
gtttctgcta
    53041 catgctttgt cgttaaggtc gcagacaaag tcatataacc gcctgttaac 
cctttaccta
    53101 ggcacataat atctggctca acttgtgcat gttcccaagc gaaaagctta 
ccggtacgac
    53161 caaaaccagt ggcaatttca tcaaaaatta ataacagatg atattgttca 
caaagcgctt
    53221 tagcctgacg taaatattca gggtgataaa agcgcatgcc ccctgcacct 
tggacaatcg
    53281 gctcaataat aagtgcagca aggttttcat gattttgctg aatagcttgc 
tctaactcgg
    53341 caatatcttc tcggttccac tcctcatgaa atttggtttg cggagctgct 
acaaaaagac
    53401 ggttcggtaa gctggtacca aaaatctgat gcatgcctgt cactggatca 
caaacagaca
    53461 tcgcattcca tgtatcaccg tgataaccag aacgtgtagt aataaaattt 
gttttttgtg
    53521 gctggccttg tgctgtccag aattgcacag ccattttcaa agcaacttca 
acggcaacgg
    53581 aacctgagtc tgcataaaaa attttatcga gactcggcgg tgtaattttt 
aaaagaattt
    53641 tgccaagttc aatagcagga tcatgagtta aaccgccaaa catgatatga 
gacatatttt
    53701 gtagctggtc ggtcactgcc tgattaagtt cagggtggtt atagccatga 
attgcacacc
    53761 accaagatga cataccatca attaaagttc taccatcatc aagttcaatc 
gttgctccat
    53821 aggcacgctt cactttaaat gtgggtaaag gttgggtcat tgaagtatat 
ggatgccaaa
    53881 tatgttccaa atcaaaatta tcggtcatcc tctatacctt tttacagcaa 
tcaaatcttt
    53941 catttagcac atgttaaacc tgttaagaat gaaagaaaat tgcgagatca 
atcaaagctt
    54001 atgaactttg ctgatgaatt gttaaaaatt ggcagatttc ttcaattgtt 
ctttctacct
    54061 gtaagtaggg aaaagcatgt gtagcatctt ttattagctt ataactcatg 
ttttctgtcg
    54121 ctatatcttt aaaattttcc ataatcttgc aaggaatgac attatcctgt 
tcagcaaaca
    54181 ggtgaagctg tcgtcctgga taggttttca aattatctac caaatttagc 
tgctcaagca
    54241 tttgcaaacc ttctaacaac agtttatttg agggcggatt tgctatgttt 
tgtacactaa
    54301 gccaatcttg ttttgcctga gatgagccaa gtgtaattaa ataataaaaa 
cgttttaaag
    54361 tagcttgggg attctgtaaa aaggatgctt taaattgact aaatacatca 
gcaggcatag
    54421 cagtatgcca cgaggtatta gccacaaaac aaggattaga ggcaagcgta 
attaacgttt
    54481 tagtttggcc cgtttgttta taaaaaaagt caatcaggta tgttgctaac 
tgtccaccta
    54541 aagaccaacc tacaaccaca tcaatatcag ttaaaaaatc aagctgatcg 
tgaaagccac



    54601 catctaaaac attaaaaata ttaataagtt gcgtgtcaca cccagctttc 
gttaaaccta
    54661 attttaacga ttgcaaaggt tctattccta ctccccaacc tgtaatcaat 
aaaattttat
    54721 tttgtaactt catatgcacg ctcaaagaca aatttataga aattatatat 
taatatcaat
    54781 ttaaaatatc ttttaaaatc aatataaaat ttgaattcaa aaaagtaaaa 
tcaactattt
    54841 agggctgtta aatattctga aatatattga taaataaggc ctaaaatatt 
tatatgaaat
    54901 atacaaaaat ttaattatct aaacattgaa gcaaatcaaa aaacaacata 
atccacactt
    54961 cacccataaa tccattatgc aatgtaatta atgttaatac ttatgttttt 
ttattaaaaa
    55021 aaatgactca tcaattcatt ttaatgttag aagattaaat attgatcaaa 
aaaatatggg
    55081 caggcaaata tgaacagtca aagtataata tctgatggga gagaaaaaga 
tacatatttt
    55141 gttacaccca atgatattat aaatacctta cctacagata aaaattattg 
tttatttctg
    55201 gatattgatg gaacattagc tccatttcaa attcatcctg agcatagttt 
tattccaaat
    55261 accaccttag aagttataaa aaaaattatt gaattaaata taccggtgat 
tgctgtaaca
    55321 ggacgtgatg ttgaaacagc gagtaagcta cttcagtcta ttgaattacc 
tatagcgggc
    55381 ttacatggtt tagatattta ttttgattct gatacttata ttcgcccgga 
tttaagcgat
    55441 attaattttc aaaaattaaa agaagatatt ataaattctt gtgaaaaata 
tcccgattta
    55501 ttaattgagg ataaaggaaa ttctattgct ttacattatc gaaaaaaccc 
ggaattagaa
    55561 aataatgcaa tttatattat gcaacagatt aaatattttt atcctcaatt 
aaaattaaat
    55621 agagggaaat ttgtcgttga attattacct aaacaggcag ataaaggtaa 
agcaatacaa
    55681 acaatattaa atcatcttaa tttaccgtta attcacccca tatttatagg 
agatgattta
    55741 acggacgaat caggtttcac ttttattaat caacagtttg gcacttcaat 
taaagtaggt
    55801 tctggtgaaa cagaagctca atatagatta aaagatatta atagtgtttc 
taattttctt
    55861 tttttcttcc tagaaaaaat aaaaaagtta tacgtcaaaa atagtcaaga 
tcagaatgga
    55921 gaacaaatat gtctaaatta atcgtgttat cgaatcgaat tagtatgcca 
tcgggtaagg
    55981 cttcagcagg tggccttgca gtagctgtac aagacgcatt aaatgatagt 
aacggcattt
    56041 ggttaggctg gaatggtcag caaattaccg atactgaagc gcctgaattc 
gatcaggcat
    56101 attctcatgg gatcgactac attacctgcc ctcttacaca tcagcaatat 
gcacagtact
    56161 actgtggttt tgccaataaa gtattatggc cagccatgca tgatcgggat 
gacctgatcg



    56221 aatataatgc agaagaatat aatacctatc aaaaggtcaa tcgtttattt 
gctgaaaaat
    56281 tacaacagat tgctcagcct gatgatctta tttgggtgca tgactatcac 
tttttcagcg
    56341 tagctcgtca ttgccgtgaa ttaggtatgc aaaataaaat cggtttcttt 
ttgcatattc
    56401 ctttcgcaag cttaaatatc tggcgcaaga tcccagttgc actacagttg 
gtccaagatc
    56461 tttgccaata tgatgtgatt ggtttacaaa ctcaaaccga tcagaacacc 
tgtatgcaaa
    56521 cttgtatggg cttacttgaa gctcaaaaaa tactaagcga cagaatcagc 
tataagaaac
    56581 gtcaaatctt gattaagtcc tatcctatcg gtgttcagcc agagcttatt 
cagcgccaag
    56641 cacaacaggc ctttcataca ccatacgtat ttaactttga agatatacca 
cgtcaaaaaa
    56701 caattattgg ggttgaccgg attgattatt caaaaggttt acttgaacgt 
ttcaatgcat
    56761 ttgcaacttt ccttgaaact aatcctgaat atcatggatt ggtacgtcac 
cttcaagttg
    56821 caactccttc acgtacagat attccagcct atcaacgctt ataccaacgc 
tttaaggcca
    56881 aattagagct gattaatgaa gagtttgctc atgaagattg gcgacctatc 
gattgttgct
    56941 tcgacacagt tcaacatgac agcttgatgc atatttatcg tcgttctgac 
atttgctgga
    57001 ttagctcatt acgtgatggt atgaatttgg tcgcaaaaga atatattgcg 
gctcaagatc
    57061 cagagaaccc aggtgtgctg attttatcta aatatgctgg tgctgctgaa 
caaatgactc
    57121 aagcattgat tgttgatcca ttagatagag cagccatgat ggattcttta 
aaaaccgctc
    57181 tagagatgtc aaaagctgaa cgtattaatc gttatgaaca gttaatagaa 
ggtttagcag
    57241 ctactgacct gagcgattgg cgaaataatt tcttgaagga tttagaaaat 
tctccgacat
    57301 tcacaaagtc taagttgtcc ttacaagaaa agtatcaacc tacttaccat 
gtcttataat
    57361 aatttaagct tatggaacat cgaggatgtt tttctcgatg ttccgcggct 
ggtaagcaag
    57421 cttaaattac tttgccttca caagagtaaa gcgattgagt atagcaatca 
tggttaataa
    57481 aaccgccact cctgataaga cggtggttag gctagtccac tggccaatca 
aaccaattaa
    57541 ggctgggcca cttaatgaac ctgtataagc aatcgttgac actaaagaca 
gtgccgctgc
    57601 tttaggcata tcattttggc gtccaacacg agagaacatg actggtacaa 
tattagaaca
    57661 gcctaaacct aaaagtgcat aacccaatac gacaacttgc caaacaggtg 
ccatcacaat
    57721 agtgaccata gcaagagcag caacaattgc actataagtc acaatagttt 
tctcacccca
    57781 ctgttttaac aagatatgcc ctgcaaaacg accacttgtc atactaagcg 
cgaagaaagt



    57841 ataagccagc ccagcaaatg caggattaag ctggtattta ctagttaaat 
aaataccacc
    57901 ccagtccatt gccgcacctt ctgacaaaaa ggcaatgaaa cacatcatcc 
caatcaaaag
    57961 gatcgtacca ttcggacgtg aagatttttt aggcgcgtca gttatttccg 
ctgcaccttg
    58021 ttcatcttgc tcaaatgttg ttaaggcaga tggaatggca acaaagctca 
ccaccaataa
    58081 aaccatgact acagacaatg tgctcatgag tggtgaaagg ccaattgcta 
atagtgcagt
    58141 gacaagcatg gcaccgatta aaccgccaag gctacacata ccatgaaaac 
tagacatgag
    58201 cgcacgtaag ctgtgctttt ccaccacaac tgcttgtaaa ttgatagcaa 
cgccaagact
    58261 acctgctgcc gtaccaaaaa tgaataacgc tacagccatc gatacaagac 
tatgccagat
    58321 cgttaaactt ggtagtaata tcatcaagag tatggttgcc acagcaatta 
atggacgaca
    58381 tccccaacgc ttaactaatg ccccagtcgc aggcatagca atcattgagc 
cgattcccat
    58441 acaaagcagc aataaaccaa aatttgcatg atttaggttt aaacgttgct 
gagcatacgg
    58501 aataagtggt gcccatgcag atatcgcaaa gcccaagcta aaaaagctaa 
gacgagttgc
    58561 taatcgttgt gtacttaaga gagtagctgt atctaaaaca gcaggtttgg 
aaaataacat
    58621 atacgcgaag ctcaccataa aaccattggc gatccatacc aaccgattcc 
ccatagaaaa
    58681 acccttgcct cattaaattt ctaggcaagg gtttttgttg gcgaaattat 
atccaattcc
    58741 acaaaaaaaa catggagtct gatacaaatt ttctgacttt tttgtaactg 
ccaaagcctt
    58801 atgtagtaag gctttgaata tattcaattt ggcaaaatta acatttaaat 
ggtgacttca
    58861 ttttattaaa atgagccaat aaaaaaccca gcctaggctg ggtttttcaa 
gtcattaaat
    58921 ttgagactgg atataatttt gcaggccaat cagttcaatt aaacgcaact 
gtttttcaag
    58981 ccagtaagta tggtcttctt cagtatctga taattgttga cgtaacatgt 
cacgactgat
    59041 gtagtcgcct ttttcttcac aaagtttaat acctgtcgct aatttttcac 
gcacatgata
    59101 ttcaagtgct aaatcagctt ttaagcaaga tacaacgtct gtaccaacat 
tgatatcttc
    59161 acgatgcatg tttggtttgg cacctaaaaa taatacacga cgaataatcg 
catcggcgtg
    59221 agacgcttct tcttgcatct catggtcaat acgttcataa atcttgttta 
agccccaatc
    59281 ttcatacata cgagaatgga ttaaatattg atcacgggca gccaactctc 
cgccaatgag
    59341 catatttaaa tagtctatga cttctggatt gccacgcata ataaatctcc 
tatcgtatga
    59401 gtctattatg ggcaaactta aaaatgattg caaaacaaaa aatagttaag 
tttatgattt



    59461 ttatcaaatt aaaatgagaa acatacgcat ttgcagttta agttatttaa 
atttcctttg
    59521 caaaaagaaa cgcttgtccg atttataagc tcagacaagc gttcaaatat 
agcaaaaacc
    59581 atcaatttat aaatttgtaa ctaaaatcaa tggttcttat ttcgctatac 
ttttagctca
    59641 aagtttgccc atagcctgcc atgagtgata agaaatctgt ttcattcatg 
acgggaatac
    59701 ctaacttcgc agctttttct aattttgaac ccgccttctc accagcaact 
acacattttg
    59761 ttttgctaga aacactccca cttactcgtg cacctaatgc ctgtagcatt 
tgagtggcct
    59821 gatcacgggt catttgttct aatgtacctg taagtaccca gctttcacca 
tttaaaggtt
    59881 gacgcgttgg tgctgttggt gcatcccaat gaattcctgc ggcaattaaa 
cgatcgagta
    59941 cttcaatgtt atgcggtgcc aagaaaaagt cagcaatcca ctctgctgta 
atatccccta
    60001 catctggggt tttctttaaa gcttctacat tcgcagcttt aagtgcctct 
agcgtctgaa
    60061 atgtatttgc taacattcta gccgttgttt cacctactcc acgaatacct 
aatgcataaa
    60121 taaaacgtgc tagagttgtt ttcttacttg cttcaatcgc atctattagg 
ttctgtactg
    60181 acttttctcc cattttttcg atgcccaaga gagtttctct gtgctcatgc 
aaatggtaaa
    60241 tatcagcaac atctttaagt aaatcgagac gtaataaaga ttctacccaa 
cgatctccca
    60301 agccctcgat atccatcgct ttacgcgata caaagtgacg aatggcttca 
atacgctgtg
    60361 cggcacaata taaaccgcct gaacaacgtg cgagagcctc accttcaggc 
atcactacag
    60421 gcgaagcaca tactgggcag gactctggta aatgaacaac ttctgcttca 
gcaggacgga
    60481 actccggcca aactttttct actttaggaa tcacgtcacc cgtacgatat 
acacttaccg
    60541 tatcgccaat gcgtacatcc agacgatgaa tttccccaat attatgcaac 
gttacgttag
    60601 aaacagtcac accacccaca aaaacagggt ttaagcgtgc tacaggggtc 
aaagtccctg
    60661 tacgccctac ttgccagtca atctgctcaa ctgtagttaa tgcagcttgt 
gccgggaatt
    60721 tataagcagt tgcccagcgt ggttcacgac ttaagaaacc aagctgctgt 
tgttgtttta
    60781 ggtcatcaac cttcaccacc atgccatcaa tttcaacttg caagtttgga 
cgttcttgct
    60841 gaatttgctc atagcgctgc tgtacttctt gaattgaatt acacaagtac 
tgacgctcag
    60901 caatttggaa cccaagttcc gttaaccatt gcaagctatc atgcatggtt 
gttaggccat
    60961 gatttggttc acactgtgca atcccatacg cataaaatgc caaaggtcga 
gcagcagcaa
    61021 tatttggatc aagttgtctt aaacttccag cggctgcatt tcgagggtta 
gcgaaggttt



    61081 tttctccctt tgcttcttgg tcagcattga gtttttcaaa accagacttt 
ggcatcaata
    61141 cttcaccacg tacttcaagt agacgaggta tttcatattt ttctgaatgc 
agaactttag
    61201 gtaagttacg aatggtttta acgttttgag taatgtcttc acccgtttcg 
ccatccccac
    61261 gggttacgcc gcgaacgagt acaccatttt cataccatat tgaaatcgca 
aggccatcga
    61321 gttttaactc aacttcatat tgtactttct ggttcggaag tcgctcttct 
acacggcgtg
    61381 caaatgcaaa taaatcttct tggttaaata cattaccaag tgaaagcatt 
ggcaccacat
    61441 gcgtcacact ctcaaatttt gaaagcgctt gaccacctac tttcattgtt 
ggtgagtcgg
    61501 cttgtacaag ttccggatat tgttcttcta aagcttttaa ctgatgaaat 
aaatgatcat
    61561 attcactgtc cgagattgtc ggctgatcca tgacatagta ggcatggtta 
tgctttgcaa
    61621 tcagttgaat aagctgacgc atctgttcga tcacggaagt tattgccatt 
attttattca
    61681 ccataaaaaa gggtggaaat ttctccaccc tgagctgcga ctagatatat 
tgcaattatc
    61741 gcaacctata ccaaaaattt aaactaggct gttgcctgtg ctggacgata 
atcaatcaca
    61801 tgatggcgcc aatgttcttt taactgtggc gtaaattcaa ggttattttc 
atcataaacc
    61861 ttaccatcaa tttcacgagc aataaggcct gcaatactgg tcatcatgtc 
aaaaccggta
    61921 acagctttgc tgtttggaag tgcaaggaaa aatgctaagc cttgaacttg 
ttcagtcgat
    61981 aaagtttcta aatcgaaacc agcaggacca ttatcagtca tacgcaatac 
agagaacatc
    62041 agtgcacttg gctcatcggt attttcatag cggtggaaac aagacatttc 
accgtaacgt
    62101 agaccatatt ttaaaagcac tttcagtgct ttatcacccg ataacgcacg 
gcgcggattt
    62161 ggatatacat ttaatgcgat aatctgctca gccattgcta acgcactttc 
gtcatcaaaa
    62221 cgctgctgct catgtaaatg tacatcaaga atgttgcttt caccttcaaa 
ctcagcaatt
    62281 tcagcagttt cgatatttgg atttaagctt aattccggct cagttttcgg 
ttgcccttct
    62341 gcaacttttg gttctgatga gctaacaact tctggttcag cagaaacggt 
atcaactaac
    62401 tcaactgaac tattttcact tacagttggg ctaacagtat tttcttcagc 
tttaacttct
    62461 tctacttcta ctggcgtatt ttcaacgggt acttgtgtct ggactgtttg 
agcttgtgaa
    62521 gcctgttcta gttcttttgt tcccttttct tctgactgtg ctggctcgct 
taaagttggt
    62581 tccactcgtt cagcaacggc tgctgacgca acagtaactt ctggctgttc 
aagttgatct
    62641 cgtacatgac gagggataac cggttgatta ctttcaggat taatatgcaa 
atcactgtct



    62701 agcgagggtt cagcatggtt cggctttttt aaaatcattc ttaagccaat 
tagcatgata
    62761 ataatggcaa caacgatgcc aataatcgta ttgatttcca ttctatgact 
ccgaaactaa
    62821 cccgtattct tttgcctgtt ctaaattgac agtgactaat tttgatgtac 
ccggttcagg
    62881 catggttaca cccaacaagt cagttgccat ggtcatcgcc agcttattat 
gtgtaatgta
    62941 aatgaattgt acatgttcag aaagctcttt taccaaatta caatatctct 
gtacattcgc
    63001 atcgtcgagt ggagcgtcca cttcatcgag tacacaaaac ggtgccggat 
ttaacctgaa
    63061 aatagcaaat actaatgcta acgctgttaa cgctttttct ccaccggaaa 
gtaatgctag
    63121 agaactgttt ttcttacctg ggggtctcgc catgagctta accccagatt 
gccaatcatc
    63181 ctcaaggctt aaactggctt caccaccatt aaaaactttt ggaaatagat 
tttgtaactc
    63241 ttgattaatc tgatcaaaag tcgacataaa caacttacgg gtttcttggt 
caatgctctt
    63301 catcgcatct tttaactgag ttaccgtatt ttccaagtct tgaatctggt 
ggctcaactc
    63361 atcaaaacgc tgagaaactt cttcaaactc ttgtgaagca gctaagttaa 
ctgcaccgat
    63421 tttttcaaac tgtttctgta ctttttctag tttttgctgg tgttcattta 
aatctatttt
    63481 caaacccgtt tgaagctcgg catttaactc tttgagctgt tcttgatagt 
gctcacggtc
    63541 cgacttggcg gcttgccatg ctaaacgttt ggcttcaagc tgctctctaa 
gcttttcatc
    63601 ttgctgttgg tattgatggc gttggtctgt aagcgtttgt tgcttctctt 
ggacactatt
    63661 aagctcaatc tgccattcat tccatgtctt ttgcagcttt tcggtttgag 
caaattgttg
    63721 ttgaaactct gactcaaggt ttggcagctc taactgaata gggtccacaa 
actttttcgc
    63781 ctgttccatt tgcgctgtaa tttgttgata ttggctctgc aagaacgaaa 
tatctttttc
    63841 aagcagctca atttgttgag ttgtctgcgt actattacgt cgtaaaatct 
cacgttcttg
    63901 ttgttgctgt tgtaagactt gttgctgttc ctcaagctgc tctgttaatt 
cttctacctg
    63961 aaattgcaaa gttttatagt caggtaaaat agtttcgagc ttcattgcca 
atgcatgcaa
    64021 atcaatttca agatcatctt tttgcatcgc atcttcttca agctgcgtat 
ctaattgagc
    64081 gagttgatct ttcaattgct gtttttgcaa taaaaatgct tgtgctgcgg 
tttgttgctt
    64141 ggcaatttgt acatcaagct gttgcaagtc tttttgtttt tgtttaatga 
cttgttgttt
    64201 ttgctgtagg tcaacttgta actgtcctag ctcatctttt tgctgaacta 
taatttgatc
    64261 taatgcttgt aattctggtt gctgcttttg aagaacttgt tcaatttcgt 
ctagacgaat



    64321 acgatgactg agcatacctt gcgcactttg actttcgtca tcatacataa 
gagcaattac
    64381 ccaatcttgc ccgacatgat aaccatctaa agtcaaaata gactggccat 
attgcagttg
    64441 cttttgttca tttaaagcat gagataaatc ttgtgcaatc gctacattcg 
agaatattga
    64501 tagctgtggc gatgcaatcc aatcattcaa gcaagtcagg ttccccttaa 
atttgcttga
    64561 ttgctctgaa ggctttaact ggcgagcaat tccttcctga aaggcttgtt 
cagtttcaac
    64621 aatatgtgcc tgtaaccatt ttgctaaaaa cttttcaata atttgtgcgt 
gtggtttgcc
    64681 ctgctctgtt aactctagag cctgcattaa acgtagcgta tcttggtttt 
gctttggact
    64741 ttgtttagca acaagctggc ttaagttttt ctgctctgat aataaaacct 
gtatttctgt
    64801 ttttaacgtt tgctgctggt ttttatttac ctgatgcgct tgttgagctt 
gttcaatacg
    64861 ctgcacatac tgctcaattt cagcttctag cgttgagatt tcacgacaaa 
gctgctgctg
    64921 taattgctca agctcgcctt gttcatcttc gtgtacttgc gattggatct 
ggtttgcttg
    64981 atgttgcagc gtttcttttt gctgttcaat gcgctgaaca tttttgccta 
attgctcgat
    65041 ttgagcagac atttgcattt tttgctgctg ttgtttttca acctgagctt 
ttacttgctc
    65101 aaattgttgc tgcgcttgcc gttgctgtga ttgtaaactg gcaaaatttt 
gctctgcttc
    65161 agctgctgta tgctcaactg ctgttaaagc ttcagtttgt tcttctaact 
ggctattcag
    65221 tgtttcaagc tgtaattcag aaagctgtaa acgttctttc gtttgagctt 
tttgttgttc
    65281 caattgaaca agggttgtac tgttttgctg aaataaactc tgtttttgtt 
ccagagtcat
    65341 tttcaactca gataattttt tttcggcttg ttgccattct tgttgtagtg 
gtgaagattg
    65401 ctgaataagt ctctgaaata aagcactggt agattctaaa tcatgttcaa 
tcgtacttaa
    65461 ttctgaacga actaatttaa aagtttctcc cagttcgttc atttgaacag 
tatattcttc
    65521 ttgtaggcgt acacttttct ctgcctgaaa agacaaaatt tcaattttga 
gtgtacgaat
    65581 ctggttttct aacgttttat attgaaccgc tgcttctgac tgacgcttaa 
gtgttttaag
    65641 ctgcgatttt aactcaagcg caatatcttc taaacgtgaa aggttttgct 
ccgtatgttc
    65701 aaggtgctgc aaggtttcgc ggcgacgcgc ctgatagcgg gaaacacctg 
ctgcctcctc
    65761 aatgaaaata cgcatttctt caggtttggc atcaaccaag cggttaatca 
tgccttgttc
    65821 aatgactgcg taagagcgtg gccctaaccc tgtgcccaag aaaatgtcag 
taatatcacg
    65881 gcggcggcaa cgtgtaccat ttaagaaata ctcagattta ccttcgcgag 
ttacctgacg



    65941 acgaactgcg agctcattat aagcattata agctccacct aatttgccat 
aggtattgtc
    66001 aaaatgcagt tctacactgg caacaccaac tggcttacgc ttggatgttc 
cggtaaaaat
    66061 aacatcttgc atgctaccac cacgtagctg acgagcgttt gactccccca 
tcacccagcg
    66121 gattgcatca ataacattgg atttgccaca accatttgga ccaaccactg 
ctgtgcggtt
    66181 cgccttaaaa tttaaagttg tactatctgc aaaagattta aagccggaaa 
gttttaaact
    66241 gcttaaacgc ataatgccct aactagcggc gtgagcgtct cgcccaagcc 
aattcaatct
    66301 gtttcattcg tgtcagcgat tccaacacaa ggttacgtaa gtgtcgacaa 
aaatcttcca
    66361 taaataaagc ggcttgttgt gattttcgga tcaaaattgc atcagtcacg 
agtttaaata
    66421 atgcaaacgc ttcttgtagt tcccgtttag aggtatttag cgtcaaaaaa 
taactacgac
    66481 gtaatgatgg taataattct ttataaaatt tcattaaata aggattaccg 
accatatctt
    66541 gttgttcagc aagatattgg aaaatagcat cgtagaattt ttcgatatcg 
cctgctttta
    66601 catgctcaag aagctgttct aacaagagtt gtaattgatc agcttcatgg 
gcacgccatg
    66661 tttcgcttat gcgttgtaca atatgcccca ataacatcat atttgtatca 
aacaacgctt
    66721 tgacctgttg tgccgacatt tccgaaacaa ttgcaccacg acgcggaaaa 
atttcaatga
    66781 gatgcgtacg ctcgagtaat aatagcgcct cacgaactga tcccctactt 
acgtcaagct
    66841 ctttagcgat acgaagctct tgtatacgtt cgccttcaac caattcgcca 
ctaataatct
    66901 gttcgctaat atatttgaca atttgctcag aaagactttc tgtctcttcg 
agattcataa
    66961 atcacccgct actttttata tgcattaatc catgcttttc tttcgcatcc 
ttgtttttaa
    67021 ctgatctcat ccattaaaaa ctatgtcatt gtctgacaat tttattgcat 
tttaagccaa
    67081 cccacccaaa atctatacag aaatcggatg aaaaactcac ctttaatctt 
ttcaagtctt
    67141 caaataaaaa aagcttaaac cgtgagagtc taagctttct tttctatata 
tttttaataa
    67201 aacgttttta attcataaaa cctttataaa taaagtaact gccgaccacg 
actaacaagc
    67261 aagcaaagca tttttttagc atttgtggtg acaatgcgtg ggcaacctta 
gccccaagtt
    67321 tagcggtgac aaaactcatg acactaatac caataaaagc atagatatgg 
atatatccaa
    67381 tcgtattagg tacagaaatg tgctctttag caccaaacca cataaaacca 
attgcacctg
    67441 caatagcaat aggtaaacca caagcagcag aggtcgcaac tgctttttgc 
atgactacgc
    67501 catgacggtt taaatatgga acggttaaac ttcctccccc aattccaaaa 
attgcagagg



    67561 caataccaat gcctccaccc gccatgaatt gcataggggt tgaaggaagc 
tgacgtgttg
    67621 ggtcaaccac aacatgggct cctttgaaca tccgataagc catcacaaca 
gcaaagacac
    67681 caataagaag ctgtaaatgc tgtccagaca aaaggtcggc aatacctgca 
cctaaaaagg
    67741 aaccaatcac tagtcccggt gctaaattac gaaaaacagg ccagaggact 
gcaccttttt
    67801 tatgatgagc cgaaactgaa ctaaaggaag tcacaataat ggttgctagg 
gaggttccga
    67861 ctgcaatatg catgattacc gcgggatcat agtgcaactg ggtaaaaacg 
acatagagaa
    67921 ttggtacaat aattagtcca ccaccaactc caaacagtcc ggcagtaaaa 
ccagcaattg
    67981 cgccaatgag taaatatatg attaactcca taaatgtttt accactctgc 
tcatattcaa
    68041 catggattta gagactcgcc aactacaaca acttttaagc gcaaaaaacc 
agcttccaga
    68101 agtggtttta ttaaaagcaa ccacaacttc gaccaatgat gatattcgtg 
aaattgccca
    68161 aaaaggcatt acaacaggct tggtttgcag tgctcaacaa actcaagggc 
gaggtcaaca
    68221 tcaacggcaa tggatttcac ctgaaggaaa catttattta agcacattgg 
tgcaaactcg
    68281 aacaccctta gatggtcgct tagcacttga agttgcgttg aatattttgc 
aaattccaca
    68341 gctacaacct ttgagtctac aagtgaaatg gccaaatgat ttgtatagta 
cacaaggaaa
    68401 atggggcgga attttggttg aacctctttc ccaacatcag gcgattgtag 
gtgtaggtat
    68461 taatttaaaa acaccaccag tcactgatag tgatcaaccg atcacgtctc 
tagaagattt
    68521 aggcctagag caaatgagtc gtcttgagtt aatttcagag ctttatgttg 
caattcaaaa
    68581 tgcagcccgc tggtttgatc acggttgtta taaccttgca ggacgtttta 
accaccatgc
    68641 tgcatggctt aatcagttag ttcagttcga acatagtcaa ggactggtat 
atggccgttt
    68701 cgttggaatc tctaatgaag gtgcggtgat tattgaaact cctgaaccac 
agcagtttta
    68761 tcaaggtcgt ctaagaccac aaaccactca gtaatcaggt attttcctat 
gaaaagttta
    68821 tggcttgata tcggaaacac ccgtttaaaa tactggatta ctgaaaatca 
gcaaattatt
    68881 gaacatgcag ctgagttaca tttacagtct cctgccgatt tattactggg 
attaatccaa
    68941 cactttaaac atcaaggctt gcatcgtatt gggatttctt cggttctcga 
taccgaaaat
    69001 aatcagcgta ttcagcaaat tctaaaatgg ctagaaattc ctgttgtttt 
tgccaaagtg
    69061 catgctgaat atgcaggttt acaatgtggc tatgaagtac caagtcagct 
cgggattgac
    69121 cgctggctac aggtacttgc tgttgctgag gaaaaagaaa actattgcat 
tattggttgc



    69181 ggaactgcgc tgaccattga tttaaccaaa ggcaaacagc atttaggcgg 
ttatattctg
    69241 ccaaaccttt atttacagcg tgatgcgctg attcaaaata ccaaaggtat 
taaaattccc
    69301 gattcggctt ttgataatct aaatccgggt aataacaccg tagatgcagt 
acatcatggt
    69361 attttactgg gcctcattag tacgattgaa agcattatgc aacaatcacc 
taaaaaacta
    69421 ctcctcacag gtggcgatgc tcctcttttt gcaaaatttc tacagaagta 
ccaacctact
    69481 gttgaaacag atcttttgct taaagggtta caacaatata ttgcccatta 
tcctaaagac
    69541 tagaatacag accaaaataa aaggcgctct aggcgccttt tattttatgg 
ttttatttct
    69601 tttggtcgtt gttaccaaac agtggtccca taccgccacc accgccaaat 
tgtttttgca
    69661 tattgcctaa tgaacgcatc attttgctca taccagatgg attcgcaaac 
ttcttcatca
    69721 ttttagccat ttgtgcttgt tgcttaatga gtttattcac ttcagctaca 
tccataccac
    69781 acccagctgc aatacgtttt ttacggcttg ggttcatcag gtctggatta 
cggcgttcct
    69841 tgatggtcat tgactggata atagcttcca ttttcttgac ctgcttttca 
ggattcgcct
    69901 gctcaattgc ttgctgaatt cctgcactgc tcatgcctgg caacttgtct 
aagaagccca
    69961 tcatgccgcc catcttcttc atttgctcaa attgcatcag catatcttca 
aagttgaagc
    70021 tgccaccttt ttgcaatttt ttcgccattt tctcggcttt ttctttgtcg 
attttacgtt
    70081 caacttcttc gactaaagaa agtacgtcac ccatacctaa aatacgttgg 
gcaacacgat
    70141 ccggatggaa tggttctaaa gcatcaagct tttcgcccat acctaagaac 
ttaattggct
    70201 taccggtaat agcacgcaca gaaagtgccg caccgccacg cgcatcacca 
tcagttttag
    70261 taagaatcac acctgtaagc gctaaagcat cattaaatgc tttagcagta 
tttgcagcat
    70321 cctgacctgt catggcatca accacgaaca gagtttcagt cggcttaact 
gctgcatgca
    70381 attctttaat ttcgtccatc atgtcttcat cgacatgcaa acggcccgcc 
gtatcgacaa
    70441 tcaacacatc agcaaactgg atttttgcct gttcaattgc acggttaaca 
atatcaattg
    70501 gtttttcaga agggtctgat ggaataaagc ctgcaccaac ttctgctgac 
acagtttcta
    70561 actgtttaat cgctgccgga cgataaacgt cggcagaaac ggtcattact 
tttttctttt
    70621 gacgttcttt taagaaacgt gctagcttgg ctgctgtagt tgttttacct 
gcaccttgta
    70681 aaccagcaag taataccaca actggaggct tagcacttaa atccagtgtt 
tcattggcct
    70741 cacccatcat cttggtgagt tcatcataga caatttttac aaatgcctgg 
cctggagata



    70801 actgagtcat cacttcttgg cccaatgcct cttccttaac tttcgcgata 
aattcacgag
    70861 ttacaggtaa cgcgacatcg gcttcaagaa gagccatacg tacttcacgt 
aaggtatctt
    70921 taatattgtc ttcggtcagc tgccctgagc cagtaacatt tcttaaactc 
tgcgtgagtc
    70981 gttctgttaa ggtatcaaac attgcaaaat ccgcttaaaa tggctagttg 
caaaaaaatc
    71041 tttctcgaaa tagaaaattt atgcatagaa tgctatagga tactttagtt 
cgcagcgaat
    71101 ttatatctta tctagatgaa ttaatcctga aaaaggtttg acatgattag 
cctccccttg
    71161 gtttacacaa ttttggcact catcgcatat accacttctt tctggtatct 
gttcatacgt
    71221 ttaatgtcaa aacgcgaacc aaatccatgg ttatttgctt ttgttacgac 
cttagcactg
    71281 ctgttacatg gcacagtttt atgtcatgcc atgctgaccc catcaggaat 
taactacgat
    71341 gtttttaatc tggtgtcttt tacatcagga cttatgttgt tgttaagctt 
agtttttagt
    71401 actttccgtc cgattgtacc gttaaacttg ctcggcattc ctgtagcagc 
gattggtctt
    71461 attttaggtt ttgcatttag ccgtcccgat cagtttattg aacagcattc 
attaggttta
    71521 gatactcata ttattctttc actttctgct tatgctgttt tactgatggc 
aaccatacat
    71581 gcgatcttga tatggttcca aaaccgtgaa ctcaaaaaga aacaaaaaaa 
acgtatttgg
    71641 gtcaatttac ttccatccat tcaggccatg gaatctttat tatttgacct 
catcattact
    71701 ggttttattt tattaaccat tgctctcgcg tttggtttct taacagttga 
tagcttcttt
    71761 gcccagcatc tcgctcataa aaccgtattt agtattattt catggtttat 
ttatggctct
    71821 ttattgattg gccactataa acttggctgg cgcggacaaa aagcgattcg 
ttttacctta
    71881 attggttttg cattattagc gatcggtttt attggcagta aatttgtgct 
tgagatgata
    71941 ttgggccgat aaaacaatta aaatttcagc actactagac agcgttatac 
atatcccgta
    72001 taacgctgtt tttgttttgc tcaggtgact cagactgtga aactcatact 
cgctccaatg
    72061 gaaggtttaa ctgacccgat catgcgggat acactcacat ctgttggtca 
cttcgactgg
    72121 tgtgtaaccg agtttattcg cgttacagac agtattttgc cagaccatat 
ttactatagt
    72181 ttttgtcctg aacttaaaaa cgatggtaaa acagctgctg gaacacctgt 
acacgttcag
    72241 ttcttaggca ataatccaga gatgcttgca gcaaatgcgg caaaagtcgt 
tgagctgggt
    72301 gctcctgcaa ttgaccttaa ttttggttgt cctgcaaaaa ccgtcaatcg 
acatcgaggt
    72361 ggttcggtac ttcttgatga accagacgta gtacatatgc tgattaaggc 
agtccgtgat



    72421 gcagtacctg cgcacatccc tgtttcagca aaaatgcgtt taggttatct 
agatgaaaac
    72481 cacaccatgg aaaatgccca tgcagttgaa gatgcgggtg caagctggtt 
aacagtacat
    72541 gctcgaacta aagcagatgg ttatacgcca ccagcttatt gggaaaaaat 
tctaccgatt
    72601 aaagaagctt taaaaattaa tgtgattgct aacggcgaaa tctggaccaa 
tgctgatgct
    72661 agagcttgcc agcaacaatc tggctgtgaa gatttaatga ttggccgtgg 
tgcagtgact
    72721 actccagatt taacacaatg tattcgccaa aatatggatg aagcactgtt 
tacttgggaa
    72781 caactggttg acttacaaat acgtttttta aatggtcaag caaaaacaga 
aattgggatg
    72841 gttggccgtt ataagcagtg gttaggtatg atgacaaaag cctatcctca 
agcgaaagaa
    72901 ttatgggacc aagtgaaacg cattaaagct ttagatgaaa ttgttcagca 
gctagagcaa
    72961 accagttctt ctcgtattta atcactcaaa caaaagagag cgattgttta 
gacaaccgcc
    73021 ctcttttggt atttcaggtt aattaattat ttttttaaaa gccacttact 
ttcattttaa
    73081 agtcggtcac cgaagcaccc gtaactccaa aactccccat agacccattg 
ggtaaattat
    73141 taaatgttgt tgtactttgt gtacctaaat ttcctaaagt cacattgtta 
agtgatgcat
    73201 caaatttact agatacacct atatttccaa aggtaagtcc tgtcgggtca 
accccagcat
    73261 aaaatccatc aagaacaaaa cccgttgacg cattcgtacc tgcaaattta 
aacccaaatg
    73321 tagcacccgt gttatcggaa actaaagtaa tcgggcagcc agatgcagca 
gaacaaatcg
    73381 attgaatagc tcctccgaat ttaaccataa ccgactgggc agcatgtccc 
aattgaatat
    73441 ttaaacgagg cttattggtt tgtacaaagt taatatcaag attaccagta 
gaacgaatca
    73501 gctcttttac cccggtattc accgttgtgc ccgaactaaa aattgatttt 
ggtgcataac
    73561 ttgttaatgc ataatcggat ggactagata aagatgtgct tggtgctaaa 
taaactgaaa
    73621 atggtaaaag ccgaatacca tttacgtcac tccccatcgt gacagctaaa 
tttaaaaaag
    73681 gatttccacc accagcatcg gtatcaattg caatattaaa agaaggattt 
gtagatacag
    73741 cagctttaat aaactctatg ccaggaaccg gattagtaga gtttcctgca 
atgacaagac
    73801 ctgctttact gttgtaagac gtagatgcaa taccattcgt atcaatcaag 
gcaacttgat
    73861 taaatttaac ttgatcggcc tgaataccta aagttagacc attttgaccc 
gtcgcagctg
    73921 caagactttg atcatctaaa ggctgcatcg caaaaacact tgaactaccg 
gcaagtaaca
    73981 gccaacaccc tatattttta tttttcatgt cgctctaatc cttaagagac 
aaacgtttat



    74041 tatttgttca gactatcaga ataatattca agtacaaagc aattatctct 
ataacccgac
    74101 gaatgcaaat ccaatcacac taaactaaaa tttatataaa aaagtgacgt 
taaacgtcac
    74161 ttttattgat tagttaaagg cgccatttct aggcacaatg ctaaagctac 
tatttagacg
    74221 tccacccgta attgcaagct cacctaaacg tgctcctgca cctgttgaag 
gtggatagaa
    74281 attaatatct ttcacacgta atgcgccgtc aatactctta tcagggttaa 
aataaaccgc
    74341 ggtatttacg ccaactttac ctaaaccact tgcggtatct ttgcccacaa 
ctaaagcggt
    74401 attaaacgct agctttccag taatattgtc aaaaccaatt gcagaaccat 
caatcggatc
    74461 actaatttgt acagtatttc cagttgctgt cgcaggcatt gtaaaatcgc 
cgagtacagt
    74521 taaagcacta ccatctgcaa ttgaactatt cggcactatc gataaattaa 
gatcaccgcc
    74581 taaacgtagt tttaaaccaa ataagacatc attatttttg gcaaagttat 
cgattggcga
    74641 agtacaagac ccagttgccg gacaagtttt atatttagct cccggtaaat 
aacctgccgc
    74701 aatttcggtt gataaagcaa gtaacatatc ttttaaaccg atatttaaac 
tgccattttc
    74761 taaaccaata gtgccattgc ctttgaggaa catatcaata ttacgtaacc 
ccatataata
    74821 atcggtaggg ttgcccgcat tattagtatt tggagaacca tcaattaata 
aaattgaagt
    74881 tgttttagta ccgcctgcat ctcgacctgt cgttccgaca gctataccaa 
aacctaaacg
    74941 tgaagttgta ccagatgttg caactaaatt ttgaatcggt ttaccgttgg 
catcttttgt
    75001 atagtaataa gcactatttg caggcgcatc tacaccatag acagcggcat 
tcgcatttaa
    75061 attataaaaa ggtaatgcca aaccccactg gttatttaaa ccattatctg 
caaattgatt
    75121 ggcagcagcg acatttgcac tggtggtaaa acgaccgcgt cttgaaaatg 
cctgaaactc
    75181 tgctccacgc atggcaagaa ttaagctaaa tggattagtc accgtatcac 
gatgaatatt
    75241 atgttgataa tcggcagctg tggttaaagt gccagatcct aaacgaattg 
catttaacgt
    75301 tgcgttattt ggcattaata aagtttttgt atcagcaaga tttagataaa 
tatttccgct
    75361 gtcaaaataa ccgcgtgtag ccgagttcag ccccgttaaa ttaccgaatt 
caaaaccata
    75421 agcattcaga cctgcaccac caatttccaa ggtagttgct ttaccatctg 
aacctaacat
    75481 cgaatcatta tctttagtga actccccttt catacgaaag gcaattccag 
agttacctaa
    75541 aatactatta cttgatcccg tacctgaagc tgtattagca gtacctaatg 
ttgttttatc
    75601 tgaagagcca tccataccac ggacttgtaa gtaactattg accatacggc 
cgctagcacc



    75661 taaacgaatc aagcctttag aattctgtgg gctatttgtc gtgtctaggg 
cataaggatt
    75721 tgacttatca acatttgagc taagcattac ctcaatattc agacctgaat 
tggttacttt
    75781 cccgctactg tctacatatg taccagcagt taaaccagaa gcagaatcgg 
cgacacgatt
    75841 aaaatcgaca tagccatagg tactatttgg agtttgccca accgcagcag 
tattagaccc
    75901 cgtattggtt tgtaaaacca gacctcggtt agggtcaatt aacatagcgc 
ctttaccaac
    75961 aaaattaaaa ttaaagtttt ttaaaattaa ttggttaagt tgcgtacgtg 
catctacttg
    76021 tcctaaataa atattcgcat tattgaggcc aagtctcatg cttgactggc 
tatttgcatt
    76081 aaataagcca tcttgtgtag taagggctaa actcaaaggt gaagaagtct 
gaatagccag
    76141 ttgtcccatt gtaggtgagc aaattgacga actattacag accttaaaac 
tattcacagt
    76201 aataagagaa ggattactct gtaaggagaa atctagacca gtttttcctg 
tcgttggatt
    76261 actacccaca tccaaacggt agtttgttcc taatgtttgt gtggaagcat 
tactcttttg
    76321 tacttttatt ccaccagctt gggctctcaa aacctgatct gcactatttg 
aagttcctgc
    76381 atgatcgtcc caataggcat tgtctatatt aatttcatta taagtcgtct 
ggatcgatat
    76441 accatcttgg ccattcacgg cactcaaatc agcgtctgtt aacgcttcta 
aagcaaaaac
    76501 ctgtccgctc actaacaaca tactggctgt taatgtattt aaaataaact 
ttgagccgtg
    76561 actttcttta tttttgttca tcacttcagt tcctttgaaa tctacattaa 
cctttaacaa
    76621 cgtggatggc taccatcaca gctaaagacc atgacttttc cttgaattgc 
catgttaccg
    76681 ttcatcatta agcccataaa acctgtttca cgaccatagt catacgccga 
tggagtcgca
    76741 gtagctactt gctggttcgc actattagca gtcgctgcat aggttggttt 
tttgaaatat
    76801 gcataatcat acatatttgc actcgagcct tgcgttgttg ttgagctcgt 
aaagttatct
    76861 tgctcaattg acagagcatt aaaaccaaag ttacgaatta aaattggctg 
tgctgcacta
    76921 aaactaagtt gaatagccgg ttttataatt tcagtattac ttttatcaag 
atactttaaa
    76981 tcagcaccat ctaaacccat tttttgaata tttaaagtgc cttgtacgcc 
tttaaatact
    77041 aaccaaagtt tattaccgct atcactattt tcagcccaac cacttggctt 
agtcgtgtct
    77101 gcttgcacaa aacgtttgtt aattgctaaa ccaatgtgac aaaactctac 
gttttcacaa
    77161 acgccgccac tgccattatc aaatataccg ttactggtct ggtttaaatt 
aagcatgagt
    77221 gataaatcag caccagcttg gccattgatt gcctgtaatg catcattatc 
caaggtctgt



    77281 aactctgcat gagtcacagt tgcacaaaga gcaaagagta aagcagttat 
ttttttcatc
    77341 gcgttaccct cctcttagag acccttagtt gtcagtttta aatgctgaat 
taaaacacca
    77401 tcaataacag ctgaacccat gttatttatt ggactagagt ttataacagg 
tgtaggtgcc
    77461 tgatttaatg ttgggaaagt tgtacctgtc attccattat tggcaccaat 
taaattattt
    77521 acttcgttat ttgctgccgt taaccaaaca gctgatgagt tcgcccaaac 
acggtttgca
    77581 atggaaccat acataggtgt agttccagaa gtactactac aaccaatagt 
tggagaacat
    77641 gtagcatctg caggttttgt tgttggggct aaaattgccc aaggtgtaga 
accattatta
    77701 tattcccact gatatagata tcctgttgta ccagcgccac aaataaatag 
agtacaacta
    77761 taagactgta cccacgtctg agtatttact ccacgttgtt tataatgtac 
ttcagtcatc
    77821 tggtttgaat aagttgtttg tgaaatcgta cctgaattta acttaccaaa 
cgaaataccc
    77881 actgctcctt catcggttga agctcttaga gtttttccac catcctcgct 
ataggcagta
    77941 ccaatagaaa tactactgtg tgttgcatta tagccttggt aatttttacc 
acctaaagtt
    78001 agttggctac cacattgata aacattacaa gttgagcctt tataagaggt 
atctgcaccg
    78061 ctgtagtcag tataaatttg tttataaatt tctggtttat tcgcaatacg 
ggcaatttct
    78121 aaactaaagt ttttaccatc agaacctagc accagaggct ggtataaagt 
acctaataca
    78181 agattaatat ttgggttata aaggtaaact ccctcattag catcaaaagt 
cggtgccaca
    78241 ccaccattaa ttgcaggtgt aataagattt ccagtatcgc tcgtttcacg 
tgtactcaaa
    78301 cgtaaaactc ctgcattcga taagcctgag acatcccacg tttttgtggc 
ggttttacta
    78361 tctgtacgtg tacgtttttc tacataataa cggcatcccg ctgaggtacc 
aaaacttcct
    78421 gtccctccat tattacaatc acctgttgtg cttgtactta atgtcgaatt 
agcacccgca
    78481 tgaataagag tccacggaga agtagtagat ccttcggtta gagaacttgt 
agtaatagcc
    78541 ttaacatcct tgctgtctcc gctattcaaa cgtataactc cggcaatccc 
caatgtatta
    78601 ttataaaaag gactcatgcc cccactagtc gtcgccccac ctaaagtttg 
aaatacctgt
    78661 agacgactac cgtttaaact aaaattattc caaatacctt gcaaacgtaa 
acgattcgca
    78721 cggctcgcat cagtacttgt accaattaaa ccattagagt caccatagtt 
aaattgatct
    78781 gctgccccat ttattttatt aggattacga acaaaaatat ctgaccataa 
gcctaattta
    78841 agcttatatg catccagacc tgcagcatct ttagtcccca tctcatataa 
aggagcttct



    78901 aaagctaaat acgtcacctg acaagttgga tcagtagctc cagtacaatt 
tgttgcactg
    78961 aagttcggta ctaagttttc agttgcaact ttaaatatcc acgggttaac 
agctgtaccc
    79021 cagcttgata ttgctgctgc agcctcagtg ggagctatac gtgtattggt 
attattatca
    79081 gatttggata aagcaaggcc ataaagataa atatcagctt tacccactgc 
acggtcaccc
    79141 gaatcaatcg taccgttttt attggtgtct gccgaagtca tacttaatgg 
accaacaggt
    79201 acataattga tataacccgt atctttagtg cgatcggtta aaatttggtt 
ggtggtttca
    79261 ttcgctccag ctccacgaaa taccatataa gtattttgag gcaaaatagc 
gataccttca
    79321 ccagtagttt cacttaaacc tgcatcagaa agttcttcaa gagcaaaact 
tggctggctt
    79381 atacaaaagc caattaaact tgccagaacg gttttttgaa accttaccgt 
ataattaagt
    79441 gtagtcatct tgaccttcct gtttatacga tgccgcgcac catatttatt 
tttctttaac
    79501 aatccttgat gctaggtgaa cttttccttt tcaccctaga ctagaaggca 
aatctaaata
    79561 gatattgcca acccttccac atttccatta tgcgcaatat ttgcacaaat 
gcaaaaaaaa
    79621 gagcttaaaa acttactttt ccgatgaatg caaaatttaa aactacacat 
tcatacttag
    79681 caaaacttta aacttccata gcagtttgga gcaaaagact gattagctaa 
ttgtaaattc
    79741 tgtaattcta ataatgctgg tcttgcattt gataaatccc ttgtcccaac 
attaaaatca
    79801 ccaccaatac aattgacagc caagaaacca caatttaatg gattctgggt 
taattcttta
    79861 ctcacctcag taagtgcatc tctaatagta tctgttttaa taactacact 
attagtcggg
    79921 tcaattcgac caatatcgat tggatttgat aactctagcc accaaccacg 
cattgctgtt
    79981 gatactgttc caggccaacg tatatcctgt ccctgcatcg ataatgataa 
tgggctacca
    80041 ctcaaattaa ttttatggat ataacctaaa ttttctaaca atggtactgt 
taccggcaaa
    80101 ttattaatgg tcccacgaag attaccattt aacgtaattc ccccaaggat 
atcgacatca
    80161 gctgccagtg tacccgacaa atcaatacca ttaactatag cagaggctaa 
taaatttaca
    80221 ctgctcatcc gttgtccgga tacaactgat tgtggtaatg ataactgtgc 
tttttgtgta
    80281 ggagtcaatg ttatatcata ggacttggtc tggaaatcaa gattgaatcc 
agctcctaat
    80341 gcaatctcgc ctctagcttt acctgtaatt gcttgattaa caccacaacc 
cgcaggagat
    80401 ggatatacac cacaagcagg gctacccgtt tgcgtgatgc gtgcagcatc 
aacagtcgcc
    80461 tcacctactt gcggtgctac taccatataa ccacttaaac tattaatacc 
atttggtgtg



    80521 gctgagtttt ctgtaccaat agttaaaagc ccttcaactg cttcagcact 
taagcgaata
    80581 ccagctactt cacgagtcga agcactattt ggattcttta tggcaaattc 
aagaaaagga
    80641 tttgtcagct tcgcatcgct tgctacgcgg ccctcgcgtg tatctgctac 
accacttaaa
    80701 ctaacattat caaaatctat atcacagccg cctgcaccat ttaccccacc 
acaacctagt
    80761 tggagcttac gaatattggc attaatttct aactcggcct ctaaacctaa 
tttataaaat
    80821 cctacattac tactactatc acgcaatttt tccagatttg ccgaatcatt 
aggcgcgata
    80881 taagacatac tcattaatgc ctgaccacga gtagctgata gctcagcatc 
tgacattgga
    80941 actaaagtag aatcagcata ggctgtagaa aagcataaac ttccgagtgc 
taatatcgca
    81001 acctgaagag acgtaaactg tcgcatgacc gacctccgta tccttggggg 
cataatctaa
    81061 tttcttttta tttggcttct ttttctttaa tgtactctta aactaaatac 
ataagaaaaa
    81121 taccgatatt tacgatttcg cttcttttta atttgtgtga tccacatcaa 
agaaaaaaat
    81181 caattcttga tcattttata tcatttttta caaaagaaaa cgtaccttat 
taatattccg
    81241 ataaacgtca ctttttaagg tatatataaa aaataggcca cttaaagtga 
cccattttta
    81301 aagctcatct atttttaaca atttatgtct taggaagtgt aaccccagtt 
tgaccttggt
    81361 atttaccacc acgatcttta taagaggttt cgcatacttc atcactttcg 
aagaatagca
    81421 tttgtgctac accttcaccc gcataaatac gcgcaggcaa gttcgtggta 
ttagaaaatt
    81481 ctaaagtaac gtgcccttcc cattctggct ctaaaggagt gacatttaca 
ataataccgc
    81541 aacgtgcata agttgattta ccaaggcaca cagtcaaaac attacgtgga 
atacggaaat
    81601 attcaattgt acgcgctaga gcaaatgagt taggcggaat aatacaaacg 
tcagactcaa
    81661 tatcgataaa acttttttca tcgaaatttt ttggatcaac aattgcagaa 
tgtacgttag
    81721 tgaaaacttt aaattcgcgg gcacagcgta cgtcataacc atagctagag 
accccgtagg
    81781 aaatcaattt ttcgccattc ttatcaaaac ggacttgatt ctctgcataa 
ggttcaatca
    81841 tgccgtgttt ttcgctcatc tcgcgaatcc aacgatcaga cttaatagcc 
atgtattttc
    81901 tatccaaaag gtaatttcat tgattgcgac gtactttaac gtaaaaaagc 
aattatgaaa
    81961 acaatgacgg ctactcttat cgctaagaat agcccggaat aaatttttaa 
agatttaata
    82021 aagcagaata gctaattgga attgagaaac taactaaaac caacgaggcc 
gttctttgta
    82081 aatttgattg atttaaccaa cgtactttat ttgcagccaa gactgaccct 
aaaaaaatcc



    82141 agaataaggc aattggggta attaaagcta aataagccaa catatgaatg 
agataaatat
    82201 gaaaattagt ccacgctgca acagggaaaa tcgctgaagc aaaaagtaat 
gccttaggat
    82261 ttagtaaagt tgcacaaaat aattcacgtg ggcgaatagt tggctgatct 
agttcaagct
    82321 gttgatttgc cgtgtgccat aatttaattg ctaaaaaaat aatataacaa 
gcactgagca
    82381 atttaagtat aggaggtaat aaaggaagcg ttgcagaaac tttcccgatt 
aacattcccc
    82441 aagctgaaat cgaaatcaca taccctagaa cttctgccgg aattaattta 
gcagattttt
    82501 tgaggcctac ttgtactcct gatgatgcaa gtaaagtatt tgttgggcca 
ggggtaagta
    82561 aaatagtggc aaccaagcca ataaaaagcc atgaaatcat tgaatgacct 
cacaatgtag
    82621 tcatctcaga ttaatagata ttattctaga aggcaaaatc taattgtaag 
acaatttttt
    82681 aacctcttaa gaaataaaat ttaaaaatta tttataaaca ataatttatt 
aaaattttat
    82741 taattctaag ctaaaaaact acagagtcag tcacagcgtt ttagtaccaa 
attgtattta
    82801 agtaatataa gtatttttat tttaaatcta tttttacatt aaaaaggcct 
ataataaatt
    82861 attaccgtag taagtttaat ttttaagctt ttaataagtt tcaattaata 
tattgtttct
    82921 ttgtgtttat atgagcccct aagctctact atcctatgat tatggcaaag 
caattttttc
    82981 aatcttggct tccttctcca gagaaagttt caaatatgaa atttttaagg 
attttcgggc
    83041 aaaaaaccct taatcctgtg ctttggtatg tcaaccgtaa atctattact 
cgcgctattt
    83101 ttgtagggac ttttttcggt ttactgccta taccctttca tagtgtattt 
attgttatgg
    83161 cagttttact gtttgaagtt aatttaccta ttagcttaat gcttgcttgg 
ctcagcaatc
    83221 ctcttacatt agcgcctatt ttgtatattg gtttctggtt tggtgcccat 
atttatcatg
    83281 tgcatatgat aaataagaaa atgcttttag gggtgcttca ccagatttca 
cgttggatta
    83341 cgcattttgg tcatggtcat atcgatttga gcctcgctaa aattttaata 
tcaggtctca
    83401 ttgtcgaagc gtttgtattt gcaaccatac tatatatagt gactgaggtt 
ttctggcgtt
    83461 ggatggtcat tcgaaactgg aaaaatagaa caggtcataa aaaacaagaa 
gacgctctat
    83521 aagaattcat cttcttgcct aaaattaaat tgttattttg gtagtttaga 
tttcatatat
    83581 acttcagcta cgttaagcac gtagtcttgg caagcttctc ctgtaccagg 
gtcataagcc
    83641 ccgttatttg taatattatt agataaaatt cgaattccta aaaacggaac 
attaaactgg
    83701 cttgcgattt gcgcaacaga agccgcttcc atttcttcaa ctgaggtacc 
ataacgctca



    83761 tggaaaaatt gaattcggtc aagttcatta ttccacacat ctgccgagcc 
aatcgttcct
    83821 tcaaccactt cacctttatc ataacgtact ttatgtgccg ccattaatag 
ctcttggtca
    83881 ccttcaaatt tacgaattgc aataggctca gggtcagatt catctgttgg 
taaaacatca
    83941 aaagcctcaa cccatgtaag tgagtttgaa cctccaccta atggctgttt 
aggcgttcta
    84001 aacgcaccaa tattggttgc atattttcct aaaacaatat cataaacatg 
aagatcagga
    84061 tcgtgccccc ctgctgttcc ctggttaata atggcaatcg gtttataccg 
ttcaattgcc
    84121 aaagcagtcg cggcagcaga gttactcatc cccatccgtg ttttagaaat 
aatcattgga
    84181 taaccattgt aggttccttt ccaaaaggtc cagccaccta ctgtttcaac 
agttttattt
    84241 tctaactttg aagctattct ttctgactct acgggtaaag ccccctgaat 
aataatcggc
    84301 tgtaacttct gtttttgctc ctgaacggtt ggtgtttgtg aaactgatga 
gttgtcatca
    84361 ttacatccaa ctaaaaataa agcgctacat aaactaatta cgcccaaact 
atacttaaat
    84421 tgcattttcc acctgtttct ttgaaaaaga agcgtaaagt agcaatctgc 
atgccaattt
    84481 caagtttagc tttgttattt agattcagta atttaaattt ttcttttaac 
cagccaataa
    84541 aaaacccgac ttaaagtcgg gtcagatgaa tcaaaagatt cgtttgtcat 
ctcgtgtgcg
    84601 ctgaggaatt ttttcaatct gttgccagac tgctttcgca atatcgatat 
aactatcagc
    84661 tgcatcatcc attgcaatca cactcggttt accttgatca gcatgctcac 
gtatttgagc
    84721 atttagaggt aagcgtccta ataatggaat atggtattgc tcggaaagct 
tatcaccacc
    84781 accgatacca aaaatttgct cttcatgacc acagtttgaa caaatgtggg 
tcgacatgtt
    84841 ctcaacgaca cctaataccg gaataccaac tttattaaac aactcgattc 
ctttagtcgc
    84901 atcaagcaaa gcaacatttt gtggagtagt cacaatgatg gagccagtca 
ctgaaatacg
    84961 ctgagcaagt gtcagctgaa tatcgcctgt acccggcggc atatcaatca 
tgagtacatc
    85021 taaatctggc caaagcgttt ggttaaataa ttgcattaga gcgcctgtag 
ccttcggtcc
    85081 acgccatgca acaggtgtgt tgttatcacc tgttaaatgt ccaatagaaa 
gcactgccat
    85141 accgtaagca tctaaaggca caaaattttc actttcaatc agaggagttt 
taccagcatt
    85201 acctagcatg gtcgggatac ttggtccata gatatcagca tctaatactc 
caaccttaag
    85261 tcccattttt tgtaaggcaa gcgctaaatt gaccgtagtt gtcgatttac 
caacaccacc
    85321 tttacctgat gaaactaaaa taacattctt gattcgagga tgaagtggca 
catctctctg



    85381 ttgcggcgcc gctttctgaa ttggtgggtt atttggatcc ggttcagact 
taggtgaagc
    85441 atcaagcaca ggaggtaaat tcgaattctc tttcggtgct ttagatgaac 
aaccttgacc
    85501 tgaactctct tgtgtagggc gcttttgttg aactacatgt aaattaagtt 
cttcaatacc
    85561 gcacttttgc aaagcgccag ctaaatcatc atgaatttgc tgcaagtatt 
ctttttcgtc
    85621 tgggaaagta ttaatggtga gttgtaaaac acgaccttgc acttgaagct 
gactaatgcg
    85681 ctcttttaaa gcatcttttg aatgtggcaa taaataattt tggagtacgg 
tttggatttc
    85741 ctcttctttc acttcttgtg cgggtgaaaa aacggatttt aatgaagaaa 
gccaagacat
    85801 attgtttact ccaaaaacag atcattacag cttaatggag atagtgtaac 
agtattgctc
    85861 cgcactcgct caccttggga tgaataatta ctaacttcag aactcatctt 
ttaggtaagg
    85921 agtacggatt ttagtttaaa tcaacttatt cagcagaatc atgatttttc 
aatttattaa
    85981 gtttttcggt agctgttttc ttcaactcat caaatttcgc agttgcttga 
gtttttaact
    86041 catcaaattt tgtagccgcc tcttccttta attctgcagc tttggcttta 
gcatcatcaa
    86101 gtttatgcgc tgcttcagta cgtaaatgat caaacttgtc ttgcaggcta 
tgctgagcat
    86161 catcaagttt gcctttcaaa tcattagctt tatcttcaac tgcctctttt 
gcagcagctt
    86221 gtttttcttt tacattttcc tttaaatctt ccaaggcttt ttcaccttgt 
acttttgcat
    86281 cggccgcttt ggtctttagc tcatctactt tatctgcaac tgcttcttta 
cccgcagttt
    86341 gtttctcttt tacattttct tttaaatcgt ccaaagcttt ttcaccttgt 
acttttgcat
    86401 cagccgcttt tgcctttaat tcacctaatt tattttcagt agtcatcgtt 
gttatcctca
    86461 tcgttaatta aaaaaattac ctgaataagt tattagttat acatcgttat 
ggcttatttt
    86521 ctgaccgtaa ctgcaatttg aaacaaagac aatacaggaa gattcaaata 
ctttttgatt
    86581 tgtttatctg ttctaaagag aaataacttc tggctttaag tccatttttg 
tagatacctc
    86641 ttatatttag tcaaagatta ttaatctttg cttatctccc tgcatcagtt 
aaaatcttcc
    86701 accttataaa tacgaatgag agaatgagat ccgtgcgtaa aattttagtc 
accaatgccc
    86761 tcccttatgc caatggtcca attcatatgg gtcatttact cggttatatc 
caggcagaca
    86821 tctgggttcg tgccatgcgg gcaatgggtc atgacgtgac ttatgtatgt 
gcggatgatg
    86881 ctcacggtac agcaattatg ctacgtgccg aagcaaatgg tattagccca 
gaagagcaaa
    86941 tcgcgaatgt tcaaaaagaa cacatccgtg attttgatgg ttttggcgta 
catttcgatc



    87001 attatgattc aactcatagt gatgcaaaca aagctcgttc aacagatatc 
tatattaaaa
    87061 accgtgaagc cggaaatatt gcagttcgac ctgtaactca attatttgat 
ccggaaaaag
    87121 gtatgttctt atctgaccgt ttcattaagg gtacttgccc aaaatgtaag 
tcagaagatc
    87181 aatacggcga ctcatgtgaa gtgtgtggta caacttataa tgcgactgag 
ttacttaacc
    87241 cacgttcgac tttaagtggt gcaacaccag ttgaaaaatc atcagaccat 
tatttcttca
    87301 agctcccaaa ctttgctgaa tatttgcaaa aatggacccg cgatgaaggt 
cgcttacctc
    87361 tttcaattgc taacaaattg gatgaatggt ttgaagcagg tttagcagac 
tgggatattt
    87421 ctcgtgatgc tccttatttt ggttttgaaa ttccggatgc accgaataaa 
tatttctatg
    87481 tgtgggtaga tgccccaatc ggttatatgt ctagttttga aaactacatc 
aaaactaagc
    87541 gcccagactt aaactttgat gatttctgga agaaagatag tcaaaatgag 
gtttaccact
    87601 ttattggtaa agacattgtt tacttccatg ctttattctg gcctgcgatg 
cttgaagggg
    87661 cgaactatcg cactccaaca ggcttattcg taaatggttt cttgactgta 
aatggacaaa
    87721 aaatgtctaa gtctcgcggt actttcatta aagccgagac gtacttacaa 
catctaaacc
    87781 cagagtattt acgctattac tttgcttcta aactttcaga taaagttgaa 
gactctgact
    87841 tgaaccttga cgactttgtt cagaaagtaa attcagattt agtcggtaaa 
gtggttaata
    87901 ttgctagtcg ctgtgctaag ttcattaaca gcagctttaa caatacgcta 
tcaagtacat
    87961 gtgctgaatc tgacttagta caaagcttta ttgatgctgg tgattcaatt 
gctgctgcat
    88021 atgaagcgcg tgaattctct acggcgatcc gtgaaattat ggcgcttgct 
gaccgcgcaa
    88081 accaatatat tgatgagaaa aaaccttggg ctcttgctaa acaagaaggt 
caagaacaac
    88141 aagttcttga tgtatgctct gtcggtatca acttattccg tcaattagca 
gtgtacttag
    88201 ctccagtact gccaacttta gctcagcaag ttcaagattt cttaaaactt 
gaaagcttcg
    88261 atttcgagtc acgtaaacaa attcttgtaa gccatgagat tgcacagttc 
caacctctta
    88321 tgcagcgtgt tgatccaaaa gctgttgcag ccatggttga tgcttctaaa 
gagtctttag
    88381 gtgctcctgc tccacaagcg actaaagcag cgaaaaaaga gaaatctgcc 
gagaaaaaag
    88441 cagcccctac tccagcagtt ggtgaagctg aaattatcgg tattgaagat 
ttcttaaaag
    88501 ttgacttacg tgttgctcag gtcgttgagg caggtacagt tgagggttca 
gataaattac
    88561 ttcaacttac tttagacgta ggtgaagctg aaccacgtaa tgtatttagt 
ggtattcgta



    88621 gtcaatatgc gccagaagac ctaaaaggta aattggtcgt gatggtggct 
aaccttgcac
    88681 cacgtaaaat gcgttttggt gtttcaaacg gtatggtact tgctgccgga 
aatggtgaag
    88741 gcattttcat tatttcacca gatagcggtg caaaacctgg cgataaagtt 
tcttaatcta
    88801 gattcataaa aaaagctccc tacattggga gcttttttat ttctaaccta 
ctttttaaaa
    88861 taagcaggct tatctgcact gagtacattt aaagtgctat atgtgagata 
ttctatccat
    88921 caattaataa ttagattgct catgattatt ggcttgtaaa tcgggaattt 
tgtagtcttt
    88981 ttcataaacc ggagaaccag caatactcat cgcccgttca tttgaaggtt 
gctgtttact
    89041 tgttgttctc atctcacatc ctgtagttaa gatgaaaaaa acaaccgaaa 
tgctcaccat
    89101 tagttttttc ataacgtgat cctcatttct ttttgtttta ttaattaagt 
taccactttt
    89161 taaatattta agtgctaaaa aagatatttc aatttgtata tattttgcgc 
aaaaataaag
    89221 ccagactaca aagagttggc tttatatttt ttagatattt taattaaaga 
tttatcattt
    89281 gaagaagatt aactttaagc ccaatacact aacaatgctt ccagccactc 
ggtcaacacc
    89341 cgtttttgct tttaaataca tttttcgagg cttctctgaa gataaaagca 
ttgctacaca
    89401 tgagtaccaa cctgcatcaa tcataaaaca aatgagcggt aatgcgacgt 
agtaataatt
    89461 tggaatttct tttggcagta aagcagtaaa aacactcgct agtacaacag 
caatttttgg
    89521 attacttaac tgagtaatca aaccatatcg gtaggcttgt ttataagtca 
ttttcgattt
    89581 ggcatcattt tccatggcaa ttggttcttt ggcatgttta ataattttaa 
aagcaagcca
    89641 aagcaaatac agcccaccac caatttttaa aattagataa gctgaaggca 
ctgccaataa
    89701 aactgcctgt aaccccataa ccgctaaaaa gccaaaaaga gctgcacctg 
tgcccgttcc
    89761 taaagccgta aataagccat gtttacgtga tttagatatt gaattttgcg 
ctacataaat
    89821 aaagcttggc ccaggactta ttgctccaag catcaatgcc atcgcaattg 
aaaaaagagg
    89881 aataagggac tcaaacattg tattgaccta gcatcatgca attgcgcgat 
attctagcag
    89941 ctttttatgg cacatataaa aatggaaaag agataaatta taaaaattga 
attttcatgt
    90001 ttttacaatt tagctattca caacggacaa aaatgtccgt taaatatatc 
atctttaaac
    90061 ctcccaaatc agtgacatga gtaaacgtca aaaaattgca gcccataatc 
gggatgaatt
    90121 actcaatgca gccgaggaat gctttcgtat tcatggtatt aatgtccctc 
tacaagtcgt
    90181 gattgaccat gcaggtgtag gtagagcgac gttctatcgc aacttttgtg 
accgaaaggc



    90241 tttaattagc gcccttttag agcgtgcgat tacacagcta gagcaaaaag 
cagctcattt
    90301 tcaacagttc gaagatggtt tatttcgttt aattgaagga catattgcac 
aacttcccaa
    90361 gctcgcaatt ttgcaagatt tttggagagt gattgatcga caagatccaa 
ttatgctaaa
    90421 aatttatgaa cggcggaata atgcacttaa gccactgatt gaaaatgcaa 
tagaacaaaa
    90481 actgtgccga gctgatctaa ctgctgatga ctatgcaatg gtcacagcaa 
tgttgggttc
    90541 ttcatttcaa ggacatgaac ctgaagaaca gacccgctta gcgaaacgag 
caattgaatt
    90601 actatttcat ggtattcaag tacaaaaaat tcgagggata gaatgagtaa 
aacgcctcgt
    90661 tatttagaaa cgccacctga ttggacacca gaagaacaac cgactttacc 
tggttcgcca
    90721 gcagcgattg cgcattctgt acctaagcga tttctttatt tttttattgg 
tctgtttgtc
    90781 gctatttcag caagcttaag taatggtttc attacggcaa atttaccctt 
aattcaaggt
    90841 gagtatggcc tgacgccttc tgaagccgct tggcttcctg ctgcttatgt 
aatggccaat
    90901 gtcagttcga atctgatttt gtttaaagct aggcaacaat atggtctgag 
agtcttttca
    90961 gaaataggac ttgttatttt tattgccgtg ctggttttgc acatttttgt 
gcatacctat
    91021 gaaatggcct tgttcgctcg ggttgtggca ggtttagctg gtgcaccact 
cagctcttta
    91081 ggtatgtatt acaccatgca agcttttaaa aaagccgaca tggcaaaagg 
tatatatatt
    91141 gcctttggct ttcagcagtt aggtgtaccc ctcgcctgga ttatttctcc 
ttttcttgtg
    91201 agcacagata gttggtctgt tctttacacc tttgaactcg gcttagcact 
ttgttgttta
    91261 acgatggtgg tttcgttgaa attaccacgt agcttacgaa tctatgtttt 
cgaaaaacag
    91321 gatttcttca cctttgcttt attggcacca ggttttgcat gtctatgtat 
tgtgctgaca
    91381 caaggcccaa tcttatggtg gtttaacagt gaatggcttg cttatgtatt 
aattgcaggt
    91441 tttagcttag ttgttttagg tttgctctat gaacattatc gtgccaatcc 
attaattatg
    91501 acacgttggt taggcgcctc ctcaacccta cgctttatct ttggtgcttt 
tgccattcgt
    91561 cttttaatgt cagaacaaag ctatgcagcc gttaacttcc taaaaactat 
gggaatgggt
    91621 ccagaccaat ttgttccact ctatgtggtc atattggtgg ggattttaag 
cggaacttta
    91681 ttcagtgcgc ttactttctc gcgtgaacga attatttttc acttactttt 
tgcagagttt
    91741 ttgattctca ttgcctgtgg actagattat caccttacga gcgatgtacg 
gccttcaaac
    91801 ttctttgcaa gccagttttt agtaggcttt gccggcggcc tgtttatcgg 
tccattactt



    91861 ctaattggat ttgcacaaac tttggctaaa ggtccttcgt atgtagtgac 
ttttattgtc
    91921 ttattctctg caacccaaac atttggtggc cttgttggct catctttctt 
ctcgacctat
    91981 caacaacatc gtacacaaaa ctatcaagtc gagattatta aagatttgga 
acaagctgac
    92041 ccattagttg ctcaaaggct ttctagctat caacgtagtg cagccatcac 
aacaaatgac
    92101 cccgcattac aaacagctca gtctatgcgc tcacttaatc aagtggttac 
tcgtgaagct
    92161 caggtccgtg cctacaatga tgtgattgca ttaaacggta tttttgccgt 
cgccttactc
    92221 ttatggggcg ggtttaatat tgcacgtagt aaatacctac aacgcagagg 
aattagccgc
    92281 ccttaacggc ttttgttatt gatgaaatag aaattgagat tgatatatgt 
cagatgatca
    92341 aaataaaccg gaacaaacac ctgctcaaac atctaataat gagccaacgc 
ctgcacctgc
    92401 acctgcacct gcacctgcaa gtaaactgat tccgacaaaa cgctcaaccc 
tattatggat
    92461 gttgggtgtg cttattatcg gtattttagt aattttgtgg gcatggagaa 
ttgggccttt
    92521 tgccacgagt gtgcagcaaa ctgacaatag ttatgtcaaa ggtaaaacta 
ccattttatc
    92581 gtcgcaaatt aatggctacg ttaaagatgt attagtgaaa gactttgacc 
atgttaaaaa
    92641 gggtcaagta ttaatgcata ttgatgccac cacttatgac caaaaagtag 
cacaagcggc
    92701 ttcgggggta gaacaggcca aaaatacttt agccaatcaa actcagtcaa 
ttgctcaaaa
    92761 acaagcggat attgtggctg cgcaggctaa agtagaacaa gttaaggctc 
aatatgaact
    92821 ttctttagca cagcttagac gctatcaaca gctagggaat agtggagcag 
cttctaaatc
    92881 tgagcaagat aaagccgctg ctgatgccga aaataatctt gcagccctta 
aacaggcgga
    92941 ggccaatgtt ctagttgcca aagaagcact taaaacagct caagtcgcag 
aagctggctt
    93001 agaagcacaa gtttccagtg ctaaagcaca gttagatcaa gcacaaacca 
ccaaagacta
    93061 tagtgttatt gttgctccaa tggatggaca acttggtgaa gtaaaccctc 
gtgttgggca
    93121 atatgtggcc gcaggatcac agttactcta tctgattcca cagcaaactt 
gggtgattgc
    93181 caactttaaa gaaacccaaa ttgccaatat gcgaattgga caaaaagcgt 
ggtttacagt
    93241 cgatgcaatg aaacataaaa aatttacagg tcatgttgaa caaatctctc 
cagccgcggg
    93301 ttccgagttc agtgtactaa aaccggataa tgcgacagga aactttacca 
aagtcgttca
    93361 acggattgcc gtgcgtatta ccattgaccc aaatcaggaa ggaatagaac 
acttacgccc
    93421 tggtatgtca gtgattactt ctgtcgacac aagctcttaa tcagcttttt 
aaaaacctct



    93481 ttaaaaagct acaatgtgat caatcattat ttttctcaat ttctaatgtt 
tgatcacatt
    93541 acccaaccta tctcctatca gcacattgaa ctatccttcc ctgttcatct 
cgacattaaa
    93601 cgtttagatt tagttcatcc tcaaatttcg ggtaataagt ttttcaaatt 
aaaatacaat
    93661 ttacttgctg caaaaaaaca aggtttatca agcattttga cttttggtgg 
ggcttactca
    93721 aatcatattg ctgcaacggc ttatgcagct catctttttg gtttaaaaag 
tataggaatt
    93781 attcgtggtg aagagttagc tggtaaacca cttaatccca ccttggcaaa 
agctcaaagt
    93841 ttaggaatgc agctacattt tgtctctcgc catgaatatc gcttacgaga 
tgacgcaaat
    93901 tatcttcaac aattacagca acaatttccg cagacctata tcattcccga 
aggtggttcc
    93961 aatgaactgg cagttcaagg ttgtcaggaa atcctgagcc aatatgactt 
agatcaatat
    94021 gatgtgattt gctgtgcagt cggaactggc ggaacgattt caggtctgat 
tgaaagaagt
    94081 gcagttcatc agaaagtctt aggattttcg gctttaaaag gtgatttctt 
acaacaagcg
    94141 attaggcaat ggactaaaaa acaaaattgg tctttgacag atgtatactg 
ctggggcggt
    94201 tatgcgaaaa cctcacctga actattcgca tttattgaaa attttgaaga 
gcaatatacg
    94261 gtcccccttg aaccgatcta taccggaaaa atgatgtttg gtctgtttga 
tcttataaaa
    94321 aacaattatt ttccagcgaa tacacgcatt ttggcaattc attccggtgg 
tttacaagcc
    94381 gatattagaa atagacctca cgcataagtc acccgctttt agaaggcctt 
atcccttacc
    94441 tgtataaatg tccttagcat gagtaagtgc tggcatgata gtatatgccc 
ctttttaatt
    94501 ttcaagatta atcgagaact tcttatgtct aacagtcatg tcgatgtcat 
tgtcttaggt
    94561 gcaggtgctt ctggactcat gttggctgca catgctgcta aacggggacg 
ttcggtctta
    94621 attttagaaa aagccaataa aattggtaaa aagattttaa tgtcaggcgg 
tgggaaatgt
    94681 aactttacca acctctatgt agaacctgaa aactatattt ctcataatcc 
gcactttgtt
    94741 atttctgccc tatcacgcta tagcaactgg gactttattg gtctggtctg 
tgattatgga
    94801 attgcctatg aagaacgtaa acacgggcaa ttatttacgc taaacggcgc 
taaagaaatt
    94861 ttagagatgt tggtaagtga gtgtaacaaa acaaacaagg tcgaaatcca 
gacccattgt
    94921 gaggttagac aagtcgatcc attagaacaa ggtggttttt cagtacacac 
aaatcagggc
    94981 cgttttagct gtgaatcatt agtggtggct acaggtggat tatccatccc 
aactttaggt
    95041 ggctctggtt ttggctatga attggcacaa aaatttggac atacagtttt 
cccaacccgt



    95101 gctggtttag taccatttac tttttcggat catattaaag aagtcactac 
acgcctaagt
    95161 ggtaatgctt tagatgtgac tctaactaac tcgaagaata gctttactga 
agcattatta
    95221 tttacgcatc gtggtttgag tggtccaagt tctttacagc tttcaaacta 
ttggaataca
    95281 ggtgaaagtt ttaaaatcga ctttttcccg agccaagatt tagaaactta 
tttaaaagat
    95341 aaaaagaaag cccaacctaa agttttactg cgtactcttc tgaacgaatt 
tacggcaaaa
    95401 agtattgtac aagagttaca acaacttata tggccagagc aaagcgagac 
agcaattggt
    95461 aatatcagtg atgcacagct agagcatatt gccgagcagc tacatggttt 
taccgttaaa
    95521 ccatcaggca cagaaggata tcgtactgct gaagttacct taggtggaat 
tgatacaact
    95581 gaagtttcat ctaaaacact cgaaagcaaa aagcagaaag gactattctt 
tattggagaa
    95641 gtacttgatg tgactggcca cttaggaggc tataacttcc aatgggcttg 
gtcttcggct
    95701 tatgcagcag cacaatatgt ttaaatgatg aataagctaa tttgatgctt 
ttgaatcatt
    95761 ggatgatttt tcagaatcat gcttatggct tgttgtctgt tttgatgatt 
cagatttgct
    95821 aaatacaaat ttataagcac ttgctaaaaa accaacggta atcccagcaa 
ttacaacagg
    95881 tgctaaaaaa cgaccaggtt ttttcatcgt attttcctca cttatttgtt 
tttatagctg
    95941 tcaaagacag aacgaccact caatatagag tggtcgaact tatcacaaaa 
atcaaagatt
    96001 ttttgtactg tttatctgaa aattagttac acctattaaa tttcatcatt 
ttcgccagta
    96061 gaaccaaacg gtttatttac tggtggttgt gatggattta cttgtgcaga 
atcagctggt
    96121 tttgcatcag atgaaactgt tgttgatggt gcagttgtag tcgttgacgg 
agttgaagcc
    96181 gtagacgaac tacctgttgt attattagta gtaggcggtt gatataaagg 
atttggttga
    96241 tttgcctctt tcttagcttt atcaagtaaa tcagataaaa gtctttctgc 
tggttgacga
    96301 ccacccaaac caaatgcaag agcgaaagca actgcaactg cgcctagcgt 
taagccgaac
    96361 gcaaggttta cgatcgaatc ggcaataccc atcgccctta aaccaagtgc 
aaggactaaa
    96421 ccaataatca agacacgaac caaactacct aaccaacgcg aactattata 
ttcaccgcgt
    96481 tgaacaacgt tcgccacaac atttgcaagc cagaaaccaa tcaccaagat 
tacagcgccc
    96541 aatagaatgt ttgcaccgaa atggataaac attgcgatta gaccactaat 
ctgatcgaaa
    96601 ccaagacggt cagcagcttc agaaactgca aacaacatgg taaagaacac 
gattagccaa
    96661 ccaacggcat tagaaacttt agtttgacct aaaaagcgtt gtacatctaa 
ttttgctgga



    96721 atttcatcaa caccagttcc tgcaattaac tcagcaacca agcgaccaac 
aaaacgtgaa
    96781 acaatataag caaccagtaa aattaaacca gcagcaataa tgtttggaat 
agcttgtaaa
    96841 atttcattga gcattgctgt tgctggctga gaaatagtct caatacctaa 
agcttcaaat
    96901 gctacaatca atgtcgtaat aataatgatg gcaaaaacaa atgaacctaa 
gaatttgcct
    96961 acatttgaat ttttgaaaag accaattttt tccgcttgag attgcacacc 
taagctatta
    97021 attaatcctt caacaatacc gcgtacaatt tttgccaaaa tataaccaac 
aaaaacgata
    97081 acgccagcaa taaagatatt tggtaagaat gctacagcat catttaccat 
attttgaact
    97141 ggaatcagta agcctgttaa tcctaagatt gaaagaacaa tcggaaggaa 
aagtaacaat
    97201 acaagccagt aaagaatttc accaatattc tggctaattc cccctacacc 
cacttcgctg
    97261 cttaacttat catcaagttg agttcgggat aaaacattgg tcacccccgc 
ccgcaccagt
    97321 cgagcaacga tccagccaat aaagcccacc actacagcag caatgatatt 
tggtatatag
    97381 acgagtacct gattaaccat gttgctaaat ggaccgctca ctccactaat 
gttgagcaca
    97441 tttaaagcag caacaacggc gagaatcaga ataaaccaga atacgacttt 
ggagatcagg
    97501 ccttctatat tgggtgtacg tccagtcgct gaagataatt tcgcattggt 
atttactttt
    97561 tgcagaagtt tttttacacc tgccgccacc aataaagcga tgatccagcc 
taccagtaag
    97621 atgacaattg cagctaaaat aggatgaaac tgatcccagt aatacatcgc 
atcaaactga
    97681 gcgccgcgag gcccattaaa aaattcattc atattgttat gtcctcaatt 
gttatgttct
    97741 tttcagtgtt atcactaaat gaaaaacacc agttcgttat aaaaaatgac 
gataaatgcg
    97801 gtctatgtca ccttatgttt tgaatatttt tcaatcaaca accttctgca 
taaatacaac
    97861 aaattgatgc aaaagattgc aaaaaaagcc ttcaggtcac atcctaaagg 
ctttttatca
    97921 cgatatactg gttagcttat tacccttcat aggtcttcaa atcagaagta 
ccactgatga
    97981 cttgtggtat ggtctcatgt tgaaatgcgg cttcctcttt tggcgttttg 
ctgtgatcag
    98041 caaccatata aaccacaagt gcgagaagaa aaagcccaac aataattaaa 
atataaactg
    98101 gcaatcttct tttttttgca gtctcttccg gactcgtcac atgaggcggt 
tttgaaaaat
    98161 catgcatctt ctttcccctc ttctattatc attaacttta tattcatcat 
aacaatttga
    98221 tttgttgcat tgtgtgaaaa agcattatga gaaggtgtct acggttgcaa 
aactctactt
    98281 ttaaaaatat taatttagta taaaatttag ccactttaat tataacgttt 
tagaatctaa



    98341 cttctcgata ttcagaatct tcgctaaagt ccgatttgta atacaatatg 
ttttagccct
    98401 tactttttat aaaataggct ataataagcc cccttgtttt aaagctactc 
aattttatga
    98461 tgtatcgtca gcaaagcgta actcttgatc tcgacactga cgtcacacat 
caatgttatt
    98521 tgcatcagac aagagatgac catctcattg gtattattga atttaataaa 
ccaagttatg
    98581 aactcaaatg gggtgatctt gaatatttcc gtcgccgcac cgaagagttc 
tcggtcatgc
    98641 catttcctga atgcattaat gcgatgattg ttgatattcg taatatcaat 
gtatttctgg
    98701 acaatgaagt tccaatttta ccgtggcgtt tactcgaaga agattgtcct 
gttcgcctag
    98761 ttgttcctca agaccgcctt gaacactatg cgggattatt tgaaccaaca 
tggctttcaa
    98821 cagatgtcga cagtgcgatt gcagagatcc gtgagtttat ggatatgttt 
gtccattaat
    98881 aaacatatcc ataaaaaatt ttcttaaaat attttacttc cagttttacc 
agtaattttc
    98941 taccgcaata tttccttcac cgcgacgatt cattgtgaga ccacggcgtt 
ttagagcctc
    99001 tttcgtatca tcaaccattt gtgggtttcc acaaagcatg acatgacttg 
atgctgggct
    99061 gagttctaag cctgctactt tttctagctc accattttcg attaatacag 
gtaagcgctc
    99121 atgcaacggc gcagatggat ctcgggtaat gataggaata aatttaaaac 
cgctatgccc
    99181 ttccccaaac gtttcagcaa tctcttgaat acggtcaaca taagccagct 
cagccgcagt
    99241 acgaacactg tagaccaagt ttattttctg gtaattagac caagtttcaa 
agtcttgtag
    99301 catcgacaaa aatggagcca agcctgtacc tgttgccagt aaccacagat 
catgcggtaa
    99361 aggctgttga tagcgtgcca acgtcaggta accatatgga attttttcca 
aataaagctc
    99421 atcacccact ttcaaatgct gtagattcga agtgaaggca ccgtctggta 
ctacaattga
    99481 gaaaaactct agcgtttcat caaatggaga agacaccacc gaatacgcac 
ggacaaccag
    99541 ctcatctcct acctttaaac caatacgcgc aaattgccct gccgtaaatt 
taaaatgcga
    99601 aggacgcgtc atggtaaaac tgaaaagtgt tggggtccaa cgatgaacag 
ataaaacttt
    99661 ttctacgcta aatttttcaa ttgacatgat ttcaacgtgg catgaaatag 
tgcgctcatg
    99721 ttagcatgac agccgaaata atgaatactt ttaaacgtta aggcttttta 
aacatgcgga
    99781 tgacattacg ccagttggct gtttttgtag cagtcgccca agaaggaacc 
gttactaaag
    99841 ccagtgatgc ggtcagactg acgcaaagtg cagcaagtat ggctttagcc 
gatttagaag
    99901 acggcttagg tgctccttta tttgatcgtt taggtaagcg cttgcagcta 
aatgatcttg



    99961 gacgttttct gcttccccaa gcattagaaa ttttaggccg ctgtgaagcc 
tttgaacaag
   100021 cagccaaggg tgagttacag agtattgacc ttcgtatcgg ggctacttta 
accatcagtg
   100081 attatctaat gccagattta atggctaact tcttacaacg tcatccacaa 
gcgcatttac
   100141 aacttcaagt tggtaacaca cgccaaatga ttgaagctgt aaatcagttt 
cagcttgatt
   100201 tagctttaat tgaagggtct tgtcacttac ctcaactcca atgtattcac 
tggcgtgacg
   100261 atgagctagc agtgtgctgc tcacctgacc atccgttaac acgtttaaat 
cgcccactta
   100321 cccctcaaga ttttcatgac gtagaatgga tcttacgtga agaaggttca 
ggtactcgtg
   100381 aagtctttga taatgcaatt ttgcaagatt taccagatgc aaacatccgt 
ttgacgcttg
   100441 gacataacga agcgatctta aaaatagtgg ctggcggttt aggaatgtcg 
tgtatttcaa
   100501 agttagcgat tgaaccttta agtgaaaaag gtcaacttgt tattttagat 
actccatttt
   100561 ggcaacttac ccgccctctt tatatgctag tgcaccgcca aaaatatcaa 
ggtccgggcc
   100621 ttaaagcatt tttaaaattt tgcgatgaag atcaggctta aagcttgatc 
ttcacattca
   100681 ttagcggcgg aaattagaca ataactcact tgtgatcgct ttattgtgat 
cagcaatttt
   100741 agttttctta gtcttcgcag ggttaggatc aatacgctca attttaattg 
ctttaaattt
   100801 tcctcgatta tctgcagcaa gaaatctcac tttttcattt cttttcggtt 
caccttcgga
   100861 tgcagggaaa tcagaaatat gaaagaaaat atctccttca gtcgtcgaaa 
taaaaccaaa
   100921 tcctttatcg gcgttatatt gttttatcct tccagtataa aactcttgct 
tcatgatttt
   100981 tcaccctact ttcccaatgc aattactgta gtaaataaaa agagactttc 
atttccgcta
   101041 ttaaaagtta tacggcttaa tgaagtctct ttttatcgtt atttcaaaaa 
ttagtctttt
   101101 tgaacactac caaaaatctt gtcaccagca tcgcctaaac ctggaacaat 
ataaccatgt
   101161 tcatttaagc cattatcaat agatgcagta taaagctgaa tatcaggatg 
tgctgcctct
   101221 actttcgcga ttccttcagg tgctgcaact aacaccataa cacggatatc 
tttacatcca
   101281 cttgccttta atacatcaat agcagcaact aaagaattac ctgttgccaa 
cattggatca
   101341 ataatcatgg caatacggtt agcgacatca ggaactaact ttttatagta 
agtacgtact
   101401 tctagagttg cttcatcacg ctcaagccct aacacactta cttttgcact 
tggaattagg
   101461 ttaagcacac catcaagcat accgatacct gcacgcaaaa tcggtacaat 
cgttattttt
   101521 ttacccgcga tacgctgagt agtaacattg ccagcccaac cttcaatctc 
acaatccaca



   101581 actggtaagt ctttcgtcgc ttcatatgtc aataacatag tcacttcctg 
agcaagctca
   101641 cggaaattct tggtactgat gtcagcacga cgtaataaac ctaatttatg 
acgaataagt
   101701 gggtgacgaa tttcttgaat ggccacagat gttacctaaa aatataaaaa 
cgtatttatt
   101761 ataatctttt tttaactatc aataaaaaaa agcctccata tttggaggct 
tttttgtaca
   101821 caagaattat tgttgctgag aaagcatgaa atgtaatgga gataaaattt 
ctgcttttaa
   101881 tgccaaatta atcattggat ctggataaac acccaaaata ataactaatg 
cagcagcagc
   101941 caataccatt aaaccaccca ctttttgtcc ccaatgtgca tcagcatcaa 
tacgaggagt
   102001 ttcaggtgga gtcatataca taacaaccat cacacgtaag tagtaataca 
aaccaatacc
   102061 actacccaca ataatcattg cagctaagaa ccagtgttga gttgttacag 
cagccataac
   102121 aaccaagaac ttaccaatga agcctgctgt taatggaata ccagccaaag 
ataacatcat
   102181 gactgttaat gttgctgtaa gtactggacg gcgccagaac aaaccacggt 
agtctgcaag
   102241 gctttgcgct tcatctacgt tgttatatgg gctagacatt aacgctactg 
caccaaaagc
   102301 accaatagtc gttaatacat aagtcaccac atacacagtt acgctgccca 
agcttgcata
   102361 tgtcatgctg attaaagcaa ttaacaaata accaaagtga gcaatagatg 
aataacccaa
   102421 aatacgcttt aagttgacct gacgaacagc gagcaagtta ccgactaaaa 
ttgacaatac
   102481 ggcaatgatt gtcaaaacag tcactagcga gttcaccatg attgcgccag 
aagcaagcaa
   102541 ataacgtacg aacaaaccaa ttgttgcaac tttagcagca gtcgccaaga 
acgttgccat
   102601 tggagctggt gcacctgcat atacatctgg tgtccattta tggaacggtg 
caagcgacaa
   102661 tttgaatgca acagcaaaaa taatgagtgc taaacctaat aacaccattg 
gctgtttgat
   102721 tgcgccaaat aaagcttgta cagaatcata gaatgaaagt gaaccagtat 
aagcgtagat
   102781 atacgccata cccatcaaca acattgcaga agctgttgca gaaagcacaa 
gatacttaat
   102841 ccctgcttca agcgactgac tacgttgata tgtataagca agtaagccgt 
atacaggaat
   102901 cgacattaac tcaaggctaa tgaagaatga tgcatagtgt gaacttgcaa 
ccatcaacat
   102961 tgcacctgct acagaagcaa gtaacagaag atagagttct tcgcggttgt 
ctttataagt
   103021 ctcaatatat gcatgagaca aagtacagca agccaatgat gcaactaaaa 
tcatgaattg
   103081 atagaacatg gtaaatggat caaccataaa catgcccatc acatttgccg 
gcacaaattt
   103141 accgccaaat aattctaaca agatataaag tgcagcaagg tttaaaccga 
caacagaggt



   103201 tgttgcgatt aaattatggt tacgcttaat tgaaattaac agcatgacga 
cgactgctgt
   103261 caaagcaaca atcatcaccg gtgctaaagg cataagcgta gaaaatgata 
ctgtgaagtt
   103321 catgattatt ggatctccac atggtcaagt tgagtagctg tttgctgaac 
agtttcaacg
   103381 acttcttgta ctggtacata actattgacc aaccactgca tgcttgaatg 
agatacatcc
   103441 aagaatgttt gtggatagat accaagccaa acgagaccaa tcgcacaaat 
catcaaaata
   103501 ctaacttcac gagcagataa gtcttttaac ggactagtgt agtgttgctt 
ttgttcagag
   103561 tttggttcac caaacaaagc acggtgaatc aagatcaaac catacaaacc 
tgcaaataca
   103621 aggctgatag aagcaatgat cgtgaataca ggatatttat taaatgaacc 
catcaaaatc
   103681 aggaattcac caataaagtt acctaaacct ggcacaccaa caagagctgc 
gacgaagaac
   103741 attaagaaga acggtaaata ctggagctga ccacgaagac cacccatcaa 
acgtaaatca
   103801 cgtgtatgta agcgctcgta gatttgacca gacataatga acaatgcagc 
tgatgacaaa
   103861 ccatgtgcca acatcatgat cattagacct tggaaggtca aaatattacc 
tgcataaata
   103921 gcaagtaaaa cgaagcccat atgtgaaatc gacgtatacg caagtaaacg 
tttcatatca
   103981 gtttgctggt aagcacacca cgcgccgtag aaaataccaa tcaaaccgaa 
aataattgca
   104041 atatctgcaa actgtgcaga agctgccggg aagaatggaa ttacaaaacg 
aagcaaaccg
   104101 tacgctgctg ttttaatcaa gataccagcc aagtctacag aacccgctgt 
aggtgcttga
   104161 gcatgggcat ccggtaacca gccatgcaat gggaaaactg gtaacttcac 
tgcaaaacca
   104221 ataaagaagc agatcatgaa accatacgcg aagccagcag gtaaacgatt 
cgctacagct
   104281 aataaatagt tgtaatcaaa accgatcata ccagtcatca tgtaaccata 
aaccacaagg
   104341 ccaaggatac cgattaacat tactaaacca gcgatttgcg tatataagaa 
gaacttggtt
   104401 gcagcgtaaa cacgtgaacg accgtttgaa cccttatgac cccataacgc 
aatcaagaag
   104461 tagattggta caagcatcat ctcccagaag aagaagaata ggaacaaatc 
aattgccaag
   104521 aacacgccga taacgccccc taaactccat aacaagttta agtggaagaa 
accaacattc
   104581 ttttggatct caccccatga acaaccaaca gcaagtacac caagtaaagc 
tgttaataac
   104641 accatgagta aagacaagcc atccactgct aggtgaatgc caataccgag 
agattgaatc
   104701 cacggtaagt aaaactcagc tgtccaagtt gggacttttg agcctaactc 
gtagctataa
   104761 gtaccacttt gccaaagtgc aagacctaag cccaacgtga tgagcatacc 
aattaaggcg



   104821 atccagcgtg gcaaagtttt gtcgagttta tcgactaacc aacaagtaaa 
acctgcaatg
   104881 aacggaacaa ggatcagcgc gggtaaaatt aaattgtttt ccattttatt 
tccccactac
   104941 ctgaataacg atcaagatca tcaataacac cactacaccg agtgacatgc 
ttgatgcgta
   105001 ttcacgcaat gaacctgttt gacgtgagct tgtgaaactg tttccgcctt 
taacaagcgc
   105061 aggaagaaca agccataagc tgtcaatcgg atcacgacca aatagtttgg 
cgaagaataa
   105121 ataaggttta acaaaaacga tgtcatacaa cgcatcaaaa ccaaatgcag 
tacgacaaat
   105181 atgagctaag ccagcaccaa gacttgtttt tgcaaacgat tttactgcac 
cgtaagcaaa
   105241 tgcaaataga ccaataccaa cagctaaacc aacaagcgcg atacctactg 
ctaaatgctc
   105301 tgccccatgc atgccttcaa caaattgttc agcaacatgg aattcaggaa 
tttttgctgt
   105361 attcaaaata tttgctactg gagcttttaa tgcagcaccg acaaaagtag 
acaatacagc
   105421 caagatacct aatggagccc agtaagtagc acctttaatc tcatggtaat 
gtgtattttc
   105481 tttaccgaag aatacaaccc agattaaacg gaaggtatag attgaagtca 
ggaatgcacc
   105541 tgctacacca gcccaatata agctgttata taaagcaatc gattgacctt 
gtacccaaac
   105601 ctcaccgaga atcgcgtctt tagagaagaa gccgattgtt aagaatggga 
tagctgctaa
   105661 tgcaccgcca ccaatcgcaa aacatgcaaa taggaatttg tttttgtaga 
acaaaccacc
   105721 cattttgaaa atattttgtt cgtgatggta agcaagaata actgcaccag 
aagacaagaa
   105781 taataatgct ttgaagaatg cgtgagccaa catgtggaac aagccagctt 
gatacgcttc
   105841 tgcacctaca gccataaaca tataaccaag ctgactcata gttgagtaag 
ctaaaatacg
   105901 tttgatgtct gtttgtacga gagcagcaaa gcctgcaact aataaagtta 
cagcaccagt
   105961 taccgaaatg aattgcatca cttcaggtgc aagttcaaat acgctgaata 
gacggcagca
   106021 caagtacaca ccagctgtta ccattgttgc tgcgtggatt aatgcagaaa 
caggtgtagg
   106081 acctgccatc gcatctgcta accatgtttg caatggaatt tgtgcagatt 
taccagcagc
   106141 acccaagaac aacattaatg cagtccagat agtaagtgac gaactcttcg 
tcattacttc
   106201 tgctgcgtgt tcaacgatgt actgagtatt aagcgtacca aattgttggt 
aaagcaagaa
   106261 taaagcgata agtaagaata cgtcacctac acgggtaact gtaaatgctt 
tgatcgctgc
   106321 ccaaccattt gcagggtttg cataatagaa accaatcagc aagtaagagc 
atagacctac
   106381 gccttcccaa cctaagaata acaacgctaa gttgtcaccc aacacaagca 
aaagcatgct



   106441 tgcaacgaac aggttgaagt aagagaagaa gcgcgcatac ccttcttcac 
cacgcatgta
   106501 ccatgatgca aagatgtgga ttaggaaacc aacacccgtg atcatgccca 
tcatgagtaa
   106561 agataagcca tctaaatgta agctaatgcc aggcgcgaaa ccaccaacat 
tgaaccatat
   106621 ccaaagattt tgaacaaaaa cttgctggcc gctactggta aatgccatac 
cagcaatcaa
   106681 tgcaaataat gcagataaac ctacagaacc tacaccaata attgctgcaa 
cattttcaga
   106741 gagcttatca cgcccagccg ccaataaaat aaaaccgatt agcggaaata 
atactgttag
   106801 atataaataa ctcatccgcg catctcacta gcagcatcca catccaaatg 
atggaagcga
   106861 tgatagaact gaaggacaat cgcaagaccg atacacgcct ctgccgcagc 
aagggttaaa
   106921 atcagaatga acatgacttg tccatctggt tgtgcccata cgctacccgc 
aagaacgaat
   106981 gctaacgctg cagcattcat catgatctca aggctcatta acataaatag 
taggttgcgt
   107041 cgcaccatta caccgtaaaa accgagtgca aaaagaatgg tcgcaacaat 
caaaccatgt
   107101 tctaaaggga tctggcccat tattcttttt cctcttctgc acctggttca 
cgtttaccta
   107161 agtggtatgc tgcaacaagg gctgctagca ataacatcgc ggcaacttca 
accaacaata
   107221 aatagtgtgt aaagagcgct tgaccaacaa cttttggtcc aattacttgt 
gctccaagtg
   107281 gtgcagagat ggttgtatat tcaccaccaa gcatccaaac taaaagtaag 
ccaagtaaaa
   107341 agctcatgag tgctggatat gcccaagcat ccgaagaaag ccatttacgc 
tcttgttcaa
   107401 ctgtgtgttg ccctaagtta agcatcatca caacgaatac gaacaagacc 
ataatcgcac
   107461 cagcataaac aatgatttcg agggcgccgg caaacggcgc acctacgatc 
atgaaaatac
   107521 cagcaacagc aagcaatgaa acaatcagac taagcaatgc atgtacaggg 
ttcgtgttag
   107581 tcactacacg aaccgtagaa acgatggcca cgagcgccat caaataaaac 
ggccacatca
   107641 tggtaataga ctccgtacat cgattggtgc actttctttt tgtgcttgac 
ctttctcttt
   107701 accgttaatt gccataccag ttacacggta gaagttatag tctgggtatt 
tacctggacc
   107761 tgaaatgagc aagttttctt tctcatatac gaggtcttga cgtacgtatt 
cgcccaactc
   107821 gaaatctgga gttagctgaa tcgctgtagt tggacatgct tcttcacaca 
taccgcagaa
   107881 gatacaacga gagaagttga tacggaaaaa ttccggatac caacgtccgt 
cttctttttc
   107941 agctttttgc agtgaaatac agccaaccgg acatgcaacc gcacaaaggt 
tacatgccac
   108001 acaacgctct tccccatccg ggtcacgtgt caagataata cgaccacgat 
agcgaggtgg



   108061 tacaatttcc tctgctggta cttctggata aagaattgtg tcacgtttac 
ggaaaccatg
   108121 ggtaaatacc atgaataacg tccgaacgat tgacccaact ccagctagaa 
ttttatacat
   108181 tttgtactcc ctgctgtctt aggcctgatt catcagaatc acagcaccag 
ttaccaatag
   108241 gttaaccaac gccagcggca aacaaatttt ccaaccgaag ttcatgactt 
ggtcgtaacg
   108301 tggacgcatt aaagaaccac gtgccaatac aaacatcatt acgaagaatg 
ctgttttaat
   108361 cacaaaccag aacactggtg gaacaaatgg aatttctaaa ttgaatggag 
ctaaccagcc
   108421 accaaagaat aaagtcacga tcaatgcaga gataagtaca acgtttacat 
attcagcaac
   108481 gaagaacata ccccatttca taccgccata ttcaacatgg taaccttcgg 
ccaattcttg
   108541 ttctgcttca ggttggtcaa atgggtgacg gtgagttacc gcaacacctg 
caacaacgaa
   108601 aatcaagaaa cctaagaact gtggaatgat gaaccaaaca tcacgttgag 
cttcaacaat
   108661 ttcacgaagg ttaaatgaac cagcgattgc aaccacaccc attagcgaga 
tacccaagaa
   108721 cacttcataa gaaattgttt gagcagctga acgcaaacca ccgagtaatg 
aatatttgtt
   108781 atttgatgac caaccaccga ataacactgc ataaaccgca ataccagcca 
ttgccataaa
   108841 gaacaacaaa ccgatgctca tgtccgcaac acccaatgca gggcttacag 
gaataaccat
   108901 gaacgaaagc accgcagttg ccatcgcaac tgccggagct aaacggaaag 
ttaatttatc
   108961 agcaaatttt ggtgtccagt cttctttgaa catgatctta agcatgtcgg 
caacgatctg
   109021 gaacatacca ccaggaccaa cacggtttgg accataacgg tcttgccacc 
aagcaagcaa
   109081 acgacgctca atgaaagaca tcaacgctgc aacaagaaca acaacaagca 
aaatcacaac
   109141 tgcttgaaca acagcgtaag caattggcca gttctcagcc caaagtggcg 
tttgacgtat
   109201 aatttcttga ttcatgaatt acactcctaa tgccactgaa acaggttcag 
ctaaagatac
   109261 tgtcggagct aaaccaactg ggtaaccaat ataacctgta ggtaaatatt 
cgattacttg
   109321 tacaggtaag ctcacagttg tttcgcctgc ttttactgta atacgttggc 
cttcttgtag
   109381 attcaaacgt gttgcgtctt gttcgcccac agcaaacaca gcttcaggaa 
tacgagtttc
   109441 cattgcaggt gttttaattg tgaattcacc agaaccaaag atatggtgca 
ttggtacaag
   109501 acggaagctt tcaggatttg caactacagc tgttggagca acatagctac 
gtgctggacg
   109561 ttttgctaaa cggtcgaata aacgaacgcc tgaatcacca ccttttaagt 
gaccacccac
   109621 ttcatcttgg tatttgttcc aagattgtgg agagttccaa cctggcgccc 
acgcaaatgg



   109681 tacaagtgaa gaagcttttt gcggacctac ataaccttcc atagagaatg 
ttaatgctga
   109741 gtctggatct gtcggttgtt taggttcatg aaccgataaa ggcgcacgca 
ttgctgtacg
   109801 accagaataa cgacgtggtt cacgagcaat tttcaaacca tgtacacggt 
agccagcgtc
   109861 tggtgcaaca tcttgaattg cttcaagtac cggaacattc ttcacgattg 
tttcgattac
   109921 gtcgtcaagt actgtccaat caattggttt gcctttaagg ccagtttcaa 
tggcatgcaa
   109981 ccaacgccaa gattctttaa tcgcgtattc aggtttgtag tagcttggat 
cgtaaacttg
   110041 gtagaagcgt tgtgcacgac cttcttggct tacgacagta ccatcacctt 
cggcaaagct
   110101 tgctgctgaa agtacaatat cagcctgttt cacagtttca gtttcactat 
gatcaagcac
   110161 gattactgtt tcagctttat caagtgctgc tttaacttga gcggccggta 
aacgacggaa
   110221 taagtcattt tcaacaataa caagtgtgtc gtagtcttga gcaaatgctt 
gttcaaggct
   110281 taagccacca aataatgcca agcccataga gttcacttca ggaacaacaa 
ggcttaaacc
   110341 agcttttgag ccaaggtttt gcgttaactc tgctgccgct tccataattg 
aagcatcttg
   110401 caagctcgta cccgcaataa ttaacggttt gtttgctgct tttaaagtgt 
cggcaatagt
   110461 ttgagcaaat gcttttgcat cttcatctaa accattaact gtttcacctt 
taactgccgc
   110521 agcaactgca aaacctaaac gcgcaatatc atttggagat gcaacaactt 
cacctgtcgc
   110581 aacatctgca agacgagttt gagttgcagc caagatatag atcggagatt 
tcgcttcctg
   110641 accaatacgt tgtacaggct cagccaacca gtccggtgta cgtgtttttg 
cagccatttc
   110701 gcgagctttg ttttttgcag cttgacgaac tgacaatgcc atacgtggag 
cagtttgagt
   110761 taaatcttca cccaaaatta atactgcatc gtagctttca atttcacgca 
tgttcgggtt
   110821 gtaaataccc tctgtttgca tgattgaagc agcaagttca acgaggcttt 
gctctttttg
   110881 tgcaacacct gttgagtagt ttgcttggcc cactagttca cgcaatgcgt 
aatttgattc
   110941 taagcttgca cgtggcgaac caatacctag aactttttta ccttcaagtt 
tcgcaattgt
   111001 ttggtccaac gcttggtcaa cagaaacagt agctactgtt tcgccattac 
ggaactgagg
   111061 ttgacgtgga cgatctgcac ggtttacata acctgtgcca aaacggcctt 
tgtcacaaag
   111121 gaagtattgg ttaaccgaac cattgaaacg gttttctaca cgacggattt 
cgccataacg
   111181 ctcacccgga gagatgttac aacctgaaga acagccatga cacacgcttg 
gtgcatattg
   111241 catatcccat ttacggttat agcgctctga atgagtctta tcggtaaata 
caccagttgg



   111301 acatacttca gtcaagttac cagagaattc agactctaaa gtacctgatt 
ctggacgacc
   111361 aaagtaaaca cgtgatgcat tggcatatac accaaagtct gtaccgcctg 
cataatcttt
   111421 gtagtaacga acacaacgat aacaagcaat acaacggttc atttcatgtg 
caatgaatga
   111481 gcctagttct tggttgtaat gtgtacgctt agtaaaacga tagcgacgac 
ggtcatgacc
   111541 tgtcattaca gtcatatctt gtaaatgaca gtgaccaccc tcttcacaca 
ctggacagtc
   111601 gtgtgggtga ttggtcatta agaactcaac aatagattca cggaaatcta 
ctgcttcttt
   111661 gtcttcaatc gaaatatagg tattgtcaga tgctggtgtc atacatgaca 
tcacaagacg
   111721 tccgcgcgta tcttcaggat ttgcatactg agttacggca cattgacgac 
atgaaccaac
   111781 agaacctaag gatgggtgcc aacaaaaata cggaatatca atgccaaggg 
ataaacatgc
   111841 ttgtagcaag ttttctgatc cattgacttc gtacgatttt ccatcgacat 
gaattgtagc
   111901 catagtcgaa tcccttaagc ttgttctacg ttgctagttt gcacgacagg 
acgatcagtc
   111961 actttcgctt caaactcgct acggaaatgt ttgagtgcgc ccataagcgg 
ctccatcgca
   112021 cctggtgcgt gggcacagaa agttttacca atccacaatt tacgagtaag 
ttcttgtaag
   112081 tggtcgatat cctctttctt accttcacct gtctcaagtg ctttaagcgc 
tttaacagcc
   112141 catggcaaac catcacgaca aggtgtacac cagccacatg attcacgcgc 
aaagaattct
   112201 tccagattac gggtcaacga caccatacat tgggtctcgt ctaccaccat 
taataaacat
   112261 gttcctaaac gcgaacctgc tttcataatg gtttcagcat ccattggtaa 
atcaatggta
   112321 tctgccggta aaaagtcagt agacgcaccg cctggtaacc atgctttaag 
cttcaagcca
   112381 tcacgcatac caccagcatg ttcttcgatt acttcacgtg cagtcgtacc 
aaatggtagt
   112441 tcccaaagac cagggaattt tactttacct gacgcaccat aaatctttgt 
gcccggatct
   112501 tttgatttac ctgctgataa accgatatac cattctggac cacgaagcat 
gattgctggc
   112561 aagttgttat aagtttcaac gttgttcaca atcgttgggc gaccccatgc 
accagcaact
   112621 tgcgggaatg gtggtttagt acgtgggtta gcacggcgac cttcaagtga 
gttaatcaat
   112681 gcagtttctt caccacaaat ataacgacct gcaccagtgt gcacgtgtaa 
ctcgaagttc
   112741 cagccagaac ctaaaatatt gtcacctaag taacctttag cgcggatttg 
ctcaagcgct
   112801 tcatttaggt attgtgcagc ctcgatatat tcaccacgaa taaagatata 
accctgagtt
   112861 gcttctaggg tataacctgc aatcaacata ccttcgatca attggtgagg 
aagtttttcc



   112921 atcaacaaac ggtctttaaa ggtacctggt tccatctcat cggcgttaca 
gatcaagtaa
   112981 cgtggaccgc catcatttgg cgccataaga gaccatttga tccctgcagg 
gaagcctgca
   113041 ccaccacgac cttttacagt tgcagcttta atgacctcaa gcacttcagc 
aggtttcata
   113101 cctaatgctt ttttaaagcc ggcataacct tcaagtgctt cgtaatcgtc 
agcactacgt
   113161 accgattctt gtttgcttaa acgccaagtc agtggatgag tttccggatt 
accgtcgcca
   113221 taaattggtt ttggttcagt attcatacat acttctccaa taactgtttg 
attgatgtca
   113281 cttctactaa accgtgagta tcttcatcaa tcattaacgt tgggcctttg 
tcacagttgc
   113341 ctagacagca aattggaagc agcgtaaaac gaccatcttg tgtcgtttga 
ccaaactgaa
   113401 tacctaattc gcgttggaat gcttcagcaa gtgtttcagc acccatcaag 
aagcaagcaa
   113461 ttgagtcaca aagcaaaatt acgtggcgac ctacaggttg gcgatagata 
cggttgtaga
   113521 acgttgctac accttccaaa tctgcaacac tgatcgttaa taattgtgcg 
atggcgttca
   113581 tttgagcatc atctacccag ccattacggc gctgtacgca ctttaatgca 
tctaaagaag
   113641 ctgcacgtgg gtatggatag tgaccaatgt gatgttcaat ttcgtggatt 
tcttcagcag
   113701 tcaaaatccc ttcaacattc acacgtggtt ttttatcagt cagaatcatc 
attttgcgtt
   113761 acctcttagc gatccacgtc agccataacc acgtcaatgg tcgccagata 
aatgattaag
   113821 tcagatacta aactgccgtt aatcactgaa ggaatttgct gtaagtgagt 
aaacgtcggt
   113881 gtacggatac gagtacgata actcatcgtt gccttatccg aagtcaagta 
ataagtactt
   113941 gcacctttca caacttcagt catgaatgac gcttcaccag caggcatgac 
aggaccccat
   114001 gacacgctca agaagtgcgt aatcaaagtt tcaatatctt gtaacgtctt 
atcttttggt
   114061 ggtggaacag ccaatgggtg atccgcttta tatggaccag aaggcatgtt 
atccaaacac
   114121 tgtttgataa ttttgagtga ttgttcaatt tcacggaagt gaacaagtac 
acgagcgtac
   114181 gcatcgcctt catactcaac cggaacttcg aagtcgaagt tttcatagcc 
actgtatgga
   114241 cgatatttac gaacgtcgaa atcaatacct gttgcacgta aaccagtacc 
ggttacaccc
   114301 catgcaagcg cagatttggc atcgtattga gcaacattac gtgtacgacc 
aataaacaca
   114361 gagtttttga acgccgctgt gtagtattcg ttcaaacgtt ttggcatcca 
atctagcaac
   114421 tctttaacaa gtttttgcca gttgtttgga aggtcatgtg ctgtaccacc 
aatacggaac
   114481 catgctgggt gcatacggta acccgtaatt gcttcaacga tgtcgtatac 
tttttgacgg



   114541 tctgcgaaca tatagaatac tggtgtcata ccaccggcat cctgaattgc 
cgtaccacag
   114601 taaagtaagt ggttattaat acggaacaat tcgttcaaca tgacacgaat 
cacttgtgca
   114661 cgctcaggaa ctttgattcc agcaagctgt tcaacagcca tgacatatgg 
catgttttgc
   114721 gcacaaccac ccaagtagtc aacacggtca gtataaggaa tgaaagagtg 
ccatgtttga
   114781 cgctcagcca tcttttccac accgcggtgg tgataaccga tatcaggaac 
acagtccttc
   114841 acttcttcac cgtctaactg caatacaata cggaatgcac cgtgcgcaga 
tggatggtta
   114901 ggacccaagt tcaagaacat gaagtcttcg tcagcgttac cacgcttaag 
accccagtct
   114961 tctggtacaa agcgtaagtg ttcctgttcg aaatcttgct tcgctttgtc 
ttgcatgtac
   115021 ggcgtatatt ctgtcgcacg tgctgaatat tctttacgaa gcgggtgacc 
ttcccaataa
   115081 gttggtaaca agatacgacg aagcattgga tgcccttcga aattgatacc 
gaacatatcg
   115141 taagcttcac gttcatacca gttggcattt ggccagatat ttgtcgctgt 
cgggaggtta
   115201 agatcgtttt cgttcaaggc aaccttgata cgaatgtcac tattacgctc 
aagcgataat
   115261 aaatgataga acacagtgaa gtcagatgct ggcaaaccat cacgatgttg 
acgtaaacgc
   115321 tcatccatcg ctgataagtc aaacagcatt acataaggac gttccacttt 
acgcaggaac
   115381 atgaggactt cttgcacgcg tgcgcgctca acccagactg ttggaaactc 
ttcaaaagtc
   115441 gcctgcacat agaaattctc accaaatttg gttttgagct cttctacgat 
tgcaaatgct
   115501 gggcgtgaat caactggtgt tgattctggc atagcaatgt cagtttcagc 
cattggcttg
   115561 gcttcctatt taatacaaat tctgtcaatt ttctcgatga acatatcggt 
tagatatgtc
   115621 aaaacaccgt caaaaaatta tttaatctca tccatagagc gtaagttttt 
aacggcaata
   115681 cgctgcgcat tcttacgatc acgttctggc atcatctttg gcttatacac 
tggctgaaga
   115741 tcatcaccaa tcacggcaga aagcgggcgt cgctctaatt gaatctggtc 
ttgtaaaagc
   115801 attaatgctt ggattaatgc ttcaggacga ggcggacaac ctgggacgta 
cacgtcaaca
   115861 ggaataattt tgtctacacc ttgtactact gaatagatgt cgtacatacc 
tccagagttt
   115921 gcacaagcac ccattgaaat aacccattta ggttctaaca tttgttcata 
caaacgttgg
   115981 ataaccggag ccatttttac aaagcaggta cctgcaacaa tcatcaagtc 
agcctgacga
   116041 ggtgaagcac gaataacctc tgcaccgaaa cgggacaagt catgcacgcc 
tgttaaggtc
   116101 gttgcatatt caacgtaaca acatgatgta ccaaagttaa atggccacaa 
agagttttta



   116161 cgtccccagt ttactgctgt atgcaagaca tcctctaaac gagtcatgaa 
tacgttttta
   116221 ttcacttcct cttcaagtgg atcagtcaca atttgacgat cttgcaatgg 
atattgatca
   116281 gcatccggat tcgcgcgggt cagagtatat ttcatcccga cttactcctt 
ttcagatgac
   116341 aatgcaggtg tagtttttga cttaacacga cctgatgatt gggctggaat 
ctggcctgta
   116401 gggtcagtta cgagctcttc aatagagtta aagcgtgtaa tttcagcaat 
gttcattgtt
   116461 ggtgaaccga ctttaatctt ctcacctgct aatttacggc gatctgccgg 
tgcccaactt
   116521 aaagcaccta cagagaaggc ataaacaagc gcaattaata ggtcaacgac 
aaagattacg
   116581 acagtggtat aacccaacca tcctacttca cgcactgaag tagaccatgc 
atagaggtaa
   116641 agtgcctcta agtcgaaaac aacgaagaaa attgcaacta gatagaactt 
tgcagacagg
   116701 cgaatgcgag cgccaccagc actcacgaca cctgattcaa actgctcttg 
cttagcacgt
   116761 ccccacgatt tccccccgag gagtaaggga actgtgagca taaagacgca 
aagaaatgta
   116821 acgccgatca cgaaggcgat aatcgcccag tcgtatggag taatggcact 
catgcgggga
   116881 taactcctgg caggcctatt atttaacaaa gaatgtatgt attggccttc 
aaatacacca
   116941 aacacaaaat taatcccgcc aattgtacct gatttctaat ttcccttgct 
agttgaagcg
   117001 tcttagtctt ttggatgatt ttccaatcaa aagtaatcat ctatgtcttg 
tagagggggt
   117061 ttcaccgctt ataatcggtt tatttgatag ttttcgcact tgtaatgatt 
tttttcattt
   117121 tctgattttt aatattattt gcacaattgc tcaatcggtc aaattaaaca 
ccttactttt
   117181 ttataatatt aatcggtttt ttattgtatt catcttcccc tctgaattat 
gatgaatgtt
   117241 taatcatgca ttaatatttt attactcttg gataagagtg tttatcatta 
agggcagctg
   117301 atgccatact cacttcgtga attttcattt tctacctccc tgaaattttt 
tctcttattt
   117361 accatcatta ttacgctatg ttgctttatt ggaattgcat ctcgccctct 
tagttttctt
   117421 gcttttttct ggcctgctaa ttcggtattt ctaggcctat tgcttcgttt 
tccacaaaca
   117481 cgccaaatag gtagttttgc tggtgctttt accggttaca tgattgccga 
tttagttaat
   117541 ggcacacctc tttttctcac ccttatttta acgatatcca actacctgta 
tgtagtaacg
   117601 actttagcac tcgcaatatt gtttaatcgc catataaaag cagcttatca 
aggctattct
   117661 tatttactct tattcgcact atgcgggatt ggcagcataa ctggtgcttt 
gtttgcagca
   117721 acttttgtgc ctatgtttaa caccaaattt atgattggta gtttttgggc 
cgaatttggt



   117781 tattgggtta catcagagct tcaaaatgct ttattgttgt tgcccattat 
tttaaacatc
   117841 cccccttacc ttaaaataaa aaaccacctt aagggtaatc gtatatatat 
caaagcgatt
   117901 gattttttgc ctttattcgc tgttttaatt tcgataggag tgagttatta 
cgactcgggt
   117961 ccaggttccc tactctaccc catcgccgca ttaatctggt gcgctatccg 
ctataaaccc
   118021 attattgttg ctctcattac atcctttacc agtgcatata ttatttatca 
tgtctcaggg
   118081 cattatttat tactgtatcc gcaagactat ttaggtaata cgatttctat 
acgtataggg
   118141 ctgatcatga tgacggttgc gccacttacc gtttccagta ttagcgcact 
ccattctgaa
   118201 ttaattcaga agttacaaca tgcaattgcc catgatgaac tcacctcaag 
tttaactcga
   118261 cgccaatttt tacagtcagt ccgcctactc caagaaaaag tacaaaagga 
aaataagacc
   118321 tctgcatttt ttatgttgga cgtcgatcat tttaaaaaag tgaatgatag 
ttatggccac
   118381 ttaattgggg atagagcctt acagacctgt gtaacgacca tacaaaatat 
tttacatcct
   118441 catgacttac taggacgttt tggtggagaa gaattcgcaa tttttattcc 
ggataccacc
   118501 agagaggctg cctttgaact cgcggaaaga atacgcattc aaattagtca 
gcaaccgatt
   118561 tatgtatatg gcaaattacc tatctttgtg caggtaagta ttggtattag 
cttatattct
   118621 ccaagctatc accgttctat tgaaagtttg tttaaagaag cagacgatgc 
gctctatcaa
   118681 gcaaagcgcc aagggcgtaa tagagttttt atttctttgt aatatttcca 
agtcatcatc
   118741 tagtgtaatg aattttatac aatatcttct gttttgccat gtatgctaat 
aacagataat
   118801 aaggagaaaa atgcatgaat ctagaatata cgcataaacc agactattac 
ttgtttgcac
   118861 aattactggt gcgacatata gaaagctata ttcataaaca cccagatgca 
gataatgcca
   118921 tttttgactt gcgagatgtc tatgaaattt ttaggcaaga tttcgcatca 
accacaacaa
   118981 acctagaagg cattttacat attgcagact catatagggt tgagactttg 
aatggggatc
   119041 agcctcttat tcaaaaatat caaattgatg ctaaaaataa ttcgctcttg 
attgacttta
   119101 atacagatgc actcaatagc ctgagaagcg gcaaacctat tttggaacct 
gatgcaactc
   119161 aattataaat aaaccaataa aaaagcacct tatgcaggtg cttttttatt 
ggtctttaat
   119221 ggcggttgtt taaagcgatg tgctggccaa gtcataataa agcgtgcgcc 
tcccaaactt
   119281 ggactttcat ctaccttaat ttccccacca aaccagtaag caatacgact 
tacgatagag
   119341 agacccaaac cataaccgcc agatgcacgt gtacggctat catctaaacg 
ggcaaaggct



   119401 tcaaatacac gcttgcggtc ttgctcagga atacccggtc cgtcgtcttc 
gacacagaca
   119461 aaagccatgc catcattatg aataccgccc gtaatccgaa ctttgttatc 
acaataacga
   119521 actgcattac ctaccagatt ttgcacgaca cggtgaaggt aacgacgctc 
tgcatctact
   119581 ttcacatata aaggcggtgg aataagttca atttctttct gtgtttttaa 
agcctcagtt
   119641 tcaactgcaa cctgatccaa cacttcaaag agtacaattt ctgcaaagtc 
taatgaaggt
   119701 gtaccctgct ctagttttgc ataagtcatg atttcatcaa ttaaggtatt 
gagtgcttca
   119761 atatctttat caatcatgtc gacctgatgc atacgatgat tgtaatcatc 
ttcttcggct
   119821 aacatttctg taccaaagcg aatacgtgcc acaggcgttc tcagctcatg 
agataccgcc
   119881 ctcattaact cacgttgagc ctcaatcaaa cgctgaatgt gatcagacat 
attgttataa
   119941 cttgaagcca agtttgccat ttcatcgctt ccctcaatag gaacacgtaa 
tgacaaatca
   120001 cccgatttca tacggtttaa tgcataacgc acctgtcgga ttttgcgctc 
taacggcaaa
   120061 atcaaaccgt aaacacctag acttaataag aataagctaa ataaggtaat 
acccgccgaa
   120121 agctgtaaag gcatccagtt aaacattgga accggaccca gcactaacac 
ttgcgcagga
   120181 tgattcggta ttggagacac aatcgaaatg gttgtaccgc gcactgttgc 
actatctttg
   120241 tacaacatga cactttggtc ttggcgcaaa cgtccaatct gttcagaatc 
cagatttaca
   120301 tcttgaatgt tttgaatatt gatcggatat gagaaatgct tttgaatctt 
ggcaagatat
   120361 tcttgttcct gccccggata aaacattaaa tagtcgagca caaaaatagg 
aagagccttc
   120421 atttggcgtt cagtgatttt gtcgactttt atagataagt aatgttgtgg 
gtcgtcacgt
   120481 aagccaataa tgacatatgc aatgctattg cttgcatcgt aacgaactac 
agatttttgt
   120541 gcttctatcc gctttttctc ggtccgagac agctcaacct tacttgcatc 
ggtataataa
   120601 attggaagtt cgagcaaatc agatgcgtca gaaatccaat ctattttttg 
ctgcttccca
   120661 ggttgtcgag cgactccttc actaatgaca taagaaatac catcagttaa 
agattctcgg
   120721 tattcttgtg cgcgttggta gttgataatt tgtaccagta aatacccaaa 
aacagccacc
   120781 aaaacaacaa gaattaccag ccccgcatat attcgcagga atatactgtg 
tttaaacact
   120841 cgaccaacct tataggaagt ttaatcagat tttacaatcc attggtttct 
ttaacaaaca
   120901 agtaaccttt actacgtaca gttttaatac gttttggatt ttcaggatca 
tcgccaattt
   120961 ttggacgaat acgtgaaata cgtacgtcaa ttgaacggtc ttgaccatcg 
tattcgatac



   121021 cacgtaaacg ttcgaagata tcttcacgcg ataaaatacg gccagcgttt 
gatgcaagca
   121081 accataacaa gtcatattca gcacttgtaa agtcaacaag ctcaccgttc 
aacgttacag
   121141 aacggccacc attgtcgatg acaaggtcgt caaactcaat acgttgagca 
acttcatctt
   121201 caacagtttt atcggtacgg cgtaacaaag cacgaatacg cgctaataat 
acacgtggtt
   121261 gaactggttt cgcgacataa tcgtctgcac ccatttccag accaagtacc 
tgatccatat
   121321 cttcagtacg cgcagtcaac attaagattg gttgatgata gtgtgggcga 
acttcacgac
   121381 aaacggttaa accatctgca cccggcaaca tgacatccaa gaccacaaga 
tccggttgct
   121441 cactaataat acgacgaatt gcacggttac catcggtttc tacaccaact 
tccaaaccgt
   121501 tacggattaa atattcttga gttaatcgcg ctaaacgctc gtcgtcttca 
acgatcagaa
   121561 tctttggtaa cttttcttct tggctcatat cattgcccct ataaatctca 
ttacatgtat
   121621 cttaaaaatc ttgcagatac attcgtttat catttgcaat atacacacgt 
ttacattgta
   121681 aacaagtagg cgttcaccaa actgatacat gacaaccatg ttttgttgca 
ttttattaat
   121741 ctttgaattt tcaggtattt ttattatctg tttattgttc ttaaatgtca 
taatctattc
   121801 atatttccta tgtatgaata ttaaacaaat tatttcttca ctaaatttaa 
attcactcaa
   121861 gtgtttgttt tttgagttat ccacaaagtt atctataagt gttttttcac 
agctttggta
   121921 tgctatctcc cgacaaatca tacagataaa aaattactaa aaagtcaaga 
ttgatctacc
   121981 gtaaaaaatc ccgtatcttg tgttgaaaat aaactttaac tactaagtct 
tgtgtttatc
   122041 cctcaaatat cgtggcatgt tttttgctcg gttcaaacgg tctatgaaca 
taacaaaagt
   122101 gacaatggag ctatgctggc atgagcgtaa ttacttcgac tcccggtcaa 
attcaggtga
   122161 ttaaacgcac cggagatgtt gctgcatttg atgcagagaa aatttctgtt 
gcgattggta
   122221 aagcttttct tgctgtggaa ggtcaacaaa gtgcggattc gagccgtatt 
cacgaccgta
   122281 ttacccaact gacggaaatg gtactgaaca ctttcactcg ccgtttacct 
tctggcggta
   122341 ccattcatat tgaagagatt caagatcaag ttgaacttgc actgatgcgt 
actggggagc
   122401 acaaagtcgc tcgtgcttac gttatctatc gcgatcaacg cgcaagtgcc 
cgtaaagaca
   122461 caaattctaa tcatcaccct accttgcaag ttaccgatgc aaacggtcag 
cttcaaccac
   122521 ttgatttaag tgcactgcaa gcaactgtaa atcgagctgc tgaaggctta 
gaaggtattg
   122581 atgttcaagc aattatcgat gaaaccgtta aaaacttata taacggcgta 
aaagaaagcg



   122641 atattgctac caccatgatg atggcaacac gtacacgtat tgaacaagaa 
cctaactata
   122701 catacgtaac tgcacgtttg cttcgtgatg agttggtaag cactggctta 
gcattcttag
   122761 gtttaccggc cgatacagct gaaaacaatg cacttgaagc attcttgaaa 
aaaggtgtag
   122821 agcttgattt gctttcaccg gacttgctta agttcgatct agaaaaacta 
gcagcagcga
   122881 ttcaaccgga acgttctaac cagtttacct atttaggttt acagactcta 
tttgaccgtt
   122941 acttcatcca ttcaaatggc gttcgctttg aattaccaca attattcttc 
atgcgtgtgt
   123001 caatgggtct tgcacttaat gagcaagaca aagaagagcg tgcaatcgag 
ttctataact
   123061 tgttgtctag ctttgactac atggcctcta cgcctaccct gtttaactca 
ggtacattac
   123121 gtccacagct ttcaagctgt tacttaacaa cgattggcga tgacctttat 
gacatttatg
   123181 gtgcaatgcg tgacaacgcg atgctctcta aatgggcagg tggtttaggt 
aacgactgga
   123241 cacctgtacg tgccttgaac tcttatatta aaggtacaaa cggtaaatct 
cagggtgttg
   123301 ttccgttcct taaagttgcg aacgatacag ccgttgcggt aaaccaaggt 
ggtaagcgta
   123361 aaggtgcggt atgtgcgtac ttagaaactt ggcacttaga catcgaagaa 
tttttagaac
   123421 ttcgtaaaaa cacgggtgat gaccgtcgtc gtactcacga catgaacact 
gcaaactggg
   123481 ttcctgacct atttatgcaa cgtgtgtttg aagatggcga atggacgcta 
ttcactccgt
   123541 ctgaaactcc agacctacac gatttaactg gtgctgagtt tgctgaacgc 
tatgcatact
   123601 atgagtctgt tgcgaaagaa cagaacatgt tgcacaagaa agtacgtgcg 
aaagacttat
   123661 ggcgcaaaat gctttctatg ttgttcgaaa ctggtcaccc ttggatcacg 
tttaaagatg
   123721 tttgtaactt acgttcccca caacaacacg ttggcgtagt tcactcatct 
aacctatgta
   123781 ctgaaattac gttaaacacc aaccaagacg aaattgcagt atgtaactta 
ggttcgatca
   123841 accttgttca acacgttaaa ggcggcgtat tagaccgtga gaagttagcg 
cgcactgtta
   123901 aaacagcagt tcgtatgctc gataacgtta tcgacattaa ctactacgct 
gtaccacaag
   123961 cgaagaactc taacttgaaa caccgccctg ttggtatggg tatcatgggc 
ttccaagatg
   124021 cgctttacga aatgggtatg gcttacggtt ctgatgaagc tgtgaacttt 
gctgacgagt
   124081 caatggaagt gattagctac tatgcaatcc aaacttcaag tgacttggct 
gttgaacgtg
   124141 gtgcttactc aacatttaag ggttcattgt gggatcaagg tatccttcca 
atcgactctt
   124201 tagaaattgt tgcgaaatct cgtccagaac gtatgtttga agttgaccgt 
actcaacgtt



   124261 tagattggga cagtttacgt gccaaagttc aaaaagacgg tatgcgtaac 
tcaaacgtaa
   124321 tggcgattgc tccaactgca accatttcga acatttgtgg tgtttctcag 
tctattgagc
   124381 caacattcca aaacttatat gtgaaatcta acttgtctgg tgagttcact 
gtaattaacc
   124441 cttaccttgt tcgcgcatta aaagaacgtg gtctttggga cacagtgatg 
gttaatgacc
   124501 tcaaacactt tgaaggttca gtacaaaaaa ttgctcgtat tcctgaagaa 
ttaaaagcaa
   124561 tctttgcaac tgcgtttgaa gttgagccac gctggattgt tgatgctgca 
tcacgccgcc
   124621 aaaaatggat tgatcaagca caatctctta acctttacat ctctggtgca 
aacggtaaga
   124681 aacttgacat cacttataag atggcatggt tacgtggtct taagacgact 
tattacctcc
   124741 gtgcgttagg cgcaacatct gctgaaaaat ctacaattaa cacaggtgcg 
ttaaacgcgg
   124801 ttaaacctgc aactgtagaa gcagcagcac ctgcggcagc tccagtcgta 
gaagcgaaga
   124861 agcctgaagc agttgaagaa gacggcttca ctcaagcagc tccggttcct 
atggcttgtt
   124921 caatcgacaa cccagattgt gaagcttgcc aataacattc aataaagttg 
ctctttaata
   124981 aaaagagcaa ctttaaacga ggtaaagatt atgttttttc atctcagcca 
taactatatg
   125041 cttggtgttg gaatcttaat ctttgccttt attttctttt atacgcctat 
ggtttacgcc
   125101 ttttttaaaa tccgtaaaca acagcgtaag caaaataagt tgtagggata 
atggaccaaa
   125161 ggcccaaaat ttggtcatac atcaataaaa cttaattttg tttacacatt 
atgagcgtat
   125221 agtagtgaca tcttcgttta gagatgtcga acatagatat atacaacgaa 
gagagaacaa
   125281 caatgtctat ccttagttgg gacgattttg aagatgattc gcaaaaaccg 
gctgcacctg
   125341 aacacaagtc tgcgcccgtc aacccggaaa aaacgcctga ttcgcagaat 
gtatctgctg
   125401 cgcagccatc atcgcagagc gtggcagctc cacaatccgc tggaacccat 
tccgtgcgat
   125461 caacaaatcc aaccgattca atggctcgag catctgaagc cttagaacat 
ttggatgttg
   125521 ctcctggcct tgaagagtta gaaatgggcg cgcaacgcgt tcaggttgac 
gacaaagcca
   125581 tgattaactg tcgcgctgac ttgaaccagc ttgttccatt taaatatgag 
tgggcttggc
   125641 aaaaatatct agatggttgt gcaaaccact ggatgcctca agaagtgaac 
atgaaccacg
   125701 atatcgcact ttggaagtct gaaaatggct taactgaaga tgagcgtacg 
atcgttatgc
   125761 gttctttagg tttcttctcg actgcggact ctttggttgc gaacaacctc 
gtattggcaa
   125821 tttaccgtca catcacgaac cctgaatgcc gtcagtacat tttgcgtcaa 
gcgtttgaag



   125881 aagcaattca cactcacgct taccaatact gtatcgaatc tttaggtatg 
gacgaaggcg
   125941 aagtcttcaa catgtaccgc gaaattccat cggttgcgcg taaagcagct 
tggggcttga
   126001 agtacactca atcgttaagt gatcctactt tccacacagg tacgcctgaa 
aacgaccaac
   126061 gtttacttcg taacttgatc gcgttctact gtgttcttga agggatcttc 
ttctactgtg
   126121 gctttactca aattttgagt atgggtcgcc gtaacaagat gaatggtgtt 
gctgagcagt
   126181 tccaatacat tttgcgtgat gagtctatgc acttgaactt tggtatcgac 
atgattaacc
   126241 aaatcaagat tgagaatcct cacctttgga ctgccgagtt ccaacaagaa 
gtgattcaaa
   126301 tgattcttga aggtacgatg cttgaaatcg aatacgcacg tgacacaatg 
ccacgcggtg
   126361 tattgggtat gaacgcgagc atgatggaag aatatttgaa attcatctgt 
aaccgtcgtt
   126421 tatctcagtt aggtttacca gagcaatttg ctggtgtaac taacccattt 
gcgtggatgt
   126481 cggagatgat ggacttacgt aaagagaaga acttctttga aactcgcgta 
actgactacc
   126541 aaactggtgg tgcgttaagc tggtaagttt tactgctttc ccaaaaagcc 
gctcatctag
   126601 agtggctttt ttattaccag aattatttag gctcagctca agcctcattt 
atttattctt
   126661 tattcaataa atatttaata atttatataa gactgttcta accttaatca 
tatataagtt
   126721 atattctttt aatttaaaaa taaataatat aaaaatctaa ataatttata 
aaaacaattt
   126781 aaaataccaa aataaaaatt attgttttaa aaagaatttt agcaaataaa 
taaaataagg
   126841 tgtcggctga cccactctgg cttttaaacg aacgaaaact cagccgacgg 
cttagatata
   126901 ccaaattatt attacaaaaa cttatacccc tactattatt ttacaaatcc 
gaataaatac
   126961 tcaagtaaaa atatcacaaa atctatctat attatttttg tcactctctt 
tatttaaagc
   127021 catagcttta aaccctataa ataaattaaa tttattttaa aaacaaaaag 
ttataaaaat
   127081 agatatttta attttaaata aaaattattt tatttcaaaa agataaatca 
ttttttaaat
   127141 acatatatta ttttaatctt aaaaattttt tattaactca gcccattttt 
tatgtttaaa
   127201 aatgttatta aaaataatcg tattttttat tttgttgatt ttgaatatat 
ttacaaacct
   127261 gctatatcag ccgtgacaaa ttacacaact tgacaccaaa tagcaaaaaa 
ttaaatactc
   127321 tttctcaatt atgtgctcta aaacacataa tcaataaata gtaataacaa 
catctcaaac
   127381 aaatcacatg gaaatagatt atgtttatta aaagtatttt atcttcgatt 
actagtatta
   127441 tcccacttcc tgaaaatagt aacacaagca gtaatttagg taacggctct 
ggtgacggcc



   127501 tacttaatgg aatatcttcc ggaaatggtg aacacaacta tggtattggc 
aatggtattg
   127561 ccgatgacgc aagcattacc gccccaatta ccattcccct caacctctct 
ggtaactcaa
   127621 ttactctcat aggcaattca tcttcaaatt cggtgaatag ctctccaacc 
accacttcaa
   127681 ataacgttaa tgacaatgat gtaacaaata atggtaacgg ctctaccatt 
ggtagcggta
   127741 caggcaatgg ctctggtgac gggcttttaa atggcgccgc ttctggtaat 
ggtgaacaca
   127801 actatggaat cggtaatggt attgccgatg acgcaagcat tactgcccca 
ctttcaattc
   127861 caattaacct tgcgggtaac tctattaccc taattggtga ctcatcttct 
agttcggtca
   127921 acaactctgc aaccaataca tcaaataccg tgaatgataa cgacaccacc 
tataacggca
   127981 atggctcagg tgctggtaat ggttcgggcg atggcttgtt aaatggaatt 
ggctctggca
   128041 atggcgagca aaactacggt atcggaaatg ggattgcgga tgacgcaagt 
attacagccc
   128101 caattacgct tcctattaac ttgtctggta actcaattac tctaattggc 
aattcatctg
   128161 caagttctgt taattcctcg ccaactacaa cgtcaaatac tgtgaatgac 
aacgacacca
   128221 cctataacgg caatggtact ggtgatagcg gcgtgagcgc tctgggtgat 
tctggcaatg
   128281 gttcaggtga tggcgcaggt aatggtatcg cttctggcaa tggtgaacat 
aactatggta
   128341 ttggcaatgg caacggtgac gatgttgata ttactgctcc gattaccggc 
gttctaaact
   128401 tttcagggaa ctcatttact ctcattggta attcttcctc aagttcagtc 
aatactgcgc
   128461 caaccaccac atcaaataca gtgaacgaca atgacaccat tgataatggt 
aatagcggcg
   128521 gcacaggtag tggttcaggc aatggctctg gtgatggttt acttaatggc 
gctgcttctg
   128581 gcaatggcga gcataactac ggcattggca acggaaatgg tgatgatgta 
gatattacag
   128641 caccaattac aggtgttttt aatttctctg gtaactcttt ctcgctcatt 
ggcaattcat
   128701 cttctagttc aattaatact gccccaacta caacgactaa tacagttaat 
gacaatgacg
   128761 tgactgttaa tggaaatgat ggaggtggac ttcttggtgg aagttctgga 
aatggctctg
   128821 gtgatggcct gttaaacggc gctgcttctg gcaatggcga acacaactac 
ggtattggta
   128881 acggaaacgg tgatgatgca gatttcacct tccctcttac tggtgtactt 
aacttttccg
   128941 gcaactcgct ttcaggcttt ggcagttcat ctagtgactc ggtaaatgtt 
gcccctacca
   129001 cagcaactaa taccgtcaat gataatgaca ccattgataa tgccaataca 
ggcggctttg
   129061 gtgacggttc gggcaatggc tctggcgatg gaattttaaa tggtgcagcg 
tctggtaatg



   129121 gcgagcataa ctatggcatt ggtaacggaa acggtgacga tgcagacttt 
acgcttccat
   129181 ttactcgcgg tttaaatatt ctgggcaatg ctttatctgg tatcggcggc 
tcttcgaccg
   129241 actctattaa tatttcacca acaactactt caaacacagt caatgacaat 
gacactacca
   129301 acaacggtaa cacttcaggt ggtgtgattg gttctggtga ctcaggcaac 
ggttctggtg
   129361 atggcttatt aaatggtatt tcatcaggta acggtgaaca taattatggc 
attggcaacg
   129421 gtaatggcga tgatgttgac gttgttgccc ctatcactac accacttaat 
gtattaggca
   129481 actctttctc atttattggt ggtgaaggta caggcgatat cttaggtccg 
attactggcg
   129541 ttattggtgg tattggcggt gatggagata tcctaagtcc aattactggc 
attatcggtg
   129601 gcattggtgg tgatggagat atcctaagcc cgattactgg cattatcggt 
agcattggcg
   129661 gcatcggtgg ggatctgggc gataacccac ttacaggtat tattcaaagc 
ggtattgacg
   129721 ttctacaaaa tttagaaagt ttaaaaacag gtttgattaa tacaggtatt 
gatacgattg
   129781 ccggaacaat tattggtgtg ttccctgatg tagagcatcc tgtcggtgat 
tttgcagacc
   129841 ttggaaaact acttttcgag acttcacgcg atagtgttaa cggtacgctt 
gaggctattt
   129901 ctgaccttgc aggcgctgat cttgagggcg caagtggctc gatcactggt 
gtaattgata
   129961 cccttattac caatggttca acggcatcta ccattattca gcatattgta 
ggtgatgacc
   130021 tagtcactga aaacggtggc ctcttgggtt caatcaccac gattattggt 
ggcgttgaca
   130081 gcggcgacgg tggtttactg ggtggcctag atggcttaat tagcattaac 
tatggcgact
   130141 cagacaatag taattctgta gatgtagaag atattttagg aaatatcctc 
ggctcggtag
   130201 gttcaaatca aggtattgct gttggtgaac ctgatccaac gggcggtagt 
ttgattcata
   130261 cgatttcact taacacagta aatcagttaa ctgaccaact tttacatgct 
ttaccaactg
   130321 tctaatgtgt tcgtaaagat ataaccccct ataaaagcac ctttcaaatc 
ttgagtttgg
   130381 aaggtgtttt ttattaaaga gcttttgaca gtaatacgct catgcttata 
ggttattaat
   130441 ccagatctaa ataaccaaat acagcctttt caactcgctg ttgtaaatga 
tttaaatcac
   130501 tttcccctac tatgcctgct gcgttaatca ttcctttgct taaagcaatt 
acatcttgtg
   130561 cggctgtctg cgcatgtgaa acgccagaac gtttaaacag atcagaaatt 
atggtttcaa
   130621 gctcgtgctg atgctcactt tcctcaatgt ctttgccaat gagttcagaa 
gcaaattcta
   130681 aggttcgtgc caactgtggg cggctcaatt gatgttgcac agcggcttgt 
ataatgagtt



   130741 ttagtttatc ttttaagtct gcggcatcac tttgctgtat gacttcaaca 
atatgatttg
   130801 aaagtttggc gcgttcacgt cgaattagct cgacgattaa agcatcttta 
gaaggaaagt
   130861 attgatatag gctaccaatg cttacgccag caagttcagc cacggcattt 
gtgttaaatc
   130921 cagcaaagcc taaagactcc agaatgcgag cagccgcttc taaaatagct 
tcaaaggtag
   130981 ccactgatcg tgcttgacgt gggcgtttgc gtggatctgg aagtgtttct 
gacatggccc
   131041 gaaatgcgag tatttaatgt gagtaatcac tcatatactg actgagtcat 
attggtatga
   131101 caagtaaatg ctgtcgtttc agttgaacta caactcggct cagtcatgga 
gtggttatgt
   131161 ctagaaccta tacttttttt attcatttaa aagcattgcc tgcttggttg 
gctttagctc
   131221 gtgaaaagcg ggctgagttt agtgcacaaa agcttgaacc tatttttgag 
aagtacccaa
   131281 ctgtaaaagt tcgatggtat gacgttgaag cgtttagcac taaagccagt 
gatattgctg
   131341 tgtttgagac aacatgtttg caagattatt attttgtgat tgatgcgatt 
cgagactctg
   131401 agttttgtac agtgccctac tttgagtttg tagaaattat tcctgcaatt 
gaagatgggt
   131461 atgtggagta tgagagttct ttataaaata cacataactt tttatcaaac 
aagtaatgca
   131521 ttaagccagt aattttatgg ctatgcatag taatagccat cgtaaaatct 
aactttattt
   131581 tgttctttta tatctattta atatagctat tctttttaaa aacttgttga 
aaacttaaag
   131641 gaatattttg tgtattagga atatgcccaa agaaatgctc atctttcgtt 
tgaaaaaaga
   131701 tatcaaagct ttgactcata tatggatcga cctcactttg tttttgataa 
attggtgaaa
   131761 gtctattgat ataataattg atccaatcaa cttgtgttga aaatagagaa 
taatctctga
   131821 gatcagaata aagcctcttc aaattatctg caatcaagtc tacatttgga 
tgaaacaacc
   131881 aaataataat ctccatggga gaaacctttt tcagtgtatg ctgagatgtt 
ttatcaaatc
   131941 tttcaatttt atataattgc gcaccttctt gaccataact agagcaaagt 
agttttccat
   132001 tatgaacttg atcaaggttt tgacctaatt ctaagatacg tattctctta 
gaaatatcta
   132061 gacattcagg taaagtcttt agtttagact ttgctatatt tttaaatata 
tcaactgctt
   132121 gctgaacaac atatgattct ccagtaccag taataatacc ttgttcccaa 
gcatataatt
   132181 tagaatcatt cgtagtagaa aattctatat ttgaatcttt attcaaagtt 
actcttttat
   132241 tgtcagctgc aacaataatg ctatcgttta attgaatagc tatgatgaaa 
gtcatatttt
   132301 acgtaaaata acgagacatt tgatatacat ttattttagg ctatatcaat 
gcaaaattct



   132361 gaatattttt ataaaaattg aggttattaa tggctggtgg ttctcaaatc 
attattaata
   132421 aagatggtat taccctgatt acgccaggga aatttgagcc gaaagctgga 
caacaccttt
   132481 ttaaaggcgg tgaaaaagct aattattctt taccagagat ccctaacgtt 
caatctcctt
   132541 ttagtaataa attagatgtt tataatttat ttcctgatat atctaatatc 
gaatattctg
   132601 ttttacattc aaatggacaa gtaaaaactg gcttccttga ccagtatggt 
aggactggac
   132661 gcatcaaatc taatgaaaaa gaaaaggtta aagttctgat cggaggcgat 
gactggcatt
   132721 attatatcga caaactaggt ggaactaaga atgatgaaac atatataaaa 
ttcttagatt
   132781 tcttagggaa tccaataagt aatttagagt tccaaatcac taatgacaac 
aataaattaa
   132841 taacatcttg tcgaactgac caaaatggag aagcgaaatt tagtagccct 
aatgatgact
   132901 ttcctatttt atctattaaa aattttatag atcaaacata taaacccatg 
atgcgtattg
   132961 aaaataattt tgttcgagaa attattttaa ttagtcctaa aatattaaaa 
gaaatagaat
   133021 tattgcctga aacagaagaa aaaggcgatt atttaagaag taattattca 
gaataagtta
   133081 tataggaaaa ttgaatcatg agtgatggaa atcaaaaagt aaatcaaaat 
ggcagacctg
   133141 tttatttatt ctcgccaagt caaaaagaag cagctagtac ggcccaagat 
acttcaacat
   133201 atattggtgt gttaactaac tcaactaaac tgatcgagaa aaataacttt 
gcttggggac
   133261 ttctacattc aaaaaatact cctccgttca gcttagaacg tattaaaaaa 
tctaccaatg
   133321 cgcgtatgta tttttataaa cccgataatg taggaaataa ggtatttcga 
ggaaacccta
   133381 acacaagtgt atctaatgta ggcgaagtag caaaaaagtt tgacaaaata 
ggaggtaaat
   133441 taggaaaagc aggagatatt gtagaaattg gaatattgac cagagaacgt 
gattccaaag
   133501 gtttagttgt aaaagcggca acaatgacag gctcaactta tggagaagca 
ggcggattag
   133561 cattagcagg aaaaatatgt cctaaactag caaaaggtac accacaaaaa 
gctgcacttg
   133621 ttggtgcatc atgttttgga gcactgtttt atttaggaaa taaagctgga 
gatgcaattg
   133681 gaaaaggagc tggagaatca aaagtaggac aaaggcttgg agattcgcaa 
gctgtagtga
   133741 gtgttgttaa tggtttagca gacgcagcag atatattgga agcacaagaa 
aaggcaaatg
   133801 ccgaagcgga aagacaaaaa cagcttgaaa aagatcctat gttagaatgg 
cacataatgg
   133861 gagctgatta acaattaatt tggactaaag atgaaatcga aattattgat 
tattgctggg
   133921 tgtttaattt tatctaatag ttttttacta tctggatgta tcaagcaacc 
tacgtcacaa



   133981 aatcttgtac aagaaaaatc ttcagaagct ctgagattat atgaggaagg 
acaaaaatat
   134041 tttttaggta aagatgttaa gcagaattat caaaaagctt tagaattatt 
tcaaaaagca
   134101 tctgatcaag gattagctga agcacaaaat gatctggggg gaatgtattt 
cgaaggtcta
   134161 ggaacaaccc aagattatca aaaagctttt aaatattttg atagtgcagc 
taaccaaaaa
   134221 ttagcagcag ctcaatataa tcttggcctc atgtatgata aaggtcttta 
tattcaaaaa
   134281 gatagaaaaa aagccctaga gctttatgaa ttatcaactg aacaaggtta 
cgctaaggct
   134341 caatataatt taggtaatgc ttatgcaaat ggagatggtg tcccacaaaa 
taatacgaaa
   134401 gctttagaac ttttctcaaa agcagcacag caaaatcttc ctcaagcatc 
ctataattta
   134461 ggtaatatgt atgcagacgg tgaaggggtt acccaagaca ataagaaagc 
tttagagtat
   134521 tttactaaag cagctcagca aggctttcct caagcacaat ataatttagc 
ttatatgtat
   134581 gaaaatattt tccctgattt ggaaaaggct aaattttggt atatggaagc 
ttcaaaaaac
   134641 catatccctg aggctgatca agcattagaa aggttatcta cggttaaata 
acatataaat
   134701 actataaaga gtaacaatca caagtaaagt caatagaatt ccttgtattt 
ctgaaaagaa
   134761 aatacttaac catgataatc tatagttaaa ttctttattt gaaagaaata 
acttagcttt
   134821 attaggggaa ttcttattta taaataattt tattgtctga tcttttacag 
ccttattaaa
   134881 aagctgttta tttttttctt taaaagaatc acaacgttca aaaatatata 
ttttatatat
   134941 tctaaaaaaa acttggtctt gttgaaaata gcttttattt ccataattat 
attgatatga
   135001 aactgctaga tttgccattt tatccccgcc tcgtccccaa gggcttgagc 
acttaatttc
   135061 ataatttaag atctgaaatt tttctagccg cacccaagtt ggatgagtta 
cattaaagat
   135121 ttttaactta gcagcaggaa tacttgtgca taaaaaaatt aaaacaagta 
aaaacaatac
   135181 aagatagaga ctactataga aaaatttatt cataactcaa aactataata 
gattaatttt
   135241 tagcaaatga ctgataatta tatactatta acatacaaat tagtcctcta 
ttatttttta
   135301 gacgtgacag taagatatat aattaaacca attaatacta aaattattag 
ttggatttcc
   135361 aacataagac tgatcatcca agagtttcta aatgataaac cctttttggt 
tattaatatt
   135421 ttcgatttct ttgtgtctgg tgaaataaaa acttttaatt cattattttt 
ctttatctta
   135481 ttaaatatag ataaattttg gcctttcatc tcatcacagt tttcagaaat 
aaataatcta
   135541 tatacaacca aaaaatcttt ttcctctgat ttataaactt tattttgata 
tgtatattga



   135601 taccttatat ctccgcgtgc acttctatcc attcctttat gccaatattt 
tcttttacaa
   135661 tagacgctat aatctaaaat tttataacct tttacttcaa cccaatcagg 
atgaaataat
   135721 ttaaaaactt ttaatttcag attaaaagat gaagttaaaa ctaatagaat 
aagaaaaaca
   135781 gctaataagg ataaaataat ttttataaat aatttcatta ttaatatatc 
tcaacctaaa
   135841 taatgacccg caaattaatg tataaaataa tatataaata tattgtatac 
attcttagcg
   135901 agtaaatatt agcatgaaaa taaaatttta ttgaataact ttaagtatag 
tcaccgtata
   135961 ctattttatt attcccctcc cccaaaacct ctccaacacc acatctcttt 
catccaaacg
   136021 atttgagctt aaaacctgta gcatcaggcc atctataagg tttaaaacca 
tatctgcatc
   136081 gaatttaaaa gtacgattct cacagctaaa aatcaggtca aaaagttccc 
gatgtagcca
   136141 ttttcggtat tcaactgcca tacggtaggc ttgcggatat agccgtttta 
tttcaaaaac
   136201 tgctttaagc agcaaatgat ataggctgtt taaattggta tgtaaaacaa 
taatttcttt
   136261 gagtttatct ttttgggtgt agtaacggct tgagtaaata atcgagagca 
cttcttcttt
   136321 gagtaggctt ttttgaaagg cgatgcacat ttcaatcagg cgttctttgg 
agtggaagta
   136381 gttgtaaaac gtggctttcg gtattttggc ttctttgata atgaggtcca 
cgcctgcatt
   136441 atgaaatcca tgcgtggtaa agagttggat ggcggtttgg actacctgta 
attttttgga
   136501 agatatttct aaagttggca tcgttttacc gttataaatt cttgttgttt 
ctaaatgaga
   136561 taaaaagcct gtgccctttc tgggagaaaa aaaggcacag caaagccgta 
agacggtgct
   136621 tggcacatct caagtgttat tgttgatata agtttttagc cgtaatgact 
taaagtctga
   136681 aaagcggtta agccttcaaa ctgtttaaag atgaattaag tggtgtcgtt 
atagcttttg
   136741 gcgcttaagg ccaagaaatg gtggatgtgc atagccaact cctgattttg 
ggagttctgc
   136801 caaagcattc atttggaatt atggtggcag aacgaaagag ggttgacaga 
ctggcttcga
   136861 gaacccagca cgcacaaagg cgtccccctt ccgtcctacc gctacaaaaa 
gggagacgag
   136921 tgggtctaca tcaaaaaaac gagttttttc aatgttctca aagatcagcc 
tgtcaaagcc
   136981 ggctggcaat gtggccagca cgcaaagcat aatctgagag ctgagatgtg 
tcaatgtggc
   137041 tttaatgaca agtgtttaaa tttcttattg tttttcatta gattaactta 
attataattt
   137101 aagatattat atttaattgt atttttaaaa ataaacagaa gcgatccgtg 
cttattgatt
   137161 tcttaatgag tcttttatta tgaaataacg aaatgataag taggattaga 
cagtctctgt



   137221 ctgccccact tggtgataag cacggttaaa gtaaaccaaa ctttggtcat 
gttggctttg
   137281 tttaatcgcc acaatcgggc atataaaaat cgtgtgtgtg ccgacttgtt 
gaatttgctc
   137341 aatctcacaa tcgaagctca ccaaagcatc ttccaacaca ggtgcgcctg 
tttctaactc
   137401 aatccattcg ccatgtttaa agcgttcttc gggtgtgagc ttagatgaaa 
atgcttttga
   137461 aatatgttcg tggtgcgcgc ctaacacatt tacggttaag attttgttat 
ctaggaaatg
   137521 tgcatgtgaa ctcgcagctt ggttcataca gaccaataat gtcggcggtg 
tgtcagtcac
   137581 actacaaaca gcagaggcag taaatccaaa acggccagac atgcctgccg 
tggtcacaac
   137641 actaaccgca cttgtgagta aagacattgc atttctaaag tctgttgctt 
gaaccatgac
   137701 attattccta aattgaaccg taccttttcc tgtgggtttg ctataccgcc 
caactccatc
   137761 aggaaggtac tatcgacatg cgttctgatt agagcgacat gtagtaagta 
aaatgagggt
   137821 tacttgtttg attatcaacc accatcaaaa aagtaaccct ttataccact 
tattggtaaa
   137881 tattaagcag taagatcaaa acccgtaagt tctcggcgaa cgatttctgc 
acctgcactt
   137941 aaagcattta gcttgccgcg tgccacttca cgagaaagag gcgccatacc 
gcagtttgtg
   138001 cacgggtaaa gcttgtctga atctacaaac tgaagcgctt tacgtagtgt 
gttggcaact
   138061 tcttccggtg tttcaatctg gttcgttgca acatcaattg cacccaccat 
gactttttta
   138121 ccacgaatga gttcaagtaa gtcgattggc acacgagagt tgtgacattc 
taacgagatg
   138181 atatcaatgt tagaagtttg aagtttcggg aaagcttctt cgtactggcg 
ccattctgaa
   138241 ccgagtgtct ttttccagtc agtattggct ttaataccgt aaccatagca 
aatgtgcact
   138301 gcagtttcac attttagacc ttcaattgca cgctctaaag ttgcaatacc 
ccagtcattt
   138361 acttcgtcaa aaaacacgtt aaatgcaggt tcatcaaact ggataatatc 
tacaccagca
   138421 gcttctaact cacgcgcttc ttggttcaag attttggcaa attcccaagc 
aagcttttca
   138481 cggctcttgt agtgaccatc ataaagcgta tcaatcatgg tcattgggcc 
gggtaacgcc
   138541 catttaattg gctgatcagt ttgctgacgt aaaaactttg catcttcaac 
aaacacaggc
   138601 ttttgacgag acaccgcacc taccacagat ggtacgcttg catcgtaacg 
gtcacgaata
   138661 cgaactgttt cgcgcttctc aaaatctaca ccatttaagt gttcaataaa 
tgtcgtcaca
   138721 aagtgttggc gggtttgttc gccatcgctg acaatatcaa tgcctgcaag 
tttttgttcg
   138781 tgaagtgcta aacgtaacgc gtctttttta ccttcgacta agccttcgtt 
ttcgagtttc



   138841 cacggcgacc aaagtttttc aggttctgca agccaagacg gttttggtaa 
gctgccagca
   138901 gttgaagtcg gtaataactt tttcataata aatgacctat atgttgatta 
attaggagcg
   138961 taattcgcag accactgctc aagaatcgct tggtatggtt tgataaattg 
ctcttcaaca
   139021 aacttcccct gctctatagc cagacggcta cgttcttcac ggtcatacac 
aattcgagta
   139081 agtgaataat cttggtgctt caagcttggt tgataagact ttccagccac 
tgaatttgca
   139141 ttgtaaattt caggacggta aatcttttgg aaggtttcca tcgtactaat 
ggtactaatc
   139201 aactcaaggt tggtgtaatc actcaacaaa tcgccagtaa agtagaacgc 
taacggcgca
   139261 acgctatgcg gcggcatgaa atagcgaacc tttaagccca ttttttggaa 
atattcatcg
   139321 gttaatgaat agtcttcttg cttgtattcg acacccaaaa caggatgttc 
gttttcagta
   139381 cggtgataca ccttacttgt tgaaacgctt aagcaaatga ctggtgcctt 
tttaaagttg
   139441 gctttataag tctcagagtt aataaagctc ttaaacaagt tgccgtgcaa 
ttcaccaaac
   139501 ttttctggcg tgctaaacgt agacttgttt ttgttgtgat ctaacaacag 
cacactaaag
   139561 tcatagtcac gtacataaga cgagaagtta ttacctacaa tgccttcgat 
gcgttcattg
   139621 gtctttttat caacaatatt ggttttcaat atttcgatga gaggaagccc 
gctagtacgg
   139681 ttttcggcat caatgttcat ttcaactgaa atgatttcaa gttcaacgcc 
atagcggtcg
   139741 cccttagggt tgtcccaatg agctaaggca ttgaaacgat tgtcgatcat 
ccgtaatgtg
   139801 ttgcgcaaat tttcttcgcg gctcatccct ctcgccaagt tagcaaagtt 
ggttgtaata
   139861 cgcgtattgt ctgctggacg atagttctca tcgaaacaaa tactcttaat 
cgtaaatgta
   139921 aattctttac tcattgtgat cagtacccta atttctgaga taaacctaaa 
aaatcttttt
   139981 gctctttttg aactttccag ccttgtcagt tttgtgcctg ttggtcttat 
caaaagtgaa
   140041 taactggagc gcttcagagc atggatagat ttataccgca atcacaacat 
gaataaaaat
   140101 gatttagtct cattcaaaac tgagtagaat tcatgtttag ggttttataa 
ataagtatga
   140161 agttaaatat ttttcatctt agggaatttt agatggtaca aacgagacat 
acggtactct
   140221 cgttttaatg tctgtaattt ttataattaa tgattatttt caattaatta 
aatcattttt
   140281 ctttgaataa aacagataag cctaaagcaa tttatgttga ctctcattca 
tctctgcttt
   140341 tagccattct aaaaataggg ttttgcgtgg atcttcctca aaagcacgat 
gagaaagtag
   140401 aaaataggct gaaccatctt gaacgactgg tgaatttttt tgcagtaagt 
tccattcaag



   140461 ctctttttca atcatataaa ttgagatgac tgtcgcgcca agtcccgcca 
aacaaccttc
   140521 taaacataaa taaaaatgtt cgagttcaac tttggtgtag ccttttaaac 
tttgctttag
   140581 ctcagcaatg cgactcatac ttttgaaaaa atttggtcta gaggtcgaaa 
tgagtacgtc
   140641 gttggtttcc gatggcttgg ttgattgaac tagagcgata tattcatcgg 
caattttttc
   140701 gctataaata tgctctcccc aatcaaagtc atttcggcga atcgcgatat 
caatattatc
   140761 tttttcaaaa tcgaccacgc cgcctgctgt gagtagcaca acctcaaaat 
catgaccgag
   140821 ctttttaaat tttgataagc gtggaatgag ccatttcata gaaagagtcg 
gttcacacga
   140881 caaaaccagt tgcttgtttt cggtttcgga ttggctgagt tgtattaaac 
attcatcgag
   140941 ttgaccaaaa acttgatggc aacaactcaa taaagtttca ccctgctccg 
tcatcacaag
   141001 tgttttattt tttcggtcaa acaaagtcgt atttaaagct tcttctaaat 
tataaatctg
   141061 tttactgacc gcactttgcg tcacaaataa tttctttgca gctaaagtca 
cgctgccata
   141121 cttcgctaca aaatagaaaa attttaatga attcagcgat attctttcaa 
tcattccaaa
   141181 aactcatagt tatgttgtcg tttttatcga tttttatttt taagtttctg 
ttcaaaataa
   141241 aaatcatctt tattaaaacc tattttagat gatgaaaaat attttaaata 
tctatatcta
   141301 tcttcataaa tgtaaagacc caatctttct cacgaaaaga ataatagctt 
tcagtaaaac
   141361 agctctcctc ttgaatacat tccaaaaagt acagataaaa ccgttcgttt 
tcaatgaggg
   141421 tgcaagataa tggctgagtt tattgcggtt attctcatta cgattttggc 
agtagtaagc
   141481 cccggagcag acttcgcgat tgttactaaa aatagttact tgtacggtcg 
aaaaataggt
   141541 gtgttcactt cacttggaat atcgcttggc gtgttggtac atgtaaccta 
tacgttagtt
   141601 gccgttgcct ttgtgatgac ttatacgccg caaattttga ctattgttaa 
gtacattggc
   141661 gcactttacc tgatctatat tggttataaa acctttacgc aaaaacctgt 
tttagatgct
   141721 gttgctttaa acgctatagg cacttttcaa gccataaaat acggcttttt 
taccaatgcc
   141781 ctgaacccta aaaccacgct atttgtgatt agtacctata cccaaattgt 
gagtttaacc
   141841 acgcctgaaa gcattctttt agcttatggc ttttttatgt catttgccca 
ttttatatgg
   141901 ttttcactgg tggctgtgct tttctcttca atgctcttaa gacagaaaat 
gttagccaaa
   141961 caagctcaga ttaataaggt aattggttct attttatgtg tgttgggtgt 
gattctgctt
   142021 tttactaagt ttcagtagag ctagttaatt tttaagaaac ttttttatat 
attgctgtta



   142081 gtattaaaac gcatgataga tttcccaatc cttcatatct ctataaatca 
aggatgatga
   142141 gcgaatacat ttattatgga aatcaagcaa ataaagtatt ttttgacggt 
cgttgaatca
   142201 ggcagtattg gaaaagctgc tcaaaaactc gatgtgggtg cttcggcaat 
tagtcagcaa
   142261 attagtaagc tcgaacaaga gttaagcatt cgcttattac agcgtaatgc 
ttttggcgtc
   142321 acgcctacac ccgcaggtct tgccttttta aagcactctc aacttatttt 
gcgtcaagtg
   142381 aacttcgcca tagatgctgc acattcagca cggctttccg gtcatgtcag 
ccttggtttt
   142441 ccaccgacca ttaccgcttt aattggcatc cctttaatga aactaatgtc 
tgaacgttat
   142501 ccagatattc gtttagagat tgtagaaacc ctgtcgggga acctgattca 
gtcgattaat
   142561 tcgcgtcagc ttgatattgc cattattttt accaatgaaa ttgataaaca 
gtggtctata
   142621 cagcctttag tgcgcgagca aatgtattta atggcacgca aagaagtgct 
cgaaaaatac
   142681 gggcttagcg aatgtattaa aagtggaatt attcagtcgc agcaaattgg 
cgatattcct
   142741 ttagtgctgc cacgtcaacg ccatagctta agaaaactgc ttgagcacaa 
gattggacag
   142801 ctcaatgtcg tctatgaaat tgatggcttg catttgctta tggacagcct 
gattcatctt
   142861 gaccttgcaa gtgtgaggcc cggtagtgct tgcttacaag agtataaaca 
caagctgcaa
   142921 ttgcttaagg tcgtcgaccc tgaagttgaa cgaattaact atttggtgag 
ccttgccgaa
   142981 gaagaattat cacctgccgc acttgctgcc aagtcagcca ttaaggcatg 
tgtgaaagag
   143041 ttgattcaaa accagatttg gccatgttct gaaattattt tataaagggt 
cattaatttt
   143101 tctaaatacc taattaattt tctcctctca ctccctcctg ctttttaaga 
ttacattttc
   143161 cttcgaatga taagtggttt tctgtttatc gaaacataga tgtgtagttt 
gaactggaaa
   143221 caaggcatca cattttctac gaaggacacc tttaaatctc atctctaacc 
catttcctat
   143281 ttaggtttat tgattgaatc agtttacgtc caaaccttga agatcatgaa 
tgtttccatt
   143341 ttgttaggcc aaggaggtct ccaatggatg tcgttaataa ccgtagggct 
acttttaaaa
   143401 aaatattaaa tgtaacgagt ggcaactttt tagaacagta cgattttttt 
ctttttggtt
   143461 tctatgccac ctatatcgca gcaaagtttt tccattctga taatgaatat 
gtctctttaa
   143521 tgatgacatt taccgtgttt gctgcgggtt ttcttatgcg tcctctcggc 
gctattttct
   143581 tgggtgccta tgtcgacaaa gtcggtcgtc gtaaaggttt gattgtcact 
ttaagtctta
   143641 tggctattgg caccatatta attacctttg tgcccggtta tgaaaccatt 
ggtattatcg



   143701 caccaatttt ggtggtgatt gggcgtctat tacaaggctt ctcggcaggt 
gttgaatctg
   143761 gcggtgtttc aatttacctc gctgaaattg caaccgataa aaatcgtggc 
tttattacta
   143821 gctggcagtc tggtagccaa caaattgcgg ttgtgtttgc ggccttactt 
ggttattggc
   143881 tcaacaccat tttaactcat gctcaagtgg gtgaatgggg ctggcgtatt 
ccgttcttaa
   143941 ttggctgttt aattattcct ttaatcttct tgttccgtcg tactttagag 
gaaactgaag
   144001 actttaaagc gcaaaaaact catccatctt caaaagaaat tttcagcaca 
cttgtaagca
   144061 actggcgcat tgtacttgcc ggcatgatga tgagtgcgat gactacgaca 
actttctact
   144121 ttattacggt ttacaccacg gtgtatgcga aacgtacttt agaaatgtcg 
gtaacagata
   144181 gccttttagc aaccgtgttt gtaggtttgt cgaatttctt ctggttacca 
atgggtggct
   144241 tgctttcaga caaaattggt cgtcgtccag tattagtggg tattacgact 
cttgcgatct
   144301 ttaccagcta tccggtttta agctggttgg tgagcgacat tagcttctct 
aacctactta
   144361 ttacccttgc ttacttctcg ttcttctttg gtatgtacaa cggcactatg 
gtcgcaacgc
   144421 ttgccgaagt gatgccaaaa cgtgtacgta ccgttggctt ctctttagca 
tttagtcttg
   144481 cagccgcgat ttttggtggt atgacgccaa tggcttgtac cttccttgtc 
gaaaatacag
   144541 gtaatgcaag cacaccagcg ttctggctca tgctcgctgc ggtatgtagt 
ctcatctcaa
   144601 gcttgtattt atgtcgtggt tctaaacaga aagaccctga tgcaattgct 
gaacctgcaa
   144661 aggttagcgc ttaaaacaac tcattcctta acctgaaatt ttaataaaca 
gtacggcaga
   144721 ccttaaatct ccgtactgtg ctttcttgca attcaagtga ggcaccatga 
aaaagtcccc
   144781 tatcttcata accatttgcc tagctggtgc aggcttaggt tctacatttg 
ccaatgcaga
   144841 tacgctcgaa gtaattagct caggcggttt ctattcatct atggaaaaac 
tcattccaat
   144901 atttgaaaaa caaactggtc acactgttca cctctcatct ggttcgtcta 
tgggggagtc
   144961 accgactgca attccaaatc gacttgatcg tggtgaacgt tttgatgtcg 
ttgtgttggc
   145021 tgctcctgaa ctaagcaaac tcgcagaaaa aggttatgtt gacccaaact 
cacaaagcgc
   145081 tttggtgaat tcaagcattg gcatggctgt gcctaaaggc gcaccaaaac 
cagatattag
   145141 ctctgcggca aaatttgaaa aagttttatt aaatgccaag cacataggct 
attctgcaag
   145201 tgcgagtggt acgcatcttg aaaaagatgt tttcccaagc tttccacctg 
tcgaatacaa
   145261 agtaatttcg agtaaagcag aaaaagtggt aggcgaccgc gttgcaaaac 
gtattgccga



   145321 aggccagttt gatattggtt tccagcaaat tagtgaaatc aaacctttta 
ccggcaaata
   145381 tggtcaagtt gagttagttg gtccaatccc tgcgccttac caaaaagtta 
ccgtatttgc
   145441 tgctggtatt ggtaaaaact cggaacatgc aaaagtcgca aaagaactta 
ttcaatttgt
   145501 gaaatcgcct caagcaacac aaattattga agaacagggt cttgagcagg 
ttaaacaata
   145561 aaagctctaa aaggcagcat tttgagagga tgttgccttt actctttgaa 
cggtttactc
   145621 aaagcaatag aacaaaatgt agagtaataa atcagtgtag aataattaac 
aaaggtcaaa
   145681 gtagaatttg ccgtggaact taaacaatta aagtatttta ttgcagtgat 
cgagtcagga
   145741 agcttgggta aagctgcaaa aaatctcgat attggaacgt ctgcattaag 
tcagcaaatc
   145801 tcaaaattag aaagcgagct ttctattcgc cttttacaac gtactgcttt 
gggtacggtt
   145861 cccacccctg cgggtttagc tttttttcaa caggttcaac tggcacttag 
acacctagac
   145921 catgccgtag actctgcgca ctcctcacgt ttaagtggtc atgtcaccgt 
cggtttttca
   145981 ccgagtgttg cggctgttat aggcacgcat tttttaaaac tcatgagaag 
ccgttatccc
   146041 gacattaaag tccgtttaat cgaaggctta tcgggtgact taaaagcttt 
agttaatgca
   146101 agacagctcg atgtggctat catctttagt gatgatgtcg acccacagtg 
ggccatacaa
   146161 cctttagtca aagaacagat gtttttaatc tcgcctaaag aagtactggg 
tcagtaccat
   146221 cttgaaagct gtatcgacac tcaaaccatt actcattcac agcttaaaga 
acttccccta
   146281 attttaccga gccaacgaca tgggctgcgc ttgttgcttg aacagaaaat 
tcatcaactt
   146341 aaagtggcat atgaaattga tgggctgcat ttgttaatgg aaagtattag 
ccaactcgaa
   146401 atggcaacca ttcaacctgc gggtgcatcg ttaaactcgc ggcaagacct 
gtgtttactg
   146461 cgcgttgtag aacctgctat tgaacgcatt aactatttaa ttagtctctc 
tgaagaagaa
   146521 ctctcgcctg ctactttagc caccaaagta gtaattcgtg cctgtatcac 
taacctgatt
   146581 aatgaaaagc gctggcctgg tgcggaactc gtaaacactt aagccattag 
tgtttatttt
   146641 tactaaacac ccattcaagc ctagcctctc acttcatctt cccttttgaa 
gctacattag
   146701 ccctagctga gaaagggaga aatccatgca tgatgtaatt gtgattggtg 
gtgggaatgc
   146761 cgcactgtgt gccgcgctca cagcaaaaga aagtggtgct tctgtactgg 
taatagaggc
   146821 agcgcccaaa gagtggcgtg gtggtaactc acaacacact cgtaacctcc 
gttgcatgca
   146881 tgatgctcct caagacgtat tggtcgatgc ttaccccgaa gaagaatatt 
ggcaagacct



   146941 acttaaagtg actgcgggca aaaccaatga gcacttagcc cgtctagtca 
ttcgtagcac
   147001 ggcaacttgc cgcgactgga tgcgtaaaca tggtgtgaat tttcagccac 
cgctatcggg
   147061 tgctttgcat gttgcacgca ccaatgcctt ttttatgggt ggcggtaaag 
cccttattaa
   147121 tgcctactac cgtagcgccc aagaacttgg tatcgaaatt ttatacaaca 
caaaaatcaa
   147181 agatctaaag ttaaatcaag gacattttga agctgcaatt gctgaagatg 
gacgtgtatt
   147241 taaagcaaaa agctgtgtct tggccgcagg tggttttgag tcaaatctcg 
aatggttaag
   147301 agaagcatgg ggacaaaatg aaaacggcga atggcctgcc gataatttta 
ttattcgagg
   147361 tacccgcttt aatcaaggca acttactcaa atttatgata gatcaaggcg 
ccgatattat
   147421 tggtgaccca tcacaatcac attgcgtcgc tgtagatgca cgcgcaccgt 
tatatgacgg
   147481 cggcatctgc actcgtattg actgcgtttc attgggtatt gtggtcaata 
acaaagccga
   147541 acgtttttat gatgaaggcg aagacttctg gccaaaacgt tatgcgattt 
ggggccgcct
   147601 tgttgctaaa caaccccagc aaattgccta ttcgattatc gattcaaaag 
ccattggtcg
   147661 ctttatgcca cctgtgtttg cgggtgtgaa agcaaatagc attcaagaac 
tggccgaaaa
   147721 aatcgggctg gatgcaaaaa ccttatgcca taccgtagaa gaatttaatc 
aagcctgtgt
   147781 gcaaggcacc tttaaccata ccgttttaga tgactgcacc accgaaaata 
ttgttcccaa
   147841 caaaactcat tgggccgttc ctctcgacca accacccttc tatgcctatg 
cgcttaaacc
   147901 cggcattacc tttacctatt taggcttaaa agtcgaagac gatgctgcgg 
tacgttttaa
   147961 caataaacca agccgtaacc tgtttgtcgc aggtgaaatg atggcaggta 
atgtactcgg
   148021 tcagggttat accgcgggcg tgggtatatc gattggcacg acctttggac 
gcattgccgg
   148081 aaaaaatgcc gcccactatg cactttcaca aggagttgaa catgaatgct 
agtaccaaag
   148141 ccctaattcc agttgttcag ctctctgacc atgagcagga agttcaaaga 
gtgctacaga
   148201 tttgtaatgc ttgccgttac tgtgagtcat tttgtgctgt ttttgcggct 
atgaccaaac
   148261 gtcttgagtt taaccaagcc gatattcatt acatggcaaa cctctgtcat 
aactgtggtg
   148321 cttgtttaca tgcttgccaa tatgctccac cacacgagtt tggggtaaat 
attccaaaag
   148381 cgatggcaca agtacgttta gaaacttatc aagaatttgc tacacctcag 
cctttaggtc
   148441 gaatttataa gtctgtaggt attccttttg tctcggcttt aacacttatt 
ttcttttttt
   148501 gcatgttagc tgtggtgtgg tggaaaggca ctgacttatt tgcaggttac 
caaggtaatt



   148561 tctatgcgat tttcccgcat aactttttag ccctattatt tggagcgacc 
tttacagttg
   148621 cgattgtttt gctcggcatt ggaattagca aattctggcg acagacgtct 
aaagtcattc
   148681 atggcaaagt tgagaaaccc gatctggttc aagctaccca aaacgtatta 
acacttaaat
   148741 atttagatgg tggtcatggc aaaggctgta atgagcaaga tgaccggtac 
acacaaatcc
   148801 gccgcgtgtt ccatcacctg acattttatg gctttatgct ctgctttgca 
gccacaggtg
   148861 tagcgacttt atatcattat tttcttgacc tacatgcacc ttatccttac 
ctaagcttgc
   148921 ctgtcatttt aggaactttg ggtggaatcg gcttagttgt cggaccatct 
ggcttgctct
   148981 atttaaatct taaacgtcat ccgttgcatg gtgaccgtga gcaaaaacct 
gtagatcgag
   149041 gctttatctt ccttctgctt atcgttagcg cttcagggct agctctcatg 
gcatttcgca
   149101 atgcccctta catggcactt ttactgattt tccatttagc tacggtcatg 
acattcttta
   149161 ttaccatgcc atttggaaag ttcgcacatg gtttttaccg cagcgcttct 
ttactcaaat
   149221 ttgccatcga agagcgtatt tcgaagaaat cataagttca ttcaaaagta 
ttcactatct
   149281 tgacatagtg aatactttta ttatttttaa gctcaaaaca cttcatacct 
tccctacttt
   149341 ttactattta aaattcctaa accatacatt ggccacttcg tactcgcttt 
aatattatta
   149401 atgagcatcg ccactaaaac taaaaacact gcaccgacca aaacagggaa 
aattaagaaa
   149461 ttccactcat aatgtatgct gcttgcggtg agtaaaataa ccaaaggatt 
ggctccagca
   149521 ggtggatgaa cacatttaaa cacttgcatg agcgcaattg cacagcccac 
tgaaaaagca
   149581 attgtaaaaa tggaaacacc gacaaatttt agaaaaaaca aacccacaaa 
agccgagata
   149641 agatgtccaa atataatatt tctgggctgt gctaaaggtg actgcgatac 
ggtatagagc
   149701 aacacacagg tcgcaccaaa cggtgccatg ataaagatat tatgtgtgag 
cttacttaac
   149761 cacagaagta taaaaatact gaccgtcccc ccaataaggc ttcttaaaac 
atcaacttta
   149821 ctgggcgatg gtgctagttt ttctttgcca taaaagatcg agaacatggt 
tttttcctca
   149881 aacaaaaatt tgctttttaa aaagcatata gataaaatct caaatagtac 
agatctgtac
   149941 tattttattt tttggaaaag ttttatgtct aaatctgcct taaaaatatt 
agatacagcc
   150001 gagaagttat ttaatgaaaa tagttttgtt ggtgtgggcg ttgacctgat 
tcgcgatgaa
   150061 tctgggtgct ctaaaaccac catgtacacg tattataaaa ataaaaatca 
attagttaag
   150121 tctgtgctcg ttgcgcgtga tgaacggttt aagcaaagtc ttttaggtta 
tgttggagat



   150181 gcaacagggt tagaagccat caataaaatt ctggattggc acaccaactg 
gtttagacaa
   150241 gattttttta aaggctgttt atttgtaaga gcagtcgcag aatctaacca 
agatgatcaa
   150301 gacattattt caatttcaaa agcccataaa caatggatta aagaactcat 
cgccgcaaac
   150361 tgtaatatgc cgaatggtga agctttatct gagctgatct atacggtgat 
tgaaggctta
   150421 attagccgct ttttagtcga tggtttcgat gaaacacttg cgataaacat 
gaaaaattcg
   150481 attaatcaat tatttaatat taaccaaaat ttataattgc agccctagag 
ctgcaattga
   150541 atagatgaga ttttgattaa gcaatcttcc catcaataat gcctttctct 
tttaacacag
   150601 ctagctcttc tgctgtttta aatcttgata agatttgagc ggtatgttca 
ccaagctctg
   150661 gaggtgcatg atgatattca acgggagtat cagacagttt gatgggtgag 
ccaatggttt
   150721 ggaagttttc atttaaacga tgaggaatat tgaccaccaa attacgatgc 
acgatttgtg
   150781 gttcagccaa agcatcttca atagaattga taacacctac gggtacttta 
agtgcatgaa
   150841 tcctctcgac ccactcttta gcagttttct gcaaaaagtg ttccgacaat 
aaaggaatca
   150901 gttcatttcg atattttacg cggtcttggt tgcgcacaaa cttttcattt 
tcgagtagct
   150961 ctggataacc aatcgcaata cacaaatctt taaactgctt gtcgttacca 
caagcaataa
   151021 taaattcttt atctttagcc ttaaaagttt gatacggcac aatacttggg 
tgttgattac
   151081 ccatgcgctg tggtgcttta cccgaagcta aatagttcat tccctgattt 
gccagtgccg
   151141 cgacctgtac atcaaggagt gacatatcaa tatactgacc gcgtcccgtg 
tgcgaacgag
   151201 caatcaaggc tgcttgaatg gcaatggtgg aatatagacc agtttgaata 
tctaccacag
   151261 ccacgccaac cttttgtgca ccaccaccag ccacatcatc aggctcaccg 
gtaatgctca
   151321 ttaagcctga cataccctga ataataaaat cataaccggg ttcttctgca 
cgtgggccat
   151381 cttgtccaaa accggtaatc gagcaataaa caatattggg gtttaactca 
cttaaggaag
   151441 cgtagtccaa accatattta gccaaagacc ctgtcttata attttcaatc 
accacatcgg
   151501 cagtctttgc aatttcataa attaaggcct gaccttcggg tgtggtaatg 
tctaccgcaa
   151561 cagaatattt attacgattg gtacactgaa aatagccaga ttcacgggtc 
atgtttccgt
   151621 cttgatcggg catccatggt ggtccccaca tacgggtgtc atcaccgact 
ctaggacgtt
   151681 caattttaat cacttctgcg ccaaggtctg ccaagatttg cccacaccac 
ggcccagcaa
   151741 gcacacgact taaatctaaa acccgaattt cttgtaatgc acccataacg 
atacctttat



   151801 ctttttagaa ggtacttaga gcacctccct gtcattgttt atgattgttt 
ttgcggatcg
   151861 tattgacgat ctttaataaa taagcccggc aatacacccg caacaaaata 
cgcagcgccc
   151921 atcacaataa aggccatggt aaacgtaccg cccgatgcca agaaaccaat 
ggtagctggt
   151981 gcaatcgctg ccccgacacg accaatgttg taagcaccgc caatggctgt 
tccgcgcaca
   152041 tcggttgaaa aactttcagc catataagtc gcattcacac cgtatggaat 
gccatataag
   152101 aagccaaaag tgattaataa atacagaata ttgtcagggg tattgaagaa 
aataatgatt
   152161 ggcaaaaaca ctgcgctggc tattgttcca aacacaaaaa cagcacggcg 
gttaaatttg
   152221 tctgcaagat agcccgctaa aatttttcct aaaatcattg cggtatatga 
acccaccata
   152281 taactggtta agtttttaaa gttcatatgc acttctgttt ctaaataact 
tggcatccag
   152341 ttgttaatgc cgtaataacc aaactgtaag aagaatgctg tggtcatcca 
taacaaaaac
   152401 attttacggt gcttaaagtt attaaagatt tgcttataaa tgctgctact 
ttttggcttt
   152461 tcaactacta ctctttcttt aggctgtctt ttgccttgca agctttcaat 
tttagtgagc
   152521 tgccaagatt ttggctctgg cacaaaccgt tgcaggaaaa tattaacgaa 
agcaggtact
   152581 acggtcagaa agaataaaac gcgccagcca taatctggaa taattgcgcc 
agctaataac
   152641 gttgcagcaa tataacctac ggtctgacca gtctgtaatg tgcccaagac 
cgttgtacgg
   152701 taagtagttg gcacatattc agccattaag gtattacacg ccatatagag 
tgctccgatt
   152761 cctaaagcac caataaaacg tagagccata aattgctcaa agctttgcgt 
aaagcccaat
   152821 aaacaggtcg ctaccgaaaa gaaagtcacc gagttggcaa tggtccgtac 
gcgaccaaac
   152881 ttgtcacatg cccagccacc caaaataccg ccaatcccca tacctgctaa 
agaagcactg
   152941 cctaatgcac cagcctgaaa ggtacttaaa ccaaactctg cctttaaact 
ggtcaagcta
   153001 taagacagca gcataatatc aatgccatcg accaccatcg caaaataggc 
aaataacaac
   153061 gcccatttcc atgtatttgg tccaatcttt tcatatgttc caaggttact 
tggaaatgtg
   153121 gttcttaatt ctttcgatat tacttgaacg tcattgttca tctttagttc 
ctcatttttc
   153181 ccaaatgagt catcgatagc ttacttatgt tttctgtatg acttaatctt 
ttatattttc
   153241 aacatcttac atttggtttt aagtacacag aggcacatct tcacatgagt 
atccttacga
   153301 tgaatcttgt cattatccat aaatttttgt gtaaaaaatc cctaaaggtg 
ctcccgaaag
   153361 aacacctcta tcttaaaaaa atgagtgagt tagttactaa atgcggcaat 
gcctgtttgt



   153421 gcacgaccta aaatcaaggc atgaacgtca tgtgtgccct cgtaggtatt 
tacaacttca
   153481 agattgacca aatgacgtgc tacgccaaac tcgtcactaa tgccgtttcc 
acccatcatg
   153541 tcacgtgcca tgcgggcaat atcaagcgcc tttccacagt tgttacgctt 
aatgagagat
   153601 gtaccttcaa ccgatgcaat accttcatct ttcatacggc caaaacgtaa 
agctgcctgt
   153661 aaacccaaag caatttcagt ttgcatatct gccagtttct tttgaatcaa 
ttgatttgca
   153721 gccagcgggc gaccaaattg tttacggtcc atggtgtatt gatgtgcagt 
atgccagcag
   153781 aactcggcag cccccattgc gccccatgca ataccatagc gggcgctatt 
tagacaggta
   153841 aatgggcctt ttaagcctcg aatttcaggg aacgcatttt cttcaggtac 
aaaaacgtta
   153901 tccatcacga tttcacccgt aatcgaggca cgtaaaccga ccttgccatg 
aatagctggc
   153961 gcagataggc cttcccagcc cttttctaaa atgaagccgc gaatatcacc 
gacattgcct
   154021 tcagcagaaa cttcttttgc ccagacgaca aatacatcgg caatcgggct 
attggtaatc
   154081 cacatttttg cgccagttaa acggtaacca ccttcaactt ttttagcacg 
ggtaatcata
   154141 ctgcccggat ctgaaccatg gtcaggttcg gtcaaaccaa aacaaccaat 
gtattcacca
   154201 gtagccagtt taggtaagta cttctgcttt tgctcttcag taccaaattc 
atgaatcgga
   154261 accatgacca atgagctttg cacgctcgcc atagagcggt agcccgagtc 
gacatattca
   154321 atttcacgcg caaccaaacc ataactcaca tagttcaaac ccgcgccgcc 
atattgctca
   154381 ggaatggttg ggccaagtaa gccaagctct cccatttcac ggaaaataga 
tggatctgtt
   154441 gtttcatgac gaaattgttc aagtacacgt ggttgtaaac gttcttgaca 
ataggcatga
   154501 gccgcatcac gaatcatgcg ctcatctggg ctaagctgtt gctcaattaa 
aaatggatct
   154561 tgccagttaa attgaacttt tgcttttttt gttgtcacca tgtgattcat 
cgcatcctct
   154621 gcttgattgg atcttcttta tttaactcga tgttatgcgt gaaaaatgca 
gtaatcaaac
   154681 gataaatgtt catgcagata tgcgctttac gcatatttaa aataagaggc 
attaaattta
   154741 catatttaat tcgttgtatt tcattaaaaa tgacttattt ttatactaaa 
ctcggatttc
   154801 tgcatttagg tcatatgctg ttttgaaata tgatgacaaa taaaaggatt 
tatttatgcg
   154861 aagaagtatc ccgtccattc agggtctaat ttgctttgaa agtgcagcaa 
aacatctaag
   154921 ttatacctat gctgcgcaag agttatgtat tacccaaagt gcagtctcgc 
gccaaattca
   154981 gcaattagaa gatttcttgg ccgttgaact ctttatacgt actcggcatg 
gtgttgaact



   155041 caccattgca ggtcagcaat attttaaaag catcaggccc tacttattgg 
gtttagagaa
   155101 atgtacagcc gatgtgattt ctcataaggg tttaggtgga acattaaagt 
taggcgtagt
   155161 tcctaccttt gcaacacgct ggctattacc caagcttcat cttttaaatc 
aaaaacaccc
   155221 tgaaattacg gttcatttag aaaccagtac taaacctttt ttatttaatg 
acaatatttt
   155281 tgatgctgcg atttttgcag gtacgcagca gcaaattgac cactggcccg 
gcatacaagc
   155341 gcattattta atggatgaag aaattgtacc tgtgtgctcg ccaaggctaa 
tcgaaaagta
   155401 ttttccagat gcggtcatga ttaatgaaaa tacctatgat ttaagcccag 
aagatctgct
   155461 gaaaatcccc ctacttcaac aaaccactcg acctagcatt tggcaagaat 
ggtttctcac
   155521 tcatcacatg cagcacccta agccttttga tggacagcgc catgagttat 
tttcgatgct
   155581 tgccgttgct gccagtcatg acatgggaat ggctttaatt ccacaaatgt 
tgattgagtc
   155641 tgaactacaa aaaaaagaac tggtgattgt ttccaataaa aaattaaaag 
gcagccgaaa
   155701 gtactacctc atccattcga gccaagacat ctcaccgact attcaaaaat 
ttgttgagtg
   155761 gatttatcaa gaactagaac aactaaagac taatacgaat taactcagca 
gctttcattt
   155821 acgcccaata ctcataaaaa aggttgtgat taatcaaatc acaatctttt 
tagttaagcg
   155881 taaatgactt tgaaattaat gactcattaa ttgaatatct gaaccactac 
gtttcggatc
   155941 aatcagaatc ttggcatgct gttcagggtc acgtaatgct tcaaatgcat 
tagttacgcc
   156001 ttctaggcca acaacacctg taatgagcgg tgaacagttc actttacctt 
ctgcaatcat
   156061 atgcagcgca tctctaaatt caagcggtgt atagcccaac acaaactgaa 
tttctagctc
   156121 tttattaatc gcaagtgcgg gctcgatttt gtcactttgc atgcacacgc 
ccaccccgac
   156181 aattcgggaa aacagaggtg caccttcaat aatttgctgc aaaacactcg 
gcacgccgac
   156241 gcactcaaaa ataacaggac gttttggcag agcgcccaat ttatcaatca 
tgcgccatcc
   156301 atgccaccac ggtaagcgag tcgcttgcaa cttatcaaac agccccatgc 
ccatgttaat
   156361 cgcatctgat acattgccaa gcaaaccaaa ctccttccag ttggcaaatg 
gcgatgtctc
   156421 tttagggtct accacaatat ccgcaccaca ttgctcggca agcttacggc 
ggtttggtga
   156481 aaagtcactt gcaactacgg ttttaacccc agcagcttta agcattaata 
tgacacctag
   156541 cccgacagga ccacagccaa tcacaatcgc aggttcactt gtttttacac 
ggctgcggcg
   156601 aacagcatgc aatgcaaccg ccataggttc ggtcatggca gcactatccg 
catctagacc



   156661 attcgggact tcaaacatca agcttgattg agccaatact tgctcggcat 
aaccacccga
   156721 agcatttggc gaaagtcccg tagacaaata accatgctga tctacattca 
aaagcggcat
   156781 tgcacaaacg agtgtgtcgg ctttaaattt atggcgtgtt tttggaccgt 
agtctaaaac
   156841 cttgccgcaa aactcatgtc ctagtacaaa tgggtctgta gacttggcta 
aaccattaaa
   156901 cccgacacgt gcagccaaat catgcatgtg gtcgcagtgg tgctgcatat 
gtaaatctga
   156961 accacagatc ccacatcgca ccacttccaa taaaacttgt ccttttgcag 
gcgttaagtt
   157021 cggttggtct actacttgca atgttgcttg atgacaaagt accgacttca 
tttgagtgct
   157081 tcctatttct tctttttcat ttacttgcca gaaatagatt tctacagata 
aattaatcgc
   157141 tttatcggtt tggtctttag caagccttta ttcatcttta caagtaaaag 
gcaaaatacc
   157201 aatgaccatt cttcagccaa tccactcttg aagagtcaac aaaaaacagg 
ctcagcgaaa
   157261 ttaaaaacaa taaaaatctt ggtgcttgta tcttacacag actgtgttgt 
cttcttaggc
   157321 cagaacaatg tcatcaaaat taaaacttat acaaatatag taagttcaaa 
aaactcaact
   157381 caaccatttt cacaaaaaca tagcaaatcc aaacttttat cagtgcatct 
aaacaggcat
   157441 gatgaattga tgcaaacaga taagaagaaa tctatgatta caaaaacgct 
cccgcttaca
   157501 gatatacacc gccaccttga tggcaacatc cgcattcaaa ccattttaga 
gttggggcaa
   157561 caataccatt tagatttgcc tgcttacgac attgaatctt tacgaccaca 
cgtacaagtg
   157621 atggataacc aacccgactt attaagtttt ttatctaagc tcgattgggg 
cgtaaaagta
   157681 ttagccagtt tagatgcctg taaacgtatt gcttttgaaa acatgcagga 
tgcagcacag
   157741 caaggactag actatgtaga actacgtttt tcaccgggtt atatgggaat 
gacccatcaa
   157801 cttccacttg aaggcgtagt tgaagctgtg attgctggaa taaaagaagg 
tagtcaggcg
   157861 tacggcgtaa aagcgaattt aattggtatt atgagtcgta cttttggtca 
agaagcctgc
   157921 gaaaaagaat taaatgccct ccttgcccat aaaaatgata ttaaagcatt 
ggatcttgct
   157981 ggagatgagc ttggttttcc gggcaattta tttattgagc actttaaaaa 
agcgcgtgat
   158041 gcaggttggc acattacggt acatgcaggc gaagctgccg gcccagaaag 
tatttggcaa
   158101 gccattgaag aattaggtgc cgaacggatt ggacatggtg ttaaagcagt 
tcaagattta
   158161 aaacttttag attatttggc aaaacaccag attggtattg aatcttgtct 
cacctcaaat
   158221 attcaaacca acacagtgcc ttctttagca gagcatccat taaagacttt 
tttagaacat



   158281 ggtgtgcttg ccactattaa tacggacgac cctgccgtag aaggcattga 
gatacaacat
   158341 gaatatttaa ctgctgcccc attggcaggt ttaagtcctg agcaaattta 
tacagctcaa
   158401 gaaaatggac ttaaaatcgc atttttatca catcaagaaa aagatgagtt 
aagacagaaa
   158461 tatcaataac agagaacaga gaacagagaa cagagaacag agaacagaga 
acagagaaca
   158521 gagaacagag aacagagaac agagaacaga gaacagagaa cagagaacag 
agcttatata
   158581 aataagttca gatattggag caatttggaa ttaaaatttt attatagaaa 
acaaaaaaat
   158641 tccttctatc cataagataa gaagaaatga ttttaatata tgggatattt 
tagaaagctt
   158701 gaacgctttt aaatatggtc ggagcagtag gattcgaacc tacgaccccc 
tggtcccaaa
   158761 ccaggtgcac taccaggctg tgctatgctc cgaaattggg gtgaatgacg 
ggattcgaac
   158821 ccgcgacaac tggaatcaca atccagggct ctaccaactg agctacatcc 
accatcaaat
   158881 aagttctacg taccaagcta ccaaatggcg cgcctgacag gattcgaacc 
tgtgaccatc
   158941 cgcttagaag gcggatgctc tatccaactg agctacaggc gcttaaccga 
tgatgcttat
   159001 catgcgatac ttcgccgatc ttaaaatatt cttttaagtg gtcggagcag 
taggattcga
   159061 acctacgacc ccctggtccc aaaccaggtg cactaccagg ctgtgctatg 
ctccgatcta
   159121 tctcagcttt tgctgtatcg cacatcgtgc ggtacggtgt gcattctagg 
cgcgacgccc
   159181 tcagacgtca acacctattg tcaaaaaaag ttaaaaatcc ttatcaaatg 
tatatttaac
   159241 aagcattttg aggcttttta acgttttaat gatgcactaa aggctaacat 
tcggtctaaa
   159301 ggcattttgg cacgttcagc aagtgctggg tcaacgtgta tttcttgatc 
acctttttgt
   159361 aaaacttcta aaattccatc aagttcattc atggccatcc acggacagtg 
tgcacatgaa
   159421 cgacaagttg caccctcacc cgctgttggg gcttcaacca gaatcttatc 
tggtacggct
   159481 tgctgcattt tgtagaaaat gccacggtcc gttgccacga ttaaatgttg 
gtgtggcaaa
   159541 gtttgtgcag ctttaatcaa ttgagatgta ctacccactg catcggcaat 
ttctaccacc
   159601 gactctggtg actcaggatg caccaataca gccgcatctg ggtacagtgc 
tttcatgtta
   159661 gcaatgccac gtgcacggaa ttcttcatgc acaatacatg cgccatccca 
aagcaacata
   159721 tcagcgccgg ttttcttttg aatatagcga cctaagtgct gatctggtgc 
ccaaataatt
   159781 ttttcgccta agctatctag atgctcaaca atttcaactg cacaacttga 
agtcaccacc
   159841 caatccgcac gagctttaac agcagccgat gtattggcat aaaccactac 
ggtgtgatca



   159901 gggtgctgat cacaaaatgc cgtgaattca tcaactggac agcccaagtc 
aagtgagcag
   159961 gttgcttcaa gtgttggcat cagaattgtt ttttcaggag acagaatttt 
tgctgtttca
   160021 cccataaact taacgccagc cacaaccagt gtagaggcag catgatctcg 
cccaaaacgt
   160081 gccatttcta aagagtcaga aacgcatcca cctgttttct cggcaagttc 
ttgtacatct
   160141 ggatcgcaat agtagtgagc aacaaggaca gcatcacgtt ttttgagctc 
tgcttcgatc
   160201 tgtgcaaact tttgttgttt tgcttcttca cttaggcggt tgtcttttgg 
ttcacctaaa
   160261 cggtctaaat gcgcttgtac aatgtttttt gcatcgttgg caattaaagt 
cgcatcactc
   160321 ataaaacgtc ttctctatcc ttcatgctgg catacctgct cgcatataac 
gttactgctt
   160381 aaacgattta ctaaattcaa tcatttaata tcaaaagatg gggctaataa 
aaaagcctct
   160441 ttgtcgaggc ttgattataa ctgaatattt acgaacggta atctgcatta 
atcttgacat
   160501 agtcgtaaga taagtcacac gtatataccg tgtctttggc ttgtccgcgg 
cctaagtcaa
   160561 cacgaatggt aatttcggtt tgtgccatta cacgagcacc tgcttcttcg 
gtatagtcct
   160621 cggctgcgcc accatcttta cagatttgca cgtcgtctaa ccatacctga 
attttagaca
   160681 cgtctaagtc tttcactcca gcatagccga ttgcagctaa aatacgtccc 
cagttcggat
   160741 ccgatgcaaa aagtgcagtt ttaacaagcg gtgaatgcgc aatgctataa 
gcaatgtcac
   160801 aacattcttg agtatttgca ccgccttcaa cagcaacagt aataaacttc 
gtcgcacctt
   160861 ctccatcacg gacaattaac tgtgctaaac ggttcattac acgagcaagt 
acttctaaca
   160921 ctttagcgta gcgtacatcg ctttccgatg taatttcagc gccacccgcc 
tgaccagttg
   160981 ctacaaaaat acaagagtca tttgttgagg tatcaccatc aatggtaata 
cggttaaatg
   161041 aatgctcaac tgtagtcttt aatagctttt ggactaaatc acggcgaata 
ggcgcatctg
   161101 ttgccacaaa gctcagcata gttgccatgt tcgggcggat catcccagcg 
cctttactaa
   161161 taccggtcat ggtataagtc ataccatcaa gctcaaattg ttcagatgcg 
cctttaggca
   161221 ctgtgtctgt tgtcataatg ccagatgccg catcactcca tgcagcgtcc 
tgtacactat
   161281 ttaatgcagg ttgtaagcca gcgagtaaac gttccatcgg aagctgctca 
ccaatcacac
   161341 ctgtagaaaa tggaagtact tcgaaactgt taacgccagc aagctccgct 
aactttgcac
   161401 aagtatcctg agcatttttc aaacctatag gaccagtacc agcattggca 
ttacctgtat
   161461 taatcactaa atagcgcgga ttgccttcgg caagatgagc tttagagaca 
tgaacaggtg



   161521 ccgcacagaa tgcattttgc gtaaatacac ctgcaacatt tgaaccttct 
gcaaattcaa
   161581 aaatgactag atctcgtcgg tttgggtaac gtacatatgc ttctgttgag 
ccaattttta
   161641 caccttttac cacatgcatt tgtggcattg ttacgtcacc gacagccatt 
tttaaaacat
   161701 ccagagtttg ttatgaaaag attaatattt cagtaaatag cgagattata 
aaacacgctt
   161761 tatatgaaat atcagaattg acagcttatt agaaaagcct gaaaaaatcg 
agcgctaaaa
   161821 atagcttatt tttgctctaa tcttaataaa atatctttct tatcaagacc 
accggcaaaa
   161881 ccaaccaaag cgccacctac cccaatgact cggtgacaag gtgcaataat 
tgaaatcgga
   161941 tttttgccat ttgcagcacc cactgctcgc actgcttttt catttccgat 
ctgaacagca
   162001 atatctttat aacttcttgt ttcaccatac ggaatcgtca gtaatgccgc 
ccagacctgc
   162061 ttttgaaatg cagtcccttc aaaatctagt ggtaatgtaa actcacggcg 
tttgccttca
   162121 aaatattctt gtaattgttg ttcggtcttt aataaaactg gatgctcaag 
ttgttcgacc
   162181 agctctgcca gtcgaacacg ttttggattt tcattgtccc aaagtactgc 
taccaaagca
   162241 ttttcattcg caaccagctt taattgccca acaggcgaat tgatatactt 
ataagacagc
   162301 aacatacttg atcctcttag gatggagatg aaattttcat tagaaccagt 
ccagatacaa
   162361 tcagtacagc ggcaatcatt ctcatcgcac caataggctc atgaagaaag 
aaaataccaa
   162421 ctaaaaatga tccaattgca ccaatgcctg tccaaaccgt ataagcagta 
ccaaggggta
   162481 aagttttcat tgaaattgaa agtagaacta cactcaaaat cataaaaact 
acggtaataa
   162541 tactaggtgt taagcgtgta aaaccttcag acattttcat agaatatgcc 
caaatcactt
   162601 caaatacacc tgctaaaatt aaaatagccc aagccataac attcactaat 
ttttatagtg
   162661 tcaggtcgtc ccgacatgat tacccattat gggggaggtc gttcctccag 
tatgtgaaga
   162721 ctcagtttac tttaaaataa aaaatgaagg caaacccgaa ctcaagcttg 
cctctatcag
   162781 aaaatattat tcatttttta actgtaaaat ttttcgtgca ctatttaaaa 
cgaacaaaac
   162841 aataatcaat ccaataatta aatcaggata acgagagcct gtgattgcaa 
ccagtattcc
   162901 cgcaataatg acacctaagt ttacgatgac atcatttgca gaaaatatat 
aactcgcctt
   162961 catatgtgcc ccgctctctt tatggtcact cattaagtaa agacaactaa 
tgttggctgc
   163021 aagcgctaat cccccaatta aaatcattaa aattgaaact ggttcactgc 
catatataaa
   163081 acggcgcagc acatcaatta aaacgattat ggctaaacca aattgaaacc 
atccggaaag



   163141 atgcgcagcc tttaattgag cgtcgaggtt tttacccacc acgaataatg 
caataccata
   163201 aattgcagca tcggcaaaca tatcgagcga gtcagcaatt aaccctgtgg 
aggaggcaat
   163261 gatgcctgcc attaactcaa tgacaaacat gaccccatta atgagtaaca 
gccattgtag
   163321 tacctgtttt tgtgctgcat tagttgagga acttgatcga acctttttgg 
gtttttcaac
   163381 aggctcataa tgtggttggg tttgttgtaa ttcggctcct aaacctagac 
gttgcaggca
   163441 ctgagtaatc ttttcgtctt gagtactgtg atacaccgct aagtggcggg 
cgggcaaatc
   163501 aaaataaagt tcttgaatat gttcagcata agaagctaaa gccattcgta 
ccatttgttc
   163561 ttcggctgca caatccatac gggggatatg ataataactc acccattggg 
ttttatttac
   163621 cctaggttca cttgccacag aaaagtcctg agctgctaca tttgagcacc 
cacagctaga
   163681 acagctttta tttacattta tttgattctc ttgtttttct aaagccatct 
ttgcaccata
   163741 actgacacaa aaaacaatgc catcagtata aaccaatggc atgtcattaa 
gcttactttt
   163801 tgttcggcaa ttagaatttt agtgttaacc cagctccata ataccaacca 
tgttctgagt
   163861 cggtttcagt ttgccaagcg gtttgtttta aacctttttc ataaccataa 
ccgaaatcaa
   163921 caaatggcat taccttttta ttgatttcat aacgggtttg aaagccagct 
tgtaaactcg
   163981 acaggcctgt tttactggca tagcgagatt catcttgtaa aacaacatct 
gcttttaaat
   164041 agggcttacc aatcaacttt tgagtaaaaa gcaaatctct ttctgtctct 
aggcttaact
   164101 tccataactg atcttcacct acataaagat aagcatcggt ttcaaaaaag 
taaggtgcca
   164161 tgccatgtaa gcccactaca ccagcccagc gatcttcctt ttcgtcttcc 
cgttgtaaac
   164221 gttcatagtt tatcccggcc tgtacatccc aatagtcagc tacattgcgg 
ctataaagta
   164281 atgaaccgcc ataattagca tcttctgact ctgctttttc aacgtgggct 
ttaatgaaca
   164341 atttattttc atctgttccc acccaagttt ctaattcaga agaaaaactg 
ctttcaccct
   164401 cttcattttg agtccagcca gtatcaatct ttgttgcttg ataaacctgt 
ccaccatgtt
   164461 cgcgtaaatg atcgtgtgtt aaaggttctt gagcaaaagc aaatacagat 
atacccgaga
   164521 aagcaccgca acatatcatt tgagaaaata acttagtgat gcgcatgact 
agctcctttc
   164581 tcattttcag attgaacagt tggctgggtc tgagcgggtt gttgtccatc 
gttgacttga
   164641 gcaacaatta atttattcat cattccagca ctcatgtgat agagcagatg 
gcaatgaatc
   164701 gcccattctc ccaaagcatc ggctgtcaat aacgccgtaa cggtctttcc 
gggtggaaca



   164761 ataatggtat gtttatttgg taagttttca gcttgttgac cattttccaa 
ttgcataaac
   164821 atgccatgta aatgcattgg atgagccatc atactgtcat tcacaaattt 
caagcgtatg
   164881 cgttcaccat acttaacttg taaaggtgtc gtgtcactaa atttcttgcc 
attaatggtc
   164941 cagatataac gctccatgtt gccgcctaaa cgaatgacta actcacgttc 
cggtacacgg
   165001 gtatctggct gaggtgttaa agattgcaaa tcgctatatt gcagtgcttt 
catacccgct
   165061 ggcgttgaag catttgccca gccataaact ggttcatcct ttttaggctt 
attctcagat
   165121 tgagcaggca tctcatgatt catattcatc atagcgtggt catgctcgct 
agatgacatt
   165181 acctgcatat catggttcat ttcagacatc gctgacatat catgcttcat 
gtgcatcatg
   165241 gaatgatcat gttcgccaga tgacatattt ttcatgtcat gatccatttt 
catcattgtg
   165301 tgatcatgat tagcctgact cgtctctttt ttcatttcag gcatggccga 
catgtcatgt
   165361 tgcatgttca tttgatggcc agcatgttca ttacttccat caccatgact 
catgcccata
   165421 tcatccatgg tcaataaagc acgtggacgt ggtgctggca tttggattgg 
cccgacagct
   165481 tgggtatttt catcatgcag agtagcaatg gcaaaaccac tacggtcaat 
agactctgct
   165541 tcaatctgat aatttgattg cgtaggttcc acaatgacat cgtaggtttc 
ggctgtacca
   165601 atacgaaact catcaattgc tacaggttta actggctgcc catctgcact 
tacaactgtc
   165661 attttcaaat ttggaattct gacatcaaaa aatgacattg ctgatgcatt 
aataaatcgc
   165721 aatcgaacct tatcaccagc tttaaaatta gctgtccagt tttgctgagg 
agtcttgccg
   165781 ttgactaaga aggtatagcc cgtcacatca gacatatcgg tttttaacat 
ccgcatctga
   165841 ttccacatcg aacgatcttg ccaagttgct tttaagccct gtgctttaac 
ttgcttccat
   165901 acatcagata cagtttcacg gcggttttga taatactcag cagatttctt 
caaattcttc
   165961 ataatgctat cgctagaaga atcatggaaa tctgaaagca tcactacata 
atcacgatca
   166021 gttttttcat gcgccgcaac tggtattttg ccttttgggt aaatcacaag 
cggcccatat
   166081 aaaccgtctt gttcttggcc tttactatgg gcgtgatacc aatatgtgcc 
attttgtttc
   166141 accttaaagc ggtaaacaaa atctccattt ggagcaatcc ctttaaaatt 
attaaaaccc
   166201 ggcacaccat ccattaaccc tagcagtaac aacccatgcc agtgtaaaga 
ggtatcttga
   166261 ttctttaatt gattatggac gtgaataaca gcctcatccc cctcttcaaa 
ctcaaggagt
   166321 ggtgctataa attttccatt tacggtaatt cgtttaaggg gtttgcccgt 
aacattgacc



   166381 tgttgttcat taatattaag gtgatattcc ttaattgccg caagagtcca 
tggtgaaacc
   166441 aatagaccaa atacagcgac gaggctgcta atcgttttat gagacattgc 
tttaatcctt
   166501 ttaactaaaa aaataagtaa gaaaggatta aacttttggt ggacgtaaga 
tttcttgcca
   166561 gtatccggct aaatgctgtg cctgataaat actactaaat tgagatggaa 
taggaataaa
   166621 tgatgattca atacctggta cagcttgctg taaagccaga tttaccatct 
gacaatgaac
   166681 cggattacag tcttggcagt gttcaccatg ttggtgagaa acctgagcca 
tagattgatg
   166741 acacgttgtc tgctcatcag cttgaatatg catagagtga tgtttcattt 
gctcactatg
   166801 acacggcata gtatgaagat catgctgcat aggtgtctga gcaatagata 
caccactcca
   166861 cccaataact aaagtcatca ggaacacaaa ccaagcatac ttgcgtaagt 
gttgcagtgt
   166921 catcatttat tgccttgagc aatctattta tcttagttgt attagcataa 
ccaagttttt
   166981 aaacagatac aattttccat cttagttgat tgttgttaag gtcattaagc 
aaatggaggt
   167041 tgatgctgaa gaaccaagtc aatcacctgt aatgcacctt cttgctcatt 
atttgcagtt
   167101 gtgtaaggag caacggcttt taaggcttca actgcatttt cgactgcaaa 
cccataacct
   167161 gctgctttaa tcatctggat atcattattg ttatcaccaa tcgcaacgac 
ttgatcgggt
   167221 tgaacctgcc atttttgcaa taatagcttc aaaccatgtg ctttgtgctg 
gcccggaaga
   167281 atcaaatcga taaaattaaa gccacttgag actggtacca aaaccttatc 
ttttacaaaa
   167341 ctttgcttct gaaaatgctc aaaaattgta aaactttcat tttcctgcgc 
agtaaaagta
   167401 attttacaca ccaagtcatc tagtgcataa aagtcatcta taaccgtcag 
cttttcaaaa
   167461 tagcgagcga ctttagcata atcttccgcg ttcatactgc tatgcacata 
agcactctgt
   167521 tttccgcaga tcaccatttt agaggtatac actgggtcaa tcgcatttaa 
aatctcaatg
   167581 aattgctctt tgcttaaatg ggcaaaagct aactcttgcc ccgcatctac 
aacatgagca
   167641 ccattttcgg caataaaagc aatctcatga ttaatttctg gaaaatacgt 
aacaagcttt
   167701 gcaagctggt taccactagc gactacaaaa cggatattat tttgttttag 
ttgttcatac
   167761 tgttttaaaa aacgtgcttt gttgtactgc ttcttagaat taagaaaagt 
tccatccata
   167821 tctaccgcta aaatttttac tgtcattaat aatctaggtc tcttactaaa 
atcttattaa
   167881 atcaaattta gctttatttt tcatgacact tttacagttt tctattcaat 
atattttaaa
   167941 aagttttaca caagccctct cgttttttgc acaggttatt ttttagcaaa 
gcttaataaa



   168001 aaaacagatc ccaaaatatc ccgatagaat agaaaaagaa cgccaaagcg 
ttcttttttc
   168061 atacattttg cttagagaat aaacggttga tctcattttg tttattttac 
caacatctta
   168121 tccatatggt tatcaacaca gttatccata cagttataaa caaagttatc 
cacaagttta
   168181 ctctcagctt aatattcttt ttttaagcgt ctacactacc gacttttgca 
agctctgcac
   168241 gcatttgatc aatcacaact ttataatctg gttgaccaaa aattgccgaa 
ccagcaacga
   168301 acatatctgc accagcttct gcaatttcac ggatatttgc aggaccaaca 
ccaccgtcta
   168361 cttctaaacg gatatcacgg ccacttgcat caataatttt acgcgcttca 
cgtaattttt
   168421 ctaaagtcat tggaatgaac ttttgcccac caaaacctgg gtttacactc 
attaataaaa
   168481 tttggtcaac tttatcaaga acatagtcta gataatgcaa tggtgttgct 
gggttaaaaa
   168541 ctaatcctgc tttagcacca ccagacttaa taagctgtaa tgaacggtca 
atgtgataag
   168601 aagcttctgg gtgaaacgta atgatatctg cgcctgcttc taggaaatca 
ccaataatac
   168661 ggtcaactgg agataccatt aaatgcacat caacaggagc agtaattcca 
taatttttta
   168721 aagccttaca cacacctgca ccaaaagtta aatttggaac atagtgatta 
tccatcacat
   168781 caaaatgcac tacatcggca cctgcagcta acactttgtc tacatcttcg 
cctaaacgag
   168841 caaaatcggc agataaaata gaaggagcaa tcaaataagg cttggacata 
ggtggatgac
   168901 ctggctaaaa atttaaggag aggctaaaaa ttataacaaa aaagaaccta 
cttggcccgc
   168961 tcttccttgc ttaaatgaca acatttcaaa cttgcaacgt aacgttgcta 
ctatagaatg
   169021 ccaagtgcca aacgaatttg ttaaggtaca ttaaaccaat gtgaggattg 
ataatgaaaa
   169081 gcacaactca tctattaaca aacgatggaa aacgcattgc aaaacgtcta 
gttaatcatt
   169141 ggaaacataa atttgaagta caagaaactg aacaagattt taaaatctta 
atgcctaccg
   169201 caaccattac gcttgcacca gaaacagagc agttaaatgt tgctattgat 
agtcagttag
   169261 atgaccacaa ccacttagaa aaagttgttc ttgatcatct aaaccgcatg 
gctcaacaag
   169321 aatttcaagt tgaatggcaa cactaaatta attaaccaga taccttttct 
aactggattg
   169381 catgaaactg taagtgctca tccataaagg tctggataaa ataatagcca 
tgatcatagc
   169441 cagcatgttg tcttaaagtt aaaggctgtc ctgcctttaa acatgcttgt 
ttaaattttt
   169501 cagggtgaag ttgttcataa aattgatcat ctaacccctg atcaaccaaa 
atttcgtcaa
   169561 atactgcccc attttttgag accaacgctg tggcatcatg agccaaccag 
ctttcacggt



   169621 ctgcacccaa ataatggcta aaggctttgt ctccccatgc acattcagtt 
ggtgcacaga
   169681 tcggagcaaa agcagatacc gacttaaact tttctggata tttaaacgct 
aaagttaatg
   169741 caccgtgacc acccattgag tgcccaaaga taccgacttg ttgagcattg 
actggaaaac
   169801 tttttaaaat aagtggatat aactcatcga ttaaatagct ttccatctga 
taatgctcag
   169861 accaaggtgc ttctgtggca ttaatataaa agcctgcgcc ttgacctaaa 
tcccaattgt
   169921 cacctactgc aacttgttca ccacgaggtg aagtatcagg tgtaatcagt 
ataagactaa
   169981 gctgggcagc catatgctgt gcatgtgcct taatggcaaa agtttcttca 
gtacatgtta
   170041 aacccgctaa gtaaaacaaa gttgagcaag gtttaccttc taaagcagca 
ggtggcaaat
   170101 aaaccccaaa cttagtagag ccttttaata attgagaatc aaactgataa 
atgcgctgct
   170161 caccttcaaa gcagcggttt ttttgcagga gttgcatcgt ttttagcctc 
tgtttgtgtc
   170221 tgagcaatat ttacgctacc agtatttggt tgaggaaaaa gatatttttc 
caactgaggt
   170281 agcataagtt ccatattctt accaatcatc cattgtggct ctgaaggttc 
tacaccttga
   170341 gctacttccc atttggttac ggtttgctta gcggcattaa acgaatcttt 
catagaagac
   170401 tgctctcgca tcgccaaatc aaagaaagct cgtccaaaat aagtatagtc 
agcttcgtta
   170461 ttacaaccga acgaagtttt atccgcagca gatgccgtaa taattaaagt 
atcaggtgac
   170521 tgtaacgccg gaataaaact tcctgagtaa caagcagaaa tgacaatcac 
acgccaacgt
   170581 atccccgctt tatcgagcgt ttcacgtaac catttcggat cgacttgccc 
caaatctaga
   170641 ggtgcatttt caatttcaaa atggttttgt tcaccgtgcg atgtcatata 
taaaaataac
   170701 acatcactat cacggttcat ttgctggccc atacggcgta aggccaactc 
tatactggtt
   170761 ttagatgcaa tcgggatttc ggttcgggta tccggattat taaccagcat 
cattgaacgc
   170821 ccgactgtac caaaacgcgt atcaaattgt tctttaatac gaaccacttc 
cgatttaaaa
   170881 acgtcttgat aactatcgcc tgcaacaccc aagaaatacc aatgactttt 
agctaactca
   170941 ccatattgaa cttgctctaa agcatcatga agtaatttac tttgtgcata 
aaaagcatct
   171001 tcggcaaaag taggtggaga atcttccact ttccaaatag gctgatcttt 
tacggaaagc
   171061 tgccaaacca ccatggtcgc aatggtcgca accataacca atgcccgctc 
ccaccaaggc
   171121 cacttaagct cacgtgagaa aacccaaatg actgccaaac tttgccacac 
aaaaagtgct
   171181 acaaacaaac caggtaaaat accgttataa atagcatccg gaataaagtt 
tagataacca



   171241 ttagatccca aatattgaat taaacactgt attaataaaa tattggtatc 
taaaaccaac
   171301 cacaataagg ctggaaccaa cattaaacgc ggctgattaa tacgctgtga 
taagaaaatg
   171361 ccaacaataa gcgcaataaa aggccaaagt gcgtatccaa ttagaccttg 
tgagttgaag
   171421 tcgccaattt gaccggcaac aagccaacta taaagtgagt tggtacaccc 
acctaatatt
   171481 ccccaaacaa tgagctgaag aatagaggga tgtacgatct gtaaggaacg 
tcttgacccc
   171541 aaaaataacc acattccggc aagctggtta cttttaaaat catgccaaaa 
gttaatggaa
   171601 ggtttgagat caatcataaa aaggtttcaa aaatttcgtt tttgtcaggc 
accataagtg
   171661 tatgcctgct aagaatttta gcaatcatgc ttttgaacta tatcacatat 
atttgtgcat
   171721 tattcaagca ataaaactta accttacata agcttactga aagtaagcat 
caaaacgaca
   171781 agcatccccc tgccactgat gggctggctc ttgatttgct aaaaaaatag 
catgtcgtgg
   171841 acgttttaca atcactcgct ttgcaacttt tttggctagc tcaagcaaat 
gatcacccaa
   171901 atccatttct ccatcttcgg gtaaaagtaa atgcaaaagc tgcatctgct 
ttttgacttg
   171961 ggcttgtttt ttaattgctt gttgattttg atcgcgctgt gggaacatcg 
ggtcaaggta
   172021 gaccacatcc actgtttttt cttcttgatc taattgctgt aaatagcttg 
cagagtcagc
   172081 gaagatcagt tgaatacgat ccataaattg gcttaaaaat ggatcacgct 
gtgcctgagc
   172141 ttttgaatcc tcaagtaaag taaataaaat cggatggcgc tcaacgagct 
gaatttgagc
   172201 acctagataa gccataagta agctgtcatg acctaagccc gctgtagcat 
cgaccagtac
   172261 tggcttttca cctaactgac aagcacgagc aatcatttcc gatttaagac 
ttgctcgttt
   172321 taaacgcgga atttcagctt tccagtcagg ctgcattttc atgccattag 
cagataacca
   172381 aagcccgttt tcatctacac aaagagccag gtcaggattt aaacgtaaaa 
aacgggcatt
   172441 gagtttttca ataggctgta aatcgacagt cacgcctcta gaataaagca 
cagcttggta
   172501 gtgctgtgct tgttcttgaa aatctacttc aaaatatatg tgcatgcgca 
gtgcctttaa
   172561 tttgctttac cctgatccgc aatttttttc catgcatcat cacgtaagta 
aactggtaaa
   172621 gcatgttcag catcaaccca ctgcttttgc gctgcataca cacgtgcaat 
cgaagcaatg
   172681 tcttgtgcag tggcaatgat tgattgatgt tctgcatcag tttgaaggag 
cttagcaccc
   172741 gaaccgatta ggcaatgctt tgcataggca gccgcttgct cgtagttcat 
taatttttct
   172801 tcatctatac actgcatgat gccttgctca tctagaacaa aacttgcaat 
gtaaacttca



   172861 ttcatacgtg catcgagtac cgcagtcacc tgctctaaac cttcaagtcg 
gtaagccgct
   172921 tgtgctaaag cctgtaaggt agaaactgga attactggta aatcttgtga 
ccaagctaaa
   172981 gcctgagcaa cagcagcatt aattcgaaca ccactaaaag aaccgggccc 
tcgactaaag
   173041 gcaattgcat ctaaaccagc tacgtcaagt ccggtttgtt gtaacccttg 
ctcaatcatt
   173101 ggcaaaatgg tctgggtttg tgctttcgct cgcgtatcga gttggaaaaa 
gagttcttgg
   173161 gtttcatcga ttaatgaaat ggaacattgc tcgtttgcag tttccaacgc 
cagcagtttc
   173221 atgcacaacc ttagtattca atcagattaa aaacggaagt tatgataccc 
cactcggctc
   173281 tgataggcga gttgttccta tctaaataaa aatgccaagc tggtgcttgg 
catagaaaat
   173341 atctcgctaa aattttaaaa gtggaattct ttcaaatcgg tatagctttt 
aaagtgttca
   173401 gcataatgta gtgcgctcaa gcgtattttt gctgcgcctt cttcatctaa 
agtttttaca
   173461 atttttccag gtgagcccat taccactgag ttatctggaa tcactttacc 
ttccggtatt
   173521 aaagcattag caccaataat acagttctta ccaatcacag ctcgatttaa 
aatgacagca
   173581 ttcataccga tcaaactgtt atcgccaatt gtacaaccat gcaacatgac 
tttatgacca
   173641 acggtgacgt attcgccaat atttagctca aggccctcat cagtatgtaa 
taccgaattt
   173701 tcttgaatat tagaaaaatt accaatccga acaacacaat tatcggcacg 
cactacagca
   173761 ccaaaccaaa tactgacctg acggcctagt tctacttgtc caataagcgt 
tgcggttgga
   173821 gcaacccagc catcccatgg ctcatgtaag gcttttggat gctgcccttg 
atagctatac
   173881 atcataattt atcagtcctg atctttattt tttatgagaa aattttggca 
ttccaaacgt
   173941 tggtgcattc agtagaaatg gccattcttt ttggtagcct aaaccatatt 
taaataaggc
   174001 aattaacatt cgcgctgtga gaccccaaat aatttcatta tcaatctgca 
agcttgggaa
   174061 gtataaagat tgatgagcat atcgcacttc atatggcgtc ggacgtgtct 
ctataagttg
   174121 ctgtaaaggc acaaagaaaa ttcgatcaat ttcagtgggc tgaggaatta 
aagttacctc
   174181 aggaggaata agcccaacaa ttggttttac agacaagcca cttcttgcac 
gttgcatcgg
   174241 caaatcgcct aacaactgca catcaaatgg atttaaagcc gtctcttctt 
gagcttctct
   174301 tagcgctaca acaatattac tagtatcact agggtcacgc ttgccaccag 
gaaaagaaac
   174361 ttcccccgca tggttgttca tatgtattga acggcgtgta agcagtacct 
taggattatt
   174421 ttcattcgta atcgcaataa gtaccgcagc ttgtgcttct tgcatgcggg 
tggaaaagcg



   174481 caatctttgc tgtaactttt gtgttagcaa gtgctcttcc ataccattca 
cctattattc
   174541 tgtctctctt tgcatcatat ctgaaaatca aacttaggga atagagttga 
tgcgtaagtc
   174601 taaaaattca gttatgctga ggcatctcta tactcgatga taattatgag 
tttctgtgta
   174661 gcgtgtgggc ataaaaccga acaaaaaatt cctttaggtg atcataaagt 
acgccgtgtt
   174721 tgtactcatt gtggaaatat tcactatgaa aaccccaaag taatctgcgg 
tgccttagcg
   174781 ttatgggaag acaaagtatt actttgtcgt cgtgcgattg aacctcgtta 
tggcttatgg
   174841 actttgcctg cgggttatat ggaattattc gaaaccatgg aacaaggtgc 
ggcgcgtgaa
   174901 actcgtgaag aggcagaagc cgagattgaa atagaacaac tttattgcat 
gtataatatt
   174961 ccccgtattg ggcaaattta tgtgttgttc aaagcacagc tgaaagatgg 
cattttcggt
   175021 gctggcgaag aaagtatcga atgtcgactg tttgaagaac atgaaatccc 
atggggtgaa
   175081 cttgcctttc ctagtgttga acacacatta agacattatt tcgaagaccg 
taaacaacaa
   175141 gtttttccaa cacatctaga gacgttagga actcgtttag accatacagg 
ctaatgagct
   175201 agataataaa aaagaccgca tttgcggtct ttttttaaac ccttattttg 
tcttaatttg
   175261 ataacaatca gcggttctaa gggttactgt tccagccata cgctgtccca 
gtgctttttc
   175321 agcttcagtt ggtgcaggtg agacattttc aatattgtta taaacttgtt 
gataaaaggc
   175381 atatggattc aaccaattaa ctgttttatt atcataagtc gtaagatttg 
caccacttgc
   175441 ctgaccttgt aatagattgg caacgttaat ttttgcccca cttactgtta 
aagattggct
   175501 acctgtttct ttaattgctt gtatgacatt tgagttaagg cctaccacaa 
tcccattcag
   175561 attccctaat tgaggctcag caagaatcat tcttacagta acggatttat 
catttgtgga
   175621 agattctgtt cctccagttg ttcctatacg atactgttga accccattgt 
tatcgatcat
   175681 agtattatca gaaacaactc cacattgccc agacatatca gtcgccgttg 
cattaggttt
   175741 gatatcagtc cgaatgttcc catattcatc aaccacaata cctaaatcaa 
ttggtgcaat
   175801 accagccgta ttgaactgga atcttaatgt tgcatataaa gggaaaatat 
atgtttggcc
   175861 tgttgataca tttttagaag tcttaaaaat atcttttaag aggaaactag 
cagggctcac
   175921 cttataaata tccatagagc cattataatt ttgggtacct acggactgtc 
tccataatgc
   175981 ataatgttgt gggttcggag tttcagtatt ggttaaagct aaatacgaac 
tatcatgtcc
   176041 ggcaataagt gaatcattta ataatttacc ttggtaaatt actaaatctt 
catttgtatt



   176101 attagaagtt ttcaaacgga acggctgagt tgatctaatt tctgttttta 
ttgggtcaag
   176161 ccaagtagtc tgtgcattgg caatcatttg agttggctta gcttttgtta 
atacctccaa
   176221 cacagctcca attgctagct ggcttgaggt agtgctggtc cctttccatt 
gtaacccata
   176281 accaaatgta taaccttgac ggtcagacag caaaaataag ttgccaaata 
catgttgggt
   176341 attcgcacta ttttttgagc aatcttttaa attcgttaaa ttacatccat 
aaaagttttc
   176401 agcaactaaa ttaggttttg ccaaagtaat ataatctgat tgatataatc 
caaccaaact
   176461 taagtttgct aactgggtta taaggtcgaa agcctgctca tctgaaatct 
ggcttacatc
   176521 taaccatggt tttaacaaat tgacataggc cccatttttc cattccgttg 
ccgtgatatt
   176581 ttgcaataca acatttaatg tatttttctt atcttcagta aattgcgttg 
gttgtaaatc
   176641 accaactaca ttatctcctc tttccaagcc aatgctttgg aaaactttta 
ctaatgccat
   176701 tgctacgcga atagtagagt cactaggact aagcgatgtt ggagtctgcc 
ctgttaatcc
   176761 tattgccata tctatgactt ttagacgagg tggcacagtc atttgaattt 
ttgagactga
   176821 atctaactta actgaaccta attctacttt tcttggattc ttagcacctt 
gcaaatagaa
   176881 ggtcgctgta tcaccaactt tacaagaacc gatgacaata tttcctgaag 
ctttagtaat
   176941 aaaactttgg cttccagtac tactacaggt aaaattaaga ccagcaatag 
ggtaatctaa
   177001 aaaaaattgt agacaatcgc tattcgttac agaacagctt ccactagaac 
tagctcctcc
   177061 tgatccatta gaaggattct cattaattgt cgaacttcct ccaccacaac 
catttaacat
   177121 caatgcaatt gtggtaagag caaaaggcca taaaaatttt ttattcattt 
agttacccta
   177181 cttattttta acgtaatacc gaaatttgaa tttgtccctg atttgttaac 
tctttttctg
   177241 taacatccac ggcagaagat aaaggcgtca tcataatata atgtgctgaa 
ggcggtactt
   177301 ttaaaactcc ttgaatcgat gcatgctgta acatagtcga aggataagat 
ttgcttttaa
   177361 atccactcac tccttccaga atacagcctt tatcatccaa aaatacaacg 
agtggccaat
   177421 aatatagagg cttctcatta ctagaagcaa aagacataac ttttaaatgc 
tgaacagaag
   177481 gatttaactg tatcaactca tattcgaact tttctttcaa tggcttccgt 
ggccataaat
   177541 ttacttcctt atttgtgcta agcgttttaa ttgatttttt ataatcttta 
ataaagcact
   177601 tatcttgttc aaaagctgct tctagctctt gtgaggacaa acgcatatag 
gtcggcgcta
   177661 aaacaacagt agagtcttga tcttgagtat ttcgattgaa aagctgatct 
aaagttgatc



   177721 gacttacacc ctttttccgc tctactgatt cagtgcgccc caaaccatca 
ggcataaggt
   177781 aaaaccgctt cttaccttca atgttaaatt cttgatcttc aagatattca 
ttattgacat
   177841 actctacgcc atcaatagtt gtaaatttag atttatcgag tgaagaatcg 
ggggatggtg
   177901 cagcttgaga tgtactcttt attggtggag gaacgagaac taactttttt 
tgccattcat
   177961 tattagatac tgaaggggca tttccgctct caataatttt atttttttct 
gtggatgttt
   178021 ttaaatcatc actgactact gaaacagttt ttgtattttt ctgagttttt 
tgcggtgcag
   178081 tcggtgcagt cggtgcagtc ggtgcagtcg gtgcagtcgg tgcagtcggt 
gcagtcggtg
   178141 cagtcggtgc agtcggtgca gtcggtgcag tcggtgcagt cggtgcagta 
tttaattttt
   178201 cttggacatg ttgttccagt tttttcggta aatttttagt ttgttctttt 
tctttagatg
   178261 ttttttgtac agcatctact ataggttgat tctgctgagt ttgtggtttt 
ctttcctcta
   178321 ttttagggat aggttgtttt ttctgatcaa ttcttttact cggtacaatc 
ataggccgcc
   178381 catctggccc aataattgta taaaaaccgt ctgcataaga tacagaaata 
cttgctatcg
   178441 caacgcataa agttgtgata gcaaatttag ggctaaacat ccatttatat 
agtcttacca
   178501 tttcgttcta tagctcaaac caagtactgt aactttggta ttagttttca 
catccaaacc
   178561 agcgtatggg tttaataaga tattatcgac accacattta ttcgataatg 
tactcgtaca
   178621 agctggaata ttgtcacgac tacgtaggaa accgactgaa agatctagat 
ctgtatccgc
   178681 atcaaaacga taacccacgc cgagaccaaa taattgtgca ttattaattg 
ggaccatggt
   178741 attacgttta tcatcaggaa tagcactagc acgcggttca taacctgcac 
gtaattttaa
   178801 acgatctgtt gcggaatact ctaaaccgat accccaactc catggggaag 
taaacttcaa
   178861 tggtaatgcc aaggagttat cagtcacatt attagatagt aattttgcaa 
ctttaagtaa
   178921 tgaaatctgg cgatcaaatt caaatttaaa tttatcccat gctgaatagt 
cagtccatcc
   178981 aacatctaag ttcaattgta aatctggcaa tatcttatat ttaatacccg 
cctgaaaatg
   179041 ggctggatat tctaaatcca ttgctactaa gcctgactca atatcaggaa 
cataacctgg
   179101 caacccaaga attctagcta aaatttgacc cgtagcagat gagttaagtc 
ctgatacaag
   179161 ttgctggggc gctttggcat tgtcaatcat atacttgcct tttaaacgca 
tcttggcaga
   179221 gctctggtat accataccaa acccaaaatt atctgttggc tcccaaagca 
atcctaagtt
   179281 gtaacttggg cttaaagatt gttctaatga aacctgtagt gctcccatct 
taccaaatgg



   179341 attcatgcct tcttgtgtgt tacaaatccc aaataatagt aagtcggtga 
tcatgtcatt
   179401 attattttta aaaggcttac aaaccacctc atcaaccata cgtaataccc 
ctatcatctc
   179461 attagggaaa cgtaagtcgg tttttaatgc aagggcgtta tatgacatcc 
ctacagaagc
   179521 gccaatcgat aaatgatcat ttacctgata accaaaagat ggtgataaat 
aggtgatccg
   179581 ctcaacagca acttgctgac ccatgtagtt accagggttt ccattttcag 
ctccaaatcc
   179641 tgcaaccaac ggtgcataca cggctgttgc ataggttact tttgatcctg 
gtggcttata
   179701 ggcaattcct gctgtagggg caactagtgg ataaccagct ccgagatcta 
ccattttttt
   179761 aagaataggt acatacaggc tcgcgtactc cacatcaccg tgaacagagt 
ctttaaaatc
   179821 tgtacaaata ttggctgaaa cttctgggcc atcattacaa acaatcgggt 
catctgaata
   179881 accaaaaacg ttatatccag gcggtgctga gaattctctt tgaatatcaa 
agtttgcaag
   179941 aatcccttgt acatctgttt gcaacccatc aatttttgct aaagctgcag 
ggttaaaatg
   180001 aactgcacta ataccaggag ggtctgcagt tactgcattc cccatggata 
aggagcgaat
   180061 atcaacagct aggttttgtc ctaattgagc attggcaaag ctagaaaaac 
cggagataac
   180121 aattgccgcc gttaaaggac ataatttagg atatttcacc tgcatatctc 
cttatttttg
   180181 ttttttatta aaacctaaaa tatctaacgg aaatgacaag ccaagtgaaa 
catctggcgc
   180241 atcttcagtt aaaccaaagc caacagtacc gttaacaatt gtttcaggtg 
aaacacgtac
   180301 gcctaacgca aaagccatca tggcactgct ctggtctgga gatttataag 
attcaccact
   180361 tgtaaactga aactcggaat taaagttaaa gctctgttga tatgacatcg 
ttaaagacac
   180421 gtcatagtta aatgaatatg caaagccgaa agaaaagcca ccgctaattc 
ctggatcaaa
   180481 agattctaaa gtacgattat taccacgtac ctgatttaaa ccagactcct 
taaaaccata
   180541 attagcagat atggaagcga ataacacaac aggatcaata tacttacggg 
tactggctcc
   180601 taacccaact gaataataac ctttacctgt tgaaagctct tctgaaccaa 
cctcataagg
   180661 gctatcacct gttttagttg atacgctacc aaaaagaacg agtggtaaac 
gcccttgctt
   180721 taatgggaaa ggttcccaac gcgcaccaaa agaaatatca cctaacccag 
ctgtagttga
   180781 atcactagcg atatcagatt tagcaactaa aggtaatgtt gccgaaagtg 
ttaaattatc
   180841 caaaacacca tattgtgctg taaaactatt tgttaatgta tgttgagcat 
cttccctgat
   180901 tcttaaacgg ctgattcgtg agttatcgtc tgctaatgcc aagtccaata 
tactatcccg



   180961 ataataagta taatcaatat cataataaga agagattacg cccttcttaa 
tcaaagaata
   181021 ttggcgctca tttgaagtaa aaacttcttg taggttagtc tcttggctag 
catcaccttc
   181081 ttttttctgt aatgcacttg cagcttgatg tgcctcacta ttagaccctg 
gtgccacccc
   181141 gttagtatcc attatattgg aagttggtgt atcactattg ttggtggccg 
aactagtagc
   181201 tgctgaaaat tcagcgcttt ccgtttcctc tgctacagtt tgatttaagc 
cagatacttg
   181261 cgcttgttgc acttgatctt cagcatagat tgtccctgta atggcactca 
tacttaaggc
   181321 caacatactc atcttcatcc aaagtttatt catgtttttc ccacccaatt 
tatttatttt
   181381 attaaattaa aatctgacta tttacgcttg taataaagac gcatataagt 
atctatcggc
   181441 tgattataag ttgaggaatg agtatcagta tccaaaactc gccgcatcgt 
agaagcctta
   181501 tttgctaaac ggtcatattt atatgtggga tattgcacat caacaaaagc 
atatctattg
   181561 actgttgcat cctctacatg acgcatatcc gaatctttta atgctaataa 
gtctttacgc
   181621 tgagattcag gaactaaaat tacaaataac gtattattat cccaaatttc 
cttaaaacga
   181681 ttttcgtcaa aactgatatt ccctaaagct ggatcagcta catatactcg 
tccatcttta
   181741 taagctttat atacgacaaa atgtttaaaa ccagcatatg aaatcggaac 
aattgcaggt
   181801 tgaccgagtt taactaaatc agaaaactcc cctcggtaac caccactctc 
taagccaatt
   181861 gctgtgacaa agcgtttcat atcaagtagc gaaaagcttc ggcgttcaat 
aatacgttga
   181921 tactcaccgt actgtagcaa accactcatt gtttgctgtt ccgttaaact 
cgtaccaaca
   181981 taaccattta ataaagtcgt aagggcagca gacccacaac tataatcgta 
ggcttgtcga
   182041 acaattccac gaaactggtc ttcaacagct ggttttatag taactggttc 
aatatgattt
   182101 cgatgaaatg ataaattacg tgaatcggca gtctctgtat aataaacagt 
tcccggcggt
   182161 tttttttcta tttcgaaggc ttctgttgca aagtaatata tcaatgctga 
gcctaaagca
   182221 atctctaaca taagcacttg gtctaaatgg tagcctaact ggccttattc 
attttattct
   182281 tagagcaata gctctacatc cctgtgtgtt gaagatactt tttttatgta 
aaaaacagct
   182341 tttttttaat ctttttgatg aatgtatagt tttactatag atagaatgat 
aattacccct
   182401 catttttcta taaataattt aaatatattt aaaacttata taataatttt 
tattataacc
   182461 atatgaagaa gctttttatt tttataaaaa aagcgcgtat aaaacgcgct 
tttttatatt
   182521 taaattaatg gcccgcgatt gtaatcgtag aggtacctac atttaaacct 
tgaatttcta



   182581 catcaccaat cgaagcagca gtgttagaac ctaaatgtac tccttgtaca 
taaacattca
   182641 taccttgagc actattattt tgaattttta aaccggttgg aacaactgaa 
atattagcat
   182701 taacatctaa attcccagtt gtattgcctg caccacgaac cataacctta 
tcaaggaaga
   182761 tttgaccacc acctgcagca tcattaatac caaagttaga tagtgttaag 
cccccttgca
   182821 aacttgaatt tactttgatc attgcacctt gtggtgtcga acctaactga 
acattagctg
   182881 aaattgcacc taaagataaa tctaaaccag aaataatttc agttggagct 
gcttctgtaa
   182941 taccacgaac agcagttgtc tcatttaaag tattagaaga acctacgcca 
attgagccaa
   183001 cttttacatt aactgcacca acatttgcag ctacatttaa aaatgcgcca 
ttagtacctg
   183061 atgcaccaac actatcaatt ttaagatcta ataaattagt agttggatca 
acttgtgtaa
   183121 gagttattgc tttaccacca gttgcagttg tacccgtaat tgtaattgca 
ccagcagttg
   183181 ctgctgcacc tgtaatacca gtagccggat ccaagccatc attgtcatga 
ataaataatt
   183241 tgtcgataga aataccacct gaacctagag cgataccaat attaatacca 
tcttgacctg
   183301 tagcagcact aagcgcagca tcatccattg attgcatcgc cattgcattt 
gcactgatag
   183361 ctaaagaaga aactaaagca agtttagtga acattttcat tgagcactct 
cccaagagca
   183421 tttatttttt gactttaacc actctcactg tctcaagttg catttttctt 
ttatggcaac
   183481 cgaaacttcc aatccttgag tagttttgct tagcaattac taaattacag 
ctacgttaat
   183541 ttttgttcaa ctagtgtaat gcattttttg ccaattaccc gacaaacggt 
acggcatcaa
   183601 actgactaaa aagatttatt actattctga aatctgaagg ataattcggt 
tattttttcc
   183661 acgaaatgtt agggtctttt cactcaactg cctgttgaac tctaacttgt 
agtaaactat
   183721 gccacctctt ccaaactctc acatgtttaa aatgtctcat ttaaagaaaa 
aaatctcttt
   183781 agaaagctat tactctgctg ccgatatttt aaataaatta gaagagttaa 
ctggacttgt
   183841 atatcttcaa gatgataaca atcctgttat tggtttttta ccaaaaaatt 
atttaatcac
   183901 tcaaaataac caaaaatttt tatttactaa aactgattta aacaaatata 
agttttcatc
   183961 ttatatagaa aatcttttag attttacaca attccaatct caagaaatag 
aaaatagcaa
   184021 tagagaaaaa ataagtttta agggggggta tattggtttt attagctatg 
acttttctgc
   184081 acatcaattt ataaataatc aatcacataa acaaccgtct ttatttatag 
gttcctatta
   184141 ttcttttatt aaaaaaataa ataatgaatg gtattttttt agcgatgaaa 
ataatgcttt



   184201 tgaaattttt aactatcttt cagctctact caataaacct tctagcaaac 
tacaaaaaaa
   184261 caattttaaa ctagaacaaa atattcatcc tcgctggtct aagaatacat 
acttaactgt
   184321 ttttcacaaa atacaagaat atattaaggc aggagattgt tatcaaatta 
accttactca
   184381 agaattcaaa gcgaatttta ctggttcatt attaaataaa gcagatgagc 
tatggaattt
   184441 aaccaatgca ccatattctg gttatttaaa attaacagaa tttgagttgt 
taagttgctc
   184501 tcctgaatta tttattgaat ttaatgtaga taagcaaatt aaaaccagac 
ccattaaagg
   184561 tacaatgcct cgttatgaga ataaagagca ggatttactt tcaaaacaaa 
ctttaaaaaa
   184621 ttctaaaaaa gatcaagcag aaaatgtgat gatcgttgat ctattacgta 
atgatttgag
   184681 catttatgcc aatacaggtt cggtaaaaac aacaaaacta ttcgaaattg 
agagcttcaa
   184741 tcaagttcat catatggtga gtgagattac ggctacactt aaaaatgata 
ttaatcctat
   184801 gcagatgtta ctcactgctt taccaggagg ttcaattaca ggagctccta 
aaattcgggc
   184861 aatgcaaatt attgaagagc tagaaggcgc acctcgggga gcatattgcg 
gcactttagg
   184921 atattttaat ttcgatggta ctggacgctg gaatatttta attcgtagtt 
ttcaacaata
   184981 tcaaaaccag ctctctattt gggcaggcgg cggtattact attgcttcag 
aggctgaggc
   185041 tgaatatcag gaaagccttg ataaaatctc tgctatgctg aacttgatga 
acagcacagc
   185101 agaataagta ttaaagaata tcttgcttca aagtttgaac taaacgcgcg 
ttttgctcat
   185161 cagttccaac cgtgatacgt aaaaactgat taatgcgagg cttattgaag 
taacgaacaa
   185221 taatgccctg ctcacgtaat ttttgtgcaa gttgcccagc atcatgctgt 
gaatgcgtag
   185281 caaaaataaa attcgctttc gatggcaaaa cattaaaacc aagttcagtt 
aaatcacgaa
   185341 caagtttctc tcgacttgtt ataacttttt ggcactgctc ttcaaaataa 
gcctggtctt
   185401 caaaagaagc tactgctgct gcaatagcaa agcgatcaat tggatatgaa 
ttaaaactat
   185461 tttttacagc ctcaagtgct gcaatcaagt gcgtctgagc aatcgcaaac 
ccgactcgta
   185521 ggcctgctaa agaacgggac tttgaagtcg tttggcatac cacaagattt 
tcatagcggt
   185581 ttatcaaact tacagctgac tcagcaccaa aatcaacata agcttcatca 
atcacaacca
   185641 cgcggtccgg atttgcctgt aatacttgtt cgatttctgc caagctgagc 
gcaatacttg
   185701 ttggtgcatt tgggttggta ataataaccc caccatttgg ctgggtataa 
tctcgcacat
   185761 caatttcgaa attctcattg agaggaattt cttttgtttt tgtgccaaaa 
aattggctat



   185821 aaactggata gaaactataa gtgatgtccg gatacaggat tggttcatct 
tgaagaaaaa
   185881 atgctttaaa gatatgagcc aatacctcat cagaaccgtt acctacaaaa 
acttgagata
   185941 cattaatatt ctgttgtttc gcaattgctt gctttaacgc tgtcgcatcc 
ggatctggat
   186001 atagacgcag cacatcggct tgttcatgta acaccgcttg aactgcttct 
actacttttg
   186061 gtgatggtgg atacgggttt tcattggtat ttaactttaa tagattctgg 
attttaggtt
   186121 gttcacctgg cacatacggc tctaattcac gaacctcagg actccaaaaa 
cgcatttgtg
   186181 ctgtagatac agtcatagtc ttatctcaaa aaagggctga aagtcagccc 
tgaataatca
   186241 tgaaaaacac tgataggctt aaaacttatt ggtaacgata acgcgccgag 
cgtgcatggg
   186301 catcgagatt ttcttgaaca gcaagtacat cagctgtttt agccaaagtc 
ttaacaccat
   186361 cttttgaaca catgatcaaa ctagagcgct tttgaaaatc atatacacca 
agtggcgaag
   186421 agaaacgagc tgtgccagat gtcggtaata cgtggtttgg gccagcacaa 
taatcaccaa
   186481 ttgcttcagg tgtatagcgc cccataaaaa ttgcccctgc atgacgaata 
tcttggctca
   186541 tcgcttcagc atcatcaaga catagttcca aatgctctgg tgcaacctga 
ttaattaaat
   186601 caactgcttc agcacggtct tttaccaaaa ctaatgcacc acgattttca 
atcgatgtac
   186661 gcgcaatctc ggctttaggc aattcattta aatgtttttc aattgcagac 
tctactgctt
   186721 ctaataatgc ttcatctgga gtaatgaaaa tagcttgagc tactgtgtca 
tgttcagcct
   186781 gagataatac atccatcgct aaccattcag cattattcac accttctgca 
taaactaata
   186841 tttcagaagg tccagcaatc atgtcgatac ccacctgacc aaatacagca 
cgtttagcag
   186901 ctgccacaaa tcggtttcca ggacccgtaa ttttatcaac acgtggaaca 
gtttgagtac
   186961 cataagctaa agcagcaaca gcttgtgccc caccaatggt aaatactcgg 
ctaacaccag
   187021 ctagataggc ggcagctaaa acgagtggat ttagttcacc atttggcgct 
ggcacaacca
   187081 taataatttc agatacaccg gccacatgtg ctggtaccgc attcataagt 
acagatgaag
   187141 gataagatgc aagtccgcct ggtacataaa taccaacacg gtcaagtgga 
gtcacttttt
   187201 gtcctagggt attacccaaa tcatctacat aagtccagct atcttgtttt 
tgagcttcat
   187261 gaaaagtacg aatacgatca gctgcaagtt gcagggcttc acgaatctct 
tgatttaaac
   187321 catcaaaagc agctttaagt tgttgttgag acaattctag atcggaaaat 
tgatgcgctg
   187381 gatgtcgatc gaactgttga gtaagtttta aaacatgatc atcaccatac 
tgacgaacat



   187441 cagcaataat ttgatctact atttgaacta aattaggatc attaacggtt 
tcaaaagcta
   187501 aaagctcagc aaaaacctgt ttaaagttct gatcttgagt cgataaacgt 
cgcatcaatt
   187561 tacccacaag gcgaaaaaga aaaaccaagt ttactctttt tctaagctct 
tgtgggcatc
   187621 atatctacaa ctatcgcaaa agcatgatag gaaattactt ttaacgtgat 
tgaacagctt
   187681 gttcaagttg ggaaatgatt gggttcaata aaacctgttt acgcttaaag 
ctcgctttat
   187741 tgacaataag acgtgaagat actttgcaaa tttcttccaa tggctcaaga 
ccatttgctc
   187801 gtaaagtatt tccagtatcc actacgtcaa caatataatc gcccaaacca 
actaatggtg
   187861 ctaactccat agaaccataa agtttaataa catccacctg ctcgcctaag 
cttgcataat
   187921 attgacgtgt aagattgaca tacttagtgg caatttttaa acgacctttt 
gggcgttcca
   187981 ttcctacttt accagcagtc attaatttac atttcgcaat ctgcaggtcc 
aataactcat
   188041 agacatgctg agcgccatgt tccataagta catctttacc tgctacacct 
aagtcagctg
   188101 caccattctc aacataagtt ggcacatcag atgcacgtaa aattaaaata 
cgaacctgct
   188161 tatgtgtggt tggaaaaatc aacttacgtg atttttccgg gtcttcaagc 
aagttaatac
   188221 cagctgtagc aagtaaaggt aaagtttctt ttaaaatacg tcctttactc 
agtgccaagg
   188281 tcaaaccatg atcaaaatta cccattacgt taaaattagg atcatcgttt 
cttacgtcat
   188341 tcattaactt actcgcttaa ttttggcacc taaaccttga agtttttctt 
cgacatgctc
   188401 ataaccacgg tcaatatggt agatacggtc aattaatgta tcaccttcag 
caaccaaagc
   188461 cgctaaaacc aaagagaatg aagcacgtaa atctgttgcc attacaggtg 
ctgcttgtaa
   188521 tttttcaaca cccgtcacaa cagcatcatg gccttcaacc tgaatattag 
cacccatacg
   188581 tgacaattca ggaacatgca tgaaacgatt ttcaaaaatg gtctcggaaa 
tcgttgcaaa
   188641 cccacgacca attgcattta cagccataat ttgtgcttgc atgtcagtcg 
gaaattctgg
   188701 gtgaggtagt gttctaaaac ttactgcttt aggacgctta cccaacatat 
ccaattcaat
   188761 ccagtcatcg ccacgggtaa cttcagcacc catttcttca aacttatcta 
aaacagcctc
   188821 aagcaatgaa ggatctgtat gggtggtttt tacacgtcca ccagtaatcg 
cagcagcagc
   188881 taagtaagaa cctgtttcga tgcggtctgc aacaactgca tattcacagc 
catgtagact
   188941 ttctacacca gtaacaacca atgtatccgt atctaaacct tcaatttttg 
cgcccatttt
   189001 aataagcatt tgcgcaagat cagtaatttc aggttcacgt gcagcattac 
ggattgtggt



   189061 tacaccgtct gccaaagcag ctgccattaa aatattttcg gtaccaccaa 
cggtaaccat
   189121 atcaaaaacc acttcgccgc ctttcagacg accatcaaca gtggcatgta 
cataaccatt
   189181 ttcaacttcg atatgtgcac ccaatacttc tagggctttt aagtgttgat 
ctactggacg
   189241 agagccaata gcacatccac caggtaatga aaccttggca tttccgtaac 
gcgctaataa
   189301 tggccctaat accaaaatag atgcacgcat tgttttgaca agctcataag 
gagcaaactg
   189361 gttatctaaa gtagaagtat ccgccttaac cgtgtcattt tcataactaa 
ttgtgacacc
   189421 cagtccacca attaatttca ccaaagtatt tacatcttta agatttggaa 
cattggttaa
   189481 tgtaattgga gagtcagcaa gaatcattgc cgcaagtaac ggtaaagccg 
catttttagc
   189541 accagaaatg cgtacttccc cttcgagctt aacaccgccc gtgattaaaa 
atttatccat
   189601 taatatttaa gctccgaaaa ggcttgcttt gcgccattca tctttggtca 
tcgcacgaat
   189661 tgttacggca tgaacttcgc cacttgcaat ataagtattt aatggtgcat 
aaactgcttg
   189721 ttggcgggca acagtacgct taccttcaaa ttgatcatcc acaatacgga 
ggtcaaattt
   189781 tccagcctgt ccgctcacca ctacttccgc ttcaggaaaa gcttctttta 
aaatttgagt
   189841 gagctgttca ctattcattg caaagacctc tgacacaacc tacggtgtaa 
aacgaagtat
   189901 tttactataa ctttttcaaa gaattcagta cgtgtttata ttttatcaat 
aaaaaagagg
   189961 ctatatttca agcctctctc aattattaaa aacttattaa atagaaacag 
caacttgaga
   190021 atacgtacat tgcattttcc gatattttaa caattgtttt tttaattttt 
cagtcagttt
   190081 ttttattgaa gtatacatat catccgctgt tgcttgagca aacagctcaa 
ttccaggtaa
   190141 tcgaactatt gcttcagcca catgattaga actaccttta tgtgagcgct 
tatcaatctg
   190201 atgatctttc gttaatttaa tctgcatact attcacctga tcaagatgtt 
tcgttaactg
   190261 attaaatttt gctttaatat tttcttctat agctggtgta attgctaaat 
gatgtccacg
   190321 aatcgttatt tgcataattc tatccctcac ctttttgggt tatataaaga 
agaactaaaa
   190381 cgatttaatg caatctaaaa agatgatttg ggacaattaa accattttag 
ctactcctct
   190441 tggtgaaaat gaaatttcat tatttcgtca taatgaatga gtagaatagc 
catacttcaa
   190501 aatttagatc aagacttttc tctcggatga cgatggaata tgtaacgatt 
ctctatattt
   190561 tgctacagtc cttctagcta cttctattcc ctcctctttc aataaagcag 
caattgcatt
   190621 atcagacaaa ggtttacgcg gattttcatt agaaactaac tttttaatca 
ttgcccgaat



   190681 tgcggtagaa gaagcctcac ctcctgtggt tgtccccaca tgactagaaa 
agaagtattt
   190741 caactcaaaa agtccacgtg gagtaagcat atacttattt gtggtaacgc 
gagaaacggt
   190801 cgactcatgt aattctactt cttctgcaac atcccttagt actaagggtt 
tcattgcttc
   190861 gggacctatt tcaagaaatg ctttttgatg ctcaacaata caagtcgcaa 
ctttcaataa
   190921 tgttttgtgt cgttcatcaa tactttttat aaaattttta gcctcaagca 
tttgattacg
   190981 tagatataaa ttatcatcac tttgatctgc tctacgaatc atactcgaat 
aaaaagaatt
   191041 gattcttaat tttggcatta catcaggatt taactgaact tgccaatgca 
agtccttctt
   191101 ggcaacgact acgtcaggaa tttgatattc tgattcttgc ttttcaaaat 
ccatgcctgg
   191161 ataaggcttt aatgttttta ataaatcaac tgcaaatttt aattgttcct 
tggaaagccc
   191221 tgtttgcttc aataatttat taaggtcatt cgcaatcagt aattcataat 
attgaagtag
   191281 acttctagct tctttcaaat attcagtttc tctaggcaag aactccaact 
gaacttttaa
   191341 acattcagct aaattacgag ctccaatacc aattggatca agacgttgaa 
tatgttttaa
   191401 gactactaaa acttcatcct cttccacttc ctcgtctata tccatctcac 
ttaataaatg
   191461 ctgtactgcc aaaataatct cttctaattc agcatccaga aaacctttat 
catctaaagc
   191521 atcaactatg caataagcaa tcaactgatc tatttttgaa aaatgtagta 
agttcacttg
   191581 ctccaaaata tgttctttaa gcgtcaggtg aacgtggcga ttatcttcac 
gctcttcgaa
   191641 ctcaggagta cccaaagcag tggattgatg tgtataaatg tcatcccatt 
cagtatcaac
   191701 aggcaagtca tcaggtaagt gatcagcatt caactctgtt gtaaggtcat 
cagtttcttt
   191761 gtgttctaaa gtagataaac tttctgctag tgattcatct tctacttttt 
caagtaatgg
   191821 attactatct aattgaattt ggatttcttg ctctaactct aggctagaaa 
gttgtagtaa
   191881 acggattgcc tgctgcaatt gaggcgttaa cgataatgaa ttcgcaactt 
tcaatccaac
   191941 agataatttc atatatttct ctttccaaaa aacaagcaaa aatcatgcct 
attaattatt
   192001 tatagcatag agtaatgatt tatcctatac attgactcat caattcatga 
gaaaaataga
   192061 aatttattta ttaaaaacga taggattttt attctgtctt attctttagt 
atcgatgatt
   192121 ctttgaaata attctttatt gattgctttc ccatataaaa aaacacccca 
acctcttttg
   192181 agattggggt gtttagaata atgagctggc gatgacttac tctcacatgg 
gtaatcccac
   192241 actaccatca gcgctaagag gtttcacttc tg
//
LOCUS       NODE_11_length_144014_cov_108.344374144014 bp   DNA linear



17-DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..144014
                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
     gene            complement(231..827)
                     /locus_tag="DSM_03090"
     CDS             complement(231..827)
                     /locus_tag="DSM_03090"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WMC7"
                     /codon_start=1
                     /transl_table=11
                     /product="putative HTH-type transcriptional 
regulator"
                     
/translation="MRKVPQQQRSKIIVDHILEATQQCIAQYGLLHTTTPKIAEKSGV
                     
SVGSIYQYFENKDQIIEELLRRKSELLGQQLKELVVRQGNIPLELLIPLAIELGFNAL
                     
KADHGFFIEVLKHWHDYSHSQAAQILEKHFFEVGLYTFSRNPHQWDFEQVKYKSFVII
                     NSTLFTMMRYVSQNNFLISEQQLKRELSSMILAYLSQK"
     gene            915..2129
                     /gene="lcp"
                     /locus_tag="DSM_03091"
     CDS             915..2129
                     /gene="lcp"
                     /locus_tag="DSM_03091"
                     /EC_number="1.13.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q3L8N0"
                     /codon_start=1
                     /transl_table=11
                     /product="Rubber oxygenase"
                     
/translation="MQMISPTRLASFNDMQDSNFFTQFLNICCEKPVQPSYTEYVSLQ
                     
HALYEGDIEMDKVIDWIMQNPKDHRIIFEKILFQGRDELSEPIPTELENFFNYIEQKP
                     
EWLDQRQIDEAVKFTHRLGINNGFILRDLSLMAGYLYPGFNQPLILTGALKKEAGTRL
                     
AETTKWWVDITEPQGLSRLSAGFTSTIYVRFIHALVRRQLKKSDRWDSEVWGIPLNQF
                     
DLAMTNLAFSSVVLLGIRALGIWPTKQEAKSFLHFWRYVGWLMGIDEKWLIQSEPEGW



                     
RLLYWMQFAHPRSDHSSIELGLSLSKEPFERKYLHLRSLQQKLAYRQHLELTQFFIGK
                     
KRMKLLGLPQQSASWFAYYLIVRNLLLYNGAKLSPKVEKFLSKSGRNIQKLGLTLYQN
                     QGKAKTLASMHQ"
     gene            complement(2199..2405)
                     /locus_tag="DSM_03092"
     CDS             complement(2199..2405)
                     /locus_tag="DSM_03092"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTNKLSPEQSWWGWKLLIVASILSVLFMIIFYLAINNEPDYMPS
                     QKKKQMMESHEQMNHAEMHSSSAQ"
     gene            complement(2459..4573)
                     /gene="btuB_2"
                     /locus_tag="DSM_03093"
     CDS             complement(2459..4573)
                     /gene="btuB_2"
                     /locus_tag="DSM_03093"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_01531"
                     /codon_start=1
                     /transl_table=11
                     /product="Vitamin B12 transporter BtuB"
                     
/translation="MPHSKFLLQPLWVAMLAVSHSGLVFAESEKNDAETNTLHSLAPI
                     
VVTAQQGNDANGLIVHADPKQPIQPVPATDGADYLQSIMGFNSIQSGGTNGDVTFRGM
                     
FGSRIKILTDGTENLGACPNRMDAPTSYISPESYDRISVIKGPQTVQYANTGSAATVL
                     
FERQPEKLTSEKPYRGQASVLLGSYGRIDHNVEAAIGDEKKYIRLNANRSESNSYQDG
                     
DGNTVPSAWKKWNADVALGFTPDENTWVEITGGKSDGESLYAGRSMDGSQFARESLGL
                     
RFEKKNITDVIKKIEGQVNYSYNDHIMDNFSLRTPPLVEMNHGGMTMLMPNAMAMQVT
                     
RRTLNSRLAMTSEWNKWSLTTGVDSQFNKHGGSMSSPTMPSMNVPYRQDMRFQSYGAF
                     
GELGYQWNDQNKLVTGARLDRVTVEDERTDSQAKGFNTKLEKTLPSAFVRWENQHPEH
                     
DLKSYIGLGYVERMPDYWELFSPKHGNAGSTNTFNGVNPEKTLQLDLGFQQQHGALNT
                     
WASAYAGLVDDYILMSYHHHPSMGMDGHDMSHDITAGAKNVDATIAGAEAGIGYQFTD
                     
RIQADLSAMYAWGKNTTDDKPLPQISPLEGRLNIRYVADKYNLGLLWRAVAEQKRVSL
                     
HQGNIVGYDLKPSKGFSTLSLNGSYNLRKDIDVSVGIDNVLDKTYTEHLNKAGSAGFG
                     FASEEQFNNIGRNYWVRMSMKF"
     gene            complement(4646..5074)
                     /locus_tag="DSM_03094"
     CDS             complement(4646..5074)



                     /locus_tag="DSM_03094"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVFRSGLLLACAAVFLQIAVFLQPLLPKQYQIAPVCETITRALL
                     
KPKAQSEAMSHAMHHSHHQHHIEQAQVPDHHDHHDANHQCQYCTVYANLVLPPEFGVK
                     EVLVRIQVRLVAYQQAFRHVYFALQRLFLLPQGRAPPLFA"
     gene            complement(5111..5641)
                     /gene="def_2"
                     /locus_tag="DSM_03095"
     CDS             complement(5111..5641)
                     /gene="def_2"
                     /locus_tag="DSM_03095"
                     /EC_number="3.5.1.88"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9I7A8"
                     /codon_start=1
                     /transl_table=11
                     /product="Peptide deformylase"
                     
/translation="MALLPILSFPDPRLRTIAKPVEEVTDEIRQLAADMFETMYAAPG
                     
IGLAASQVDRHIQLIVMDLSESKDEPMVFINPKVTPLTEETQPYEEGCLSVPQIYDKV
                     
DRPSRVKIEAINLEGQAFEIEADGLLAVCIQHEMDHLNGKLFVDYLSPLKRQRAREKV
                     EKIVRQREREKVAVKR"
     gene            5764..6918
                     /locus_tag="DSM_03096"
     CDS             5764..6918
                     /locus_tag="DSM_03096"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKVFDGMVNFHALGIKKHLLALALCTGVTIGTIAEVHATSPNH
                     
NPPSLKSNAPNVYVVKRGDTLWDISGHFLNKPWRWPEIWASNQHVKNPHWIYPGDRLL
                     
LCNLDGRPLVGKDEGDGCVGIIRRYTGQTTNLQPQVRVEALNNSVPVIPLEHIKQWLE
                     
NSTILPADSITNTPYIVGTADQRVLAGKGQTIYARGQGLINGQRYAVYREGEPYYFTD
                     
NKGKKHSLGIELLQVASGVAVSSEKDITTLELTDSYNAEVRRGDRVMPEEQATLPTLF
                     
YPVDAKQVTDSGKIIRVMGSIGRAAKNSVVTLDRGTTQGVQVGQVFDITQQGESIRDP
                     KTKEVIQLPGQQIGSLMVFRTFDQLSYAYVLESDLPIKVGSSIQPPQFND"
     gene            6918..8069
                     /gene="dprA"
                     /locus_tag="DSM_03097"
     CDS             6918..8069
                     /gene="dprA"



                     /locus_tag="DSM_03097"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8DPI7"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA processing protein DprA"
                     
/translation="MLDVPFTMLTQLSSHHYHTLKVWYLVQHSLVSFKKIIDYFGNCE
                     
KATQPDGLAKWSSLGLHANHLKRVNEFQTPQGQAQFEQLVQQVRQHTDFILTPDDSGY
                     
PTQLLPYTDHPPIIFGKGQAQALLQPQIAIVGSRKPSPHGRQVAYDFAYYLSEKGFFI
                     
SSGLAYGIDEAAHQGASTHQRTIAVTGTGLDTTYPAQNKKLAEHILAQNGAIITEFLP
                     
GTPPLQQHFPRRNRIVSGLSLGVLVVEATLKSGSLITANKAAEQGKTVFAIPGHIYSE
                     
FHQGCHQLIREGAILIDHPEQIIEDLALPTQWQSQQQNQTEEANTNTPEIPEHLIDLY
                     QSLDWVGQNIDQLVVHHNIPVSELTSSLMELELLGLCMQQSGLYLRCRS"
     gene            8120..8689
                     /gene="tsaC"
                     /locus_tag="DSM_03098"
     CDS             8120..8689
                     /gene="tsaC"
                     /locus_tag="DSM_03098"
                     /EC_number="2.7.7.87"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45748"
                     /codon_start=1
                     /transl_table=11
                     /product="Threonylcarbamoyl-AMP synthase"
                     
/translation="MITTSVTEAAECLQQGQVLAYPTEAVWGLGCDPFNEQAFQKILE
                     
LKQRPIEKGVILLAGHISQVEHLLTSLPQTTQQEIIDCWTNHQPSERATTWLLPADQH
                     
IPSWIKGEHPLVAVRVTTHPLCVALCNAFHGFIVSTSANPSGQEPAHSLQDACQYFGS
                     QLNYLNGDLGQSQQPSRIINALTGEVIRP"
     gene            complement(9081..9989)
                     /locus_tag="DSM_03099"
     CDS             complement(9081..9989)
                     /locus_tag="DSM_03099"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKYHKWAFIFPILAVLIWSLNIVVTRYVSDYISPVSISFYRWLI
                     
AFIILTPFMFLSVWRQRRLVIPYLPKLAVLSAFGMVLYQGLAYTAAHYTSATNMGIVN
                     
AFIPIFTIFVSLAILKDVPNRFAVFGSILSFAGLLYVMSQGNINKLLSGGGHLGDALM
                     
IIAVFFYAFYGVFLKKWQLPLPIMTSLYVQIGFSVLFHLPLIFWFGLDALNAQNAPSA



                     
IYAGVFASLIAPLVWMLAVQQLGPNRTSIFMNLVPVFTAIIASIWLSEQWTIYHTFGG
                     IMILVGIIMAQKKVNSKKSDLLPEQN"
     gene            complement(10107..10748)
                     /gene="comR_2"
                     /locus_tag="DSM_03100"
     CDS             complement(10107..10748)
                     /gene="comR_2"
                     /locus_tag="DSM_03100"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75952"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional repressor ComR"
                     
/translation="MTNRHETDLVNEDTLKKKRGRPKCFDEQQVLEKAMLLFWEHGYE
                     
ATSISDLTHALEITAPSLYSAFGDKAGLFYKSIDYYLAHEACPIETIFLEAKTAKIAF
                     
ELYLYDNVKRLVQPNKPAGCMLVVAAMNCSDATQEVQQNLLDKRIKTKEKLLKRLEQG
                     
VEQGDLPTNAPLQEMTDFYATVIQGLTIQARDGASTEQLHKVVEHAMKAWTLF"
     gene            10894..12108
                     /gene="nepI"
                     /locus_tag="DSM_03101"
     CDS             10894..12108
                     /gene="nepI"
                     /locus_tag="DSM_03101"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8XGS2"
                     /codon_start=1
                     /transl_table=11
                     /product="Purine ribonucleoside efflux pump NepI"
                     
/translation="MDQSTTSKARPMTSTQGSWFAILAVAIAAFALVTSEFLPVGVLN
                     
SVAADLHISVGTAGLIITVPSIMAAIAAPLLPVSVKQLDRRYVLILLTAIMVIANTIT
                     
AFAENFHVLLLSRLILGISIGGFWATAIALSGKLAPANLPIAKATAVVMAGVTFATVL
                     
GVPIGTWLSEFYGWRSAFGITAAIGLVVLVLQLIFLPKLLPESAIHIRDLPALLRTPK
                     
ARSGMLIVLLIGLAHFCAYSYLAPFFKNVAGFNGTTISSLLLLYGIAGIFGNAFAGYS
                     
GNLNVRYTLAFVGTCFAIVFFGFPIFAIHEFGAIVLTALWGFAFGAFPTSANIWMFVH
                     
APHAVEKGMPLFVGMFQVMIATGSLLGGYVVDHFNENTLIYGVLSFVALALISTFTLA
                     KGLNNPKATCEN"
     gene            12130..12894
                     /gene="nimR_4"
                     /locus_tag="DSM_03102"
     CDS             12130..12894
                     /gene="nimR_4"
                     /locus_tag="DSM_03102"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:P76241"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator NimR"
                     
/translation="MKNEDQQFSLLESIEVHEFLYEKEDIVRPHASLWGDFNFSLNGI
                     
LEIQVEEQIYLSPPSYGLWIPPQTVHQSTHIDHEIHYICIRLHPRLCSILGDICRCFS
                     
IQPFFRTLVLQILEQQKQTEKPEYLEHLLQVLFDQLQQAPAYSHYLPQTRHPVLLPIL
                     
EKLSDPLLFNLSLQQLLQNFSVSDRHLLRLSQQELQLSLSEWRNRAKIVYAIHQIRQG
                     TPIKRLAYDLGYQHSSSFIEFFKRYTGQTPVQIRNN"
     gene            13017..13562
                     /gene="btuE"
                     /locus_tag="DSM_03103"
     CDS             13017..13562
                     /gene="btuE"
                     /locus_tag="DSM_03103"
                     /EC_number="1.11.1.15"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P06610"
                     /codon_start=1
                     /transl_table=11
                     /product="Thioredoxin/glutathione peroxidase BtuE"
                     
/translation="MTQSVYHIPVKAISGETVDLDQYKGKVLLIVNTASKCGLTPQYE
                     
GLEKLYQAKKDQGLEILGFPANNFKEQEPGSDEEIQQFCSLNYDVHFPLFSKISVAGE
                     
DKHPLYQVLTTAQPERIGEGPFRERLEGLGIPTNPAPEVLWNFEKFLINKNGEVVARF
                     APNLTADDEQIVKAVEAELAK"
     gene            13708..14307
                     /locus_tag="DSM_03104"
     CDS             13708..14307
                     /locus_tag="DSM_03104"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKVLQGAFFPFVIFASGMLLLGCDQAQDHAKEQESVQTNDQIS
                     
EQADDSQQEITATQNKTELKNGNVFYIVRDAANLQLKAGDYIEKLKDTQLDVEQAIQD
                     
KDQHELKTTVTTLKAQLEGLNQALLGLDIRSQEVENIRQSLLQANQQALSMPLLNGKL
                     EQINFDQIEKQLNTIQMDMVKLAAMIMAGDEKSDSKADS"
     gene            complement(14369..14788)
                     /gene="atpC"
                     /locus_tag="DSM_03105"
     CDS             complement(14369..14788)
                     /gene="atpC"
                     /locus_tag="DSM_03105"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A6E6"



                     /codon_start=1
                     /transl_table=11
                     /product="ATP synthase epsilon chain"
                     
/translation="MATMQCDVVSVKESIYSGAVTMLIAKGAGGELGILPGHAPLVTL
                     
LQPGPIRVLLENGTEEIVYVSGGVLEVQPHVVTVLADTAIRADNLDEAAILEARKNAE
                     QLLANQKSDLDSAAALAALAETAAQLETIRKIKNRAQ"
     gene            complement(14806..16200)
                     /gene="atpD1"
                     /locus_tag="DSM_03106"
     CDS             complement(14806..16200)
                     /gene="atpD1"
                     /locus_tag="DSM_03106"
                     /EC_number="3.6.3.14"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q2STE9"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP synthase subunit beta 1"
                     
/translation="MSSGRIIQIIGAVIDVEFERTSVPKIYDALQVDGTETTLEVQQQ
                     
LGDGVVRTIAMGSTEGLKRGLTVTSTNAPISVPVGTATLGRIMDVLGRPIDEAGPVAT
                     
EERLPIHRQAPSYAEQAASTDLLETGIKVIDLLCPFAKGGKVGLFGGAGVGKTVNMME
                     
LINNIAKAHSGLSVFAGVGERTREGNDFYHEMKDSNVLDKVAMVYGQMNEPPGNRLRV
                     
ALTGLTMAEYFRDEKDENGKGRDVLLFVDNIYRYTLAGTEVSALLGRMPSAVGYQPTL
                     
AEEMGVLQERITSTKSGSITSIQAVYVPADDLTDPSPATTFAHLDATVVLSRDIASSG
                     
IYPAIDPLDSTSRQLDPLVVGQEHYEIARAVQNVLQRYKELKDIIAILGMDELAEEDK
                     
LVVYRARKIQRFFSQPFHVAEVFTGAPGKLVPLKETIRGFKGLLAGEYDHIPEQAFYM
                     VGGIDEVIAKAEKL"
     gene            complement(16231..17100)
                     /gene="atpG"
                     /locus_tag="DSM_03107"
     CDS             complement(16231..17100)
                     /gene="atpG"
                     /locus_tag="DSM_03107"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8ZKW8"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP synthase gamma chain"
                     
/translation="MANLKEIRAKVASIKSTQKITRAMQMVAASKMRRAQERMAQGRP
                     
YADNMRRVIAHLVQANPEYKHRYMVDRPVKRVGYIIVSSDRGLAGGLNINLFKKVVQH
                     
VKAQQEQSIEVQFALIGQKAVSFFKNYGGKVLGATTQIGDAPSLEQLTGSVQVMLDAF



                     
DKGELDRIYLVSNGFVNAMTQKPKVEQLVPLAPAEEGDDLNRTYGWDYIYEPEAEELL
                     
NGLLVRYIESMVYQGVIENVACEQSARMVAMKAATDNAGQLIKDLQLIYNKLRQAAIT
                     QEISEIVGGAAAV"
     gene            complement(17178..18722)
                     /gene="atpA"
                     /locus_tag="DSM_03108"
     CDS             complement(17178..18722)
                     /gene="atpA"
                     /locus_tag="DSM_03108"
                     /EC_number="3.6.3.14"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P12985"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP synthase subunit alpha"
                     
/translation="MQQLNPSEISALIKQRIGDLDTSATAKNEGTIVMVSDGIVRIHG
                     
LADAMYGEMIEFDGGLFGMALNLEQDSVGAVVLGNYLSLQEGQKARCTGRVLEVPVGP
                     
ELLGRVVDALGNPIDGKGPIDAKLTDAVEKVAPGVIWRQSVDQPVQTGYKSVDTMIPV
                     
GRGQRELIIGDRQTGKTAMAIDAIIAQKNSGIKCVYVAIGQKQSTIANVVRKLEETGA
                     
MAYTTVVAAAAADPAAMQYLAPYSGCTMGEYFRDRGEDALIIYDDLSKQAVAYRQISL
                     
LLRRPPGREAYPGDVFYLHSRLLERASRVSAEYVEKFTNGAVTGKTGSLTALPIIETQ
                     
AGDVSAFVPTNVISITDGQIFLETSLFNAGIRPAVNAGISVSRVGGSAQTKIIKKLSG
                     
GIRTALAQYRELAAFAQFASDLDEATRKQLEHGQRVTELMKQKQYAPYSIADQAVSVY
                     
ASNEGYMADVEVKKIVDFDAALIAYFRSEYAPLMKQIDETGDYNKDIEAAIKAGIESF
                     KATQTY"
     gene            complement(18769..19305)
                     /gene="atpH"
                     /locus_tag="DSM_03109"
     CDS             complement(18769..19305)
                     /gene="atpH"
                     /locus_tag="DSM_03109"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABA4"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP synthase subunit delta"
                     
/translation="MAELLTLARPYAKAAFAYASEQGATDNWSNALRVLSAAVQDEAF
                     
SAYLNRPELTPAEQVKLFAKVLGEDQSQAVSNFLTLLADNDRLVLLPEIAAEYEQLKS
                     
QNNNNVDVVIESAFPLTAEQEQLLKSALEKRFNSTVTVSVEVKPELIAGVVIRAGDQV
                     IDDSALNKLEKMRTRLLA"
     gene            complement(19318..19788)



                     /gene="atpF"
                     /locus_tag="DSM_03110"
     CDS             complement(19318..19788)
                     /gene="atpF"
                     /locus_tag="DSM_03110"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABA0"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP synthase subunit b"
                     
/translation="MNINLTLIGQAIAFAFFVAFCMKFVWPPLINAISERQRKIADGL
                     
NAAEKAKADLADAQAQVKQELDAAKAQAAQLIEQANRRAAQLIEEARTQAAAEGERIR
                     
QQAKEAVDQEINSAREELRQQVAALAVTGAEKILNQQVDAEAHNAMLSQLAAKL"
     gene            complement(19827..20072)
                     /gene="atpE"
                     /locus_tag="DSM_03111"
     CDS             complement(19827..20072)
                     /gene="atpE"
                     /locus_tag="DSM_03111"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P68699"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP synthase subunit c"
                     
/translation="MELTLGLVAIASAILIAFGALGTAIGFGLLGGRFLEAVARQPEL
                     APQLQTRMFLIAGLLDAVPMIGVGIGLFFIFANPFVG"
     gene            complement(20157..21032)
                     /gene="atpB"
                     /locus_tag="DSM_03112"
     CDS             complement(20157..21032)
                     /gene="atpB"
                     /locus_tag="DSM_03112"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AB98"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP synthase subunit a"
                     
/translation="MAAEEHALTSTEYIKHHLTNMTYGKMPDGTWKLAETAEEAHSMG
                     
FTAIHLDSMGWSIGLGVIFCLLFWIVARAANAGVPTKFQSAIEMIIEFVDSSVRDTFH
                     
GKSRLIAPLALTIFVWIFLMNLMDLIPVDWIPQVAAFVGANVFGMDPHHVYFKIVPST
                     
DPNITLGMSLSVFVLILFYSIREKGVGGFVGELALNPFNPSNPVAKALLIPVNLILEL
                     
VTFLARPISLALRLFGNMYAGELIFILIALLPFWIQWALSVPWAIFHILVITLQAFIF
                     MMLTIVYLSMASEKH"
     gene            complement(21137..21535)
                     /locus_tag="DSM_03113"
     CDS             complement(21137..21535)



                     /locus_tag="DSM_03113"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSQTSRLIDRRLAKALVFLQACMIPVSALVAWSIKDMTAALSAA
                     
LGALVCWLATSYFAWQSFRTAGARASKQVLSNMYRGMLGKFAIMIVGFILILSNVKPL
                     SPLALLFGFILVQAMSWVAPFWVSRLQKRV"
     gene            complement(21705..22544)
                     /gene="znuA"
                     /locus_tag="DSM_03114"
     CDS             complement(21705..22544)
                     /gene="znuA"
                     /locus_tag="DSM_03114"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9RPX0"
                     /codon_start=1
                     /transl_table=11
                     /product="High-affinity zinc uptake system protein 
ZnuA"
                     
/translation="MFRVFVFSMFSLMSTLGWSQGLVVSTHPIYLIAKEITKGVEEPQ
                     
LLLQGQSGHDVQLTPAHRKAINDASLVIWLGKAHEAPLNKLLSNNKKAIALLDSGILS
                     
ILPQRNTRGAALPNTVDTHVWLEPNNAVRIGFFIAALRSQQHPENKAKYWNNANTFAR
                     
NMLQAAQAYDSSSNGKPYWSYHDAYQYLERSLNLKFAGALTDDPHVAPTAAQIKYLND
                     
SRPKAQMCLLAESFTTKGQYQKLGSITFQPVDESMNNEDNFVTAWKKLAIKTDKCVLN
                     TQK"
     gene            22672..23169
                     /gene="zur"
                     /locus_tag="DSM_03115"
     CDS             22672..23169
                     /gene="zur"
                     /locus_tag="DSM_03115"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AC51"
                     /codon_start=1
                     /transl_table=11
                     /product="Zinc uptake regulation protein"
                     
/translation="MSSCMHEHHDSLHGVHDHHNVASRLAEAETLCTAVGARLTPLRK
                     
EVLELILNASGPMGAYDLLARIKSQTDRPAAPPTVYRTLDFLLEKGLIHRLTSINAYI
                     
PCCHPREGHQAAFLICTECHTVKEASSQGLTQQLDQLAALDDFAAQHSIIEISGKCQQ
                     CRTAR"
     gene            23151..23930
                     /gene="znuC"
                     /locus_tag="DSM_03116"
     CDS             23151..23930



                     /gene="znuC"
                     /locus_tag="DSM_03116"
                     /EC_number="3.6.3.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A9X1"
                     /codon_start=1
                     /transl_table=11
                     /product="Zinc import ATP-binding protein ZnuC"
                     
/translation="MPHSSLNPVLIQLEQVSVHRDQRDILKKVDFALHENEIVTLIGP
                     
NGAGKSTLIKVLLGILKPSSGRVISNKKLKMAYVPQKFNPSHSLPLRVQDLLDLEKCS
                     
PALRQEIIQDTGIAKLQQSKVQQLSGGERQRVLLARALLRKPDILVLDEPMQGLDIQS
                     
EAELYEYVRSLPERYGCAILIVSHDLQWVMQGTQRVVCLNKHICCSGLPESIQQHPEY
                     QAIFGTQRVFYQHHHDHCAHGDAAHPCPHNSRPHIHPEPEA"
     gene            23934..24743
                     /gene="znuB"
                     /locus_tag="DSM_03117"
     CDS             23934..24743
                     /gene="znuB"
                     /locus_tag="DSM_03117"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39832"
                     /codon_start=1
                     /transl_table=11
                     /product="High-affinity zinc uptake system membrane
                     protein ZnuB"
                     
/translation="MMEWLQLLLPAWIMGTLLVFLTAPLGCLMLWRRMSFFADTMAHG
                     
TLLGVAIAGALSLPLWLGVAGTAILLVAILWALHDNRLPNDALLALCSATLLCSGLLF
                     
IQHVPSLRPELLSYLFGDLLSIDWPDLPVFTLIIAVSLAILYRFWQPQIQIAIDPDIA
                     
ISEGVNAKWQRLIFMLLLALFTVLALRAVGSLLMGALLVIPALSARLLAHSPKQMVIW
                     AFVLAQLGVSVGLWSSAALNISTGLSIVLCMALSFALIFMVQKIKNQTQAA"
     gene            complement(24745..25371)
                     /gene="rhtB_3"
                     /locus_tag="DSM_03118"
     CDS             complement(24745..25371)
                     /gene="rhtB_3"
                     /locus_tag="DSM_03118"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AG34"
                     /codon_start=1
                     /transl_table=11
                     /product="Homoserine/homoserine lactone efflux 
protein"
                     
/translation="MSLQVWFAYMLACWVISISPGAGAIASMSSGLNYGFRHGYWNAI
                     
GLQIALLIQIMIVAAGVGVLFATTPLAFQAVKWFGVAYLLYLAYLQWTAPVKDIKIQH



                     
EKKDKSVPALLFNGFVVNISNPKAIVFLLAVLPQFIDLSKPQWIQYLIMAATMVTIDL
                     IVMAGYTGLASKVLRLLRSPKQQKYLNRGFAVMFSCAALLLSTVHQAA"
     gene            25530..26450
                     /gene="yfeX_2"
                     /locus_tag="DSM_03119"
     CDS             25530..26450
                     /gene="yfeX_2"
                     /locus_tag="DSM_03119"
                     /EC_number="1.11.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76536"
                     /codon_start=1
                     /transl_table=11
                     /product="putative deferrochelatase/peroxidase YfeX"
                     
/translation="MTAQSVILPLPSDHARFIVLRLKDLTIAELKEQLEALFETRDRL
                     
ITQHSDAQIKTAVAFGPELWKQLYSQSPAGFKQLEPENGAFNMPVVPADVLIHIASMR
                     
SDICFALSQAFFEGIKDKVEVLDERVCFRYFDGRDITGFIDGTENPQFPDDRAETALL
                     
PESAGVFTDGSFIFAQRYAHDLEKWKKLKVDAQENVMGRTKLESIELDDDVKPENAHV
                     
ARTVVEDDEGEEMEILRHSLPYGDGRGDQGLFFIAYTKDLNIIDAMLKRMFGTSGDGI
                     HDRLLHFVTPLDGAYYFAPSEELLEEILEA"
     gene            complement(26496..28193)
                     /gene="maeA"
                     /locus_tag="DSM_03120"
     CDS             complement(26496..28193)
                     /gene="maeA"
                     /locus_tag="DSM_03120"
                     /EC_number="1.1.1.38"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P26616"
                     /codon_start=1
                     /transl_table=11
                     /product="NAD-dependent malic enzyme"
                     
/translation="MISGHPSKHPLYIPYAGYTLLELPLLNKGSAFTQEERSNFNLHG
                     
LLPHIIETIEEQSQRSYQQYCAFNDDINKHIYLRNIQDTNETLFYHLIENHLEEMMPI
                     
IYTPTVGEACQRFSDIYRRHRGVFISYPDRDVIDDILQNVNKNNVKVIVITDGERILG
                     
LGDQGIGGMGIPIGKLSLYTACGGISPAYTLPITIDVGTNNPQLLNDPIYMGWRQPRI
                     
SGDEYYEFVDMVIEAVKRRWPKALIQFEDFAQKNAMPLLEKYRDKICCFNDDIQGTAA
                     
VSVGSLIAASRAAGKQLKDQKIAFLGAGSAGCGIAEQIVAQMVSEGLTDAEARARVYM
                     
VDRFGLITENQPNLLDFQRKLAQKAEVVDQWGNIEEVISLLDVVKNAKPTVLIGVSGQ
                     
PGLFTEEIIKTMAANCERPIVMPLSNPTSRVEAVPADIVEWTEGKALIATGSPFAPVN



                     
HHGKLYNISQCNNSYIFPGIGLGVVASGAKRVTENMLMASSSALADCSPLLKDPQADL
                     
LPPLGEIQQVSKVIAFEVAKAAMADGVAVTISDDLLKQKIDQSFWKPEYRKYKRIPF"
     gene            28690..30480
                     /gene="argS"
                     /locus_tag="DSM_03121"
     CDS             28690..30480
                     /gene="argS"
                     /locus_tag="DSM_03121"
                     /EC_number="6.1.1.19"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q99W05"
                     /codon_start=1
                     /transl_table=11
                     /product="Arginine--tRNA ligase"
                     
/translation="MNTAIQAALDHAVQTLQQEGVLPSDWNNSSNLTRTKDRSHGDFA
                     
SNIAMIGSKAAGMKPRDLAEKILAALPEVADISKAEIAGPGFINFFLNADQRFAILDQ
                     
IQAQKESFGRSQSNAAKKIQVEFVSANPTSSLHVGHGRGAAYGMTVANLLEATGAKVD
                     
REYYVNDAGRQMDILATSTYLRYLELLGQNLVFPKNAYQGDYVKEIAQGIIDKDGDAY
                     
VREVANVYKDVPEDVQYAEELDSEGNKVVLSGDKEKHIDGLIANSQQLLGEGYRVFHQ
                     
AALHAILDDIKDDLADFGVTFNQWFSEASLSAKIDEALETLDQRGFLYEKDGNIWFKS
                     
TEFGDEKDRVVKRRNGQTTYFASDIAYHLNKLQRGYTDLVDIWGSDHHGYISRVKAAI
                     
DAMGYDSKKLTVLLVQFVSLWRGGEMVQMSSRSGQFVTLRDLRKEVGNDAARFYYVMR
                     
KSEQHIDFDLDLAVSQSKDNAVYYIQYAHARICRMLEKAASTGLQFEVSAARSHAARL
                     
SLDAETEILAKLAAYPDVVLRAANAYEPHQVGNYLKELAALFHGWYNEHKVLSDDAEL
                     TQARLLLSINVQQVLRNGLELLGVSAPEAM"
     gene            30634..31260
                     /gene="ftsN"
                     /locus_tag="DSM_03122"
     CDS             30634..31260
                     /gene="ftsN"
                     /locus_tag="DSM_03122"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_02039"
                     /codon_start=1
                     /transl_table=11
                     /product="Cell division protein FtsN"
                     
/translation="MFGKTQRGVSERPNKPKKPLIPKWLGTLVAILAVLCIAVMLMLW
                     
KPWQPVSSKNQITSEHYKEEETNKDYRFYDLLPQQQVTPIPEQAIPESKNQGTAMIVE
                     
APSTAQPAASEPASVSTDDTTDSTAAIPQQPNYILQVRSYTDPDQADARRAEIILNGL
                     SADVIKSSENGKTWYRVISGPYDTQEAALAAQQTLQHSGIDSIVIKRR"



     gene            complement(31304..31972)
                     /gene="dcmA"
                     /locus_tag="DSM_03123"
     CDS             complement(31304..31972)
                     /gene="dcmA"
                     /locus_tag="DSM_03123"
                     /EC_number="4.5.1.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P21161"
                     /codon_start=1
                     /transl_table=11
                     /product="Dichloromethane dehalogenase"
                     
/translation="MISVHHLECSRSFRILWALEELGLDYDIHFYQRLPNYSAPETLK
                     
CIHPLGKAPILTDDEQVIAESAVILEYLQQRYDQKQQFKPKQAQDLQQYIYWMHYAEG
                     
SLMPLLVMTLVMNNVNKHVPWLIQPVAKKITEGVKANFVRPRMKDHISFLENYLAEHE
                     
YFAGDFSFADIQMSFPLEALQSRLQGKYPHIQAFLHRIQQRPAFQKARQKGLGSNERN
                     CADI"
     gene            complement(32085..32492)
                     /locus_tag="DSM_03124"
     CDS             complement(32085..32492)
                     /locus_tag="DSM_03124"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTAVIASSKAKPLAEQWKGEITSGRHQYFCDEPEKLEGHDQGPA
                     
PYDLLTGSLAACTLITLRMYAKHKGYDFGEYSVEIDFHTNREHEEHIERRIVFKELPN
                     EELQQKILTICSKTPVTKTLLRSLDIHTVLVTA"
     gene            complement(32489..33436)
                     /gene="yhhW_4"
                     /locus_tag="DSM_03125"
     CDS             complement(32489..33436)
                     /gene="yhhW_4"
                     /locus_tag="DSM_03125"
                     /EC_number="1.13.11.24"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P46852"
                     /codon_start=1
                     /transl_table=11
                     /product="Quercetin 2,3-dioxygenase"
                     
/translation="MSNNNDYDISDSKDCEKFANQFIQEFPIRSAEIGQGTVIKRALP
                     
SRQKRMIGAWCFLDHAGPVTFPAGNGLDVGPHPHIGLQTFTWMIEGTMMHTDSLGSKQ
                     
LIRPKQVNLMTAGHGISHTEVAPDTETQMHAAQLWIALPDHKRNIDPKFEHYPDLPVV
                     
EKDGLEFTVLVGEYLETTSPVVVHTPLVGVDLIATQDTKTRIPLNPEFEYGFMALDGV



                     
AHVNGHELTADNMVVLDTGLNEIEIEVKKGNRVLLIGGEPFETPILLWWNFVARTMDD
                     LKEAREQWVNHDVRFGEIPDYVGARLEAPVLPDQMRASK"
     gene            complement(33593..33898)
                     /locus_tag="DSM_03126"
     CDS             complement(33593..33898)
                     /locus_tag="DSM_03126"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKQHQYHVTVQHLKDAKGEVSTYTERLEFYTGNHDDIFEIVEKL
                     
KNAEFFDDQTTKSFAVGLKLFSEVMLENRDHPLFQEFLPQFGQFMKNLKQQVKTQSP"
     gene            complement(33959..34486)
                     /gene="yqjI"
                     /locus_tag="DSM_03127"
     CDS             complement(33959..34486)
                     /gene="yqjI"
                     /locus_tag="DSM_03127"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P64588"
                     /codon_start=1
                     /transl_table=11
                     /product="Transcriptional regulator YqjI"
                     
/translation="MRQQSEHHHAEYNDHHHGHHRSGRRGRLFEAGRMKLLVLHLIQQ
                     
SPKHGYEIIKEISDLVGDGYTPSAGTIYPTLTSLEEMNLINLLDVERKQYQITEFGEA
                     
YLNEHQDKLSGLLEKLRLRREIHSNDQLIEIHRAMENLKTALRLKLNTTELKQEQIYQ
                     IAEKIDQAAVAIGRL"
     gene            complement(34708..35496)
                     /gene="ant1"
                     /locus_tag="DSM_03128"
     CDS             complement(34708..35496)
                     /gene="ant1"
                     /locus_tag="DSM_03128"
                     /EC_number="2.7.7.47"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A0D1"
                     /codon_start=1
                     /transl_table=11
                     /product="Streptomycin 3''-adenylyltransferase"
                     
/translation="MPDFIQLEYLQEKLQQLLAESLFAIYLYGSAVDGGLGPESDLDV
                     
LVVVTQPLTSALREQLAQELLKISQPVGELQRPLEVTILLKDEIQAGNYPLSYEMQFG
                     
EWLREELKEGGTLSSQKDPDISILLRKARFHHTVLFGPALDQWAPEISDQELWQAMSD
                     
TYPEIVAHWDEDADERNQILALCRIYFSLVMKDIASKDNAARWVMPQLPPEQKFVLQR
                     LIQEYRGEIGKQNWQEEHYALQPIVNFLSSKIEEQFEQKRNLIT"
     gene            complement(35562..37130)



                     /gene="guaA_3"
                     /locus_tag="DSM_03129"
     CDS             complement(35562..37130)
                     /gene="guaA_3"
                     /locus_tag="DSM_03129"
                     /EC_number="6.3.5.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P04079"
                     /codon_start=1
                     /transl_table=11
                     /product="GMP synthase [glutamine-hydrolyzing]"
                     
/translation="MTTNTQITEDRILILDFGSQYSQLIARRVREAGVYSEMYAFDMS
                     
EEDIRAFKPNGIILSGGPESVHEEGSPRAPQVVFELGVPVLGICYGLQTMSEQLGGKV
                     
EPGTVHEFGYAEVDIVKRDQLIGNLQDRENQLHVWMSHGDKVSQIPEGFTITASTPSC
                     
PVAAVSDETRRFYGVQFHPEVTHTAKGEELLSNFVHKICGCGGLWTPEHIIDLRVEQL
                     
REQIGNEKVLLGLSGGVDSSVVAALLHKAIGDQLTCVFVDNGLLRLNEGDQVMQMFAE
                     
NMGIRVIRADAEARFLNALAGVTDPEAKRKIIGREFIEVFAEEARKLDGVKFLAQGTI
                     
YPDVIESAASKQGKAHVIKSHHNVGGLPDDLAFELVEPLRDLFKDEVRKLGTTLGLPH
                     
SMIYRHPFPGPGLGVRILGEVKKEYADILRLADDIFMQELRDSGWYDKTAQAFAVFQP
                     
VKSVGVVGDGRRYAWVIALRAVETVDFMTARFAHLPYELVDKISTRIMNEIKDVSRVV
                     YDVSSKPPATIEWE"
     gene            37506..38735
                     /locus_tag="DSM_03130"
     CDS             37506..38735
                     /locus_tag="DSM_03130"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLQTMIADFQQHFWLYVSIPFMSGLIGYVTKVIAIQMMFSPLEF
                     
KGIKPFFGWQGIVPRKAEKMATTAVELMTAKLIKPEEIFARLDPKRIAKEIEKPLMAA
                     
AEDITREVAQEYQPGLWEGMPEFARQRLIRRVQSKAPEIVEHIMSEVQRDVNRYFDIK
                     
HLVISNLLKDKRLLNNIFKRVGKQEFKFFSNVGFVFGFGIGVIQMLCWIVTQGKYPWM
                     
LPLFGGFVGFFSDWIALQMMFRPLYPKKILGYTWQGLFIKRQNEVAADYAALISKQLL
                     
TSRHMMEELFSGTHSARVIELVNRHVKQEIDMQAGVIRPLVVYAIGGEKYQNMKTQVA
                     
ERIMQQLPETMKYVESYAEDAMNIRNTLIERMQKLTPSEFEGMLRPAFKEDEWALIAV
                     GAVLGFVVGELQIQFML"
     gene            complement(38795..39232)
                     /gene="yqjF"



                     /locus_tag="DSM_03131"
     CDS             complement(38795..39232)
                     /gene="yqjF"
                     /locus_tag="DSM_03131"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P42619"
                     /codon_start=1
                     /transl_table=11
                     /product="Inner membrane protein YqjF"
                     
/translation="MFNPNVVVKNIVTQPGADSFISLVARLLIAYIFLAAGWGKITGY
                     
AATAGYMEAMGVPGGLLPLVILVEFGGGLALLFGFQARFAAFGLGIFSILTAFLFHQG
                     GADAAAQYNNGIHFMKNLAMAGGLFFLMLHGAGRISLDHAIEK"
     gene            39426..40067
                     /gene="dedA_1"
                     /locus_tag="DSM_03132"
     CDS             39426..40067
                     /gene="dedA_1"
                     /locus_tag="DSM_03132"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABP6"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein DedA"
                     
/translation="MELLDFILHVDQHLAEFITNYGTWIYGILFLIIFVETGLVVMPF
                     
LPGDSLLFAAGALAASTGTMDPWLLGILLFIAAVLGDTVNYHIGRFIGPRVFEMNSRF
                     
INKQHLIKTHEFFARHGGKTIIFARFIPFARTFAPFVAGAGSMNYKFFLTYNVIGAFC
                     
WVASFVTLGYLFGGHPLVKDNFTHLIFGIIIISILPGVIGFIRQKLKNRKANV"
     gene            complement(40075..40665)
                     /locus_tag="DSM_03133"
     CDS             complement(40075..40665)
                     /locus_tag="DSM_03133"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIESWFFVLAMLAVLLIPGPTNALLATAAHSQGLSKTFWLIPME
                     
WLGYAYGISFWAVFIHLADPVWPALLLILHITSVLYVFWMAFRLWKTTHLQQFSQNHR
                     
NIRPRQLFFSTLKNPKSLLFAAGIFPAETWNSPENFLMVLAAFTLILIPAASFWMFFG
                     RALLTGSMKKIKADHLYKGSAMLLILCMLPVVFRFF"
     gene            complement(40881..41267)
                     /locus_tag="DSM_03134"
     CDS             complement(40881..41267)
                     /locus_tag="DSM_03134"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11



                     /product="hypothetical protein"
                     
/translation="MKGLYIVPLAAATLLLSACATTVKPTYVSPTQYQSLSCQQLQSE
                     
YNRIQQYIDNGVQTPKSTGMGVGLGLGGGWGRGGWGFGPSISVNMGQSSSTKNTELSR
                     VLGQQEAIVQAAQFKNCPIIVRKKTN"
     gene            complement(41278..42120)
                     /gene="parA"
                     /locus_tag="DSM_03135"
     CDS             complement(41278..42120)
                     /gene="parA"
                     /locus_tag="DSM_03135"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:B8GW31"
                     /codon_start=1
                     /transl_table=11
                     /product="Chromosome partitioning protein ParA"
                     
/translation="MLTRVVFNQKGGVGKSSITVNLAAISAKHGLRTLVIDLDPQANS
                     
SQYLLGEEATYAADKAVLEPNIENFFEDVLGNNQQKGLIGNALGSILKAPRNKDLDSF
                     
VHSTSFAKLDVLPASPTLGALEHALESKHKIYKLRDSIQSLVGRYDRIYIDTPPAFNF
                     
FTLSALIAADKVLIPFDCDVFSKRALQTLIENVLETQDDHNDRLEIEGIVVNQFQSQA
                     
KLPREVVQQLKDEGLPVLNSMLPPSILMKESHQKNLPLAHLAPEHKLTQSYEALFSEI
                     EPKR"
     gene            complement(42197..42589)
                     /locus_tag="DSM_03136"
     CDS             complement(42197..42589)
                     /locus_tag="DSM_03136"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDAHLLTKIIHMTAVAAALMVFVLRASTLFIGVQGEQPNPAGRK
                     
ALVALQHLSFTVVFITGAILLVMKNFQVQPWFYAKIILFLVLLSSLMKAFKKDDTILL
                     AQRRAGLVISAIAFVAIIILVIVKPVFA"
     gene            complement(42601..42909)
                     /gene="bolA"
                     /locus_tag="DSM_03137"
     CDS             complement(42601..42909)
                     /gene="bolA"
                     /locus_tag="DSM_03137"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABE2"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding transcriptional regulator 
BolA"
                     
/translation="MSLEQQLIERLQTLAPSHLEVINESAGHGGYFPGKESHFKVIVV



                     
SEEFNGLRLVQRHQKVYALASDLMNPGQIHALAIHAYLPSEWQGQAPASPECAHAPKS
                     "
     gene            43140..43215
                     /locus_tag="DSM_03138"
     tRNA            43140..43215
                     /locus_tag="DSM_03138"
                     /product="tRNA-Gly"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Gly(gcc)"
     gene            43261..43336
                     /locus_tag="DSM_03139"
     tRNA            43261..43336
                     /locus_tag="DSM_03139"
                     /product="tRNA-Gly"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Gly(gcc)"
     gene            complement(43435..44196)
                     /gene="sfp_2"
                     /locus_tag="DSM_03140"
     CDS             complement(43435..44196)
                     /gene="sfp_2"
                     /locus_tag="DSM_03140"
                     /EC_number="2.7.8.7"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39135"
                     /codon_start=1
                     /transl_table=11
                     /product="4'-phosphopantetheinyl transferase Sfp"
                     
/translation="MSDVANVQVYVCPISRVPDNHLILSHYLSFLNAAEKLRYDQYHP
                     
HAARLFLISRVLMKSVLSDKLGISPHEVIIQLQPNGKPFVRGNKAIYFNLSHSADLIV
                     
LAVTEKGEIGVDVERMNHEFEWRRVDSVLAPSEIEWIQQNEWTNPTSVYQRFFQIWTL
                     
KESYIKCTGEGMSRHLKKLNFHVSPEHIQFCDLTKNDVQRTEQYHFKSYIYNYSFIFS
                     LCLQQSHCLESFNIDCFQLLPYISTHRITLEPCEQ"
     gene            complement(44189..46054)
                     /gene="menH_3"
                     /locus_tag="DSM_03141"
     CDS             complement(44189..46054)
                     /gene="menH_3"
                     /locus_tag="DSM_03141"
                     /EC_number="4.2.99.20"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_01660"
                     /codon_start=1
                     /transl_table=11
                     /product="2-succinyl-6-hydroxy-2,
                     4-cyclohexadiene-1-carboxylate synthase"
                     
/translation="MDNLNNAKKDNFSRKTILVTGAAGFIGSRLIVELLREGHQVIAA
                     
LRNAATKKDKLLGFIATQGLADPSISFVEYDLSRDFKLDSLLSDAQTKIHVIYHLAAS



                     
FNWGISKAEAERTNIKSGLALIEWAATLKQLERFIWIGGYRVAAPPQESADELYCKHG
                     
GYEASKILGHQAFIEACKRLNVPWTAINPATVIDGFYNYGDMQYIGIADMIDKLYQGR
                     
LLALPGGRDTFLPLCNMQYIVSFLIRTMSYPETIAQEYMLLDPATPKFHRLVHLAAEH
                     
LGVSSPHLQIPKVLLEKLPEVLLDGSKEQLSFISTEHYHVAGAEAMAAKMGIADLISI
                     
MPYFSRWIDRLVFTRFGRMQVPTPNSFSYQNRYWTEIYTKQPVGSEKVSALFLHGIPF
                     
DSACWSPIINKITYDQVAMMDLPGLGRSGSYEMMEDNNHQFIDTAAELLAPNSVVIAH
                     
SLGCLFALNLAKKYPDKVARLILISPYFVQAQAAKMFQIQAISKLIFRFVPKDVIAKD
                     
LHPEGQQNLSVRYAMDSLRRMSVSKHISEYMHHINLPQQRAAQTALLSELRSKIEIIV
                     
GEKDPIVTPISPDIPVHIIAGAGHNPHVTHVEAVYDYLTPVLTKYISTTAQLSDV"
     gene            complement(46108..47382)
                     /locus_tag="DSM_03142"
     CDS             complement(46108..47382)
                     /locus_tag="DSM_03142"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTQGAYWVFVCCSSFMLLQHTYADDSEMSFVSQNSARLDVWSSD
                     
RDLSSLKNIGQASFWSNGTLKFNPAFKLHYDIVVSDETDHTVNPDQVSKVNRNLRELY
                     
SSYNWDQTVYVDVGRQIVVWGRADGINPTDNLSPRDYTRLVPDETDQRLGNDAIKLTY
                     
IPESGTNKWTALWYPRSRSDVIPLRQIAGVQYDIDRKSRPAFAMRWDYSVDGLDVGAS
                     
YFSGLDHMPDLSVLSASPTGEATLQLKNNPMSVYGFDFSYNHNDLVWRGEAAYTKTDS
                     
NDSEDLTHKKNNLTVVMGPEWSLKNSTLSLVGVYKHTEDVKSADSLTNPLLREVYRYQ
                     
QTISDQYEQDQYGAMLRYALNLLNENLKLEFTGFYFAPEPNELLRVRINYNLNDHWQL
                     NAGGDRFWGRNDTVLGQFRDNSLVYAQVRYNF"
     gene            complement(47379..51029)
                     /gene="srpB"
                     /locus_tag="DSM_03143"
     CDS             complement(47379..51029)
                     /gene="srpB"
                     /locus_tag="DSM_03143"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O31100"
                     /codon_start=1
                     /transl_table=11
                     /product="Solvent-resistant pump membrane 
transporter
                     SrpB"



                     
/translation="MVTIEHAFLIPAKIDKVFNYLANPANDAGWQLSCKHSELLDSTP
                     
RVGSKYEIGFNFIGREMSFKGEITHLVPNELYAFKVVEGPFHYTGTYRFKPHPEGTWI
                     
EWVFEAEPGSFFGVLPPALLKKMVLAQFKKDVDNLQALAQKGEAYESVGNENKPTHEA
                     
NKPPRKTQQMMEKYARWILSHRRIVLTVVMLLTLALAYLASGVKIIIDPDALAPKGHP
                     
YITSTKLIEKKFGSKYMVVIGITPKQGDIYQPQVLEKVKRITEEVDNAPGVVRSTMMS
                     
LAARQAKGIEANAEGFDAKKLLPSSSVTQEDIDHLKKLLALNPTYMNSVVSKDQQTAA
                     
ILLELEESPEGFQKMMGPINKIVESEQSKDMTISVGGNPVYLDKAEDYSKRINILFPI
                     
AVLVIGLLHFEAFRSKQGLILPLVTALLAVAWGMGMMGLFKQPMDIFNSPTPILILAI
                     
AAGHAVQLLKRYYEDFDRLIAQGMEPKAANSEAVVQSLVRVGPVMVLAGGIAAAGFFS
                     
LLTFNIPTIRSFGIFTGIGIISTLVIEMTFIPALRSMLPPPSVVKVKRKGLPIWDWIP
                     
NRIGDVILSVRPRMMLMTAIAAMGIFLAIGTSRIVVDNDSRNFFSRDLPMQQDDRFLN
                     
QSLGGTNSLYIMVDTKVRDGIENPEILKAIDNTEKFANSIPEVGKTISIVDYIKRMNQ
                     
AMNADQPQAFQVPATKDVVAQYLLLYSMSGEPTDFDSYIDTTQRYAKITILLKTGSNH
                     
RIKEILESLKTYMAGQLGDKAVVSFGGDVTQTIALTETMVHGKLMNILQISFAVFFIS
                     
ALVFRSISAGLIVLTPLLFSILAIFGVMGWLDIPLNIPNSLISAMAVGIGADYAIYFL
                     
YRLREILREEGGDIKDAIRKTLSTAGKASLFVATAVAGGYGVLSLSQGFHVHQWLAMF
                     
IVIAMLFSVFTTLIMVPTMILILKPRFIFSSKKKSIPVAQTVVTSLLLGTALTMSMPK
                     
TSHADEVQDIVNRSDDASKFLSSTASAKFILTSKNGEQRVRLTKNMTKLAGNTQNNMR
                     
LTEFISPADVQGTTTLLIENAKGSDSMFVYLPALKKVRRLASANKGDAFIGTDFSYGD
                     
VLGYKLSDWKYTKLADSKFNGKDCYMIEATPINNTVKSDFGYSKRRMCILKDNFVTAT
                     
IDIWDTAGKPLKHIEFTDIRPYGKVKPRWQAMKSMAKNLQTQHMTQVIVNDFAAEKTL
                     SDKLFSPQSLEK"
     gene            complement(51054..55013)
                     /gene="dhbF_3"
                     /locus_tag="DSM_03144"
     CDS             complement(51054..55013)
                     /gene="dhbF_3"
                     /locus_tag="DSM_03144"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45745"
                     /codon_start=1
                     /transl_table=11
                     /product="Dimodular nonribosomal peptide synthase"



                     
/translation="MNNLARLEPEVLSRHAISAEQLGIWYIQRLEPTCSAYNMVVAFD
                     
VKVNQSLGNKPIEILEAVMHDYPLLRVSMPANDQGIEQLIWDRVYPNIIFSDARHIEA
                     
SDLTQLVEQDTKQPFDLTQPPLWRIHCYERGQNHYVIAFVIHHALMDFWSIGLLLRDV
                     
SKRFGLVAESDAVNGIEFAQYADKQQSSVIDDTDESLIFWKNALKHAPHVHSIPLDYP
                     
RPAVQHHKGSSLVFRVPESVSSGLVNLAKNYEITLFGLVLSGFYILLHKLSNENNLVI
                     
ATPVAGRLERSLRNALGQFVNTIAIYMDIDADQTLRQFTQQVQEQLRQSLKHQKVAFS
                     
RVVEAVSPKRDGSINPLAQIGMFWERLGGMDEFKELLLPIQTPATLVGQDLTLGSFPV
                     
RQQEGQLDITLEMGGEYQGELVGVLKYNTDLFSAQSAENMVQLLQAVLAEMVAHPERK
                     
IVELDIAPDYKDGIQFEALRGKVTDYAQHDLLGMILKQIEERGENHALTSNDHTISYR
                     
DLGQYIAGIAEYLRAHGITRGDRVGLMLDRTALLPAAILGIWAAGAAYVPLDPNFPTE
                     
RLQNIIEDAEPKVILTQTELRDALNVTVPRLDINQAGVVALEQVRETLAFGDIAYVMY
                     
TSGSTGKPKGVRIGHPSIINFLLSMNDRLQVTTETQLLAITTYAFDISILELLIPLMY
                     
GGVVHVCPREVSQDGNQLVDYLNAKSINILQATPASWKMLLDSEWSGNAGLTALCGGE
                     
ALDTILAEKLLGKVGCLWNVYGPTETTVWSSAARITDAKYIDLGEPLANTQLYVLDEK
                     
QRLVPPGVMGELWIGGDGLAVDYWHRPELTDAQFRTLPSLPNAGRLYRTGDKVCLRTD
                     
GRLTHHGRLDFQVKIRGFRIELGEIENVLKQIDGITDAVVLVKTTADNDQKLVAYVTG
                     
QELDIAGLKKTLQIHLPAYMVPSAFIRLDEFPMTANNKLDRKAFPEPIFEQSNDYVAP
                     
RDPIEIELCTTFEQILSVKRVGIHDDFFELGGHSLLAVKLVNHLKKAFGTELSVALLA
                     
QYSTVERLGEIIRENKEIKPSIVIELRRGTYEQPLWLFHPIGGSTFCYMELSRHLNPN
                     
RTLRAIQSPGLIEADAAEVAIEEMATLYIAEMRKMQPQGPYFLGGWCFGGAIAYEISR
                     
QLRQMGQQVTGIVMIDTRAPIPENVPEDADDAMLLSWFARDLAAPYGKKLTIPAQYLR
                     
ELSPDQMFDHVLKEAKAINVLPLDADPSDFRLYFDTYLANGIALQTYFPEPEDFPILL
                     
VKAKDEQEDFGESLGWDQLVKDTLTQVDLPGDHSSIMYAENVVAVAQTIDQMYPIPA"
     gene            complement(55010..55270)
                     /gene="pksN"
                     /locus_tag="DSM_03145"
     CDS             complement(55010..55270)
                     /gene="pksN"
                     /locus_tag="DSM_03145"
                     /EC_number="2.3.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O31782"



                     /codon_start=1
                     /transl_table=11
                     /product="Polyketide synthase PksN"
                     
/translation="MNKDKAYWSAIIRTLVAKEMRVEPETIDPDQKFTSYGLDSIVAL
                     SVSGDLEDLTKLELEPTLLWDYPTINALAEYLVSELQQGVAS"
     gene            complement(55267..57060)
                     /locus_tag="DSM_03146"
     CDS             complement(55267..57060)
                     /locus_tag="DSM_03146"
                     /EC_number="1.3.8.10"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q2LQN9"
                     /codon_start=1
                     /transl_table=11
                     /product="Cyclohex-1-ene-1-carbonyl-CoA 
dehydrogenase"
                     
/translation="MLLTSNLRQFQSAARLEQILGSVHDTNNDFSWSSAIERDEKEQY
                     
PQRAVDFLNAVGMNRFYVPSELGGRMEIGEELLYLHRVLARRDLTINSTYSTNAWSVI
                     
VWIGGNANQCQNIANRILSGAAPALAYSEKAHGADLLSSEVTAQPSDSKYVLNGEKWS
                     
INRATLGDSLSLIAKTSNDRGPRSLSAFWLDKRHMASKGTYSLNRLPTVGMRGLDISG
                     
IGFNNAEIHKDALIGEEGQGLELGLKTLQVTRAYCSSFSLGAGDTMLRIATEFAIERE
                     
LYNKKVISIPLVREQLATAYAYLLAAEVLSLVGARGLHVCINQFSTWSPIVKVLVPEY
                     
VESLAKITSSVLGSRFFLRNAYADGMFQKAFRDHLIVSVFDGSSTVCLDSLSFQLKSA
                     
NKGRSKKADHLNQAEAKARYRQLYDLQVETGAIDFRELEIFNRDGDLVMESLETIIEM
                     
LNDSNVTVGLSAETLATLHERANKLLVEQRSLDQKIQDYFSNSEQSKEFETMRFSLAR
                     
NYAELFARIAVLGFWVFNRHGLRPALQDGAWLIIFLNAAEGQTAPPMTSLRESTLADL
                     LDRISTNHMLSVIDFALAPRDAKPVKKEITP"
     gene            complement(57093..58982)
                     /locus_tag="DSM_03147"
     CDS             complement(57093..58982)
                     /locus_tag="DSM_03147"
                     /EC_number="6.2.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O53580"
                     /codon_start=1
                     /transl_table=11
                     /product="Long-chain-fatty-acid--AMP ligase FadD32"
                     
/translation="MAVMCTDNIIATLESHAKLNGNKIAFEYLGRQSGGIQSLTYSDL
                     
NERVQHQAQILMNLVDSGDRAVLLFEPGLDFIVSFFACLKAKIIAVPVSLPFNRNGFS
                     
NILNIMNDCEPKIVLTTKKILELAGLITLKAQNENLILHAVDAELQRDLVEKDFPLIT



                     
EKDICFLQYTSGSTGWPKGVIVTHKNIMANEVMIAEAFGTQPEDVGLTWLPVYHDMGL
                     
IGSVLQTVYVGLTCYVMSPLDFIRKPLKWLQFISEKGVTISGGPNFAYELCLHRITDE
                     
QAAALDLSRVRVLFNGAEPIKAHVMQRFMEKFNTQSKLRLDTFLPCYGLAEVTLLVSG
                     
VTGPLNTISLDRDKLNAHLVQTSQDQTAVQVVSCGKISKHIDCRIVNPHTRKEVAAHE
                     
VGEIWLAGESVTAGYWQKPEVNQETFEATILNEAGQPSQVHYLRTGDMGFIKNGDLYI
                     
TGRLKDVIIIRGKNYYPQDIECSVEMAHPAVRKGCVAAVNFADSEGVTVVLEIKKKSL
                     
DKTLNFETIRTQVKEQVAADIGLPVDGVYLLHQGRINKTTSGKIRRRKIREQIERGQL
                     
VCLTHPNRRTVIARNYVKNGLDVIRDREQRGQLIRYSSNLLNSMIKEREVRTLIFNRL
                     KSALF"
     gene            complement(59587..60303)
                     /gene="anoR"
                     /locus_tag="DSM_03148"
     CDS             complement(59587..60303)
                     /gene="anoR"
                     /locus_tag="DSM_03148"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA 
sequence:UniProtKB:A0A0N8YGA2"
                     /codon_start=1
                     /transl_table=11
                     /product="Transcriptional activator protein AnoR"
                     
/translation="MESWQEDLLSAFLVVKNEYQLFEIVKSTASRLGFDYCAYGMQSP
                     
LSIAEPKTIMLNNYPEAWQKRYVERQYVKIDPTVQHCMASLQPLVWSSQSAKTQAEKD
                     
FWEEARSYGLNVGWAQSSRDFIGTRGMLTLARSNDQLSEKEQKAQYTNMYWLTQTVHS
                     
SIAKIVNDVEFAKFNLYLTNREKEALRWTAEGKTSAEIAQILGVTERTVNFHLSNSMQ
                     KLNVNNKISAAIRAVMLGLL"
     gene            61062..61478
                     /locus_tag="DSM_03149"
     CDS             61062..61478
                     /locus_tag="DSM_03149"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVSIPPHFSISTDGFIRMNENQLMSYPLRHIISTVESRHTEASQ
                     
IFYYGFTEWATSQTPALSTGWDWELIENNGITTVKRVGLPRSNIMIVDVSGMDIGFDI
                     NETLLEKKIDTLFWEPFIYAQINTSLTKSSLSQTFS"
     gene            61557..62108
                     /gene="anoI"
                     /locus_tag="DSM_03150"
     CDS             61557..62108



                     /gene="anoI"
                     /locus_tag="DSM_03150"
                     /EC_number="2.3.1.184"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA 
sequence:UniProtKB:A0A0A7XNA3"
                     /codon_start=1
                     /transl_table=11
                     /product="Acyl-homoserine-lactone synthase"
                     
/translation="MNIIAGFQNNFSEGLYTKFKSYRYRVFVEYLGWELNCPNDEELD
                     
QFDKIDTAYVVAQDRESNIIGCARLLPTTQPYLLGAIFPQLLNGMPIPCSPEIWELSR
                     
FSAVDFSNPPSSSSQAVSSPVSIAILQEAINFAREQGAKQLITTSPLGVERLLRAAGF
                     RAHRAGPPMTIDGYSMFACLIDI"
     gene            complement(62164..63516)
                     /gene="yhjE_2"
                     /locus_tag="DSM_03151"
     CDS             complement(62164..63516)
                     /gene="yhjE_2"
                     /locus_tag="DSM_03151"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37643"
                     /codon_start=1
                     /transl_table=11
                     /product="Inner membrane metabolite transport 
protein
                     YhjE"
                     
/translation="MQTIHGNGSHPKKSSHRLAGISSMVGTTIEWYDFFVYGAAAALI
                     
FNKLFFPNLDPLTGVLAAFATYAVGFIGRPLGGLVFGHFGDKIGRKSMLLLTLMLMGI
                     
PTVLIGLLPTYESIGYWAAIGLVILRFIQGMAMGGEWGGAVLMAVEHAPEGGKGFWGS
                     
LPQASTGGGLMLASIALGLVSLLPEQALFSWGWRLPFLASIILLAVGWYIRVKVPESP
                     
DFEKVKQQSEEVKVPAFQVFKNHPKQLITIILARAAENAWFYIASTFTLAYTTTQLGI
                     
PRQDILFATICGAAVILFMTPLCGHLSDKVGQRNMFMFGLCVLALYSYPFFSMLNTKD
                     
PVLVWTAIVLAIGVVFPIMYAPQAQLFARQFPAEIRYSGISISVQLAGVLGGGLAPMI
                     
ATKLLSIGQGNPYLIMFYIGSMAVVAIISTSFMPRDWSYKKDETYYKKANLNLKTKID
                     "
     gene            complement(63636..64661)
                     /gene="crt_3"
                     /locus_tag="DSM_03152"
     CDS             complement(63636..64661)
                     /gene="crt_3"
                     /locus_tag="DSM_03152"
                     /EC_number="4.2.1.150"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P52046"



                     /codon_start=1
                     /transl_table=11
                     /product="Short-chain-enoyl-CoA hydratase"
                     
/translation="MNTENHLMIERQGKLGVITLDRVTHLNALSLDMIEGIGAQLELW
                     
RNDAAVQAILIKSNSPKAFCAGGDIRYLYDSYKNGTADYKGYFSAEYKMLNTLREYEK
                     
PIIVVLDGYVLGGGFGLAQACHIVVSSEKSRFAMPETAIGFFPDVGATHFLSRLDDIG
                     
VYMAITGEQISSSDALYLDLIDYHVPSDQLQALQDALVEAPSLSKEGIEHIITRFITR
                     
PAESELKQLAEGIRKHFGYQHLDEIEQSLENEKDESLKTWASKMLSILQQRSFIAKQT
                     
SLKLQHLGRGLSLQQCMQLERDLQDIWFEHGDFIEGVRALIVDKDKQPRWQERNPELE
                     QILEKLS"
     gene            complement(64674..65447)
                     /gene="echA8_1"
                     /locus_tag="DSM_03153"
     CDS             complement(64674..65447)
                     /gene="echA8_1"
                     /locus_tag="DSM_03153"
                     /EC_number="4.2.1.17"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WNN9"
                     /codon_start=1
                     /transl_table=11
                     /product="putative enoyl-CoA hydratase echA8"
                     
/translation="MQWQSILLEKRNGVGLITLNRPQALNALNSELISEINQALDQLE
                     
KDREIGCIVLAGSEKAFAAGADIKEMADLVFPDIYLDDFFHLADRIAQRRKPLIAAVS
                     
GYALGGGCELALMCDFIYCADNAKFGLPEVTLGVIPGIGGTQRLTHAIGKAKAMEMCL
                     
TARQMGAVEAEQSGLVARVFSKEELLEQTLQAAEKIAARSLTANMMLKETINRAFEVN
                     LTEGLRFERRMFHSIFATADQKEGMQAFVEKRQANFKNQ"
     gene            complement(65469..66596)
                     /gene="mmgC_8"
                     /locus_tag="DSM_03154"
     CDS             complement(65469..66596)
                     /gene="mmgC_8"
                     /locus_tag="DSM_03154"
                     /EC_number="1.3.99.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45857"
                     /codon_start=1
                     /transl_table=11
                     /product="Acyl-CoA dehydrogenase"
                     
/translation="MQFTEEQLLIRDMAKSFAQEQIKPNASDWDRDGTFPKETLTQMG
                     
QLGFMGMLVSEEWGGSDTGNLAYVLALEEVAAADGATSTIMSVHNSVGCVPILKFGTD
                     
EQKERFLKPLAQGEMIGAFALTEPHTGSDAAAIKTRAVKDGDDYILNGAKQFITSGNN



                     
AGVIIVFAVTDPSAGKKGISAFLVPRETPGYEVIRVEEKLGLHASDTCQIALTDVRIH
                     
KSLMLGKEGEGLKIALANLEGGRIGIAAQAVGLARAALEEATRYAKERITFGKPIFEH
                     
QTIAFRLASMATEIEAARQLVHYAARLKEAGQPCLNEASMAKLFASEMTERVCSNALQ
                     VFGGYGYLRDFPIERIYRDARICQIYEGTSDIQRLVIARSL"
     gene            complement(66608..68257)
                     /gene="acsA_3"
                     /locus_tag="DSM_03155"
     CDS             complement(66608..68257)
                     /gene="acsA_3"
                     /locus_tag="DSM_03155"
                     /EC_number="6.2.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39062"
                     /codon_start=1
                     /transl_table=11
                     /product="Acetyl-coenzyme A synthetase"
                     
/translation="MMDYQNAVQAFDLESTAKQMLSGSLDALNACYECCDRHADGDKI
                     
ALYWQGKDGRKEQYTFRELKEWSSQFANFLKSQGVKAGDRISGLLPRTPELIVTILAA
                     
WRIGAVYQPLFTAFGPKAIEHRIQLAQSKLVVTDMGNRSKLDEIEKCPAIMTVADAQG
                     
TPLKAGDFNFWNEVKQQSDQCDLVMRSIQDPFLLMFTSGTTGPAKPLEVPLKALIAFG
                     
RYMQDAIGLTEEDSFWNIADPGWAYGLYYAITGPLFLGHATLFYEGGFSTDSLCQIVK
                     
DYKVNNLAGAPTAYRMMMAADPAQMAPLKGQFRVVSSAGEPLNPEVIRWFKQVLDAPI
                     
YDHYGQTEVGMVVCNHHGLKHEIHAGSAGFPSPGYRVAIVNEQGEELPPDTPGILAVD
                     
ISQSPMMWFGGYKESRKSPFIGHYYLTGDTAELHADGSMSFVGRSDDVITTSGYRIGP
                     
FDVESALLEHDAVIEAAVIGVPDPDRTEVVKAFVILAAGVQPSDALAEELSQFVKRRL
                     SAHAYPRLVEFVSELPKTPSGKIQRFLLRNQEIAKQQAKAG"
     gene            complement(68339..69229)
                     /gene="mmsB"
                     /locus_tag="DSM_03156"
     CDS             complement(68339..69229)
                     /gene="mmsB"
                     /locus_tag="DSM_03156"
                     /EC_number="1.1.1.31"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P28811"
                     /codon_start=1
                     /transl_table=11
                     /product="3-hydroxyisobutyrate dehydrogenase"
                     
/translation="MNIAFIGLGNMGGRMAQNLLKAGLKVYGYDLSEVAIQHFAEAGG
                     
VVCDSPQDAAKQADVVITMLPAAKHVKEVYLGENGVLEVLKAGSLCIDSSTIDPQTIK



                     
DIAAVAHSKNIKICDAPVSGGTIGAQAGTLTFMVGADEQTFNEVKPVLSHMGKNIVHC
                     
GDVGAGQIAKICNNLILGISMAAVAEGMALGVKLGIDPQALAGVINTSSGRCWSSDVC
                     
NPWPHINENAPASRGYQDGFATQLMLKDLGLAVEAAGQVKQPVLLGGMVQQLYQQMCM
                     RGNAHLDFSSIIQQYLPQEA"
     gene            complement(69241..70758)
                     /gene="mmsA"
                     /locus_tag="DSM_03157"
     CDS             complement(69241..70758)
                     /gene="mmsA"
                     /locus_tag="DSM_03157"
                     /EC_number="1.2.1.27"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P28810"
                     /codon_start=1
                     /transl_table=11
                     /product="Methylmalonate-semialdehyde dehydrogenase
                     [acylating]"
                     
/translation="MNTIQKIELDTAKLLINGQFIESKTQEWQDIVNPATQEVIGRVP
                     
FATVEEVDAAIQAAQDAFASWRQTPIQARMRIMLKLQDLIRANMKDIAQVLTAEQGKT
                     
LADAEGDIQRGLEVVEHACSVGTLQMGEYVEGVARGVDTYTLQQPLGVCAGITPFNFP
                     
AMIPLWMFPMAIVCGNTFVLKPSEQDPLSTMMLVELAIQAGIPAGVLNVVHGGKEVVD
                     
RLCTHKDIKAISFVGSTAVGTHVYNLAGQHGKRVQAMMGAKNHVVVMPDANKEQTLNA
                     
LVGAAFGAAGQRCMALSVAVMVGDSKQWIQELVEKAKTLKVNAGHEPNTDIGPVISKR
                     
AKARVIDLINSGVEQGAELLLDGRNVQVQDYESGNFVGATIFSGVNTDMRIYKEEIFG
                     
PVLSIICVDTLDEAIALINANPFGNGVGLFTQSGAIARTFQNVIDIGQVGINIPIPVP
                     
VPFFSFTGSRGSKLGDLGPYGKQAVQFYTQTKTITSRWFEDSHEVGGVNTTISLR"
     gene            70924..71805
                     /gene="gltR_4"
                     /locus_tag="DSM_03158"
     CDS             70924..71805
                     /gene="gltR_4"
                     /locus_tag="DSM_03158"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P94501"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator GltR"
                     
/translation="MKVDWDHLQFFLVLARTKTLTNAARIIGVEHSTVARRIQALELA
                     
LGTTLFKREATGYELTLEGMALVPRVEQMEQAFLQIEKPHQPLQGRVRIGTPEGFGTA
                     
FLARLLAEFSIQYPLLTIDLIPVPKMIKLSHREADIVVSIERPTSGPYIITRLSDYCL



                     
KIYGSQNYLAQNPPIRRLEDLTQHRFVNYIDDLVYSPELYCLERLPLKLNANFRSSSI
                     
LAQQIAVSAGAGLAILPKFLADDKPELEEVLEQQVRFTHTFWMLTFVDLQHEPRIKLV
                     WDYLRKQADKYQHLLVD"
     gene            complement(71863..73293)
                     /gene="cycA_3"
                     /locus_tag="DSM_03159"
     CDS             complement(71863..73293)
                     /gene="cycA_3"
                     /locus_tag="DSM_03159"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AAE0"
                     /codon_start=1
                     /transl_table=11
                     /product="D-serine/D-alanine/glycine transporter"
                     
/translation="MTMVHHSDEASSPDHLQRKLSNRHLQLIAIGGAIGTGLFMGSGK
                     
TISLAGPSILVIYMLIGGMFFFLMRALGELLLANLHYKSFVDMAYDLIGPWAGYYIGW
                     
TYWLGWVLVGIADLSAVINYLSFWLPEGASFSPMQQAMISAGCVLFVLGLNLLTVKLF
                     
GEVEFWFALIKILAIIGLIGVGGYMILTHFQAPHGDVVSISNVWSHGGLFPKGVSGFL
                     
AGFQIAVFAFIGVELIGTTAAETKDPQTNLPKAINAIPVRIILFYVLALFVVMSVTPW
                     
DHIRADKSPFVELFLNAGIPISAIIMNLVVLSSVMSSMNSGVFSTSRMLFGLSKDGQA
                     
PSILGRLSKRAVPSNGLIFSCIFIMGGAVLQYFVPNTMEAFTLASSLCVILFISVWIL
                     
IMACYLRYRKIRPELHAASTFKMPGGVLMAYAVIAFFLFTLVILALEPDTLKALYVSP
                     VWLVVLSVTYYAFYKPRMRKLGQEIF"
     gene            complement(73664..75103)
                     /gene="cycA_4"
                     /locus_tag="DSM_03160"
     CDS             complement(73664..75103)
                     /gene="cycA_4"
                     /locus_tag="DSM_03160"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AAE0"
                     /codon_start=1
                     /transl_table=11
                     /product="D-serine/D-alanine/glycine transporter"
                     
/translation="MTTARHSDTENSPDHLQRKLSNRHLQLIAIGGAIGTGLFMGSGK
                     
TISLAGPSILFIYMIIGGMFFFLMRAMGELLLANLHYKSFVDMAHDLIGPWAGYYLGW
                     
TYWLGWVLVGIADLSAVINYLSFWLPDGASFSPIQQAMISAGCVLFVMGLNLLTVRLF
                     
GEIEFWFALIKILAIIGLIGVGGYMIFSHFQAPQGAVASISNVWSHGGLFPKGTEGFL
                     
AGFQIAVFAFVGVELVGTTAAETKDPQKNLPKAINAIPVRIILFYVLALFIVMSVTPW



                     
DHIRADKSPFVELFLNAGIPVSAIIMNLVVLSSVMSSMNSGVFSTSRMLFGLSKDGQA
                     
PGAFGRLSKRAVPSNGLIFSCTFIMGGAVLQYFVPNTMEAFTLASSLCVILFISVWSL
                     
IMVCYLRYRKLRPELHEKSTFKMPGGIWMSYVVLAFMLFTLVILALEPDTLKALYVSP
                     VWLIILGVTYHVLYKPRMKRLGRELVNDH"
     gene            complement(75266..75625)
                     /gene="ridA"
                     /locus_tag="DSM_03161"
     CDS             complement(75266..75625)
                     /gene="ridA"
                     /locus_tag="DSM_03161"
                     /EC_number="3.5.99.10"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AF93"
                     /codon_start=1
                     /transl_table=11
                     /product="2-iminobutanoate/2-iminopropanoate 
deaminase"
                     
/translation="MSNSDIQKINTNEVMSAVTVFNKVVYLSGQVPKNTEQDVAGQTR
                     
EILATIDELLALANTDKSRLLSAQLYLKNLSDFSTVNAIWVDWLKGCVAPSRATIQAD
                     LVNPDWLIEIAVTAAQK"
     gene            complement(75636..76739)
                     /gene="dadX_2"
                     /locus_tag="DSM_03162"
     CDS             complement(75636..76739)
                     /gene="dadX_2"
                     /locus_tag="DSM_03162"
                     /EC_number="5.1.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P29012"
                     /codon_start=1
                     /transl_table=11
                     /product="Alanine racemase, catabolic"
                     
/translation="MPRPITAVIHRQALQNNLAVVRKAMPNSKVFAVVKANAYGHGIE
                     
RVYEAFKAADGFALLDLEEAKRIRALGWTGPILLLEGIFSPQDLFDCVQYQLSFTIHS
                     
EAQIEWVEQHPYPAQFDVFLKMNSGMNRLGFKPQHYVQAWERLNNLANVAKITHMMHF
                     
SDADGDRFGQQGIDYQITAFEEIVKDLPGERSVSNSAAILRYQDQLKSDYVRSGIMLY
                     
GSSPDYPTHSIADWGLQPTMSLRSEIISVQHLEPNESVGYGSNFVAEQPITIGIVACG
                     
YADGYQRISPTGTPVLVDSVRTRTVGRVSMDMLAVDLTGIESAKVGSEVVLWGQSSTG
                     VVLSIDDVAVSSGTVGYELMCAVTARVQFINQV"
     gene            complement(76760..78025)
                     /gene="dadA1"
                     /locus_tag="DSM_03163"
     CDS             complement(76760..78025)
                     /gene="dadA1"



                     /locus_tag="DSM_03163"
                     /EC_number="1.4.99.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HTQ0"
                     /codon_start=1
                     /transl_table=11
                     /product="D-amino acid dehydrogenase 1"
                     
/translation="MRVIVLGSGVIGVASAYYLARQGAEVTVLDRQSGPAEETSFGNA
                     
GQISPGYSTPWAAPGIPFKAVKWMFQHHAPLAINLDGSMWQLQWMAQMLKNCNPQSYA
                     
VNKERMMRVAEYSRDCLRELRKDTGIHYENRAKGTLQLFRKEAQMEAVQRDISVLEEC
                     
GVSYELLNGNELGRVEPALANAQDKLVGGLHLPNDETGDCYLFTNALAQIAKELGVNF
                     
QFNQNVEKLIVEGDQIKGVQVNGKVLTADRYVLAFGSYSRDFLKPLDLQLPVYPVKGY
                     
SLTIPIVDPAFAPQSTVLDETYKIAITRFDQRIRVGGMAELSGFNLGLNEDRRATLQM
                     
VTQDLFPGGDMEQASFWTGLRPMTPDSTPIIGATRFKNLFLNTGHGTLGWTMACGSGK
                     LISDIVLNHKTDISTDGLSIQRYSHAHAA"
     gene            78162..78629
                     /gene="lrp_7"
                     /locus_tag="DSM_03164"
     CDS             78162..78629
                     /gene="lrp_7"
                     /locus_tag="DSM_03164"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACJ0"
                     /codon_start=1
                     /transl_table=11
                     /product="Leucine-responsive regulatory protein"
                     
/translation="MRPLDRIDRMILDILQREGRIAISELASRVNLSTTPCSERVKRL
                     
ERDGIIMGYYARLNPAYVDRNLLVFLEIKLSAKSGDVFDQVARDLVEIPEVLECHLIS
                     
GEFDYLVKARLKEMSAYRRLLGDLLKKLPASASSHSYVVMEEVKETLYLDVSK"
     gene            complement(78670..79815)
                     /locus_tag="DSM_03165"
     CDS             complement(78670..79815)
                     /locus_tag="DSM_03165"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSLEKNIERLQSIDALRGLVIIIMLLDHVRETFYLHKQVTDPMD
                     
VTVTEPALFGSRLLAHICAPVFVLLTGISAFLFQSKKQDLQQTRAFLLKRGLFLIALE
                     
LTLVNFAWTATFPPEVIYLQVIWAIGISMVVLACCVSLPLPVLASVALVIIFGHNLLD
                     
SVHFSQGILQNIWFVLHERGWLEIAGIKLRTSYPVLPWIGVILLGYVLGQFFSSKYSA



                     
NQRIRALLSLGLASIGLFVLLRFINVYGDQPWQHFESLQLSLMSFFNLTKYPPSLLFI
                     
LLNVGIGLLVLVAFERMQQYSFLKPLVVFGSVPMFFYLLHLYVLKLMYVLALSVWGAN
                     YGNYLSVNHVWMLWLTTIVLSFVLYPAVKWFSKFKHQNKHISILKYF"
     gene            79891..81981
                     /gene="fhuA_4"
                     /locus_tag="DSM_03166"
     CDS             79891..81981
                     /gene="fhuA_4"
                     /locus_tag="DSM_03166"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P06971"
                     /codon_start=1
                     /transl_table=11
                     /product="Ferrichrome outer membrane 
transporter/phage
                     receptor"
                     
/translation="MRHKLGLLSSLGLSFISTLTWGEETSTVLETIRVQAESTREDVS
                     
QNSSATKFTHDVLDVPFNRAYLSKQIMEQQDVQRIDDALTLVSGVFHQNSFGGGFWDN
                     
YSFRGFSTDPNLGAAMIRNGLSVNRGINAPKDVVNIESLEFLKGPMAALYGRGETGGL
                     
LNLNSKKPQWESESELNLRANTQEQYRISLEHTAPINDELAYRLAVAHEDNQSFRDHV
                     
SSERWFFSPQLTWKISDQTQLDFDSEFTEHKGTFDRGVSTVNHQFVMDPKTFTGEPDD
                     
GDLKIKDYFYQLRLSHEFNPDWKLNSAVSYKDAQMVGFATEPRRMQNDGRTLERQRRY
                     
RDYTSEDVLAQTELLGKLDTSWARHEILLSTELGQLDYKQNQLRRNHSTDSPNTIDIY
                     
QPEYGKYLPNLTPFTDTKERQRYFALNVQDQIFFNDQWSVLLGNRFDQVEQDFKNHIK
                     
QTEDNQTLHQNSPRFGVNFKASEQWAFYTNYGRSFAMNSGMNRNGQTFAPEKGESYEV
                     
GTKYKINDQSVLSLALFKMKKRNVLTTDPIDSNFQTAAGEVSSKGIEFDLNSQINDRW
                     
FVNANYSYTDAQIEKDQDLAKGARLSNVPKHQGAISTNYEFLQDGARKAGVGANLTYV
                     
GERSGHNLDNGFNLPSYTLVNLNGYYAPSDRLRYQLNINNLFDKTYYVSSYSDLWVQP
                     GEPLNASISAQWKF"
     gene            complement(82026..82406)
                     /locus_tag="DSM_03167"
     CDS             complement(82026..82406)
                     /locus_tag="DSM_03167"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSLSQKEIAVRFLELAAAGEVDEAYGNYTAPNFKHHNPYYAGDK
                     
TSLKEGMRESAIETPNKVLEVQHVIEDGALVAVHSKLEMQMNDKLTILAVVHICRFEN



                     GKIAEFWDIGQIQPDPLVNENGMF"
     gene            complement(82435..82809)
                     /gene="rraB"
                     /locus_tag="DSM_03168"
     CDS             complement(82435..82809)
                     /gene="rraB"
                     /locus_tag="DSM_03168"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_01888"
                     /codon_start=1
                     /transl_table=11
                     /product="Regulator of ribonuclease activity B"
                     
/translation="MNRDYEQFPDDDNGNVLWQMVEDGDDLTELHEIEFSIAFQDQQN
                     
AEQCAMHLLYQEQKISLFQDDSVEPNEWIITIFVTMEPEYSDIVDLEQWFSTIAEQFN
                     GEYDGWGCMAYVFDEEEDDILQ"
     gene            complement(82920..83585)
                     /gene="rluA_2"
                     /locus_tag="DSM_03169"
     CDS             complement(82920..83585)
                     /gene="rluA_2"
                     /locus_tag="DSM_03169"
                     /EC_number="5.4.99.28"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AA37"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribosomal large subunit pseudouridine 
synthase
                     A"
                     
/translation="MPLNDNFVYAPPQDPLSILFEDDDLIVVDKPAGLLSVMGRLPEH
                     
HDSAYLRVLEKFPLAKVTHRLDMATSGLLMFAKHRDAEVAVSKMFQARTVKKHYIALV
                     
QGQVKQEGSVEVPLITDWENRPRQIVHFELGKHAKTLFQPLVYDATTDQSRVLLEPVT
                     
GRSHQLRVHMMHIGHPIMGDKLYHPEPKRFHLNRMALHAAYLAFQHPLKGTDVVIESQ
                     VPF"
     gene            complement(83697..84398)
                     /locus_tag="DSM_03170"
     CDS             complement(83697..84398)
                     /locus_tag="DSM_03170"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MENKNQCRQCAVCGKSFPLKDLVSGEVIRNVISDEILKDHPDWS
                     
YSSFICRADLADYRIKYVQSLLRSEKGELSNLENEVIGSMQRHELISRNTESDFDQNW
                     
TFGEKLADKIASFGGSWAFLICFALFLTGWIVLNTVVMVVRPVDPYPFILLNLVLSCL



                     
AAIQAPIIMMSQNRQEAKDRLRSQHDYQINLKAELEIRHLHEKMDHLLSHQWERLAHI
                     QEIQLDLLAEMNKKR"
     gene            85201..85902
                     /gene="bphB"
                     /locus_tag="DSM_03171"
     CDS             85201..85902
                     /gene="bphB"
                     /locus_tag="DSM_03171"
                     /EC_number="1.3.1.56"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P47227"
                     /codon_start=1
                     /transl_table=11
                     /product="Cis-2,3-dihydrobiphenyl-2,3-diol 
dehydrogenase"
                     
/translation="MNNNIIIFGYGTGISQAVAHKFGKEGYKIGLVARNAQKLEKAIL
                     
ELKAQGIEAYAFACDLAVLEDIPNLIKRIKDRLGEIKNIHWNAFHDIEGNILETPPLE
                     
LTKSFHIRVSSYIATVQACLGDLEKNHGSILSTNGIFAFDAVGIDLVAKEYSSLATTA
                     
AAQYKTTNLLVHSLADSNVYVSQVIVNGFVDGRPEAKDKTYTVHPETVAEQFWYLHQH
                     KQETVSLCGEAIQAA"
     gene            complement(85951..86817)
                     /locus_tag="DSM_03172"
     CDS             complement(85951..86817)
                     /locus_tag="DSM_03172"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKFIFLMITTCLFLVACSKPASNNRMNQNQDVIALHFGEQGMQD
                     
FSKNSTTPVDRQPAGMNFLSLDWTPPKLGRVRVFSEKSNLEIENVISVLGTQVARRSN
                     
DGIQIMDINASLHPNEYTTSQEAYTAYTKLVHQINDKQWKQYFLPFSARIDKQDNLKH
                     
MTETMGEVIDPTYILNFKEWQDVLSKTNRLVFNLYNGDVELGISLRRTYKDDKKEQYM
                     
VRYSFENFKYAGRNAISDSDKMNSEQLKQAFETEVANNKKARKTEENNMKKEGYHIDE
                     SYIDPDIWPYVQ"
     gene            complement(86912..88198)
                     /locus_tag="DSM_03173"
     CDS             complement(86912..88198)
                     /locus_tag="DSM_03173"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSTSETYLNDEEIFELVRDIPLDTSIIYGEEDQEFGICPYITFY



                     
IYHQDNEVDEVANKIIDLYEEFENEIIDKPFKLRYRDTGVWKNANKWRPSRQVMLDEM
                     
HESYKKYFVYFIGATTGDSGGQSARWALQAIIRDNGLRYTSLKISFGDKWFRENKKKW
                     
YAFVENCLIKLNPIQAYSGYEIGSPQSFNCVSPEFETVERIFSDYFYGLDIDHPSNMS
                     
FSHDDPSGLIYTPSLAAGIRTPTWCFLLSPYWIEKLGLSEEQIRLKLNDPRIEITKLP
                     
DPADPEKYSLWIRLGELSLYPIEEGVPDLLVMANELIKPIRCNDLKLTTLDAWDDDPN
                     
PRFDIDNSPQWIARFDEDSHWPEGKRVNKIHAVLLEQNAIKVLGGEICPKTGEWYSPA
                     NNMKKRYFAEGEIMPEIKDNPWGETIWYLEVTNKTE"
     gene            complement(88209..89207)
                     /locus_tag="DSM_03174"
     CDS             complement(88209..89207)
                     /locus_tag="DSM_03174"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLPVVIGIIELAGYAITAYELYRTAANAYDEVKNYQDNIKKAKE
                     
EIKKIMKNLDKEITDKIDRQREKVLLTTLTTGDKQTNSTKSASGRPQVKSNVITAAIK
                     
QKIPFRPIISQICEKADHLPMIQLRKQKGKKLKDVIPKSKVDIVAKLLKMTAQELAGA
                     
SVDEYIIIRLKQLAVNFMFEFMDELLKWRSPLKSEVCFGYDIKTRKYLAPQLDGQTRI
                     
KRVGSELNPFWPMPYKGKGVIGADIIIPEYRGEPLTLTNIFALVEIKFQNDRIDEKQF
                     
NNYNDLKKQCADVKHAGKITGSEGFKLSLFRYPEDASTTEAKDSKPATMNKKRKTN"
     gene            complement(89210..92056)
                     /gene="vgrG1_4"
                     /locus_tag="DSM_03175"
     CDS             complement(89210..92056)
                     /gene="vgrG1_4"
                     /locus_tag="DSM_03175"
                     /EC_number="6.3.2.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA 
sequence:UniProtKB:A0A0H3AIG7"
                     /codon_start=1
                     /transl_table=11
                     /product="Actin cross-linking toxin VgrG1"
                     
/translation="MQMSVSSILERLGLVSQNRAVHIQFSNQSLNQQVFLQRIEGEHT
                     
LNQGSVAELLCLSTNAHIALKQFIGCQVAVDQVTDTGQFFRTTGIITEASQGQSDGSL
                     
TIYNLTLKDPTALWHKRRNSRVFMNKSVRDISEILFKEWQGKSPLFASSITLDTSGLT
                     
KDYDVRPFVMQSNESDYDFLTRLWRSEGINWLVDESQLFVADPNASIQPQVLRLIDDN



                     
QNYQALERRSIRYQRSSATEQFDTITQVKAERRLQPTSVHVQRWQADALQQEEGSGSV
                     
QGTQKHSEHYDNASLNLEDAWHVSPAWMQDLNGEDQATASGNSQIEQLNQHINAYHHL
                     
SSKQFTVAGNVRDAQVGYWFELNDHPELDQHDSADKEFLILSKHYYNQNNLPKELQQQ
                     
LERLLPQGKLKAAQLDSQNPEQRHFAELNIVRRNIKAVPEYNPLEHRPAAHPQRARVV
                     
GLEGESIHVDQWGRIKVRFLFTRADDHSHDGGAGSNDNDTDSAWVDVLTPWAGAGYGA
                     
RFLPRVGEIVVIDFFDGNIDRPFVVGRIHEAERHPTQFDQKGQLPDTKKLSGIRSEEV
                     
DGKGFNQLRFDDTTGQISAQLQSSHAASQLNLGNLSYPKDKAESDGRGEGFELRTDQW
                     
GAVRAGSGLLISTHKQDQAQGVHLDANEAKQQIEGGLNNAKALSEVAKNQQTDPLEML
                     
ENLKTFIEQIEEKDQDKAAAFKQALMILTAPNSIALASNEDIHLSADGQLNQTAGDSI
                     
NLSTQKNLIAHAQNKISLFAAQQGARLYAGKGKVEIQAQGDGADLIARKAVQVISTED
                     
KIEATAAKEIVLTAGGSQVKITGSGIFMTTSGKFEVKAGQHVFMGGGSANANVPALPK
                     
LEFAQSPYSAQYQLFKADGRNFQGYKYFIHDSKNNLIKQGITDNQGFTEQVVTESKER
                     IIGYKSVMRESERITENWEAKLEQVANKMSSVGK"
     gene            92317..93009
                     /gene="esiB_4"
                     /locus_tag="DSM_03176"
     CDS             92317..93009
                     /gene="esiB_4"
                     /locus_tag="DSM_03176"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA 
sequence:UniProtKB:A0A0H2VDN9"
                     /codon_start=1
                     /transl_table=11
                     /product="Secretory immunoglobulin A-binding protein 
EsiB"
                     
/translation="MKIKKSAFYIFTMIFSLHSSAFAEPSVADVQYRAQQGQPIAQYH
                     
LGIMLLTGEQGVVKNYEQAFKWLTAADQNGSVGAKYSLGMMYFTGTGVEKDMKRAFEY
                     
FAKAADKGHAKAQYNLGVLYDRGEGTAQNYEQAFEWYSRAAEQGYPPAEYNLAHLYKK
                     
GHGVAQSDEQALKWYTKAAEHNESDAQYNLAQMYLNGEGTPKNLQLAKKWFQQAADAG
                     DSDAKEMLKSLD"
     gene            complement(93019..94245)
                     /gene="fabB_2"
                     /locus_tag="DSM_03177"
     CDS             complement(93019..94245)
                     /gene="fabB_2"
                     /locus_tag="DSM_03177"
                     /EC_number="2.3.1.41"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:Q02K94"
                     /codon_start=1
                     /transl_table=11
                     /product="3-oxoacyl-[acyl-carrier-protein] synthase 
1"
                     
/translation="MERVVITGMGINSCIGNTLEKVTESLKAGRSGIRYNEVYAKLNF
                     
RSHVSATAEMNFENIDPELKKHMGVCAMYAYNSALDALQHAKLDVTDIANNPKYGVIG
                     
GTGGTSTASIIDMLHTLKEKGASEVSPDLAPRYLTSTISSNLSRAFNLKGVSQSVASA
                     
CATSADAIGYAYHLIAAGKQDLMLAGGGEEDHWSQTAIFDAMGALCSKYNDAPETASR
                     
PYSVDNDGFVIAGGGGMVVLESLSHAQKRGAKILAEVVGYAANSDGVDMVAPSGEGAT
                     
RCIKLALAEAKQNGSDTIDYINTHGTSTPAGDIPELLAIERAFGSEKVPPLSSTKSMT
                     
GHSLGAAGVHEAIYSILMLQNNFIAPSINIAELREEAKKFDIVQTSRETELKTVMSNS
                     FGFGGVNTCLVFRKWE"
     gene            94912..95196
                     /locus_tag="DSM_03178"
     CDS             94912..95196
                     /locus_tag="DSM_03178"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTIYKPFLALSFVLVSLGISGCNLHTQQEFEKICLSSGHSKTSC
                     ECIYQRLEQTYSPKLMQHLEHVSLQSPVLPRDFAPTFLSTMQRCDKSSLG"
     gene            95389..95733
                     /locus_tag="DSM_03179"
     CDS             95389..95733
                     /locus_tag="DSM_03179"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNYTWDEFEQRLITYRDAWIDLARILDAYEHQIKELLQQIQLLT
                     
YEDSLPVFNQLYEIQDHLATAKFRYDLDLNEALDIFVYHFDRDDKALISQYWYKKFKQ
                     NKDILWPLPQDE"
     gene            complement(95968..96273)
                     /locus_tag="DSM_03180"
     CDS             complement(95968..96273)
                     /locus_tag="DSM_03180"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKAYKNIVLKFKKLKKREFKEMPDYLLVIFGASAFLISSYWGF



                     
VVTEVTPDFIRAVNKQAHIDILGISVGTILLALAAEVWFFGAIAFRCNNLLYERWFK"
     gene            complement(96643..97218)
                     /locus_tag="DSM_03181"
     CDS             complement(96643..97218)
                     /locus_tag="DSM_03181"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="METILGLCIGVGLSAACGFRVFVPLLVMSIATMMGWFEPSKGFE
                     
WLALPSVCLALGVATVCEVAAYYIPWVDNALDTVATPAAMIAGTLATMAVSSGEMSQF
                     
ASWAAAIIVGGGTAGVVQMSTVAARGVSTATTGGLGNFVVATGEWIGAILLSVSAMLV
                     PALVAIVVLIAVIWVVRWIRHKKQEQAHTPL"
     gene            complement(97798..98736)
                     /locus_tag="DSM_03182"
     CDS             complement(97798..98736)
                     /locus_tag="DSM_03182"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRFRDRNLKDIADCIVGDRQYFPYRSSFYITQFFDECDLPYVHD
                     
GSTRWWWTAERLKELLEEPCAKDSLPEKFINLLRILMYKSDATEDDPERINALIELNK
                     
PLSREGFEAFYGNDNILYVRNIRTNNLIKPSENPHRPFTEDELKKRELLINFLERCSE
                     
DELIEKILLPLFRILGFQRITVAGHRDKALEYGKDIWMKFTLPTQHIIYFGIQVKKGK
                     
LDSSGMTKAGNHNIAEIYNQTTMMLGHEIFDPETNKRVLVDHAYIIAGGEITKAARNW
                     LGNKLDANKRSQIIFMDREDILNLFTVNLIEVPQLS"
     gene            complement(98992..99699)
                     /locus_tag="DSM_03183"
     CDS             complement(98992..99699)
                     /locus_tag="DSM_03183"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MAKRPVFIPNSSGSTLVDTKMIDFQYHSGFAVVQKQKSINSLHD
                     
SIRDKLDIFNILEISSKSEVELGVALSAFNLMMFDKKTHQKFSVECAFQSSKVFQNGG
                     
PFLDLLNVTSREAKKDERLKTSGQLKKFTFYGIDWALDPLTAFYDWLYINALNFNAEY
                     
HQELLAYEAFTDIEFNPEKSINCQAYSIAMFVALSKRNLLDKVRNPKEFLKFYSDFKV
                     NNAYFAIQNNSQAGNLF"
     gene            complement(99709..100119)
                     /locus_tag="DSM_03184"



     CDS             complement(99709..100119)
                     /locus_tag="DSM_03184"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFYRLRCAVPESKWAILVFKSDLLTTNNCLFYPVNAASSNVSRS
                     
PVDMFRGGQALERMFTYSAESRESVLRACDPTDVQAEVMIPGIVTMENLKGCILSEKD
                     LVEFFSKRFPNIKFVHCHSGRQVFNTRKAFLWGY"
     gene            complement(100395..103001)
                     /gene="acnD"
                     /locus_tag="DSM_03185"
     CDS             complement(100395..103001)
                     /gene="acnD"
                     /locus_tag="DSM_03185"
                     /EC_number="4.2.1.117"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8EJW3"
                     /codon_start=1
                     /transl_table=11
                     /product="2-methylcitrate dehydratase
                     (2-methyl-trans-aconitate forming)"
                     
/translation="MNTKYRKPLAGTQLEYYDVRQAVEDIQPGAYEKLPYTSKVLAEQ
                     
LVRRADAENLTAYLTQLIERRQDLDFPWYPARVVCHDILGQTALVDLAGLRDAIAEKG
                     
GDPSKVNPVVPTQLIVDHSLAVEYGGADPDAFAKNRAVEDRRNEDRFHFIEWTKTAFK
                     
NVDVIPAGNGIMHQINLEKMSPVIQARDGVAFPDTCVGTDSHTPHTDALGVISVGVGG
                     
LEAENVMLGRASWMRLPDIIGVEFVGQRQAGITATDIVLALTEFLRKERVVGAYLEFF
                     
GEGADSMSVGDRATISNMTPEYGATAAMFYIDQNTIDYLRLTGREDAQVALVEQYAKE
                     
IGLWASEMTKAEYPRVLRFDLSTVTRNIAGPSNPHARVSTADLKEKGIAGVVENRSDG
                     
LMPDGAIIIAAITSCTNTSNPRNTVAAGLLARKANELGLVRKPWVKSSFAPGSKAAAL
                     
YLEEAGVLKDLEKLGFGIVAYACTTCNGMSGALDPAIQQEIIDRDLYATAVLSGNRNF
                     
DGRIHPYAKQAFLASPPLVVAYAIAGTIRFDIEKDALGYDKEGNPIYLKDIWPSDAEI
                     
DALVKEAVKPEQFRKVYIPMFDLGEVEQAKSPLYDWRPQSTYIRRPPYWEGALAAPRT
                     
LANMRPLAILGDNITTDHLSPSNAILMDSAAGEYLHKMGVPEEDFNSYATHRGDHLTA
                     
QRATFANPKLYNEMVRRSDGTIKQGSKARVEPEGEVMRMWEAIETYMNRKQPLIIIAG
                     
ADYGQGSSRDWAAKGVRLAGVEAIVAEGFERIHRTNLVGMGVLPLEFKPGVNRKTLKL
                     
DGTELYSVIGNIAPRSTLTLVIERATADGKEEILEVPVTCRLDTEEEVSVYEAGGVLQ
                     RFAQDFLEGQVA"



     gene            complement(103001..104158)
                     /gene="prpC"
                     /locus_tag="DSM_03186"
     CDS             complement(103001..104158)
                     /gene="prpC"
                     /locus_tag="DSM_03186"
                     /EC_number="2.3.3.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q937N9"
                     /codon_start=1
                     /transl_table=11
                     /product="2-methylcitrate synthase"
                     
/translation="MSSNETTTGFKPKKSVALSGQVAGNTALCTVGRSGNDLHYRGYD
                     
ILDLAAGSEFEEVAHLLVHGKLPNKAELKAYKAKLKALRGLPAALKTALEQLPPSAHP
                     
MDVMRTGVSVLGCLTPEHEDHNEAGAKDIADKLMASLGSMLLYWYHFSNNGRRIEVET
                     
DDDSIAAHFLHLLHGEKPCEEWIQAMHTSLILYAEHEFNASTFTSRVVAGTGSDMYSA
                     
ITGGIGALRGPKHGGANEVAFVIQQRYDNPDEAEADIRKRVENKEVVIGFGHPVYTVS
                     
DPRNEVIKKVAHDLAEAQENTKMYLIAERLEAVMKEVKNMFPNLDWFSAVSYHLMGVP
                     TAMFTPLFVIARTAGWSAHVIEQRQDGKIIRPSANYTGPENLEFKPLAERG"
     gene            complement(104225..105109)
                     /gene="prpB"
                     /locus_tag="DSM_03187"
     CDS             complement(104225..105109)
                     /gene="prpB"
                     /locus_tag="DSM_03187"
                     /EC_number="4.1.3.30"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q56062"
                     /codon_start=1
                     /transl_table=11
                     /product="2-methylisocitrate lyase"
                     
/translation="MAKQSAGQLFRDAVAQEKPLQVVGTINANHALLAKRAGYKAIYL
                     
SGGGVAAGSLGLPDLGISNLDDVLTDVRRITDVCDLPLLVDADTGFGASAFNIARTTK
                     
SLIKFGAAAMHIEDQVGAKRCGHRPNKAIVTQEEMVDRIKAAVDARGDDSFVIMARTD
                     
ALAVEGLQAAIDRAGAYIEAGADMLFPEAITELDMYKQFAQKTGVPILANITEFGSTP
                     
LFTTEELASADVSLALYPLSAFRAMNKAAETVYETLRKEGTQKNVVDIMQTRKELYER
                     INYYAFEDYLDNAFAKKK"
     gene            complement(105102..105812)
                     /gene="gntR_2"
                     /locus_tag="DSM_03188"
     CDS             complement(105102..105812)
                     /gene="gntR_2"
                     /locus_tag="DSM_03188"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:Q8GAL4"
                     /codon_start=1
                     /transl_table=11
                     /product="putative D-xylose utilization operon
                     transcriptional repressor"
                     
/translation="MQDLTFAPEPLQSQGRTLTENVFKQIQTAIVLGQIPAGSKISEP
                     
ELARTYGISRGPLREAIHRLEGQRLVERTAHVGARVVSLSLQQFKELYQIRASLEGLA
                     
CKLAAQHIDKKQILALRDVLRMHAEDENFKAGKGYYLQEGQDDFHYCIIKSSGNKTLE
                     
KMLCDELYHLIRMYRIQFSNTPDRPSKAWDEHIRILDAIAEGDGELAELLMHRHINAS
                     YKIIEQTLLQAQGEHNNG"
     gene            106328..107542
                     /gene="tyrB"
                     /locus_tag="DSM_03189"
     CDS             106328..107542
                     /gene="tyrB"
                     /locus_tag="DSM_03189"
                     /EC_number="2.6.1.57"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P04693"
                     /codon_start=1
                     /transl_table=11
                     /product="Aromatic-amino-acid aminotransferase"
                     
/translation="MFQHIPPYAGDPILSLMEQFNADTRSEKVNLSIGLYYNEDSIVP
                     
QLETIIEAQKRIEPKNGKTKLYLPMEGFKPYREAIQALLFGANSPAVKAGRAVTIQTL
                     
GGSGALKVGADFLKTYFPNSDVWVSQPTWDNHVAIFNGAGIKTHFYPYFDAETRGVDF
                     
DGMLSTLKTLPEQSIVLLHPCCHNPTGADLNPAQWDQVIAVLKDRNLIPFLDIAYQGF
                     
GDGMEEDAYAIRALDQAGLNFIVSNSFSKIFSLYGERVGGLTFVCDDAEAAQCTFGQL
                     
KATVRRIYSSPPTTGAWLVDEVLNDAELNQQWQGEVKEMRERIIKMRSILKDELTKAL
                     
PDRDFSYLVNQKGMFSYTGLTAEQVDILREEYAIYLVRSGRICVAGLNMNNVYTVAKA
                     MAEVLAKSVEAA"
     gene            complement(107591..109297)
                     /gene="dld"
                     /locus_tag="DSM_03190"
     CDS             complement(107591..109297)
                     /gene="dld"
                     /locus_tag="DSM_03190"
                     /EC_number="1.1.5.12"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P06149"
                     /codon_start=1
                     /transl_table=11
                     /product="Quinone-dependent D-lactate dehydrogenase"
                     
/translation="MQTFSPKAVIERLQNIVGRSYVLTDDQSTRQYRQGRRFGEGKVL



                     
AVVVPGTLLEQWQVLQAAIEADCIVIMQAANTGLTGGSTPYGDDYDRPVLVMSTRRLK
                     
GIQVIHDGKQVICLPGATLDNLEQILKGYNREPHSVIGSSCIGASVLGGVCNNSGGAL
                     
VRRGPAYTELALYAQVNSAGQLELVNHLGVNLGSTPEEILTRLEKQQYKAVDILDDSE
                     
KQASDHRYAHDVTQVDEDTPARFNADPSRLFEASGSAGKVCVFAVRLDTYEKVESSVF
                     
YIGSNDADDLTAIRRYLLTSLPSLPIAGEYIHRDAYLIGEKYGKDTFLFIEKFGTANV
                     
PKAFAMKDKVDGFLEKFKIKGLTDQILQAITFFLPSHLPKRMTEYRDRYEHHLVLRVE
                     
NNSKAQTEQFLKEYFAVHQSGNYFVCSEEEGRKAFLHRFAIAGAAIRYRDTHRSEVED
                     
IVALDIALRRNDREWVEQLPAEMENKILYKLYYGHFFCHVFHQDYILKKGNDPLEMEH
                     
QMWKLLDARRAEYPAEHNVGHLYIAKPALANFYQKLDPTNSFNVGIGHTSKLKYWGKA
                     KS"
     gene            complement(109623..110774)
                     /gene="lldD"
                     /locus_tag="DSM_03191"
     CDS             complement(109623..110774)
                     /gene="lldD"
                     /locus_tag="DSM_03191"
                     /EC_number="1.1.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P33232"
                     /codon_start=1
                     /transl_table=11
                     /product="L-lactate dehydrogenase"
                     
/translation="MIISSGNDYRAAAQRRLPPFLFHYIDGGAYAEYTLKRNVQDLSE
                     
IALRQRVLNDMSALSLETKLFNETLSMPVALAPVGLTGMYARRGEVQAAMAADKKGIP
                     
FTLSTVSVCPIEEVAPAINRPMWFQLYVLRDRGFMRNALERAKAAGCSTLVFTVDMPV
                     
PGARYRDAHSGMSGPNAAMRRYMQSVFHPHWSWNVGLMGRPHDLGNISKYLGKPTGLE
                     
DYIGWLGSNFDPSISWKDLEWIREFWDGPMVIKGILDPEDAKDAVRFGADGIVVSNHG
                     
GRQLDGVMSSARALPAIADAVKGDLAILADSGIRNGLDVVRMLALGADTVLLGRAFVY
                     ALAAAGGQGVSNLLDLIDKEMRVAMTLTGAKSISDINADCLVQAIKQGL"
     gene            complement(110771..111523)
                     /gene="lldR_1"
                     /locus_tag="DSM_03192"
     CDS             complement(110771..111523)
                     /gene="lldR_1"
                     /locus_tag="DSM_03192"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACL7"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative L-lactate dehydrogenase operon



                     regulatory protein"
                     
/translation="MRISDQVVMKLQALIEERHMKKGDRLPAERQLATSLGVSRPSLR
                     
EAIQQLNSQGVLISRRGDGTYIQQLPEQWPQQLIVNPISNLIEEDPLYRFDVQEARLV
                     
LEGGTAWYAALRSTPEDRAKIHHYFNEISRHQNAGDSAQAAVADAEFHLAIAEASHNV
                     
VLIQMMRSLFDLLQYNVLLGRKKVYNDPVNGDLLSEQHFQVMDAIDRKDPEAARQAVC
                     GHIEFVINHVRSLDEDEARQKRANRLNRVDSK"
     gene            complement(111543..113204)
                     /gene="lldP"
                     /locus_tag="DSM_03193"
     CDS             complement(111543..113204)
                     /gene="lldP"
                     /locus_tag="DSM_03193"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P33231"
                     /codon_start=1
                     /transl_table=11
                     /product="L-lactate permease"
                     
/translation="MLNMWQQLYDPLNNIWLSSAVALIPIIFFFLALAVFRLKGSIAG
                     
TGTVIIALLIALFFYQMPGQMAFASIIYGFFYGLWPISWIIIGAVFLYKISVKTGQFE
                     
VIRSSILSITEDQRLQMLLVGFAFGTFLEGAAGFGAPVAITAALLVGLGFKPLYAAGL
                     
CLIVNTAPVAFGAMGIPIIVAGQVSGVDTMEISQMVGRQLPFLTIIVLFWIMAIMDGW
                     
RGVKETWPAVLVGGGAFAIAQYLTSNFIGPELPDITAAIASLVSLTLLFRVWKPKHIF
                     
RFEPEAGQTLTQQPTTVQRYSIGKIAKAWSPFAILTVMVTIWSVKPFKALFAKDGALE
                     
HWIFKLEVPYLHKLVEKMPPIVSEIKPYEAIYKFDWFSATGTAIFIAAIITVIFLKRK
                     
ASEAVTTFGETLNELKTPIYSIGMVLAFAFIANYSGLSATLALALSHTGHAFTFFSPF
                     
LGWLGVFLTGSDTSSNALFSALQATTAQQIGIPEVLLVAANTSGGVTGKMISPQSIAI
                     ACAAVGLVGKESDLFRFTVKHSIIFTVFVGIIITVQAYLVPWMIP"
     gene            113577..114947
                     /gene="algC_2"
                     /locus_tag="DSM_03194"
     CDS             113577..114947
                     /gene="algC_2"
                     /locus_tag="DSM_03194"
                     /EC_number="5.4.2.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q02E40"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphomannomutase/phosphoglucomutase"
                     
/translation="MTTLTCFKAYDIRGKLGTELNEEIAYKIGRAYGQIYKPKTVVVG



                     
CDIRLSSEALKQATIRGLNDAGVNVLDLGMTGTEEVYFAAFHLDVQGGIEVTASHNPM
                     
DYNGMKLVRENARPISADTGLKEIQALAETNNFEEVSQKGTTQSYNILPEFVDHLLTY
                     
IEPAKIRPLKLVVNAGNGAAGHVIDAIEEKFKALNVPVEFIKIHHEADGTFPNGIPNP
                     
ILIENRDSTRNAVLEHKADMGIAWDGDFDRCFLFDEKGQFIEGYYIVGLLAQAFLIKQ
                     
SGEKIVHDPRLVWNTFDIVDEYKGVAVQSKSGHAFIKDVMREHNAVYGGEMSAHHYFR
                     
DFAYCDSGMIPWLLTIALLSETGQSLSTLVENMIAKFPCSGEINFKVVDTQTTIQKIF
                     
DFYANQNPQIDRTDGVSLDFGTWRFNVRASNTEPLLRLNIESRTDSQAQPMQYYVDEL
                     TGLIQN"
     gene            complement(114991..116007)
                     /gene="galE_2"
                     /locus_tag="DSM_03195"
     CDS             complement(114991..116007)
                     /gene="galE_2"
                     /locus_tag="DSM_03195"
                     /EC_number="5.1.3.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P09147"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-glucose 4-epimerase"
                     
/translation="MAKILVTGGAGYIGSHTCVELLEAGHEVIVFDNLSNSSKESLNR
                     
VQEITQKGLTFVEGDIRNSGELDRVFQEHAIDAVIHFAGLKAVGESQEKPLIYFDNNI
                     
AGSIQLVKSMEKAGVYTLVFSSSATVYDEANTSPLNEEMPTGMPSNNYGYTKLIVEQL
                     
LQKLSVADSKWSIALLRYFNPVGAHKSGRIGEDPQGIPNNLMPYVTQVAVGRREKLSI
                     
YGNDYDTIDGTGVRDYIHVVDLANAHLCALNNRLQAQGCRAWNIGTGNGSSVLQVKNT
                     
FEQVNGVPVAFEFAPRRAGDVATSFADNARAVAELGWKPQYGLEDMLKDSWNWQKQNP
                     NGYN"
     gene            complement(116000..117670)
                     /gene="pgi"
                     /locus_tag="DSM_03196"
     CDS             complement(116000..117670)
                     /gene="pgi"
                     /locus_tag="DSM_03196"
                     /EC_number="5.3.1.9"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A6T1"
                     /codon_start=1
                     /transl_table=11
                     /product="Glucose-6-phosphate isomerase"
                     
/translation="MSKSIEKFPKELVSPIAQLHSLVEKNSKLHIKELFAAEQDRFQN



                     
YSVKFDQLVFDYSKHRITKSVLEQLFALAKTKQLTHWIERLFSQDKVNCTEQRAAMHW
                     
ALRLPSEYSKFPELTKQVHTQLQRMYALVEKIHAGQYRGATGEVIQDVVNIGVGGSDL
                     
GPQMVTHALCDFKVKTAKPLNVHFVSTMDGSQLSDLLHQLRPETTLFIISSKSFGTID
                     
TLSNAQTVRQWLEKALGKHDRVVKSHFIGVSTKAEKMTDWGIAPENQLLLWDWVGGRY
                     
SLWSCIGFPIALTIGIDGFQQLLAGAHAVDEHFQNTSFEQNIPVLMALLGIWNNNFLN
                     
IQTHAVLPYDGRLKYFAAYLQQLEMESNGKSVQRDGQKVELDTCPIVWGEVGPNAQHA
                     
FYQLLHQGTQAVSCDFIAPIQRYNADHFTYVENAEALFEQHHLALSNCLAQSRLLAFG
                     
NEALDSAELKNLPIYKQYEGNQPSSTLLLKELNPYSLGMLIALYEHKVFVQSVIWNIN
                     PFDQWGVEKGKQIADQLLPILNGAQNDLSTLDASTRGLIKILLGKVDG"
     gene            complement(117667..118929)
                     /gene="rkpK"
                     /locus_tag="DSM_03197"
     CDS             complement(117667..118929)
                     /gene="rkpK"
                     /locus_tag="DSM_03197"
                     /EC_number="1.1.1.22"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O54068"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-glucose 6-dehydrogenase"
                     
/translation="MKIAVFGTTLHAGVMAALLAEYGNQIYWCTSVTCEENISILSYQ
                     
DQEVNHYLNKQRKAGFLKESPFSEIPLDIEVYLFCFSPTQIELALKTVEKLSERPIVH
                     
PRLMINGSTFGLHGTDQLKQHLPKDEWVYFPDVIQEGNAINSVLNVKHVIVGVESSYA
                     
QDTMQELLRPFFRFSYQYLFMPILDAEFTKLSISGMLATRISYMNDLAMVAEKLGIDI
                     
ANVKHGIAADTRIGAAYLSAGVGFGGENFSHDILTLSSTVSGTGAKSRLLEQVWAINE
                     
QQKEILFRKLWNYYHCDLSGKTVAIWGASFKENTSSTHNSPIHILLAALWAQGVKVRL
                     
HDPQALDEIATTYGDREDLVLCADQYEAAQGAHALCLVTAWKQYWSPDFKQLQQVMQH
                     PLILDGRNIYDPAYVKAKGFAYEGVGRL"
     gene            complement(119045..119920)
                     /gene="galU"
                     /locus_tag="DSM_03198"
     CDS             complement(119045..119920)
                     /gene="galU"
                     /locus_tag="DSM_03198"
                     /EC_number="2.7.7.9"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AEP3"
                     /codon_start=1
                     /transl_table=11



                     /product="UTP--glucose-1-phosphate 
uridylyltransferase"
                     
/translation="MIKKAVLPVAGLGTRFLPASKSIPKEMVTVVDRPAIEYVVREAV
                     
EAGIEQIILVTHSSKASIENYFDRNFELETTLEQKKKFDLLAEITQIVPEHVSVVSVR
                     
QPQPLGLGHAVLCAKSVVGQVDFAVLLPDVLVKDSSGKNDLSRMIARYNSSQAAQIMV
                     
EAVPDHLVDQYGIVDVKHSPNEGESIAMQGIVEKPAVGSAPSNLSVVGRYVLPAKIMQ
                     
LLENTPKGAGNEIQLTDAIAMLQETDTVEAYRMQGQTFDCGSKIGYLKAVLHYGVEHP
                     KLGNDFKQLIQELKL"
     gene            complement(119945..120565)
                     /gene="epsL"
                     /locus_tag="DSM_03199"
     CDS             complement(119945..120565)
                     /gene="epsL"
                     /locus_tag="DSM_03199"
                     /EC_number="2.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P71062"
                     /codon_start=1
                     /transl_table=11
                     /product="putative sugar transferase EpsL"
                     
/translation="MKRLVDIVISLIALTVLSPIFLIVAYKVRKNLGSPIFFYQERPG
                     
KDGKLFKMIKFRSMKDAFDAQGNPLPDEARITPFGQKLRSTSLDEMPQLINVLKGDMS
                     
VVGPRPMLKDFVALYSPEQARRLEVRPGMTGLAQVSGRNELDYEERFKCDVWYVDNHN
                     IWVDFKIMFKTVKVMLKREGINAPGHVGPSLFKGNDTQENIDSSVK"
     gene            complement(120578..121405)
                     /gene="wbbD"
                     /locus_tag="DSM_03200"
     CDS             complement(120578..121405)
                     /gene="wbbD"
                     /locus_tag="DSM_03200"
                     /EC_number="2.4.1.303"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q03084"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-Gal:alpha-D-GlcNAc-
diphosphoundecaprenol
                     beta-1,3-galactosyltransferase"
                     
/translation="MFSVLSSIYHKEQPEHFNTCMESIWDNQTLKPTEIVLIEDGPLT
                     
PELDQVIAQWQKKLGNVLRVTKLEKNVGTGKAKNIGLQECNYDIVSIVDTDDIYVPER
                     
FEKQIKFLQQNPEISIVGGQIFEFIEDIGNPVGMRKVPLSNEELRNYAKKQSPFNNMT
                     
ITYRKSHILEVGGYQHHLWMEDYNLFLRVIAKGYKIENLPDVLVYARIDNGMHGRRKG



                     
LQYIKSEKQLLDLKKQLKLQNPLYANMLFLVRSAFRLLPANLLGTIYNTFLRKDIKK"
     gene            complement(121412..122446)
                     /gene="tagE"
                     /locus_tag="DSM_03201"
     CDS             complement(121412..122446)
                     /gene="tagE"
                     /locus_tag="DSM_03201"
                     /EC_number="2.4.1.52"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P13484"
                     /codon_start=1
                     /transl_table=11
                     /product="Poly(glycerol-phosphate)
                     alpha-glucosyltransferase"
                     
/translation="MKILFLINSLKSKSGSERVAVELANKMAAIGSYNITLLNRESIK
                     
ENAAYPIADNVEVIALSGSLFEFYKKLKKQISSNNYDVVVVHNMGKLSLLCAFVPNIK
                     
KLVVLEHVSFISRPKKIQILSKFLYRNIDQVVTLTQNDKEQFDKFHSNVIVIPNFSPF
                     
SIASQPQNNNKQIVTIGRLTDQKNYIHLLQAWKKIYQSIPDWKLNIYGEGEHEEMLQD
                     
YIKQHSLKNVSLKGSTSNVKEVYEQSSFFVMSSKYEGLPMVLIEAQSFGLPIVSYNCP
                     
YGPSDVIRDSKNGFLVEDQNVEELAAAILKLALSPQLLEQFSQSSLLNSKKYQPEQIL
                     NIWIEKVLEG"
     gene            complement(122450..123490)
                     /locus_tag="DSM_03202"
     CDS             complement(122450..123490)
                     /locus_tag="DSM_03202"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSLKIRKELLIFLILSSFLSLLVGFRGNTNDTITYYMIFKNIGS
                     
YDLTNFSLFYNETGVEIGWGLYSKIISLFSDSPVVLFTIFSFFTFFTFYRISRLVEIK
                     
FLYVMLYYLPTGFFMMQQFMQIRQGFAIPLVIYGSVLYLSGKKYISLVFFILAILFHQ
                     
SSLAFILIFISYLFFNNFLKINTSVFKFFIINILILVFGFIVARFILLDAAMDYFQRL
                     
EAYSTTDYAESVGFFSLSNIKFYIEFFLIFLLLNNRLLLNKFIVFFVFIFTVGLSLRV
                     
AFYDFGILSGRLSNTFLLIEVFLMPMLLSSRLNKIYLYIYFLLYFLVIFYVTWTFQAS
                     EFIKNNYFLPLS"
     gene            complement(123573..124664)
                     /locus_tag="DSM_03203"
     CDS             complement(123573..124664)
                     /locus_tag="DSM_03203"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1



                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKILHAAYMKDASSGIVNQMYWEQEAAKELGISWKSILFVQNPN
                     
GFHNNEIVTVCNDIMGGELKKWFKAKKSYYSWLEGIMQEYDVLIIRHSLCDPFEPFFI
                     
RKMIKPVYIMHHTFEIDELYSYNYGVKTKIKSLMEIYFGKKSISYSKGIVAVTKEIFL
                     
YENSRVNGKFKKEIVYPNGIISQHDIILDDRNDNIPEIVFIASYFNGWHGLDLLLHNL
                     
SSINDDFILHIVGDVSVEDELLAKKDSRVILHGHLNNIEISQLMSKMWIGLASFGLFR
                     
KGMKEACTLKVREYLNYGLPIYSGHKDIFPEEFEYYKFGEPKFVDILSFAHLMRKVSK
                     SEVKQAAIKFIDKKILLKELYEQLLEEKS"
     gene            complement(124756..125919)
                     /gene="mshA"
                     /locus_tag="DSM_03204"
     CDS             complement(124756..125919)
                     /gene="mshA"
                     /locus_tag="DSM_03204"
                     /EC_number="2.4.1.250"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_01695"
                     /codon_start=1
                     /transl_table=11
                     /product="D-inositol-3-phosphate 
glycosyltransferase"
                     
/translation="MKIGLTKFNYPEIRCVTTSQENDYINLKKYNIYYYFNNIPVIKN
                     
YFHRFLFKPISVKNVDVIHSFNDICLTNNKWVVTFETMLPRFLDILSNHKNLNPEYIY
                     
NDEINKYLEVVARDNCLGVIALSKSAKKIQSDILKAYPKVRDKIEKKMFVLYPPQKIY
                     
TTQHEIEEKVLKPLKLIFVGNDFYLKGGAECILAINELLEEGIISENEIMLTVVGILN
                     
RTHNYSFGIYQDDSDFSKNINTIIMNRKNIKIYSNVDNNKVIEMIREHHIGLLPTWAD
                     
TFGYSVLEFQACGCPVISTDVRALSEINNNDIGWLINVDKNKYGEIVVDSYSKKDLCR
                     
RTIIDQLKKHILSAYENPNVVINKGVESLNRIKKEHSIDYYNDKIKSVYTIGI"
     gene            complement(126096..126662)
                     /gene="maa"
                     /locus_tag="DSM_03205"
     CDS             complement(126096..126662)
                     /gene="maa"
                     /locus_tag="DSM_03205"
                     /EC_number="2.3.1.79"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P77791"
                     /codon_start=1
                     /transl_table=11
                     /product="Maltose O-acetyltransferase"



                     
/translation="MKKKLRKLIYFILPCIRLFLNLFFKRKYLEGRFFSKSLSGYVWA
                     
VRSIWVKNILRLSKPTPFPTALTCSISNPYNIHFHPDDLNNFQSPGTYFQNFSAHIYI
                     
GKGSYIAPNVGIITSNHDLADLESHTEGKDVVIGDKCWIGMNSVILPGVVLGNGTIVA
                     AGAVVTKSFKQGNIVIAGVPAKIIKEIK"
     gene            complement(126659..128011)
                     /locus_tag="DSM_03206"
     CDS             complement(126659..128011)
                     /locus_tag="DSM_03206"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRLNAQGGFLKAVSVLVGGTAFAQGLAIIALPFITRLYSPSDFS
                     
IFAVYASILGIVTVASCLRFEIAIPIPSEDEEAAILVILALISNLAISILTGLLIWVF
                     
HVEIISLLKKPNFNHIIWLIPLGVFFSGIYTALQYWATRKKNFTVIARTRVVQSISGV
                     
ATQIILGFWGTAALGLALGQIIKVSFGIGKLAKNFWKESEVFIRNITIIKLYNVFKKN
                     
DQFPKYSTLDSLANSAGAQLPIIIIATLALGSEAGYLMIAMQVLAVPIQLIGGAVSQV
                     
YLAHAPAAVQEKTIAHYTTNILENLFKYGVSSLIFIGLVSPILAKYIFGYEWEKVGLI
                     
ISWMIPWFAFQLIASPISMIMHIVGRQKQMLLLTLTGFILRIGILYGQFYLNPTYLLE
                     
AYAISGGIFYGICYIVFSNSAGLEVKDHILLVKKVGFLLIFITSLGVMVNITLRVLGL
                     "
     gene            complement(128046..129125)
                     /gene="wbpE"
                     /locus_tag="DSM_03207"
     CDS             complement(128046..129125)
                     /gene="wbpE"
                     /locus_tag="DSM_03207"
                     /EC_number="2.6.1.98"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HZ76"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-2-acetamido-2-deoxy-3-oxo-D-
glucuronate
                     aminotransferase"
                     
/translation="MIDFIDLKAQQNRIKDKINAGIQNVLTHGQYILGPEVIELEEKL
                     
ASYVGAKHCITCANGTDALQIAQMAFGIGPGDEVITPGFTYIATAETVALLGAKPVYV
                     
DVNPKTYNLDIEKLEAAITPRTKAIIPVSLYGQCADFDAINAIAKKYSIPVIEDAAQS
                     
FGATYKGRKSCNLSTVACTSFFPSKPLGCYGDGGAIFTNDDELAKVIRQIARHGQDKR



                     
YHHIRVGVNSRLDTLQAAILLPKLEILDDEMQARQRVAEVYNRLFNDVGIHTTPYIES
                     
YNTSAWAQYTIQVDNRAEVQEKLKAQGIPTAVHYPIPLNKQPAVADSDIHLPIGDAIA
                     EKVMSLPMHPYLVIDDQLKIVKAFG"
     gene            complement(129127..129705)
                     /gene="wbpD"
                     /locus_tag="DSM_03208"
     CDS             complement(129127..129705)
                     /gene="wbpD"
                     /locus_tag="DSM_03208"
                     /EC_number="2.3.1.201"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:G3XD01"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-2-acetamido-3-amino-2,
                     3-dideoxy-D-glucuronate N-acetyltransferase"
                     
/translation="MSFYQHETAIVDNGAQIGDGSRIWHFVHVCGGAKIGKGVSLGQN
                     
VFVGNRVVIGDHCKVQNNVSVYDNVTLEEGVFCGPSMVFTNVYNPRSLIERKDQYRDT
                     
LVKKGATLGANCTIVCGITIGAYAFVGAGAVVNKDVPAYALMVGVPAKQIGWMSEFGE
                     QLDLPLQGQAQAICSHTGAVYQLDGTTLTKQG"
     gene            complement(129702..130652)
                     /gene="wbpB"
                     /locus_tag="DSM_03209"
     CDS             complement(129702..130652)
                     /gene="wbpB"
                     /locus_tag="DSM_03209"
                     /EC_number="1.1.1.335"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:G3XD23"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-N-acetyl-2-amino-2-deoxy-D-glucuronate
                     oxidase"
                     
/translation="MKKFALIGAAGYIAPRHLKAIKETGNTLAVAMDVNDSVGIMDSH
                     
FPEAEFFTEFEEFEAYVEDQKLKGEKLDYVAICSPNYLHAPHMKYALKNGIDVICEKP
                     
LVLNSEDLNMLAEYEKQYGAKVNSILQLRLHPSIIALRDKVQAAPAHKVFDVDLTYLT
                     
SRGKWYLKSWKGVDNKSGGVATNIGVHFYDMLHFIFGKIVKNEVHYRDEKTASGYLEY
                     
ERARVRWFLSIDANNLPENAVQGEKLTYRSITIENEELEFSGGFTDLHTQSYQRVLEG
                     KGYGVEENRAAIETVEVIRVSPIIENPENPHPLLAKVKKA"
     gene            complement(130683..131978)
                     /gene="wbpA"
                     /locus_tag="DSM_03210"
     CDS             complement(130683..131978)
                     /gene="wbpA"
                     /locus_tag="DSM_03210"



                     /EC_number="1.1.1.136"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:G3XD94"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-N-acetyl-D-glucosamine 6-
dehydrogenase"
                     
/translation="MQLADLRIAIIGLGYVGLPLAVEFGKKGPVIGFDINQNRIDELK
                     
SGKDHTLEVSPEELQKAEQLSFSANLDDLKTSNFFIVTVPTPVDQVNRPDLTPLKKAS
                     
ETVGQALKKGDIVVYESTVYPGATEEVCIPILEKVSGLKFNQDFFAGYSPERINPGDK
                     
VNTLTKIKKITSGSTPEVANTVDAVYASIITAGTHKASSIKVAEAAKVIENTQRDLNI
                     
ALVNELSVIFDRIGIDTLDVLEAAGSKWNFLPFRPGLVGGHCIGVDPYYLTHKAEEVG
                     
YHPQVILAGRRINDNMARYVARNTIKLMLQNGIDVPRSKVGVLGVTFKENCPDIRNSK
                     
VADLIKELEFWGAQVVVADPWADAEEVKHEYGVELGTVNAQNPVDSLIVAVGHSEFRS
                     LSASELRSYVKAEKPVLADVKSLFDRTQMSDVGFTVFRL"
     gene            132339..133439
                     /locus_tag="DSM_03211"
     CDS             132339..133439
                     /locus_tag="DSM_03211"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKYCQFFSVLALSLSAASCAVTSGLQTYDIPSEGVYKTDLGTTV
                     
NVVKISQETLPAIQPAQIDYQRDYASLFKTQQSIYRLSPGDILSIQLWAYPEITPPVN
                     
GISSEQSIQANGYPIDQSGYIQFPLVGRYKAAGKTLAQVNRELHNQLARFLKNPDVIV
                     
RVLSYEGQRFSVQGSVTKGGQFYLSDQPVSIYTALGMAGGVTTTGDNTYIQLIRNGRT
                     
YNLNTIDLEKAGYSLHKLLVQPNDTIYVSTRENQKIYVMGESGKNQALPMRDQGMTLT
                     
DALGESLGINPNSASASRIYVVRTNPNDHVTEIYHLNLMSLGDFGLANQFRLRSNDIV
                     YIDATGLTRWQRVVNQIIPFSNALYNIDRLGQ"
     gene            133444..133872
                     /gene="ptp"
                     /locus_tag="DSM_03212"
     CDS             133444..133872
                     /gene="ptp"
                     /locus_tag="DSM_03212"
                     /EC_number="3.1.3.48"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O52787"
                     /codon_start=1
                     /transl_table=11
                     /product="Low molecular weight



                     protein-tyrosine-phosphatase Ptp"
                     
/translation="MQIKNILVVCIGNICRSPMAEYLLKQQYPQLNIESAGISGLIGH
                     
QADEKAQLCMQRLGIDMQPHIARKLNAELIKKADLILVMSSNQQKHIEQTWPFAKGKT
                     FRLGHWQNKNVPDPYQHEQAVFDETCQLIQQCVADWKPYI"
     gene            133892..136078
                     /gene="ptk"
                     /locus_tag="DSM_03213"
     CDS             133892..136078
                     /gene="ptk"
                     /locus_tag="DSM_03213"
                     /EC_number="2.7.10.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O52788"
                     /codon_start=1
                     /transl_table=11
                     /product="Tyrosine-protein kinase ptk"
                     
/translation="MNQQNTNTEDTIDLKELFFSLIAQWKLIALCVILSVVCALLYLR
                     
VTPDTYSVDALVQVEDSKGASAALLGDLSQMIEQKSPAQAEIEILKSRLVLGTVIKDL
                     
HLNIQVSSTENTLTHRLLSDTDYKTEYTKKSVLFKDDLKSFEVREFEVPAYYLDRNLL
                     
LNFDKQSLRLTDPDTEEVILTVPLNQANHVAGPHGLWKVAIFTKDQFDATYNIKSQSI
                     
PAAVNALSTNYSVAERGKLTGVLGLNYQGQDKEHITKVLNAILATYSAQNIERRSAES
                     
AQTLKFLDEQLPDLKKQLDDAERQFNKFRQQYNTVDVTKESELYLTQSITLETKKAEL
                     
EQKQAEMAAKYTAEHPAMREINGQLAAINKQIGELNSTLKQLPDVQRQYLQLYREVEV
                     
KTQLYTALLNSYQQLRIAKAGEIGNVRIVDTAVEPVEPIKPKKLLVLILSVFVGGFIG
                     
ALIALLRNMLRTGIKDSGQIENEMDLPVYATVPRSPIQESRIKILKKKKSIPILAVKN
                     
SDDIAIESLRSIRTAIHFALANAKNNIIMIAGPSPEVGKSFISTNLATIFAQGNKRVL
                     
LIDADMRRGYMHKYFDVDVKPGLSELLSGQADLQKVLHKTQVANLDVITRGKSPTNPS
                     
EILSSNQFKELLEQLQSQYDHIIIDTPPVLAVTDGIIISQYTGVNLIVARYAKSQMKE
                     LELTVNRFEQAGVKVNGFILNDIQRASAGYGYGYNYAYAYKAQKED"
     gene            136271..136993
                     /gene="fkpA"
                     /locus_tag="DSM_03214"
     CDS             136271..136993
                     /gene="fkpA"
                     /locus_tag="DSM_03214"
                     /EC_number="5.2.1.8"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9JYI8"
                     /codon_start=1
                     /transl_table=11



                     /product="putative FKBP-type peptidyl-prolyl cis-
trans
                     isomerase FkpA"
                     
/translation="MSKALPIAVAVVLGGAALVPVYYATQHPTTEVGRKADKNASPIQ
                     
KISYVLGYEVAQQTPPELDTKAFVQGIHDARNKQPSAYTQEDLKAAVAAYEKELQQKM
                     
QHQDKPEQAGTATDSADAQFLAENKTKAGVKTTVSGLQYIITKEGTGKQPTAQSIVKV
                     
HYEGRLINGQVFDSSYKRGQPVEFPLNQVIPGWTEGLQLMKEGGKATFFIPSNLAYGP
                     QELPGIPANSTLIFDVELISVK"
     gene            137043..137738
                     /gene="mip"
                     /locus_tag="DSM_03215"
     CDS             137043..137738
                     /gene="mip"
                     /locus_tag="DSM_03215"
                     /EC_number="5.2.1.8"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q5ZXE0"
                     /codon_start=1
                     /transl_table=11
                     /product="Outer membrane protein MIP"
                     
/translation="MKKISLVIAASTMSLSVFAAAPITNKSPAKDQFSYSYGYLMGRN
                     
NTDALTDLNLDIFYQGLQEGAQNKTARLTDEEMAKAINDYKKTLEAKQLVEFQKQGQQ
                     
NAQAGAAFLAENAKKSGVIATKSGLQYQVLKEGTGKTPKATSRVKVNYEGRLLDGTVF
                     
DSSIARNHPVDFQLNQVIAGWTEGLQTMKEGGKTRFFIPAKLAYGEVGAGDSIGPNST
                     LIFDIELLQVLPK"
     gene            complement(137784..139325)
                     /gene="murJ"
                     /locus_tag="DSM_03216"
     CDS             complement(137784..139325)
                     /gene="murJ"
                     /locus_tag="DSM_03216"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37169"
                     /codon_start=1
                     /transl_table=11
                     /product="putative lipid II flippase MurJ"
                     
/translation="MALWRSTFIVSAMTMLSRVLGLVRDVVLLNVFGAGKDFDTFVVA
                     
FRIPNFFRRLFAEGAFSQAFIPVLTEYKTGRAHAEVQILISRVFGCLLTVMTLLTFVA
                     
MVLAPAIIYMYAPGFHNDPEKFDLAVSMFRLTIPYLMFMSLTAFASSILNSYGSFASP
                     
AFSPVLLNVAMIAGAWWLTPYMAEPIKALGWSVVAAGILQLAIQIPELWRKNLLIPPK
                     
VDFKHEGVERILKLMLPALFGVSVTQINLLLNTIWASFMQDGSVSWLYSAERMTELPL



                     
GLIGVAIGTVILPSLSARHAEQDQAKFRSMIDWAAKVIVLVGLPASIALFMLSTPIIQ
                     
ALFQRGEFDLRDTQMTALALQCMSAGVISFMLIKVFAPGFYAQQDTKTPVRVGLMSVA
                     
ANAILNVVFIGFFKLINWHAEHMALALASSGSALVNAGLLYFYLHKRNIFRFGAHWKK
                     
LALQYGLANLAMIAALWFGLNWYNGELSQWVRVAEVVGLCVVGVIAYLIGLLLTGFRP
                     RDLKH"
     gene            complement(139407..139976)
                     /gene="ampD"
                     /locus_tag="DSM_03217"
     CDS             complement(139407..139976)
                     /gene="ampD"
                     /locus_tag="DSM_03217"
                     /EC_number="3.5.1.28"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P82974"
                     /codon_start=1
                     /transl_table=11
                     /product="1,6-anhydro-N-acetylmuramyl-L-alanine 
amidase
                     AmpD"
                     
/translation="MKQITPYEVIDGQLKGARQVPSPNFNQRPAGTEIQMIVVHNISL
                     
PPSQFGGGYIEQFFQNKLDWSVHPYFQTIEGMQVSTHLLILRTGEVLQFVNFNDRAWH
                     
AGRSSYLAKVECNDYSIGIELEGSDDLPFEDVQYEVLTDVVNAIRQAYPEIKNHIAGH
                     SDIAPGRKTDPGPYFKWQHFRQLLAQKKT"
     gene            140148..140993
                     /gene="nadC"
                     /locus_tag="DSM_03218"
     CDS             140148..140993
                     /gene="nadC"
                     /locus_tag="DSM_03218"
                     /EC_number="2.4.2.19"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P30012"
                     /codon_start=1
                     /transl_table=11
                     /product="Nicotinate-nucleotide pyrophosphorylase
                     [carboxylating]"
                     
/translation="MSIPQSLLEQSIQINIQQALQEDIGDGDITAMLTPEDEQATATI
                     
ISREDMVLAGQPWVNALISAYDNTVQVTWLKQEGDRVAANEAFLKLAGSARSLLTVER
                     
PALNFIQTLSAVATKTAEYVQHLEGLNTKLLDTRKTLPGLRIAQKYAVTVGGGQNHRL
                     
GLFDAFLIKENHIMAAGGIAQAIAKAHQIAPGKPVEVEVETWDELNQALEAGADIVML
                     
DNFSQQQMIDAVKHVAGRCKLEASGNITIENLREVATTGVDYISMGVLTKDVKAVDLS
                     MRFNA"
     gene            complement(140990..141157)



                     /locus_tag="DSM_03219"
     CDS             complement(140990..141157)
                     /locus_tag="DSM_03219"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLQGFIVLLAVVTFVLMAADPRDSGAQATQSAWQKTQAADMTKS
                     QKNTNNDADFI"
     gene            complement(141579..143747)
                     /gene="plcN_2"
                     /locus_tag="DSM_03220"
     CDS             complement(141579..143747)
                     /gene="plcN_2"
                     /locus_tag="DSM_03220"
                     /EC_number="3.1.4.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9RGS8"
                     /codon_start=1
                     /transl_table=11
                     /product="Non-hemolytic phospholipase C"
                     
/translation="MNRREFLLNSTKTMFGTAALASFPLSIQKALAIDAKVESGTIQD
                     
VKHIVILTQENRSFDNYFGTLKGVRGFGDRFTIPMTEGRKVWEQYDANKKKVLPYHLD
                     
SHLGNAQRVTGTNHSWSDGQGAWDNGRMSDWVTHKQPQSMGYYKKQEVEYQFALANAF
                     
TICDAYHCAMHAGTNPNRKFIWTGTNGPTGAGVASVVNEFDGIGPSTEGYEWTTYPER
                     
LQQAGVTWKVYQNMPDNFTDNPLAGFKQYRRANEQSGQPVSNDTLTCPAYDEKIDVTQ
                     
PLYKGIANTMPDGGFLGTFKADIAQGKLPQVSWLVAPATYSEHPGPSSPVQGAWYIQE
                     
VLNVLTENPQVWSQTVLLVNFDENDGFFDHVPSPSAPSKDINGVVYGKTTLTDQQVSF
                     
EYFNHPAVATSKSQPETDGRVYGPGVRVPMYVISPWSRGGWVNSQVFDHTSILQFLEK
                     
RFDVQEPNISPYRRAVCGDLTTAFNFKTPNLLPVAELDGKKTKAEADAIRVAQELLPQ
                     
VSVPSQQQFPQQEIGIRPSRALPYILHTSAKVDATQKTVKLMFSNTGKQAAVFHVYNR
                     
LDLTAIPRRYMVEAGKQLDDVWNTINGQYDLWVLGPNGFHRAFKGNLSQANQTQALPE
                     
IRVCVEECDANLYLKVRHDGNKTVKLNVKANAYLPNKTWVIETNSVEKELVWDMSEFG
                     GWYDFTVTLADDATFSRRFAGRIETQEDSISDPYMGYLES"
ORIGIN      
        1 ctcattctct aaaccaactt accatcaaat tcatcactta aagcaaccaa 
tctaatcaca
       61 agtaactgtt tttcaacaag tttctatctg catcaccgcc gatggatgtg 
cattatagac
      121 catctctctc cctttgcaag cgaaaattaa aatttaatga ctcgagcgtt 
tatttttaaa



      181 tcaacaccaa tgttaagcct ttgttttata taaataatta ttttaatttt 
ttatttttga
      241 cttaaataag ccagtatcat gcttgataat tctcgcttaa gttgttgttc 
tgagataaga
      301 aaattgtttt ggcttacata acgcatcatc gtaaaaagcg tactattaat 
aattacaaag
      361 gatttatact ttacctgttc gaagtcccac tgatgaggat ttctactgaa 
tgtatatagc
      421 cctacttcaa aaaaatgctt ttctaaaatc tgagcagctt gcgaatgact 
atagtcatgc
      481 cagtgtttca gcacttctat aaaaaatcca tgatcggctt ttaatgcatt 
aaatcccaac
      541 tctattgcta agggaatgag cagctctaaa ggaatatttc cttgtcgcac 
aactaattct
      601 ttaagttgtt gccccagcaa ttcgctttta cggcgcaata gttcttctat 
gatttgatct
      661 ttattctcaa agtattggta aatcgaccca acacttactc cagatttctc 
tgcaatttta
      721 ggtgtcgtcg tatgtagtaa tccatactgg gcgatacact gctgtgtcgc 
ctctaaaata
      781 tggtcaacaa taatttttga acgctgttgc tgtgggactt ttctcatcgt 
tttttattcg
      841 ttaaatgcga attgaatgcg aataattatt catattagcc tatttattat 
tcagttcaat
      901 aagtaagtaa cgatatgcaa atgattagcc cgactcgact tgcttctttt 
aatgacatgc
      961 aagacagtaa tttctttact cagtttttaa atatctgttg tgaaaaacca 
gtacaaccaa
     1021 gctatacgga atatgtgtct ttacaacatg ccctttatga aggggatatt 
gaaatggaca
     1081 aggtgattga ttggattatg caaaatccca aagatcaccg aataattttt 
gagaagatat
     1141 tatttcaagg ccgtgatgaa ctctctgagc ctatacctac tgagttagag 
aatttcttta
     1201 attacattga acaaaagcct gaatggttag atcagcgcca aatcgatgag 
gctgttaaat
     1261 ttacccatcg tttaggaata aataatggtt ttattcttag agatttatcc 
ttaatggcgg
     1321 gatatttata tccaggattt aatcaacccc taattttaac gggtgcatta 
aaaaaagaag
     1381 cgggaacacg tttagcagaa accacaaaat ggtgggtgga tattactgaa 
ccccaagggc
     1441 tttctcgttt gagtgcaggt tttacgtcaa cgatttatgt tcgctttatt 
catgcactcg
     1501 ttcgccggca attaaaaaag tctgaccgtt gggatagtga ggtttgggga 
attcctctta
     1561 atcaatttga tttagcaatg actaatttgg cttttagcag tgtcgtttta 
ctcggtatta
     1621 gagctttagg tatatggcca acaaaacaag aggcaaagag ttttttacat 
ttctggcgtt
     1681 atgttggttg gttaatgggt attgatgaaa aatggcttat tcagtctgaa 
cctgagggtt
     1741 ggaggttact ttactggatg cagtttgctc atccccgctc cgatcacagc 
agtattgaat



     1801 taggattgag cttgtcgaaa gaaccttttg agagaaaata tctgcattta 
cgctctttac
     1861 agcagaaact tgcttatcga caacatttag aacttaccca attttttatt 
ggtaagaaaa
     1921 gaatgaaact actcggattg cctcagcaat ctgcctcatg gtttgcttat 
tatttaattg
     1981 tgcgtaattt actactttat aatggcgcaa agctttcacc aaaagttgaa 
aagtttttat
     2041 ctaaatcagg ccgtaatata caaaaacttg gcttaacgct ttatcagaat 
caaggtaagg
     2101 caaaaacctt agcaagtatg catcaataat tctggaatct aaaaaagcaa 
aaaatggaag
     2161 cccgttatcc agacttccat tttcaactat taagaacctt attgagctga 
tgaactatgc
     2221 atttcagcgt gattcatttg ctcatgtgac tccatcatct gcttcttttt 
ttgacttggc
     2281 atgtagtcag gctcattgtt gatggccaag taaaaaataa tcataaacaa 
tacactcaag
     2341 atagaagcca caataagtaa cttccatccc caccaagact gttcaggcga 
taatttatta
     2401 gtcatttcat ttctctcatt aaattaataa tttcagttct ttaattcgct 
aaagcttatt
     2461 aaaacttcat actcatacga acccagtaat ttcttccgat attgttaaac 
tgctcttcgc
     2521 tcgcaaatcc aaagcctgca ctacccgctt tatttaagtg ttcggtatag 
gtcttatcta
     2581 atacattatc aatgccaaca gagacatcaa tatctttacg aaggttataa 
cttccgttta
     2641 aagaaagtgt tgaaaaacct ttacttggtt ttaggtcata tcccacgata 
ttaccttgat
     2701 gtagactcac acgtttttgc tcagcaacag ctcgccataa cagacctaag 
ttatatttgt
     2761 cagccacata gcgaatattt aaacgacctt ctaaaggtga aatttgaggt 
agaggtttgt
     2821 catctgtggt gtttttgccc cacgcataca tcgcactcaa atctgcctga 
atacggtcag
     2881 tgaattggta cccaataccc gcttctgcac cagcgatggt tgcatcgaca 
tttttggctc
     2941 ccgcagtaat atcatggctc atatcatgtc catccattcc catacttggg 
tgatggtggt
     3001 aactcattaa tatgtagtca tctactaaac ctgcataggc agaagcccat 
gtgtttaaag
     3061 caccatgttg ttgctgaaaa cccaggtcca actgtagtgt tttctcagga 
ttcacaccgt
     3121 taaaagtatt ggttgaaccc gcattaccat gtttaggcga gaaaagttcc 
caataatcag
     3181 gcatacgctc tacataacct aaaccaatat aactttttag gtcatgctca 
ggatgttgat
     3241 tttcccagcg aacaaatgcg cttggcaaag tcttttcaag cttcgtgtta 
aagccttttg
     3301 cttgagaatc agtacgttca tcttcaactg tgactcgatc taaacgtgca 
cctgtaacca
     3361 gcttattttg atcgttccat tgataaccaa gttcaccaaa agcgccgtat 
gattgaaaac



     3421 gcatatcttg acgatatgga acattcatag aaggcattgt tggcgatgac 
atgctgccac
     3481 catgtttatt aaattgagag tcaacgcctg tggtcaaact ccatttgttc 
cattcagaag
     3541 tcattgccaa acgtgagttt aatgtacggc gtgtcacttg catggccatt 
gcatttggca
     3601 tcagcatggt cataccacca tgattcattt caactaatgg tggtgtacgc 
aagctaaagt
     3661 tatccataat atggtcgtta tagctatagt tcacttgccc ttcaattttc 
ttgatcacat
     3721 cagtgatatt tttcttttca aaacgaagcc ctaaactttc acgcgcaaac 
tgagaaccat
     3781 ccattgaacg tccagcataa agcgattcac catcagattt cccacccgtg 
atttcgaccc
     3841 acgtgttttc atctggagta aagccaagcg ctacatcagc attccacttt 
ttccatgctg
     3901 atggcacggt attgccatca ccatcttgat aactattcga ttctgaacgg 
ttggcattta
     3961 aacggatata ttttttctca tcgccaatgg ccgcttcaac attatggtca 
atacgcccat
     4021 atgaacctag caagacactc gcttgaccgc gataaggttt ttcagaagta 
agcttttcag
     4081 gctgacgttc aaatagaact gttgcagctg aaccagtatt ggcatattga 
accgtttgtg
     4141 gtcccttaat cacagaaatc cggtcataac tttctggtga aatataagaa 
gttggagcat
     4201 ccattcggtt tgggcaggcg cccaagttct ctgtgccatc cgttagaatt 
ttaatacgtg
     4261 aaccaaacat acctcggaat gtcacatcac catttgttcc accgctttga 
attgaattaa
     4321 aacccataat actttgcaga tagtctgcgc catctgtggc agggactggc 
tgaatcggtt
     4381 gctttggatc tgcgtgtacg atcaaaccgt ttgcatcatt gccttgctgt 
gctgtaacaa
     4441 caataggtgc taatgaatga agtgtgttgg tttcggcatc atttttttct 
gattcggcaa
     4501 acactagacc cgaatgagag acagcaagca tcgcaaccca taaaggttgt 
agtaaaaatt
     4561 tagaatgtgg cattttttat acgctctaaa acataaataa agtgatatcg 
aagtcagtta
     4621 agaccccaac aaaaattgct tttatttatg caaatagagg cggcgcacgt 
ccttgcggga
     4681 gtaggaaaag tcgctgtagc gcaaagtaaa catgccggaa agcttgttga 
tacgcgacta
     4741 agcgaacttg tatacgaaca agcacctctt ttacgccaaa ttcaggtggt 
aaaaccagat
     4801 tggcataaac ggtacaatat tgacactgat ggttcgcatc atggtgatca 
tgatggtcag
     4861 gtacttgtgc ctgttcgata tgatgctggt gatgtgaatg gtgcatggca 
tgtgacatgg
     4921 cttccgactg tgctttaggt ttaagcaaag cacgggtaat agtttcacag 
accggagcaa
     4981 tttgatattg cttcggtaat agcggctgta gaaataccgc aatctgtaaa 
aatactgctg



     5041 cacaggcaag cagcaaacca ctacgaaaaa ccaaaaatca catccacact 
atattggtgt
     5101 ttgaaaaata ttaacgtttt accgcaactt tttcacgttc gcgttggcga 
acaatttttt
     5161 cgactttttc acgcgcacgc tgacgcttaa gtggcgacaa ataatccaca 
aacaatttgc
     5221 catttaagtg atccatttca tgttggatac aaacagcgag aagtccgtca 
gcttctatct
     5281 caaatgcttg accttcaagg ttaattgcct caattttcac gcgtgacggg 
cgatcaactt
     5341 tgtcgtatat ttgtggcact gatagacagc cttcttcgta cggctgcgtc 
tcttcagtca
     5401 gcggagttac tttggggtta atgaaaacca taggttcatc tttagattca 
gacaaatcca
     5461 tgacgataag ctgaatatga cgatcgacct gagaagctgc taaaccgata 
cctggtgccg
     5521 catacatggt ttcaaacata tctgctgcaa gttgacgaat ttcatcagta 
acttcttcaa
     5581 cgggcttagc aatggtacga agacggggat caggaaaact taaaataggt 
aataaggcca
     5641 tactgtcgtc ctcacttatg ccattgattg aaaaaccaaa tgaaggaaat 
acttcatcga
     5701 aaaattgtgt gtaagccgcc cattataacg caactgcaca cataattttt 
aggaattatc
     5761 ataatgaaaa aggtttttga cggcatggtt aattttcatg ccttggggat 
aaagaagcat
     5821 ttacttgctt tggcgctctg tacaggtgtc acaatcggta cgatagcaga 
ggttcatgca
     5881 accagtccga accataatcc accctcactt aaaagtaatg cacccaatgt 
atatgttgta
     5941 aaacgtgggg atactttatg ggatatttca ggacattttc taaataaacc 
atggcgttgg
     6001 cctgaaatct gggcgagcaa ccaacatgtt aaaaatccac actggatcta 
tccgggtgac
     6061 cgattactat tatgtaacct agatgggcgt cctttagtcg gtaaagatga 
gggcgatggt
     6121 tgtgtcggta ttattcgccg ctatacaggt caaaccacaa acctacaacc 
acaagttcgc
     6181 gtcgaagcat taaataatag cgttccggtt attccacttg aacatattaa 
acagtggtta
     6241 gagaacagta ctattttacc agccgactca attaccaaca caccttatat 
tgttggtaca
     6301 gccgatcaac gtgttcttgc aggaaaaggc cagactattt atgcacgagg 
acaaggctta
     6361 attaatgggc agcgttatgc agtctaccga gaaggtgaac cttactattt 
cacagacaat
     6421 aaaggtaaaa agcatagttt agggattgag ttactacagg ttgcttcagg 
tgttgcggta
     6481 tcttctgaaa aagatattac tacattagaa ctaacagata gttataacgc 
tgaagttcgt
     6541 cgtggtgatc gtgttatgcc tgaagagcaa gctactttgc caacattatt 
ttacccagta
     6601 gatgcgaagc aagtgacgga tagtggcaag attattcgtg tcatgggttc 
aattggtaga



     6661 gctgcaaaaa atagtgtagt gactttggac cgcggtacaa cccaaggcgt 
tcaagtaggc
     6721 caagtttttg atattaccca acaaggtgaa tcaattcgcg accctaaaac 
caaagaagta
     6781 attcaacttc ctggccaaca aattggcagt ctaatggttt ttagaacttt 
tgatcagcta
     6841 agttatgctt atgttttaga gagcgattta ccaattaagg ttggttcaag 
cattcagcca
     6901 cctcaattta atgattaatg ctggatgtac cttttacaat gctcactcaa 
ctttcttcac
     6961 accactacca cacacttaaa gtgtggtatt tggtgcagca ctctttagtc 
agctttaaaa
     7021 aaattattga ttattttgga aattgtgaaa aagccactca acctgatggt 
ttagcaaagt
     7081 ggtcctctct ggggctacat gctaatcact taaagcgtgt aaacgaattt 
caaacgcccc
     7141 aaggtcaagc gcagtttgaa caacttgtac aacaagttcg tcagcatacg 
gattttattt
     7201 taacgccgga tgactctggc tatcccactc aattacttcc ttatacagat 
cacccaccta
     7261 ttatttttgg gaaaggtcaa gcgcaagctt tattgcaacc tcaaattgcg 
attgtcggta
     7321 gccgaaagcc aagcccacat ggacgacagg tcgcttatga ttttgcttac 
tacttaagtg
     7381 aaaagggctt tttcattagt agtggtctgg cttatggcat tgatgaagcc 
gctcatcaag
     7441 gtgcatctac tcatcaacgt accattgcag tgacgggtac gggcttagac 
actacttatc
     7501 cagctcaaaa taaaaaactt gcagaacata ttttggctca aaacggcgcc 
attattactg
     7561 agtttttacc gggtacaccg ccattacaac agcattttcc acgtagaaac 
cgaattgtca
     7621 gcggtttgag tttaggcgtt ttggtggtag aagcgacatt aaaaagtggc 
tcactcatca
     7681 cggccaataa agctgctgaa caaggtaaaa ccgtattcgc gattccgggc 
catatttata
     7741 gcgagtttca tcaaggatgc catcaactta tccgtgaagg tgcaatttta 
atcgaccatc
     7801 ctgaacagat tattgaggat cttgctttac caacccaatg gcaaagtcag 
caacaaaatc
     7861 aaactgaaga agctaatacg aatactccag aaattcctga gcatttgatt 
gacctttatc
     7921 agtctttaga ctgggtggga caaaatattg accaacttgt agttcaccat 
aatattccag
     7981 tttctgaact gacctcttca ctaatggaac tagaactact cggtttatgt 
atgcaacaat
     8041 cagggctgta tttacgttgt cgttcttagt attagagcgc acaatagcga 
ttctgtttga
     8101 ttgaaaggaa agtattacca tgattacgac ctcagtgacc gaagcagccg 
aatgtttaca
     8161 acaaggtcaa gttttggcat atccaactga ggcagtctgg ggactaggct 
gtgatccatt
     8221 taatgaacaa gcttttcaaa aaattcttga attgaaacag cgtcctattg 
aaaagggcgt



     8281 cattttattg gctggccata ttagtcaagt agaacatcta ctaacttcct 
taccgcaaac
     8341 tactcagcaa gaaattattg attgctggac aaaccatcaa ccatcagaaa 
gagccacaac
     8401 ttggctatta cctgctgatc aacacatccc ctcatggatt aaaggcgagc 
atcctcttgt
     8461 tgcagtacgt gtaacgacac atcctttatg tgtcgcttta tgcaatgctt 
ttcatggttt
     8521 tattgtatcg acgagtgcca accctagtgg acaagaacct gcacattctt 
tacaagatgc
     8581 ctgccaatac tttggttcac aattaaacta tctcaatggt gatttaggcc 
aaagccaaca
     8641 gccaagccgc atcattaacg ccttaactgg tgaagtgata cgtccttaat 
tccagacaaa
     8701 aaaaagctca gttatatagg gataactgag cataaaaaag gatgggtata 
taccacatcc
     8761 agagggtttg gatatctctg gaacgaaaga aaaattgctt aaaagagcat 
ctttcgtagt
     8821 ggtcgctatt atgtggcaag agacttaatg tgagaaatat attatttctc 
taaaaaaagc
     8881 atgaaaagtg tagggaattt ggcgttttta gcagttgaat taaaattata 
ttaatatttt
     8941 tattggcctt ttttaatatt tatgttacac aatcttttca taaatatatt 
tataaatcat
     9001 atagaaaagc ttagattgat aaaaaactgg catattttca tcactttttt 
taaaaatatg
     9061 ccatagtttt tttatgattc ttaattttgc tctggcaaaa gatctgattt 
tttagaatta
     9121 accttctttt gtgccatgat aatgcccacc agaatcataa ttccgccgaa 
ggtgtgatat
     9181 atggtccatt gttcagataa ccagatactt gcaataatgg cggtgaacac 
tggcacaaga
     9241 ttcataaaga tactggttct atttggccca agttgttgta cggctaacat 
ccaaactagc
     9301 ggcgcaatga gtgaagcaaa tacaccggca taaattgcac ttggcgcatt 
ttgtgcattt
     9361 aaggcatcca gaccaaacca gaaaattaaa ggaagatgga acagcacgga 
aaacccaatc
     9421 tgaacgtata agcttgtcat aattggaagt gggagctgcc atttctttaa 
gaaaactcca
     9481 taaaatgcat agaagaatac ggcaataatc atcaatgcat cgccaaggtg 
cccgccacca
     9541 cttaaaagct tattaatatt tccttgggac ataacgtata gcagaccagc 
aaaagacaaa
     9601 atactgccaa aaactgcaaa gcgattaggc acatctttta aaatggcaag 
cgaaacaaag
     9661 atcgtaaaga tgggaataaa tgcattcaca atccccatat tggttgcact 
agtataatgg
     9721 gcagccgtat aagccaagcc ttgataaagc accatcccaa atgcacttaa 
cacagcaagc
     9781 ttaggtaaat agggtattac tagtcgtctt tgtctccaaa cagacaaaaa 
cataaatgga
     9841 gtcaaaataa taaaagcgat taaccaccga taaaagctga tacttaccgg 
agaaatatag



     9901 tccgagacat agcgggtgac tacaatattt aaagaccaaa tcagtactgc 
cagaatggga
     9961 aaaataaatg cccatttgtg atatttcatg acctgactca tagtaataca 
ccaactacaa
    10021 aagagacttt attttgaaga atgtcttaat aaattgaaat atcgtatttc 
cgacattgat
    10081 attgaactta agacatcatt tattttttaa aataatgtcc aagctttcat 
ggcatgttct
    10141 accactttat gtaattgttc ggtacttgca ccatctctgg cctgaatggt 
aagcccctga
    10201 ataacagtcg cataaaaatc agtcatttct tgtagagggg cattagtagg 
caaatcgccc
    10261 tgctctacac cttgttcgag acgttttaat aatttttctt tggtctttat 
tcgcttatct
    10321 aaaagatttt gctgtacctc ttgtgtggca tcagaacagt tcatagcagc 
aactaccaac
    10381 atacaacctg ctggcttatt aggttgaacc aatcgtttta cattgtcata 
aagatataac
    10441 tcaaaagcaa tttttgcagt ttttgcttct aaaaatatcg tttcaatagg 
acatgcttca
    10501 tgagcgagat agtagtcaat acttttgtaa aacaaacctg ccttatcgcc 
aaaagcactg
    10561 tataggctcg gcgctgtaat ttctaaagca tgtgttaagt cactaataga 
ggtggcttca
    10621 tagccatgtt cccaaaaaag taacatagct ttctctaaca cttgctgctc 
atcaaagcat
    10681 ttagggcgtc cacgcttctt ttttaacgtg tcctcattaa caagatctgt 
ttcatgccta
    10741 tttgtcataa agatcacatc tatttttata acaatcgtta ttaaattaat 
tgacgttcaa
    10801 ttttttatca actattttat tttcataatg atcgttagtt aattataaat 
ttgcctttct
    10861 tcacttcgaa tttagcaaag taaggatttc tttatggacc aatctactac 
ctctaaagca
    10921 cgacccatga cttccacaca agggagctgg tttgctattt tggctgttgc 
catcgcagcc
    10981 tttgccttgg taacgagtga atttttacct gttggtgtct taaatagcgt 
tgcagccgat
    11041 ttacacattt ctgtaggtac agcaggtctt attattacag tacccagcat 
tatggcagcg
    11101 attgcagccc ctctattacc cgtttcagta aagcaactcg accgtcgtta 
tgtgcttatt
    11161 ttactgactg ctattatggt gattgccaat accattacgg cttttgcaga 
aaactttcat
    11221 gttttattat tgagccgttt gattttaggg atttcaattg gtggcttctg 
ggcaacagca
    11281 attgccttaa gcggtaagct cgcacctgca aatttaccta ttgccaaagc 
aactgctgta
    11341 gtaatggctg gtgtaacttt cgccactgta ctaggtgtac cgattggaac 
atggttaagt
    11401 gagttttatg ggtggcgcag tgcctttgga attacagctg ctatcggtct 
tgttgtatta
    11461 gtgcttcagc ttattttctt accaaaactt ttaccagagt cagcaataca 
tattcgcgat



    11521 ttacctgcat tattacgcac acctaaagca cgtagcggca tgcttattgt 
tttattaatt
    11581 gggcttgctc acttctgtgc atatagttat ttagcccctt tctttaaaaa 
tgtagccggg
    11641 tttaatggca caactattag ctcattatta ttgctttacg gaatagccgg 
tatttttggc
    11701 aatgcatttg cagggtacag tggtaattta aatgttcggt ataccttagc 
tttcgttgga
    11761 acatgttttg ccattgtatt ctttggcttc ccaatctttg ctatccatga 
gtttggtgcc
    11821 attgtcctta cagcattatg gggcttcgca tttggcgcat tccctacctc 
tgccaatatt
    11881 tggatgtttg tacacgcacc tcatgctgta gaaaaaggta tgccgctttt 
tgttggtatg
    11941 ttccaagtca tgattgctac aggatcatta ttaggtggtt atgtagttga 
tcatttcaat
    12001 gaaaatactc taatttatgg ggtattaagc ttcgttgcct tagctttaat 
tagtacattt
    12061 accttagcca aaggtttaaa caatcccaaa gcaacatgtg aaaattagaa 
tattacttag
    12121 agtagaccca tgaaaaatga ggaccaacaa ttttctttat tagagagtat 
agaagttcat
    12181 gaatttctat acgagaaaga agatattgtt cgtcctcatg cttcactatg 
gggcgatttc
    12241 aattttagtt taaatggtat tttagaaata caggtagaag agcaaatata 
cttgtctcct
    12301 ccaagctatg ggctttggat tccccctcaa acggttcatc aatctaccca 
tatcgatcat
    12361 gaaattcatt atatctgcat tcgtttacat cctcggcttt gctctatttt 
aggagatatc
    12421 tgccgatgct ttagtattca gcccttcttt cgaaccttag ttttacaaat 
attggaacag
    12481 caaaaacaaa cggaaaagcc tgaatattta gaacatcttt tacaggtttt 
attcgatcaa
    12541 ttacaacaag cacccgccta ttctcattat ttaccacaaa cacggcatcc 
tgttttactg
    12601 ccaattttag aaaagctttc agacccatta ctttttaatc tctctttaca 
gcagctactt
    12661 cagaactttt ctgtcagtga tcgtcattta ttacgcttaa gccaacaaga 
actacaactt
    12721 tcactatccg aatggcgtaa tcgagccaaa attgtttacg ccattcatca 
gatccgtcaa
    12781 ggaacaccga ttaaacgcct agcatacgat ttaggatatc aacacagctc 
aagttttatc
    12841 gaatttttta aaagatatac aggccaaaca cctgttcaaa tcagaaataa 
ttagatagta
    12901 aaactgcttt tgtatatctt tttatttttt gaacacgaat attattgcac 
tactcaagaa
    12961 tagcagttaa aacaaatgcg ttacttgata tcaattacaa tcttcaggaa 
agactcatga
    13021 ctcaatctgt atatcatatt ccagtaaaag ctatttcagg cgaaacggtt 
gaccttgacc
    13081 aatataaagg gaaagtttta ttaatcgtaa acacagcgtc taaatgtggt 
ttaactccac



    13141 aatacgaagg tttagaaaag ctgtatcaag caaagaaaga tcaaggtctt 
gaaatcttag
    13201 gcttccctgc aaacaacttt aaagaacaag agcctggttc ggatgaagaa 
attcaacagt
    13261 tctgctcatt aaactacgat gttcatttcc cacttttctc taaaatctct 
gtagctggcg
    13321 aagataaaca tccactttat caagtgctaa caacagctca accagaacgt 
attggagaag
    13381 gtcctttccg tgagcgctta gaaggtttag gtattcctac taaccctgcc 
cctgaagtgt
    13441 tatggaactt cgagaaattc ctaataaata aaaacggtga agttgttgcg 
cgttttgctc
    13501 ctaacttaac ggcagacgat gaacaaattg taaaagcagt tgaagcggaa 
ttagctaaat
    13561 aatttttgca tcaaactaat aaaaggagtg ctatagcact ccttttttat 
tgtctactca
    13621 aaatgttgtt catttgcaac aataccttat ttctacatat tttatgcata 
tagtacctac
    13681 ttgcttcagt tggtattgtt tgtagttatg aaaaaagttt tacaaggtgc 
atttttccca
    13741 tttgtgattt ttgcttcagg tatgttgtta cttggatgtg atcaggcaca 
agaccatgca
    13801 aaggaacaag aatccgttca gactaacgat caaatatcag aacaagctga 
tgactctcaa
    13861 caagaaatca cagctacaca aaataaaact gaattaaaaa atggtaatgt 
tttttatatc
    13921 gttcgtgatg ccgctaactt acagttaaag gctggcgact atatcgaaaa 
gctcaaggac
    13981 actcaacttg acgttgaaca agccattcaa gataaagatc agcatgagct 
aaaaacaact
    14041 gtgacgactt tgaaagcaca gttagaaggt ttaaaccaag ctttacttgg 
tttagatatc
    14101 agaagtcagg aagttgaaaa tatccgtcaa agcctactac aggcaaacca 
gcaagcttta
    14161 agcatgcctt tattaaatgg gaaattagag caaattaatt tcgaccaaat 
tgaaaagcaa
    14221 cttaatacca tccaaatgga tatggtcaag ctcgctgcta tgattatggc 
aggagatgaa
    14281 aaatcagatt caaaagctga ttcttaattt tctttttagc aataaaaaaa 
gccaccgaaa
    14341 ggtggctttt tcaatctcga accgcgtctt attgagcgcg gtttttgatt 
ttacggatag
    14401 tttcaagctg tgcagcggtt tctgccaagg cagccaacgc agcagctgag 
tccaaatcac
    14461 tcttttggtt tgcaagcaat tgttcagcat ttttacgtgc ttctaaaatt 
gcagcttcat
    14521 ccaaattgtc agcacggatt gcagtatctg caagaaccgt cacaacatga 
ggttgaactt
    14581 ctaaaacacc gccagataca tagacgattt cttctgtacc attttccaac 
agaacacgaa
    14641 tcgggcccgg ttgaagcaag gttacaagtg gagcgtgacc aggcaaaata 
ccaagttcac
    14701 cacctgcacc tttcgcgatt aacatcgtca ctgcgccaga gtaaattgac 
tctttaacac



    14761 ttacgacatc acattgcata gtcgccatga gatgatctcc ttaaattaga 
gtttctcagc
    14821 tttagcaatc acttcgtcaa taccaccaac catatagaac gcttgttctg 
ggatgtgatc
    14881 gtattcacca gctaatagac ctttaaagcc acgaatcgtt tctttaagtg 
gtactaattt
    14941 accaggagca ccagtaaata cttcagctac gtggaatggt tgagagaaga 
aacgttggat
    15001 tttacgcgca cggtaaacaa ccaatttatc ttcttctgcc aattcatcca 
tacccaagat
    15061 tgcgatgatg tctttaagct ctttatagcg ttgcaatacg ttttgtactg 
cgcgcgcaat
    15121 ttcatagtgc tcttgaccaa caactaatgg gtctaactga cgtgaagttg 
agtcaagtgg
    15181 atcgatcgct ggatagatac cagaagatgc gatgtcacgg ctcaatacta 
ctgttgcgtc
    15241 taagtgagca aatgtagttg caggcgatgg gtctgttaag tcatcggcag 
gtacatatac
    15301 tgcttggatc gaagtgatcg aaccagattt agtagatgta atacgctctt 
gaagaacacc
    15361 catttcttct gcaagtgtag gttggtaacc taccgcagat ggcatacgac 
ctaacaatgc
    15421 tgatacttca gtacctgcaa gtgtataacg gtagatgttg tcgacgaata 
ataatacgtc
    15481 acgaccttta ccgttttcgt ctttttcatc acggaagtat tcagccatag 
tcaaaccagt
    15541 taacgctacg cgtaaacggt tacctggtgg ctcgttcatc tgaccgtaga 
ccattgctac
    15601 tttgtcaaga acgttagaat ctttcatttc gtgatagaag tcattacctt 
cacgagtacg
    15661 ctcaccaaca ccagcaaaca cagataaacc tgagtgtgct ttcgcgatgt 
tgttgatcaa
    15721 ttccatcatg ttaacggttt taccaacacc agcaccaccg aataaaccaa 
ctttaccacc
    15781 tttcgcaaac gggcaaagta agtcgatgac tttaatacca gtttctaaaa 
ggtcagtaga
    15841 agctgcttgt tcagcataag aaggcgcttg acggtgaatc ggcaaacgtt 
cttcagtcgc
    15901 aacaggacct gcttcatcga taggacgacc taaaacgtcc atgatacggc 
caagagtggc
    15961 tgtaccaact ggaacagaga tcggtgcgtt tgtgctagtt acagtaagac 
cacgtttaag
    16021 accttctgta gaacccattg cgatggtacg aacaacacca tcaccaagtt 
gttgctgaac
    16081 ttctaaagta gtttcagtac cgtcaacttg gagagcgtca tagatctttg 
gaacgcttgt
    16141 gcgctcaaac tcgacgtcga taaccgcgcc gatgatctga atgatacgac 
cgctactcat
    16201 tgctgtctcc tcaattcaaa cttaataatg ttaaacggca gcggcaccac 
caacgatctc
    16261 agagatttcc tgagtaatcg cggcttgacg cagcttgtta tagatgagtt 
gtaagtcttt
    16321 gataagctga cctgcgttat ctgtcgctgc tttcattgcg accatacgtg 
cagattgctc



    16381 acatgcgacg ttttcaatca caccttgata aaccatagac tcgatatagc 
gaactaataa
    16441 accatttagc aattcttctg cttctggttc atagatgtaa tcccaaccat 
aagtacggtt
    16501 gaggtcatcg ccttcttctg ctggtgctaa aggaacaagt tgctcaactt 
taggcttttg
    16561 tgtcattgca ttgacgaaac catttgatac gagatagata cgatctaatt 
cgcctttatc
    16621 aaatgcatca agcataactt gcactgagcc agttaactgt tccaaactag 
gggcatcacc
    16681 aatttgagtg gttgcaccca gcactttacc gccgtaattc ttaaaaaacg 
aaaccgcttt
    16741 ttgaccaatc aaagcaaatt gaacttcaat tgactgctct tgttgtgctt 
tgacatgctg
    16801 cacaactttc ttgaacaagt taatgttcaa accacctgcc aaaccgcgat 
ctgaagatac
    16861 aatgatgtaa ccaacacgct taactgggcg gtccaccata taacggtgtt 
tgtattcagg
    16921 gtttgcttgt accaagtgag caattacacg gcgcatatta tcggcatacg 
gacggccctg
    16981 agccatgcgc tcttgcgcac gacgcatttt tgaagcagct accatttgca 
tcgcgcgagt
    17041 aatcttttgc gtgctcttga tactagctac tttggcgcga atttctttta 
aatttgccat
    17101 acgcttaacc tagtattcga aagccctttc gagcttccga aggttgatcc 
gtgaaccaaa
    17161 cttaactaaa actgaactta gtaagtttga gtcgctttaa agctttcaat 
accagctttg
    17221 attgctgctt cgatgtcttt gttgtagtca ccagtttcat cgatttgttt 
catcaacgga
    17281 gcatattctg aacggaagta agcaattaac gcagcatcaa agtctacgat 
tttcttaact
    17341 tctacgtcag ccatatagcc ttcgttagat gcataaacag aaacagcttg 
gtcagcaatt
    17401 gagtaaggag catattgttt ttgcttcatt aactcagtta cacgttgacc 
atgttcaagt
    17461 tgtttacgag ttgcttcatc aaggtcagaa gcaaactgag caaacgcagc 
caattcacgg
    17521 tattgcgcta aagcggtacg gataccacca gacaattttt tgatgatctt 
agtttgagca
    17581 gaaccaccaa cacgagatac agagataccc gcgttcacag caggacggat 
acctgcgttg
    17641 aataatgatg tttctaagaa gatctgaccg tcagtaatcg aaattacgtt 
tgttggtacg
    17701 aatgcagata cgtcacctgc ttgagtttca ataattggca atgcagttaa 
agaaccagtt
    17761 ttaccagtta ctgcgccatt agtgaatttc tcaacgtatt cagcagatac 
acgtgaagca
    17821 cgttcaagaa gacgtgagtg aagatagaat acgtcacctg gatacgcttc 
acgacctggt
    17881 ggacgacgta aaagcaatga aatttgacgg taagcaacag cttgcttaga 
caaatcatca
    17941 taaatgataa gagcgtcttc accgcggtca cggaagtatt cacccattgt 
acagccagag



    18001 tacggagcta aatactgcat tgcagcagga tcagcagccg cagcagcgac 
aacagttgta
    18061 tacgccatag cgccagtttc ttctagctta cgtacaacgt ttgcaattgt 
tgattgtttt
    18121 tgaccaatcg caacgtatac acatttaatg ccagagtttt tctgagcgat 
aatcgcatcg
    18181 atcgccattg ctgttttacc agtttgacgg tcaccaataa tcaactcacg 
ctgaccacga
    18241 cccacaggaa tcatggtatc aactgattta taaccagttt gaacaggttg 
gtctacagat
    18301 tgacgccaaa ttacacctgg tgctactttt tcaacagcat cagttaattt 
tgcatcaatt
    18361 gggcctttac catcaattgg gttacccaaa gcatctacga cacggccaag 
aagttcagga
    18421 ccaactggaa cttctaaaac acgacctgta caacgagctt tttgaccttc 
ttgaaggctt
    18481 aggtagttac ctaaaacaac ggcacccact gaatcctgtt ctaggttcag 
tgccatacca
    18541 aataagccgc cgtcgaattc gatcatttca ccgtacattg catcagcaag 
accgtgaata
    18601 cgcacgatac cgtcggatac cataacaatg gtaccttcgt ttttagcggt 
cgcgctggtg
    18661 tccagatctc cgatacgctg tttaatgagc gcactgatct cggatggatt 
cagttgttgc
    18721 attgcgctat tcctcaatct tttattagtt cagtcttcat catttgcatt 
atgcaagaag
    18781 acgagtacgc attttttcaa gcttgttaag cgcagaatca tctatcactt 
gatcgcctgc
    18841 acgaattaca acacctgcaa taagctcagg tttaacttca actgaaacag 
ttactgtgct
    18901 gttaaaacgc ttttctaaag cagatttcaa cagttgctct tgttcagcag 
ttaacgggaa
    18961 agccgattca atcacgacat ccacattgtt gttattctgt gatttaagct 
gttcatattc
    19021 tgctgcaatt tcaggtaaca acactaatcg atcgttatct gcaagaagtg 
tcaaaaagtt
    19081 agacactgct tgagactgat cttcacctaa aactttagca aaaagcttca 
cttgctccgc
    19141 aggagtaagt tcagggcgat ttaaataagc ggaaaatgct tcgtcttgca 
ccgcagcact
    19201 gagcactcgt aacgcattcg accaattgtc tgttgcacct tgctcagaag 
cataagcaaa
    19261 tgctgctttg gcatacggac gtgccaacgt caagagttca gccataattc 
gcctcgctta
    19321 aagtttagca gccagctgag acagcatggc gttatgagct tctgcatcaa 
cttgttggtt
    19381 caggatcttt tctgcaccag ttactgccaa ggcagctact tgttgacgta 
attcttcgcg
    19441 agcagaattg atttcctgat caacagcttc tttagcctgt tgacgaatac 
gctcaccttc
    19501 agccgcagct tgagtacgag cttcttcgat caattgcgct gcacgacggt 
tcgcttgttc
    19561 gatcaattga gccgcttgtg ctttagccgc atcaagctct tgctttactt 
gcgcttgtgc



    19621 atcggcaagg tcagctttcg ctttttctgc tgcatttaag ccatcagcga 
ttttgcgctg
    19681 acgctcacta atcgcattga ttagtggtgg ccaaacaaac ttcatgcaga 
atgcgacaaa
    19741 aaacgcaaac gcaatcgctt gaccaatcaa tgtgaggttg atattcattg 
caattcctca
    19801 aatagtggat ttaggaatta agctgattaa cctacaaatg gattagcgaa 
gatgaagaac
    19861 aagccaatac caacaccgat cataggcaca gcatcaagaa gacccgcgat 
taagaacata
    19921 cgagtttgaa gttgtggagc taattctggt tgacgagcaa cagcttctaa 
aaagcgacca
    19981 cccaaaagac caaaaccaat cgcagtaccc aaagcaccga aagcgatcaa 
gatagcagat
    20041 gcaattgcaa ctagacctaa agtgagttcc atgaaaaatt cctcagaggt 
taggttatta
    20101 ccaaattaaa ttaaaaaaat tcagcccaac catcgtttga cagttaggca 
ataccattaa
    20161 tgtttttcgc ttgccatgct caagtaaacg atggtaagca tcataaagat 
gaatgcctgc
    20221 aacgtgatta caagaatgtg gaagatcgcc caaggcacag ataacgccca 
ttgaatccag
    20281 aacggcaata atgcgatcag gataaagatc aactcaccgg catacatgtt 
accgaatagt
    20341 cggagagcca atgaaatagg acgagcaagg aatgttacca attccaaaat 
caagttcact
    20401 ggaataagca acgcttttgc aactggatta cttgggttaa atgggttaag 
tgccaactcg
    20461 cctacgaaac cgccaacacc cttttcgcgg atgctgtaga acaagataag 
tacaaacaca
    20521 gataaagaca taccaagggt aatgtttgga tctgtagatg gaacgatctt 
gaagtaaacg
    20581 tggtgagggt ccataccaaa tacgttagca cccacaaatg cagcaacttg 
aggaatccag
    20641 tcaactggga tcaagtccat taagttcatg aggaaaatcc acacgaaaat 
agtgagtgca
    20701 agtggagcga ttaaacgtga tttgccatga aaagtatcac ggacacttga 
gtcaacaaac
    20761 tcaatgatca tttcaattgc agattggaat tttgttggaa cgccagcatt 
tgcagctctc
    20821 gcaactatcc aaaataacaa acagaaaatc acaccaaggc caattgacca 
acccattgaa
    20881 tccaagtgaa ttgcagtgaa ccccatcgaa tgagcttctt cagcagtctc 
agccaatttc
    20941 catgtaccat ctggcatttt gccataggtc atattggtca agtgatgctt 
gatatactct
    21001 gtcgaagtga gggcatgttc ttcagcagcc ataaatcaca cctggtcaat 
gtcaattact
    21061 aaaaagaagg gaaacgaaca tcggcgtact gtcgatatct cgccaccctc 
caaaaaatct
    21121 tcaattcttc ttgtttctat acccgttttt gtagacgtga cacccaaaaa 
ggagcaaccc
    21181 acgacatcgc ttgaacgaga ataaaaccaa acagcaatgc taacggtgat 
aaaggtttaa



    21241 cattgctcaa aatcaaaata aatccaacga tcatgattgc aaatttgcct 
aacatgcccc
    21301 tatacatgtt agacagcact tgtttagatg ctctcgcacc tgcagttctg 
aaggattgcc
    21361 acgcaaaata gctcgtagca agccagcaga ccaatgcacc aagtgccgca 
cttaatgctg
    21421 ctgtcatgtc ttttatgctc cacgccacaa gtgcggaaac agggatcatg 
catgcttgta
    21481 agaagaccaa agcttttgct aatcgtcggt caatcaagcg actagtttgg 
ctcattttta
    21541 tccactcaca gcataaatgc ttgacaagtt tagctgatga tcgcttttaa 
tcgcaggcat
    21601 tatagagtta cacccctgaa catgcaatct tttcccgact ttagtcgggg 
tttttcgtga
    21661 caggtggtgc tgacgctaca gtcagccttt gtttactttt tatctcactt 
ttgcgtattt
    21721 aatacacatt tatcagtttt tatcgccagt ttcttccatg ctgttacaaa 
attatcttca
    21781 ttattcatac tttcatcaac gggttggaag gtaatactac ccagtttttg 
atattgccct
    21841 tttgttgtaa aactttctgc aagtaaacac atctgagctt ttggtcgact 
atcattaagg
    21901 tactttattt gtgccgctgt aggagctaca tgcggatcat ccgttaaggc 
acccgcaaac
    21961 tttaagttta gcgaacgctc caaatattga taagcatcat gataagacca 
atacggttta
    22021 ccgttgcttg agctatcgta agcttgagcc gcctgtaaca tatttcgtgc 
aaatgtattc
    22081 gcattattcc aatacttcgc tttgttttca ggatgctgtt gtgaacgtaa 
agctgcaata
    22141 aaaaagccaa tacgtactgc attgtttggt tctagccaga catgcgtatc 
cacagtattt
    22201 ggtagcgcag ccccccgtgt attgcgctgc ggcaaaatag aaagaatacc 
gctatctaac
    22261 aaagcaattg ctttcttatt gttacttagc aatttgttga gcggagcttc 
atgagctttt
    22321 cctaaccaga tcactaaaga agcatcgtta attgctttac ggtgtgccgg 
tgttaactgt
    22381 acatcatgcc cactttgccc ttgaagcaat aactggggtt cttcaactcc 
tttggtaatt
    22441 tcttttgcaa tcaaatagat tgggtgcgta gagacaacca aaccctgact 
ccaacctaac
    22501 gtactcataa gagagaacat actgaaaaca aaaacgcgga acatgacaga 
ccatcaatta
    22561 gtaatagctc gaagcatgtt ataatataac aaagttacaa aaatacctaa 
gattaatcga
    22621 atgaagcacc gcttcatgct aatattccat taaaaatttg aggttatgtc 
tatgagttct
    22681 tgcatgcatg aacatcatga ttctttgcat ggtgtacatg atcaccataa 
tgtcgcaagt
    22741 cgtttagctg aagcagaaac tttatgtact gcggtcggtg cacgccttac 
gcctttgcgt
    22801 aaagaagttc ttgaactcat tttaaatgct tcaggtccta tgggtgccta 
tgacttatta



    22861 gcacgtatta aaagtcaaac agatcgccct gccgcccctc ctactgttta 
tagaacttta
    22921 gactttttat tagaaaaggg tcttattcat cgcttaacat ctattaatgc 
ttatatacca
    22981 tgctgtcacc cacgtgaagg tcatcaggct gcattcctga tttgtaccga 
atgtcacacg
    23041 gttaaagaag catcttcaca aggtctaacc caacaacttg accaacttgc 
agctttagat
    23101 gatttcgcag cacaacacag cattatagaa atttcgggga aatgccagca 
gtgccgcaca
    23161 gctcgctaaa tcctgtattg attcaacttg aacaggtctc tgttcatcgt 
gatcaacggg
    23221 atatattaaa aaaagttgat tttgccctgc atgaaaatga aattgtgacc 
ttaattggtc
    23281 ccaatggcgc aggtaaatca actttaatta aagttctact tggtatttta 
aagccaagta
    23341 gtggacgcgt cataagcaat aaaaaactaa aaatggctta tgtgcctcag 
aaatttaatc
    23401 catctcatag tcttccttta cgggtacaag atttattaga tcttgaaaag 
tgtagccctg
    23461 cccttcgtca ggaaattatt caagacaccg gtattgccaa actacaacaa 
tcaaaagttc
    23521 agcaactttc tggtggagag cgccaacgtg tactgctagc acgtgcttta 
cttagaaagc
    23581 cagatatcct cgttcttgat gagcccatgc aaggcttaga tattcaatca 
gaagctgagc
    23641 tttatgaata tgtacgtagt ctgccggagc gttatggttg tgctatttta 
attgtttccc
    23701 atgatttaca gtgggtcatg cagggaactc aacgcgttgt ctgtttaaac 
aagcatatat
    23761 gctgtagcgg cttaccagaa agtattcagc agcatcctga ataccaagca 
atattcggta
    23821 ctcagcgagt tttctatcaa catcatcatg atcactgtgc gcatggtgac 
gctgcacacc
    23881 cctgccctca caatagcaga cctcacattc acccggaacc ggaagcttaa 
gccatgatgg
    23941 aatggttaca attattgtta cccgcatgga ttatgggaac cttattagtc 
tttttgactg
    24001 caccacttgg ttgtctcatg ctatggagac gtatgtcttt ttttgcagac 
accatggcac
    24061 atggaacctt acttggggta gcaattgctg gtgctttaag ccttcccctc 
tggcttggcg
    24121 tggcaggtac agcaatttta ttagtcgcta ttttgtgggc cttacatgac 
aatcgtttac
    24181 caaacgatgc tttgcttgcc ctatgctcag caacattact atgtagtggc 
ctcctgttta
    24241 ttcaacatgt tccaagttta agaccggagc ttttaagtta tttgtttggt 
gacttactaa
    24301 gtattgattg gccagaccta cctgttttca cattaattat tgcggtatca 
ctcgccattc
    24361 tttatcgctt ttggcagcct caaattcaaa ttgccattga tccagacatt 
gcgattagtg
    24421 aaggggtaaa tgcgaaatgg cagcgtctca tttttatgtt actgctagcc 
ttatttaccg



    24481 tattagcttt acgtgcagta ggttcacttt taatgggggc actactggtt 
attccagcat
    24541 tgagcgctcg attactcgct cactcaccaa agcagatggt tatttgggcc 
tttgttttag
    24601 ctcaactcgg tgtcagtgtt ggcctatggt caagcgcagc acttaatatt 
tcgactggcc
    24661 tcagtattgt tttatgtatg gcgttgagtt ttgcacttat ctttatggtt 
caaaaaatca
    24721 aaaatcaaac tcaagcggcc taaatcaggc tgcttgatgg accgtactta 
gcaataacgc
    24781 tgcacaacta aacatgacag caaaaccacg gttcaaatat ttttgttgct 
taggagaacg
    24841 tagcaatctt aaaactttag aagctagccc tgtataacca gccattacaa 
tcaaatcaat
    24901 cgtaaccata gtggctgcca taatcaggta ttgtatccat tggggtttgc 
ttaaatctat
    24961 gaactgaggc aaaactgcca ataaaaatac gatggcttta gggttactga 
tattgaccac
    25021 aaatccattg aatagcagag caggaacaga tttatccttt ttttcgtgtt 
gaatttttat
    25081 gtcttttaca ggtgctgtcc actgcaaata ggctaaatac aataaatagg 
ctaccccaaa
    25141 ccacttaacg gcttgaaaag ccaacggtgt cgttgcaaat aaaacaccta 
cacctgcagc
    25201 cacaatcatg atttgaatta acaaggcgat ttgcaagcca attgcattcc 
agtagccatg
    25261 tctaaagcca taatttaagc cgctcgacat agaagcaata gcccctgctc 
ccggagaaat
    25321 actaatgacc caacaggcca acatataagc aaaccaaact tgcaaagaca 
tagcgaaaat
    25381 agacaataaa agtggaatta taccgtttta taaaactatc gcggcgataa 
ttcaaacaat
    25441 aaaatcaata aatagactac taacagctct tcgcatcagg cacaataatt 
aaagctcata
    25501 ctaaattata attgaggaga gatcttctaa tgactgctca atctgtcatt 
ttgccattac
    25561 catctgatca tgcccgtttt attgttcttc gtttaaaaga tctaacaatt 
gctgaattaa
    25621 aagaacaact cgaagcttta ttcgaaacac gtgaccgtct cattactcag 
cattcagacg
    25681 cgcaaattaa aacagcagtc gcttttggtc cagaactttg gaaacagctt 
tacagtcaat
    25741 ctcctgctgg ctttaaacaa cttgaaccag aaaatggtgc attcaacatg 
cccgtcgtac
    25801 cagctgatgt gcttatccac attgccagta tgcgttctga tatttgtttt 
gctttaagcc
    25861 aagcattttt tgaaggtatt aaagataaag ttgaagtttt ggatgaacgt 
gtttgcttcc
    25921 gttatttcga tggtcgcgat attactggct ttatagatgg tactgaaaat 
cctcaatttc
    25981 cagacgaccg cgcagaaacc gccctcctcc cagaaagtgc tggagtattt 
acagatggta
    26041 gtttcatctt tgcgcagcgc tatgcacacg acttggaaaa atggaaaaaa 
cttaaagtcg



    26101 acgcacaaga aaatgtcatg ggccgtacca agcttgaatc tattgaatta 
gatgatgatg
    26161 ttaaaccgga aaatgcccat gtcgctcgta ctgtcgttga agatgatgaa 
ggcgaagaaa
    26221 tggaaatttt acgtcacagc ttaccttacg gtgacggtcg aggtgatcaa 
ggcttattct
    26281 tcattgccta caccaaagac ctgaacatta ttgatgccat gttaaagcgt 
atgtttggta
    26341 caagtgggga tggcatccat gaccgcttac tgcacttcgt gacaccacta 
gacggcgcat
    26401 attactttgc accaagtgaa gaattgctag aagaaatttt agaggcttaa 
aagataaaaa
    26461 gaggagctta agctcctctt tttatattct cattcttaga aaggaatacg 
cttatatttc
    26521 cggtattctg gcttccagaa tgattgatca atcttctgct taagcaaatc 
atcactaatg
    26581 gttacagcca cgccgtctgc cattgcagct tttgccactt caaatgcaat 
cactttagac
    26641 acttgttgaa tttcgcctaa aggtggcaat aagtcagctt gtggatcttt 
cagcaacggt
    26701 gaacagtctg ctaatgcact acttgaagcc ataagcatgt tttctgtaac 
acgtttagca
    26761 cctgatgcta ctacacctaa accaatacca gggaagatgt atgagttatt 
gcactgcgaa
    26821 atattgtaaa gcttgccgtg atgatttaca ggcgcaaatg gactacccgt 
tgcaattagt
    26881 gcctttcctt cagtccactc cacaatatca gctggtacag cttccacacg 
tgaagtcggg
    26941 ttagataacg gcatcacaat tggtcgttca caattggcag ccatggtctt 
aataatttct
    27001 tcggtgaata ggcctggctg accagaaaca ccgattaaca ctgtaggctt 
ggcattttta
    27061 accacatcaa gtaacgaaat tacttcttca atgttgcccc actgatctac 
tacttcagct
    27121 ttttgagcta acttacgctg gaagtctaat aggttcggct ggttttcagt 
gattaaacca
    27181 aaacgatcta ccatgtaaac acgagcacgt gcttcagcat cggttagacc 
ttctgaaacc
    27241 atttgtgcaa cgatttgctc tgcaatacca caacccgctg aacccgcacc 
taagaaagca
    27301 attttctgat cttttaattg tttgcctgct gcacggcttg cagcaattag 
actaccaaca
    27361 gaaactgccg ctgttccttg aatatcatca ttgaaacaac aaattttatc 
gcgatatttt
    27421 tctaatagcg gcatcgcatt tttttgtgcg aaatcttcaa actggatgag 
tgcttttggc
    27481 caacgacgtt ttacagcttc aatcaccata tctacaaatt cataatactc 
atcaccacta
    27541 atacgtggtt gacgccatcc catgtagatc gggtcattta ataattgagg 
gttattcgtc
    27601 cctacatcaa ttgtgattgg caatgtgtac gcagggctaa taccaccaca 
tgcggtataa
    27661 agcgaaagtt tcccaattgg aatacccatg ccgccaatgc cttgatcacc 
aagacctaaa



    27721 atacgttcac catccgtaat cacgatgact ttaacgttat ttttattaac 
gttctgcaaa
    27781 atatcatcaa tcacatcgcg atctggatat gaaataaaaa caccacgatg 
acggcgatag
    27841 atatcagaga aacgttgaca tgcctcacct acggtcggcg tgtaaataat 
tggcatcatc
    27901 tcttcaagat gattttcaat taaatggtag aacagagttt cgttggtatc 
ttggatatta
    27961 cgtaaataga tgtgcttatt aatatcatca ttgaaagcgc aatattgctg 
ataagagcgt
    28021 tggctttgct cttcaatagt ttcaataata tgtggaagta acccgtgtaa 
gttaaagtta
    28081 cttctttctt cttgagtgaa agcggaccct ttatttaaaa ggggtaactc 
taaaagtgta
    28141 tagcctgcat aagggatata aaggggatgt ttacttgggt gacctgatat 
cattgcctat
    28201 ctcattttcc agcttagaac tcagaaaagt acagtttcag cactctctaa 
agctcgttgt
    28261 atgcgtaagc ttaagactat ttaatacaaa ataggtattt taaactgtga 
tattgaaatt
    28321 aaatactatt tagaaaaaat atataacaaa attaatatta aaaattaatt 
acttacattt
    28381 ttcatatttt tttaaattat tctttctcaa ctctatatct gacttagaat 
cttatatttt
    28441 taccctatct tacatttcca taaaaaatac caagtgtttt actatcttat 
aatttcaaaa
    28501 atattaccta aaaagcctgt atttacgtat ttttagaatt taattatgtt 
cattttttaa
    28561 tatttacaaa aaaaatagtt ccatgaaact tcaagaaaga aattaaatga 
aagcgttaaa
    28621 tgcactcccc taactcatag gaaatttgct atatttgacg tttttctgcg 
acatctattt
    28681 tcgattgata tgaatacggc aatacaagca gctctcgacc atgcagtgca 
aacccttcag
    28741 caagaaggtg tgcttccttc ggattggaat aattcaagca atttaacacg 
caccaaagac
    28801 cgaagccatg gcgattttgc ttctaatatt gccatgatcg gctctaaagc 
tgctggtatg
    28861 aaaccacgcg atttagctga gaaaattcta gcagcgctac cagaagttgc 
agacatcagc
    28921 aaagctgaaa ttgcaggccc tggttttatc aatttctttt taaatgcaga 
tcaacgtttt
    28981 gcaattcttg accagattca ggctcaaaaa gaaagctttg gtcgtagcca 
atcaaatgca
    29041 gctaaaaaga ttcaagttga attcgtttct gcaaacccga cgtctagcct 
acacgtaggt
    29101 catggccgcg gggctgctta tggtatgact gttgcaaact tgcttgaagc 
gacaggtgct
    29161 aaagttgatc gcgaatatta tgtaaatgat gctggccgtc aaatggatat 
tttggcgact
    29221 tctacttatt tacgttattt ggaattactt ggacaaaacc ttgtattccc 
taaaaatgca
    29281 tatcaaggcg attacgttaa agaaatcgca caaggcatca ttgataaaga 
tggcgatgct



    29341 tacgttcgtg aagttgcgaa tgtttataaa gatgtaccag aagacgtgca 
atatgctgaa
    29401 gagctagata gcgaaggcaa caaagtcgta ttatctggcg acaaagaaaa 
gcatattgat
    29461 ggcctaattg ccaattcaca acaattatta ggtgaaggct accgcgtatt 
ccatcaagca
    29521 gcacttcatg ccattttaga tgatattaaa gatgatcttg ctgacttcgg 
cgtaaccttt
    29581 aaccaatggt ttagtgaagc atctcttagc gcaaaaattg acgaagcgtt 
agaaacactt
    29641 gatcaacgcg gcttcttata tgaaaaagat ggcaacatct ggtttaaatc 
gactgaattt
    29701 ggtgatgaaa aagaccgtgt tgtgaagcgc cgtaatggtc aaacgactta 
ctttgcatct
    29761 gacattgcat atcacttaaa taaactacaa cgtggttata ctgaccttgt 
tgatatttgg
    29821 ggttctgacc accacggtta tatctctcgc gtaaaagctg cgattgatgc 
aatgggttat
    29881 gactcgaaaa aattaactgt tcttttagtt cagttcgtaa gcttatggcg 
cggtggtgag
    29941 atggttcaaa tgtcatctcg ttcaggtcag ttcgtgactt tacgtgactt 
gcgtaaagaa
    30001 gtcggcaatg atgcagctcg tttctactac gtgatgcgta aaagtgaaca 
acacattgac
    30061 tttgaccttg accttgctgt ttcacaaagt aaagacaatg cggtgtatta 
tattcaatac
    30121 gctcatgcac gtatttgccg tatgctagaa aaagcagcaa gcactggctt 
acaatttgaa
    30181 gtaagtgctg ctcgttcaca tgctgcacgt ttatcacttg atgcagaaac 
tgaaattctt
    30241 gctaaactgg ctgcatatcc agacgttgtg ttacgtgctg ctaatgcata 
tgaaccacac
    30301 caagtaggta actacttaaa agaattagct gcgctattcc acggttggta 
caatgaacac
    30361 aaagttttaa gtgatgatgc tgaacttaca caagcacgct tattactttc 
aatcaatgta
    30421 cagcaagtat tgcgcaatgg cttagaatta ctcggtgttt ctgcacctga 
agccatgtaa
    30481 gttagtgttg gggtgtttgg tcaaagccat ataccccttc atgttgtaag 
aaataacgct
    30541 ttgcaaggaa atctatctat gcgaagcgat gttttaaagt aaacgagaac 
taaactcgaa
    30601 ataaaacaat caaaatacag aggaataatc cacgtgtttg gcaaaacgca 
acgcggtgta
    30661 tctgaaagac ctaacaagcc taaaaagcct ttaattccta aatggttagg 
gacacttgtc
    30721 gctattttag cggtcttatg tatcgcagta atgctcatgc tttggaaacc 
gtggcaacct
    30781 gtttcctcaa aaaaccagat tacttctgag cactataaag aagaagaaac 
caataaagat
    30841 taccgctttt atgatctatt gcctcaacag caggtcactc ctattccgga 
acaggcaatt
    30901 ccagaaagta aaaatcaggg tactgccatg attgtagaag cacctagtac 
agctcaacct



    30961 gccgcttctg aacctgcaag tgtaagcact gacgacacta ctgactcaac 
agctgctata
    31021 cctcaacaac caaattatat tttacaagtt cgaagctata ctgaccccga 
tcaagcagat
    31081 gctcgacgtg cagaaatcat tttaaatggc ttatcggctg atgtaattaa 
aagctctgag
    31141 aatggaaaaa cttggtatcg tgttatttct ggtccatatg acactcaaga 
agctgctctc
    31201 gctgctcaac aaacattgca gcatagcggt attgactcta ttgtgattaa 
acgcagataa
    31261 agattaagca ataaaaaagg aacaaatatt tgttcctttt cttttatata 
tcagcacaat
    31321 ttctttcgtt tgaccctaaa cctttctgtc tcgctttttg aaaagctggt 
ctttgctgaa
    31381 tccgatgtaa gaatgcttga atatgcggat atttaccttg aagacgtgac 
tgtaaagcct
    31441 ctagtggaaa actcatttga atatctgcaa atgaaaaatc ccctgcaaaa 
tattcatgct
    31501 cagccaaata attttctaaa aaactaatat gatctttcat acgtggacga 
acaaaatttg
    31561 ctttaacccc ttctgtaatt ttctttgcta caggctgaat tagccaaggt 
acatgtttat
    31621 tgacgttgtt catgaccaaa gtcatcacta ataacggcat aagtgagcct 
tcggcatagt
    31681 gcatccagta aatatactgc tgtaaatcct gagcttgctt aggtttaaac 
tgctgttttt
    31741 gatcatatcg ctgctgcaaa tactctaaaa taacagccga ttctgcgata 
acttgctcat
    31801 catctgtcaa aataggtgcc ttgccaagcg gatgaataca tttcaatgtt 
tctggtgctg
    31861 aatagttcgg aagacgttga taaaaatgaa tatcataatc caagcctaac 
tcttctaaag
    31921 cccataaaat ccgaaacgat cgcgaacatt ccaggtggtg tacactaatc 
atggtattgc
    31981 ctacttttat ttttcttttt tacataaaaa acagcatgtg atcatgctgt 
tttattccat
    32041 ttttgggatg gatataaatc atccaccgca acaaaatagc atttttatgc 
tgtaacaagc
    32101 acagtatgaa tgtctaaact acgtaacaaa gttttagtga ctggggtttt 
actgcatatg
    32161 gttaagattt tttgctgaag ttcttcgttt ggaagttctt taaaaacaat 
acgacgctcg
    32221 atatgttctt catgctctcg attggtatga aaatcaattt caaccgagta 
ctcaccaaaa
    32281 tcataaccct tatgttttgc atacattctt aaagtaataa gtgtacatgc 
tgccagactt
    32341 ccggtaagca aatcataagg tgcaggccct tgatcatgcc cttctagctt 
ttcaggctca
    32401 tcacaaaagt attgatgacg gccgctggta atttcacctt tccattgttc 
tgcaagaggc
    32461 tttgctttac tgctcgcaat tactgctgtc attttgatgc tctcatttga 
tctggaagaa
    32521 ctggtgcttc taagcgggca cccacataat ctggaatttc accaaaacgc 
acgtcatgat



    32581 taacccattg ctcacgtgct tcttttaaat cgtccatcgt acgtgcaacg 
aaattccacc
    32641 ataataagat cggagtttca aaaggttcac caccgattaa tagcacacgg 
ttccctttct
    32701 ttacttcaat ctcaatttcg ttcaaacctg tatctaatac aaccatattg 
tcagcagtaa
    32761 gttcatggcc attcacatga gctacgccat ctaatgccat aaaaccatat 
tcaaattcag
    32821 gatttagtgg aatacgtgtt ttagtatctt gggtagcaat gagatcaacc 
cctactaacg
    32881 gtgtatgaac cacaactgga gaagtcgtct ctaaatattc acccaccagt 
acagtaaatt
    32941 ccaggccgtc tttttcaaca acaggaagat cgggataatg ttcaaatttc 
ggatctatgt
    33001 tgcgcttatg gtccggcaat gcaatccaga gctgtgccgc atgcatttga 
gtttcagtat
    33061 caggtgcaac ctcggtatga gaaataccat gtcctgctgt catcaagttt 
acctgtttag
    33121 ggcgaattaa ttgctttgac cctaaactat cggtatgcat catggtccct 
tcaatcatcc
    33181 aagtgaaggt ttgcaaacca atatgtggat gaggtcctac atctaaacca 
ttgccagcag
    33241 gaaatgttac tggtcctgca tgatctaaaa agcaccacgc cccaatcatt 
cttttttgtc
    33301 gactaggtaa agcccgctta atcaccgtcc cctgtccaat ttcggcagag 
cgaattggaa
    33361 attcctgaat aaattgattg gcaaattttt cgcaatcctt tgaatccgaa 
atatcgtaat
    33421 cgttattatt gctcatgata ttactctctt ttacctatgc ttgtgcaatg 
agtcgttata
    33481 ctgatcttaa caatacactc attattcaat atagtctttt agtaatacac 
agggtgccat
    33541 gaatgagaca atcaattttt aacaatcgaa aatttaaagg tatatggcca 
acttaaggtg
    33601 attgagtctt aacttgttgt tttaaattct tcataaattg cccaaactgt 
ggcaagaatt
    33661 cttgaaacaa tggatggtct cgattttcta acatgacttc actaaataac 
tttagaccga
    33721 ccgcaaaaga ctttgtggtt tgatcatcaa aaaattctgc gttctttaac 
ttttcaacaa
    33781 tctcaaaaat atcgtcatga ttaccagtat agaactcgag cctttccgta 
taggtagaaa
    33841 cttccccttt ggcatctttt aaatgttgta ccgtaacgtg atattgatgc 
tgtttcatac
    33901 ataaactctc tattaaagtt gatagttttt aaataatttc aacctgttta 
aggtccactt
    33961 ataggcgccc aatcgcaaca gcagcctgat caattttttc agcaatttga 
tagatctgct
    34021 cttgcttcaa ctcagtggta ttcaatttca aacgtaaagc cgtctttaag 
ttttccatgg
    34081 cacggtgaat ttcgattaat tgatcattac tgtgaatttc acgtctcaaa 
cgcaatttct
    34141 ctaacaaccc acttagcttg tcttggtgtt catttaaata agcttcccca 
aattccgtaa



    34201 tttgatattg tttacgctct acatctagca agttaatgag gttcatttct 
tccaggctag
    34261 ttaaagtcgg atagattgtt cctgcacttg gcgtatagcc atcgcctacc 
aaatcactta
    34321 tttctttaat aatttcataa ccatgcttag ggctttgctg aataagatga 
aggactaaaa
    34381 gtttcatacg tccagcttca aaaagtctcc cacgacgccc cgaacggtga 
tggccgtgat
    34441 gatggtcatt atattcagca tgatgatgtt ctgattgttg tctcatcttt 
ggaagttctc
    34501 tgatataccc aacttataac cattaagata tatcttaatg tatcttatat 
caagaaaaag
    34561 taataaaagc caatctatta ctttgataat tattaaaatt aatattattt 
tctttaaatg
    34621 ttaagtaata aaaaaagagt gcttaagcac tcttatatag ccgtatgttt 
agtaaagtcg
    34681 gtaaaaaagc cagaatctaa aaaattatta tgtgatcaaa tttcttttct 
gctcaaactg
    34741 ctcttcaatt tttgaactca gaaaattaac aataggctgc aaagcataat 
gttcctcttg
    34801 ccaattttgt ttgcctattt cccctctata ttcctgtata agccgctgca 
atacgaattt
    34861 ctgctcagga ggaagctgag gcataaccca tcgagctgca ttgtcttttg 
aagcaatatc
    34921 cttcatgact aaactaaaat agatccggca taaagctaaa atctggtttc 
tttcatctgc
    34981 atcctcatcc caatgagcta caatttcggg ataagtatca gacattgctt 
gccatagttc
    35041 ttgatcagaa atttcaggtg cccattggtc caaagctgga ccaaataaaa 
ctgtatgatg
    35101 aaatctcgct tttctaagca atatactaat atctgggtct ttctgcgaac 
ttaatgttcc
    35161 accttcttta agttcttcac gtagccattc accaaactgc atttcataac 
ttaaaggata
    35221 atttccagcc tgaatctcat cttttaataa aatagtaact tctaatggtc 
tttgtaattc
    35281 cccaacaggc tgtgaaattt ttagtaattc ttgtgcaagc tgctcgcgta 
aagcagatgt
    35341 taatggttga gtaaccacga ccagaacatc aaggtcactt tctggcccta 
agccaccatc
    35401 aacagctgaa ccataaagat agattgcaaa taatgattcc gctaaaagtt 
gctgtaattt
    35461 ttcttgtaga tattctaact gaatgaaatc aggcatctct cacctccttc 
ggaagaaaca
    35521 gatataaaaa aggcaggatt taatcctgcc ttttcatttg attattccca 
ctcaatcgtt
    35581 gctggtggtt tagatgacac gtcgtatacc acacgtgata catctttaat 
ttcgttcata
    35641 atgcgtgttg agattttatc aaccaattcg tatggtaaat gtgcaaaacg 
agctgtcata
    35701 aagtcaactg tttcaactgc acgaagcgca atcacccatg catagcgacg 
gccatcaccg
    35761 actacaccta ctgatttaac aggttggaat acagcaaatg cttgagctgt 
tttgtcatac



    35821 cagccgctgt cacgaagctc ttgcataaag atatcatcag caagacgaag 
aatatctgca
    35881 tattcttttt tcacttcacc caaaatacga acgcctaaac ctgggcccgg 
gaatggatga
    35941 cggtagatca tgctatgtgg caagccaagt gtagtaccta atttacgtac 
ttcatcttta
    36001 aacaagtcac gtaaaggctc aaccaattca aatgctaaat cgtctggtaa 
accacccaca
    36061 ttgtggtgag atttaataac gtgtgcttta ccttgtttgc ttgcagcaga 
ttcaattacg
    36121 tctgggtaaa ttgtaccttg cgccaagaat ttcacgccat caagtttacg 
tgcttcttca
    36181 gcaaatactt caataaactc acgaccaata attttacgct ttgcttcagg 
atcggtaacg
    36241 ccagctaggg catttaagaa gcgcgcctct gcatctgcac gaataacacg 
aatacccatg
    36301 ttttcagcaa acatttgcat cacttggtca ccttcgttta aacgaagtaa 
accattatca
    36361 acaaatacac atgttaattg gtcaccaatc gctttgtgta aaagcgcagc 
aacaacagat
    36421 gagtcaacac caccagaaag acctaaaagt actttctcgt taccaatttg 
ctcacgtaac
    36481 tgctctacac gcaaatcgat gatgtgttca ggtgtccaaa ggccaccaca 
tccacaaatt
    36541 ttgtgaacga aattagaaag tagctcttca ccttttgccg tgtgtgttac 
ttctgggtgg
    36601 aactgaacac cgtaaaaacg gcgtgtttca tcacttacag cagcaactgg 
acagcttggt
    36661 gtgcttgcag taatcgtaaa accttctgga atctggctca ctttgtcgcc 
gtggctcatc
    36721 caaacgtgta gttggttttc gcggtcttgt aagttgccaa tgagttggtc 
acgtttaacg
    36781 atatcaactt cggcataacc aaactcatgt acagtacccg gctcaacttt 
accgcctaac
    36841 tgttcagaca tggtttgtaa accatagcaa atacccaata ctggaacgcc 
taattcaaac
    36901 accacttgcg gtgcgcgagg gctgccctct tcatgcacac tctcaggtcc 
acctgataaa
    36961 atgataccgt ttggcttaaa agcacggatg tcttcttcag acatatcaaa 
ggcatacatt
    37021 tcagagtaaa caccagcttc acgtacacga cgtgcaatga gctgactata 
ttgagagccg
    37081 aaatccagga tcaggatacg atcttcagta atttgagtat tggtagtcat 
gacaaaccac
    37141 taaatggcaa aagaattaag cgcgccattt taacattttt cacgcttcaa 
cgcaccgcaa
    37201 atcatcatat atcttatttt tttcatatta gaatcatttt aatagttaga 
ataatcgata
    37261 taaaatatta tttatttata tttatcaaca ccctaaaagt tactttagaa 
cttcatgcac
    37321 attgataaat tcatcacatt ctatgcaaca tcataatgaa tttgatgtta 
agatgacccg
    37381 ataaaacagg cattaccatg gaaaggtaaa taccattaag cgatatttgt 
ctgaccttaa



    37441 acagttatcc gttttttatg gcttgttgcc ccatatcaaa atcaatagaa 
atctaaggaa
    37501 caacaatgct tcaaactatg attgcagatt tccagcaaca tttttggttg 
tatgtctcta
    37561 ttcctttcat gagtggttta attggctatg tcactaaagt gattgccatt 
caaatgatgt
    37621 tttcaccact tgaatttaaa ggtattaaac cgttttttgg ctggcaaggt 
attgtgcctc
    37681 gtaaagccga aaaaatggca acgactgctg tagagcttat gacggctaag 
ctcattaagc
    37741 ccgaagaaat ttttgctcgc cttgacccaa agcgtattgc taaagaaatt 
gaaaaaccat
    37801 taatggcagc agcagaagat attacccgtg aggttgctca agaatatcaa 
ccaggcttat
    37861 gggaaggcat gcctgagttt gcccgccaaa gactgatccg cagagtgcaa 
tcaaaagccc
    37921 cggaaattgt cgagcacatc atgagtgaag tgcaacgtga cgtaaatcga 
tattttgata
    37981 ttaaacattt agtcattagt aatttactta aagacaaacg cctactgaac 
aatattttta
    38041 aacgtgtagg caaacaagag tttaagtttt tcagtaacgt tggttttgta 
tttggttttg
    38101 gtattggtgt gatccagatg ctctgctgga ttgtcacaca aggaaaatat 
ccttggatgc
    38161 tacctctgtt tggcggattt gtaggttttt ttagtgactg gattgcccta 
caaatgatgt
    38221 ttagacccct ctatccgaaa aaaatattgg gctatacatg gcaaggtcta 
tttattaaac
    38281 gtcaaaatga agtggcagct gactatgcag ctttaatttc caaacaactt 
ttgacttcac
    38341 gtcatatgat ggaagagttg ttttcaggta cacactctgc acgtgttatt 
gagctggtta
    38401 accgtcatgt caaacaggaa attgacatgc aagcaggtgt aatccgccca 
ctcgttgttt
    38461 atgcaattgg tggagaaaaa taccagaata tgaaaactca ggttgcggaa 
cgtatcatgc
    38521 agcaacttcc agagaccatg aaatatgttg agtcttatgc agaagatgcc 
atgaatattc
    38581 gcaataccct gattgagcgt atgcagaaat taacgccttc ggaatttgaa 
ggtatgctac
    38641 gtccagcctt taaagaagat gagtgggcac tcattgcagt aggcgcagta 
cttggttttg
    38701 ttgttggtga gctacaaatc cagtttatgc tttaattttt aaatataaaa 
aaaccggatg
    38761 aatgaatcat ccggttttta ttttgcttta gatattattt ttcaattgca 
tggtcgaggc
    38821 taatacgtcc agcaccgtga agcatcaaga agaataaacc acctgccatt 
gcaagatttt
    38881 tcataaagtg gatgccattg ttatattgtg ctgctgcatc agccccacct 
tggtgaaata
    38941 agaacgcagt taagatgcta aagatcccaa gaccaaaagc tgcgaaacgt 
gcttggaaac
    39001 caaataacaa cgctaaacca ccaccgaact caaccagaat aactaatggt 
agaagtccac



    39061 ctggaacacc cattgcttcc atatatcctg cagttgctgc ataaccggta 
attttccccc
    39121 aaccagcagc aagaaagata taagcgataa gaagacgagc aacaaggcta 
ataaaactgt
    39181 ctgcgcctgg ttgcgtcacg atatttttga ccaccacatt tggattaaac 
atattgccac
    39241 ctttatttaa tgcttatttg ttgatgaact tattctaggt ttgggacatt 
gataattaaa
    39301 tactcaaaat ccatatatat cgttgcacaa ataggatgat caatttgtat 
atttttgatg
    39361 ttttatactg actttctata ggctcgctgc taggatttga gcacggttta 
ccacttaatc
    39421 atctcatgga acttcttgat tttattctac acgttgatca gcatctcgcc 
gaatttatca
    39481 caaattacgg gacgtggatt tatggcattt tatttttaat tatttttgtc 
gaaaccggtt
    39541 tagtggttat gccgttctta ccgggtgaca gcttactgtt cgcagcaggt 
gctttagcgg
    39601 cttctacagg cacaatggac ccttggttac tgggcattct actcttcatt 
gccgcggttt
    39661 taggcgatac agtgaactat catattgggc gttttatcgg tccacgtgta 
tttgagatga
    39721 attcacgctt tattaataag caacatttaa ttaagactca tgaattcttc 
gcccgtcatg
    39781 gtggcaagac tattattttt gcacgtttca ttccatttgc tcgtaccttt 
gcacctttcg
    39841 ttgctggcgc tggcagcatg aattataagt ttttcttaac ttataacgta 
attggcgcat
    39901 tctgttgggt agcttctttt gtcactttag gctatctctt cggtggacat 
ccacttgtaa
    39961 aagataactt tacccacctt atttttggca tcattattat tagtatttta 
ccgggtgtga
    40021 tcggcttcat acgtcaaaag ctaaaaaatc gaaaagctaa cgtttaaaga 
gcaattagaa
    40081 aaaacggaat accaccggaa gcatacataa aataagtaac atggccgatc 
ctttatatag
    40141 atgatcggcc tttatttttt tcattgatcc cgtcaataaa gcacgtccga 
aaaacatcca
    40201 gaaacttgct gctggaataa gaatcaaagt aaaagcagcc agaaccatga 
gaaaattttc
    40261 aggcgaattc catgtttcag cggggaaaat acctgcggca aaaagtaaag 
acttaggatt
    40321 ttttaaagtt gagaagaata attgacgtgg gcgaatatta cgatgatttt 
ggctaaattg
    40381 ttgtaaatgc gtggttttcc ataagcggaa tgccatccag aatacatata 
atacgctagt
    40441 gatgtgcaaa ataagcagta gtgcaggcca aaccggatct gccaaatgaa 
tgaacaccgc
    40501 ccaaaaacta atgccataag cgtagcccaa ccattccatt ggaataagcc 
agaatgtttt
    40561 agataaacct tgtgagtgag cggcggttgc aagtaatgcg tttgtcgggc 
ccggaataag
    40621 taaaacagcc aacattgcta atacaaaaaa ccagctctca atcatataat 
ttccacatta



    40681 gtaaagatgc ggcaacatta aacgaaatgg gcaaaatata gcaagtttag 
agcgtattct
    40741 gattagaaag aatacaagtt attctaaggc ttatctttaa aaaattattg 
atttataata
    40801 attttattat gaaacatttt gctaaacttt attcatcaca atatgcaatt 
agttagcata
    40861 ttgtgatgca aaaccgatga ttaattcgtc tttttccgaa caataattgg 
acaattcttg
    40921 aactgagcag cctgaacaat ggcttcttgt tgacctaata cacgtgaaag 
ttcggtgttt
    40981 ttggttgaag aagattgtcc catattgaca gagatggatg ggccgaatcc 
ccaaccgcct
    41041 cgtccccagc caccgccaag cccgagccca acgcccatac ctgtactttt 
tggtgtctgt
    41101 acaccattgt cgatatattg ttgaatacgg ttatattcac tttgtagttg 
ctggcaactc
    41161 aaagattgat actgcgtcgg agacacataa gtcggtttta ccgttgtagc 
acaagcgctc
    41221 aatagtaaag tggccgctgc caaaggcaca atatataagc ctttcatcat 
ttttctctta
    41281 tcgttttggt tcaatttcgc tgaacaatgc ctcataagac tgagtcaatt 
tgtgttctgg
    41341 cgctaagtga gccaaaggta aatttttctg atgtgattct ttcatcaaaa 
tcgaaggcgg
    41401 taacatgcta ttgagcacgg gtaacccttc atcttttaac tgttgaacca 
cttcccgagg
    41461 tagctttgct tgggactgga actgattcac cacaattcct tcaatttcca 
agcgatcatt
    41521 atgatcatct tgcgtttcga gaacattttc aatcaatgtt tgtaaagcac 
gctttgaaaa
    41581 gacatcacag tcgaaaggaa tcaggacctt atctgctgca attaatgcag 
acaatgtgaa
    41641 aaagttaaag gctggaggtg tgtcaatata aatgcggtca tagcgcccaa 
ccaagctttg
    41701 aatagagtca cgcaatttat aaattttatg tttgctttca agtgcatgtt 
caagagcacc
    41761 gagcgtaggg ctagccggaa gcacatctaa ttttgcaaag gatgtagagt 
gtacaaaact
    41821 gtcgagatct ttgttgcgtg gagcttttag aattgagccc agtgcgttcc 
caattaaacc
    41881 tttttgttga ttatttccca gcacatcttc aaagaagttt tcaatatttg 
gttctaaaac
    41941 tgctttatca gcagcgtatg ttgcttcttc gcctaaaagg tattggcttg 
aattggcttg
    42001 aggatcaaga tcgataacca aggtccttaa gccatgtttg gcactaatgg 
cagccaaatt
    42061 tacagtaata cttgatttcc ctacaccgcc tttttggtta aacaccacac 
gagttaacat
    42121 gtttccctct acatattttt ttactgtatg cagtttaacc tagagcttac 
gcaaaaaggc
    42181 aaagaatgta gaacaattaa gcaaaaacag gtttcactat caccagaata 
ataatggcaa
    42241 caaatgcgat tgcactaatg accaaacccg cacggcgctg agctagtaaa 
atagtgtcat



    42301 cctttttaaa ggctttcatt aaagatgata agagcactaa aaataagata 
attttagcgt
    42361 agaaccatgg ctgtacctga aagttcttca tcaccagtaa aattgctccg 
gtaatgaaaa
    42421 ccacggtaaa tgacaaatgc tgtaaagcaa ctaaagcttt acgccctgct 
gggttaggtt
    42481 gttcaccttg tacaccaata aatagtgtag aagcgcgtaa tacaaaaacc 
ataagtgcgg
    42541 ctgctaccgc agtcatatgg ataattttag tgagtaaatg tgcatccata 
aactaagccc
    42601 ttagctttta ggtgcatgtg cacattctgg actcgctggc gcttggcctt 
gccactcact
    42661 tggtaaataa gcgtggattg ctaaagcatg aatttgtcct ggattcatta 
aatcagaagc
    42721 caaggcataa actttttgat gacgctgaac caaacgcaag ccgttaaatt 
cttcactcac
    42781 cacaatcact ttaaagtggg attctttacc aggaaaataa ccaccgtggc 
cggcagactc
    42841 attaatgact tctaaatggc taggtgcaag ggtctgtaac cgttcaatca 
actgttgctc
    42901 aaggctcata gcttttcctt ttacgattat tcgtatattt agacctagta 
taccctgtct
    42961 acacataaac aaaagttgct cttgtacgct ttgactgcaa acaaaatgtc 
tatttattcg
    43021 gcaacttatc aataaaaata actctaaata ctcaattctg tttttatttt 
atgcaatcag
    43081 cataattatt tgcataaagt tgttgaccct tgttttgctt aatgtattat 
aagcggcacg
    43141 cgggaatagc tcagttggta gagcataacc ttgccaaggt tggggtcgcg 
agttcgagtc
    43201 tcgtttcccg ctccagattg gttttttttg agaaagtttt agtaaaaact 
gctcatacat
    43261 gcgggaatag ctcagttggt agagcataac cttgccaagg ttggggtcgc 
gagttcgagt
    43321 ctcgtttccc gctccaaatt caaaaggcac ttatcggaag gtaagtgcct 
ttttcttttg
    43381 atctgtttat atatttagaa tttcaaaatc gctcattgca gtgatttaag 
ttagttattg
    43441 ttcgcaaggt tctagagtta ttcgatgtgt agatatataa ggtaataatt 
gaaaacaatc
    43501 tatattaaag ctttctaggc aatgactctg ctgtaaacat agggaaaaga 
taaaactata
    43561 attgtagata taacttttaa aatgatactg ctcggttctt tgcacatcat 
tcttggttaa
    43621 atcgcaaaat tgtatatgtt caggtgatac atgaaagttg agcttcttta 
aatgacggct
    43681 cattccttca ccagtacatt taatatagga ttcttttaag gtccatattt 
gaaaaaaacg
    43741 ctgatataca ctagttggat tagtccattc attttgctga atccattcaa 
tttcacttgg
    43801 cgctaacacg ctatcgacac gcctccattc gaactcatgg ttcattcttt 
caacatcgac
    43861 tcctatttct cctttttctg tcacagcaag gacaataagg tccgctgagt 
gactaagatt



    43921 aaaataaata gccttattgc ctcgtacaaa tggtttgccg ttaggttgta 
attgaatgat
    43981 gacctcatgg ggtgagatac ccaacttatc tgataaaaca gacttcatta 
acacacgaga
    44041 aattaagaaa agtcgtgcag catgaggatg atattgatca tatctcagct 
tttctgccgc
    44101 attgagaaag ctgagataat gactcaatat gagatggttg tctggtaccc 
gtgaaattgg
    44161 gcaaacataa acctgtacgt tcgctacatc agacatcact aagctgtgct 
gtagtgctga
    44221 tgtactttgt cagaactggt gtaaggtaat cataaaccgc ttctacatgg 
gtaacgtgtg
    44281 gattatgacc tgcaccagcg atgatatgta ccgggatatc tggactgatt 
ggggtaacaa
    44341 ttggatcttt ctctcccaca ataatctcga ttttagatcg aagctcagaa 
agcaaagctg
    44401 tctgtgctgc gcgctgctgc ggtaaattaa tgtggtgcat gtactcacta 
atatgcttag
    44461 acactgacat gcggcgtagt gaatccatcg catatctcac tgacagattt 
tgttgcccct
    44521 ctggatgtaa atctttagca atcacatctt tcggcacaaa acggaaaatg 
agtttagata
    44581 tcgcttgtat ctgaaacatt tttgcagcct gtgcctgaac aaaataaggt 
gatataagga
    44641 taaggcgtgc aactttatct ggatatttct ttgcaagatt taatgcaaaa 
agacatccta
    44701 atgagtgggc aatcaccaca ctatttggtg ccaaaagctc tgccgcagta 
tcaataaatt
    44761 gatggttatt atcttccatc atttcataac tacctgaacg cccaagtccc 
ggtaagtcca
    44821 tcatagcgac ctgatcataa gtaattttat tgatgattgg agaccaacat 
gcactatcaa
    44881 atggaatgcc gtgtaaaaat aatgcagaaa ctttttctga accaactggc 
tgtttagtat
    44941 aaatttctgt ccaatagcgg ttctgatagc taaaagaatt aggtgttggt 
acttgcatac
    45001 gaccaaaacg tgtaaacacc aagcgatcaa tccagcgaga aaaataaggc 
atgatactga
    45061 tcaggtctgc gatgcccatc ttcgccgcca tcgcctctgc cccagcaaca 
tggtagtgct
    45121 cggtagaaat gaaagaaagt tgctctttag aaccgtcaag taatacctct 
ggtaatttct
    45181 cgagcaaaac tttaggtatt tgtaaatgtg gtgagctaac tcccaaatgc 
tcagcagcta
    45241 ggtgaactag gcgatgaaat ttgggtgtcg caggatcaag cagcatatat 
tcctgagcaa
    45301 tagtttcagg ataagacatc gttcggatca gaaagctcac gatatattgc 
atattgcata
    45361 gtggcaggaa tgtgtcacgg ccaccaggta atgccagtaa acgtccctga 
tagagcttat
    45421 caatcatgtc agcaataccg atatattgca tatcgccata attataaaaa 
ccatcaatga
    45481 ctgtcgccgg atttattgca gtccatggca catttaaacg cttacaggcc 
tcgatgaaag



    45541 cttgatgccc tagaatttta gaagcctcat aaccaccatg tttgcaatac 
aattcatcag
    45601 ccgattcttg cggcggcgca gccacacgat acccgccaat ccagataaat 
cgctcaagct
    45661 gcttcaatgt tgcagcccac tcaatcaaag caagccctga tttaatattg 
gtacgctcag
    45721 cttcagcttt gctaatgccc caattaaatg atgctgcgag atgataaatt 
acatggattt
    45781 ttgtctgggc gtccgataat agagagtcca gcttaaaatc gcggcttaaa 
tcatattcaa
    45841 caaaagatat agatggatca gccagccctt gggttgcaat gaaacctaat 
agcttatctt
    45901 tcttggttgc agcattacgc agcgcagcaa tcacctgatg accttcacgc 
agaagttcaa
    45961 cgatcaatct gctgccaata aaacctgctg cacctgttac taatatggtc 
ttccgtgaaa
    46021 aattatcttt ttttgcgtta tttaaattat ccataaatca ccttattagg 
tactgggcac
    46081 tccagcattg ttttgaagcg agttatctta aaagttatat cgaacctggg 
catacaccag
    46141 actgttatct ctaaattgtc ctagtaccgt atcatttctg ccccagaagc 
gatctccacc
    46201 tgcatttaac tgccagtgat cattgaggtt gtagttaata cgtactctca 
acaactcatt
    46261 aggctctggt gcaaaataga atcctgtaaa ctctaacttt aaattttcat 
tcaataggtt
    46321 aagcgcataa cgcagcatag ctccatactg atcttgctca tattggtcgc 
tgattgtttg
    46381 ctgataacgg taaacttctc tcaataatgg atttgttagg ctatcggcgg 
acttcacatc
    46441 ctccgtatgt ttgtacacgc ctactaaact cagcgtagaa ttttttaatg 
accattccgg
    46501 ccccataacc acagttaaat tatttttctt atgggtaaga tcttcgctgt 
catttgagtc
    46561 agtctttgta tatgcagctt caccgcgcca cacgagatcg ttatggttat 
aactgaaatc
    46621 aaacccatag acggacatag ggttattttt cagttgcaat gtggcctccc 
ctgttggaga
    46681 cgctgaaaga actgacagat caggcatatg atctaaacct gagaaatacg 
atgcccctac
    46741 atctagacca tctacagaat aatcccaacg cattgcaaat gcaggacggc 
tcttacggtc
    46801 tatgtcatac tgaacaccag caatctgacg caatggaatc acatctgaac 
gactacgcgg
    46861 ataccacaat gccgtccatt tattggttcc agattcagga atataagtca 
atttgattgc
    46921 atcatttcct agacgttgat ctgtctcgtc tggtactaga cgcgtatagt 
cacggggcga
    46981 taggttatcc gttgggttaa ttccatctgc tctcccccag acgacaatct 
gacgaccaac
    47041 atcgacatag acggtctggt cccaattata tgacgaatac aactcacgta 
agttacgatt
    47101 taccttactc acctgatctg ggtttacagt gtggtccgtt tcgtctgaaa 
ccactatgtc



    47161 gtaatgcagc ttaaatgcag ggttaaattt gagtgtacca ttggaccaga 
aacttgcttg
    47221 cccaatgttt tttaacgaac ttaaatcacg atctgatgac cacacatcga 
gtctagctga
    47281 gttttggctc acaaaactca tttcgctgtc atctgcataa gtatgctgca 
gtagcataaa
    47341 gctactgcag cagacaaata cccaataggc accttgcgtc atttctcaag 
actctgcggt
    47401 gagaaaagct tatcggacaa ggttttttct gccgcaaaat cattgacgat 
cacttgtgtc
    47461 atatgttgag tttgcagatt cttcgccata gatttcatgg cttgccatct 
tggtttcact
    47521 ttgccataag gacggatatc ggtgaattca atatgtttta atggtttgcc 
tgctgtatcc
    47581 caaatgtcga tggttgctgt aacaaagttg tctttgagta tgcacatacg 
acgtttgcta
    47641 taaccaaagt cacttttcac cgtattatta attggcgttg cttcaatcat 
gtagcaatct
    47701 ttgccattaa atttgctatc tgccagtttc gtgtatttcc agtcactgag 
cttatagcca
    47761 agaacatcac catagctaaa gtccgtacca ataaaagcat cacctttatt 
cgccgatgca
    47821 agacggcgta cttttttcaa tgcaggcaaa tagacaaaca tactatcgct 
gccttttgca
    47881 ttttcaatta acagcgtcgt ggttccttgg acatctgctg gcgagataaa 
ctcagtcaaa
    47941 cgcatgttgt tctgagtatt tccagcaagc ttggtcatat ttttagttaa 
acgtacacgt
    48001 tgctcgccat ttttagaggt caaaataaat ttggcgctag ctgttgaaga 
caagaactta
    48061 gaggcatcat cactacgatt aacaatatct tgaacttcat ctgcatgaga 
tgttttaggc
    48121 atcgacattg taagcgccgt acctaacaaa aggcttgtca ccacagtttg 
tgcaacagga
    48181 atgctcttct tctttgaaga aaagataaaa cgaggtttta atattagaat 
cattgtaggt
    48241 accataatta aggttgtaaa tacactgaaa agcatcgcaa tcacaataaa 
catcgcgagc
    48301 cattgatgga cgtggaagcc ttgtgataag gacaatacgc catacccacc 
ggcaaccgca
    48361 gtcgcgacaa aaagagaagc cttaccagca gtacttaaag ttttacgaat 
agcgtctttg
    48421 atatcgccgc cttcttcgcg caagatttca cgcaagcggt agaggaagta 
aatggcataa
    48481 tccgcaccaa tacctacagc catggccgag atgagagagt tcggaatatt 
gagcggaatg
    48541 tcgagccagc ccatcacgcc aaagatggca agaattgaga acagaagtgg 
agtcagaaca
    48601 atcagtccag ctgaaatcga acggaaaacc agtgctgaaa taaagaatac 
ggcaaatgaa
    48661 atttgtagaa tgttcatgag cttgccgtga accatcgttt cagtcaaagc 
aatggtctgc
    48721 gttacatcac caccaaaact tactacagcc ttatcaccca attgacccgc 
catatacgtt



    48781 tttagcgatt caagaatttc tttaatacga tgattactgc ctgttttcag 
aagaatcgtg
    48841 atcttggcat agcgctgagt ggtatcaatg tatgaatcaa aatcagtcgg 
ctcaccagac
    48901 attgaataca acagcagata ctgagcaaca acgtctttgg ttgcaggaac 
ctgaaatgcc
    48961 tgtggttgat cggcattcat tgcctgattc attcgtttga tatagtccac 
gatagagatg
    49021 gttttaccga cctctggaat tgagttcgcg aacttttctg tattatcaat 
cgcttttaag
    49081 atttcagggt tttcaatacc atcacgaact ttggtatcaa ccataatgta 
aaggctgttt
    49141 gtgccaccaa gagactgatt caagaatctg tcgtcttgtt gcattggtaa 
gtcgcgagag
    49201 aagaaattac ggctatcgtt gtctaccaca atacggctcg tgccgatagc 
aaggaagatg
    49261 cccattgccg caatcgcagt cattaacatc attcgtggac gaactgacaa 
aatgacatca
    49321 ccaatacggt ttggaatcca atcccaaatt ggcaagcctt tgcgtttgac 
cttcacaacc
    49381 gaaggtggtg gcaacattga gcggagtgcc ggaataaaag tcatctcaat 
caccagcgta
    49441 ctgatgatcc cgatccctgt aaaaataccg aatgaacgaa tcgttggaat 
gttgaaggtc
    49501 aacagagaga agaatccagc cgctgcaata ccaccagcca acaccataac 
cggaccaaca
    49561 cgaaccaaag actgcactac agcttcgcta ttggcagctt taggttccat 
cccttgagca
    49621 atcagacgat caaaatcttc atagtagcgc ttgagcaact gcacggcgtg 
ccctgctgca
    49681 atcgctagaa tcagaattgg tgtaggcgag ttaaagatat ccattggctg 
tttgaacaag
    49741 cccatcatgc ccatacccca tgccacagcc aacaaagctg taacgagcgg 
cagaatcaaa
    49801 ccttgcttgc tgcggaatgc ttcaaagtgc aataaaccaa tcactaatac 
ggcaatcggg
    49861 aacaagatat tgatacgctt agagtagtct tcagctttat ccagatacac 
aggattgcca
    49921 ccgacactga tggtcatatc tttagattgt tcgctttcta cgattttatt 
aatcgggccc
    49981 atcattttct ggaagccctc tggactttcc tcaagctcaa gcaaaatcgc 
agcagtttgt
    50041 tgatctttag ataccactga attcatatag gttggattca gtgccagcag 
ttttttcagg
    50101 tgatcgatat cttcttgagt gactgaacta ctcggcaata gtttcttggc 
atcgaaccct
    50161 tctgcattcg cctcgatacc ttttgcctga cgtgcagcca gactcatcat 
cgtggaacgg
    50221 accacgcccg gtgcattatc aacttcttcg gtaatgcgtt tgactttctc 
caatacttgc
    50281 ggctgataaa tatcaccctg cttcggggta ataccaatca cgaccatata 
tttggagccg
    50341 aatttctttt caatcagctt ggtcgaggtg atgtagggat gccctttagg 
cgcaagtgca



    50401 tctgggtcaa taataatttt tacaccagat gccagatatg ccagagcaag 
tgttaagagc
    50461 atcaccacag tcaagacaat acggcggtgg ctaagaatcc aacgcgcgta 
tttctccatc
    50521 atttgttgag tcttacgagg tggtttattg gcctcgtgag ttggtttatt 
ttcattgcca
    50581 accgactcat aggcttcacc cttctgagcc aatgcttgaa gattgtcgac 
atcttttttg
    50641 aactgggcga gcaccatctt ttttagcagt gctggcggca atacaccaaa 
aaaactacct
    50701 ggctctgctt caaacaccca ttcaatccat gtaccttccg gatgtggttt 
gaaacggtaa
    50761 gtacctgtgt agtgaaaggg cccctccact actttaaacg catacaattc 
gttcggtacc
    50821 agatgtgtaa tttcaccttt aaaggacatt tcacgaccaa taaagttaaa 
accgatttcg
    50881 tacttactgc ccacacgcgg agtactgtct agcaattcag aatgcttaca 
cgacaattgc
    50941 caacctgcat cattggccgg gtttgcaagg tagttgaaaa ccttgtcaat 
cttggccggt
    51001 atgaggaaag catgttctat ggtcaccata gtggttctac cttcttatat 
ttcttatgca
    51061 ggaattgggt acatctgatc aatggtctgg gctacagcca cgacattctc 
agcgtacata
    51121 attgatgagt ggtcaccagg caaatcgact tgtgtcaacg tgtctttgac 
cagttgatcc
    51181 caacctagac tttctccaaa gtcttcctgc tcatctttgg ccttgaccaa 
aagtattgga
    51241 aaatcttcag gttctgggaa ataggtctgg agtgcgatgc cattcgccaa 
ataggtatca
    51301 aagtaaagtc ggaaatctga tgggtctgca tcgagaggca gaacattaat 
ggccttagct
    51361 tctttaagta catgatcaaa catttgatct ggactcaact cacgcaaata 
ttgcgctgga
    51421 atcgtcaact ttttgccata aggtgcagcc aaatcacggg cgaaccaaga 
caaaagcatg
    51481 gcatcgtcgg catcttcagg tacattttct ggaattggag cacgcgtatc 
gatcatgact
    51541 attcctgtga cctgttgtcc catttgacgc aactgacggc taatctcgta 
ggcaatcgca
    51601 ccaccgaaac accagccacc gaggaaataa ggcccttgag gctgcatctt 
tcgcatttca
    51661 gcaatataga gcgtcgccat ttcttcaatc gccacttccg cagcatcggc 
ttcaatcagt
    51721 ccaggagact gaatggcacg tagggtacga ttcggattaa gatgacgcga 
aagctccata
    51781 taacagaagg tactgccacc aatcggatgg aacagccata gcggttgttc 
ataggttcca
    51841 cggcgcagct caattacgat ggatggttta atttctttat tttcacgaat 
gatctcaccc
    51901 agacgttcca cagtggagta ctgtgccaac aaagcaactg acagttcggt 
accgaaagcc
    51961 tttttgagat gattgacaag cttcacagct aatagtgaat gcccacctaa 
ttcaaagaaa



    52021 tcatcatgta taccaactcg cttgaccgac aagatctgct caaaggtagt 
acacagttcg
    52081 atttcaatcg gatcacgcgg tgcaacataa tcattgctct gctcaaagat 
cggctcagga
    52141 aatgccttac gatccaactt attgttggcc gtcattggaa actcatccaa 
tcggataaac
    52201 gcacttggca ccatataagc tggaagatgg atttgtaggg tctttttcaa 
accagcaata
    52261 tcaagctctt gtccagttac atacgccacc agtttctggt cgttgtcagc 
tgtagtttta
    52321 actagcacta ctgcgtctgt aataccgtcg atttgtttga gaacattctc 
aatttcacct
    52381 agttcaatac ggaacccacg aatcttgacc tgaaaatcca gacgtccgtg 
atgagtcaag
    52441 cgtccatctg tacgcaggca gactttatcc cctgtacggt agagtcgacc 
ggcatttggt
    52501 agagatggca atgttctaaa ttgggcatct gtcagttcag ggcgatgcca 
gtaatcaact
    52561 gccagaccat caccgccaat ccaaagctca cccataacgc ctggtggaac 
taaacgctgc
    52621 ttttcatcaa ggacataaag ctgggtattc gccagtggtt cgcctaaatc 
aatatacttt
    52681 gcatcggtga tacgagctgc actagaccac actgtagttt cggtcggtcc 
atagacattc
    52741 cagagacagc caactttacc tagcagtttt tctgccagaa tagtatctaa 
cgcttcgcct
    52801 ccacagagtg ctgtcaatcc cgcattgccg ctccactcgc tgtctaagag 
cattttccaa
    52861 gaagccggtg ttgcctgcag aatattgata gacttagcat ttagataatc 
caccaattga
    52921 ttgccatctt gtgatacctc acgtgggcaa acatgcacca caccgccgta 
catcagcgga
    52981 atgagtaatt caagaattga aatatcaaat gcatacgtgg tgattgctaa 
caactgagtt
    53041 tcagtcgtta cttgcaatct atcattcata gatagcaaga aattgataat 
tgaaggatgc
    53101 ccaatacgga cacctttagg cttacctgtc gagcctgatg tgtacatcac 
ataagcaatg
    53161 tcgccaaagg caagcgtctc gcgcacctgt tcaagtgcca caacaccagc 
ttgattgata
    53221 tctaagcgag gcacagtaac gttaagagca tcccttaact cggtttgagt 
taagatgact
    53281 ttaggttcag catcctcaat gatgttctgt agacgttcag ttgggaaatt 
aggatccagt
    53341 ggcacataag ctgcacctgc cgcccagatc ccaaggattg ctgctggcaa 
taacgccgtg
    53401 cgatctaaca tcagacctac acgatcaccg cgtgtaatgc cgtgtgcacg 
caaatattca
    53461 gcaataccag caatatattg acctaagtca cgatagctaa tcgtatgatc 
gtttgaggtt
    53521 aaagcatgat tttcaccacg ctcttcaatc tgctttagaa tcattccaag 
tagatcatgc
    53581 tgagcataat cagtcacctt tccacggagg gcctcgaact ggataccatc 
tttataatca



    53641 ggagcgatat ctagctcaac aatcttgcgt tcaggatggg ccaccatctc 
tgcgagtaca
    53701 gcttgcaaca gttgcaccat attctcggca gactgcgcag aaaatagatc 
agtgttgtat
    53761 ttcaatacgc caacgagttc accttgatat tcaccgccca tttccagcgt 
aatatccaac
    53821 tgtccttctt gctggcgaac cggaaaactt cctaatgtca aatcttgtcc 
aactaaagtg
    53881 gccggagtct ggattggtag gagtagttct ttaaactcat ccataccacc 
tagacgttcc
    53941 cagaacattc ctatctgagc caatggatta atactgccat cacgttttgg 
tgagacagct
    54001 tcaactactc tagaaaaggc aactttttga tgcttaaggc tctgtcttaa 
ttgttcctga
    54061 acctgttgcg taaattgacg taaagtctga tcagcatcga tgtccatgta 
aatagcaatc
    54121 gtgttgacaa actgccccaa tgcattacgt aaagaacgtt caagtcgacc 
tgctacgggt
    54181 gtagcaatca ctagattatt ttcattagag agtttgtgca gcaaaatata 
aaagccagat
    54241 agcacaagcc cgaacaatgt gatctcataa ttttttgcta agtttacaag 
accagatgac
    54301 actgactcag gcacacggaa aaccagtgaa ctacctttat gatgctgtac 
ggctggacga
    54361 ggataatcaa gcggaatgct atgcacatgt ggtgcatgct tcagtgcatt 
tttccagaaa
    54421 attaagctct catcagtatc atcaatcacg ctgctctgct gcttatcggc 
atactgtgca
    54481 aactcgattc cgttcactgc atccgactct gcaacgagtc caaaacgttt 
actgacatct
    54541 cgcagcaaca aaccaattga ccaaaaatcc atgagcgcat gatgaatcac 
aaatgcgatc
    54601 acataatgat tttgaccgcg ttcataacaa tgaatacgcc acaacggtgg 
ctgagtcagg
    54661 tcaaatggct gcttggtgtc ctgttcaacc aattgcgtca aatcagaagc 
ttcaatatga
    54721 cgagcatcag aaaagatgat atttggatat acgcgatccc agatcagttg 
ctcaattccc
    54781 tgatcattgg caggcatact tacacgtagt agcggataat catgcattac 
cgcttctagt
    54841 atctctattg gcttgttacc caatgactgg ttgaccttca catcaaaggc 
caccaccata
    54901 ttgtaggcac tgcaagttgg ctcaagacgc tggatatacc aaatgccaag 
ctgctctgca
    54961 gaaatcgcat gacgagacag aacttccggt tctagtcgtg caaggttgtt 
catgaagcaa
    55021 ctccctgctg cagctcagaa acaagatatt cagccaacgc attgattgtt 
gggtaatccc
    55081 ataatagtgt cggctcaagt tctaatttcg tcagatcttc taaatcccca 
gacacagaca
    55141 aagcaacaat cgaatcaaga ccataactgg taaatttttg atctggatca 
atcgtctcag
    55201 gctctacgcg catttcttta gcaactagcg tacgaatgat tgcgctccag 
taagctttat



    55261 ctttattcat ggggtaatct cctttttaac cggtttggca tcacgcggtg 
ccagtgcaaa
    55321 atcgatgaca gataacatgt gattggttga aattcggtcc agcagatctg 
ccaatgtgct
    55381 ttcacgtagt gacgtcatag gaggagctgt ctgcccttca gcagcattta 
agaaaatgat
    55441 cagccatgca ccatcctgta aagcaggcct taaaccatgg cggttaaaaa 
cccagaaacc
    55501 caacacagca atacgagcga ataactcggc atagttacgg gcaagactga 
agcgcatcgt
    55561 ttcaaactcc ttgctttgct cagaatttga aaagtagtcc tgaatttttt 
gatccaatga
    55621 acgctgttca acaagaagct tgtttgctcg ctcatgtagc gtagctagcg 
tctcagcaga
    55681 caacccaact gtgacattag agtcgttgag catttcgatg attgtttcga 
gtgactccat
    55741 caccaagtca ccatctcggt tgaaaatctc aagctcacgg aaatcaatag 
cacctgtctc
    55801 tacctgtaag tcatataact ggcgatagcg tgctttcgct tcagcttgat 
tgagatggtc
    55861 ggcttttttg ctgcgccctt tattggcaga tttgagctga aaactcagac 
tgtctagaca
    55921 gacggtgcta ctaccgtcaa acacactgac aatcagatgg tccctgaatg 
ctttctgaaa
    55981 cattccatct gcatatgcat ttcttaagaa aaaacgtgac ccaagcactg 
aggatgtgat
    56041 tttggcaagc gactctacat attcaggcac cagtaccttg acgattggtg 
accatgtact
    56101 gaattgattg atacaaacgt gtaaccctcg cgcaccaaca agtgataaca 
cctcagccgc
    56161 taaaaggtag gcataagctg tagcgagttg ctcacgtacc aacggtatgc 
ttattacttt
    56221 tttgttatat aactcgcgtt caatcgcgaa ctcggttgcg atgcgtagca 
tcgtatcgcc
    56281 ggcacctaga gagaaactac tgcaatatgc acgcgttacc tgtagagttt 
tgagtccaag
    56341 ttccaacccc tgaccttctt caccgatcag ggcatcttta tgaatttcag 
cgttgttaaa
    56401 gccaataccg ctgatatcta gaccacgcat acctactgtt ggaagacggt 
tcaggctata
    56461 cgttccttta gaagccatat gacgcttatc gagccagaat gcactcaggc 
tacggggtcc
    56521 acgatcattt gacgttttag cgattagact taaagagtca cctagagtgg 
cgcgattgat
    56581 cgaccatttc tcaccattta agacgtactt actgtcggaa ggttgcgcag 
tcacttcact
    56641 agataacagg tcagcaccat gcgctttctc actataagcc agcgctggag 
cagccccact
    56701 caaaattcgg ttagcgatgt tttgacattg attcgcatta ccaccgatcc 
atacgatcac
    56761 agaccaagca ttcgtgctat aggtcgaatt gatggtcaga tcgcgtcgtg 
ccaacacgcg
    56821 atgcagatat aacaactctt caccaatttc catacggcct ccaagctctg 
aaggcacata



    56881 gaaacggttc atacccaccg cattcagaaa atcaacagct cgctgtggat 
attgctcttt
    56941 ctcatcacgc tcgatagctg aggaccaaga aaaatcatta ttggtatcat 
gtacggagcc
    57001 taaaatttgc tccagacgag cagcagattg aaactgccgc aaattggacg 
taagtaacat
    57061 ggattttcac tcaaagattt aaaagataag ggttaaaaca aagcactttt 
cagacgatta
    57121 aaaatcagcg tgcgtacttc acgttccttg atcattgagt tgagtagatt 
ggagctataa
    57181 cgaatcagct gcccccgctg ctcacgatca cggatgacgt ctaagccgtt 
cttgacatag
    57241 tttcgagcaa tcaccgttct acggtttgga tgggttaaac agaccagttg 
accgcgttcg
    57301 atctgctctc taatttttct tcttctaatt ttgccgctag tggtcttatt 
tattcggcct
    57361 tggtgcagta aatagacacc gtctacaggc aagccaatat cagccgccac 
ttgttcttta
    57421 acttgagttc tgatggtttc aaaattaagt gttttatcta aggacttttt 
cttaatctca
    57481 agtacaaccg taaccccttc agaatcagca aagttcactg ctgcaacaca 
acctttacga
    57541 acagcaggat gtgccatttc aacagagcat tcgatatctt gcggataata 
gtttttgcca
    57601 cgaatgataa tcacatcctt aaggcggccg gttatataaa ggtctccgtt 
tttgataaag
    57661 cccatatcac ccgttcttaa gtagtgtact tggctaggtt gtcccgcttc 
attaaggatc
    57721 gttgcttcaa aggtttcctg attaacttcc ggcttttgcc agtaacccgc 
agtgacactc
    57781 tcacctgcta gccagatttc accgacttca tgagccgcta cctctttacg 
ggtatgagga
    57841 ttaacgatac gacaatcaat atgtttcgag atcttgccac aactcactac 
ttgcacggct
    57901 gtctgatctt ggctggtctg taccaaatgg gcatttaact tgtcacgatc 
aagtgaaatt
    57961 gtattgagag ggcctgttac gccactgact aagagcgtca cttctgccaa 
gccataacat
    58021 ggcaagaaag tatcaagtcg gagcttcgat tgtgtattga acttctccat 
gaagcgttgc
    58081 ataacatggg ccttgatcgg ctcggcacca ttaaacagca cacgcacacg 
gcttagatca
    58141 agcgctgcag cctgctcatc agtgatgcga tgtaggcaca attcataggc 
aaagtttggt
    58201 ccaccactaa tcgtgacgcc tttttcacta ataaattgta gccatttaag 
aggttttcga
    58261 atgaagtcca gcggcgacat gacataacaa gtcagtccca catatacggt 
ttgcaaaacc
    58321 gagccgatca accccatatc gtggtaaaca ggcagccacg tcaggccaac 
atcttctggt
    58381 tgtgtaccaa aagcttcggc aatcatgact tcattggcca taatattttt 
atgagtgaca
    58441 attacgcctt taggccagcc tgttgagcct gaagtatatt gaaggaagca 
gatatctttt



    58501 tcagtaataa gcggaaaatc cttttccacc aagtcacgct gcaattcggc 
atcaacagca
    58561 tgtaatatca aattttcatt ttgagctttt agtgtgataa gacctgctag 
ctcaagaatc
    58621 ttttttgttg tgagtacaat cttaggctca cagtcattca taatattcaa 
aatattagaa
    58681 aaaccattac ggttaaacgg taagctgact ggtactgcaa taattttagc 
tttcagacag
    58741 gcaaagaacg atacgataaa gtccaaccca ggttcgaaca gcaatacggc 
acggtcacca
    58801 ctgtctacaa gattcattaa tatttgggct tgatgttgaa ctcgctcatt 
caaatctgaa
    58861 tatgtcagag attgaatacc accagactgg cgtcccaaat actcaaaagc 
gatcttattt
    58921 ccatttaatt ttgcgtggga ttccaaagtt gcaatgatat tatccgtaca 
cattacagcc
    58981 ataacttact ccgattaatt ataattaacc tttaaaatct gctaattcag 
aaacgacatt
    59041 tcttgctagg tttcttaata aaagaataaa tatacttttt atttaaaata 
taaattcaca
    59101 ttatatttta tgtgtgagtg ttacttatta cacctgtaag tgtttacagg 
ttagtggtct
    59161 cttattgaaa attaagaagc taaatccttt atatgaatca tttttgttca 
gttatatatt
    59221 tttaatttct tatcattatt ttaaattaat gcctcaccta ttcctaattt 
agatacgcat
    59281 aagccaagtc tttgaaggtt tttactctta aacagttgca tcattatttt 
ttaactctag
    59341 agtaaatatt tttaaaaaat atataaaaaa taatataaat taaaaattag 
attattatat
    59401 ttatatagat acttatgaat ataatataaa agcaaataaa tggatatttt 
tattttaata
    59461 ttaaaaatca atttattata tttccttaaa tttaaaacat ttgattaact 
taaatcaaac
    59521 atataaatct taaaattatt tattccattt aattttaata ttaaattcct 
gtgttattta
    59581 tactctctac aaaagcccta gcattacagc tcgaatagct gctgaaattt 
tattatttac
    59641 atttaacttt tgcatggagt tactgagatg gaaatttacg gttctttcag 
ttactccaag
    59701 aatctgagct atttctgctg acgttttgcc ttcggcagtc caacgtagcg 
cctctttttc
    59761 cctgttcgtt aaataaagat tgaatttagc aaactctaca tcatttacta 
ttttagcaat
    59821 gctggaatgc actgtttgag tcaaccagta catattcgta tattgtgctt 
tttgctcttt
    59881 ttctgataac tggtcattgg atcttgccag tgttagcatt cctcgggtcc 
caataaaatc
    59941 acggcttgac tgagcccaac cgacatttaa accataagaa cgcgcttcct 
cccaaaaatc
    60001 tttttctgcc tgtgtctttg cagattgact cgaccaaaca agaggttgaa 
gtgatgccat
    60061 acaatgctgc acagttggat ctatcttcac atattgccgt tccacataac 
gtttctgcca



    60121 tgcttctgga taattattca acataatcgt ttttggttca gcaatagata 
agggtgattg
    60181 cataccataa gcgcaatagt caaatccgag ccttgatgcg gtagatttaa 
cgatctcaaa
    60241 caactggtat tcatttttta ccaccaaaaa tgctgataat aaatcctctt 
gccaactttc
    60301 catttgctct cattagactc cattcacaga ctatttttta ttcggttgca 
tattgtgaat
    60361 ccaagcaatc aaattgaagt gtaggtctaa tcttttaccg taatttccat 
aaagtccttc
    60421 aaaaatctaa aagattctga agttgctaaa tatattttcg gtgcctactc 
ttctattaga
    60481 gctctcaatt aaagattttg aattcatcat ccaattaaca acacttttaa 
gcccaaaatg
    60541 gttgcaaatt attcagataa actaaatgtc tgaaagcttt caaggttgtt 
atatttcatg
    60601 cgcagattat gctttaaaaa ttaaaattta cacgatgcat tttattccaa 
aatatatatt
    60661 tttttaattt ataaagaggt cgactactta atctttatag tatgctttta 
ttaatttaat
    60721 taaataatat tgtctatcaa ttattcgata tctccaattt ttttagtttt 
tatatataaa
    60781 aactaaaaat aattataata ctttaaaaac caatcaatta aagtaaaaat 
cctcatactt
    60841 ataattagta tttaagtagt agcaatattg actatctaat aagctccatc 
gaaggtttct
    60901 ctttaaaaaa ataattttta tctaaaaatc tctctaataa gaagagctta 
aagatgtgct
    60961 aacaaattac agttaacatg ttaaatataa cagtatttta ttggcaaaaa 
tttatgttat
    61021 ttattcatta aatcttaatt tagggtactt aagcaggtag catggttagc 
ataccccctc
    61081 atttctctat ctcaacagat ggttttattc gaatgaacga aaaccaactc 
atgagttatc
    61141 ctctccgaca tatcatctct accgttgaat ctagacatac tgaagcgtct 
caaattttct
    61201 attatggttt tactgaatgg gcaacttcac aaactccagc tttaagtacc 
ggatgggatt
    61261 gggaactcat tgagaataat ggcatcacta ccgtaaaacg agtggggtta 
cctcgaagca
    61321 atatcatgat tgttgacgta tctggtatgg atatcggatt tgatattaat 
gaaacattac
    61381 tcgagaaaaa aatagatact ttgttctggg aaccgtttat ttatgcccaa 
atcaatacgt
    61441 cattaaccaa gtcttcatta agtcaaacct tctcttagaa acctgtaaat 
tcttacagtt
    61501 accgcctttc cagctgttca gtaaagtcac ttgaaaaata agtggaagca 
cttgtaatga
    61561 atattattgc tggatttcaa aacaattttt cagaaggctt atataccaaa 
tttaaaagtt
    61621 accgctacag ggtatttgtt gaatatttgg gttgggagtt gaactgtcca 
aacgatgaag
    61681 aactagatca atttgataaa atcgatacag cttatgtcgt ggctcaagac 
agagaatcca



    61741 atatcattgg ttgtgccaga ctactaccca ccacacaacc ctatttactc 
ggggcaatat
    61801 ttccccaact tctcaatgga atgcctattc cctgctcacc agaaatttgg 
gaattatcaa
    61861 ggttttcagc cgtagatttt tcaaatccgc cttcctctag cagtcaggct 
gtgtcatcac
    61921 cggtctcaat tgcaattctg caagaagcaa tcaactttgc aagagaacaa 
ggcgcaaaac
    61981 aactcattac gacttctcct cttggagtag aacgtttatt acgtgctgcg 
ggttttcgtg
    62041 cccatcgtgc aggtccacca atgacgattg atggatattc gatgtttgca 
tgcttgattg
    62101 atatctaatt tcttatatag gactcatgcc tatccgtggg gtatgagtcc 
taatttttac
    62161 atatcaatca atcttggttt ttagatttag gtttgctttc ttataataag 
tctcatcctt
    62221 tttatagctc caatcacgcg gcataaatga tgtcgatata atcgcaacta 
cagccatact
    62281 tccgatataa aacataatta aatatggatt gccttgccca atactgagca 
gtttagtggc
    62341 aatcataggg gctaaaccac cacccaaaac acctgccaac tgtaccgaaa 
tcgaaatacc
    62401 gctataacga atttcagcag gaaattgacg cgcaaaaagc tgagcttgtg 
gcgcatacat
    62461 aatcggaaac accacaccaa ttgccaaaac aattgccgtc cagaccagta 
ccggatcttt
    62521 ggtattgagc atgctaaaaa atggataaga ataaagtgcc aatacgcata 
gaccaaacat
    62581 aaacatattg cgttgaccga ctttatcgga caaatgtccg cataacggcg 
tcataaataa
    62641 aatcacggct gcaccgcaaa tggtggcaaa caaaatgtct tgtcgtggaa 
tacctaattg
    62701 tgtggtggtg taagctaacg taaaggttga agcaatatag aaccatgcat 
tttcagcagc
    62761 tctcgccaaa ataatggtga tgagttgctt tggatgattt ttaaaaacct 
gaaaagccgg
    62821 aactttgact tcttcggact gttgttttac tttttcaaag tctggtgact 
caggcacttt
    62881 tacacgaata taccaaccca ctgccagtaa aataatgctg gcaagaaatg 
gtaatcgcca
    62941 gccccagcta aacaatgctt gctcaggtaa taacgacacc agtcctagtg 
cgattgaggc
    63001 gagcattaag cccccaccgg tactggcttg aggcaaactt ccccaaaacc 
ctttaccacc
    63061 ttcgggtgca tgttctactg ccataagcac ggcaccgccc cactcaccgc 
ccatggccat
    63121 accttgaata aatcgcaaga tcaccaagcc aattgcagcc caatatccaa 
ttgattcgta
    63181 agtcggtaag aggccaatca gtacggttgg aatccccatg agcatcagcg 
ttagcaacaa
    63241 cattgactta cggccaatct tgtcaccgaa atggccaaag actaaccccc 
ctaaaggccg
    63301 cccaataaac ccaacagcat aggttgcaaa tgctgcaagc acacctgtaa 
gtgggtccag



    63361 atttgggaaa aataacttgt taaaaatgag ggctgctgct gcaccataaa 
caaaaaagtc
    63421 ataccactca atcgtggtgc cgaccatgct agagatgcct gctaatcgat 
gtgacgactt
    63481 tttaggatgt gaaccgtttc catgtattgt ttgcatcgta atgtcctttt 
tagattttct
    63541 tgttttgtct ttttatgctt atgatctgtc ctgaccataa gcatgttcag 
gtctcgcttg
    63601 atctccttaa gctttttatg tgtttaaaaa atggtttagc ttagtttttc 
taaaatttgt
    63661 tccagctcag gattacgttc ttgccaccgt ggttgtttat ctttatcaac 
aatgagcgca
    63721 cgaacgccct caataaagtc accatgctca aaccagatat cctgtaagtc 
acgctcaagc
    63781 tgcatacact gctgtagtga aagtccacgg cctaaatgtt gcagtttcaa 
gctggtttgt
    63841 ttggcaataa atgaacgctg ctgcaaaata ctaagcatct tactcgccca 
agtctttaag
    63901 ctctcatcct tttcattttc aaggctttgt tcgatctcat ctaaatgctg 
atatccgaag
    63961 tgtttacgga taccttctgc caactgtttg agctcacttt cggcaggacg 
agtaataaat
    64021 cgggtaatga tgtgttcaat tccctcttta cttaagcttg gcgcttcgac 
gagagcgtct
    64081 tgtaaagctt gtaactgatc gcttggcaca tggtagtcaa ttaagtcgag 
atagagcgca
    64141 tcgctactgc tgatctgctc acccgtaatt gccatataaa cgccaatatc 
atcaaggcga
    64201 gacaggaaat gagttgcgcc aacgtccggg aaaaaaccaa tcgctgtttc 
aggcatggca
    64261 aatctggact tttcactgct taccacaatg tgacacgcct gagccaagcc 
aaaaccacca
    64321 cctaatacat agccatcaag cacaacgatg attggctttt catattcgcg 
cagtgtattg
    64381 agcattttat attcggcact aaagtaacct ttgtaatcgg ctgtgccatt 
tttataactg
    64441 tcatagagat agcgaatatc gccacctgca cagaaggctt ttgggctatt 
tgatttaatt
    64501 aagatcgcct gaacagcagc atcatttcgc cacaactcca attgggcgcc 
aattccttca
    64561 atcatatcta acgacaatgc attgagatga gtcacacgat ctaaggtgat 
cacgccaagc
    64621 ttaccttgtc gctcaatcat taagtgattt tctgtattca ttttattgat 
ctcttactga
    64681 tttttaaaat ttgcctgccg tttttcaaca aatgcctgca tgccttcttt 
ttggtccgca
    64741 gttgcaaaaa tggagtggaa catgcgacgt tcaaaacgta aaccttcggt 
aaggttcacc
    64801 tcaaaagctc ggttaatggt ttctttgagc atcatatttg cagttaaaga 
ccgtgctgcg
    64861 attttttcag cggcttgcaa ggtttgttca agtaattctt ctttactaaa 
cacacgtgca
    64921 accaaaccac tttgttctgc ctctactgca cccatttgac gagcggtaag 
gcacatttcc



    64981 attgctttcg ctttaccaat ggcatgggtt aaacgctgtg tcccaccaat 
acccggaatt
    65041 acccctaaag tgacttcggg taaaccaaac ttggcgttat cagcacaata 
aataaagtca
    65101 cacatgagtg ctaattcaca gccaccaccc aatgcataac cactcaccgc 
agcaattaaa
    65161 ggtttacggc gctgtgcaat acggtctgca agatggaaaa agtcatctaa 
ataaatatcg
    65221 gggaaaacca aatcggccat ttctttaatg tcagcccctg cggcaaaagc 
tttttctgag
    65281 cctgccaata cgatgcagcc aatttcgcga tctttctcga gttgatctaa 
tgcctgatta
    65341 atttcactaa ttaattcact atttaaggca ttgagcgctt gagggcgatt 
taaggtaatc
    65401 aatccaaccc cattacgctt ttctaataaa atactttgcc actgcattat 
ttattccttg
    65461 ttctggtttt atagactacg tgcgatgact aaacgttgaa tatcacttgt 
gccttcgtaa
    65521 atttgacaaa tacgggcatc acgataaata cgttcaattg ggaaatctct 
gagataacca
    65581 tagccaccaa acacttgtaa ggcatttgag cacacacgtt ccgtcatttc 
tgaagcaaat
    65641 agtttggcca ttgaagcttc attcaaacac ggttggcctg cttctttgag 
acgtgcagcg
    65701 tagtgaacca gttgtctcgc tgcttcaatt tcagttgcca tgctagcaag 
gcgaaacgcg
    65761 atggtttgat gctcaaaaat tggttttcca aaagtaatac gctctttggc 
ataacgagtt
    65821 gcttcttcga gcgccgcacg tgctagaccg actgcttgtg cagcaatacc 
aatacgtcca
    65881 ccttctaaat tggcgagagc aattttcagg ccttcacctt ctttacccag 
catgagactt
    65941 ttatggatgc gtacatctgt cagcgcaatt tggcaggtat ctgaagcatg 
cagacctaac
    66001 ttttcttcta cacgaatcac ttcataaccc ggtgtctcgc gtgggactaa 
aaatgcacta
    66061 atcccctttt tacctgcgct cggatcggtc acagcaaaca cgataatgac 
accggcatta
    66121 ttacccgagg taataaactg cttggcacca tttaaaatgt aatcgtcgcc 
atcttttacc
    66181 gcacgggtct tgatggctgc tgcatctgag ccagtatgcg gttcggttaa 
ggcaaaagct
    66241 cctatcattt caccttgtgc caaaggtttt aaaaagcgct ctttttgctc 
gtcagtccca
    66301 aattttaaaa taggcacaca accaaccgag ttatgtacac tcataatggt 
cgaggttgcc
    66361 ccatccgctg ctgcaacttc ctcgagtgcc agtacatagg ctaagttacc 
cgtgtctgaa
    66421 ccaccccatt cctctgaaac aagcattccc ataaaaccga gttgtcccat 
ttgagtcaga
    66481 gtttcttttg gaaaagttcc atctcgatcc caatcactgg cattaggctt 
gatttgttct
    66541 tgggcgaaac ttttcgccat atcacgaatg agtaattgtt cttcggtaaa 
ttgcattatt



    66601 atttccttta ccctgcttta gcttgttgtt tagcaatttc ttgattacgc 
aataaaaagc
    66661 gctgaatttt gccacttgga gttttaggta attcactcac aaattcaact 
aatcgtgggt
    66721 aagcatgagc agaaagtcgt cttttaacaa actggctgag ttcttcagca 
agcgcatctg
    66781 aaggttgtac gcccgcagct aaaattacaa aagccttaac cacttcagtg 
cgatccggat
    66841 caggcacgcc tattactgcg gcttcaatca cagcgtcgtg ttcaagtagt 
gcgctttcta
    66901 catcgaaagg tccaatacga taacccgatg tggtgatcac atcatcgcta 
cggccgacaa
    66961 agctcatact gccatcggca tgtagctcgg cagtatcacc cgttaaatag 
taatgaccaa
    67021 tgaaaggtga tttacgactt tctttatagc caccaaacca catcattgga 
gactggctaa
    67081 tgtcgactgc taaaattccc ggtgtgtctg gcggaagttc ttcaccttgt 
tcattaacaa
    67141 ttgcaacacg atagcccgga cttggaaaac ctgctgaacc agcatgaatt 
tcatgtttta
    67201 aaccatgatg attacacacc accatgccca cttcagtttg cccataatgg 
tcataaattg
    67261 gagcatcaag gacttgttta aaccaacgaa ttacttctgg gttaagcggc 
tcgcctgcac
    67321 tactcaccac acggaattgt ccttttaacg gcgccatttg tgccggatca 
gccgccatca
    67381 tcatgcggta agccgttggt gcacctgcca agttgttaac tttataatct 
ttcacaattt
    67441 ggcataggct atcggtacta aaaccgcctt catagaacaa agtggcatgg 
cctaaaaata
    67501 acggtccagt aatcgcatag tacagaccat aagcccaacc cggatcggca 
atattccaga
    67561 atgaatcctc ttcggttaaa ccaatggcat cttgcatata tcgaccaaaa 
gcaatcaatg
    67621 cttttagtgg cacttccaat ggtttcgctg gtcctgtagt gcctgaagta 
aacataagca
    67681 agaaaggatc ttggatgcta cgcatcacca gatcacattg atcggactgc 
tgcttcactt
    67741 cattccagaa attaaaatca cctgctttaa gcggagtacc ttgtgcgtcg 
gccactgtca
    67801 taattgcagg gcacttttca atttcgtcga gcttgctacg gttgcccata 
tcggtcacca
    67861 ccagcttact ttgagcaagt tgaatacggt gctcaatcgc tttgggacca 
aaggcagtaa
    67921 ataggggttg gtacaccgca ccaattcgcc aagctgccaa aatggtcaca 
atcagttcag
    67981 gtgttctcgg taataagcct gaaatacggt ctcccgcttt cacaccttgt 
gattttaaaa
    68041 agttagcaaa ctgactcgac cattctttta gttcacggaa ggtatattgt 
tctttgcgac
    68101 cgtcttttcc ttgccagtac agcgcgatct tgtcgccatc tgcatgtcta 
tcacaacatt
    68161 cataacatgc gttcagtgca tcgagtgaac ctgacaacat ctgtttagca 
gtgctttcca



    68221 aatcgaaagc ctgtacagca ttttgataat ccatcatatc ttttccctca 
gtccggattt
    68281 gttgttattc acgacagggt ttgatttatt cgtttaaagc catcctttgg 
ctttaccgtt
    68341 atgcctcttg tggcaggtat tgttgaataa tgctcgagaa atcgagatga 
gcattaccac
    68401 gcatacacat ttgctgataa agctgttgca ccataccacc taacaaaacc 
ggctgtttga
    68461 cttggcctgc ggcttctaca gcgagtccta aatctttgag cattaactga 
gttgcaaacc
    68521 catcttgata gcctcgagat gcgggcgcat tttcattaat atgtggccat 
gggttacaca
    68581 catccgaact ccagcaacgg ccacttgaag tattaattac acctgccaat 
gcttgtgggt
    68641 cgatgcctag cttcacaccg agtgccatgc cttcggccac cgcagccatt 
gaaattccta
    68701 aaatcaggtt attgcaaatt ttggcaattt ggcctgcacc gacatcacca 
caatgaacaa
    68761 tatttttgcc catgtgactg agcacaggtt tcacctcatt aaaggtttgc 
tcatcggcac
    68821 cgaccatgaa ggttaaggtt cctgcttgag caccaatggt tccaccagaa 
acgggtgcat
    68881 cacaaatttt aatatttttg ctatgtgcaa cagcagcaat gtctttaata 
gtttgcgggt
    68941 caatggtgct gctatcaatg cataagctac ctgcttttag cacttccaag 
acaccatttt
    69001 cgcctaagta aacctcttta acatgcttcg ccgcaggcaa catggtaatg 
actacatctg
    69061 cttgtttagc tgcgtcctgt gggctgtcgc aaaccacacc acctgcctcg 
gcgaagtgct
    69121 gaatcgcgac ttcactgagg tcgtaaccat aaactttgag tccggctttt 
agtaggtttt
    69181 gggccattct gccgcccata ttccctagac cgataaaggc gatattcatc 
cgtgatcccc
    69241 ttaacgtaaa ctaatggttg tatttacacc accaacttca tggctatctt 
caaaccagcg
    69301 actggtaatc gttttggttt gggtatagaa ctgcacagcc tgtttgccgt 
atggccccaa
    69361 gtcgccaagt tttgagcctc ttgaaccggt aaaactaaag aacggcactg 
gtacaggaat
    69421 tggaatgttg ataccgactt gaccaatatc aataacgttt tggaaagtac 
gtgcaatggc
    69481 accgctttgt gtgaatagac ctacaccgtt accaaatggg ttggcattga 
tcaaagcgat
    69541 tgcttcatcg agtgtatcta cacaaataat tgaaagtacc gggccaaaga 
tttcttcttt
    69601 ataaatacgc atatcggtat ttacaccact aaaaatcgtg gcgcccacaa 
agttacctga
    69661 ctcataatct tgtacttgaa cattgcgacc atcgagtagt aactctgcgc 
cttgctcaac
    69721 accgctatta atcaagtcaa ttacacgcgc tttggcacgt tttgaaatca 
ctggaccaat
    69781 gtcagtattt ggttcatggc ctgcatttac ttttagagtt ttggcttttt 
caactaactc



    69841 ttgaatccac tgtttactgt caccaaccat cactgcaacc gacaatgcca 
tacagcgttg
    69901 tcccgctgca ccgaatgctg cacctactaa agcgtttaag gtttgttcct 
tattggcatc
    69961 cggcatcaca accacatggt tttttgcacc catcatggct tgcacacgtt 
tgccatgctg
    70021 ccctgcaagg ttataaacat gtgttccaac cgctgttgaa cctacaaatg 
aaattgcttt
    70081 aatgtcttta tgggtacaca aacggtcaac cacttcttta ccgccatgca 
caacgttcag
    70141 cacacctgcc ggaatacctg cttgaatcgc aagctcaacc aacatcatgg 
tcgataatgg
    70201 atcttgttct gaaggtttta aaacaaaagt attgccgcac acgattgcca 
ttgggaacat
    70261 ccaaagcggg atcatggctg ggaaattaaa cggcgtaata cctgcacaaa 
cgcccaaagg
    70321 ttgctgcaag gtataggtgt cgacaccacg tgctacacct tcaacatatt 
cacccatttg
    70381 taaagtacca actgagcagg catgttcaac cacttctaga ccacgttgaa 
tatcaccttc
    70441 ggcatctgcc aaagttttac cttgttcagc cgtcaatact tgtgcaatgt 
ctttcatgtt
    70501 ggcacggatc aagtcttgta gcttgagcat gatgcgcata cgtgcctgaa 
ttggggtctg
    70561 gcgccatgaa gcaaaagcat cttgtgcagc ctgaatagca gcgtcgactt 
cttcaaccgt
    70621 tgcaaaaggc acgcggccaa tcacttcctg agttgcaggg ttaacaatgt 
cttgccattc
    70681 ttgtgtttta gattcgataa actgtccgtt aataagtaat ttagcggtgt 
ccaattcgat
    70741 tttctggatt gtgttcataa cctctccgta ggtcatattt ttattgtgtt 
cagttattag
    70801 aaaatacttt tctatgtatt ttctttattc aggttttatt tgagactaac 
aaagaaatct
    70861 ttgaccacca acgcaaattc atgcacgatt gttgtgcaaa tatgcacagg 
gacaataaca
    70921 aaaatgaaag tggattggga tcatctacag ttttttctgg ttttagcacg 
cactaaaact
    70981 ctaaccaatg ctgcacgtat tatcggtgtc gagcacagta cggtggctag 
acggattcag
    71041 gctctagaac ttgctttagg tactacgcta tttaaacgtg aagcaaccgg 
ttatgagtta
    71101 actctcgaag ggatggcact tgtccctcga gttgaacaaa tggaacaagc 
tttcttacaa
    71161 attgaaaaac cgcaccaacc tttgcaaggt cgtgtgcgaa ttggcacacc 
tgagggcttt
    71221 ggaaccgcat ttttagcccg cttactggct gagttctcca tccagtatcc 
tctgcttacc
    71281 atcgacctga tacccgtacc aaaaatgatt aagctctcgc accgtgaagc 
agatattgtg
    71341 gtatcgattg aacgcccaac ctcagggcct tatatcatta cgcgcttgtc 
tgattactgt
    71401 ttaaaaattt acggtagcca aaactatcta gcgcaaaacc caccaattcg 
ccgactggaa



    71461 gatttaaccc agcaccgctt tgtgaactat attgatgatc tggtgtatag 
ccccgaactg
    71521 tattgtctag aacgcttacc tttaaagctt aacgcgaact ttcgcagtag 
cagcattttg
    71581 gcgcaacaaa ttgcggtcag cgcaggcgca ggtcttgcaa ttttgcccaa 
gtttttggca
    71641 gatgataagc ctgagcttga agaggtgtta gaacaacagg ttcgttttac 
ccataccttc
    71701 tggatgctga ccttcgttga tttacagcat gagccgcgca ttaaactggt 
ctgggattac
    71761 ttgcgtaaac aggccgataa ataccaacat ttactggttg attaaataat 
aaataaaaag
    71821 ccaatcatat gattggcttt ctggtaaatc gagacaggtt aattaaaaga 
tttcttgacc
    71881 taattttctc atacgcggct tatagaacgc ataataggtc acgcttaaaa 
ccactaacca
    71941 tactgggcta acgtataacg cttttaaggt atctggctct aatgccaaaa 
tcaccaaggt
    72001 aaacaagaag aatgcaataa ccgcatacgc catcaacaca ccgcccggca 
ttttgaaggt
    72061 agatgctgca tgtaactctg ggcgaatttt acgataacgt aaataacatg 
ccatgattaa
    72121 aatccacacg ctaatgaata aaatcacaca gagcgaactt gccaaagtaa 
atgcttccat
    72181 tgtgtttgga acaaagtact gaagcactgc tccgcccata atgaaaatac 
atgagaagat
    72241 taagccattt gacggtacag cacgttttga taaacgtccc aagatactcg 
gtgcctgacc
    72301 atcttttgat aaaccaaaca acatacggct cgttgaaaac acgccactgt 
tcatcgaaga
    72361 catgaccgac gacagcacaa ccaagttcat aataattgca gaaataggaa 
tacctgcatt
    72421 taagaacaac tcaacaaacg ggcttttatc ggcacgaata tgatcccaag 
gtgttacaga
    72481 catcaccaca aaaagtgcta acacataaaa cagaataata cgtaccggaa 
tcgcgttaat
    72541 tgcttttggt aagttagttt gcggatcttt cgtttcagcc gctgtggtac 
caatcaactc
    72601 aacaccaata aaggcaaaca cggcaatctg gaatccggct aaaaaaccac 
ttacaccttt
    72661 tggaaacaga ccaccatgcg accagacatt actgatgctg acaacgtcac 
catgaggagc
    72721 ttggaaatga gtgagaatca tgtagccacc cacaccaatt aagccaataa 
ttgccaaaat
    72781 cttaatgagt gcgaaccaga attctacttc accaaacaac ttgaccgtaa 
gcaaattaag
    72841 tcctaacacg aatagtacac agcccgcact aatcatggcc tgttgcattg 
gtgagaaact
    72901 ggcaccctcg ggcaaccaga aacttaaata attaataact gctgatagat 
cggcaatacc
    72961 gaccaatacc cagcctagcc aataggtcca gccaatataa tagccagccc 
atgggccgat
    73021 taagtcatag gccatatcaa caaatgactt gtagtgtaaa ttagcaagca 
gtaattcacc



    73081 taatgcacgc ataaggaaaa agaacatacc gccaattaac atgtaaataa 
cgagaatcga
    73141 aggacctgcg agggagatgg ttttgcccga gcccataaat agacccgtac 
caattgcacc
    73201 gccaattgca atgagctgta aatggcgatt acttaatttc cgttgtaaat 
gatcagggga
    73261 acttgcctca tctgaatgat gaaccattgt catattagaa gtccttttta 
tatttgctta
    73321 atttcaatca gcaacatata gggagaaaac gaaccgtata tcgtgggttg 
ctgagtctat
    73381 acatcgggac aagatgttca agtatatttt ttccttaatt gatctatctt 
ttatccctat
    73441 ttttttaaat tgcattattt atgtactgcc ttcacggcaa ttttaattat 
ccaatctcaa
    73501 ttcaccagat gagccgaagt gtagcatgcg atattgttca atgtcgcttt 
cccaccccct
    73561 tcaaaactgc actgatgact caaaaataaa caatattatt ccgataaaaa 
acctaaagaa
    73621 aataaaaaaa gccaatcatg ttagattggc tttttaataa aacttaatgg 
tcgttgacga
    73681 gttcacgtcc tagtcttttc atgcgcggtt tatacagcac atgataagtc 
acacctaaaa
    73741 tgatcaacca tactggactg acatatagcg cttttaaggt atcaggctct 
aatgccaaga
    73801 ttaccaaagt gaaaagcatg aatgccaaaa caacataact catccaaatg 
ccgcccggca
    73861 ttttgaatgt agatttttca tgtaattcag gacgtaattt acgatagcgt 
aaatagcaca
    73921 ccataatgag actccacaca ctaatgaaga gaatcacaca gagtgaactt 
gctaatgtaa
    73981 atgcctccat tgtgtttgga acaaagtact gaagcactgc cccgcccata 
atgaaagtac
    74041 aagagaaaat caaaccattt gaagggactg cgcgttttga taaacgtcca 
aatgctcccg
    74101 gtgcctgccc gtcttttgat aaaccgaaca gcatacgact ggttgaaaaa 
acaccgctgt
    74161 tcattgaaga catgaccgaa gatagcacca ccaagttcat aatgatcgca 
gaaaccggaa
    74221 tacctgcatt taagaataac tcaacaaacg ggcttttatc tgcacgaatg 
tgatcccacg
    74281 gtgttaccga catcacaata aataacgcca atacatagaa caaaataata 
cgtacaggaa
    74341 tcgcgttaat tgctttcggt aagttctttt gtgggtcttt cgtttcagca 
gctgtcgtac
    74401 caaccaattc aaccccgaca aatgcaaaaa cggcaatctg gaatcctgcc 
aagaagcctt
    74461 ctgtaccttt cgggaataaa ccgccatgtg accaaacatt actaatgctg 
gcaacagcgc
    74521 cttgcggagc ttggaaatgg ctgaaaatca tatagccacc cacgccgatc 
aggccaataa
    74581 ttgccagaat cttaataagg gcaaaccaga attcaatttc accaaataga 
cgtactgtaa
    74641 ggaggttaag acccatcaca aacaacacac agcctgcact aatcatggcc 
tgctgtattg



    74701 gtgagaagct tgcaccatcg ggtagccaga agctcaaata gttaatgact 
gctgaaaggt
    74761 ccgcaatacc gaccagcacc caacctaacc aataggtcca acccaaataa 
taaccagccc
    74821 aaggaccaat caggtcatgg gccatatcaa caaaagattt gtaatgcaga 
tttgcaagga
    74881 gtaactcacc cattgcacgc attaagaaaa agaacattcc tccaataatc 
atataaataa
    74941 agagaattga aggacctgcg agggagatgg ttttacctga gcccataaat 
aggccagttc
    75001 caattgcacc gccaattgca atcagttgta aatgacggtt agacagtttt 
cgttgcagat
    75061 gatcgggaga attttccgta tctgaatgac gagccgttgt catattaaaa 
ttcctttttg
    75121 aattcctttg ttaagatcag caacctatgg cgaaaattga accgtatgcc 
ataggtcact
    75181 gaatctgttc accaaaaaac gactggttaa accgtatcta tcttccttct 
gttagataca
    75241 tcatcatttt tggagtaaag ccgaattact tttgtgctgc cgtcacggca 
atttcaatta
    75301 accaatctgg attgaccaaa tcggcctgaa ttgtggcacg cgatggagca 
acacaccctt
    75361 ttaaccagtc aacccaaatt gcatttacag ttgaaaagtc agaaagattt 
ttcaaataga
    75421 gctgcgcaga gagcaagcga gatttatcgg tattggctaa tgccaaaagt 
tcatcaattg
    75481 ttgcaagaat ttcacgggtt tgacctgcca cgtcctgctc ggtattttta 
ggcacctgac
    75541 ctgacaaata aaccactttg ttaaaaacag tcacggcgct catgacttcg 
ttagtgttaa
    75601 tcttttgtat atctgaatta gacattcgga tttccttata cctgattaat 
aaattgaaca
    75661 cgggcggtga cggcacacat cagttcataa cccaccgtac cggatgaaac 
tgcaacatcg
    75721 tcaatagata gaacgacgcc tgtacttgac tgaccccaga gcaccacttc 
actaccaact
    75781 ttggcactct caatacccgt taaatcgact gccaacatat ccatactgac 
gcggccaact
    75841 gtacgtgtgc gtactgagtc cactaaaact ggagtacctg ttggcgaaat 
acgttgataa
    75901 ccatcggcat agccgcaagc cacaatccca atcgttatgg gttgctctgc 
gacaaagttt
    75961 gagccataac ctacgctttc attcggctcc aaatgctgaa cggaaataat 
ttcactacgt
    76021 aagctcatgg tcggctgcaa gccccaatcc gcaatactat gggttgggta 
atcaggcgag
    76081 ctgccataaa gcatgatgcc gctacggaca taatctgatt tgagctggtc 
ttgataacgc
    76141 agaattgccg cactattact taccgatctt tcacccggta aatccttcac 
aatttcttca
    76201 aaggcagtaa tttgataatc aataccttgc tgaccgaaac gatcaccatc 
tgcatccgaa
    76261 aaatgcatca tgtgggtaat cttggcgaca tttgccaaat tatttaaacg 
ttcccaagcc



    76321 tgcacataat gctgtggttt aaaaccaaga cggttcatac cactgttcat 
tttcaaaaaa
    76381 acatcaaatt gagcaggata aggatgctgt tctacccact cgatttgcgc 
ttcactatga
    76441 atggtgaaac taagctgata ctgcacacaa tcaaataaat cttgaggaga 
aaaaatccct
    76501 tcgagcaaca aaatcggacc cgtccaacct agagcacgaa ttcgttttgc 
ttcttcaaga
    76561 tccagtaagg caaagccatc tgctgcttta aatgcttcat agacacgttc 
aattccatgt
    76621 ccataagcat tggctttgac aacggcaaag accttactgt ttggcatagc 
cttgcgcacc
    76681 accgccaagt tattttgtaa ggcttgacgg tggatcactg cggtaatagg 
acgaggcatg
    76741 attactttcc taacgtccgt taagccgcat gtgcgtgtga ataacgctga 
attgaaaggc
    76801 catcggtact gatatcagtc ttatgattca atacgatgtc actgattaat 
tttcctgaac
    76861 cgcacgccat ggtccaacct aaagtgccat gacctgtatt caagaacaga 
tttttaaagc
    76921 gagtcgcacc aataattgga gtactgtctg gtgtcattgg acgtaaacct 
gtccagaaag
    76981 atgcttgttc catatcacca cccgggaaca agtcttgagt caccatttgc 
aaggttgcac
    77041 ggcggtcttc gttcagacct aagttaaagc cacttaactc agccattcca 
cctacgcgaa
    77101 tacgttggtc aaaacgagta atcgcgattt tgtaagtttc atccagcacg 
gtagattgtg
    77161 gagcaaaagc agggtcaaca ataggaatcg tcaacgagta accttttaca 
ggatatacag
    77221 gtaactgtag atcaagcggt ttcaagaaat cacgtgaata gctaccaaag 
gctagaacat
    77281 aacgatctgc ggttaaaacc ttgccattta cctgtacgcc tttaatttga 
tcgccttcga
    77341 caatcaattt ttctacgttc tgattaaact ggaagttaac gcctagctct 
ttagcaattt
    77401 gagctaaagc attggtaaat aaatagcagt cgcctgtttc atcatttggt 
aagtgtaaac
    77461 cacccacgag tttatcttgt gcatttgcta aagctggttc tacacgacca 
agctcgttgc
    77521 catttaataa ttcgtagctt acgccgcatt cttcaagcac gctaatgtcg 
cgttgaaccg
    77581 cttccatttg tgcttcttta cggaataact gcaacgtacc tttagcgcgg 
ttttcgtagt
    77641 gaatacccgt gtcttttcta agttcgcgta agcagtcacg gctgtattca 
gccacacgca
    77701 tcatacgttc tttgttcaca gcataactct gcggattaca gtttttcagc 
atttgcgcca
    77761 tccactgtaa ttgccacatg ctgccatcta aattaatcgc aagcggtgca 
tggtgttgga
    77821 acatccattt cacagcttta aaaggaattc ctggtgctgc ccaaggggtc 
gaatacccag
    77881 gcgaaatttg acctgcgtta ccaaaacttg tttcttcagc aggacctgac 
tggcgatcga



    77941 gaacagtaac ctcggctcct tgtcgagcca gataataggc acttgccact 
ccaataacgc
    78001 cgctacctag tacaattacg cgcatttcca ttccctcacg cacaccagtt 
tatttcacta
    78061 gtatatttct gcttcaatag tttatttcac tgtttttcag gctataatct 
aggtaaattt
    78121 atgtttttct cgcgagaatt taaaaaaaag aggaaatatc tatgcgcccc 
ttagatcgta
    78181 tagatcgcat gattctggat attttgcagc gtgaaggacg aattgcgatt 
agtgaattgg
    78241 catcaagagt caacctctct accacccctt gttcagagcg tgtaaagcgc 
cttgagcgcg
    78301 atggcattat catgggttat tacgcacggc taaaccccgc ctacgttgac 
cgtaacctgc
    78361 ttgtcttttt agaaattaag ttatctgcca aatctggcga tgtatttgat 
caggtggcta
    78421 gagacttagt tgagattcct gaagtgctcg aatgtcacct catttcaggt 
gaatttgact
    78481 accttgtaaa agcgcgttta aaagaaatga gtgcataccg tcgcttgtta 
ggagatctat
    78541 taaagaaact cccagcttcg gcatcttcac acagttatgt ggtcatggaa 
gaagtgaaag
    78601 aaactctgta tttagatgta agcaagtaaa gcgagcatta ttgaactcgc 
tttactcgtg
    78661 ttttaaaaat tagaaatatt ttaaaatcga aatatgtttg ttttgatgtt 
taaatttcga
    78721 gaaccatttc accgctggat agagtacaaa agacaataca atcgtggtta 
accataacat
    78781 ccacacatga ttgaccgaca aatagtttcc gtagttagct ccccacacac 
tgagtgccaa
    78841 cacatacatc agtttcaaca catataagtg cagtaaataa aagaacatcg 
gcaccgaacc
    78901 aaacacgacc aatggtttta gaaatgaata ttgctgcata cgttcaaaag 
caacgagcac
    78961 aagcaagcca attccaacat tcagcaaaat aaataataaa gacggcggat 
acttggtgag
    79021 gttaaaaaag ctcatgaggc tcagttgtaa tgactcaaaa tgttgccacg 
gctggtcacc
    79081 atagacattg ataaaacgca gtaaaacaaa taacccgata cttgctaaac 
caagactgag
    79141 taaagcgcgg attctttgat ttgctgaata ttttgaacta aagaactgac 
ctaatacgta
    79201 gcctaataaa atcaccccaa tccaaggtaa aacagggtaa cttgtacgaa 
gcttgatgcc
    79261 tgcaatctca agccagccac gttcgtgtaa aacgaaccat atattctgta 
ggatgccttg
    79321 tgagaagtgc acagaatcta ataagttgtg tccaaaaata atcaccaacg 
ctacactagc
    79381 aagaacaggc aaaggcaaac ttacacagca cgctagcacc accatgctaa 
taccaatcgc
    79441 ccagatcact tgtaaataaa tgacttcagg tggaaaagtt gctgtccatg 
caaagttcac
    79501 cagcgtgagc tctagtgcaa tcaaaaataa gccacgcttt aataaaaaag 
cacgtgtttg



    79561 ctgtaaatct tgtttttttg actgaaataa aaaagcagaa ataccggtta 
aaagtacaaa
    79621 aaccggagca caaatatggg ccaataatcg actgccaaat aaagccggtt 
ctgttactgt
    79681 tacgtccatt gggtcggtaa cctgtttatg taaatagaaa gtttctctta 
catggtcgag
    79741 caacataatg atgatcacca aaccacgcaa tgcatcaatc gactgtaaac 
gttcaatatt
    79801 cttttctaaa gacatagcag taatcaacaa aataatgtaa cgttatacta 
ttacatttaa
    79861 ttccttttgt ctttttatgg ctgattattt atgcgacaca aattaggatt 
gttgtcttcg
    79921 ttaggtctat catttatatc gacactcact tggggagagg aaacgtcaac 
ggtacttgag
    79981 accatacgtg ttcaggctga aagtacccga gaagatgtga gccaaaatag 
ctcggcaact
    80041 aaatttactc acgatgtttt agatgtccct tttaaccgtg cttatctttc 
taaacaaata
    80101 atggaacagc aagacgtgca acggattgat gacgcattaa ctttagtcag 
tggggttttt
    80161 catcaaaata gttttggtgg tggtttttgg gataactact catttcgtgg 
ctttagtacc
    80221 gaccccaatt taggtgcggc tatgatccgt aacggtttga gtgttaaccg 
aggaattaat
    80281 gctccaaaag atgtagtaaa tattgaatct ttagaatttt taaaaggacc 
aatggcggcg
    80341 ctatatggtc gcggcgaaac aggaggtttg ctgaacctca acagtaaaaa 
accacagtgg
    80401 gaaagcgaaa gtgaacttaa cctacgtgcc aatacccaag aacaatatcg 
aattagtctg
    80461 gagcataccg cgcctattaa cgatgaactc gcctatcgtt tagcagtggc 
tcatgaagat
    80521 aatcaaagct tccgtgatca tgtcagcagt gaacgctggt tcttttcacc 
acagcttaca
    80581 tggaaaattt cagaccaaac gcaactcgac tttgacagtg aatttactga 
gcataaagga
    80641 acctttgacc gtggggtcag cacagtcaat caccagtttg tgatggaccc 
gaaaaccttt
    80701 acaggtgaac ctgacgacgg cgatttgaaa ataaaagatt acttttacca 
attacgtctt
    80761 agtcacgaat ttaaccctga ctggaaacta aatagtgcgg tcagttataa 
agatgcacaa
    80821 atggtcggct ttgcgaccga acctcgtcgt atgcaaaacg atggacgtac 
tttagagcgt
    80881 caacgtcgct atcgtgatta tacgagtgaa gatgttctgg ctcagacaga 
gttacttggc
    80941 aagcttgata cgtcttgggc tcgtcatgaa attctacttt caaccgaact 
tggtcaactc
    81001 gactacaaac aaaaccagct tcgtcgcaac cacagcacag actcaccaaa 
cacaattgat
    81061 atctaccaac ctgaatatgg caaatattta ccgaatctca ctccgtttac 
cgacaccaaa
    81121 gagcgccagc gttacttcgc gcttaatgta caagatcaga tctttttcaa 
tgaccagtgg



    81181 agcgtgttac tcggtaaccg ttttgatcag gtcgaacaag actttaaaaa 
tcatataaaa
    81241 cagaccgaag ataaccagac acttcaccag aatagtccac gtttcggagt 
aaattttaaa
    81301 gcctctgagc aatgggcgtt ttatacaaac tatggtcgct catttgccat 
gaatagtggt
    81361 atgaaccgaa atggacaaac cttcgctcct gaaaaaggcg aaagctatga 
agtcggtacc
    81421 aaatataaaa taaacgacca aagtgtgctg agcctcgctt tgtttaaaat 
gaaaaaacga
    81481 aatgtactca caactgaccc aatcgacagt aactttcaaa ccgcagcagg 
cgaagtgagc
    81541 agtaaaggga ttgagtttga cttaaatagc cagatcaatg accgctggtt 
cgtcaatgcc
    81601 aactatagtt ataccgatgc tcaaattgaa aaagaccaag acttggcaaa 
aggcgcacgg
    81661 ctgagcaatg ttccaaaaca ccaaggtgct ataagcacta actatgagtt 
tctacaagac
    81721 ggtgcaagaa aagcaggcgt aggtgccaat ctcacttatg tgggtgagcg 
tagcgggcat
    81781 aacctagata acggttttaa tttaccaagt tatacgctgg tcaatttaaa 
tggctactat
    81841 gcaccatctg accgtttacg ctatcagctg aatataaata acctatttga 
taagacctac
    81901 tatgtctcaa gctatagcga tttatgggtt caaccgggtg aaccactgaa 
cgcctcaatt
    81961 tcggcacagt ggaagtttta attcttctat aaaataaaaa agcccgaata 
gtttcgggct
    82021 tttcactaga acataccatt ttcattaacg agtggatcgg gctgtatttg 
cccaatatcc
    82081 caaaactccg caatttttcc attttcaaaa cggcatatat gaaccacagc 
taaaattgtt
    82141 agcttgtcat tcatttgcat ttccagtttc gaatgtactg caactaaagc 
accatcctca
    82201 atgacatgct gaacttcaag aactttgttt ggagtttcaa ttgcactttc 
acgcatccct
    82261 tcctttaaag aagtcttatc accagcataa taaggattgt gatgcttaaa 
gtttggggcg
    82321 gtgtaattgc cgtaggcttc atcgacctcg ccagcggcag caagctctaa 
aaaacgtacc
    82381 gcaatttctt tttgagataa gctcattgta gaacctcccg gctatattta 
ggctttactg
    82441 taaaatgtca tcttcttctt cgtcgaagac ataagccatg catccccacc 
catcatattc
    82501 gccgttaaat tgctcagcga ttgtcgaaaa ccactgctcc agatcaacaa 
tatctgaata
    82561 ctctggttcc atcgtaacaa agatggtaat gatccattca ttcggttcaa 
cggaatcatc
    82621 ttggaaaaga gaaatttttt gctcttgata gagtaaatgc atcgcgcatt 
gctctgcatt
    82681 ttgctgatct tgaaatgcaa ttgaaaattc aatttcatga agctcggtta 
aatcatcccc
    82741 gtcttcaacc atttgccaaa gtacattgcc gttatcatca tctggaaatt 
gttcgtaatc



    82801 gcggttcatt agattgtcct tgttgttgct ctatttgtat tattcggcat 
taagaataac
    82861 cgacttttat tgcagtttgg atatgtattc agttgcgaat tgcatcaaat 
tttaattttt
    82921 taaaaaggca cttgtgactc aatcaccaca tctgttccct tcaaggggtg 
ttgaaaagca
    82981 agatatgcag cgtgtaaagc catacgattc aaatgaaacc gtttaggttc 
aggatgatat
    83041 aacttgtccc ccataatcgg atgcccaata tgcatcatat gtacacgtaa 
ctgatgcgaa
    83101 cgccctgtca caggttccag caacacacga ctttgatctg ttgttgcatc 
ataaaccaat
    83161 ggttgaaaca aggttttagc atgtttacct aattcaaaat gtacaatttg 
tcttgggcga
    83221 ttttcccagt cagtaatgag tggaacttca acactgccct cttgttttac 
ttggccttgc
    83281 accaaagcaa tataatgttt tttgactgtt ctggcctgaa acattttact 
taccgcaact
    83341 tctgcatcgc gatgtttggc aaacataagt aaacctgagg ttgccatatc 
taaacggtgc
    83401 gtaacctttg ctaaagggaa cttttccaat acccttaaat acgcactgtc 
atgatgttca
    83461 ggtaaccgac ccatgaccga caacaaaccc gcaggtttat caaccacaat 
taaatcgtca
    83521 tcttcaaata aaattgaaag cggatcttgt ggtggagcgt aaacaaagtt 
gtcgtttaaa
    83581 ggcatggtcg tagaagcagc aatggagcat ggcggcaaat cataaagaaa 
tttcagacct
    83641 accgcaaaat aatctatagc gccctactta tgttccacgt gaaactcgga 
aaatctttat
    83701 cgttttttat tcatttcagc taaaagatcg agctgaattt cttgaatatg 
tgcaagcctt
    83761 tcccactgat gcgataaaag atggtccatt ttttcatgta aatggcgaat 
ctcaagctcg
    83821 gcttttaaat taatttgata gtcatgttgc gaacgcaaac ggtcttttgc 
ttcttggcgg
    83881 ttttgactca tcataataat aggtgcttga attgcagcta aacatgacaa 
cactaaattc
    83941 agcaaaataa aaggataagg gtcgacggga cggaccacca tcacaaccgt 
atttaaaaca
    84001 atccaccccg ttaaaaataa agcaaaacaa ataagaaaag cccagctacc 
accaaatgat
    84061 gcgattttat ctgccagttt ttctccaaac gtccagtttt gatcaaaatc 
tgactctgta
    84121 tttcggctaa tcagttcatg ccgttgcata ctgccaatca cttcattttc 
taggttagat
    84181 aactcgccct tttccgagcg taataatgac tgcacatatt taattcgata 
atctgccaga
    84241 tcggcccgac aaataaagct tgagtagctc caatctggat ggtcttttaa 
aatttcatca
    84301 ctaatcacgt tacggatgac ttcacccgat actaaatctt ttaaaggaaa 
gctctttcca
    84361 catacggcgc attggcgaca ctgattttta ttctccatat tatccagctc 
gcaattgatc



    84421 ttaaaattag tatataaacg attttgattg atcgcatcgt aaataaaaat 
agcgctctaa
    84481 cctaaaatct gtaaagtcgc tgaaactatt tttcggtggg cagaaatcac 
aggcttcata
    84541 taatgagatt taaatgtcag gagtagcgca gaaagattag gcttattcat 
aaattatatt
    84601 cttgtaaaat atcattttta ttattgagaa ttttttaggg tgtcaaggga 
aaacatctat
    84661 ggtttacttc aacaatcata actttgtaag ttataacttt gtgcctataa 
acttttgatc
    84721 tatagcgtcc taagccgaat cgagaccttt tgggtgagta cacactaacg 
ttatacgttt
    84781 cggtgcatgc tactcttttc gatccctatc acacccttga gatatagttt 
agccagcact
    84841 ctgcgggatt gtttttctaa gaaaagcgaa tttttattat ttttgggaat 
ttttacgcca
    84901 ttaggaaaat ttaaaagaat atattcccat ttacctataa ttagttaaat 
ttaaattcca
    84961 ctttatttgt atttttcggt ttattttacc agtcaaaaaa tttgtagacc 
aaattggaag
    85021 ttctttcaac agcctatatt tagccgaata actcatgtaa agctgactcc 
ctaatccccg
    85081 cttttaagca tttttattct ttgggcacta ttcttagaga taacttttgc 
gcttgaatac
    85141 attataaaaa catattataa actatttcta accaaatgat tggttttttg 
gaactttata
    85201 atgaacaaca atattataat ttttggttat ggaacgggta tttcccaagc 
tgtagcacat
    85261 aaatttggta aagaaggcta taaaatcggg ttagtggcac gaaacgccca 
aaaacttgaa
    85321 aaggctattc tagaacttaa ggcacaaggt attgaagctt acgcttttgc 
atgtgattta
    85381 gctgttcttg aagatatacc aaatcttatt aaacgcatta aagatcgatt 
aggagagatt
    85441 aaaaatattc attggaatgc tttccatgat attgaaggca atatcttaga 
aacccctcca
    85501 ctagagctta ccaaaagctt tcatattcgc gtgtcgagct atattgcgac 
ggtacaggct
    85561 tgtctaggcg atttagagaa gaaccacggt agcattttat cgacaaacgg 
aatttttgct
    85621 ttcgatgcag tgggcatcga cttggttgcc aaagagtatt catcgttagc 
aactactgct
    85681 gccgctcaat acaaaaccac caacttgctt gtccatagtc ttgctgactc 
aaatgtttat
    85741 gtgagccaag tgattgtaaa tggtttcgta gatggcagac ctgaagccaa 
agataaaacc
    85801 tacacggtac acccagaaac agttgcggag cagttctggt acttacacca 
acataaacaa
    85861 gaaacagttt ctctttgtgg agaagccatt caagctgctt aaactatttc 
tgatgtgaga
    85921 agaagcgtaa tcagttacgc ttcttacaac ttattgtaca taaggccaaa 
tatctgggtc
    85981 tatatagctc tcatctatat ggtaaccctc ttttttcata ttattttctt 
cagttttacg



    86041 ggctttttta ttattagcaa cttcagtttc aaatgcttgc tttaactgct 
ctgaattcat
    86101 cttatctgaa tcagagatag catttcgccc tgcatattta aagttttcaa 
agctgtacct
    86161 caccatatac tgttcttttt tatcatcttt ataggtccgt cgaagactaa 
tacccaactc
    86221 cacatcccca ttatacaaat taaataccaa cctatttgtt ttcgaaagca 
catcctgcca
    86281 ttctttaaaa tttaagatat aagttggatc tataacctcc cccatagttt 
cagtcatatg
    86341 ctttagatta tcttgtttat caattcgagc actaaaaggt aaaaaatact 
gcttccattg
    86401 tttgtcatta atctgatgta ctaatttagt ataagcagta taagcctctt 
ggctcgtagt
    86461 atattcattt ggatgcaagc tagcattaat gtccatgatt tgaataccat 
cattgcttcg
    86521 tcgagctact tgtgtaccta gcacactgat tacattttca atttctaaat 
tactcttttc
    86581 actaaataca cgcactcgac ctagtttcgg tggagtccaa tctaatgata 
aaaaattcat
    86641 ccctgcaggc tgacgatcaa ctggtgtagt actattttta ctaaaatctt 
gcatcccttg
    86701 ttcaccaaaa tggagggcta ttacatcttg attttggttc attcggttat 
tacttgctgg
    86761 tttactacat gcaactaaaa agagacatgt agtgatcata agaaaaataa 
atttcaaaac
    86821 aattttccat ttattagaaa gtgtaatttg atagcactat taaatgattg 
gatttaattt
    86881 ataaaagaaa atgccccgaa gggcacttta gttattctgt tttatttgta 
acttccaaat
    86941 accaaatcgt ttcgccccaa gggttatctt taatctcagg catgatttca 
ccttctgcaa
    87001 agtagcgctt cttcatatta tttgcagggc tataccattc acctgttttc 
gggcaaattt
    87061 caccgcctag taccttaatt gcattttgct ctagcaatac cgcatgaatt 
ttattgactc
    87121 gttttccttc aggccaatgg ctatcctcat cgaaacgagc aatccattgc 
ggagagttgt
    87181 ctatatcaaa tcttggattt ggatcatcat cccatgcatc taaagtcgtt 
aattttaaat
    87241 cattacaacg aattggctta ataagttcat ttgccatcac cagtaaatct 
ggaacaccct
    87301 cttcaattgg ataaagtgat aattctccaa gtcgaatcca tagactgtat 
ttttcagggt
    87361 ctgctggatc tggtaatttg gtaatctcga ttcgtggatc attgagtttt 
aggcggattt
    87421 gctcctcgct taaccctagc ttttctatcc aataaggtga aagcaaaaaa 
caccatgttg
    87481 gggttcttat tcctgcagct aaagaagggg tataaataag accactagga 
tcatcatgag
    87541 agaaactcat attacttgga tgatcaatat ccaaaccata gaagtaatca 
ctaaaaattc
    87601 gctctactgt ttcaaattca ggtgatacac aattaaagct ttgtggacta 
ccaatctcat



    87661 acccactata agcctgaatc ggattaagtt ttattagaca attttcaaca 
aatgcatacc
    87721 attttttctt attttctcta aaccacttat cgccaaatga aatttttagg 
ctagtatatc
    87781 ttaagccatt atctcgaata attgcctgta aagcccaacg tgcactttgc 
ccccccgaat
    87841 cccccgttgt agccccaata aaataaacaa aatacttttt ataactctca 
tgcatttcat
    87901 ctaacattac ttgtcttgac ggtcgccatt tattcgcatt tttccatact 
cccgtatctc
    87961 tgtatcttaa cttaaagggc ttatcaatta tttcattttc aaattcttca 
tacagatcga
    88021 taattttatt agctacctca tctacttcat tatcttgatg ataaatataa 
aaggtaatgt
    88081 atggacaaat accaaactct tgatcttcct caccataaat aattgaagta 
tcaagtggaa
    88141 tatcccgtac taactcaaaa atctcttcat catttaaata cgtttcagaa 
gtactcatgt
    88201 aatattcctt aattggtttt acgcttttta ttcattgtag ctggcttaga 
gtctttagct
    88261 tctgtagttg atgcatcttc aggatagcgg aacaatgata gtttaaaacc 
ctcacttccc
    88321 gtaatcttac ccgcatgctt gacatcagca cactgttttt tcaagtcgtt 
ataattatta
    88381 aattgttttt catcaatccg gtcattctga aatttaattt caaccaatgc 
aaaaatatta
    88441 gtcaaagtta aaggctcacc acgatattca ggaataataa tatctgcacc 
aattacacct
    88501 ttacctttat aaggcattgg ccaaaatgga tttaattctg aacctactct 
tttaatacgt
    88561 gtctgaccat ctaattgagg cgctaaatat ttcctagttt ttatatcata 
accgaaacat
    88621 acttctgatt ttaaaggact acgccatttt aaaagctcat ccataaactc 
aaacatgaag
    88681 tttacggcaa gctgctttaa tctaataata atatattcat caacacttgc 
acctgctaat
    88741 tcttgagcag tcatcttcaa tagctttgcg acgatatcca ccttactctt 
cggtataaca
    88801 tcttttaatt ttttaccttt ttgttttctt aactggatca tcggcaaatg 
atctgctttt
    88861 tcacatattt gactaataat aggcctaaag ggaattttct gctttatggc 
agcagtaatt
    88921 acattacttt ttacttgtgg tcttccagaa gcagactttg tactgttagt 
ttgtttatca
    88981 cctgtggtca aggtcgttaa taatactttc tcacgttgcc gatcaatttt 
gtcagtgatc
    89041 tccttatcaa gatttttcat tattttcttg atttcttctt ttgccttttt 
aatattatct
    89101 tgatagtttt tgacctcatc ataagcattt gctgctgtac gatataattc 
atatgccgtt
    89161 attgcatatc cagctagttc aattattcca atcactacag gaagcataat 
tattttccta
    89221 ctgaactcat tttattagct acctgttcta actttgcttc ccaattctca 
gtaatacgct



    89281 cactttctct cattacagat ttataaccta tgattctttc tttactctct 
gtcactactt
    89341 gttcagtaaa accttgatta tcagtaatac cttgctttat taaattattt 
tttgaatcat
    89401 ggataaaata tttatatcct tggaaatttc taccatctgc tttaaataat 
tgatattgag
    89461 cagaatacgg agattgagca aactccaatt taggcaatgc aggaacatta 
gcattcgcac
    89521 tcccgcctcc cataaacaca tgctgtccag ccttcacctc aaacttgccg 
cttgtagtca
    89581 taaaaatacc tgaaccagta attttgactt gagagccgcc tgcggtaaga 
acaatttctt
    89641 tggctgcggt cgcttcgatt ttgtcttcag tcgaaatcac ctgaacagct 
ttacgggcaa
    89701 ttaaatcagc tccatcgcct tgcgcctgta tttcgacttt acctttgcct 
gcatacagtc
    89761 ttgccccttg ttgcgctgca aaaaggctaa tcttattttg ggcatgtgca 
atcaagttct
    89821 tttgagtaga cagattaatg ctatctccgg cagtttggtt gagctgacca 
tctgcactta
    89881 agtgaatgtc ttcgttactg gctagagcaa tactgttagg cgcagttaaa 
atcatcaaag
    89941 cttgcttaaa agcagcagct ttgtcttgat ctttctcttc aatttgctct 
atgaacgttt
    90001 ttaagttctc aagcatttcc aatggatcag tttgctgatt tttagcaact 
tcactgagtg
    90061 ccttggcatt attgaggccg ccttcgattt gttgcttggc ctcatttgca 
tcaaggtgta
    90121 caccttgagc ctgatcctgt ttgtgggtac taatgagtaa gccgctacca 
gctcgaaccg
    90181 cgccccactg gtcagttcta agttcaaaac cttccccacg accatcgctt 
tccgccttgt
    90241 cttttggata gcttaagtta cccaagttta gctggctggc ggcatggcta 
ctttgtagct
    90301 gggcactgat ttggcctgtg gtgtcatcaa aacggagctg gttaaagcct 
ttgccatcaa
    90361 cttcttctga acggataccg ctgagttttt tagtgtcagg tagctgacct 
ttctggtcaa
    90421 actgggtcgg gtggcgctcg gcttcatgaa tacgccccac cacaaacggg 
cggtcaatat
    90481 taccgtcaaa gaaatcgatg acaacgatct cgcccacgcg aggcaagaaa 
cgtgcgccat
    90541 aacctgcccc tgcccatggg gttagcacat cgacccaagc cgagtcggtg 
tcattgtcgt
    90601 tacttccagc tccaccatca tgactgtggt catcagctcg ggtaaacagg 
aaacggactt
    90661 taatgcgtcc ccactggtcg acatgaatgc tttcaccctc taaacccacc 
actctagcgc
    90721 gctgtgggtg agcggctggt cggtgctcta gcgggttata ttcaggcaca 
gctttgatgt
    90781 tacgacgaac aatgttcagt tcagcaaagt ggcgctgctc agggttttga 
ctgtcgagtt
    90841 gggctgcctt gagtttgcct tgtggtaata ggcgctcaag ttgctgttgt 
aattctttcg



    90901 gtaaattatt ctggttatag tagtgtttgc ttaagattaa gaactcttta 
tcagcactgt
    90961 catgttggtc aagttccgga tggtcattga gttcaaacca gtaacctacc 
tgtgcatcac
    91021 ggacattccc tgcaacagta aactgtttag aactcaagtg atggtaagca 
ttgatgtgct
    91081 ggttaagctg ttcaatctgg ctattgcctg aagcggtggc ttgatcttcc 
ccgtttaaat
    91141 cctgcatcca cgctgggcta acatgccatg catcttcaag gttcaggctt 
gcattgtcat
    91201 agtgttcgct gtgcttttgg gtgccttgta cgctgccgct accttcttct 
tgttgcaaag
    91261 catcggcttg ccagcgttgc acatgaaccg aggttggttg taaacgacgc 
tcagctttga
    91321 cttgggtaat ggtatcgaac tgctctgtcg cactgctgcg ttgatagcgg 
atgctacggc
    91381 gttcaagtgc ctgataattt tggttatcgt caattaaacg taagacttgt 
ggctggatag
    91441 aagcatttgg gtcagcgaca aaaagctgtg actcatcgac cagccagtta 
atgccttcac
    91501 tacgccacaa acgggttaaa aagtcataat cgctttcgtt tgactgcatc 
acaaatggac
    91561 gcacatcgta gtctttagtt aagccagatg tatcgagcgt tatgcttgag 
gcaaataacg
    91621 ggctttttcc ctgccattcc ttaaacagaa tttcactaat atcgcgcacg 
cttttattca
    91681 taaacacgcg actattacgg cgcttatgcc agagtgcagt tgggtctttt 
aaagttaaat
    91741 tataaatagt gagtgagccg tcgctttgcc cttggctggc ttcggtaata 
atacctgtcg
    91801 ttctaaaaaa ctggcctgta tcggtgacct gatcgacggc aacctgacag 
ccaataaact
    91861 gttttaatgc aatatgggcg ttcgtcgaca gacacaataa ctcagcaacg 
ctgccctgat
    91921 taagcgtatg ttcgccttca atacgttgta agaagacttg ctgatttaaa 
gactgatttg
    91981 agaattggat atgaacagca cgattttgtg aaacaaggcc taaacgttcc 
aatatactcg
    92041 acacactcat ctgcattttt attatcaatc aaacttatat ttaagccata 
ttttaattaa
    92101 aaaaagacta atctgtctat ctatactcat tttcaaaatg taactagtct 
aaatatgcag
    92161 ttttacgtta atttcttatt aaataggtat ttaaaccgta aaagtcgaac 
attttaaagt
    92221 actataaatc atagaggtat tattaaattt tttaaataaa aatcaaacat 
atagcaagaa
    92281 attaaatttt aagattaata aaattcagga tgagatatga aaataaaaaa 
gtctgctttt
    92341 tatatattta ccatgatttt ttcgcttcat tcttcagcat ttgctgagcc 
gagtgttgct
    92401 gatgttcaat atcgtgcaca gcaaggacaa ccgattgcgc aatatcatct 
tggcatcatg
    92461 cttttaactg gtgaacaagg tgtcgttaaa aactatgaac aagcttttaa 
atggttaact



    92521 gctgctgacc aaaatggaag cgtgggggca aaatatagtt taggaatgat 
gtatttcacg
    92581 ggtacaggcg tggaaaaaga catgaaacgc gcttttgaat attttgctaa 
agctgcggat
    92641 aagggccatg ccaaagcgca atataactta ggggtgttat atgacagagg 
tgaaggaact
    92701 gcgcaaaatt atgagcaggc ttttgaatgg tatagtcgtg ctgcagagca 
aggctatccg
    92761 cccgcagaat ataatttagc tcatctatat aaaaaaggtc acggcgtcgc 
tcaaagcgat
    92821 gagcaagccc ttaagtggta caccaaagcg gctgagcata atgaaagcga 
tgcccagtac
    92881 aacttggccc agatgtattt aaatggtgaa ggcacgccga aaaacctaca 
actggcaaag
    92941 aaatggttcc aacaagctgc cgatgcaggt gattcggatg cgaaagaaat 
gcttaaaagt
    93001 ttagattgaa taagacagtc attcccattt tctaaaaacc agacaagtat 
ttacgccacc
    93061 aaaaccaaag ctattactca taactgtttt tagttcggtt tctcggcttg 
tttgaacaat
    93121 atcgaacttt ttagcttctt cgcgcagttc ggcaatatta atactcggcg 
caataaagtt
    93181 attttgcagc attaaaatag aataaatagc ttcgtgtacc cctgcggccc 
ccaaactatg
    93241 gccagtcatc gacttggttg aactcagcgg cggtactttt tcactaccaa 
aagctcgctc
    93301 tatggccaat agttcaggaa tgtcgcctgc tggcgttgaa gtaccatgcg 
tgttgatata
    93361 gtcgatggtg tctgaaccat tttgcttagc ttctgcgagt gccagtttga 
tgcagcgagt
    93421 cgccccttca ccacttgggg caaccatatc gacaccgtca ctattggcag 
cgtacccaac
    93481 cacttctgct aaaatttttg ctccgcgttt ttgggcatgg cttaaagact 
ccaaaaccac
    93541 catgccaccg ccgccagcaa tcacaaagcc atcgttatcg actgaatatg 
ggcgtgaagc
    93601 ggtttcaggc gcatcgttat atttagaaca taaggcaccc atcgcatcga 
atattgcggt
    93661 ttgggaccaa tggtcttctt cgccaccgcc cgccagcatc aggtcttgtt 
tgccagcggc
    93721 aataaggtga tatgcataac cgattgcatc ggctgaagtc gcacaggcac 
tcgcgactga
    93781 ttgagatacg ccttttaggt tgaaagcacg tgataagtta gagctaatgg 
tgctggtgag
    93841 gtagcgtggt gctaaatcgg gtgatacttc gcttgcgcct ttttctttta 
gggtatgcag
    93901 catgtcgatg atagacgctg tagaggtgcc gcctgttccc ccaatcacgc 
catattttgg
    93961 gttgttggca atgtcagtta catcaagctt ggcatgttgt agcgcatcga 
gtgccgagtt
    94021 ataggcatac atcgcgcaga cgcccatgtg tttttttagc tcaggatcaa 
tattttcaaa
    94081 attcatttcg gcagtggcgc tcacatgact tcgaaagttc agttttgcat 
agacttcgtt



    94141 atagcgaatg cctgagcggc ctgcttttaa ggactcggtt actttctcta 
atgtatttcc
    94201 aatacaagaa ttaattccca tacctgtgat gacaacacgt tccattctta 
tctctataaa
    94261 aacgacaaaa atagatctta acaatcaagt tcttttttgg aactggcaaa 
atatttctat
    94321 atttattatt ttttctcatc aaatataaat aaaaagttaa taataaaatt 
tttattttaa
    94381 aatctattta gttttattat taaatcaaaa atattttaaa tattaaattg 
acgtatttaa
    94441 aatcaccgat tattattccg ttgctggcct acattgccag acggttttga 
cagaccgtaa
    94501 ctcgtagcga attgtagttc tactataatt cgttagaccc ttgcgtcccc 
tttctttgcg
    94561 gtaggacggg agggggacgc cccgcgcgtg ctggttctac gagtccagtc 
tgtcaacccc
    94621 ctttcgttct accaccctaa ttaattcgcg gtaatctggt ggtagaactc 
catttttaag
    94681 gagttgacta tgccattttt caaactcatt ttctctctta tttaactatt 
ttattgattt
    94741 aaaatttggt tttttacgcc ctatttttta aatttataaa ttatttttta 
ttttaaaatt
    94801 ttattttcct gtatgcatag gaggattaat tattacctaa aaaattattt 
taatttttaa
    94861 acagattata tttttattct acgcatagat acaaatcatt atgagaataa 
tatgacaatt
    94921 tataaacctt ttttggcttt aagttttgtt ctagttagct tgggtatttc 
aggctgtaac
    94981 ctccacactc agcaagagtt tgaaaaaatt tgcctgtcga gtgggcatag 
caagaccagt
    95041 tgcgaatgta tttaccagcg actcgaacaa acctattccc cgaagcttat 
gcagcaccta
    95101 gaacatgtca gtttgcaaag tcctgttctc ccacgggact ttgcccctac 
ttttttaagc
    95161 accatgcagc ggtgtgacaa aagtagtctg ggctaagcgt tggcttagct 
ctttatctct
    95221 gtgtcgcaat ggtgttgtac tttaaatcag cgcaaaaaat taaagtctgt 
tgtgacacag
    95281 aggcctaagt tttttgattt gccgatctag cattttgaaa aatcagatca 
attttataac
    95341 caatcaagtt atgctgtgct tacattcaac ttttgaacat ttattagaat 
gaattacaca
    95401 tgggatgaat ttgagcaaag acttatcaca tatagagatg catggattga 
tctggcaaga
    95461 attttagatg cgtatgagca tcaaataaaa gaacttcttc aacaaattca 
attattaact
    95521 tatgaagatt ctttgcctgt atttaatcaa ttatatgaaa tacaagatca 
tttagctact
    95581 gccaagtttc gctatgacct cgacttaaat gaagctttag atatattcgt 
ttatcatttc
    95641 gatagagatg acaaagcgct gataagccaa tattggtaca aaaaattcaa 
gcaaaacaaa
    95701 gatattcttt ggcctttacc ccaagatgaa tagtagcttg tacgttttaa 
cctacaaact



    95761 tttaaggttt ttgcggattg gcgatactct gcttttttcc taatatgaag 
tcatacagga
    95821 acaggatgtt ccggaacaca aaacaacaat aatacgttca agcaccagga 
gcgtgagata
    95881 cgacaggagt catatctaat caccaaatac gaaaaagccc gacaggatgt 
cgggcttttt
    95941 ttatgtttat tatcctagct taaataatta cttaaaccat ctttcataaa 
gaagattatt
    96001 acagcgaaaa gctattgcac caaaaaacca tacctctgcg gccaaagcta 
ataaaatagt
    96061 tccgactgag atacccaata tatctatatg tgcttgcttg ttcacagctc 
taataaagtc
    96121 tggagtcact tcggttacaa cgaatcccca ataactcgaa atcaaaaagg 
ctgaagcacc
    96181 gaaaataact aatagatagt caggcatttc tttaaattca cgctttttaa 
gttttttaaa
    96241 ctttaaaact atatttttat aggccttctt cataggatag ttctccctaa 
attttagagt
    96301 tattcatttt tatattgagc atatttttat caaaaatcta ctgctacttt 
ttacagggta
    96361 ttcaatatat atttacaata attaagattc cacaagccac tttctaatgt 
acgttttatc
    96421 ctacaaactt ttagggtttt tgcggattgg cgacatccct cttttttcct 
attatgaagt
    96481 catacaggaa caggatgttc cggaacataa aacaacaata atacgttcaa 
gcaccaggag
    96541 cgtgagatac gacaggagtc atatctaatc accaaataca agaaagcccg 
acaggatgtc
    96601 gggctttttt tatggtcatt taaaaatgat atttacactc acctatagcg 
gggtatgtgc
    96661 ctgttcttgc tttttatggc gaatccaacg caccacccaa ataaccgcaa 
tcagcaccac
    96721 tattgcaaca agcgcaggca ccagcatagc tgaaactgaa agtaagattg 
ctccaatcca
    96781 ctcccctgtc gcaacgacaa aattacccaa gccacccgtg gttgcagttg 
aaacaccacg
    96841 tgcagcaacg gtactcattt gcactacgcc agccgtacca ccaccgacaa 
taatggctgc
    96901 tgcccaactg gcaaactgag acatttctcc actactgacc gccattgtcg 
ctaacgtacc
    96961 cgcgatcatg gccgcagggg ttgcgactgt gtctaaagca ttatcgaccc 
acgggatata
    97021 gtaagccgcg acttcacaca ccgttgccac acctaaagcc aaacacaccg 
atggcagagc
    97081 taaccattca aagccttttg atggctcgaa ccatcccatc atggtggcaa 
tgctcataac
    97141 cagtagcggc acaaacacgc gaaaaccgca ggcagcgctc aggcccacac 
caatacataa
    97201 acccaatatt gtttccataa cggtttcctt ttaatgccca tcacgggtct 
tgttatgtaa
    97261 gtcttatttt taaattaaca aaaagcccca tcgggtgaca gggctttttg 
ttaaatgcga
    97321 acgcaaatat tatttcattc ttaacgttta aattgcgtgc agtagcattt 
tgtgcaaggt



    97381 ggtaaagggt cggtattaat ttctaaaaac actctatgtc cgcactgagc 
acagaaatag
    97441 aagcctgttc cgggtttttc gccagctgtt accatgatta cattcctata 
atcgtatata
    97501 tattaaacag gaatataacc cagttagagt gattgtcaat tgtccatttc 
gcccgatgat
    97561 gatggcataa atgcaaaaaa tgttatttgt acgatttatc ttacacagat 
ttagggattt
    97621 agcggattgg ccgtcccctg ctttttttct aatatgaact catacaggaa 
caggatgttc
    97681 cggaacataa aacaacaata ataggttcat gcatcaggat cgtgagatac 
gacaggagtc
    97741 atatctagca accaaatacg aaaaagcccg acaggatgtc gggctttttt 
tattgatcta
    97801 agataattgc ggaacttcga ttaagttaac cgtaaataaa tttagaatat 
cttctctgtc
    97861 cataaagatt atttgacttc tcttattagc atcaagttta tttcccaacc 
aatttcttgc
    97921 tgctttagta atttctccac ctgcaatgat ataagcatga tcaactaaaa 
ctcttttatt
    97981 tgtttctgga tcaaaaatct catgtcctaa catcattgta gtttggttat 
aaatttcagc
    98041 aatattatga ttccctgctt tagtcattcc agaagaatct aattttcctt 
tcttaacttg
    98101 tatcccaaaa taaattatat gttgggtggg cagcgtaaat ttcatccaaa 
tatctttccc
    98161 atattctaaa gctttgtctc tatgtccagc taccgtaatt ctttgaaaac 
ccaatattct
    98221 aaataaaggt aataaaattt tttcaattaa ctcatcttct gaacatcgct 
ctaaaaagtt
    98281 tataagtaat tctcttttct ttagctcatc ttctgtgaat ggtctatgtg 
gattttcact
    98341 tggttttatc aaattattgg ttcttatatt tcttacatat aaaatattat 
cgtttccata
    98401 aaaagcttcg aatccctccc gacttaatgg tttattcaat tcaattaatg 
catttattct
    98461 ttcaggatca tcttctgttg catcagactt atacattaat atcctaagca 
gattgataaa
    98521 tttctcaggt aaagagtctt ttgcacaagg ttcttccaat aattccttta 
atctttctgc
    98581 tgtccaccac catctagtac taccatcatg tacataaggt aaatcacact 
catcaaaaaa
    98641 ctgtgtaata taaaaactac ttctataagg aaaatattgc ctgtcaccca 
caatacagtc
    98701 tgcaatatct tttaaatttc tatctctaaa cctcataaaa gcctctaaaa 
ataaagaaac
    98761 ctactctaaa gtaggccttt tgttaaatag aatcaattac tttaacttag 
gtagtatgac
    98821 aataagcaca cccattaatt ctagcgctat tgtattctag ctttgcataa 
gcaacagctt
    98881 ctctacagga tggaaattct ccaagtggaa tttgattatt tgctaacggt 
ataaatctaa
    98941 ttattgaaac ataccgcata acaaacatcc ccctaactaa gaatttttga 
attaaaaaag



    99001 atttcctgct tgagaattgt tttgaatagc aaaataagca ttatttactt 
taaaatcact
    99061 ataaaactta agaaattctt taggatttct aactttatct aacagatttc 
tttttgataa
    99121 agctacaaac attgcaattg aataagcctg acaatttatt gatttttcag 
gattaaactc
    99181 aatatcagta aacgcttcat atgctaagag ttcttgatga tactcagcat 
taaaatttaa
    99241 tgcgttaata tataaccaat catagaatgc tgttaatgga tctaaagccc 
aatcaattcc
    99301 ataaaaagta aactttttta actgtcctga agtttttaat ctttcgtcct 
ttttcgcttc
    99361 tcttgaagta acgtttaaaa gatccaaaaa tgggcctcca ttttgaaaaa 
ctttactact
    99421 ttgaaaagca cattcaacac taaatttttg atgtgttttt ttatcaaaca 
tcattagatt
    99481 aaaagcacta agagccaccc ccaactctac ctctgattta ctagatattt 
ccaaaatgtt
    99541 gaaaatatct aatttatctc gaatactgtc atgtagcgaa ttaatagatt 
tttgcttttg
    99601 aacaactgca aaacctgaat gatattgaaa atctatcatt tttgtatcaa 
caagtgtaga
    99661 accactagaa ttaggaataa aaacaggtcg ttttgccatt tcacacctct 
aatagcccca
    99721 aaggaaagct tttcttgtat taaatacttg tcttcctgaa tgacagtgga 
cgaatttaat
    99781 gtttggaaat cttttagaaa aaaattctac taaatccttt tcactcaaaa 
tacaaccttt
    99841 caaattttcc atagtaacta ttccaggaat cattacttct gcctgaacat 
ctgtaggatc
    99901 acatgctcta agaacacttt cacgactctc ggcagaataa gtaaacattc 
tttccaatgc
    99961 ttgccctcca cggaacatat ctactggtga tctactaaca ttagatgacg 
ccgcattcac
   100021 agggtaaaat aaacaattgt ttgtagttaa taaatcagat ttgaaaacta 
aaatagccca
   100081 tttgctttca ggaacagcac atctcaatcg ataaaacatt agatgatttg 
gaaaacttat
   100141 actgaaacta ctatagtcta attttccatc agctcttaca gtatcattaa 
atatcgatgt
   100201 tttattggat aaattatttc ttggaattat tccgtttgtt aaaatattat 
taagattttc
   100261 aaccctcgta aaatgaaaaa tagatttaat ttctctttta ttgatgactt 
cttgaatact
   100321 tgtcaatgta taaaccccaa gctaatttag cttttacttg gggtttatac 
tattaaattt
   100381 caacaacttt tttattaagc cacttggcct tctaaaaagt cttgcgcaaa 
acgctgtaat
   100441 acaccgcccg cttcatatac agaaacttct tcttctgtat ctaaacggca 
agtcacaggc
   100501 acttcaagaa tctcttcttt accatccgct gtggcacgtt caataaccaa 
agttaaagtc
   100561 gaacgcggcg caatattacc aatcacgcta taaagctctg taccatctag 
ttttaaagtc



   100621 ttgcggttta cacccggttt aaactcaagt ggtaacacgc ccatacccac 
caagttggta
   100681 cggtgaatac gctcaaaacc ttctgctaca atcgcttcaa cacctgcaag 
gcggacacct
   100741 tttgcagccc agtcacggct tgaaccctga ccgtagtcag cacccgcgat 
aataattaac
   100801 ggttgcttac ggttcatgta ggtttcaatt gcttcccaca tgcgcatcac 
ttcgccttct
   100861 ggctctacac gcgcttttga accttgctta atggtaccgt ctgaacggcg 
aaccatttcg
   100921 ttatacagtt tcgggtttgc aaatgttgca cgttgtgcag tcaagtggtc 
accacggtgc
   100981 gttgcgtatg agttgaagtc ttcttctggt acgcccattt tgtgaagata 
ttcacccgca
   101041 gccgagtcca tcaaaatcgc atttgaaggt gacaagtgat cggtggtgat 
gttgtcaccc
   101101 aaaatcgcaa gcggacgcat gttcgccaaa gtacgtggtg cagccaacgc 
cccttcccaa
   101161 tatggtggac ggcggatgta agtactttgc ggacgccagt cgtaaagtgg 
gcttttcgct
   101221 tgctccactt cgcccaagtc aaacattgga atgtagactt tacggaactg 
ttcaggcttc
   101281 acggcttctt taactaaggc atcaatttca gcgtcggatg gccagatgtc 
tttgaggtaa
   101341 atcgggttac cttctttgtc ataacctaac gcatcttttt cgatgtcaaa 
acgaatcgta
   101401 cctgcaattg catatgccac aacaagcggt ggagatgcca agaatgcttg 
ttttgcataa
   101461 ggatggatac ggccatcgaa gttacggtta ccagagagta ctgcggttgc 
gtacaagtca
   101521 cggtcaataa tttcttgctg gatagctgga tctaacgcac cagacatacc 
gttacacgtc
   101581 gtacaagcgt aagccacaat accaaaacca agtttctcta agtcttttag 
aacacctgct
   101641 tcttcaaggt aaagtgcggc cgcttttgaa cccggtgcaa atgatgattt 
cacccaaggt
   101701 ttacgaacca aacctagctc atttgcctta cgtgccaaca aacctgccgc 
cacagtgtta
   101761 cgtgggttag aagtgttggt acatgaagta attgcagcaa taatgattgc 
gccatctggc
   101821 attaagccat cagaacggtt ttcaactaca cctgcaatgc ctttttcttt 
taagtccgca
   101881 gttgaaacac gtgcatgtgg gtttgagggg ccagcaatgt tacgtgtgac 
tgttgacaga
   101941 tcaaaacgta gtacacgtgg gtactctgct ttggtcattt cagatgccca 
aaggccaatt
   102001 tcttttgcgt actgttcaac caatgccact tgagcatctt cacggcctgt 
taggcgtaag
   102061 tagtcgattg tgttttggtc gatgtagaac atcgcagccg tagcgccata 
ttctggtgtc
   102121 atgttcgaaa tggttgcacg gtcacccaca gacatactgt cagcgccttc 
accaaagaac
   102181 tcaaggtaag caccaaccac gcgttcttta cgtaagaatt cagttagagc 
aagtacgata



   102241 tctgttgcag taatgcctgc ctgacgctga cctacaaact caacaccaat 
aatgtctggc
   102301 agacgcatcc aagatgcacg gcctaacatt acgttttcag cttctaagcc 
acccacgccc
   102361 acagaaatta cgcccaaagc gtctgtatgt ggtgtgtgtg agtctgtacc 
gacacatgtg
   102421 tctgggaatg ctacgccatc acgcgcctga atcaccggag acattttctc 
taggttaatc
   102481 tggtgcataa tgccgttccc cgcagggatc acatcaacat ttttaaatgc 
agttttggtc
   102541 cactcaataa agtggaaacg gtcttcatta cggcggtctt caacagcacg 
gttttttgca
   102601 aaagcgtctg ggtcagcacc accatattcc actgctaaag agtggtcgac 
aatgagctgt
   102661 gttggtacaa ctgggttaac cttagatggg tcaccgccct tctcagcaat 
cgcgtcacgc
   102721 aaacctgcaa ggtcaaccaa tgcagtttga cccaaaatgt catgacacac 
cacgcgcgct
   102781 ggataccaag gaaagtccaa gtcctgacgg cgttcaatca actgcgttaa 
ataagcagtt
   102841 aagttctcgg catcggcacg gcgtaccaat tgctcagcga gtactttaga 
ggtgtaaggc
   102901 agtttttcgt atgcgcctgg ctgaatatct tcaacggctt gacgcacgtc 
gtagtattca
   102961 agctgggtac ctgccagcgg tttacggtat tttgtgttca ttaaccacgc 
tccgccaatg
   103021 gtttaaattc gaggttttca gggcctgtgt agttcgcgct tggacgaatg 
attttgccgt
   103081 cttgacgttg ttcaatcacg tgcgctgacc aacctgctgt acgtgcaatt 
acgaataacg
   103141 gtgtaaacat tgcagttgga acacccatta agtgataact caccgcactg 
aaccagtcga
   103201 ggttcgggaa catgtttttc acttctttca tcactgcttc caaacgctca 
gcgatgaggt
   103261 acattttggt gttctcttgc gcttctgcta agtcatgcgc cactttcttg 
atcacttcgt
   103321 tacgtgggtc agaaactgta tatacagggt gaccaaatcc gattacgact 
tctttatttt
   103381 caacacgttt acggatgtca gcttctgctt cgtctggatt gtcgtaacgt 
tgttgaatca
   103441 cgaatgcaac ttcgtttgca ccaccgtgct taggtccgcg aagtgcacca 
ataccgcctg
   103501 taattgccga gtacatgtca gaacctgtac ctgcaaccac gcgtgaggta 
aatgtagatg
   103561 cgttgaactc atgctcagca tacaaaataa gtgatgtatg catcgcttga 
atccactctt
   103621 cacatggttt ttcgccatga agtaagtgca agaaatgcgc tgcaattgag 
tcatcatctg
   103681 tttcaacttc aatacgacga ccgttgttgc tgaagtgata ccaatagagc 
agcattgaac
   103741 ctaagcttgc cattaattta tcagcaatgt cttttgcgcc cgcttcattg 
tggtcttcgt
   103801 gttctggagt taaacaacct agtactgaaa caccagtacg catcacatcc 
attgggtgtg



   103861 cagatggtgg taattgctca agtgcagttt taagtgctgc cggtaagcca 
cgaagtgctt
   103921 ttaattttgc tttatatgct ttgagttcag ctttgtttgg taatttgcca 
tgtacgagca
   103981 agtgagcaac ttcttcaaac tcgctacctg ccgcaaggtc aagaatgtca 
tagccacgat
   104041 agtgcaagtc gttaccgcta cgtcctacgg tacaaagtgc tgtgttgcct 
gcaacttgtc
   104101 cgctaagtgc aactgatttt tttggtttga agcctgttgt tgtttcattt 
gagctcataa
   104161 gattgtcctt tcctatctat ttaaattatt tggggaacac ggcatatgta 
ccgtgtttta
   104221 cttcttattt ctttttagca aatgcgttgt ctaagtagtc ttcaaacgcg 
tagtagttaa
   104281 tgcgttcata taactcttta cgcgtttgca taatatcaac cacattcttt 
tgcgtgcctt
   104341 ctttacgcaa ggtttcatac acagtttcgg ctgccttgtt catggcacgg 
aaagcagaaa
   104401 gcggataaag cgcaaggctt acatcggcag atgctaactc ttcagtggta 
aacagtggtg
   104461 tcgagccaaa ctcggtaatg tttgccaaaa ttggtacgcc tgtcttctga 
gcaaattgct
   104521 tgtacatatc aagctcggta attgcttcag ggaacaacat gtctgcgcct 
gcctcaatat
   104581 aggcacccgc acggtcaatg gcagcttgta agccttcaac cgctaacgca 
tcggtacgcg
   104641 ccataatcac gaagctgtca tcaccacgcg catcgaccgc agctttaata 
cggtcaacca
   104701 tttcttcttg agtcacaatg gctttgttcg gacggtgacc acaacgtttt 
gcacccactt
   104761 ggtcttcaat gtgcattgcc gcagcaccaa acttgataag tgatttcgta 
gtacgggcaa
   104821 tgttaaatgc agaagcacca aaacctgtgt cagcatcgac caataatgga 
agatcacata
   104881 catcagtaat tcggcgtaca tcagtcaaca catcatcaag gttactgatt 
cccaaatcag
   104941 gtaagcctaa agaaccagct gctacaccac cacctgataa gtaaatcgct 
ttataacctg
   105001 cacgttttgc caaaagtgca tgattggcat tgatggttcc caccacttgt 
aatggctttt
   105061 cttgggctac ggcatcgcga aatagctgac ctgcggattg tttagccatt 
gttatgttct
   105121 ccttgtgctt gtagcagtgt ttgctcaata attttgtaag aagcattgat 
atgtcgatgc
   105181 atgagcagct cggcaagttc accatcgcct tctgcaattg catctaaaat 
acggatatgt
   105241 tcgtcccaag ctttgcttgg acgatcgggt gtgtttgaaa actgaattcg 
gtacatacgg
   105301 atgagatgat aaagctcatc acatagcatt ttttctaggg ttttattgcc 
actacttttg
   105361 ataatgcagt agtgaaaatc gtcctgccct tcttgcaagt aatatccttt 
acctgcttta
   105421 aagttttcat cttcggcatg catacgtaag acatcacgta gcgccaaaat 
ttgcttttta



   105481 tcaatatgct gtgccgcaag tttgcaagct aaaccttcta atgacgcacg 
aatctggtaa
   105541 agctctttaa actgttgcag tgagagcgaa accacacgcg cgcccacatg 
tgcagtacgc
   105601 tcaaccaaac gttgcccttc aaggcgatga attgcttcac gcaaaggccc 
acggctaatg
   105661 ccgtaagtgc gcgccagttc aggctcggaa attttgctac ctgccggaat 
ttgacctaaa
   105721 acaatcgccg tctgtatttg tttaaataca ttctcggtca gtgttcttcc 
ctgactttgt
   105781 agtggctctg gtgcgaaggt caaatcttgc atattgtcga caatttttaa 
tcaattatga
   105841 gttttatagc ggtatgaatg aaaaaaatca aggtgattgt tgacacttta 
cagaacgtat
   105901 caggtcaatt tttatcgttt ggcctgttct ctcaccttat atttagagca 
ttacaccact
   105961 tgccagttaa tatttataaa acaataattt agtgtcaatt tatctatagt 
tttatgactc
   106021 tttcttagtt actttttagt cattaaactt ttgtttcaaa ctttagtcta 
caaccaatgt
   106081 attacagcaa gattgtagac aatctgcttg aatgaaagca tgagttagaa 
attagtttct
   106141 atttaccgta atttctttta aatcttttta tcattttcat ccagaaaata 
tcgatattag
   106201 tgaaattatc aggtgcttca cggtagcttt attgatacat tattgagcat 
cgacatagtt
   106261 gtagcgtatt tttcgagaca gaaaaaaccc agcactatgc atattgttga 
atgaaaggac
   106321 ttttttgatg tttcaacata tccccccata cgcaggcgat ccaattctct 
ctttaatgga
   106381 acagttcaat gctgatactc gttctgaaaa agtaaacttg agtattggtc 
tttattataa
   106441 cgaagacagc attgttcctc agttagagac cattatcgag gcacaaaagc 
gtattgagcc
   106501 taagaacggt aaaaccaaac tttatttgcc aatggaaggc ttcaaacctt 
accgtgaagc
   106561 aattcaagca cttttatttg gtgcaaacag cccagcagtt aaagctggcc 
gtgctgtaac
   106621 catccaaacg cttggtggtt caggtgcatt gaaagttggt gcggatttct 
taaaaactta
   106681 tttcccaaat tcagacgttt gggtgagcca accaacttgg gataaccacg 
ttgcgatttt
   106741 caatggcgct ggcattaaga ctcatttcta cccatatttc gatgcagaaa 
cgcgtggtgt
   106801 agattttgac ggtatgcttt ctacacttaa aactttgcct gagcaaagca 
ttgtgttgtt
   106861 gcacccatgc tgccataacc caacgggtgc tgatttaaac ccagcgcaat 
gggaccaagt
   106921 aattgcagta ttaaaagacc gtaaccttat tccattccta gacatcgctt 
accaaggttt
   106981 tggtgacggt atggaagaag atgcgtatgc aatccgtgct ttagaccaag 
cgggtctaaa
   107041 cttcattgtg agcaactcgt tctctaaaat cttctcttta tatggcgagc 
gtgttggcgg



   107101 cttaactttc gtatgtgacg atgcagaagc tgctcagtgc acattcggtc 
agttaaaagc
   107161 gactgtacgc cgtatttact ctagccctcc tacaacaggt gcttggctag 
ttgatgaagt
   107221 gttaaatgac gctgaactta accaacaatg gcaaggtgaa gtgaaagaga 
tgcgtgagcg
   107281 tattatcaaa atgcgtagca tcttgaaaga cgaactcact aaagcattac 
cagaccgtga
   107341 ctttagctac cttgtaaacc agaaaggtat gttcagctac acaggtctaa 
ctgctgagca
   107401 agttgatatc ttgcgtgaag aatatgcaat ctacttagta cgtagtggcc 
gtatttgtgt
   107461 agcaggttta aacatgaaca atgtttacac tgttgctaaa gcgatggctg 
aagtgcttgc
   107521 taaatctgta gaagctgcat aaatcatcta taaaaaaagg cgcttcggcg 
ccttttttta
   107581 tgtctcgata ttacgattta gccttgcccc aatatttcag ttttgaggta 
tgtccaatcc
   107641 ccacattaaa gctattggtt gggtcgagtt tttgataaaa gttggctaag 
gcaggcttgg
   107701 caatataaag atgcccgaca ttatgctctg ccggatattc agcacggcgc 
gcatcgagta
   107761 atttccacat ttgatgttcc atttctaaag ggtcattgcc ctttttaaga 
atatagtctt
   107821 gatggaacac atgacaaaag aaatgcccat aatagagttt atagagaatt 
ttgttttcca
   107881 tctcggctgg tagttgctct acccattcgc ggtcattacg acgtaacgca 
atatcaagcg
   107941 ccacaatatc ttcaacttca ctacggtgtg tatcgcgata acgaattgca 
gctcctgcaa
   108001 tcgcaaaacg gtgtaagaac gcctttcgac cttcctcttc actacatacg 
aaatagttgc
   108061 ctgactgatg cactgcaaaa tattctttta aaaactgctc ggtctgagct 
tttgaattat
   108121 tttcaacacg taacactaaa tggtgctcat aacgatctcg atattcggtc 
atacgcttag
   108181 gcaaatgact cggtaaaaag aaggtaattg cctgtaaaat ctggtctgtt 
aaacctttaa
   108241 ttttaaattt ttctaaaaag ccatcgactt tgtctttcat cgcgaaagct 
tttggaacat
   108301 tggctgtacc aaacttttca ataaataaga aggtgtcttt tccgtacttt 
tcaccaatca
   108361 aataagcatc acggtgaata tattcgcccg caattggcaa gcttggcagt 
gaggtcagta
   108421 agtagcgacg aatagccgtt aaatcatcgg catcattact accaatataa 
aaaacactgc
   108481 tctctacttt ttcataggta tcaaggcgta cagcaaacac acagacttta 
cctgccgaac
   108541 ctgatgcttc aaataatcgt gacgggtctg cattaaaacg agcaggcgta 
tcctcatcca
   108601 cttgcgtcac atcgtgcgca taacgatggt cagacgcctg cttttcgcta 
tcatctaaaa
   108661 tatctacggc tttgtattgc tgcttctcta aacgagtcaa aatttcttcg 
ggtgtcgagc



   108721 ccaaatttac gcctaaatga ttcaccagct ctaattgacc agcagagttc 
acctgagcat
   108781 ataacgccag ttccgtatac gcaggaccac ggcgtaccag tgcaccacca 
gagttattac
   108841 acacaccgcc gagtaccgat gcaccaatac aagatgaacc aatcaccgaa 
tgtggttcac
   108901 gattatagcc ttttaaaatt tgctctaaat tatctaaggt cgcacccggt 
aaacaaatga
   108961 cttgcttgcc gtcatggatg acttgaatac cctttaaacg gcgggtactc 
atcaccaaaa
   109021 caggacgatc atagtcatcg ccatacggag ttgaaccacc ggtcaatccc 
gtattggccg
   109081 cctgcataat cacaatacag tctgcctcaa ttgcagcttg gagcacctgc 
cattgctcta
   109141 gcaaggtccc tggtacaacc actgcaagca ctttcccctc accaaaacga 
cgaccttgac
   109201 ggtactgacg cgtactttga tcatcggtca aaacataaga acgccctaca 
atattctgta
   109261 aacgttcgat cactgcttta ggagaaaatg tttgcatgat ggtttccttt 
tggtcatcca
   109321 taccacatag tttttttaaa tttagagcaa cacgacgtag tcttacaggg 
aaaacttcga
   109381 tgtaagcagc tcattgacgc ttagcaccag cagctaatct ctaggtatta 
gatttaatgc
   109441 aaattggcga cgcattggcg gcagggatgc cgcctgttga gcaaccgtac 
aaggaagtac
   109501 ggtttgctca acaaaaggtt tttggttact tttgaccttt caaaagtgac 
aaatgcctat
   109561 acgtaaaaca tcagcaaatc accaaatttt gaggctgtgc ttactgcttc 
acttactatg
   109621 ttttaaagtc cttgtttaat cgcctgtact aaacaatccg cattaatatc 
cgaaatcgac
   109681 ttagcacccg tgagcgtcat cgcaacacgc atttctttat caatcaaatc 
aagcaagttc
   109741 gaaacccctt gcccacctgc tgctgccaag gcatacacaa acgcacgacc 
aagtaaaacc
   109801 gtatcggcac cgagcgccaa catacgcacc acgtctaaac cattacgaat 
gcctgagtca
   109861 gccaaaatgg ccaaatcacc tttcacggca tcggcaattg caggcaatgc 
acgagcagat
   109921 gacatcacgc catctaactg acgaccgccg tgattcgata ccacaatacc 
atctgcacca
   109981 aaacgcacag catctttggc atcttcaggg tctaaaatgc ctttaatcac 
cattgggcca
   110041 tcccaaaact cacgaatcca ctcaaggtct ttccatgaaa tcgatgggtc 
aaagttcgag
   110101 cctaaccagc cgatatagtc ttcaagccca gtcggtttac ctaaatattt 
agagatatta
   110161 cccaagtcgt gcggacgacc cattaagcca acattccatg accaatgcgg 
atgaaatact
   110221 gattgcatat aacgacgcat cgcagcattt ggcccactca tacccgaatg 
ggcatcacgg
   110281 taacgtgcac ccggcacagg catatctacg gtaaacacca gtgttgaaca 
acccgctgct



   110341 tttgcacgtt ccaaagcatt acgcataaaa cctcgatcgc gtaatacata 
aagctggaac
   110401 cacatcggac ggttaattgc aggtgcaact tcctcaatcg ggcaaacaga 
aaccgttgaa
   110461 agcgtaaatg gaataccttt tttatcggct gccattgcgg cttgtacttc 
accacggcgt
   110521 gcatacatac ctgttaaacc cacaggcgcc aaggcaactg gcatcgacag 
cgtttcatta
   110581 aacagttttg tctctaaact caacgcggac atgtcattca gcacacgctg 
acgcaatgca
   110641 atttctgaca aatcttgtac gttacgcttt aaggtatatt ccgcatacgc 
accaccatca
   110701 atgtagtgaa ataaaaatgg gggtaagcga cgttgtgccg cagcacgata 
atcattgcca
   110761 gaagaaataa tcattttgaa tcaactctat ttaaacgatt tgcacgtttc 
tggcgagctt
   110821 catcttcatc cagagaacgc acatgattaa tcacaaattc aatatgaccg 
cagacagctt
   110881 ggcgtgcggc ctcgggatct ttacgatcaa tagcatccat cacctgaaaa 
tgctgctcgc
   110941 tcagcaagtc accatttacg gggtcgttat aaactttctt acgccctaac 
aagacgttgt
   111001 attgcagcaa atcaaataga cttcgcatca tttgaatcag caccacattg 
tgagatgctt
   111061 cagcaatcgc taagtggaat tcagcatccg cgaccgcagc ctgtgctgag 
tcacccgcat
   111121 tttgatggcg actaatttca ttaaaataat gatgaatttt ggcgcgatcc 
tcaggcgttg
   111181 aacgtaatgc ggcataccat gcagtccccc cttcgagtac caaacgcgcc 
tcttgcacat
   111241 caaaacggta taacggatct tcttcaatca ggttgctgat tgggttcaca 
atcagttgct
   111301 ggggccattg ttcaggtaat tgctgaatat aagttccatc gccacggcga 
ctaatcagta
   111361 caccttgact attgagctgt tgaattgctt cacgtaagga tggacgagaa 
actcctaagc
   111421 tagttgcaag ctggcgctcg gcaggcaaac gatcaccttt tttcatatga 
cgctcttcaa
   111481 ttaatgcctg caatttcatg accacttgat cggagattct catcgcgttt 
ccttcactgg
   111541 agttatggaa tcatccacgg aaccagataa gcctgaaccg tgataatgat 
gccaacaaag
   111601 acagtgaata tgatgctatg ttttaccgtg aaacggaaca agtcagactc 
ttttccaact
   111661 aagcctactg cggcacaagc aatcgcaatc gactgtggcg aaatcatttt 
acctgtcaca
   111721 ccaccactgg tattcgcagc gaccaataac acttccggaa taccaatttg 
ctgagcggtg
   111781 gttgcctgta atgccgagaa caaagcattt gaagaagtgt ctgaaccagt 
aaggaacaca
   111841 ccaagccaac ccaaaaatgg cgagaagaaa gtaaacgcat gacccgtatg 
cgatagagcc
   111901 aaagccaaag ttgcagataa acctgaatag ttcgcaataa aagcaaatgc 
caacaccata



   111961 ccaatcgagt aaatcggtgt ttttaactca ttgagcgttt caccgaaggt 
tgttactgcc
   112021 tcacttgctt tcctttttaa gaaaataact gtgatgatcg cagcaataaa 
aattgcagta
   112081 cctgttgcag agaaccagtc aaacttataa attgcttcgt atggttttat 
ctcggacaca
   112141 atcggcggca ttttctcgac caatttatgt aaatacggca cttcaagttt 
aaaaatccag
   112201 tgttcaagag caccatcttt tgcaaataat gctttaaatg gcttaacgct 
ccagatcgtg
   112261 accattaccg ttaaaatagc aaatggagac catgcctttg caattttgcc 
aatgctataa
   112321 cgttgaactg ttgtaggttg ctgagtcaaa gtctgacctg cttcaggttc 
aaaacggaaa
   112381 atatgttttg gtttccaaac acggaataac aacgtcaggc tgaccaatga 
agcaattgct
   112441 gcggtaatgt ctggtaactc agggccaata aagttagagg tgagatactg 
agcaatcgca
   112501 aaagcaccac caccgaccaa taccgcaggc caagtttcct taacaccacg 
ccagccatcc
   112561 ataatcgcca taatccagaa cagcacaata atggttaaaa atggcaactg 
acgacccacc
   112621 atctggctaa tttccatagt gtctacaccg gaaacctgcc ccgccacaat 
aattggaata
   112681 cccatcgcac caaatgccac tggcgctgta tttacaatta aacataaacc 
agcagcgtaa
   112741 agtggcttaa accctaaacc gacaagtagt gcagcggtaa ttgcgacagg 
agcaccaaag
   112801 cccgcagctc cttcaaggaa agtaccaaat gcaaaaccaa cgagtaacat 
ttgcagacgt
   112861 tggtcttcgg taatagatag aatgcttgag cgaataacct caaactggcc 
tgtttttacc
   112921 gaaatcttgt atagaaaaac tgccccgata atgatccatg aaattggcca 
tagaccgtag
   112981 aagaaaccgt aaatgattga cgcaaaggcc atttgaccag gcatttgata 
gaaaaatagc
   113041 gcaatcagta atgcaataat aactgtgccc gtacccgcga tactgccttt 
taaacgaaaa
   113101 acagccaagg ccaaaaagaa gaaaataatc gggattaatg caaccgcact 
agacagccaa
   113161 atattattta aagggtcata aagttgttgc cacatattga gcattgtcat 
ctccttgaaa
   113221 tgccggggcg aatttttgta ccttaaaatt tcaacattca acacaaattg 
gtatgaccaa
   113281 ttaaaattta agtgcaaatg tttttcctta aaccacaatg cgcatcataa 
acacagttat
   113341 tggtaagatc aatgattaaa taattaccat aattggtatg accaatataa 
ctaagaaaaa
   113401 tcaagctatt tctaatttat ttattcgact aaagtcgtaa aaaagcttcc 
ttataaactt
   113461 aaatatgacc tacagaaatg aagtgcaaaa tttgaatata aaaactataa 
acgtaccaat
   113521 ttgatgatct atgtataatg tgcacacaac tcaaaccaca tgtattgaat 
tgaataatga



   113581 ctactttaac gtgttttaaa gcttatgata tccgaggcaa actcggcacc 
gaattgaatg
   113641 aagaaatcgc ctataaaatt ggccgcgctt acggacaaat ctataaacca 
aaaactgtgg
   113701 ttgtaggttg tgatattcgt ctaagcagtg aggctttaaa acaagcgacc 
atccgcggtt
   113761 taaatgatgc gggtgtgaat gtgcttgatt taggcatgac gggtactgaa 
gaagtgtact
   113821 ttgccgcttt tcatttagac gtacaaggtg gtatagaagt aactgcgagt 
cataacccaa
   113881 tggactataa cggtatgaaa ttggttcgag aaaatgctcg tccaattagt 
gccgatactg
   113941 gtttaaaaga aattcaggct ttagcagaga ccaataactt tgaagaagtt 
agccaaaaag
   114001 gtacaacgca aagctataac attttgcctg agttcgttga ccatctactg 
acttatattg
   114061 aacctgcaaa aatccgtcca ttaaagttag tggtaaacgc gggtaatggt 
gcagctggtc
   114121 atgtgattga tgccattgaa gaaaaattta aagcgcttaa tgtaccggtt 
gaatttatta
   114181 aaattcatca tgaagcagat ggtactttcc caaatggcat ccctaaccca 
attttaattg
   114241 aaaaccgtga cagtacccga aatgctgttc ttgagcataa agcagatatg 
ggtattgcat
   114301 gggacggcga ctttgaccgc tgtttcttgt tcgatgaaaa aggacaattc 
attgagggct
   114361 actatattgt tggcctattg gctcaagctt tcttaatcaa acagtcaggc 
gaaaaaattg
   114421 tgcatgaccc acgtttagtg tggaacacat ttgatatcgt cgacgaatac 
aaaggtgttg
   114481 ctgtacagtc aaaatcgggg catgcattta ttaaagatgt tatgcgtgaa 
cacaatgccg
   114541 tatatggcgg tgaaatgagt gctcaccact atttccgtga ttttgcttac 
tgtgacagtg
   114601 gtatgattcc ctggttactc accattgctc tactctctga aacaggacaa 
tctctctcaa
   114661 cactcgttga aaatatgatt gccaagttcc cttgtagtgg tgaaatcaac 
tttaaagtag
   114721 tcgatacgca aactacgatt caaaagattt tcgacttcta tgcgaatcaa 
aatccacaaa
   114781 ttgaccgtac cgatggggta agcctcgact ttggcacatg gcgctttaac 
gtccgtgctt
   114841 caaatactga gcctttgtta cgtcttaata ttgaaagccg tacagatagt 
caagctcagc
   114901 caatgcaata ttatgtagat gagttgactg gattaattca gaactaatta 
aaaataaaaa
   114961 aggagcaaat cgctcctttt ttatccgaat ttaattgtag ccattaggat 
tctgcttttg
   115021 ccaattccag ctatccttaa gcatatcttc taagccatat tgaggtttcc 
aacccaactc
   115081 agcaactgcg cgagcattgt ccgcaaaaga agtcgcaaca tcccctgctc 
tacgtggagc
   115141 gaactcaaaa gcaacaggta caccattcac ttgttcaaag gtatttttga 
cttgtaaaac



   115201 agatgaacca ttacctgtac caatattcca tgcacggcaa ccttgcgcct 
gtaagcggtt
   115261 atttaaagca cataaatgtg cattcgccaa gtcaacaaca tggatataat 
ctcgcacacc
   115321 tgtaccatct attgtatcgt aatcattacc ataaatagat agtttctcac 
ggcgacccac
   115381 agcaacttga gtcacataag gcattaaatt atttggaata ccttgagggt 
cttcaccaat
   115441 acgcccactc ttatgtgcac ctacagggtt aaaataacgt agtaaagcaa 
tagaccattt
   115501 agagtcagct actgaaagtt tttgtaataa ttgctcaaca attagttttg 
tatatccata
   115561 attattactt ggcatacctg ttggcatttc ttcattcagc ggagaggtat 
ttgcctcatc
   115621 atatacggtc gcagaggagc taaatactaa tgtataaaca ccagctttct 
ccattgactt
   115681 caccagttga atactgcctg caatattatt atcaaaataa ataagcggtt 
tttcctggct
   115741 ttcacctact gcttttaaac ctgcaaaatg aataaccgca tcaattgcat 
gctcttgaaa
   115801 cactcggtca agctcaccag aattccgaat atcaccctct acaaaagtta 
aacctttttg
   115861 agtgatctct tgaactctat ttaaagattc ttttgaacta tttgaaagat 
tatcaaatac
   115921 aataacttca tgacctgctt ctaagagctc tacacaagtg tgcgaaccaa 
tataacctgc
   115981 accacctgta actaaaattt tagccatcga cttttcctaa taaaatttta 
atcaaaccac
   116041 gtgttgaagc atcaagtgtt gaaagatcat tttgagcacc gtttaaaatt 
ggaagtaact
   116101 gatcagcaat ctgcttacct ttttcaaccc cccattgatc aaacggatta 
atattccaaa
   116161 ttaccgactg aacaaatacc ttatgttcat ataaggcaat caacattcct 
aaactatatg
   116221 gattaagttc ttttaaaagt aatgtcgagc ttggctgatt accttcatat 
tgtttataaa
   116281 ttggtaaatt ctttaattca gctgaatcca aagcttcatt gccaaaagcc 
aataaacgtg
   116341 attgcgccaa acaatttgat aatgcgaggt gatgttgttc aaacaatgcc 
tcagcattct
   116401 ctacatacgt aaagtgatct gcattatagc gttgaatcgg tgctatgaaa 
tcacagctta
   116461 ctgcctgtgt tccttggtgg agtaactggt aaaatgcatg ttgtgcattt 
gggccaacct
   116521 caccccatac aatcggacaa gtatctaatt caactttttg gccatcacgt 
tgtactgact
   116581 taccattaga ctccatttca agctgctgca aataggcagc aaaatacttt 
aatcttccgt
   116641 cataaggtaa taccgcatgg gtttgaatat ttaaaaaatt attattccag 
ataccgagta
   116701 atgccatgag aaccggtata ttttgctcaa agcttgtatt ttgaaagtgt 
tcatcgacag
   116761 catgtgcgcc agctaaaagc tgttgaaagc catctatacc aatcgtcaga 
gctataggga



   116821 aaccaataca agaccaaaga gaataacgac cacctaccca gtcccaaagc 
aacaactgat
   116881 tttcaggagc aataccccaa tcagtcattt tttcagcttt tgtagataca 
ccaatgaagt
   116941 gactttttac aacgcggtca tgctttccta aagctttttc aagccactga 
cgaactgttt
   117001 gtgcatttga taaggtatca atagtaccaa atgactttga agaaataata 
aataaagttg
   117061 tttccggacg cagttgatgg agtaagtctg ataactggct accatccata 
gtcgaaacaa
   117121 agtgtacatt aagtggtttg gcagttttta ctttaaaatc gcatagtgca 
tgggtcacca
   117181 tttgaggccc taaatcggaa ccacctacac caatattaac gacatcctga 
atcacttcac
   117241 ccgtagcacc gcggtattgc ccagcatgga ttttttcaac caaagcgtac 
atacgctgta
   117301 attgagtatg aacctgtttt gtgagttcag gaaatttaga atattccgat 
ggtaaacgca
   117361 aagcccagtg catagctgca cgctgctcag tacagttgac tttgtcttgg 
gaaaataagc
   117421 gctcaatcca gtgagttaat tgtttcgtct ttgctaaagc aaacaattgt 
tctaaaacac
   117481 tttttgttat acggtgttta ctataatcaa aaaccaattg atcgaacttt 
accgaatagt
   117541 tttgaaagcg gtcttgctcg gctgcaaata attctttgat atgtaatttt 
gaattcttct
   117601 caactaatga atgaagctgt gctataggcg agactaactc tttaggaaac 
ttctcgatag
   117661 atttactcat aatcgaccta ctccttcata agcgaaacct tttgctttca 
catatgccgg
   117721 atcgtaaata ttacgcccat ccaaaataag aggatgctgc attacttgtt 
gtaactgttt
   117781 aaaatcaggg ctccaatatt gtttccatgc tgtcactaag cataaagcat 
gagctccctg
   117841 tgcagcttca tattggtcag cacataaaac cagatcttca cggtctccat 
aagttgttgc
   117901 gatctcatct aaggcttgtg ggtcatgcaa acgcactttt accccttgtg 
cccataatgc
   117961 agctaacaaa atatgaatag gtgagttatg agtgctagag gtgttttcct 
taaatgaagc
   118021 cccccagatc gcaacagttt taccgctcaa atcacagtga taataattcc 
ataatttacg
   118081 gaataaaatt tctttttgtt gctcattaat cgcccacact tgctctagca 
accgactttt
   118141 agcccctgtt ccagatacag tactcgaaag cgttaaaata tcatgtgaaa 
agttttcacc
   118201 accaaatcca acacctgccg acaaataggc tgcaccaata cgtgtatctg 
cagcaatacc
   118261 atgttttaca ttagcaatat caataccgag tttttcggcc accattgcca 
aatcattcat
   118321 gtagctaata cgggttgcca acattcccga aatgctgagc tttgtaaatt 
cagcatctaa
   118381 aattggcata aataaatatt gatagctaaa acggaaaaaa ggacgtaaca 
gctcttgcat



   118441 agtgtcttga gcatagctcg attcaacacc aacaatcaca tgctttacat 
tcagcacact
   118501 attaattgca tttccttctt gaatcacatc aggaaaataa acccactcat 
cttttggcaa
   118561 atgttgtttt aattgatccg taccatgtag accaaaagta gagccattga 
tcattaaacg
   118621 tggatgaact atcggacgct cgctcaactt ttcaactgtt tttaaagcaa 
gctcgatttg
   118681 tgttgggcta aaacaaaata aataaacttc aatatctaaa ggaatttcag 
aaaaaggact
   118741 ttcttttaaa aaacctgctt ttctctgttt atttaaataa tgattaactt 
cttgatcttg
   118801 ataagaaagt atagaaatgt tttcttcaca ggtgacactt gtacaccaat 
agatctgatt
   118861 gccatattca gctaataatg ctgccattac accagcatgt aaggtggttc 
caaataccgc
   118921 gattttcatt gtacacctga ttttaatatt ctataaaatt ctcttccctt 
tacaggaaga
   118981 gaatatattg ctctgctcat atattcattc gtttttacaa atagttaagc 
agagctacaa
   119041 aattttataa tttaagttcc tgaattaact gtttaaaatc atttcctaac 
ttagggtgtt
   119101 caactccata gtgtagtaca gcttttaaat agccaatctt actaccacaa 
tcaaacgttt
   119161 gaccttgcat acgataagct tcaacagtat ctgtttcttg aagcattgca 
attgcatcag
   119221 ttaactgaat ttcattaccc gcacctttcg gcgtgttctc aagtaattgc 
ataatcttgg
   119281 caggtaacac atagcggcca accacagata agtttgatgg tgcagagcct 
actgcaggct
   119341 tttcaacaat accctgcata gcaatacttt cgccttcatt tggactatgt 
tttacatcca
   119401 caatcccata ttgatccact aaatggtctg gcactgcttc aaccatgatt 
tgagcagctt
   119461 ggcttgagtt atagcgagca atcatacgag atagatcatt ttttccagag 
ctatctttca
   119521 ctagtacatc tggtaatagc actgcaaaat caacttgacc aacaacactc 
tttgcacata
   119581 aaacagcatg ccctaggcct aaaggctgag gttgtctaac acttactaca 
ctcacatgct
   119641 caggcacaat ttgagtaatc tctgcaagta aatcgaattt tttcttttgc 
tctagagtgg
   119701 tttccaactc aaagttacga tcaaaataat tttcaattga tgctttcgat 
gaatgagtaa
   119761 ccaaaataat ttgctcaatt ccagcttcta ccgcttctcg tactacatat 
tcaattgcag
   119821 gacgatcaac aacggtaacc atttcctttg gaatagactt acttgcgggt 
agaaaacgtg
   119881 tacctaaacc ggctactggt aaaactgctt ttttaatcat aagaaagatt 
tcaagatata
   119941 aaatttactt aacagaagaa tcaatatttt cttgggtatc attaccttta 
aataaagatg
   120001 gcccaacatg ccctggagca ttgattcctt cacgttttaa catcactttg 
actgttttaa



   120061 acatgatttt gaaatcaacc caaatgttgt ggttatctac ataccataca 
tcacacttaa
   120121 atcgttcttc ataatcaagt tcattacgac cacttacctg agctaaaccc 
gtcattcctg
   120181 ggcgaacttc taaacgacga gcttgttcgg gtgaatataa agcaacaaag 
tcttttaaca
   120241 ttggacgcgg acccactacg ctcatgtcac ctttcagtac attaatgagc 
tgcggcattt
   120301 catccagact agttgaacgc aatttttgac caaatggtgt aatacgagct 
tcatctggca
   120361 atggatttcc ttgagcatca aatgcatctt tcatagaacg gaacttaatc 
attttaaata
   120421 attttccgtc cttaccaggt ctttcttggt aaaagaatat tggtgaacct 
aaatttttac
   120481 ggactttata agcaactatc agaaatattg gcgacagaac agttaaagct 
attaaagaaa
   120541 tgactatgtc tactaaacgc ttcatatttt cattcactca ttttttaata 
tctttacgaa
   120601 gaaaggtatt ataaattgta cctaataaat tcgctggtaa cagtctaaac 
gcagaccgta
   120661 ccagaaacag catgttagca tatagaggat tttgtaactt tagttgtttt 
tttaaatcta
   120721 gtaactgttt ttcactttta atatattgta aacctttgcg gcgaccatgc 
ataccattat
   120781 caatacgtgc atagaccaat acatctggta agttctcaat tttataccct 
ttagcaatca
   120841 cccgtaaaaa aaggttatag tcttccatcc ataaatgatg ttgataacca 
ccaacctcaa
   120901 ggatatgtga ctttcgatac gtaatagtca tattattaaa cggactttgc 
ttttttgcat
   120961 aatttcttaa ctcctcattt gatagaggaa ctttacgcat tcctaccgga 
tttccaatat
   121021 cctcaataaa ttcaaaaatt tgtcctccaa caatagaaat ttcaggattt 
tgttgtaaaa
   121081 atttaatctg tttttcaaaa cgttcaggga cataaatatc atctgtatca 
acaatagata
   121141 caatgtcata attacattct tgtaatccaa tattttttgc ctttcctgta 
cctacatttt
   121201 tctcaagttt agtaactcgt aaaacattcc caagtttttt ttgccactga 
gcaattactt
   121261 gatctaattc aggagttaaa gggccatctt cgattaaaac aatttctgta 
ggttttaaag
   121321 tttgattatc ccaaatgctt tccatacaag tattgaaatg ttccggttgt 
tctttatgat
   121381 aaatagaact taatacagaa aacataaaaa tttatccttc taaaaccttt 
tcaatccaga
   121441 tatttaaaat ctgttcaggc tgatattttt tggaatttaa caatgaactt 
tgagaaaact
   121501 gttctaatag ctgaggagat aaagcaagtt ttaaaatcgc tgcagctaac 
tcttccacat
   121561 tttgatcttc aactaaaaaa ccgtttttac tatcgcgaat gacatcactt 
ggaccataag
   121621 gacaattata tgacacaata ggtaaaccga agctctgagc ctcaattagc 
accattggta



   121681 aaccttcata tttggatgac attacaaaaa agctagattg ttcataaact 
tcttttacat
   121741 ttgaggtact acccttcaaa ctcacatttt taagagaatg ttgtttaata 
taatcttgca
   121801 acatctcctc atgctcacct tcaccataaa tattaagctt ccaatccgga 
atagattgat
   121861 atattttctt ccaagcttga agtaaatgaa tatagttttt ctgatcagtt 
aaacggccaa
   121921 tcgttacaat ttgtttatta ttattttgtg gttgcgaagc gatagaaaag 
ggagaaaaat
   121981 taggaatgac aattacattt gaatgaaact tatcaaattg ttctttatca 
ttttgggtta
   122041 gtgttaccac ttgatcaata ttacgatata agaacttact tagaatttgt 
atttttttag
   122101 ggcgactaat aaaagaaaca tgttccaaaa ctactaattt ctttatattt 
ggaacaaaag
   122161 cacatagtag ggataattta cccatattat gtacaactac aacatcataa 
ttattagaag
   122221 aaatctgttt tttaagcttt ttataaaact caaataaact gccagataaa 
gcaattactt
   122281 ctacattatc tgcaattggg taagctgcat tttcttttat agattcccta 
ttcaaaagag
   122341 taatattata gcttcctatt gctgccattt tattagccag ctcaactgca 
actcgttcag
   122401 aaccagattt actcttcaaa gaattaatta aaaaaagaat tttcatatct 
taactcaatg
   122461 gtaggaaata gttatttttt ataaactctg aagcttggaa tgtccatgta 
acataaaaaa
   122521 tcactaaaaa gtataataaa aaatatatat acaaataaat tttatttaat 
ctactactta
   122581 gtaacatagg cattagaaaa acttcaatta gtaaaaatgt atttgatagt 
ctaccactta
   122641 atataccaaa atcataaaaa gccacgcgta atgacaaacc aactgtaaaa 
ataaatacaa
   122701 aaaaaactat aaatttattt aataacaacc tattattcaa taataaaaaa 
attaaaaaga
   122761 attctatata aaattttata ttcgaaagtg aaaaaaagcc aacactttca 
gcataatcag
   122821 tagtagaata ggcctctaat ctttgaaaat aatccatagc agcgtctaaa 
agtataaatc
   122881 ttgccacaat aaatccgaaa actaaaatca aaatattaat tataaaaaat 
ttaaaaactg
   122941 aagtatttat tttcaaaaaa ttattaaaga aaagataaga aataaaaata 
agaataaatg
   123001 ctaaagaact ttgatgaaac aatatagcca aaataaaaaa aaccaatgaa 
atatattttt
   123061 taccagataa atataaaaca ctaccgtaaa taaccaatgg aatagcaaaa 
ccttgcctaa
   123121 tttgcataaa ctgttgcatc ataaagaaac cagtgggcaa ataatacaac 
attacatata
   123181 gaaatttgat ttctactaat ctagatattc tataaaaagt aaaaaaagta 
aaaaaagaaa
   123241 aaatggtaaa aagaactaca ggagaatctg aaaacaagga aataatttta 
ctatataacc



   123301 cccaaccaat ctctactcct gtttcattat aaaaaagaga aaaatttgta 
agatcatagg
   123361 atcctatatt cttaaaaatc atataatatg taattgtatc attagtattc 
cccctaaatc
   123421 ctacaagtaa tgataaaaat gaggaaagaa ttaaaaaaat gagcaactct 
tttcttattt
   123481 ttaaactcac attatcacct taagaaatag acttcaaata caacttacat 
tttatactag
   123541 acgaaataaa gaatgtatta attttacatg gtttaactct tttcttccag 
aagttgttca
   123601 tacaattctt ttagaagaat tttcttatca ataaatttta ttgcggcttg 
ctttacttca
   123661 gatttactga cttttctcat taaatgggca aaagacaaga tatcaacaaa 
ttttggttct
   123721 ccaaatttat agtattcaaa ttcctctgga aatatatcct tatgaccaga 
ataaataggc
   123781 aaaccataat ttaagtattc ccttactttt aatgtacagg cttctttcat 
tccttttcta
   123841 aataaaccaa atgatgctag cccaatccac atttttgaca tcaattgtga 
aatttcgata
   123901 ttattcaaat gtccatgtaa gatgacacga ctatccttct ttgctaaaag 
ttcatcctcc
   123961 acactaacat cgccaactat atgcaatata aaatcatcat ttatcgaact 
tagattgtga
   124021 agcaataaat ctaaaccatg ccaaccatta aaatagctag caataaaaac 
aatttctgga
   124081 atattatcat tacggtcatc taaaataata tcatgttgac ttataattcc 
attaggataa
   124141 actatttctt ttttaaactt cccattaact cttgaatttt catatagaaa 
aatttcttta
   124201 gttactgcaa caatcccttt tgaataagaa atagattttt taccaaaata 
aatttccatc
   124261 aaacttttga ttttagtttt aactccataa ttatatgaat aaagttcatc 
tatttcaaaa
   124321 gtatgatgca taatatatac aggtttgatc atttttctta taaagaatgg 
ctcaaatgga
   124381 tcacataaac tatgcctaat tataagcaca tcatactctt gcataatccc 
ttctagccaa
   124441 gaataataag actttttcgc tttaaaccat ttttttaact ctccccccat 
aatatcatta
   124501 catactgtaa caatttcatt attatgaaat ccattaggat tttgtacaaa 
taaaatggat
   124561 ttccaagaaa tcccaagctc tttagcagcc tcttgttccc aatacatttg 
attaacaata
   124621 cctgaggaag catctttcat ataagcagca tgtaaaattt tcatataaag 
accggaaaag
   124681 ttaaacttat atattataac taaatattag cacctacgac atcattatta 
ggtacattaa
   124741 taacaagata acatattaaa taccaatagt ataaacactc ttaattttat 
cattataata
   124801 atcaatagaa tgttcttttt taatacgatt caatgattca acacctttat 
taataacaac
   124861 attaggattt tcatatgcac tgagaatatg cttcttcaac tgatcaataa 
tagttcttct



   124921 gcataagtct ttctttgaat aagaatcaac tacaatctca ccatatttat 
ttttatcaac
   124981 attaattaac caaccaatat cgttattatt aatttccgac aatgctctaa 
catccgttga
   125041 aattacaggg caaccacaag cttggaactc taaaacagaa tatccaaatg 
tatctgccca
   125101 tgtcggtaaa aggcctatat gatgctctct aatcatttca attactttat 
tattgtccac
   125161 attagaatat attttaatat tttttctgtt cataattatg gtattaatat 
tttttgaaaa
   125221 atcagaatca tcttgataaa taccaaagga ataattatgg gtccgattta 
aaattcctac
   125281 aactgtcaac ataatttcat tttcagaaat tatcccctct tcaagtaact 
cattaatcgc
   125341 taatatacat tctgcaccac cctttaaata aaaatcattt ccaacgaaaa 
ttaattttaa
   125401 tggttttaag actttttctt caatctcatg ttgagtagta tatatttttt 
gaggagggta
   125461 caaaacgaac attttttttt caatcttatc tcttactttt ggataagctt 
ttagaatatc
   125521 tgattgaatt ttttttgcgc tttttgacaa tgcaataaca cctaaacaat 
tatcccttgc
   125581 aacaacttcc aaatatttat ttatttcatc attataaata tattcaggat 
tcaaattctt
   125641 atgattactc aaaatatcca aaaaccgtgg taacattgtc tcgaaagtaa 
ccacccattt
   125701 attatttgtt aaacaaatat cattaaaaga atgtattaca tctacatttt 
ttacagaaat
   125761 aggtttaaac aaaaaacgat gaaaataatt cttaatgact ggtatattat 
taaaataata
   125821 ataaatatta tattttttta aatttatata gtcattttcc tgcgaagttg 
taacacatct
   125881 aatttccgga taattaaatt ttgtcaatcc aattttcata tagtaacctt 
aaaaaatagt
   125941 taaattcact atctaaaaaa acatataaaa atttttagat agttcagctt 
taaataaaca
   126001 tttaaaatca acttgagaaa ctcaatccaa ccattcatct aaataaagcc 
ataataaatt
   126061 gatatcttat acctaatatt attataactt tactattact taatctcctt 
aataattttt
   126121 gcaggcactc cagcaattac gatattaccc tgtttaaaac tttttgttac 
gactgctcca
   126181 gcagcaacta ttgttccatt acctaaaaca acacctggca aaattacact 
attcatgcct
   126241 atccaacatt tgtcaccaat aactacatct ttgccttctg tatggctttc 
caaatcagca
   126301 agatcatgat ttgaagtaat tattccaaca tttggagcaa tataagaacc 
tttaccaata
   126361 tatatgtgag cactaaaatt ttgaaaatac gttccaggtg attgaaaatt 
atttaaatca
   126421 tctggatgaa agtgaatgtt ataaggattt gaaatcgaac aagttaaagc 
cgtaggaaaa
   126481 ggggtaggct tgcttaatct cagtatattt ttcacccaaa tagatcttac 
agcccaaaca



   126541 taaccactta aacttttaga aaaaaagcgt ccttctaagt attttctttt 
aaaaaacaaa
   126601 tttaaaaata gacgaataca aggcaatata aaatagatta gtttccgaag 
tttttttttc
   126661 atagacccaa cactcttaaa gttatattca ccattacgcc caatgaagtt 
ataaatatta
   126721 ataagaaacc aactttctta accaatagaa tatgatcttt aacttcaagg 
ccagcagaat
   126781 tagaaaaaac gatataacaa attccataaa atatccctcc tgagattgca 
tatgcctcta
   126841 ataaataggt aggatttaaa tagaactgtc catataatat acctatacgt 
aatataaaac
   126901 ctgttagagt caataaaagc atttgtttct gacgaccaac aatatgcata 
atcattgata
   126961 taggtgaagc tattagttgg aaagcaaacc acggtatcat ccagcttata 
attaaaccga
   127021 ccttttccca ttcgtagcca aatatatatt tagccaagat ggggctaact 
agacctataa
   127081 aaattaaact acttacacca tatttaaata aattttccaa tatatttgta 
gtgtaatgag
   127141 caatagtttt ttcttgcaca gccgcagggg catgagctaa atatacttgc 
gaaactgccc
   127201 cgccaattaa ctgaataggc accgccaata cttgcattgc tatcattaaa 
taaccagctt
   127261 cagaacctaa agcaagtgta gcaataataa ttataggaag ttgagctcct 
gcagagttag
   127321 ctaaagaatc aagagttgaa tatttaggga attgatcatt ttttttaaaa 
acattataca
   127381 attttataat tgttatattt cttataaaaa cttctgattc cttccaaaag 
ttcttagcta
   127441 actttccgat cccgaaggaa accttaataa tttgaccgag agctagcccc 
aaagctgctg
   127501 taccccaaaa ccccaatatt atttgtgtag ctaccccact tatcgactgt 
acaactcttg
   127561 ttctagcaat tacagtaaaa tttttctttc gggtagccca atattgaagc 
gctgtatata
   127621 ttcctgaaaa aaaaacgccc aaagggatta accaaattat atgattaaaa 
ttaggttttt
   127681 ttaataaaga aataatttct acatgaaata cccaaattaa aagtccagtt 
aatatactga
   127741 tagcaagatt actaattaat gccaatataa ctaatattgc tgcttcctca 
tcttcagaag
   127801 gaattggtat agcaatttca aaacgcaaac agctagctac tgtcacaata 
cctaatatag
   127861 atgcataaac agcaaatata gaaaaatcac taggactata taatcgtgtt 
ataaaaggca
   127921 aagctattat agccaaacct tgagcaaaag ctgtacctcc gactaggact 
gacacggctt
   127981 ttaaaaagcc tccctgagca tttaacctca tattaatctt ttcaaaaagg 
cttttcacag
   128041 cttaatcaac caaaagcctt aacaattttt aattgatcat caataactaa 
gtagggatgc
   128101 ataggtaagc tcattacttt ctccgcaatc gcatctccaa tagggagatg 
aatgtcacta



   128161 tccgctacag caggttgctt attaagtggt attggataat gcactgctgt 
tggaatacct
   128221 tgagctttta atttctcttg tacttctgca cggttatcaa cctgaatcgt 
atattgagcc
   128281 catgcactgg tattatacga ttcaatatac ggcgtagtat gaatccctac 
atcgttaaat
   128341 agtcggttat aaacttccgc tactctttga cgtgcttgca tttcatcatc 
caaaatttct
   128401 aattttggta ataaaattgc tgcctgcaag gtatctaagc ggctgttcac 
accaacacgg
   128461 atatggtgat aacgcttatc ttgtccatga cgtgcaatct gacgaatcac 
tttagctagt
   128521 tcatcatcat tggtaaaaat agcgccacca tcaccataac aacctaatgg 
tttacttggg
   128581 aagaaactcg tacaagcaac tgtacttagg ttacagcttt tacgaccttt 
atatgtggcc
   128641 ccaaagcttt gggcagcatc ttcaattaca gggatactat actttttagc 
aattgcattg
   128701 attgcatcaa agtctgcaca ttggccatat aaactcacag gaataatagc 
cttagttcga
   128761 ggtgtaattg cagcttctaa tttttcaata tctaaattat aagtcttcgg 
atttacatca
   128821 acatatacag gttttgcacc taagagtgca actgtttcag cagtagcaat 
ataagtaaaa
   128881 cctggtgtaa tcacttcatc accaggccca ataccgaaag ccatttgtgc 
aatttgcagg
   128941 gcatctgtgc catttgcaca agtaatacag tgcttagcac ccacatacga 
agctagcttt
   129001 tcttctaact caattacttc cggccctaaa atgtattgac catgtgtcaa 
tacattttga
   129061 ataccagcat taattttatc tttaattcga ttttgttgtg cttttaaatc 
aataaagtca
   129121 atcatattaa ccttgctttg ttagtgttgt tccatcgagt tgataaaccg 
ctcctgtatg
   129181 agaacagata gcctgagctt gtccctgcaa aggtaaatca agctgttcac 
caaattcact
   129241 catccaaccg atttgtttag caggtacacc caccatcagc gcataagcag 
gaacatcttt
   129301 attaacaact gcacccgccc caacgaaagc ataagcacct atagtaatgc 
cacaaacaat
   129361 ggtacagttt gcaccaagcg tagcgccctt tttcaccaag gtgtctcggt 
attgatcttt
   129421 acgctcaatg agggaacgcg ggttataaac attcgtaaat accatgcttg 
ggccacaaaa
   129481 aaccccttct tccaaagtaa cattatcgta aaccgataca ttattttgga 
ctttacaatg
   129541 gtcaccaatt acaactcggt taccaacaaa tacgttttga cctaaagaaa 
cacccttgcc
   129601 aattttggcc ccaccacaga catgaacaaa atgccaaata cgcgaaccgt 
caccaatttg
   129661 tgcaccatta tcgactatcg cagtttcatg ttgataaaag ctcatgcttt 
tttcaccttt
   129721 gctaatagtg gatgtggatt ttcaggattt tcaataattg gagaaactcg 
gatcacctcg



   129781 accgtttcaa ttgccgcgcg gttctcctca acaccgtagc ctttaccttc 
taatacacgt
   129841 tgatagctct gagtatgtaa atcggtaaaa ccaccagaga attcaagttc 
ttcattttca
   129901 atagtaatgc tacggtaagt taatttttca ccttgcaccg cattttctgg 
tagattatta
   129961 gcatcaattg ataagaacca acgtacacgt gcacgctcat attctaaata 
accagatgca
   130021 gttttctcat cgcgataatg cacttcattt tttacaattt ttccaaaaat 
aaaatgcaac
   130081 atatcgtaga agtgcacacc aatatttgtc gctacaccac cagatttgtt 
atcaacgcct
   130141 ttccatgact ttaaatacca tttaccacga gaagttaaat aggtaaggtc 
aacatcaaat
   130201 actttatggg ctggggcagc ttgaacttta tcacgcagtg caataataga 
cgggtgtaag
   130261 cgtagttgta gaatcgagtt tactttcgca ccatattgct tttcatattc 
agctagcata
   130321 tttaagtctt ctgaattcaa aactaatggc ttttcacaaa taacgtctat 
accatttttt
   130381 aaagcatatt tcatatgtgg cgcatgtaaa taattaggtg agcaaattgc 
tacatagtct
   130441 agcttttcac cttttaactt ttgatcttct acatatgctt caaattcttc 
aaattctgta
   130501 aaaaactcag cctcaggaaa atgactatcc ataatcccaa cagagtcatt 
tacgtccatc
   130561 gcaaccgcta aagtattacc agtttcttta attgctttta agtgacgcgg 
tgcgatataa
   130621 ccagcagcac caattaatgc aaattttttc atgtttaaaa cttcaattta 
atataaataa
   130681 aattagagac ggaatacagt aaaaccaaca tctgacattt gtgtacggtc 
aaaaagactc
   130741 ttcacatcag ctaaaactgg tttttcagct tttacgtagc tacgtaattc 
actggcagaa
   130801 agagaacgga actcactatg gcctactgcg acaatcaaac tatcaactgg 
attttgagca
   130861 ttcacggtac caagctcaac accatattca tgcttaactt cttctgcatc 
agcccaaggg
   130921 tctgcaacca caacctgtgc accccaaaat tcgagctctt taattaaatc 
ggctacttta
   130981 ctattacgaa tatcaggaca gttttcttta aatgtgacac ctaatacccc 
tacttttgag
   131041 cgcggtacat caataccatt ttgaagcatt agtttaatcg tattacgagc 
aacatagcgc
   131101 gccatattgt cattaatacg acgaccagca agaattacct gcggatgata 
acctacctct
   131161 tctgctttat gggtcaagta gtaagggtca acaccgatac agtgtccacc 
taccagacca
   131221 ggacggaaag gtaagaagtt ccacttacta cccgctgctt ccaacacatc 
taaggtatca
   131281 ataccaatac ggtcaaaaat taccgatagc tcattaacca aagcaatatt 
taaatcacgc
   131341 tgagtattct caataacttt tgctgcttct gcgactttaa tactagaagc 
tttatgagta



   131401 cctgcagtaa taatgctggc atacactgca tccaccgtat tagctacttc 
tggtgtgcta
   131461 ccactcgtaa tttttttaat tttggttagt gtattaacct tatctcccgg 
gttaatacgc
   131521 tcaggactat atcctgcaaa aaagtcctga ttaaatttaa gtcccgatac 
tttttccaat
   131581 attggaatac atacttcttc agtagcacct ggatataccg ttgattcata 
aacaacaata
   131641 tcgccctttt ttagagcttg accaactgtc tcacttgcct tttttaaagg 
ggttaaatct
   131701 ggtcggttaa cttggtccac aggtgtagga actgttacaa taaaaaaatt 
actcgttttt
   131761 aaatcatcta agtttgcact aaaacttaat tgttctgctt tttgaagctc 
ttctggagaa
   131821 acttctaaag tatggtcttt tccactcttt aattcatcaa tacgattttg 
attaatatcg
   131881 aatccaatta ctggcccttt tttgccaaac tcaactgcca atggcaagcc 
tacatatcct
   131941 aaacctataa tcgctattct taaatcggca agttgcataa aagttagcct 
ttttccttac
   132001 aagattgtat ctattaaata tatgttgcat gttaactgga tatagtcgag 
cgtaactata
   132061 gcagtttttt tttattctcc gtaatgcaat tgtataaaag tgtttacagc 
atttactaat
   132121 aagacggttt aatttttttg aaatgttttt catatttagt gttaaacttt 
ttcaacggaa
   132181 aaatagccgt tcggataaac taaacataca aagcactacg atttttcgat 
gttttttgat
   132241 ttcttttcag ctagaatctg tgcatcctgc gtttaataga cacttgttaa 
tacgcagtag
   132301 aaaatatcaa ttaaagataa atacacaaag ggtcgcgtgt gaagtattgc 
cagtttttct
   132361 ctgttcttgc tttaagctta agtgctgcca gctgtgcggt tacttccggt 
ttacaaactt
   132421 atgatattcc tagtgagggt gtttataaaa cggacctcgg aactacagtt 
aatgtagtta
   132481 aaatttctca agaaacatta ccggcaattc agcctgctca aattgactat 
caacgcgact
   132541 acgcatcatt atttaaaacg cagcagtcta tttatcgttt aagccctggc 
gatattcttt
   132601 ctattcagct ttgggcatat ccagaaatta ctcctccagt taatggtatt 
agcagcgaac
   132661 aatctattca agccaatggc tacccaatcg atcagagtgg ttatattcag 
tttccgttgg
   132721 ttggacgcta caaagctgct ggtaaaacac ttgctcaagt caaccgtgag 
ttacacaacc
   132781 aactcgcccg ctttttaaaa aatcctgatg ttattgttcg cgtgctttca 
tatgaagggc
   132841 agcgcttctc tgttcaaggt agtgttacca aaggtggcca attttaccta 
agcgatcaac
   132901 cggtgagtat ttatactgca ttaggtatgg caggtggcgt cactacgaca 
ggtgataaca
   132961 cttatattca actgattcgg aatggccgaa cttataacct aaatacgatt 
gatttagaga



   133021 aagcaggcta ttcacttcat aaacttctgg ttcagccaaa cgatactatt 
tatgtaagca
   133081 cacgtgagaa ccaaaaaatt tatgtgatgg gtgagtcagg taaaaatcaa 
gctttaccaa
   133141 tgcgtgatca aggcatgact ttaactgatg ctttgggtga aagtttgggc 
attaatccaa
   133201 actctgcaag tgcaagccgt atatatgttg tacggactaa tccaaatgat 
catgttactg
   133261 aaatttatca tttaaattta atgagtctcg gtgatttcgg cttagccaat 
caatttagac
   133321 tacgtagtaa tgatattgtt tatattgatg cgactggctt gacacgttgg 
caacgtgtgg
   133381 ttaatcagat tatcccgttc tcaaatgctt tatataacat agaccgtttg 
ggacaataat
   133441 tttatgcaaa ttaaaaatat tttggtggtt tgtattggga atatttgccg 
tagccctatg
   133501 gcagaatatt tattaaaaca gcaatatcct caactcaata ttgaatctgc 
gggtatttcg
   133561 gggttgattg ggcatcaagc cgatgaaaag gcgcagctct gtatgcagcg 
tttaggcatt
   133621 gatatgcagc ctcatattgc gagaaagctc aatgccgagc tcatcaaaaa 
agctgatctt
   133681 attctagtga tgagcagtaa ccaacaaaag catattgaac aaacttggcc 
ctttgcaaaa
   133741 ggaaaaactt tccgtttagg tcattggcaa aataaaaatg tgcccgatcc 
ctaccagcat
   133801 gagcaagctg tatttgatga aacttgccag ctcattcagc aatgcgtggc 
tgactggaaa
   133861 ccttatattt aacgtataga tttttaagca tatgaaccaa cagaatacta 
ataccgaaga
   133921 tacaattgac ttaaaagaat tgtttttttc actgattgct cagtggaaac 
tcattgctct
   133981 atgcgttatt ttaagcgttg tatgtgccct actctattta cgtgtaacgc 
cagataccta
   134041 ttcggtagat gctttagttc aggttgagga cagtaaaggg gcttctgctg 
cacttttagg
   134101 tgatctctca caaatgattg agcaaaaatc accagctcaa gcagaaatag 
aaattttaaa
   134161 atctcgtttg gttttaggca cggtcattaa ggacttacat ctaaatatac 
aggtctctag
   134221 cactgaaaat acacttaccc atcgcttatt aagtgatact gactataaaa 
ctgaatacac
   134281 taagaaatca gttttattta aagatgactt aaaaagtttt gaagtacgtg 
aatttgaagt
   134341 tccagcttac tatcttgaca gaaacttact tcttaatttt gataaacagt 
ctttacgttt
   134401 aacagatcca gatactgaag aagtcatctt aactgttcca ttaaaccaag 
ctaatcacgt
   134461 tgctggtcct catggtttat ggaaagttgc tatctttacg aaagatcaat 
ttgacgcgac
   134521 ctataatatt aaaagtcaat caataccagc tgctgtaaat gcacttagca 
caaattattc
   134581 agtagcagaa cgcggcaagc ttacaggagt gttaggtctt aactatcaag 
gtcaagacaa



   134641 agagcatatt accaaagttc tcaatgcgat tttagcgacc tatagtgcac 
aaaatattga
   134701 gcgccgttca gcagagtctg ctcaaacctt aaaattttta gatgaacaac 
tacctgatct
   134761 gaaaaaacag ctagatgatg cagaacgtca atttaataaa ttccgtcaac 
agtataatac
   134821 cgttgatgtg actaaagagt ctgagcttta tttaacccaa agtattactt 
tggaaactaa
   134881 aaaagcagag cttgagcaga aacaagctga aatggcagct aaatatacag 
ctgaacatcc
   134941 agcaatgcgt gaaattaatg gccagctcgc tgcgattaat aagcaaattg 
gtgagctcaa
   135001 tagtacttta aaacaattac cggatgttca acgccaatat ttacagcttt 
atcgtgaagt
   135061 tgaagttaag acacaactct atacagccct tttaaactca taccaacaac 
ttcgtattgc
   135121 caaagctggt gaaattggta atgtacgtat tgttgacact gcagttgagc 
cagttgaacc
   135181 aattaaaccg aaaaagttgt tagtccttat tttatcggta tttgtgggtg 
gctttattgg
   135241 agctctaata gccttattac gtaatatgtt acgtacaggt attaaagact 
ctggtcaaat
   135301 tgaaaatgaa atggatttac cggtttatgc aaccgttcct cgttctccaa 
ttcaagaaag
   135361 ccgtatcaag attttaaaga agaagaagag cattcctatt cttgcggtta 
aaaacagtga
   135421 tgatattgcc attgaaagct tacgcagtat ccgtacagct attcactttg 
cattagcaaa
   135481 tgcaaaaaat aatatcatta tgattgctgg tccttctcct gaagtgggta 
aatcgtttat
   135541 ttcaactaac ttggcaacta ttttcgcgca aggtaataaa cgagtactat 
tgatcgatgc
   135601 cgatatgcgc cgtggttata tgcacaaata tttcgatgtt gatgtgaaac 
caggtctatc
   135661 agaactttta agtggacaag ctgatttaca aaaagtattg cacaaaactc 
aggtagccaa
   135721 tcttgatgtg atcactcgtg gtaagagccc aacaaaccct tcagagatct 
taagctcaaa
   135781 ccaatttaag gaattacttg agcagctaca aagccaatac gaccacatca 
ttattgatac
   135841 tccaccagtg cttgcagtaa ccgatggtat tattatttcg caatatactg 
gtgtgaactt
   135901 aattgttgca cgctacgcca agtcacaaat gaaagagctt gaactaactg 
ttaatcgttt
   135961 tgaacaggcg ggtgttaaag tcaacggctt tattctcaat gatattcaac 
gtgctagcgc
   136021 tggctatggt tatggctata actatgctta tgcctataag gcacaaaaag 
aagactaatt
   136081 aaaactcttc ataaaaaacc ggatcaaatg atccggtttt ttatttgctt 
tttaagtttt
   136141 gccacattaa aactaactaa aatatataaa aaaccactcg ttttttttgt 
taaacattct
   136201 atgcttaagt cgaagcatgc taagatcgaa gcagcctttt agactcaaat 
gattattttt



   136261 ggaacccttt atgagtaaag ccttacccat tgctgtcgct gtagttttag 
gcggtgctgc
   136321 acttgtacct gtatattatg caactcaaca tccgaccaca gaagtcggac 
gtaaagcaga
   136381 caaaaatgct tctccaattc aaaaaatcag ttatgttctt gggtatgaag 
ttgctcaaca
   136441 aacccctcct gagctggata ccaaagcatt tgttcaaggg atccatgatg 
cgcgtaataa
   136501 gcagcctagc gcttatactc aagaagattt aaaagctgcc gttgctgctt 
atgaaaaaga
   136561 gttacaacaa aaaatgcagc atcaagacaa acctgagcaa gcaggtacag 
ctactgactc
   136621 tgcagatgca cagttccttg cagaaaataa aacgaaagct ggtgtaaaaa 
ctactgtatc
   136681 aggtttgcaa tatatcatta ctaaagaagg tactggtaaa cagccaactg 
ctcagtctat
   136741 tgttaaagta cattatgaag gccgcttaat taatggacag gttttcgata 
gttcttataa
   136801 gcgtggtcaa ccagtagaat tcccgcttaa tcaggtcatt ccgggttgga 
ctgaaggtct
   136861 tcaactcatg aaagaaggtg gaaaagcgac tttctttata ccatcaaatc 
ttgcatatgg
   136921 cccacaagag cttcctggaa ttccagcaaa cagtacactg atttttgatg 
tagaactcat
   136981 ttcagtgaaa taataacaat ccaggagagt cgttatactc tcctgttttt 
ttggaaaatg
   137041 acatgaaaaa aatcagtttg gttattgcag cgtcaacgat gagtttatct 
gtttttgctg
   137101 ctgcaccgat aacaaataaa agtccggcaa aagatcagtt tagttatagt 
tatggttatt
   137161 taatgggccg taataatact gatgcgttaa cagatttaaa tcttgatatt 
ttttaccaag
   137221 gtttacaaga aggtgctcaa aataagacag cacgcctaac tgatgaagaa 
atggcgaaag
   137281 caattaatga ttataaaaaa acattagaag ctaaacagct agtcgaattt 
caaaaacaag
   137341 gtcaacaaaa cgctcaggct ggtgcagctt ttctggcaga aaatgctaaa 
aaatctggtg
   137401 tgattgcgac taaatcaggt ctgcaatatc aggtattaaa agaaggcact 
ggtaaaacac
   137461 ctaaagccac ctctcgtgta aaagtaaact atgaaggacg tttactcgac 
ggaactgtat
   137521 ttgatagctc aattgcacgt aatcaccctg ttgatttcca gttaaatcaa 
gtgatcgctg
   137581 gatggaccga aggcttacaa actatgaaag aaggcggtaa aacccgtttc 
ttcattccag
   137641 caaaacttgc ttatggtgaa gttggcgctg gggatagtat cggtccaaat 
agtactttaa
   137701 tttttgatat tgagttgcta caagttttgc caaaataatt ttcgaagata 
aaaaaagcga
   137761 tctaaattga tcgctttttt attttagtgt tttaaatctc tcggtctaaa 
gcctgtcagt
   137821 aataagccaa ttaagtaagc gatcacacct acaacgcata aacctaccac 
ctctgcaaca



   137881 cgaacccatt gagagagttc tccgttatac caatttaacc cgaaccaaag 
cgctgcaatc
   137941 atcgcaaggt tggccaagcc atattgaagt gccagttttt tccaatgtgc 
accaaatcgg
   138001 aaaatattac gcttatgtag gtagaaatag agcaaacctg catttactaa 
agctgaacca
   138061 gaagaggcta atgcaagcgc catatgctct gcatgccaat tgattaattt 
aaagaaacca
   138121 atgaatacaa cgtttaaaat cgcattggca gcaaccgaca ttaaacccac 
acggaccggt
   138181 gtttttgtat cttgctgcgc atagaaacct ggtgcaaata ctttaattaa 
cataaaggaa
   138241 attacgcctg cactcataca ttgcaatgca agtgctgtca tttgtgtatc 
gcgtaaatca
   138301 aactcaccac gctggaacaa tgcctgaata atcggtgtag aaagcataaa 
taaagcaata
   138361 cttgctggca aaccaaccaa cacaatcact tttgctgccc aatcgatcat 
actgcgaaac
   138421 ttcgcttggt cttgttcagc atgacgtgct gacagtgagg gtaaaatcac 
tgtaccaatc
   138481 gcaacaccga ttaatcctaa aggtaactca gtcatacgtt cggcactgta 
gagccaagat
   138541 actgaaccat cttgcatgaa agatgcccaa atcgtattta gcaataggtt 
aatctgagtc
   138601 acagatacac caaataatgc tggaagcatt aattttaaaa tacgttctac 
accttcatgt
   138661 ttaaaatcaa ctttcggtgg gatcagtaag tttttacgcc ataactcagg 
aatttgtatc
   138721 gctaactgta aaataccagc cgcaacaacc gaccaaccta aagctttgat 
tggctcagcc
   138781 atatacggtg taagccacca agcccctgca atcattgcta cgttcagtaa 
aacaggtgaa
   138841 aaagctggcg aggcaaacga gccataactg tttaagatgc tgctggcaaa 
agccgtaagc
   138901 gacataaaca ttaaataggg aatggtcaga cggaacatac tgaccgctaa 
atcaaacttt
   138961 tcagggtcat tatggaaacc cggcgcatac atatagataa ttgctggagc 
taagaccata
   139021 gccacgaaag tcagtaaagt catgactgtc agcaaacagc caaatactcg 
actaattaag
   139081 atctgtactt ctgcatgcgc acgacctgtt ttatattcgg tcaataccgg 
aataaaagcc
   139141 tgtgaaaaag ccccttcggc aaacaaccgt cgaaagaagt tgggaatacg 
aaaagccaca
   139201 acgaaggtat cgaaatcttt acccgcacca aacacgttga gcaatacgac 
atctcgtact
   139261 aagcccaata cccgtgacaa catcgtcatc gcactgacaa taaaagtcga 
tcgccataat
   139321 gccatcgtac tcacctacag ctatattcga aagtcgctat tgtaatgaaa 
ctagaaaatc
   139381 ttttcgttgt gaaatgatga atgaactcaa gtttttttct gtgctaacaa 
ctgcctaaag
   139441 tgctgccatt taaaataagg tcctggatcg gtttttcggc ccggtgcaat 
gtctgaatgc



   139501 cctgcaatat ggtttttaat ttcaggatag gcctgacgaa tagcattaac 
aacgtcagtt
   139561 agcacttcat attgtacgtc ttcaaaaggt aaatcatcac ttccttcaag 
ctcaatacca
   139621 attgaataat cattacattc aactttggct aagtagcttg aacgccctgc 
atgccatgca
   139681 cgatcattaa agttaacaaa ctgtaggact tcacctgttc gtaaaattaa 
caggtgtgta
   139741 gagacttgca taccttcaat agtctgaaaa tagggatgaa cggaccaatc 
taatttattt
   139801 tggaaaaact gttcaatata gcctccccca aactgagaag gcggcaagct 
aatattatga
   139861 accacaatca tttgtatttc ggtaccagcg ggacgctggt taaaatttgg 
agaaggtact
   139921 tgtctcgccc cttttaattg tccatctata acttcatacg gtgtgatttg 
cttcattgag
   139981 atgccaataa attgcttgcc aattgtttta gtttaaaaca gttaattgct 
tttcagagta
   140041 gtcagcatga ttgtttatcg cgattaatct gataaaacag cttattttta 
aagtcgacgg
   140101 tgctaatata tcgcaagttt tagggtcatc gacaaaatgg aaaccgtatg 
agcatacctc
   140161 agtctttgct tgaacagtca attcaaatca atattcaaca agcattacaa 
gaagatattg
   140221 gggacggtga cattaccgcc atgctcacac ctgaagatga acaagctacc 
gcaactatca
   140281 tcagccgtga agatatggtt ttagctggac agccgtgggt gaatgcgctc 
atctcagcgt
   140341 atgacaacac tgtacaggtg acttggttaa aacaagaagg tgaccgtgtt 
gctgcaaatg
   140401 aagccttttt aaagcttgct ggttctgcac gtagcttact gactgtagag 
cgccctgctt
   140461 taaactttat tcaaacatta tcggctgttg caacaaaaac tgctgaatat 
gttcagcatc
   140521 ttgaaggttt aaacacaaag cttctcgata cacgtaaaac tttaccgggc 
ttacgtattg
   140581 cacaaaaata tgccgtaacc gtcggtggcg gacaaaatca ccgcctcggt 
ttatttgatg
   140641 cattcttaat taaagaaaat catattatgg cagcgggcgg tattgcccaa 
gcgatagcaa
   140701 aagcacatca aattgcgccg ggtaaacctg ttgaagtcga agttgaaact 
tgggatgagc
   140761 taaaccaagc gcttgaagca ggtgcagaca ttgtcatgct cgacaatttt 
agccaacaac
   140821 aaatgattga tgctgtaaaa cacgtggcgg gacgctgtaa actcgaagct 
tcgggcaata
   140881 tcactattga aaacttacgc gaagtagcga ctactggtgt cgactatatt 
tctatgggcg
   140941 tgttgactaa agatgtcaaa gccgttgatt tatcaatgcg ttttaatgcc 
taaataaaat
   141001 cagcatcatt attggtattt ttttgcgact tggtcatgtc tgccgcttgt 
gttttttgcc
   141061 atgctgactg agtcgcttgt gccccactat cccgtggatc ggcagccatt 
aaaacaaaag



   141121 taactactgc taataataca ataaaacctt gtagcataaa ttttccccat 
cactttaaaa
   141181 aattagggtt tcaaggtaaa agataaatat gaccaggctt aggagattct 
gttacaaaag
   141241 gtaagtcttt atttttatta ttcatctata cgaaaagtta ttacctgtct 
tcatttatat
   141301 ttcccaacat tagattgtgc gagatgtcat ctacaacctg agcaagacaa 
agcgattata
   141361 gctttgtcga agcgcacgaa tgttattaag ccaactgttg tctttcgata 
cgtaataaag
   141421 attaattaat ctttattacg tactttactt tgggcgaaac caaagtaacg 
aattagctac
   141481 ttccactgga tgaataaacg ataagactcc gtcgtgctaa ctaatttaaa 
ataactatta
   141541 actaagactt cagcttaata ttcatgcatt acagcaactt aagactctaa 
atatcccata
   141601 tatggatcag aaattgaatc ttcttgagtt tctatacgtc ctgcaaaacg 
gcgactaaac
   141661 gtcgcatcgt ccgctaatgt caccgtaaaa tcataccaac caccaaattc 
agacatatcc
   141721 caaaccagtt ctttttcaac actattggtt tctatcaccc atgtcttgtt 
tggtagataa
   141781 gcattagctt tgacgttgag cttgactgtc ttattaccat catgacgcac 
ttttaaatat
   141841 aaattcgcat cacattcttc tacacatact ctaatttccg gtaatgcttg 
agtctgatta
   141901 gcttgactta aattaccttt aaacgcacgg tgaaaaccat ttggtccaag 
gacccataaa
   141961 tcatactgtc cattgatagt attccacacg tcatcaagct gtttgcccgc 
ctcaaccata
   142021 tagcggcgtg gaattgccgt aagatctaat cgattataga catggaaaac 
ggctgcctgt
   142081 ttacccgtat tggagaacat cagcttaacc gttttttgag tggcatcgac 
tttggcacta
   142141 gtgtgcaaaa tataaggtaa agcacgcgaa ggtcgaattc ctatttcctg 
ctgaggaaat
   142201 tgttgctggc tcggaacaga aacttgcggc aatagttctt gagcgacacg 
aatcgcatcg
   142261 gcttcggctt ttgttttctt cccatctagt tcagcaacag gcaaaagatt 
cggtgtttta
   142321 aaattaaatg ccgttgttaa atcaccacat acagcacggc ggtatgggct 
aatgttaggt
   142381 tcttgcacat caaaacgttt ttctaagaat tgtaaaatag aagtatgatc 
aaagacttga
   142441 gaatttaccc atcctccacg gctccacggc gaaatcacat acattggaac 
gcgtacacct
   142501 gggccataca cccgtccgtc tgtttcgggt tgagattttg aagtcgctac 
tgctggatgg
   142561 ttaaagtatt caaaagatac ttgttggtcc gttaaagtag tttttccata 
tacaacaccg
   142621 tttatatctt tagaaggtgc gcttggtgaa ggaacatggt caaagaaacc 
gtcattttca
   142681 tcgaagttca ccaataaaac ggtttgactc cacacttgag ggttttcagt 
taatacattt



   142741 aatacttcct gaatatacca agcgccttgt acaggactag atggccccgg 
atgttcactg
   142801 taagttgcag gagcaactaa ccaactcact tgcggtaatt taccctgcgc 
aatatcagct
   142861 ttaaaagttc ctagaaaacc accgtctggc atggtattgg caataccttt 
gtaaagtggt
   142921 tgagtcacat caatcttttc atcatatgct ggacacgtta gtgtgtcgtt 
actgacaggt
   142981 tgaccagatt gctcatttgc acggcgatat tgcttgaaac cagctaaagg 
gttatcagta
   143041 aagttatccg gcatgttttg ataaactttc catgtcacgc cagcctgctg 
taaacgctca
   143101 ggatacgtcg tccattcata accttctgtt gatggtccaa tcccatcaaa 
ttcattgacc
   143161 acactcgcaa cacctgcacc tgtaggtcca ttggttcccg tccagataaa 
tttacggttc
   143221 gggttagttc ccgcgtgcat ggcacagtgg taggcatcac aaatcgtaaa 
agcattcgct
   143281 aaggcaaatt gatattcaac ttcttgtttt ttgtagtagc ccatcgactg 
cggttgttta
   143341 tgcgttaccc aatcactcat acgcccatta tcccaagcac cttgaccatc 
tgaccatgaa
   143401 tgatttgtac cagtaacacg ctgagcattt cctaaatgac tatctaagtg 
gtatggcaat
   143461 actttctttt tgttggcgtc atattgttcc caaacctttc ggccttctgt 
cataggaatg
   143521 gtaaaacggt cgccgaaacc acgtacacct tttagtgttc caaaataatt 
atcaaatgaa
   143581 cggttttcct gagtcaaaat cacaatgtgt ttaacatctt gaattgttcc 
actttcaact
   143641 ttggcgtcaa ttgctaacgc tttttgaata ctcagcggga aactcgctag 
agcagctgtc
   143701 ccaaacattg tttttgtaga atttaaaaga aattcgcgac gattcattag 
ttctatcctg
   143761 agttcttatt atggtgcaca gtgcattttg caattactgg taggcggtgt 
tgttggcgat
   143821 gaattatctg agtcgttatc atcgttacaa gcactgagca tgagtgctaa 
agatgtaatt
   143881 aataaaatag gacttacgca ctattattta tagattctct gtggtagcag 
atgattttta
   143941 tcgagaataa agtcatcaat gaagtttttg ataactggtc taaataattt 
cttctgccaa
   144001 cgatatacat tttc
//
LOCUS       NODE_12_length_93081_cov_104.47073893081 bp   DNA linear
17-DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.



FEATURES             Location/Qualifiers
     source          1..93081
                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
     gene            123..752
                     /locus_tag="DSM_03221"
     CDS             123..752
                     /locus_tag="DSM_03221"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVNLTIKGSVVGRGGDGGLPHLAYGDWEKDSDFNFTKTRRDGFQ
                     
GAPGLLNRHSKLNLIIDGGTLARGGSGGGATPSGIYTGSSYGVQGIPGGAGAPFGRVM
                     
TGQPISNDSQDYRLYLESYLLVMKITDAEASVPGKGYRTQNDRYGSPLSGDGGGWGER
                     GTKSTNGGTWNWQYHGTTEGQPGPGGPAIVGVAPLTTQLINGGKILQTL"
     gene            821..1216
                     /locus_tag="DSM_03222"
     CDS             821..1216
                     /locus_tag="DSM_03222"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MEPVSTSGLTAILKFYGAAIMVTLAVALVAAVVLMTRMPRSPQE
                     
WAVGLICTVVSSLAGGSFIIVKWGLHEWVTDVWGMIALGGFFFVCGLPGWALIRWVFN
                     FIDKQEGKTIVEVIKEIKKAKNDITGGGP"
     gene            1213..1767
                     /gene="rrrD"
                     /locus_tag="DSM_03223"
     CDS             1213..1767
                     /gene="rrrD"
                     /locus_tag="DSM_03223"
                     /EC_number="3.2.1.17"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P78285"
                     /codon_start=1
                     /transl_table=11
                     /product="Lysozyme RrrD"
                     
/translation="MTVKNFFDAARVIAGGKLTQAQVDDLNKVVDKLAPSGMTTSDVG
                     
VDLISGFEGTRFTAYDDGVGVWTIGTGTTVYPNGVKVKKGDTCTAEQAKTYFKHDLAK
                     
FEKTVNESVTVPINQNQFDALVSLTYNIGSGAFKGSTLLKLLNKGDYQGAADQFLVWN
                     KAGGKVMKGLVRRREAELALFLKK"
     gene            1892..2089
                     /locus_tag="DSM_03224"
     CDS             1892..2089



                     /locus_tag="DSM_03224"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSQVMIMVSEAGRMENTCNLPADLDKNGNVLKIYDYSLNELTIN
                     LDGTVTYNGKRWTFDKKQNYL"
     gene            complement(2164..2240)
                     /locus_tag="DSM_03225"
     tRNA            complement(2164..2240)
                     /locus_tag="DSM_03225"
                     /product="tRNA-Arg"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Arg(ccg)"
     gene            complement(2340..2972)
                     /locus_tag="DSM_03226"
     CDS             complement(2340..2972)
                     /locus_tag="DSM_03226"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MAGFYRTNLGRVALQQRNIALNAKQRRLLLLIDHEDFQSLNTEF
                     
KKRIAPPELIQQLIDLKLIAPISENDSEFTEQIALSESPTTGLEVKVQQKSTIDENES
                     
ADLTGEIKVSLESLCHSSNIENIQPVVPFKQLTFEEIQQLMKQSLSQYCGLMAKPLIQ
                     KIEQIKNLQELKMCQMQWITSLQESRIPPHELAHTLHSINYSIQLIQQKN"
     gene            complement(3120..3806)
                     /gene="exoX"
                     /locus_tag="DSM_03227"
     CDS             complement(3120..3806)
                     /gene="exoX"
                     /locus_tag="DSM_03227"
                     /EC_number="3.1.11.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AEK0"
                     /codon_start=1
                     /transl_table=11
                     /product="Exodeoxyribonuclease 10"
                     
/translation="MQAIILDTETHTLNGLPIEIAYAPIEINAGKLTLDKSKLFDQLY
                     
QVGTPISYAAMAVHHILESDLENQPHYKTFKLPDTTTYIIGHNIDYDIAAIARCGVDV
                     
SHIKPICTLALARKTWPDAEAHNISALIYMISQGSSKARELLKGAHRADADIILTANI
                     
LMHIVYHLNIHDIEELYRVSEEARIPTTINFGKHKGTAIAELPKDYIQWLLRQDELDV
                     YLRKALESAF"
     gene            4056..5285
                     /locus_tag="DSM_03228"
     CDS             4056..5285
                     /locus_tag="DSM_03228"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKMKLLMTSVLSTSLFLVACGGGSSDDGPATTNPSGTPTNNIQN
                     
PVVKVEAYTSTNLGSVAAESSILTYKMLGQSGQEVQATSLVFTPNTQPPVGGWPIVVW
                     
AHGTTGVADVCAPSKAALADSTKDLISKLLAAGYVVVAPDYEGLGTPGIHPFLNVKSE
                     
AFSITDAVVATRNYLSQRNLLTSKKWVTVGHSQGGHAALGAAQYASRAQLEYKGTVAV
                     
APASNLGFILIAGEQSVANATLDKKISMYAQLDTYTALVTAGIRNTQPTFDYPQVFTP
                     
QISSIAQQAETICSGPLGQAFGAGMTQYVTEHNGTLDGYTRTQPNFMAVPLVKTFLDK
                     
DSQPLQVKVTTPIIIYQGLADSTVPKVATDILISNATVVGTKINSYVTGNWDHGTAMS
                     SNVDNIVGNVQSLLVAQ"
     gene            5531..6784
                     /gene="glyA"
                     /locus_tag="DSM_03229"
     CDS             5531..6784
                     /gene="glyA"
                     /locus_tag="DSM_03229"
                     /EC_number="2.1.2.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A1SUU0"
                     /codon_start=1
                     /transl_table=11
                     /product="Serine hydroxymethyltransferase"
                     
/translation="MFANISISEFDPELAQAIASEDERQEAHIELIASENYCSPAVME
                     
AQGSKLTNKYAEGYPGKRYYGGCEFVDVIEQMAIDRAKELFGADYANVQPHAGSQANS
                     
AVYLALLNPGDTVLGMSLAHGGHLTHGAKVSFSGKTYNAVQYGLNAETGEIDYEEVER
                     
LALEHKPRMIVAGFSAYSRVVDWQRFRDIADKVGAYLFVDMAHVAGLVAAGVYPNPVQ
                     
IADVTTTTTHKTLRGPRSGLILAKANEEIEKKLQSAVFPGNQGGPLMHAIAAKAICFK
                     
EAMSDDFKAYQQQVVKNAQAMAEVFIARGYDVVSGGTDNHLFLLSLIKQDVTGKDADA
                     
WLGAAHITVNKNSVPNDPRSPFVTSGIRIGTPAVTTRGFGEAEVRELAGWIADVIDSK
                     GDEKVIADVKAKVEAVCAKFPVYAK"
     gene            complement(6825..8273)
                     /gene="mepC"
                     /locus_tag="DSM_03230"
     CDS             complement(6825..8273)
                     /gene="mepC"
                     /locus_tag="DSM_03230"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0C071"
                     /codon_start=1



                     /transl_table=11
                     /product="Multidrug/solvent efflux pump outer 
membrane
                     protein MepC"
                     
/translation="MITSKQNWLLSSLMGSLLLAGCSLAPEYQPAKVIVPVKFKESDP
                     
KLEDNNWKIAQPADQQTRGEWWRIYNDAQLNELEQQAIAGNQNLKAVAANIQASRALR
                     
SAAQAERLPSIDAGFGPTRQKPSPASLGLDDNAHTSAQTLWRAQANVSYELDLFGRVA
                     
SSVNAATADLQQQEALYQSALLALQADVAQGYFLIRQLDTEQAIYNRTIKLLGETRDL
                     
MQLRFKNGLGSELDVSRAQTELATAQTTALNIARNRASAEHALAVLLGKPPADFNLAV
                     
QPLTANSIRLPAGLPSTLLERRPDIAAAERAMAADNARIGIARAAFFPKLSLTGALGY
                     
ESSSLSELGKWSSRTFLLGPVAGTILSLPLFDGGQRKAGVAQARAAYEESVANYRQTV
                     
LNAFREVENGLSDQRILDQQIQAQNQALSSSRHANQLSHLRYREGAISYLDVIDSDRT
                     ILQQEQLAAQLKGNQIIASINLIRALGGGWSS"
     gene            complement(8286..11465)
                     /gene="bepE"
                     /locus_tag="DSM_03231"
     CDS             complement(8286..11465)
                     /gene="bepE"
                     /locus_tag="DSM_03231"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8G2M6"
                     /codon_start=1
                     /transl_table=11
                     /product="Efflux pump membrane transporter BepE"
                     
/translation="MNISKFFIDRPIFAGVLSVLILLAGLLSVFQLPISEYPEVVPPS
                     
VVVRAQYPGANPKVIAETVASPLEESINGVEDMLYMQSQANSDGNLTITVNFKLGIDP
                     
DKAQQLVQNRVSQAMPRLPEDVQRLGVTTLKSSPTLTMVVHLTSPDNRYDMTYLRNYA
                     
VLNVKDRLARLQGVGEVGLFGSGDYAMRVWLDPQKVAQRNLTATEIVNAIREQNIQVA
                     
AGTIGASPSNSPLQLSVNAQGRLTTEQEFADIILKTAPDGAVTRLGDVARVELAASQY
                     
GLRSLLDNKQAVAIPIFQAPGANALQVSDQVRSTMKELSKDFPSSIKYDIVYDPTQFV
                     
RASIKAVVHTLLEAIALVVVVVILFLQTWRASIIPLLAVPVSIIGTFALMLAFGYSIN
                     
ALSLFGMVLAIGIVVDDAIVVVENVERNIEAGLNPREATYRAMREVSGPIIAIALTLV
                     
AVFVPLAFMTGLTGQFYKQFAMTIAISTVISAFNSLTLSPALAALLLKGHDAKPDALT
                     
RIMNRVFGRFFALFNRVFSRASDRYSQGVSRVISHKASAMGVYAALLGLTVGISYIVP
                     
GGFVPAQDKQYLISFAQLPNGASLDRTEAVIRKMSDTALKQPGVESAVAFPGLSINGF



                     
TNSSSAGIVFVTLKPFDERKAKDLSANAIAGALNQKYSAIQDAYIAVFPPPPVMGLGT
                     
MGGFKLQLEDRGALGYSALNDAAQNFMKAAQSAPELGPMFSSYQINVPQLNVDLDRVK
                     
AKQQGVAVTDVFNTMQIYLGSQYVNDFNRFGRVYQVRAQADAPFRANPEDILQLKTRN
                     
SAGQMVPLSSLVNVTQTYGPEMVVRYNGYTSADINGGPAPGYSSSQAEAAVERIAAQT
                     
LPRGIKFEWTDLTYQKILAGNAGLWVFPISVLLVFLVLAAQYESLTLPLAVILIVPMG
                     
ILAALTGVWLTAGDNNIFTQIGLMVLVGLACKNAILIVEFARELEMQGATAFKAAVEA
                     
SRLRLRPILMTSIAFIMGVVPLVTSTGAGSEMRHAMGVAVFFGMIGVTFFGLFLTPAF
                     YVLIRSLNSKHKLHSAAVHEAPLASPHDH"
     gene            complement(11472..12692)
                     /gene="mdtE"
                     /locus_tag="DSM_03232"
     CDS             complement(11472..12692)
                     /gene="mdtE"
                     /locus_tag="DSM_03232"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37636"
                     /codon_start=1
                     /transl_table=11
                     /product="Multidrug resistance protein MdtE"
                     
/translation="MSFSRKQFALSAIFVAILATGGSFMLLHENADAKAAPTAAQQAA
                     
TVDVASVVSKTITDWQEYSGRLEAIDQVDIRPQVSGKLIAVHFKDGSLVKKGDLLFTI
                     
DPRPFEAELNRAKAQLASAEAQVTYTASNLSRIQRLIQSNAVSRQELDLAENDARSAN
                     
ANLQAARAAVQSARLNLEYTRITAPVSGRISRAEVTVGNVVSAGNGAQVLTSLVSVSR
                     
LYASFDVDEQTYLKYISNQRNSSQVPVYMGLANETGFTREGTINSIDNNLNTTSGTIR
                     
VRATFDNPNGVLLPGLYARIRLGGGQPRPAILISPTAVGVDQDKRFVVVVDAKNQTAY
                     
REVKLGAQQDGLQIVNSGLQAGDRIVVNGLQRIRPGDPVTPHLVPMPNSQITANATPP
                     QPQPTDKTSTPAKG"
     gene            12890..13921
                     /gene="dmlR_13"
                     /locus_tag="DSM_03233"
     CDS             12890..13921
                     /gene="dmlR_13"
                     /locus_tag="DSM_03233"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76250"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator DmlR"
                     
/translation="MDLFHAMRVFNKVVETNSFSLAADSLGLPRASVTTTIQALEKHL



                     
QVRLLNRTTRKISLTPDGAVYYDRTARILADVADIESSFHDAERGPRGQLRIDVPVSI
                     
GRLILIPRLRDFHARYPDIDLVIGLNDRPVDLVGEAVDCAIRVGELKDSSLIARRIGT
                     
FQCATAASPIYLEKYGEPTSIEDLQKNHKAIHFFSSRTGRNFDWDFVVDDLIKSVSVR
                     
GRVSVNDGDAYIDLALQGFGIIQGPRYMLTNHLESGLLKEVLPQWTPAPMPISAVYLQ
                     
NRHLSLKVKVFVDWVAELFAGCPLLGGTALPFDQKCEFACDKETGHEYTIRTLVEQHN
                     IAEAYTLKT"
     gene            14096..14881
                     /gene="argT"
                     /locus_tag="DSM_03234"
     CDS             14096..14881
                     /gene="argT"
                     /locus_tag="DSM_03234"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P09551"
                     /codon_start=1
                     /transl_table=11
                     /product="Lysine/arginine/ornithine-binding 
periplasmic
                     protein"
                     
/translation="MASFMKKIFVSTTLVLAAVATNVQAKDWKVIRFGTESSYAPFEY
                     
KTPDGKLTGFDVDLGNAICAKLKAKCVWVENSFDGMIPALKAKKFDGILSSMTVTDER
                     
AKQILFSSKIYNTPTRMVAKKGSPLLPTPTSLKGKRVGVQQGTIQETYAKTYWAPKGV
                     
SVVPYPTQDLIYQDMMSGRLDATLQDAIMVDGAFLKQPKGKNFAFAGGNVVDVKTLGV
                     GAAIGLRKEDADLKANIDKALAAIIADGTYKKLEKKYFSFSIY"
     gene            14973..15662
                     /gene="hisQ"
                     /locus_tag="DSM_03235"
     CDS             14973..15662
                     /gene="hisQ"
                     /locus_tag="DSM_03235"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P52094"
                     /codon_start=1
                     /transl_table=11
                     /product="Histidine transport system permease 
protein
                     HisQ"
                     
/translation="MSFSGYGPLLLSGTWMTIQLALLSLLLSVIIGLIGASSKLSNIK
                     
ALRYIATAYTTLIRSVPDLVIMLLLFYSLQLGLNQITEALQMDQIDINPFVAGVITLA
                     
FIYGAYFTETFRGAFQSVPRGQIEAAMAYGMTPWQVFHRVLFPQMMRFALPGIGNNWQ
                     
VLIKATALVSIIGLTDIVKITQDAGRSTMQLFFFSIVAAAIYLAITTVSNLILIWLER
                     HYSAGVRKGQL"



     gene            15659..16372
                     /gene="hisM"
                     /locus_tag="DSM_03236"
     CDS             15659..16372
                     /gene="hisM"
                     /locus_tag="DSM_03236"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AEU3"
                     /codon_start=1
                     /transl_table=11
                     /product="Histidine transport system permease 
protein
                     HisM"
                     
/translation="MIEILQQYWQSYLWTDGLQMTGVAMTAWLLVLSIGIGFVLAVPL
                     
SLARVSENIWLRGPVWLFTYVFRGTPLYIQLLIIYSGIYSFDYVHEHQTLDAFFREGI
                     
NCTILAFALNTGAYTTEIFAGAIRSIPHGEIEAAQAFGMSKWKLYTRIIIPSMLRRAL
                     
PFYGNEVILMLHATTIAFTATVPDILKIARDVNAATYDTFSAFGIAALLYAVLAFILI
                     WIFRKLEKRWLAFLKPSNH"
     gene            16382..17158
                     /gene="hisP"
                     /locus_tag="DSM_03237"
     CDS             16382..17158
                     /gene="hisP"
                     /locus_tag="DSM_03237"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P07109"
                     /codon_start=1
                     /transl_table=11
                     /product="Histidine transport ATP-binding protein 
HisP"
                     
/translation="MEQVAKLVIRDLHKTFGDHEVLKGISLDANAGDVISIIGSSGSG
                     
KSTLLRCINFLEQPSNGTIKLNGEKLRTVFDKKGNLKVVESKQLQKMRTQLMMVFQHF
                     
NLWSHMTVMENVIEGPIHVLGVKRSEAEERARKYLRKVGLPESVESKYPAFLSGGQQQ
                     
RVAIARALAMEPEVMLFDEPTSALDPELVGEVLKVMQGLAEEGRTMVVVTHEMGFARH
                     VSNQVIFLHQGKIEEQGHPDEVLNNPKSERLKQFLTGSLK"
     gene            complement(17230..17559)
                     /gene="emrE"
                     /locus_tag="DSM_03238"
     CDS             complement(17230..17559)
                     /gene="emrE"
                     /locus_tag="DSM_03238"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P23895"
                     /codon_start=1
                     /transl_table=11
                     /product="Multidrug transporter EmrE"



                     
/translation="MSYLYLAIAIACEVIATSALKASQGFTVPIPSIITVVGYAVAFY
                     
LLSLTLKTIPIGIAYAIWSGAGIILISAIGWIFYKQHLDLAACIGLVLMIAGIVIINV
                     FSKNTHL"
     gene            complement(17796..18059)
                     /locus_tag="DSM_03239"
     CDS             complement(17796..18059)
                     /locus_tag="DSM_03239"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P44746"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ferredoxin-like protein"
                     
/translation="MALLITSDCINCDMCLPECPNTAIFEGSKVYEIDPLRCTECVGF
                     YAAPTCKEVCPIDCIKQDPAHIENKEQLLEKFKGLNLIGSFSS"
     gene            complement(18062..19432)
                     /gene="ydcP"
                     /locus_tag="DSM_03240"
     CDS             complement(18062..19432)
                     /gene="ydcP"
                     /locus_tag="DSM_03240"
                     /EC_number="3.4.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76104"
                     /codon_start=1
                     /transl_table=11
                     /product="putative protease YdcP"
                     
/translation="MKTELLSPAGSLKNMRYAFAYGADAVYAGQPRYSLRVRNNAFDH
                     
DNLKIGIDEAHALGKKFYVVVNIQPHNSKLKNFIRDLEPIVAMQPDALIMSDPGLIMM
                     
VREHFPDMQIHLSVQANAINWATVKFWKDYGLSRVILSRELSLEEIEEIQQHVPDIEL
                     
EVFVHGALCMAYSGRCLLSGYMNKRDANQGACTNACRWDYKLHEAQEDLNGDVIPVTQ
                     
LNTPEKSCCSSGQSETTSVQTLLVQRNDEEMFAAEEDEHGTYFMNSKDLRAVQHVDRL
                     
TKMGIASLKIEGRTKSYFYCARTAQIYRKAIDDALAGKPFDPSLMTQLEGLANRGYTE
                     
GFLRRHVHSEYQNYADGSSHFDYQQFCGEVVERHGNYIRIEVKNRFVVGDSLELMTPQ
                     
GNITFNLTEMRDLKGNPITDAKGSGHFVEIPLSQEVDISYALLIRNLPHAKESITAST
                     LAYSAS"
     gene            complement(19489..20949)
                     /gene="norG_4"
                     /locus_tag="DSM_03241"
     CDS             complement(19489..20949)
                     /gene="norG_4"
                     /locus_tag="DSM_03241"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q2G1P1"
                     /codon_start=1



                     /transl_table=11
                     /product="HTH-type transcriptional regulator NorG"
                     
/translation="MYKYKKVSDDLTLQIQNGRQPVGSRLPSIRDCAQHYQVSINTVK
                     
EAYRKLEDQGLISVRPQSGYYVCHAPSNLPDLEERYISEEKVPLSGISCFLAQIVKKQ
                     
MDPDYVNLALACPSGENFYPIERLKRLTAQVLRTQPDIFKSYTLPPGSIRLRTQIARR
                     
SLQLGMFLSADDIVLTHGTMEALSLAIMATTQAGDSIALEIPTFHNLYPLLQNLGRKI
                     
VEVPTSPHTGMCLDALEELLKSQSVQAILTIPTGHNPLGFSMPENNRRRLAELANQFQ
                     
IPVIEDAMYAELQLIEPLLPNIKAFDQNGWVLVCGSYTKTVAPDYRIGWLEAGRFRNI
                     
AQQLKFTTTVAEPALLTETLGLFLENGGYDLHLRQLKKRYQQQIDTIKSYICRYFPVG
                     
TRVSRPQAGFILWLELPESIDTLELFHQAMDEKILCMPGILCSADKRFSHCLRIAACF
                     ELNPKMLNALMRLGELAKNMLPVQKDIDQIPTNSVG"
     gene            21185..22054
                     /gene="yddE_2"
                     /locus_tag="DSM_03242"
     CDS             21185..22054
                     /gene="yddE_2"
                     /locus_tag="DSM_03242"
                     /EC_number="5.1.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37757"
                     /codon_start=1
                     /transl_table=11
                     /product="putative isomerase YddE"
                     
/translation="MSVVAFKQVDVFTSQAFKGNPVAVIMDASTLTSEQMQAIANWTN
                     
LSETTFVLPATDSQADYQVRIFTPQSELPFAGHPTIGTAYALLEAGLVKAKEGQLVQQ
                     
CAAGLVTLTVNDSNHISFELPKPKITPLDALQTEKLAEILKCKINTQWNAALVDVGAR
                     
WVVLQAVNAKAVLASQPDLNALKQFSLDMKVTGSTIYGFYEESNEQKRIEVRSFAPAY
                     
GVYEDPVCGSGNGSVASFIRYHGILPAQNDVVLSSQGQALGREGQLQLELHQDKILVG
                     GAAVTCIDGTIKL"
     gene            complement(22109..22888)
                     /gene="fpr_2"
                     /locus_tag="DSM_03243"
     CDS             complement(22109..22888)
                     /gene="fpr_2"
                     /locus_tag="DSM_03243"
                     /EC_number="1.18.1.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q44532"
                     /codon_start=1
                     /transl_table=11
                     /product="Ferredoxin--NADP reductase"



                     
/translation="MAAFNVERITHVHHWNDTLFSFKTTRDASLRFKNGQFVMIGLEV
                     
NGKPLMRAYSIASANYEEELEFFSIKVQDGPLTSILQKVQVGDEILVSKKPTGTLVHD
                     
DLLPGKNLYLLSSGTGLAPFLSIIRDPETYERFEKVIVVHGTRYISELAYQDLILNEL
                     
PNNEFFEELGIKDKLVYYPTVTREPFHTQGRVTTAIETGALFEKIGLPRFNRETDRAM
                     LCGSPAFLKDVAALLDQHGLVESPRMGEMGDYVIERAFVEK"
     gene            22993..23721
                     /gene="trmO"
                     /locus_tag="DSM_03244"
     CDS             22993..23721
                     /gene="trmO"
                     /locus_tag="DSM_03244"
                     /EC_number="2.1.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P44740"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA (adenine(37)-N6)-methyltransferase"
                     
/translation="MNSVTLPIVGHMCSPFREKFGIPRQPNLVNIESYIEMVEPYNDL
                     
LAFEGIEQFSHLWLIWQFHDNKNQETATKFRPQVRPPRLGGNEKIGVFATRSMYRPAP
                     
IGLSVVRLNKVEKVGKSLRVYVTGSDLLNGTPILDIKPYIQYSDAIVDAQSGYAQAEP
                     
ERKSVLWSENALSTQQSLFKNKEINAQYLDELEQVLSLDPRPAYQEDPERVYKMKFSN
                     FDIHFKVNGNVITVVDMVKDTSLV"
     gene            complement(23731..24999)
                     /locus_tag="DSM_03245"
     CDS             complement(23731..24999)
                     /locus_tag="DSM_03245"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNLPMTMSLQIVSFEEFITTIAAALGCGLLVGLERERSKLKHEY
                     
KTFAGFRSFAISSLLGAICFLFGPAIGIVGALLIGAISIVSLKNQPNDPGVTTELAFI
                     
MTYFIGALCIWNISLAAGLAVIMTIILLAKQSMHGIASQWITESELRDGIFLLALLLI
                     
ALPLVPNKPFWGPVLNPHVILKLLTLILFVQALAHIAKRLLSSKNALLLSSLASGFVS
                     
STATIASLGLEVRSGRANAKTNAGAALMSCVSTLVQTLIIVIGISLAWFKLIIFPTLI
                     
ALAFLAVWAFILLRKAEPGTTSSELDTRMFSLKEAIIIAGTLTLIQAGVYGLSLYLGN
                     
AGLIAGTLLASLFEIHAAIAAVIVQGEPNNSQTSLLIAFMGGFAVHAIAKSINSAISG
                     GLHYALAFIPAQILHMTIFIGLLWMNIHWF"
     gene            25287..27044
                     /gene="epsE_3"



                     /locus_tag="DSM_03246"
     CDS             25287..27044
                     /gene="epsE_3"
                     /locus_tag="DSM_03246"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37093"
                     /codon_start=1
                     /transl_table=11
                     /product="Type II secretion system protein E"
                     
/translation="MNIHVEIDTHWCLEQLLQEGRITERDKLLVQTTNRQKDQLKWHP
                     
LQWIAHFNLKDQHHVQAHLSLNRLCQWFADRAQLPLFVIDPLKADVSALTQVMSQEFA
                     
IRNHILAVEVHADRIVIGTDQPFQTDWLNNLEKSLAPKKIERVFLNPEQLQRYLREYY
                     
QVSRAVNSAQKDAAHDRDNKGVEALLQLGDSQNPDANDQHIVKLVDWILQFAFEQSAS
                     
DIHMEPRKDNGKVRFRIDGVLHTIYNMPSNTLTAVISRIKILGRLNVAEKRKPQDGRL
                     
KTRTPKGQETELRLSTLPTAFGEKLVMRIFDPDVLVRSFQQLGFDQSLLQQWQRITQN
                     
SHGIILVTGPTGSGKTTTLYSSLKQLATEQVNVCTIEDPIEMLEPSFNQMQVNHAIEL
                     
GFADGVRALMRQDPDIIMIGEIRDEDTANMAIQAALTGHLVLSTLHTNDAPSSLTRLH
                     
DLGVQPFLTAATILGVLAQRLVRKLCPHCKQQTHINEDEWQHLTFDYIMEMPEKVYRA
                     
VGCEECRHTGYKGRIGIYEFMPVSLELKHLISSHATLNELRSQTKKESVEPLRIVGAR
                     KVIEGLTTLEEVLRVVPLN"
     gene            27126..27485
                     /gene="ygiW"
                     /locus_tag="DSM_03247"
     CDS             27126..27485
                     /gene="ygiW"
                     /locus_tag="DSM_03247"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ADU5"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein YgiW"
                     
/translation="MKMLKVILMTAGMATAGVVVANTPVNQAAIAPATVTTVKQALAS
                     
KDNTPVKLHGQVVKSLGDEKYQFRDKSGNITIDVDDELWQGRPVSANKNVTLIGEVDI
                     DYKPLKRVEIDVDQVQF"
     gene            27593..28255
                     /gene="qseB_2"
                     /locus_tag="DSM_03248"
     CDS             27593..28255
                     /gene="qseB_2"
                     /locus_tag="DSM_03248"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P52076"
                     /codon_start=1



                     /transl_table=11
                     /product="Transcriptional regulatory protein QseB"
                     
/translation="MRILLAEDDRSQAESIQSWLELDGYQVDWVERGDYALTAIEQHD
                     
YDCILLDRGLPQLAGEKVLTTIRHKQKNVPVIFITARDSIHDRVEGLDLGANDYLVKP
                     
FSLEELSARIRAQLRKQTLSQQSILTWGDLQLDTQAKVVLSAGKTIDLTAKEFQILRK
                     
LMVHPEHIITRDQLEEALYAWGEEIESNAIEVFIYQLRKKIGSSSIKTIRGLGYRMGD
                     LK"
     gene            28252..29610
                     /gene="qseC_3"
                     /locus_tag="DSM_03249"
     CDS             28252..29610
                     /gene="qseC_3"
                     /locus_tag="DSM_03249"
                     /EC_number="2.7.13.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P40719"
                     /codon_start=1
                     /transl_table=11
                     /product="Sensor protein QseC"
                     
/translation="MRSNRSSLQSQLVKTTMWSSIVVGLLALSLLTIFSIYHNMSVQD
                     
EIMDEISDTLLVSDLSKHSMKQFDELSDEFDIQYELLDTGQVLTHSHTYQHELFEKGN
                     
LSEGFSYFWFDGQLWRSLAAQQEDSQLQVEVFQPISTRIEEVLKALAGYSGLMVLFWL
                     
LQWVIVSWRTEQQLAALNLLSKRIAQKTASNLEPIQEPDIITEIQPVIDALNQLLARL
                     
QRALVAEQRFTADASHELRSPLSAIQMRLQVLQRKYQHIPELDHDFERIQEDVSRSTK
                     
ILENLLLLARLEPNETEQLELSKSVVDLNHVLARVIDTVNIDAQAKHMVIETNILSNE
                     
TKTFANEELMFIAFRNLFDNAIRYSPALGAIHVELSQYQQKLKISIEDTGNGVDDEVL
                     
RRLGQRFFRVLGTKQQGSGLGLSITKKIIQLHGGELHFMHASQGGLKVEVILPFNREI
                     QK"
     gene            complement(29676..29846)
                     /locus_tag="DSM_03250"
     CDS             complement(29676..29846)
                     /locus_tag="DSM_03250"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNAPFSLFTRNTDSAHALPMLHSNNLFALGREIRIMHAGEEYRL
                     RLTRNNRLILTK"
     gene            29983..30882
                     /gene="mutT_2"
                     /locus_tag="DSM_03251"
     CDS             29983..30882



                     /gene="mutT_2"
                     /locus_tag="DSM_03251"
                     /EC_number="3.6.1.55"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P08337"
                     /codon_start=1
                     /transl_table=11
                     /product="8-oxo-dGTP diphosphatase"
                     
/translation="MPKPIVDVAIAILIHRGKILVGWRGEQQHQGGKHEFPGGKVEQG
                     
ETPEEACRREIYEEVGIGLKDWHQFDYIHHEYDDIIVNLHLFHSYVPDELLNLIHQPW
                     
TWYTREQLLHLNFPKANKDIIKRLYWPHFIKISHTLTSVENSDALLYWRIEDEFGPRE
                     
VEQLTALDEGQRSNLIINVDIWQQLSSELKKQIKTVHLKQSQLMSLHKGDLEVGIRFI
                     
AACHDAVSLQHAQQIGCDAVFVSPVKVTATHPDVSALGWDRFADLIEKCQIPVFALGG
                     MSPDDLATAQQHGAYGLAGIRNF"
     gene            complement(30904..31455)
                     /locus_tag="DSM_03252"
     CDS             complement(30904..31455)
                     /locus_tag="DSM_03252"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLKKGVFYIGAVLMVGCTTLPDHSAPKEKTPPVSEKKKSESSSG
                     
VKITPYDHPEIQRKSLQVIVPQQKKPQRFDDDGSQLPAFKTLMQKTEQAYKNQQWSEA
                     
ERYALQAQRLAPQAAETYLFLALTANHKQQYSNAESLARRGLSFAQSQAMKKQLWLVI
                     LKAGQQRNNPKTVQEAQQALKAF"
     gene            complement(31476..33872)
                     /gene="mrcB"
                     /locus_tag="DSM_03253"
     CDS             complement(31476..33872)
                     /gene="mrcB"
                     /locus_tag="DSM_03253"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P02919"
                     /codon_start=1
                     /transl_table=11
                     /product="Penicillin-binding protein 1B"
                     
/translation="MKFERGIGFFALIFSILVIGAFIALSIYLIRLDNIIREKFEGQR
                     
WDIPAKVFARPLEIYNNAPITQANFTQELKLLGYKTSSNYDKSGTYVAQGSNMYVHTR
                     
GFDYGDSIEPEQVLELSFANDQVVEVRSTKPSSTGVARLEPLLIGGIYPQHNEDRVLI
                     
KLNSVPKPLIEALISTEDRNFYHHHGISIRGTARALVSNVTGGRRQGGSTLTQQLVKN
                     
FYLTPERTLKRKVNEALMALLIELHYSKDEILEAYLNEVNLGQNGNYSINGYGLASQF



                     
YFGLPLRELNVAQQAYLVGLVQGPSLYNPWKNPEGAKNRRDTVLNNMRVMGYLTQAEY
                     
ETEIARPLNVLSKPSLGPAKFPDFLDIVRRQLRTEYQESDLTNQGLRIFTTLDPIAQT
                     
QVQNAFKASVERLANSNPARLKNLQGAVLIAHPENGELIAAVGSTQDFTGFNRALDAK
                     
RQVGSLLKPVIYLSAIESGRYNWASQIEDAPISVPVDGGKSWTPKNYSGGGHGIVSLS
                     
EALANSYNLSAVRLGQEFGLSTFTNNLRKFGVESTIPAYPSIFLGAVNMSPMEVLGIY
                     
ENFATGGFKYPTRAIRSVVDANGRLLDRYGLNVQQTIDPSVGYIMNYGLQQVMSSGTG
                     
RAAYNSLSPALKLAGKSGTTNDTRDSWFAGYSGNHVAVVWLGLDDNKVTGLTGSSGAL
                     
PVWINVMKQLRQTPVNLRQPDSVQWQWIDRASGDLSAQACDGAVYIPMLAHTVPHRAT
                     
PCGAPYYQVDPTYTPQSDNTIPEPQDDNTDSYIRESENQMEQDLSNNTRIISSGSYNN
                     "
     gene            34058..34966
                     /gene="nadK"
                     /locus_tag="DSM_03254"
     CDS             34058..34966
                     /gene="nadK"
                     /locus_tag="DSM_03254"
                     /EC_number="2.7.1.23"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7B3"
                     /codon_start=1
                     /transl_table=11
                     /product="NAD kinase"
                     
/translation="MQISHKSFRNVGLIGRPDKSSVVETLCLIHDHLLSLGLNPIFDQ
                     
ETAELVPYDHAQVVSRHLLGEVADLVIVVGGDGSLLHAARALVRYNTPVIGINRGRLG
                     
FLTDIKPSEAIFKLDQVLQGHFQLDRRFLLEMEVRTNGEVIYDAIALNDVVLHSGKSV
                     
HMIDFELNIDGQYVYRQHSDGLIVSTPTGSTAYALSGGGPILHPSMDAIALVPMHPHT
                     
LSSRPIVVGGQSEIKIVIRENRVLPMVSADGQHSVSLNVGDSLHIRKHPFKLSLLHPP
                     GYDFYMACRTKLGWNQDFESFQRDES"
     gene            34963..35235
                     /locus_tag="DSM_03255"
     CDS             34963..35235
                     /locus_tag="DSM_03255"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNIEQMLSVLNPEIVERLKTAVEIGKWPNGVALTKEQRETCMQA
                     VIAWELKNLPEEQRSGYIDRGTKEEGEVCEDDHHKHEPEFKPIRFV"
     gene            complement(35433..36443)
                     /gene="ybiB"



                     /locus_tag="DSM_03256"
     CDS             complement(35433..36443)
                     /gene="ybiB"
                     /locus_tag="DSM_03256"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P30177"
                     /codon_start=1
                     /transl_table=11
                     /product="putative protein YbiB"
                     
/translation="MNTKRNIYKDAEHPFAQYVRILGKGKTGSRSLSYEEAYQAFTMI
                     
LKGEVLDVQLGAFLMLLRVKEESIDELAGFVQATKDQLHFAPLEVDLDWSSYAGKRKH
                     
YPWFLLAALTLAHHGYKIVMHGASGHTINRIYTEQVLGYLDYKICHSEQEVRTQLAEQ
                     
NFAYLPLEVISPVLSELISLRNVMGLRSPIHTLARLINPFNAKATLQAIFHPAYRTSH
                     
QHSALRLGYQNSAVIKGEGGEFERNPDAKTLICGIKNGELYEHELPKLTPERSPIEEE
                     
LDLATFKAVWLGQQHHEYGEMAVTETMGIALYTMGVVSNFEEAMHKAKVLWETRNTNS
                     EG"
     gene            36943..38301
                     /gene="dctA_3"
                     /locus_tag="DSM_03257"
     CDS             36943..38301
                     /gene="dctA_3"
                     /locus_tag="DSM_03257"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A830"
                     /codon_start=1
                     /transl_table=11
                     /product="Aerobic C4-dicarboxylate transport 
protein"
                     
/translation="MAKKPIYKSLYFQVIIAIIAGVLVGHFSPSTTQIVNGVEQHIPG
                     
LGEQLKPLGDAFIRLIKMIIAPVIFCTVVSGIAGMESMKSVGKTGGVALLYFEIVSTI
                     
ALLIGLVVINIAKPGVGMNVDPATLDTSGIQKYVTSGESQSTIDFLMHIIPDTVVGAF
                     
ANGEILQVLLFAILFGFALHKLGDAGRPVLKLIDQIAHVFFNIVNMIMKLAPIGAFGA
                     
MAFTIGKYGVGSLVQLGQLIICFYITCLLFIFFILGTISRISGFSILKMIRLIREELL
                     
IVLGTSSSESVLPRMLRKLEIAGCEKSVVGLVIPTGYSFNLDGTSIYLTMAAIFIAQA
                     
TNTQLDIQHQITLLLVLLISSKGAAGVTGSGFIVMAATLSAVGHIPVAGLALILGIDR
                     
FMSEARALTNLVGNSLATIVVAKWVGALDKDKLNDALNNPDEVDRKMLAPKNPQVAEG
                     LD"
     gene            38465..39610
                     /gene="mmgC_9"
                     /locus_tag="DSM_03258"
     CDS             38465..39610



                     /gene="mmgC_9"
                     /locus_tag="DSM_03258"
                     /EC_number="1.3.99.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45857"
                     /codon_start=1
                     /transl_table=11
                     /product="Acyl-CoA dehydrogenase"
                     
/translation="MLAYDADLELFRDNFKRFMNEHIAPHYDQWEREGIMPRSVWSQL
                     
GENGFLCVDVPEEYGGYGVPTYYSLMLVEESARAGFCALSTAISCHSEIAAPYILHIG
                     
TEEQKQYWLPKMVTGEVVGAIGMTEPGAGSDLQSMRTSAILQDDHYLLNGSKTFISNG
                     
QHADLVVLAVKTDPQARAKGVSLLLVDTHLEGFKKGTNLDKIGLHSQDTSELFFDNVK
                     
VPKNQLLGQAGQGFAYLMQELPRERTAIASTAVGAIRGAIDLATAYVKERHAFGQPIS
                     
QFQNTRFVLAQAKIDELATTAFYERNVALYQEGKLDVETAAALKSFSTDMQMKVADNL
                     LQLFGGYGYMTEYPISRFFVDARIQRIYGGTNEIMKEIVARGLIGKA"
     gene            complement(39655..40599)
                     /gene="besA"
                     /locus_tag="DSM_03259"
     CDS             complement(39655..40599)
                     /gene="besA"
                     /locus_tag="DSM_03259"
                     /EC_number="3.1.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O32102"
                     /codon_start=1
                     /transl_table=11
                     /product="Ferri-bacillibactin esterase BesA"
                     
/translation="MLKSFFFLSSNFLLGSLISSSVLAQAPVKNQSKIDFHNNQAQFQ
                     
IKSKNTGHEYLIQIYKPPVAPPQHGYPVLYILDGNATFPSAMNIAQSIGAGSAKLGLD
                     
PLIIVAVGYPQQKTFDVQKRAYDYTPKPSAEFQAQGKYKYGGADQFIAFLNNELKPEI
                     
AKQFPINSQQQSLYGHSFGGLFVLYHFFQKPTAFQRYFAASPSLWFDQGMLFRELEQW
                     
QSQKQTVFPMLMTTVGTHEQGGPHTQFNQRINKDDFFKVLENKRSDQFTYWHFNNPAE
                     QHITNLYASLPKALMFASCQNLESCKSLFDEPTQKTAK"
     gene            40785..41894
                     /gene="pheA"
                     /locus_tag="DSM_03260"
     CDS             40785..41894
                     /gene="pheA"
                     /locus_tag="DSM_03260"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A9J8"
                     /codon_start=1
                     /transl_table=11
                     /product="P-protein"



                     
/translation="MINDDQNKTTSLSLEQIREDIDSVDQQIQELLNRRASLAEAVAK
                     
AKFASEENPLFYRPEREAQVLRKVMERNQGPLSDVTMARLFREIMSACLALEAPQSIA
                     
FLGPEGTFTQSAVLKHFGKDAVVRPLPTIDEVFREVEAGSAHYGVVPVENSSEGIVNH
                     
TLDCFKTSNLNVIGEVELRIHHQFLVSENTRKDSIKQIYAHQQTLAQCRQWLDAHYPG
                     
VERVALNSNAEAARRIRNEWHSAAIASDIAAGMYNLEILHSNIEDNPENTTRFLVIGR
                     
EKIPQSGNDKTSLLISAHDRAGALLEILAPFAKHNISLTSIETRPALPEKWAYVFFID
                     LEGHIDQENVAAAINEIRPMVKELRILGSYPAAVL"
     gene            41978..44248
                     /gene="aroA"
                     /locus_tag="DSM_03261"
     CDS             41978..44248
                     /gene="aroA"
                     /locus_tag="DSM_03261"
                     /EC_number="2.5.1.19"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q83E11"
                     /codon_start=1
                     /transl_table=11
                     /product="3-phosphoshikimate 1-
carboxyvinyltransferase"
                     
/translation="MSKSKVEVMSQPLFKKVAFIGLGLIGSSLARVIVAEKLATTIVA
                     
STRSQKTLEDAKSLGLIQEGFSDPVEAVKGADLVVLALPVRATQKVLEQIKPYLSETT
                     
IVTDVGSTKGNVVDAAKAVFGEDLPAGFVPGHPIAGSEHTGVHAGKVDLFANHKVILT
                     
PLPTSAEWAVEKLIQLWSAAKAEVICMDVAKHDEVLAHTSHLPHLMAFNLVEQLANRE
                     
DNLDIFRYAAGGFRDFSRIAASDPQMWHDIFFANKTAILNAVDGFEKQLTVLRKLIEN
                     
EDSHALMGLLGHAQAARQHFNHMLAKKPLMEKNKVTQQFSILPGNKAFKGKFTVPGDK
                     
SVSHRSIMFGAIAEGTTHVTGFLEGEDALATLQAFRDMGVSIEGPKNGEVTIHGVGMH
                     
GLKAPASALYMGNSGTSMRLLSGMLSAQKFDSVMTGDASLSKRPMERIAKPLRLMGAQ
                     
IQTTGEKGTPPVSITGGQQLKGIQYDLPMASAQVKSGILLAGLWAEGETSVTEPEPTR
                     
DHTERMLRAFGYDVKTEGNKISLVGGGKLVGTNIQVPSDISSAAFFMVGAAITEGADV
                     
VLEAVGINPTRTGVIEILKQMGADLTVENERIAGGEPIADIHIKGSRTLKGIHMPEDQ
                     
VPLAIDEFPALFIAAACAEGQTVLTGAAELRVKESDRIQVMADGLKIMGIDCTPTEDG
                     
IIIEGKGKSGDWSPIFAGGEIESHHDHRIAMSFSMAGLRTSGPITIHGTETVATSFPT
                     FTELANRAGLTIEVSQ"
     gene            44376..44759
                     /locus_tag="DSM_03262"



     CDS             44376..44759
                     /locus_tag="DSM_03262"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKLQFIASCPQHGVLDHPPNECHITQEYVAALLFKQLGNYGFD
                     
AQHIVHEHEKVEVSIDNHLLPLSITCQQTDHDGHLMCEISANPDEEQDWFEKIETQSI
                     IRQLAQAVENSLKADHSFSAFEWKS"
     gene            44930..46390
                     /gene="pepD"
                     /locus_tag="DSM_03263"
     CDS             44930..46390
                     /gene="pepD"
                     /locus_tag="DSM_03263"
                     /EC_number="3.4.13.18"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P15288"
                     /codon_start=1
                     /transl_table=11
                     /product="Cytosol non-specific dipeptidase"
                     
/translation="MTQVDIAALSPQVVWQHFQTLCTIPRPSKHEQQLREFLQNWAES
                     
RNLETYVDEVGNLIIRKNATLGKEHVSGVILQGHLDMVTQANAGTVHDFFKDPIRPVL
                     
EDGWLIAKDTTLGADNGIGVALALAVLDSNDIAHGPIEVLLTVDEEAGMSGARLLETG
                     
VLKGKWLFNIDTEEWGELYLGCAGSIDVEVEQPLNYEPIPENLNIVNIQVAGLKGGHS
                     
GVDIHLGRGNANVILARFLNQHLASLGGHLVEFTGGTARNALPREAVATIAISPNQLS
                     
NLEKLLAEYQTTWKKQLKGIDDNLQLSIQSTGAKVTEVINQQQQNEWLQALATSPYGV
                     
TSMSQVLPDVVETSNNIGVVRLNREGGKAVLMVRSIVNQEAQDFAEKIQAHFSQFNIG
                     
STLTPLVSGWTPNPDSAALKCLQQAYQNAFNIEPNLKVIHAGLECGIIAEHYPHLQMV
                     SFGPDIQGAHAPGERVKVDTVEKCWKLLVTALASVE"
     gene            complement(46484..47440)
                     /gene="rbn"
                     /locus_tag="DSM_03264"
     CDS             complement(46484..47440)
                     /gene="rbn"
                     /locus_tag="DSM_03264"
                     /EC_number="3.1.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A8V0"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribonuclease BN"
                     
/translation="MLHFTFLGTSSGVPTLSRNVSGLAVRNSKNKDWILVDAGEGTQH



                     
RIQQARLSLQNLIAICITHVHGDHCYGLVGLLASAGMNARNNPLIVIAPKEIQQWFEI
                     
TAQLTDLHLPYSLQFIDVNEATQPQQLTDELFIQAHPLSHRVPSFAFSIYIKSTQKKI
                     
DIQALTQLGVPKGDIWGHLKRGYDVEFEGRVLKSQDFIKIQNQQIHAIIGGDNDRPEL
                     
LADACKDAQLLIHEATYLQTVLDKVGKGPMHSSAKMVAEFAEQQSLDNLILTHFSPRH
                     QDKTGQQAITEEVRQFYKGHFYLANDFDEFTLSETGQLLKIE"
     gene            complement(47639..48271)
                     /locus_tag="DSM_03265"
     CDS             complement(47639..48271)
                     /locus_tag="DSM_03265"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSEQIFIQGPVGKIELFVDRPEGEIKGFAVVCHPHPLQGGTPQH
                     
KVPALLTQIFNEYGCIVYRPSFRGLGGSEGVHDEGHGETEDILAVIEHVRKLHAGLPF
                     
YAGGFSFGSHVLAKCHAQLSPELQPVQLILCGLPTATVVGLRHYKTPEIQGDILLIHG
                     EQDDITLLSDAIEWAKPQKHPITILPGANHFFTGYLKQLRQIITRFIIMK"
     gene            48398..49171
                     /locus_tag="DSM_03266"
     CDS             48398..49171
                     /locus_tag="DSM_03266"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A8I3"
                     /note="UPF0246 protein YaaA"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLALISPAKTLDYETALPTDEFTQPRLLENSAQLIDVCRKLSAS
                     
EIASLMSVSEKIATLNADRFRDWKSEFDFSNARQAIYAFKGDVYTGLDAYHLKDKDID
                     
FAQQHLRMLSGLYGLLRPLDLMMPYRLEMGTKLKNTRGHNLYEFWDDIITNQINEDLA
                     
AIKSELLVNLASDEYYKSVNEKKIKAEIVKPVFLDQKNGKYKVISFYAKKARGLMARF
                     IIENQLNKAEDLKAFNTEGYYFDADNSSAKELVFKRDEQ"
     gene            49191..49814
                     /locus_tag="DSM_03267"
     CDS             49191..49814
                     /locus_tag="DSM_03267"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLIQLYLLKLELFWFELHQHYHFSEPQKILNELIAAYSEKQRAY
                     
HTVQHLYECLSLIETIQSELNDPYAVALALWFHDVVYEPQALDNELKSAELFEQLMAQ



                     
DLQLDTMQKIKRWILATQKHGPTDETDLQFLLDIDLAILAATPERFMQYEQQIQQEYD
                     WVDPEVYSIKRKEVLMNFYQSEPLYQTAYFQKNFELKAKQNLKKILE"
     gene            complement(49951..50736)
                     /gene="thiG"
                     /locus_tag="DSM_03268"
     CDS             complement(49951..50736)
                     /gene="thiG"
                     /locus_tag="DSM_03268"
                     /EC_number="2.8.1.10"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9I6B4"
                     /codon_start=1
                     /transl_table=11
                     /product="Thiazole synthase"
                     
/translation="MQDTPLIIGSRSFQSRLLVGTGKYKDLNETDLAIQASGAEIVTV
                     
AIRRVNIGQNPDQPNLLSVIPPEKYTILPNTAGCFDADSAVRTCMLARELLDGHNLVK
                     
LEVLGDEKTLYPNVTETLKAARTLIDDGFEIMVYTSDDPIIAQELESMGCVAIMPLGS
                     
LIGSGLGILNPHTISIIKENAKVPVLVDAGVGTASDAAIAMELGCDGVLMNTAIAAAQ
                     NPILMASAMKKAVEAGREAFLAGRMPRKRMANASSPETGYFFK"
     gene            complement(50750..50947)
                     /locus_tag="DSM_03269"
     CDS             complement(50750..50947)
                     /locus_tag="DSM_03269"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQIYLNGELTDTPSQNLLQLIQELALEGKRFAVEHNQQIVPKSK
                     LEQITIAQHDRIEIIHAVGGG"
     gene            complement(50961..51326)
                     /locus_tag="DSM_03270"
     CDS             complement(50961..51326)
                     /locus_tag="DSM_03270"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P39619"
                     /note="UPF0382 membrane protein YwdK"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MWIAISALNLAFAVMLGAFGAHGLKAHASPEQLAWWQTATDYFF
                     
YHALGLLALGILSKVLPHFPIKLSFLLIQIGILFFCGSLYIMALGLPRILGAITPIGG
                     ALMIAGWLILAWNAFKYAK"
     gene            complement(51437..52303)
                     /gene="rpoH"
                     /locus_tag="DSM_03271"
     CDS             complement(51437..52303)
                     /gene="rpoH"



                     /locus_tag="DSM_03271"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AGB3"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA polymerase sigma factor RpoH"
                     
/translation="MSDSSNQLMPLSLSAPGVNLGAYISTVNQIPILTAEQEKELAER
                     
YYYDQDLDAAKMLVMSHLRFVVHIARSYAGYGLPQGDLIQEGNLGLMKAVKRFDPNMG
                     
VRLVSFAVHWIKAEIHEYVIRNWRIVKIATTKAQRKLFFNLRSLKKSSKKLTLEEAQS
                     
IANDLNVTPEQVMEMEGRLTAYDAAFEAQGDDDDDTPHTAPVLYLEDNRYDPARLVEN
                     
EDWEEQSTSALHDAMNQLDDRSRNILQRRWLDDDKSTLHELAAEYNVSAERIRQLEKN
                     AMEKIKVAMSAS"
     gene            complement(52437..52682)
                     /gene="tusA_2"
                     /locus_tag="DSM_03272"
     CDS             complement(52437..52682)
                     /gene="tusA_2"
                     /locus_tag="DSM_03272"
                     /EC_number="2.8.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_00413"
                     /codon_start=1
                     /transl_table=11
                     /product="Sulfurtransferase TusA"
                     
/translation="MSTTSSATTPIEINALGQPCPMPLLMLKRELKKLSGKQLFLLKS
                     SDPHSEIDVTRYCQLHHFTCQTMQISEREFHYLIETQ"
     gene            53057..53269
                     /gene="cspG"
                     /locus_tag="DSM_03273"
     CDS             53057..53269
                     /gene="cspG"
                     /locus_tag="DSM_03273"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9S170"
                     /codon_start=1
                     /transl_table=11
                     /product="Cold shock-like protein CspG"
                     
/translation="MTAREQGVVKWFNDTKGFGFIQRNGGDDVFVHFRAIVGDGHRSL
                     RDGQRVEFSVVQGQKGFQAENVQPLD"
     gene            53373..54524
                     /gene="rhlB"
                     /locus_tag="DSM_03274"
     CDS             53373..54524
                     /gene="rhlB"
                     /locus_tag="DSM_03274"
                     /EC_number="3.6.4.13"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A8J8"



                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent RNA helicase RhlB"
                     
/translation="MTSGFETLNLHPQLKKAIDALGFTQMTPIQQKVLKYTLAGHDAI
                     
GRAQTGTGKTAAFLISVINDLLNNPVQEQRFRGEPRALILAPTRELALQIESDAKSLT
                     
KFSNLHLVTLLGGVDFDKQKKQLDANFVDIMVATPGRLIDFVEQKEVWLDQIEFLVID
                     
EADRLLDMGFIPSVKRIVRYSPRKEQRQTLMFSATFSYDVLNLARQWLFEPVTVEIEP
                     
EQKTNNDVEQRVYVVAKQDKYRLLQDILREEPIDKVMIFANRRDQVRRLYDHLKKDGY
                     
KVGMLSGEIAQDKRLKMLEQFKQGKHNIMIATDVAGRGIHVDGVSHVVNFTLPEQSDD
                     YVHRIGRTGRAGAQGVSISFLSEDDAFYLPEIEKAIGKKLPLTRLDGYC"
     gene            complement(54562..54942)
                     /locus_tag="DSM_03275"
     CDS             complement(54562..54942)
                     /locus_tag="DSM_03275"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKIILATAMSGVVLLLGACATTPKNTLAIQKENNQFEVTGIGK
                     
TNLIAKNNAVTAAQKTCSKSTTPVIVDEKTSYHGVLKDVVSEKTGQMVEAAAGVIGTL
                     TGKNASLAKDDDYQTTLTFYCKIN"
     gene            55146..55721
                     /gene="ydjA_2"
                     /locus_tag="DSM_03276"
     CDS             55146..55721
                     /gene="ydjA_2"
                     /locus_tag="DSM_03276"
                     /EC_number="1.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACY1"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative NAD(P)H nitroreductase YdjA"
                     
/translation="MTDSAIQIIHQNIHQRQSIGQLVEPAPNTDQLELAFQAALTAPD
                     
HHRLKPTRFVIVSGDQRAAFGEVLAKALVDLGESDPAQLERVKQHPFRAPLLILALTQ
                     
LQDHPKVPHFEQILSTGAAVQNLLLSLQAQGFSTMWRSGAVVESNWLKQHLGLQPHDL
                     ISGIIYVGTAAKAIAPRADIDSKEFVKVWQA"
     gene            55756..56829
                     /gene="gpsA"
                     /locus_tag="DSM_03277"
     CDS             55756..56829
                     /gene="gpsA"
                     /locus_tag="DSM_03277"
                     /EC_number="1.1.1.94"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P64191"
                     /codon_start=1
                     /transl_table=11
                     /product="Glycerol-3-phosphate dehydrogenase 
[NAD(P)+]"
                     
/translation="MAEFKFTDLVEPVAVDKKTALRITVLGGGSFGTAMANLAARNGC
                     
DTMIWIRDAETAEEINKTHINKRYLPDFTLESSLRAVSDLEQAVCDRDIILVAIPSHS
                     
FRDVLKQIAPYITAQAVVSLTKGVEAKTFSFMSDIIREELPEVPYGVLSGPNLAKEIM
                     
AGMPSGTVIASDSELVRYAVQHALHSALFRVFGSDDVHGVELGGALKNIYAVAMGIGA
                     
AYKIGENTKSMILTRALAEMSRFAVKQGANPLTFLGLSGVGDLFATCNSPLSRNYQIG
                     
YALGSGKTLEQASKELGQTAEGINTIVQVRGKAQELDVYMPITNALYEVIFEGAPPLN
                     IALSLMKNGHRSDVEFVLPHHEV"
     gene            56886..57341
                     /gene="sixA"
                     /locus_tag="DSM_03278"
     CDS             56886..57341
                     /gene="sixA"
                     /locus_tag="DSM_03278"
                     /EC_number="3.1.3.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76502"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphohistidine phosphatase SixA"
                     
/translation="MQLTLVRHGEAAPPVNGNDIKRPLTARGHAQAEQTATFLKDIVK
                     
PDIFVVSPLLRAQETLAHIQTYFKDVPVLLCDKIKPDDDAKEAIEWLSQIPYESIVVV
                     CHMNVVGHIAELLTHENFNPFALAEARIYDQAVIANGLSTQKNSFIPTI"
     gene            57364..58503
                     /locus_tag="DSM_03279"
     CDS             57364..58503
                     /locus_tag="DSM_03279"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLYIWMPETNGVWHWSNGENWLQAASLDQLIQDLQIHQGKEATI
                     
FFPSRHAQMLQQTMAKSHYKQLGADGVKYLLEEFVTLPIDHMKVVHHFHADQLTVLGV
                     
AQGMVETWQHSLALLPTKLVALLPDFLVLPEPQAQQVILCNIGHQLLVRENKWLGNSI
                     
DDLGLFLEFQSAETHYQYSGLTAEQLESLEAASSAEQRSEFVYQFQPLDKTKQHPFNV
                     
LPKSKGQERTFSNYWKACAAVVLAIIVVQFSYDLLRWVKLKKVADQTAEQAIEQYKYW



                     
FGPSSRVTEQNIKGQFESHLRMSQQGDTQALSLLSRVGPILMQRQILAQQLNYDASIL
                     TMALKAKSADDLQALTQQLNQQGFKAELGNVQADGSGAIGVVKIQ"
     gene            58503..58982
                     /locus_tag="DSM_03280"
     CDS             58503..58982
                     /locus_tag="DSM_03280"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKMLAQLQNRFDQWVEQIVQYLDRLTVRERIMVVFTTIFVVVVI
                     
VGYSLWKMHSLAEQQQKRLNDLKDLMVWMQSNAVTMKPANELELDKSGKIQRVAQQQG
                     
LTVSSQQNGEQLQIVVTHQNYAILANFLTQLAQMGLSIQKMEMVSSEGQIKLTATVQ"
     gene            59072..60076
                     /gene="pyrD"
                     /locus_tag="DSM_03281"
     CDS             59072..60076
                     /gene="pyrD"
                     /locus_tag="DSM_03281"
                     /EC_number="1.3.5.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7E1"
                     /codon_start=1
                     /transl_table=11
                     /product="Dihydroorotate dehydrogenase (quinone)"
                     
/translation="MLYSLARPMLFSLAPERAHELTLSMLDKAHKLGMMRQTVEAKPT
                     
TCMGIEFPNPVGLAAGLDKNGAHIDALAGLGFGFIEIGTITPRPQSGNPKPRLFRIPE
                     
AKAIINRMGFNNDGVDKLIENVKASKFRGILGINIGKNADTPVEKAVDDYLICLEKVY
                     
NYASYITVNISSPNTKNLRSLQSGDALTELLQTLKARQLELAEQYNHYVPLVLKVAPD
                     
LTAEDVEFISAQLLDFKIDGLIVTNTTLSREGVENLPYGNESGGLSGAPVFEKSTECL
                     
RLFAQTLKGQIPLIGVGGILSGEQAAAKQQAGATLVQIYSGLIYTGPTLVKQCVEAMT
                     "
     gene            60083..60670
                     /gene="cvpA"
                     /locus_tag="DSM_03282"
     CDS             60083..60670
                     /gene="cvpA"
                     /locus_tag="DSM_03282"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P08550"
                     /codon_start=1
                     /transl_table=11
                     /product="Colicin V production protein"
                     
/translation="MNTIDIIILILLLIGGLNGLRQGFIKAFANLVGWIFALIMGAKY



                     
AVLLAPSMSGLSQDPVVQKIAAFAFIALLIIVLTWIVTAFLNGLLKSLKLGPLNRLAG
                     
GAFGSLKGLLVVLITMQGVGPWVESSPHWKQSKFIQFLLPYAPLATELSKDAASEAFH
                     QITSGGGVTRTSPKPMDESEETELRPDHSTKNPFY"
     gene            60696..62237
                     /gene="purF"
                     /locus_tag="DSM_03283"
     CDS             60696..62237
                     /gene="purF"
                     /locus_tag="DSM_03283"
                     /EC_number="2.4.2.14"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AG16"
                     /codon_start=1
                     /transl_table=11
                     /product="Amidophosphoribosyltransferase"
                     
/translation="MCGVVGIAGKSPVNQMLFDALTMLQHRGQDAAGIVTCHEGRLFL
                     
RKDNGMVRDVFHTRHMRALLGNYGIGHVRYPTAGSSSSAEAQPFYVNSPYGITLAHNG
                     
NLTNAEEIHDDLFKTDLRHMNTDSDSEVLLNVFAHELQKIGTLNPTPEDIFHTVSRVH
                     
ERCQGAYGVVAMITGHGLVGFRDPNGIRPLIYGSRVTEQGEMEYIIASESVAITALGF
                     
KIERDIAPGEAIFINADGELFTKQCAANPKYRPCIFEYVYFARPDAIIDGISVYKARL
                     
KMGEKLAHKILRDWGEDHDIDVVIPIPDTSRTSALELANILGVKFREGFMKNRYIGRT
                     
FIMPGQQQRKKSVRQKLNPVELEFKGKNVLLVDDSIVRGTTCNEIIQMARDSGAKKVY
                     
FASAAPKVMYPNVYGIDMPAKTELIASERSVEEIQEIIGADRLIFQDLEDLKNAVRTS
                     
KVPTLTEFDCSVFDGIYVTGGIDADYLNNLEQKRNDSAKKKKDGYIDVNIDAASVDLT
                     GIKEE"
     gene            62316..64205
                     /gene="htpX_2"
                     /locus_tag="DSM_03284"
     CDS             62316..64205
                     /gene="htpX_2"
                     /locus_tag="DSM_03284"
                     /EC_number="3.4.24.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_00188"
                     /codon_start=1
                     /transl_table=11
                     /product="Protease HtpX"
                     
/translation="MKEVSHYLIENKNMAWSITMCLVAVLLTIFILNLILGLLVHFFD
                     
YSEPIWWHALSPYFIALLLFIMVWSVVTELYILRKGGHSLAKQLKARRLVKGESTPEE
                     
HAALKITEHLAQTFSLNVPTLYVLPDEVGVNALTAGFHSNDIVIILTWGALQNLDELE



                     
LYGLLGHEFNQILSGEAVENTKLKILYSGLTTFSQWGSKLAKQGFKRYSPGYKHKFET
                     
VFVAVGGVIWLAGSLGVLITRFIKYLTLSGRTFRNDQKTMRLLKNSTNTQTLLRIYVH
                     
HSGSQIHSAYSESIAHMCFANSLSPQSWMNIHPSIRERIYELNPTLLQDLQLENLKKL
                     
RNRPLFSLFHVLEESETEIYTPWSSPQPLPLLRLSPISFALNDAIKPLSSDIRRNKKR
                     
PELIQRALQTATGSREVMVAILMIRQYREFIPQDAPVSHAIVDALLNLDGRIHIQIFH
                     
DACKNIGHMPASIARQFLTKLALIIQEDGEIGLLDALLLERVKYELNLMPLHLPTAFE
                     
EVKPQIVRLIDALLHVQQINSPNQLEVRERILRSLLNPDEMHIYDEISDEPLDLAEIL
                     
NDIAGLLLRDRLSILAIAEMCLWSDRIITQDELDVLELLYWRFGFESDEIVEQMQKKN
                     SVMII"
     gene            64306..64956
                     /locus_tag="DSM_03285"
     CDS             64306..64956
                     /locus_tag="DSM_03285"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIGQQRNILATLGIDVWIPRTQVCQKNNAHTLWRDQVVEPHESI
                     
TVPTIDVPAFEQKNTQPQVFEIPKVVEEPPIVVAEVSQPEILVEKPKVIEQETITPFE
                     
LQAYCLEKCVIFVDVTALETEEKQLWANIQKAKVGQYSELRWPFPLAAYQDQRGVGSY
                     
IQGFLDAVAAEKKILCLGKCTYIQHANIIHLASLKEMLDKPLLKKRLWQLMQDNNE"
     gene            64968..65933
                     /gene="ghrB"
                     /locus_tag="DSM_03286"
     CDS             64968..65933
                     /gene="ghrB"
                     /locus_tag="DSM_03286"
                     /EC_number="1.1.1.79"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37666"
                     /codon_start=1
                     /transl_table=11
                     /product="Glyoxylate/hydroxypyruvate reductase B"
                     
/translation="MKKVVVFSQIDEEILSRLQQDYHVVVLNPKLGDINEQIRQEVVD
                     
ADGMIGAGRLLNESNLSPAQKLKIISSVTVGYDNYDVGYLNQKKIWLANTPHVLTETT
                     
ADLAFTLLLSAARKVPFLDHWTKQGEWKRTVGPQQFGLDVFGKTLGIIGLGNIGAAIA
                     
RRGFYGFNMNIVYHNRREKPELAEPLKAQYLGLEELLQQSDFVVTAVDLNAESKALMG
                     
KAQFELMQKHAIFINIARGSVVDEQALIEALQNEVIFAAGLDVYEKEPLQESALFNLP



                     NVVTLPHVGSATAETRKKMANLAYKNLVEALEDKTPRYLVNPNFV"
     gene            66071..67507
                     /gene="bepA_2"
                     /locus_tag="DSM_03287"
     CDS             66071..67507
                     /gene="bepA_2"
                     /locus_tag="DSM_03287"
                     /EC_number="3.4.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P66948"
                     /codon_start=1
                     /transl_table=11
                     /product="Beta-barrel assembly-enhancing protease"
                     
/translation="MKFLPVILSLALITNASYANPFDPKPASGQVEIPNIGSGIGLLD
                     
QQKEKFIGEKVFREVHKQMPVIQDVWLEDQFFQVFSNILSETQLGQPIALVVIKDPQI
                     
NAFAVPGGLFALNTGLISSARNIDEIAGVMAHEIAHVSQRHFSRSEEAFKGQTLLSLA
                     
GLLAGVALAAQAGGDAGAAVMLGTQAALLDKQLTYSRNQEREADRIGMQYMYAAGYNP
                     
QSMADYFETMHRATSRVSFLPDFWLTHPLTSERMSEARLRANQMPKVKSRIYDVDFEI
                     
LKWYTMVVAGEATENQLQSLASQKNLAGLLALSAFYLKQGDYTQAQATLEQAKSSGKP
                     
LVALIQTDIYLGQNKLDQAYNSIAPLQMTMPENKAFSYKLAEVLLRQGKYAQVQTLVQ
                     
RFINKNARDIQGWQLLQQAANLDKNSPLRAVNVLRYRAEAQYWSGSEEDAIKSMLHAQ
                     RLAKGNQAMSARIDSRLKQMQDERRMKI"
     gene            complement(67602..68048)
                     /gene="yqeY"
                     /locus_tag="DSM_03288"
     CDS             complement(67602..68048)
                     /gene="yqeY"
                     /locus_tag="DSM_03288"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P54464"
                     /codon_start=1
                     /transl_table=11
                     /product="putative protein YqeY"
                     
/translation="MTTLKNQITDALKTSMRAKDMATVTVLRSLQAAIKQIEVDERIE
                     
LDDAQVLAVIEKQIKQRKESIKAFEGAGRDDLASKEQAEAEVLSQFLPEAMTEEELDS
                     LIEQTIAAQEATSMKDMGKVMNSLRPIIAGRADPAQVSAKIKAKLA"
     gene            complement(68075..68290)
                     /gene="rpsU"
                     /locus_tag="DSM_03289"
     CDS             complement(68075..68290)
                     /gene="rpsU"
                     /locus_tag="DSM_03289"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A8APV6"
                     /codon_start=1



                     /transl_table=11
                     /product="30S ribosomal protein S21"
                     
/translation="MPQVKLKEGEPVDVAIRRFKRSCEKAGVLADVRKREFYEKPTQE
                     RKRKKAAAVKRYQKKLARESVRTTRLY"
     gene            68436..69446
                     /gene="tsaD"
                     /locus_tag="DSM_03290"
     CDS             68436..69446
                     /gene="tsaD"
                     /locus_tag="DSM_03290"
                     /EC_number="2.3.1.234"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P05852"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA N6-adenosine 
threonylcarbamoyltransferase"
                     
/translation="MIVLGLETSCDETGLALYDSELGLRGQVLYSQIKLHAEYGGVVP
                     
ELASRDHVRKLIPLMNQLLEQSGVKKQEIDAVAYTRGPGLMGALMTGALFGRTLAFSL
                     
NKPAIGVHHMEGHMLAPLLSSQPPEFPFVALLVSGGHTQLMAAHGIGQYELLGESIDD
                     
AAGEAFDKVAKMMNLPYPGGPNIAKLALSGDPLAFEFPRPMLHQGLDFSFSGLKTAVS
                     
VQLKKLNGENRDADIAASFQEAIVDTLVKKSVKALKQTGLKRLVIAGGVSANLRLREQ
                     
LETSLAKIKAQVYYAEPALCTDNGAMIAFAGYQRLKAGQHDGLAVTTTPRWPMTELTI
                     PE"
     gene            complement(69449..70552)
                     /locus_tag="DSM_03291"
     CDS             complement(69449..70552)
                     /locus_tag="DSM_03291"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKQLPKISTTSKALAKSLLLAQGVLDQAKKYSTLPFTQTHIIR
                     
PRIDEKYYSWTHYGIFFPLLPEPHRYLNIMILIGTPGALAFDHDDIITGNPRKTATFF
                     
SSTAALEQALLKAYIIPEDTKINKDGTLIELGQEILIQGKFPHIHINGHYDGFDFDFD
                     
IDITSYVSWFIKTPIYDHFSLLAKFKGLLNYQAKHIETQGLCTYEYARAVGPHSITNK
                     
LIPDAYKLPLDFFTYQIINLNEATQLLLTKADIAGQTAAYTLHIRHLDQPAEIYTDVS
                     
FDIISHQVDDFVSPSGQKMRLPKYFSWIARNDAKQIILNIQAEIDCPFRYGHGRGYAS
                     SYIFTGHYFGNEVQGRGYIEYIDIENPQAFENE"
     gene            complement(70656..71537)
                     /locus_tag="DSM_03292"
     CDS             complement(70656..71537)



                     /locus_tag="DSM_03292"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MATIDLPDNLVQTLSLVLNQLQQVLPEPKQETDFTAPAFRWENQ
                     
QLKAIYTPKNIYLDDLKGIERQKEKIIQNTLQFLNGLPANDVLLTGSRGTGKSSIVRA
                     
LLTEYAPQGLRLIEIERDDLADLPKIQKIIQNRPEKYIVYCDDLAFNAEDENYRSLKS
                     
VLDGSLQSGSTNFIIYATSNRRHLLPEFMHENTPVTKVDVPQYTELHPQEAIEEKISL
                     
SDRFGLWLSFYPMDQNLYLEIVEHYLDKANMPFNDEVRAESLRWCQMRGQRSGRAAYQ
                     FSKHWIGLNALKDLSNN"
     gene            71716..73224
                     /locus_tag="DSM_03293"
     CDS             71716..73224
                     /locus_tag="DSM_03293"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFEKIRSDMNPHQAYRIKKLQRQLDMAESYEEWKSFALKLDEET
                     
GAQEWKFDNSSPYFDAELISYRYTLLKRYRQQHRTLDLIYLLKEGLTYDIANIGHPML
                     
FAATHVGTKKLIEDYIEEVSQSLAYIASSECITFQRKEKIEFFENCEKAYGQPALMFS
                     
GGATLGLFHTGVCKALIEQDLMPKVLSGSSAGAIMTGMLGISASEDIQNLLNGEQFFS
                     
DAFHFRKLRELIKGNGGIADVHYLKKFLIENLGDLTFEEAFKKSGLNINVAVAPYDAT
                     
ENPRIMNAIMTPNVLVWSAVLASCAVPVLFPPVRLTSKRYDGEHTPYMANTKWVDGSV
                     
RSDFPQERMARLYNLNYTIASQVNPHVVPFMQDDARRFRKDVLSWPERILRRQGKVLS
                     
MGLMDFTRQRLGAISPVRRLLDHGYGVVGQRYYGDVNIIAKYSLKHYAYTLQNPRPHL
                     
FKRLQREGERATWPKISSIETHARIGKTIQHCLEVLRFEEKKQQPESYYAEA"
     gene            73211..74014
                     /gene="pkn5"
                     /locus_tag="DSM_03294"
     CDS             73211..74014
                     /gene="pkn5"
                     /locus_tag="DSM_03294"
                     /EC_number="2.7.11.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P54737"
                     /codon_start=1
                     /transl_table=11
                     /product="Serine/threonine-protein kinase pkn5"



                     
/translation="MLKHDFASHIENLKCATKPRSEALGRRLWTCTIDAHHYWLKYHL
                     
PNVHAQSEQDFLHELQFYEDMQHKKVNWLLPFKIIEGRTISQQPQFQGKVLVLPDTDC
                     
WFDDLDQKQNLKNINEKIYLALVKLAELHELGWIHGDIKKEHFRKFKQELYLIDFEKT
                     
RLISSPDLITDATPRYMAPELFHGANKTVQSDLYALGIVLYEWLTQTLLQANSYHEWA
                     VLHCQKLNVELPSSFQIFLPLLSGLLQKQQQNRFSNVHEAINCLKALST"
     gene            74120..74204
                     /locus_tag="DSM_03295"
     tRNA            74120..74204
                     /locus_tag="DSM_03295"
                     /product="tRNA-Leu"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Leu(tag)"
     gene            74261..74334
                     /locus_tag="DSM_03296"
     tRNA            74261..74334
                     /locus_tag="DSM_03296"
                     /product="tRNA-Trp"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Trp(cca)"
     gene            74362..74446
                     /locus_tag="DSM_03297"
     tRNA            74362..74446
                     /locus_tag="DSM_03297"
                     /product="tRNA-Leu"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Leu(tag)"
     gene            74512..74585
                     /locus_tag="DSM_03298"
     tRNA            74512..74585
                     /locus_tag="DSM_03298"
                     /product="tRNA-Trp"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Trp(cca)"
     gene            complement(74643..75560)
                     /gene="gltC_7"
                     /locus_tag="DSM_03299"
     CDS             complement(74643..75560)
                     /gene="gltC_7"
                     /locus_tag="DSM_03299"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P20668"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator GltC"
                     
/translation="MKPKKLNQVTDFDIKLLKIFKTVCDCHSFTSAESILGISRSAIS
                     
LHMSDLENRLGIRLCQRGRAGFTLTDEGREILEYIEVLTAAIEDFRSKVNQMHNRLKG
                     
EFNIGIINNLVTMPRGYITNTLTQLAEEHAEVIINISMSTLSDIECRVLDNRLHAGVI



                     
PLVTPLSGLDYFDLYSESSFLYCGKNHPLFNQCSNIHLNELKKWQAILPNYAITSEAA
                     
KLHQLLDCKATASDREGIAFLILTGKFLGFLPDHYAKKWVEDGVMQPVLKDKMHYSTP
                     ICLITYKGKNHNNILKTFMEMLEKRIANN"
     gene            75664..77040
                     /gene="bauA"
                     /locus_tag="DSM_03300"
     CDS             75664..77040
                     /gene="bauA"
                     /locus_tag="DSM_03300"
                     /EC_number="2.6.1.18"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9I700"
                     /codon_start=1
                     /transl_table=11
                     /product="Beta-alanine--pyruvate aminotransferase"
                     
/translation="MFDTDKFSDSEHTLDAVQTNNNMHINYQAHWMPFSANRNFAKDP
                     
RMIVGAKGSYLIDDSGREIYDSLSGLWTCGAGHTLPEIQQAVSAQLGQLDYSPAFQFG
                     
HPLSFKLADKIVQHMPEKLQHVFFTNSGSESADTSIKMARAYWRIKGKPSKTKLIGRA
                     
RGYHGVNVAGTSLGGIGGNRKMFGQLMDVDHLPHTLQPDLTFTKGCAETGGVELANEM
                     
LKLIELHDASNIAAVIVEPISGSAGCIVPPTGYLQRLREICDQHDILLIFDEVITGFG
                     
RLGTWTAAEYFGVTPDILNFAKQVTNGAIPLGGVVASHEIYSAFMQQDLPEHAIEFTH
                     
GYTYSAHPVACAAALAALEILEKKNLLAQSAALAPSFEKMLHGLKGAPHILDIRNCGL
                     
IGALQLAPRDGDAAIRGFELGMKLWKEGFYVRFGGDTLQFGPMFNSTEADIDRLMNAV
                     GDALYQVN"
     gene            77151..78719
                     /gene="bauC"
                     /locus_tag="DSM_03301"
     CDS             77151..78719
                     /gene="bauC"
                     /locus_tag="DSM_03301"
                     /EC_number="1.2.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9I702"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative 3-oxopropanoate dehydrogenase"
                     
/translation="MTNGLEDFSYDEVSTENSTHSEQAKKVLGHFIQGRIVSKTARKQ
                     
PVYNPATGEISKEVEIADAQTVNEAVQAAEQAFPAWRDTPVIKRARVMFKFKQLLEQN
                     
AEKICALIGQEHGKISHDAQGELQRGIENVEYACGAPELLKGEYSKNVGPDIDSWSEF
                     
QPLGVVAGITPFNFPAMVALWMFPMALVCGNCFILKPSEKAPSVVLFLAELLKQAGLP



                     
DGVFNVVNGDKEAVDALLHHPRIQAVSFVGSTPIAEYIYRTATSTGKRCQALGGAKNH
                     
AIIMPDADIDNVVTSLLGAAFGSSGERCMALSVAVAIGDEVADVVIDKLTQEMKKLKF
                     
GHYADASNDFGPLITQAHKDKVQAYIQSAEQQGAKIVVDGRDAKPAGYEKGFFVGPTL
                     
IDQVTPNMTSYQQEIFGPVLQVMRVNTMQEAMQLINDHEYGNGTCIYTRDGEAARYFS
                     
SHIQVGMVGINVPLPVPVAYHSFGGWKRSLFGDLHAYGPDGVRFYTRRKTITQRWPSA
                     QVREAKQFSMPTLN"
     gene            78822..80219
                     /gene="gabP_2"
                     /locus_tag="DSM_03302"
     CDS             78822..80219
                     /gene="gabP_2"
                     /locus_tag="DSM_03302"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P25527"
                     /codon_start=1
                     /transl_table=11
                     /product="GABA permease"
                     
/translation="MNNDRTKKLGEGLSNRHITMISIGGVIGAGLFVGSSSAIAKAGP
                     
AVILAYLITSIMVFLVMRMLGEMAVLEPDTGSFSTYARKAIGPWAGFTIGWLYWWFWV
                     
LAIPVEAIAGAEILHSWFPSISVSIYAFCFIVFLSLANFFSTKSFGEFEFWFSLVKVV
                     
AIIGFIIIGILAISGIWPLAKNVSGVANLYNNAGFMPHGMGGILSAILITAFSFFGVE
                     
IVSIAAAESSNPKQKIRRATNLVLYRIILFFVVSMFIAVSLVDWRSPDLQKYGTFQYV
                     
LMSLNVPGTKLIIDTVVFIAVASCMNAAIYTSSRMLFRLGTRNEAPQAVTKVNYAGVP
                     
AIAVFSSTFIGLVCCVINYVFPGKVFGLLLSSTGSIALLVYLVIAFSQLRLRHKLEAV
                     
GAEIPFKMWLFPWLTWFVIIIILSVLAYMFFSPAYSYETTLSLGVTLGVVVCGLFVTR
                     KRKATRSVAINQSNL"
     gene            complement(80367..80600)
                     /locus_tag="DSM_03303"
     CDS             complement(80367..80600)
                     /locus_tag="DSM_03303"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNTLNINDIKKHADVIASCGTKVGTVDHLEGENQLKLTKDENDQ
                     HHLIPTSWIGEVKEDQVILNKNSEEVKENWQAI"
     gene            80884..81873
                     /locus_tag="DSM_03304"
     CDS             80884..81873
                     /locus_tag="DSM_03304"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTILSMLSEFEHAQAENKSQLRQDLLYQLVSLSKSLPYPASGHT
                     
YQRWQLFAQIAGYDLSLAKLFESHHDALSILNELGYQDEIDDQTWAVWAADGGPAPVQ
                     
VQNNHCNGIKNWCSGAEFIQKALMSYKDKEGQAQLCIVDLAHPSVHVDLSHWQAVGMQ
                     
GTQTAQVHFDNTPVIPIGLPNCYLERPGFWHGAAGVAACWYGAAVRLVSFLHKSCTLN
                     
PNAFKKMYLGELAQQLSVTKQYFQYIAKLIDDEPALSHEREIRILRAQTEQCCQSVIQ
                     
LVGKALGARPYCEEPTFSQLIADLPVFIRQSHAAFDYESIAELCLPEKSLWEL"
     gene            81861..82655
                     /gene="mshB"
                     /locus_tag="DSM_03305"
     CDS             81861..82655
                     /gene="mshB"
                     /locus_tag="DSM_03305"
                     /EC_number="3.5.1.103"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_01696"
                     /codon_start=1
                     /transl_table=11
                     /product="1D-myo-inositol
                     2-acetamido-2-deoxy-alpha-D-glucopyranoside 
deacetylase"
                     
/translation="MGTLKHPLVEDRMISGEGTPEFMWLEAFKKNPLDRLNLKLFQSK
                     
RVVIVAPHPDDEVLGCGGLMQQLVEQNCHIVILAVSNGTQSHPHSVKYTPDQLNDLRP
                     
QETLAALNTLGISAFSERIGLNLMDGQIHLQTDQLNQALSQIVQPEDILICSYALDGH
                     
PDHEAVGKTVQAFAEARDLLCLHVLIWAWHWAEPFDTRINWSKAKAYALTENQLIKKH
                     QAVMQFKTQLEADESTGNSAVLSSSAISRLLMPYEVYLSDSFSCVF"
     gene            82630..83229
                     /gene="ubiG_1"
                     /locus_tag="DSM_03306"
     CDS             82630..83229
                     /gene="ubiG_1"
                     /locus_tag="DSM_03306"
                     /EC_number="2.1.1.222"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_00472"
                     /codon_start=1
                     /transl_table=11
                     /product="Ubiquinone biosynthesis O-
methyltransferase"
                     
/translation="MIHSRVYFEELYRSNNDPWGYDYHWYEARKRQICLALLTRPHYE
                     
KVLEIGCSNGHLSVYLAQRAAHLLCIDVSKQAVQLASQRLEAFEHVTVENRKIPEDFY



                     
EQKFDLIVISEVAYYLTFDELGEFIEQLKQALNPEGEILCCHWRHDIQDFELNAQKVH
                     QSFQQSFPFHHYLSLNDPDFMVDVWTVNPSSIAQREQLR"
     gene            83226..83870
                     /locus_tag="DSM_03307"
     CDS             83226..83870
                     /locus_tag="DSM_03307"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKIGVVVPAHNEEQHLPACLQSIQEAIEKVPDEQVEVMVVLDSC
                     
TDQSRSIVQRYEVSWIECNYACVGKARDLGIRQLIQNGATWLACTDADSVVSPDWLRC
                     
QILHQPTDAICGIVTLDDLSRLSVMKQKKYLSHYQDCMDHHHIHGANLSFSAAAYMQV
                     
GGFEPVPCHEDVSLIQKLIRQCCNITWSNLVRVTTSSRLEGRAPEGLSKFLENL"
     gene            84157..84519
                     /locus_tag="DSM_03308"
     CDS             84157..84519
                     /locus_tag="DSM_03308"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P44293"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKILFTTLTGLVLLTSSAAFARTDPALLNQAAKNVVTVSKAKT
                     
LADETGVTLTGTIVKHIAGDHYEFKDKTGSIVIDVDDDLANGWQLKVGDKVRIVGEVD
                     THRVKPTEIEVLQIERVK"
     gene            84682..85152
                     /gene="bluF"
                     /locus_tag="DSM_03309"
     CDS             84682..85152
                     /gene="bluF"
                     /locus_tag="DSM_03309"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75990"
                     /codon_start=1
                     /transl_table=11
                     /product="Blue light- and temperature-regulated
                     antirepressor BluF"
                     
/translation="MNVRLCYASQRNEKNEDLLQDLRDILTEARDFNDLNGICGVLYY
                     
ADNAFFQCLEGEQEVVERLFEKIQKDQRHYNIKWLCTYSIDEHSFQRWSMKYVQRNTN
                     
IEAFFLNMGENTFNPLLLNQQNLKFFLNELLIAEQTKMNTVKKVGMVNRGVNPF"
     gene            complement(85149..85475)
                     /locus_tag="DSM_03310"
     CDS             complement(85149..85475)
                     /locus_tag="DSM_03310"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFIAKNIFVYLLSMLALCLLIILFNYLGMNQTLNLIISSALFGI
                     
FITWYYKGSGLCIALFSFFYWAMFVISQSLEVIWMLSISVIVYLVMTQIVPKLKHIHI
                     GIASNS"
     gene            complement(86043..86648)
                     /gene="eamB"
                     /locus_tag="DSM_03311"
     CDS             complement(86043..86648)
                     /gene="eamB"
                     /locus_tag="DSM_03311"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P38101"
                     /codon_start=1
                     /transl_table=11
                     /product="Cysteine/O-acetylserine efflux protein"
                     
/translation="MENLTAFSLFAIVASITPGPTNFIILSLSSHYKISKTLPVILGS
                     
CIGAALLVLVVGIGLGSTILAYPAIQKTMTWSGLIWLTFLAWKLYNYNPVISLEKNEQ
                     
YPPIGFKAAFLMQAINPKTWMMAFAVISVYTKQGQDILINVSILSCIFLLIAFPCLYL
                     WALVGRLSTRLLSKPKHINIFNKIMAIILLASVWWPMFPRF"
     gene            complement(86699..87535)
                     /gene="nphR"
                     /locus_tag="DSM_03312"
     CDS             complement(86699..87535)
                     /gene="nphR"
                     /locus_tag="DSM_03312"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:B1Q2A8"
                     /codon_start=1
                     /transl_table=11
                     /product="Transcriptional activator NphR"
                     
/translation="MSSNWVDISKDTNTGIETIRAHFTGHAYDPHWHSSYLIGVTESG
                     
IQQFHCRKKQINSHAGQVFMLEPEEIHDGHAPASDGFTYQMLYLHPEWLKQRLQGLFH
                     
NSPDHYELVIDAPLKSDDQLAIITSQAFRHLHYKEMNIVKDNSLDVLIQYIAQGKWLK
                     
KASQSSCIHVPQVAHQIRDILHDHLFEDIGLEDISRMVGLDRYHIHRIFKSTFHLAPH
                     
QYLIQLRLTRARDLLARSISPAQVASDLCFSDQSHLSRWFKRCYGLTPAAYRKICTNL
                     QD"
     gene            complement(87693..88841)
                     /gene="phaC_2"
                     /locus_tag="DSM_03313"
     CDS             complement(87693..88841)
                     /gene="phaC_2"
                     /locus_tag="DSM_03313"



                     /EC_number="2.3.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45370"
                     /codon_start=1
                     /transl_table=11
                     /product="Poly(3-hydroxyalkanoate) polymerase 
subunit
                     PhaC"
                     
/translation="MSLLLKVRQNVPQVQSIKTSLKKRAGQKIPHMLSNASDLFFRGS
                     
EIALSGKTPFDVIYKHEIISLRHYRNETEASAKHRVPLVIVPPLAVNMLIYDLFPTRS
                     
LIRYFLDQGFEVYLIDWGVPTRNQAKYNFGTYVKVFMPEMLKQVRIHSGQQQLSLHGW
                     
SLGGALSLCYTALFKDKDIKNLMILASPIDTHKAGYMGKLYGSLTKPAQWVRKHTPFR
                     
IRQHVPSEVFHIHGWQNTLGFKLTDPIGNLKTYWQLLKNLDNREFIVDHATSSSFIDN
                     
MLAYPGGVMRDIILRFWIDNELSTGVIKFGELTAYLKDIDCSVLAVGGDTDIIVTADA
                     VKPLMDLISSQDKAFKTVPGGHMGVVSGSQAPTSVWPEMSNWLATRSD"
     gene            89202..90437
                     /gene="gltS"
                     /locus_tag="DSM_03314"
     CDS             89202..90437
                     /gene="gltS"
                     /locus_tag="DSM_03314"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AER8"
                     /codon_start=1
                     /transl_table=11
                     /product="Sodium/glutamate symporter"
                     
/translation="MEFVFNGFYTLISAVIVLLLGRFLVNRIDFLKRYNIPEPVAGGL
                     
VAAVVSLLVHTFWGYSIVFSSELQTSFMLVFFASIGLSANFMKLKEGGTALVIFLICV
                     
ASFIVVQNAVGMSLATLLGLDPLIGLIAGSITLTGGHGTAGAWGEILESQHGIQGALA
                     
LGMASATFGLIIGGVIGGPLAKLLINRYSLAQAKTNAEIQQRDTHVEQNSDDLAPFEN
                     
PHQVRLITADNAITTLGMFAACLAFAEFMTGFSKGTWFELPTFVWALGGGVILRNILE
                     
SVLKVDIFDRAIDVFGNASLSLYLAMALLSLKLWQLADLAGPLVVILGAQTLTMALYA
                     
AFVTFRVMGKNYDAAVLAAGHCGFGMGATPTAVANMQAITNMYGPSHKAFLIVPLCGA
                     FFVDLINATVIQLMLKFIA"
     gene            complement(90490..91392)
                     /locus_tag="DSM_03315"
     CDS             complement(90490..91392)
                     /locus_tag="DSM_03315"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MELSQTISNLIFEIQKLTQAVEKISKTQEISVDVLDEAIAFRWE
                     
RENNKGSLVAIRKPQLISFNHLCNIDSQLTKVKLNTEAFAKGLLANNVLMTGSRGTGK
                     
SSIVKACLNEYHHLGLRVIELEKKYLEDLPKIINLLQDRTERFIIFCDDLAFEAGDSS
                     
YATLKTVLDGSLASSSDNTLIYATSNRKHMVAEYNKDNTELNVGENGELRPGDSIEQK
                     
ISLADRFGLQINFYGFSQQEYLKTVQYWLNEYKWQQRETWETIQLKAIQYATQQGNRS
                     GRIANQFAKMIVGQEMLSAADLTV"
     gene            91488..92186
                     /gene="lldR_2"
                     /locus_tag="DSM_03316"
     CDS             91488..92186
                     /gene="lldR_2"
                     /locus_tag="DSM_03316"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACL7"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative L-lactate dehydrogenase operon
                     regulatory protein"
                     
/translation="MIEQIQKRSLVDEVIHVIRQNIKNDIWKVDEKIPTEPELVQGLG
                     
VGRNTIREAIKILEYLGVLEVKQGLGTFVRTKNDFSIVINSIHHSDLYEHVEVRCLLE
                     
IEIAKLAARHCTPEDMRDVIACLEHRAATNQQDVANFMLSDKKLHLAIAKATHNKALQ
                     
ATYEYFLNSSYQYTLELVTNKNLPDPNQQIHSELVQAIQHKSESEAMRIAESMLAPIL
                     RSLDSIKADFVQNH"
     gene            92205..92405
                     /locus_tag="DSM_03317"
     CDS             92205..92405
                     /locus_tag="DSM_03317"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSFMIVSNNFAVPYYLNVRKEKGMTAYYWATHQSQLALFDSYEL
                     AYRFYFPSRHILIRSEIKAFAQ"
     gene            complement(92474..92935)
                     /locus_tag="DSM_03318"
     CDS             complement(92474..92935)
                     /locus_tag="DSM_03318"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQHYFQNKDILLKALLNKLICDYIQRIEILINLNANEPPLIRFM
                     
NIITNIIYEIEQPIITNAFKEFFSISDHLPYVYEALSIIQKYNLELIYKIILPIHNKI



                     SSEEYKERAIIIITQLNGYLVQHSNKNTDESYKEFLRSILLKNILRLVSEP"
ORIGIN      
        1 gaccggaaac cagatttgtc tataaattcg actacaactc cagtccgccg 
aaacaggaat
       61 ttattgcccc tgcagcgact gaactacccg ccattgatac tggtgagttc 
ccacctgatc
      121 tggtggtgaa tctaacgatt aaaggctcag ttgttggacg tggtggagat 
ggcgggttgc
      181 cacatctagc ttacggagat tgggaaaaag attctgactt caattttacc 
aaaacccgcc
      241 gtgatgggtt tcagggagca cccggtttgt tgaaccggca cagcaaacta 
aacctgatta
      301 tcgatggagg gacgttagct cgaggcggct caggtggtgg agcaacacca 
agtggtattt
      361 acactggatc atcttatggg gttcagggaa ttcccggtgg tgctggagca 
ccatttggtc
      421 gggtaatgac tggacagccg atttcaaatg actcacaaga ttatcgcctc 
tatctggaga
      481 gttatttatt ggttatgaaa atcactgatg ctgaagcttc ggtgcccggt 
aaaggttacc
      541 gaacccaaaa tgaccgttat ggatctccat tatcgggtga tggcggtgga 
tggggcgaac
      601 gtggtaccaa gtctaccaat ggtggaacat ggaattggca ataccatgga 
acgacggaag
      661 gccagccggg gccgggtgga cctgcaattg ttggggtggc acctctaaca 
actcaattga
      721 ttaacggagg gaaaatctta caaacccttt aaaccttaaa agaactatga 
gcacccaatt
      781 ggggtgcttt tttattgtct aaaaatatct ggagagattt atggaaccag 
tttccacaag
      841 cggtttaaca gcaattttaa aattttatgg tgcagcaatt atggtgactt 
tagcggtcgc
      901 tttagtggca gcagttgtat taatgactcg tatgccacgc tcaccacaag 
agtgggcagt
      961 tggtttgatc tgtacggttg tatcaagttt ggctggcggc tcattcatta 
ttgtaaagtg
     1021 gggacttcat gaatgggtta ctgatgtatg ggggatgatc gcacttggtg 
gattcttctt
     1081 tgtttgtgga ttacccggtt gggctttgat tcgatgggtt tttaatttca 
ttgataaaca
     1141 ggaaggcaaa acaattgtcg aagtaattaa agaaattaag aaggctaaga 
atgatattac
     1201 aggtggtgga ccatgacagt taaaaacttc ttcgatgctg ctcgtgtcat 
tgcaggtggc
     1261 aagcttacac aagcacaagt agatgatcta aataaggtgg tcgataaact 
tgcaccttct
     1321 ggcatgacta caagtgatgt tggtgtagat ctaatctcag gatttgaagg 
cactcgattc
     1381 acagcttatg acgatggtgt aggagtctgg accattggca ctggcaccac 
agtttatcca
     1441 aatggcgtga aggtcaagaa gggcgatact tgtacagcag aacaagctaa 
gacttacttt
     1501 aagcacgact tggctaaatt tgaaaaaact gtaaatgaat cggtgactgt 
gccgataaat



     1561 caaaatcaat ttgatgcttt ggtatcactg acttataaca ttggctcagg 
tgcttttaag
     1621 ggttcaacat tgcttaagtt gcttaataaa ggtgactatc aaggcgctgc 
cgatcaattc
     1681 ctagtttgga acaaagcagg tggcaaagtt atgaagggcc tagttcgtcg 
ccgagaagct
     1741 gaactagcac tctttttaaa gaagtaactt atatgtgcaa acgtaccaaa 
gctgcatcga
     1801 tcatcacatt gctgtgttta atcttctcag gttgcacagc tcacactatt 
aatagtaatg
     1861 tgaacatctc gatttgtgta agggctttgt gatgtcgcaa gtcatgatca 
tggtttcgga
     1921 agcgggaagg atggagaata cttgcaatct acccgctgat ctagataaga 
acgggaatgt
     1981 tcttaaaatc tatgactact cattgaatga gctgaccatt aatttagatg 
gcactgtgac
     2041 ttacaatggc aaaagatgga cctttgataa gaagcaaaat tatctctaaa 
cctgtggata
     2101 aatagcgcat tacgccaaat atgcgccaaa atatagttaa gttattgatt 
ttataaaata
     2161 gattggtgcg ctcggcgggg atcgaaccca cgaccccagg cttcggaaac 
ctgtactcta
     2221 tccaactgag ctacgagcgc atgtgtgggg cacatcatag gaaaaaaaca 
cttgcaggta
     2281 aagcacgaaa tacgtaccaa gtgaatttaa tgcttaatta aacagcagct 
tgttatgttt
     2341 tagttctttt gctgaatgag ctgaattgaa taattaatag agtgaagcgt 
atgtgccagc
     2401 tcatgagggg gaatccttga ctcttgcaaa ctggtaatcc attgcatttg 
gcacattttc
     2461 agttcttgaa gatttttaat ttgttctatt ttctgaataa gtggtttggc 
cataagtcca
     2521 cagtattgac tcaagctttg cttcattaat tgttggattt cttcaaaagt 
aagttgttta
     2581 aatggaacta cgggttggat attttcaata tttgaagaat ggcataatga 
ttctagagaa
     2641 actttaattt ctccagtcaa atcggcactt tcattttcat ctatagtgct 
tttttgttgc
     2701 acttttactt ctaaacccgt ggtaggtgat tctgagagag ctatttgttc 
agtaaattct
     2761 gaatcgtttt cgctaatagg ggcaataagc tttaagtcaa taagttgttg 
aatgagttct
     2821 ggtggagcaa tgcgtttttt aaactccgta ttgagacttt gaaaatcttc 
atgatcaatt
     2881 aatagaagta aacgtctttg tttggcattt aaagcaatat tacgttgttg 
aagcgcgact
     2941 cttcccaaat tggttcgata aaaaccagcc atcatttttc cccaatataa 
aaatgaagca
     3001 gcctgtttga ttttttctat caaacagtac tgttcttaat aaaatataaa 
tggggctaac
     3061 gataaaactc aaaaatgaca atatgatgaa gaatttatga atatcatcta 
tttaggccgt
     3121 taaaatgcac tttctaatgc tttacgtagg taaacgtcca gctcgtcttg 
gcgcaataac



     3181 cattgaatat agtctttagg gagttcagca atagctgtac ctttatgctt 
gccaaagtta
     3241 attgttgtgg gaatacgtgc ttcttcagaa acacggtaca actcttcaat 
gtcatgaata
     3301 tttaaatgat agacaatatg catcaagata ttggcagtta aaataatatc 
cgcatcggca
     3361 cggtgagcac ctttgagtaa ttcacgagct ttactgctgc cttgagaaat 
catatagatc
     3421 agtgctgaga tattatgcgc ttctgcatca ggccaggttt tacgtgctaa 
agctagcgta
     3481 caaattggtt tgatatgaga aacatctaca ccgcaacgcg caatcgcggc 
aatatcataa
     3541 tcaatattgt ggccaataat ataagttgtt gtgtctggca atttaaaagt 
tttatagtgg
     3601 ggctgatttt ctaaatccga ttctaatata tggtgtactg ccatagcagc 
gtaagagata
     3661 ggggtcccaa cttgataaag ttgatcaaac aatttgcttt tatctaaggt 
gagcttgcct
     3721 gcattaattt caattggggc atatgcaatt tcaataggca aaccatttag 
tgtatgtgtt
     3781 tctgtatcta aaataatggc ttgcatatcc ggccctttaa acaattacga 
gtaatcaaga
     3841 atgttaacag ttggcctcgc actttaaaac ctgaagtgag gcggaaagtg 
gtgagaacga
     3901 caatttatat taaaaataga atttttcagg gattgatttt gtcgaataga 
acttgcggaa
     3961 aattaagatt aggcgtaatt gtttttaaga cattagagaa tgttgattaa 
aaaactaaag
     4021 cacaacaaaa atggaattta agggaagata taccaatgaa aatgaaacta 
ttaatgacga
     4081 gcgttcttag tacgagttta tttttagtcg cttgtggagg tggaagtagt 
gatgatggcc
     4141 cagctactac taatccatcc ggaactccaa ccaataatat tcaaaatcca 
gttgttaaag
     4201 ttgaagccta tacaagtact aacttaggat cagttgccgc agaaagtagt 
attttaactt
     4261 ataaaatgtt aggtcaaagt ggacaagaag tgcaggcaac aagtctagtg 
tttacaccaa
     4321 acactcaacc accagtcggc ggttggccca ttgtagtctg ggcgcatggc 
actacgggtg
     4381 tggcagatgt atgtgcgcca agtaaagcag ctttagcaga cagtacaaaa 
gatttaatta
     4441 gtaaattatt agcagcaggt tatgttgttg tggcacctga ttatgaaggt 
ttgggtaccc
     4501 caggtataca tcctttctta aatgttaaaa gtgaggcttt ttcaattacc 
gatgcagtgg
     4561 ttgcaacacg caattattta tcgcaacgta atttattaac ttcgaaaaaa 
tgggtcactg
     4621 taggtcattc tcaaggtggg catgctgcat taggagctgc acagtatgcg 
agccgtgcac
     4681 aactagaata taaaggtaca gtagccgtag cgcctgcttc taatttaggt 
tttattttaa
     4741 tagcaggcga gcagtctgtt gcgaatgcaa ctctagataa aaagatctca 
atgtatgctc



     4801 aacttgacac ttatacagct ttagtcacag ctggtattcg caacacacaa 
cccacttttg
     4861 attatccaca agtatttact ccacaaattt caagtattgc ccaacaagcg 
gaaacaattt
     4921 gttctggacc attaggacag gcctttggag cgggtatgac tcagtatgtt 
acagaacata
     4981 atggaacact tgacggttat acccgcacac agcctaactt tatggctgta 
ccgttagtta
     5041 aaacattttt agataaagat tcgcagccgt tacaagtaaa agttacgaca 
ccaatcatta
     5101 tctatcaggg tttagcagat tcgacagtac ctaaagtagc aacggatatc 
ttgatatcta
     5161 atgccactgt cgtaggtact aaaattaata gttatgtgac gggtaactgg 
gatcatggga
     5221 cggcgatgag tagtaatgta gataatattg ttggaaatgt tcagtcttta 
ctggtagctc
     5281 agtagagcta ttgatattta atactttttt aatattgttg taagctaaaa 
ttaacgatgg
     5341 ataaatttaa aatataagct ttaaacgagc tttttaattg atttataaac 
aatggctcat
     5401 tttttataaa acttgagcca tttttattta aaactgagct aacttcattc 
tgtttaatta
     5461 taaagttcat gctacaatat gccgcaatct tagcacggct taaaagccct 
aatttatagg
     5521 acccccgcta atgtttgcca atatttccat ttctgaattt gatccagaat 
tagctcaagc
     5581 aattgcttct gaagatgagc gtcaagaagc acatatcgag ttaattgcat 
ctgaaaacta
     5641 ttgctctcct gcggtaatgg aagcgcaagg atcaaaactt acgaacaaat 
acgcagaagg
     5701 ttatcctggc aaacgctatt atggcggttg cgaatttgta gatgttattg 
agcaaatggc
     5761 gattgaccgt gctaaagaac tttttggtgc agattacgca aacgttcaac 
cacacgctgg
     5821 ctcacaagct aactctgctg tttatctagc gcttcttaac ccaggcgata 
cagttttagg
     5881 tatgagcttg gctcacggtg gtcacttgac tcacggtgca aaagttagct 
tctctggtaa
     5941 aacgtataac gctgttcagt atggtctaaa tgctgaaact ggtgagattg 
attacgaaga
     6001 agttgaacgt ttagcattgg aacacaagcc acgtatgatc gttgctggtt 
tctctgctta
     6061 tagccgtgtt gtggattggc aacgtttccg tgacatcgcg gacaaagttg 
gtgcttacct
     6121 ttttgttgat atggctcacg ttgctggtct tgttgctgct ggtgtatatc 
caaacccagt
     6181 tcaaattgct gacgtaacaa caacgacgac tcacaaaacg cttcgtggtc 
cacgttctgg
     6241 tttaatcctt gcgaaagcga atgaagaaat cgagaaaaaa cttcaatcag 
ctgtattccc
     6301 tggtaaccaa ggcggtccat taatgcatgc gattgctgct aaagcaatct 
gcttcaaaga
     6361 agcaatgtct gacgacttta aagcttacca acaacaagtt gtgaaaaatg 
ctcaagcgat



     6421 ggctgaagta ttcatcgctc gtggttatga tgttgtttct ggcggtacag 
acaaccactt
     6481 attcttgtta tctttaatca aacaagacgt aactggtaaa gatgcagacg 
cttggttagg
     6541 tgctgctcac attactgtga acaaaaactc agttccaaat gacccacgtt 
ctccatttgt
     6601 gacttctggt atccgtatcg gtactccggc agtaacaact cgtggttttg 
gtgaagctga
     6661 agttcgtgaa cttgctggtt ggatcgctga cgtgattgat agcaaaggtg 
acgaaaaagt
     6721 tattgctgat gtgaaagcaa aagttgaagc tgtttgtgca aaattccctg 
tatatgcaaa
     6781 ataatttgtg tatataaaaa aagcgccgta aggcgctttt tttattaact 
actccaaccg
     6841 ccccctaaag cacggattaa attaatgctt gcaatgattt ggttaccttt 
cagctgagct
     6901 gctaattgtt cttgttgcaa aatagtgcgg tcagaatcaa tgacatcaag 
atagctaata
     6961 gcaccttctc gataacgtaa atgagaaagt tgattggcat gacgagaaga 
ggagagtgct
     7021 tggttttgag cctgaatttg ctgatcgaga attctttgat cagataaacc 
attttcaact
     7081 tcgcgaaatg catttagtac agtttgtcta tagttggcga cgctttcctc 
ataagccgct
     7141 cttgcttgag caacgcctgc tttacgttgt ccaccatcaa ataaaggtaa 
cgacaaaata
     7201 gtaccggcga caggtcctag taaaaaagtc cgactcgacc atttgcccaa 
ctcgcttaaa
     7261 cttgaagatt cataacctaa agctcctgta agactgagtt ttgggaaaaa 
tgctgcacga
     7321 gcaattccaa tacgcgcatt atctgctgcc attgcacgct ctgcagccgc 
aatatcgggt
     7381 cgtctttcaa gtaaagttga cggcaaaccg gcagggagac ggatactatt 
tgcagttaaa
     7441 ggttgaactg ccaagttaaa gtctgctggt ggttttccta ataagactgc 
aagcgcatgt
     7501 tctgcactgg ctctgttacg agcaatattt agggcagtgg tttgtgcggt 
agcaagttcg
     7561 gtttgtgcgc gagaaacatc taattcactg ccaagtccgt ttttaaaacg 
aagctgcatt
     7621 aaatctcgtg tttcacctag caatttgatt gtacggttat aaattgcttg 
ttcggtatca
     7681 agttgacgta tcagaaaata accttgagct acatccgctt gtagagctaa 
aagtgctgac
     7741 tgatatagag cctcttgttg ctgtagatcc gctgttgctg cgttgacact 
acttgctaca
     7801 cgaccaaata aatcgagctc atatgaaaca ttggcttgag cgcgccataa 
ggtttgagcc
     7861 gaagtatgtg cattgtcatc taaaccgagt gaagccggag acggcttttg 
gcgagttggc
     7921 ccaaatccgg catcaatact tggtaagcgt tcagcttgag ctgccgaacg 
taatgcacgt
     7981 gaagcctgaa tatttgctgc caccgctttt aggttctgat tgcctgcgat 
agcttgctgt



     8041 tcaagttcat tcagttgagc atcattgtaa atgcgccacc attcaccacg 
agtttgctga
     8101 tcggcaggtt gggcaatctt ccagttatta tcttcaagtt tggggtcaga 
ttctttgaat
     8161 ttgactggca ctataacttt tgcaggttga tattctgggg ccaatgagca 
gcctgcaaga
     8221 agcaggcttc ccatgagtga ggacaacaac cagttttgtt ttgatgtaat 
caccaaatgt
     8281 cctccttaat gatcgtgtgg gctagctaat ggcgcttcat gaactgccgc 
agaatgcagt
     8341 ttatgtttgc tgttgaggct acgaatcaga acgtaaaagg ccggggtgag 
gaataaacca
     8401 aagaatgtta caccgatcat gccgaagaat acggcaacac ccatcgcatg 
tcgcatttca
     8461 gaacctgcgc cagttgaagt aaccagtggc actacaccca taataaatgc 
aatagaggtc
     8521 attaaaattg ggcgtaaacg tagacgactt gcttcaacgg ctgctttaaa 
ggcagtcgcg
     8581 ccttgcattt caagttccct cgcaaattcg acaatcaaaa tggcattttt 
acaggctagc
     8641 ccgaccagta ccattagacc gatttgggta aagatgttgt tatctccagc 
tgtcaaccat
     8701 acacctgtca gagccgctaa gattcccatt ggtacaatta agataactgc 
taatggtagg
     8761 gttaagcttt catattgagc agctaaaacc aagaacacga gtaatacgct 
aattgggaat
     8821 acccaaagtc cagcattacc agccaagatt ttttggtaag ttaaatctgt 
ccattcaaac
     8881 ttgataccac gcggtagagt ttgtgcagca atacgttcaa ccgcagcttc 
tgcttggcta
     8941 gatgaataac ctggggcagg gccgccgtta atatctgctg atgtgtaacc 
gttataacga
     9001 acgaccattt caggaccata ggtttgagtt acattcacca aagaagataa 
tggcaccatt
     9061 tgtccggcac tattacgggt tttaagctgc aaaatatctt cagggttagc 
acggaaaggc
     9121 gcatcggctt gtgcacgaac ctgataaaca cgtccaaaac ggttaaagtc 
gttaacgtac
     9181 tgagaaccta aataaatctg catagtgttg aaaacatctg tcacagcaac 
gccttgctgt
     9241 ttagctttta cacggtccag atctacattc agttgaggta cgttaatttg 
ataacttgag
     9301 aacattgggc caagttcagg ggctgattgt gctgctttca taaagttttg 
tgcagcatca
     9361 ttcaaggctg aatagcctaa ggcacctcgg tcttcaagtt gcagtttaaa 
gccgcccata
     9421 gtacctaagc ccatcactgg tggtggtggg aaaactgcga tataggcatc 
ttgaatagct
     9481 gaatatttct ggttgagcgc acctgcaata gcatttgcag ataagtcttt 
agccttacgt
     9541 tcatcgaatg gctttaaggt cacaaagaca ataccggcac tcgagctatt 
ggtgaaaccg
     9601 ttaattgata ggccgggaaa ggcaaccgca ctttctacac caggttgttt 
aagcgcagta



     9661 tcactcattt tacggatgac tgcttcggta cgatctaatg atgcgccgtt 
tggtagctgc
     9721 gcaaagctaa ttaaatattg tttgtcctgc gcaggaacga aaccacctgg 
aacaatatag
     9781 gaaataccaa cggttaaacc taagagtgct gcatagacac ccattgcaga 
agctttatgg
     9841 gaaatgacac ggctgacgcc ttgactataa cggtctgaag cacgtgaaaa 
cacacggtta
     9901 aacagtgcaa agaaacgtcc gaatacacga ttcataatac gtgttaaggc 
atccggttta
     9961 gcatcatgtc ctttcagtaa cagcgctgcc aaagcaggag atagggtaag 
cgagttaaat
    10021 gccgaaataa ccgttgaaat ggcaatggtc atggcaaatt gtttatagaa 
ttgccctgtt
    10081 aagcctgtca taaaggcaag aggtacgaat actgcaacaa gtgttaaagc 
aatggcaata
    10141 atcggtccac tgacttctcg catggcacgg taagtcgcct ctcttgggtt 
taagcctgct
    10201 tcaatattcc tctcgacatt ttcgacgacc acaatcgcgt catcgaccac 
aataccgatg
    10261 gcaagtacca tcccgaacag tgatagcgca ttgattgagt aaccaaaagc 
gagcatgagc
    10321 gcgaatgtac caataattga aaccggtacg gcaagcaatg gaatgattga 
ggcgcgccat
    10381 gtttgtaaga ataaaataac aaccacaaca accagtgcaa ttgcttcaag 
taaggtatga
    10441 acgaccgctt taatactggc ccgtacgaat tgagtcgggt cataaacaat 
gtcgtattta
    10501 attgaagatg gaaaatcttt tgaaagctcc ttcattgtgc tacgcacttg 
atcggaaact
    10561 tgtaaagcat tcgcacccgg tgcttggaaa attggaatcg cgaccgcttg 
tttattatca
    10621 agcaatgaac gtaagccata ttgagaggct gcaagttcaa cacgagcaac 
atcacccaat
    10681 cgggtgactg caccgtcggg agcagttttt aaaataatat ctgcaaattc 
ttgttcagtg
    10741 gttaaacgac cttgagcatt gaccgaaagc tgtaaaggtg aattacttgg 
tgatgcaccg
    10801 attgtacccg ctgcaacctg aatattttgt tcacggattg cattcacaat 
ttcggtcgcg
    10861 gtgaggttac gctgcgctac tttttgcggg tcgagccata cgcgcatcgc 
gtagtcacca
    10921 gaaccaaata aaccgacttc acctacacct tgtaaacgtg ccaaacggtc 
ttttacgttg
    10981 agcaccgcat agttacgtaa gtaggtcatg tcatagcgat tatctggtga 
ggtcagatgc
    11041 actaccatag ttaaagtagg tgagcttttt agtgtggtta cacctaagcg 
ctgtacatct
    11101 tcaggtaaac ggggcatggc ctgagataca cggttttgaa ccaattgttg 
ggctttgtct
    11161 gggtcgatac cgagcttaaa gttcaccgta atggttaggt taccgtcgct 
gtttgcttga
    11221 gattgcatat acagcatgtc ttcgacgccg ttgattgact cttcgagcgg 
agaagcaacc



    11281 gtttcagcaa tcacttttgg gtttgcaccc ggatattggg cacgtaccac 
cacagatggt
    11341 ggaacaacct ccggatattc agaaatcggt aactgaaata ccgaaaggag 
accggcgagt
    11401 aaaatcaaga ctgatagcac accagcaaag atcggccgat caataaaaaa 
tttagaaata
    11461 ttcatatgtg attaaccttt tgccggagtt gatgttttat ctgttggctg 
aggttgagga
    11521 ggagtagcgt tagcagtgat ttgtgaattt ggcataggaa cgagatgcgg 
tgtaacaggg
    11581 tcacccggac gaatccgttg taaaccattc actacaatac gatcacccgc 
ttgtaatccg
    11641 ctatttacga tttgcaagcc atcttgttgg gcaccgagtt ttacttcgcg 
ataagcagtt
    11701 tgatttttcg catcaactac tacgacaaaa cgtttatctt ggtcgacacc 
aaccgcggtt
    11761 ggactaatca gaatcgctgg tcgaggttgg cctccaccta aacgaattcg 
tgcatatagg
    11821 cctggtaata aaacaccgtt tggattgtca aaagttgcgc gaacacggat 
cgtacctgag
    11881 gttgtattca ggttgttatc gattgagttg attgtacctt cgcgagtaaa 
gcctgtttca
    11941 ttggcaagtc ccatatagac aggtacttgc gaagaattgc gctgattact 
gatatatttc
    12001 aggtaagttt gttcatcaac atcgaaagat gcgtataggc gtgatacaga 
cactaaactt
    12061 gttaaaacct gtgcgccgtt acctgcagaa actacattac caacggtgac 
ttcagctcgt
    12121 gaaatccggc cgctgactgg tgcagtaata cgggtgtatt ccagatttaa 
acgtgcagat
    12181 tggacagcag ctctagcggc ttgcaggtta gcattcgctg aacgtgcatc 
attttcggct
    12241 aaatccagtt cttggcgaga aacagcatta ctctgaatga gacgttgaat 
acgcgaaaga
    12301 ttgcttgcgg tatatgttac ctgtgcttca gctgaagcaa gctgggcttt 
tgcacggttc
    12361 agttctgctt caaaaggacg agggtcgatt gtgaaaagta aatcaccttt 
tttaacgagg
    12421 cttccatctt tgaaatgtac ggcaataagt tttcctgaaa cttgaggtcg 
aatatcaact
    12481 tgatcaattg cttctaaacg accggaatat tcttgccaat cggtaatggt 
tttgcttact
    12541 actgaggcta catcaacagt agcagcttgt tgggcagcgg ttggtgcagc 
ttttgcatcg
    12601 gcattttcat gtaacaacat aaaactgcca ccggttgcta aaatagcgac 
aaagatggca
    12661 gacagtgcaa actgtttgcg ggaaaatgac atgaggtgct cctagttatt 
tggatacctg
    12721 ttttcagact tttagttatg gtccgtatgg gagaaacagg gtttatggaa 
tggacggagc
    12781 ataaaagttt gtcaatcacg aataaatata ttaaatttga taacactatt 
cgtattttta
    12841 taacaattga tgtgtttgca ctagaaaatg cattaatagg agtgtgcgtg 
tggatctatt



    12901 tcatgccatg agagtattca acaaagttgt tgaaacaaat agtttcagtt 
tagcagctga
    12961 tagtttgggt ttaccgcgtg cttctgtgac tacaaccatt caggctttag 
agaagcattt
    13021 acaagttcga ttgcttaatc ggacaacacg aaaaattagt ctcacaccgg 
atggcgccgt
    13081 atattatgat cggacagccc gtattttagc ggatgttgcc gatattgaat 
cttcttttca
    13141 tgatgcagag cgggggccaa gaggtcagct tcgtattgat gtgcctgtat 
cgattggacg
    13201 tttaatttta attccaaggc tccgcgattt tcatgcacgc tatcctgata 
ttgatttagt
    13261 gattggtctg aacgaccgac ctgtagactt ggttggagaa gcggttgatt 
gtgcaattcg
    13321 ggtgggtgaa ttaaaagatt caagcttaat tgcgcgtcgt atcggaactt 
tccagtgtgc
    13381 aacagctgct tcaccgattt atttagaaaa atatggcgaa cctacctcaa 
ttgaagattt
    13441 gcaaaaaaat cataaagcga ttcacttctt ttcaagccgt accggacgca 
acttcgattg
    13501 ggactttgtg gttgatgatt taattaaaag tgtgtcagta cgtggacgtg 
tttcggtaaa
    13561 tgacggtgat gcttatatcg acttggcttt gcaaggtttt ggtataattc 
aaggcccacg
    13621 ttatatgctc accaatcatt tagaatcagg tttgttaaaa gaggtattgc 
ctcagtggac
    13681 gccagcaccg atgccgattt cagcagttta tcttcaaaat cgtcatttat 
cgcttaaagt
    13741 aaaagtgttt gtagattggg tcgctgaact ttttgcaggc tgtccattac 
ttggcggtac
    13801 agctttacct ttcgatcaga aatgtgaatt tgcctgtgat aaagaaactg 
gtcatgaata
    13861 tacaattcgt actttggtcg agcagcataa tattgctgaa gcttatacgc 
tcaaaactta
    13921 atcttaaaat ttgattgatt tttcaacatt taatccgtta atacagatca 
ttgcttagac
    13981 atcttcataa atccttaact tatggtatag aaattgctgt tatttcagca 
gatgagtaag
    14041 ttcgaaatac tcaagttttt atcaccttat ttgtgttcta aggagaagct 
tcaagatggc
    14101 aagctttatg aaaaaaatat tcgtttcaac aaccttagtt ctggctgctg 
ttgcgacgaa
    14161 tgtccaagca aaggattgga aggtgattcg ttttggtact gagtcgtctt 
atgcgccgtt
    14221 tgaatataaa acaccggatg gcaagttaac tggttttgat gttgatttgg 
gtaatgctat
    14281 ttgtgcaaaa ctcaaagcta aatgtgtttg ggttgaaaac tcttttgacg 
ggatgattcc
    14341 cgcacttaaa gcgaaaaaat ttgatggcat tctttcatca atgactgtta 
ctgatgaacg
    14401 tgcaaaacaa attttattta gtagcaaaat ctacaacacg ccaacgcgta 
tggttgcaaa
    14461 aaaaggttcg ccgttattac caacacctac ttcattaaaa ggtaaacgtg 
tcggtgtaca



    14521 gcagggcaca attcaagaaa cttacgctaa aacttattgg gctccaaaag 
gtgtgagtgt
    14581 tgttccttat ccaactcaag atttgattta ccaagacatg atgtctggtc 
gtttggatgc
    14641 aactttacaa gatgcaatca tggttgatgg cgctttcttg aaacaaccaa 
aaggcaaaaa
    14701 cttcgctttt gctggtggca atgtggttga tgtcaaaaca ttgggtgtag 
gtgcggctat
    14761 cggtttacgt aaagaagatg cagacttgaa agcgaatatt gacaaggcac 
tcgctgcaat
    14821 cattgcggat ggcacataca agaaactcga gaaaaaatac ttctctttta 
gcatttacta
    14881 atgatgtgaa aaatgtcggc tgagtgccga catttttaaa tctattctca 
tctcatcaat
    14941 attagatatt gtttttaagg agaagatgag tcatgtcttt ttctggctat 
gggccactcc
    15001 ttcttagcgg aacatggatg accatacagc ttgcgctgtt atcactcttg 
ctttctgtca
    15061 ttattggctt aattggtgcg agttcaaaac tctctaatat taaagcctta 
cgttatattg
    15121 caaccgccta taccacgctc atccgtagtg tgcctgactt agtgattatg 
ctgttgttat
    15181 tttatagctt gcagttgggc ttaaaccaaa ttactgaagc actgcaaatg 
gaccaaattg
    15241 atatcaaccc atttgtggct ggtgtgatta ccttagcgtt catttatggt 
gcatatttta
    15301 ccgagacctt tcgtggtgca tttcaatcag ttccaagggg acaaattgaa 
gcagcaatgg
    15361 cctatgggat gacgccgtgg caggtttttc accgtgtatt attccctcaa 
atgatgcgtt
    15421 ttgcattgcc cggcattggt aacaactggc aagttttgat taaggcgacc 
gcactggttt
    15481 ccattattgg tctaactgat atcgtaaaaa ttacgcaaga tgcgggtaga 
agtaccatgc
    15541 aactgttttt ttttagcatc gtcgctgctg ccatttattt ggcaattacc 
acagtgtcga
    15601 acctgatctt aatatggctt gaacgtcatt attctgctgg tgtgaggaag 
ggacaattat
    15661 gattgaaatc cttcaacaat attggcagtc atacctttgg accgatggcc 
tacaaatgac
    15721 cggtgtggcg atgactgcct ggttattagt gctttctatt ggtattggat 
ttgtgcttgc
    15781 tgtgcctttg tcacttgcac gagtatcaga aaatatctgg ttgcgtggtc 
cagtttggtt
    15841 gtttacctat gtttttcgtg gcacaccact gtatatccaa ctactgatta 
tttactcggg
    15901 tatttatagc tttgattatg tccacgagca tcagacactc gatgcattct 
ttcgagaggg
    15961 cataaattgc accattttgg cattcgcgct caatactggt gcatatacca 
ctgaaatctt
    16021 cgctggagca attcgttcta ttccacatgg tgagattgaa gctgcccaag 
cttttggtat
    16081 gtcaaaatgg aaactctaca cacgtattat cattccgtcg atgttacgcc 
gtgctttacc



    16141 gttttacgga aatgaagtca ttttaatgtt gcatgccaca accattgcat 
ttacagcaac
    16201 agttcccgac attttaaaaa ttgcgcgtga tgtgaatgcg gcaacctatg 
acactttcag
    16261 tgcttttgga attgctgcat tgttatatgc agtgttggca tttattttga 
tttggatatt
    16321 tcgtaagttg gaaaaacgtt ggttggcatt tttaaagcca tcgaatcatt 
aggagacata
    16381 aatggaacag gttgcaaaac tagtgattcg cgatttacat aagacattcg 
gcgatcatga
    16441 ggtacttaaa ggaatatcac ttgatgcaaa tgccggtgat gtaattagta 
ttattggttc
    16501 atctggttca ggtaaaagta ccttgctgcg ttgtatcaac tttttagaac 
aaccgagcaa
    16561 tggcacgatt aagctcaatg gtgaaaaatt acgcacggtc tttgataaaa 
aaggcaattt
    16621 aaaagtggtt gaatcaaagc aactacaaaa aatgcgtacc cagctgatga 
tggtatttca
    16681 gcactttaat ttatggtctc acatgacagt aatggaaaat gtcattgaag 
ggccaatcca
    16741 tgtacttgga gtaaagcgtt ctgaagcgga agaacgtgcg cgcaaatatc 
tacgtaaagt
    16801 gggattacct gaaagtgttg aaagtaaata tccggcattt ttatctggtg 
gtcagcaaca
    16861 acgtgtagcg attgctcgtg ctttggctat ggaaccggaa gtgatgttgt 
ttgatgaacc
    16921 aaccagtgcg cttgacccag agttggtagg tgaagtacta aaagtaatgc 
agggcttggc
    16981 tgaagaagga cgtaccatgg ttgtagtgac acatgaaatg ggtttcgcgc 
gtcatgtatc
    17041 taatcaggtg atttttttgc atcaagggaa aattgaggaa cagggccatc 
ctgatgaagt
    17101 actcaataac ccgaaaagtg aacgtttaaa gcaatttttg acaggcagtt 
taaaataagc
    17161 tgctgacacc gagtatgata aaatttttta aaaggcttct cagcatactc 
ggttgctttt
    17221 tattatattt tatagatggg tgtttttaga aaacacatta atgatcacaa 
tgcctgcaat
    17281 cattaaaact aaaccaatgc aggcagccaa gtctaaatgc tgtttgtaaa 
atatccagcc
    17341 aattgcagaa attaaaataa tacctgcgcc tgaccaaatg gcataggcaa 
tcccgatcgg
    17401 aattgttttg agcgtaagag ataataaata aaaagcaact gcataaccca 
caaccgtaat
    17461 aatagacgga attggaacag taaaaccttg agatgctttt aatgctgaag 
ttgcaataac
    17521 ttcacaagca atcgcaattg ctaaataaag ataagacatg ggaagctgcg 
ccagaaaggg
    17581 ttttaatcaa tctacatgag atgttgatat agtttgacct gttttaacga 
ttgttcaatt
    17641 tttttggtac aaaagtacca gtaaatggaa ctaaactgat aaattgattt 
tatcactagc
    17701 aatatgctct agaccatttc ttcatttatt taatagctgg tcagcatagt 
cataaaaaga



    17761 ggatcagcga ttttaacttg atcctctaaa tggttttaag aagagaatga 
gccgattaaa
    17821 ttcaggcctt taaatttctc taataattgt tctttgtttt caatatgtgc 
agggtcttgt
    17881 ttaatgcaat cgattggaca aacctcctta catgttggtg cagcataaaa 
gcctacgcac
    17941 tccgtacaac gaagcggatc gatttcataa actttgctcc cttcaaaaat 
agctgtattg
    18001 gggcattccg gtaagcacat atcacaattg atgcagtcac tcgtaattaa 
aagtgccata
    18061 tttaactcgc tgaataagcc aatgtagatg cagtaatact ttcttttgca 
tgcggcaagt
    18121 tgcgtatgag tagggcataa ctgatatcaa cctcttgtga gagtggaatc 
tcaacaaaat
    18181 gccccgaacc tttagcatct gtaattgggt taccttttaa atcgcgcatt 
tcggttaagt
    18241 taaaggtgat attgccttga ggcgtcatca gttcaagtga gtcgcccacc 
acaaaacggt
    18301 ttttaacttc aatccgaata taattaccgt gacgttctac aacctctcca 
caaaattgtt
    18361 ggtagtcgaa atgtgatgat ccatcagcat agttttgata ttcgctatgt 
acatgccgtc
    18421 ttaaaaagcc ttcggtataa ccgcgatttg ccaacccttc gagttgggtc 
attaagcttg
    18481 ggtcaaaagg tttacctgct aatgcatcat caatggcttt tcgataaatt 
tgagcagtac
    18541 gggcacagta aaaataggat ttagtacggc cttcaatttt cagtgaggcg 
atgcccattt
    18601 ttgttaaacg gtctacatgt tgtactgcac gtaaatcttt ggagttcata 
aaataggtgc
    18661 cgtgttcatc ttcttcggca gcaaacattt cttcatcatt acgttgtacg 
agtaaagttt
    18721 gaaccgaggt tgtttctgat tgtcctgatg agcagcaaga cttttctggt 
gtatttagct
    18781 gagtgactgg aattacatcg ccgtttaaat cttcttgggc ttcatgcagt 
ttatagtccc
    18841 aacggcaagc attggtacaa gcaccttggt tggcatcacg tttgttcata 
taaccagaaa
    18901 gtaggcaacg gcctgagtag gccatgcata gtgcgccatg tacaaaaact 
tcgagttcaa
    18961 tatctgggac gtgttgctgg atttcttcga tttcttctaa tgataactca 
cgagataaaa
    19021 tgacacggct taaaccgtaa tctttccaaa atttaacagt ggcccaatta 
atagcgttgg
    19081 cttgaaccga caaatgaatt tgcatatcag gaaaatgctc acgcaccatc 
ataattaagc
    19141 ctgggtcaga cataataaga gcgtctggtt gcatagctac aatcggctca 
agatcacgaa
    19201 taaagttttt taatttgctg ttatggggct gaatattcac cacaacataa 
aactttttac
    19261 ccaaagcatg cgcttcatca attccgattt ttaaattgtc atggtcaaaa 
gcattattac
    19321 gtacacgtaa gctataacgt ggttgtcctg catatacggc atctgcacca 
taggcaaatg



    19381 catagcgcat gtttttaagt gaacctgcgg gagagagaag ttcggttttc 
ataaaataaa
    19441 aggcataaaa aatatatggt tttattttat taactctata tttttgattc 
aacctactga
    19501 attagtaggg atttgatcta tatctttttg tacaggtagc atattttttg 
ctaactctcc
    19561 taaacgcatc aaagcattta acattttagg atttaactca aaacaagctg 
caatacgtaa
    19621 acaatgacta aaacgtttat cagccgagca caaaattcct ggcatacata 
agattttttc
    19681 atccatggcc tgatgaaaca gttctagggt atcaattgat tcgggtagct 
ctaaccataa
    19741 aataaatccc gcttgtggac gactgactcg agtaccgact ggaaaataac 
gacaaatata
    19801 agatttgatg gtgtcaattt gttgttgata gcgttttttg agctgacgta 
aatgtagatc
    19861 atatccgcca ttttctaaaa aaagtcctaa cgtttctgtg agtaaagctg 
gctcggcaac
    19921 agtagttgta aatttaagct gctgggcaat attacggaag cgtccagctt 
ctagccaacc
    19981 aattcgatag tcgggtgcca cagtttttgt gtagctgcca caaaccaaaa 
cccatccatt
    20041 ttggtcaaat gccttaatgt tgggtagtag aggttcgatg agttgtaatt 
cggcatacat
    20101 cgcatcttca ataacaggaa tttggaattg attagcgagc tctgctaaac 
gacgtcggtt
    20161 gttttcgggc atgctaaaac caagaggatt atgtcctgtt ggaatagtta 
atatggcttg
    20221 tacgctttga gattttaaga gttcttcaag tgcgtctaga cacatccctg 
tatgcggcga
    20281 agtcggtact tctacaattt ttcgtcctaa attctgaaga agtggatata 
agttatgaaa
    20341 agtagggatc tcaagcgcta tgctgtcacc tgcttgggtg gttgccataa 
tcgcgagact
    20401 taaagcctcc atagtgccat gagtcagcac aatgtcatct gcggatagaa 
acatgccaag
    20461 ctgtaaactt cgcctcgcaa tttgagtacg taaacgtata gagccgggcg 
gtaaagtata
    20521 gcttttaaaa atatccggct gtgttcgtaa aacctgagca gttaaacgtt 
ttaaacgttc
    20581 aatcgggtag aagttttcac cagatgggca agctagggcc aaattgacat 
agtcggggtc
    20641 catctgcttt ttaacaattt gcgcgagaaa acagctaatt cctgaaaggg 
gcactttttc
    20701 ttcactgata taacgctcct caagatctgg caagtttgat ggtgcatggc 
aaacatagta
    20761 gccagactgg gggcgaacag aaattaaacc ttggtcttca agcttccgat 
aagcttcttt
    20821 tacggtgtta atactaactt gataatgttg ggcacagtct cgaattgatg 
gcaaccgaga
    20881 accgacaggt tgcctgccat tctgaatttg aagagtaagg tcatcactca 
cttttttata
    20941 tttgtacatg tcaatttatt aaaaagcaaa agcaatggat acactttata 
gtgatctcat



    21001 atttatctca aatattgtga ttaatttagt ttaatgcttt taatggagga 
tttagtttta
    21061 agaactgtgt ctattatttt tcatattaac tgatactgtg accattaaaa 
ataaaacagt
    21121 aagatcaaaa aatggtgagg atttaaagcc atattttaaa ttataaaatc 
agtaggagtg
    21181 gtctatgtct gttgttgcat ttaaacaagt tgatgttttt acttcacaag 
catttaaagg
    21241 taatcctgtt gcagtcatta tggacgccag tactttaacg tctgagcaga 
tgcaagccat
    21301 tgcgaactgg accaatcttt ctgaaaccac atttgtattg ccagccactg 
attcacaagc
    21361 tgactatcag gttcgaatct ttactccaca aagtgagttg ccgtttgcag 
gacatcctac
    21421 cattggtaca gcctatgctt tgcttgaggc aggcctagtt aaagcgaaag 
aaggtcagct
    21481 ggtacagcag tgcgctgctg gtttggtgac gctgaccgtg aatgactcaa 
atcatatttc
    21541 ctttgagtta cctaaaccta aaattacacc attagatgca ctgcaaactg 
agaagttggc
    21601 cgagatttta aaatgtaaaa tcaatactca atggaatgcc gcattggtgg 
atgttggagc
    21661 ccgctgggtt gtattgcaag ctgttaatgc taaggctgtt ttggcaagtc 
agcctgatct
    21721 aaatgcttta aagcaattta gtttagatat gaaagtaaca ggctctacaa 
tttatgggtt
    21781 ttatgaagaa agtaatgagc aaaagcgcat agaagttcgt tcatttgctc 
cggcatatgg
    21841 agtttacgaa gatcctgttt gtggtagcgg taatggtagc gtagcatctt 
tcattcgtta
    21901 ccatggtatt ttgcctgcgc aaaatgatgt ggtgctttct tctcaggggc 
aagctttagg
    21961 gcgtgaagga cagcttcaac ttgaattaca tcaagataaa attttagtgg 
gtggagctgc
    22021 tgttacttgt atcgacggta cgattaagtt gtaaaaacag aaataaaaaa 
ccgaggactt
    22081 tgcctcggtt ttttaattag aaaaagtctt atttttctac gaacgcacgt 
tcaatgacat
    22141 agtcgcccat ttcacccata cgaggtgatt caactaaacc gtgttggtca 
agtaacgcag
    22201 caacatcttt caagaatgca gggctaccac aaagcattgc gcggtcagtt 
tcacggttga
    22261 aacgtggtaa accaattttt tcaaataaag caccagtttc aattgcagtt 
gttacacggc
    22321 cttgagtatg gaaaggttca cgagtaacgg tagggtagta aacaagtttg 
tctttaatac
    22381 ctaattcttc aaagaactca ttgtttggta attcgttcaa gattaggtct 
tgataagcta
    22441 attcagaaat ataacgtgta ccatgaacca cgattacttt ttcaaagcgt 
tcgtaagttt
    22501 ctgggtcacg aataattgac aagaatggag caagaccagt accagaagat 
aatagataca
    22561 agtttttacc aggtaaaagg tcatcatgaa ccaatgtacc tgttggtttt 
ttagaaacta



    22621 aaatttcgtc gccaacttgt actttttgca aaatcgaagt taaaggaccg 
tcttgtactt
    22681 taatcgagaa gaattctaac tcttcttcgt agttcgcact tgcaatcgaa 
tatgcacgca
    22741 ttaacggttt gccattcact tcaagtccga tcatcacgaa ctgaccattt 
ttaaaacgta
    22801 agctagcgtc gcgtgtagtt ttaaaactga aaagggtgtc attccagtgg 
tgcacatgag
    22861 taatgcgttc aacgttaaaa gcagccatta aaggtctcga tcacgattaa 
aagaaaacag
    22921 gttgctattc taatctaatt tcattcccga taaactgaat atatttaatt 
gtgtttataa
    22981 gaaaaagtga tgatgaattc tgtcaccctc ccaatagtcg ggcacatgtg 
ctcacctttt
    23041 cgagaaaaat ttggtattcc acggcagcct aatttggtca atatcgagtc 
ttatatcgaa
    23101 atggtagaac cttataatga cttattggct tttgagggaa tcgaacaatt 
tagtcatctc
    23161 tggctcatct ggcagtttca tgacaataaa aatcaggaga ctgcaactaa 
atttcggcct
    23221 caagttcgcc caccacgtct agggggcaat gaaaaaattg gtgtgtttgc 
aacacgtagt
    23281 atgtatcgtc cagcacctat aggcttatct gtagtacgtt taaacaaggt 
tgaaaaagtc
    23341 ggtaaatcat taagagttta tgttactggc agtgatttat taaatggcac 
gccaatttta
    23401 gatattaagc cttatattca atattcagat gcaattgttg atgctcaaag 
tggttatgcg
    23461 caggccgaac cagaacgaaa atcggtctta tggtctgaaa atgcattgtc 
tacccagcag
    23521 tctcttttta aaaataaaga aattaatgca caatatcttg atgaattaga 
acaagtattg
    23581 tcattagatc ctagacctgc ctatcaagaa gaccctgaac gagtctataa 
aatgaaattt
    23641 tcgaattttg atattcattt taaagttaat ggcaatgtca ttacagttgt 
tgatatggtg
    23701 aaagacacat cgctcgttta ataaagctat ttagaaccaa tgtatgttca 
tccatagcaa
    23761 gccaataaat attgtcatat gcaaaatttg ggcaggtatg aaagcaaggg 
cataatgcag
    23821 tccaccagaa atggcagagt taatgctctt ggcaattgca tgaacagcaa 
agccacccat
    23881 gaacgcgatt aataacgacg tctgagagtt atttggttca ccttgtacaa 
tcactgctgc
    23941 aatagcggca tgtatttcga acaaagaggc aagtagtgtc cctgcgatta 
agcctgcatt
    24001 acctaaatat aggcttagac cataaacccc tgcctgaatg agcgtaagtg 
tcccagcaat
    24061 aataatcgct tcttttaagc tgaacattct ggtatcgagt tcagatgaag 
tcgtaccggg
    24121 ttctgcctta cgtaataaga tgaaagccca taccgctaaa aaagccaatg 
caatgagcgt
    24181 tggaaatata atgagtttga accacgccaa acttataccg atgacaataa 
ttaaggtttg



    24241 taccaatgtg gaaacacatg acattaacgc tgcacctgca tttgttttgg 
cattcgcgcg
    24301 accagagcgt acttctaagc ctagactcgc gatggtggcg gtacttgaaa 
caaaacccga
    24361 agctaaagaa gaaagtaata aggcattttt agaggataaa agccgctttg 
caatatgtgc
    24421 gagggcttgt acaaataaaa tcaacgtcag taactttaaa atcacatgag 
ggtttagaac
    24481 gggtccccaa aaaggtttat tgggaactaa gggtaaagca attagaagta 
gagcaagtaa
    24541 aaaaatcccg tcgcgcaatt ccgattcggt aatccattga ctggcaatgc 
cgtgcattga
    24601 ttgttttgct aataaaataa tcgtcatgat gacggcgagt cccgcagcta 
acgaaatatt
    24661 ccagatacaa agtgccccaa taaagtaagt cataataaag gcaagttctg 
tagtgacacc
    24721 ggggtcattt ggctgatttt taagagatac gatactgatc gcgcctataa 
gtagagcgcc
    24781 tacaatcccg attgcgggac caaataaaaa acaaattgct ccaagtaggg 
aactaattgc
    24841 aaaagaacga aaacctgcga aagttttata ttcgtgtttt aacttacttc 
gttcgcgctc
    24901 cagacctacc aataagccgc agcctaatgc agccgcaatg gtggtaataa 
actcttcaaa
    24961 agatacgatt tgtaatgaca ttgtcattgg aagattcata atacttcctc 
tttggtttat
    25021 tgttatatgt agatgtcagc catttaaaaa tcatgtattc catttcagtt 
tatgcttttt
    25081 cttgtattga gcctagtctc ttttttaatc aaactatcac aataagcatc 
tttataaata
    25141 tgatctatga cacaaaaaaa tactaagttg agaattggat taattatttg 
aagttcaaag
    25201 atatttaaaa gctaaacttg ggttttttag acgggctaaa tctaaaactt 
ctctgatata
    25261 ttataaaaat atattgggga aaacacatga atatacatgt agaaatagac 
acacattggt
    25321 gtctagaaca actattacaa gaaggccgta tcactgaacg agataagtta 
cttgtacaaa
    25381 ccacaaatag gcaaaaagat cagttgaaat ggcatccatt acagtggatt 
gcgcatttta
    25441 atctaaaaga ccaacaccat gtacaagcac atttaagttt aaaccgtctg 
tgccaatggt
    25501 ttgcagatcg ggcgcaatta cctttatttg tgattgatcc tttaaaggca 
gatgtgagtg
    25561 ctttaactca agtcatgtcg caagagtttg cgatccgtaa tcatatttta 
gctgtagaag
    25621 tccatgcgga ccgaattgtg ataggaacag accagccttt tcaaacagac 
tggctaaata
    25681 atttagagaa gagtttagca cccaaaaaaa ttgaacgggt atttctcaac 
cccgagcaat
    25741 tacaacgtta tttacgagaa tattatcaag tcagccgagc agtaaactca 
gctcaaaaag
    25801 atgcggctca tgaccgtgat aacaaaggtg tagaggcgct tttacaactt 
ggtgatagcc



    25861 aaaaccctga tgccaatgat cagcatattg tgaaattggt cgactggata 
ttgcaatttg
    25921 catttgaaca gagcgccagt gacattcaca tggaaccgcg taaagacaat 
ggcaaagttc
    25981 ggttccgtat cgatggtgtt ttacatacca tttataatat gccttcaaat 
actctgaccg
    26041 ccgtgatttc tcggattaaa attttagggc ggctaaatgt agcagaaaag 
cgtaaaccgc
    26101 aagatggtcg tttaaaaaca cgtacgccga aaggacaaga aaccgagcta 
cgtttatcta
    26161 ccttaccaac agcgtttggt gaaaaactgg ttatgcgtat ttttgatcca 
gatgtgttag
    26221 tacgttcctt tcagcaattg ggttttgacc agtctttatt acaacaatgg 
cagcgtatta
    26281 cacaaaatag tcacggcatt attttagtta cggggccaac aggttctggt 
aaaactacaa
    26341 cgctatattc ttctttaaaa cagcttgcaa ccgagcaggt taatgtctgt 
accattgaag
    26401 atccgattga aatgctagag cctagtttta accaaatgca ggtcaatcat 
gcaattgaac
    26461 tgggctttgc agatggtgta cgtgcgctta tgcgacaaga cccagacatt 
attatgattg
    26521 gggaaattcg tgacgaagat actgcgaata tggccattca agctgcactc 
acaggccatt
    26581 tggtattatc aactttacat accaatgatg cgccgtctag tttgacccgt 
ttacatgatt
    26641 taggtgtaca accattttta acagccgcga ctattttagg tgtattagcg 
cagcgcttag
    26701 tgcgtaagct ttgcccgcac tgcaaacaac aaactcatat taatgaagat 
gaatggcagc
    26761 acctaacatt tgactacatt atggaaatgc ctgaaaaagt ttatcgggca 
gtaggttgtg
    26821 aagagtgccg gcatacgggt tataaaggtc gaatcggcat ttatgagttt 
atgccagtta
    26881 gtcttgagct taagcatctt attagcagtc atgcgacatt aaatgaatta 
agaagccaaa
    26941 ctaaaaaaga aagtgtagag cctttaagaa ttgtaggagc tcgcaaagtt 
attgaaggtt
    27001 tgaccacctt ggaagaggtg ctgcgggttg ttccattaaa ttaaattttt 
cttaagattc
    27061 acctcatcta ccgatgatgt aattgtttta ttccaagggt aaaccaaata 
acagagggta
    27121 attttatgaa aatgcttaaa gtaattttga tgactgcggg tatggcaact 
gcgggtgtgg
    27181 ttgtagcaaa tacacctgtg aatcaggcag ctattgctcc agcgacagtt 
actacagtga
    27241 aacaagcttt agcatcaaaa gataatacac ctgtaaaatt acatggtcag 
gtcgtaaaat
    27301 ctttaggtga tgaaaaatat caattccgcg ataagagcgg taacattaca 
attgatgtag
    27361 atgatgagct ttggcaagga cgtcctgttt cagccaataa aaatgtgact 
ttaattggtg
    27421 aagtagacat agattataag cctttaaaac gtgtagaaat tgatgtggat 
caggtccagt



    27481 tctaataaat taatttctac atttattcct tttagccgca tttaaatcat 
gcggctttgc
    27541 tttttttata aagacttggc aacatctaat caggatataa taggaaaaac 
agatgagaat
    27601 tttgcttgca gaagatgatc gctctcaagc tgaaagtatt caatcatggt 
tagaattaga
    27661 cggttatcaa gtagactggg tagaacgtgg tgattatgcc cttacagcaa 
ttgagcagca
    27721 tgattatgac tgtattttgc ttgatcgggg cttgccccaa ctggctggtg 
aaaaagtttt
    27781 aacaaccatc cgccacaaac aaaaaaacgt tcccgtgatt tttattaccg 
cacgcgacag
    27841 tattcatgac cgagtagaag ggcttgattt aggtgcaaat gattatttgg 
ttaaaccatt
    27901 tagcctagaa gaattatcgg ctcgcatccg cgctcaatta cgtaaacaaa 
ctctgagtca
    27961 gcaatcgatt ttaacgtggg gtgatttgca acttgataca caagcgaaag 
ttgtattatc
    28021 tgctggtaag actatcgatt taacagcaaa agaatttcaa atattacgta 
aacttatggt
    28081 tcatcctgag catattatta cccgtgatca attagaagaa gcactttatg 
catggggcga
    28141 ggaaatcgag agtaacgcaa tcgaagtatt tatttatcaa cttcgaaaga 
aaatcggaag
    28201 cagtagtatt aaaaccatac gggggctcgg ctaccgtatg ggagacttaa 
aatgagatca
    28261 aatcgttcat ccttgcagtc acaattggtt aaaaccacca tgtggagcag 
tattgtggtg
    28321 gggctactgg cattaagttt actcaccata ttttcgattt atcataacat 
gtcagtacaa
    28381 gatgaaatca tggatgaaat ttcagatacc ttactggttt ctgacctttc 
taaacactcg
    28441 atgaagcagt ttgacgagct gagtgatgaa tttgatattc aatatgagtt 
attagataca
    28501 gggcaggtgc ttacccattc tcatacctat cagcatgaac tttttgaaaa 
aggtaactta
    28561 tcagaaggtt tttcatattt ttggtttgat ggccagttat ggcgtagtct 
ggcagcacaa
    28621 caagaagatt ctcagctaca agttgaagtt tttcagccca ttagtacacg 
tattgaagaa
    28681 gtattaaaag cacttgctgg atatagtggc cttatggtgc tgttctggtt 
actacagtgg
    28741 gttattgtaa gttggcgtac cgagcaacaa ttggctgcgc tgaatttact 
ctctaaacgt
    28801 attgctcaaa aaactgcctc aaacttagag ccaattcaag aaccagatat 
tattacagaa
    28861 attcagcctg tgattgatgc tttaaatcag ctacttgcaa ggctacaaag 
ggcactggtt
    28921 gctgaacagc gttttactgc agatgcttca catgaactac gttcaccttt 
atcagccata
    28981 caaatgcgtc ttcaggtgtt gcaacggaaa tatcagcata ttccagagct 
tgatcatgat
    29041 tttgagcgta ttcaagaaga cgtttcaaga agtacaaaaa tactggaaaa 
tttattgtta



    29101 ctcgctcgct tggaacctaa tgaaacagag caattagaac tctctaagag 
tgtcgttgat
    29161 ttaaatcatg tattagctag agtgatagat acagtaaata ttgatgcaca 
agccaaacac
    29221 atggtaattg agacaaacat tctgtcaaat gaaaccaaaa catttgcaaa 
tgaagagctc
    29281 atgtttattg cttttagaaa tctatttgat aacgctattc gttatagtcc 
ggctttgggt
    29341 gctattcatg ttgagctaag ccagtaccag caaaagctga agatttctat 
agaagatact
    29401 gggaatggtg tggatgatga agtcttaagg cgtttaggac agcgtttttt 
tcgtgtatta
    29461 gggacaaagc aacaaggctc agggttaggg ttatcaatta ctaaaaaaat 
tattcaactc
    29521 catggtgggg aattacattt tatgcatgca agccaaggtg gcttaaaagt 
tgaagtaata
    29581 ctgcctttta accgtgaaat acaaaaatag catggttgcc catgctatcc 
attttttgtt
    29641 ttcccacgaa tattattgaa acgcgaggat cgttcttatt tagttaaaat 
gagacggtta
    29701 ttgcgagtaa ggcgtaaacg atattcctcg ccagcatgca taattcgaat 
ttcacgacct
    29761 aaggcaaata ggttgttaga atgcagcatt ggtaaggcat gagctgaatc 
tgtattgcgt
    29821 gtaaataagc taaaaggtgc gttcatttgt tgtgctccgt ggtatattct 
tgaacgattt
    29881 aaatgataat cattatcgaa tagatctgtc aatgagattt taaagatttt 
ataaattgat
    29941 aaaatttgct tacacttgtg aaaaatttta gtgagtagaa aaatgcccaa 
accgattgtc
    30001 gatgtcgcaa tagctatctt aattcatcgt ggaaaaatat tagtgggatg 
gcgtggtgaa
    30061 cagcagcatc aaggtggaaa gcatgagttt cctggtggaa aggtagagca 
gggtgaaacg
    30121 cctgaagaag cctgtcgtcg tgaaatttat gaagaagtcg gtattggttt 
aaaagattgg
    30181 catcaatttg attatattca ccatgaatat gatgacatta ttgtcaacct 
tcatttgttc
    30241 catagttatg tacctgatga gttattaaat cttatccatc agccttggac 
atggtacaca
    30301 cgtgaacagc tacttcacct aaacttcccg aaagctaata aagacattat 
taaaagatta
    30361 tattggcctc attttattaa aattagccat acacttacat ctgtagagaa 
tagtgatgct
    30421 ttattatatt ggcgtataga agatgaattt ggcccgcgag aagtagaaca 
attaacggcc
    30481 ttagatgaag ggcaacgatc aaatttaatt ataaatgtag atatttggca 
gcaattgagc
    30541 tccgaattaa aaaaacagat caagactgtt catttaaaac aatctcagct 
catgagttta
    30601 cataaaggtg acttagaggt aggaatacgt tttattgctg cttgtcacga 
tgcagtttct
    30661 ttacaacatg ctcagcaaat tggctgtgat gccgtttttg ttagtcctgt 
aaaagtgacg



    30721 gctactcatc cggacgttag tgcattagga tgggatcgtt ttgctgattt 
aatcgagaag
    30781 tgccaaattc ccgtatttgc tttgggaggc atgagtcctg atgatttagc 
cacagcacaa
    30841 caacatggtg catatggctt ggcgggtatt cgtaattttt aataagaaat 
aaagcattaa
    30901 aagctagaaa gctttcaatg cttgttgtgc ttcttgaaca gtttttgggt 
tattgcgctg
    30961 ttgtccagct tttaaaatga ccaaccaaag ttgttttttc atggcttgac 
tctgcgcaaa
    31021 gcttaaacca cgtcttgcaa gagactcagc gttagaatat tgctgtttat 
gatttgcagt
    31081 taatgccaga aataaatagg tctcggctgc ctgtggcgct aaacgctgtg 
cttgaagagc
    31141 gtagcgctca gcctcggacc attgttggtt tttgtaagcc tgctcggttt 
tttgcattaa
    31201 agttttaaaa gcgggtaact ggcttccgtc atcatcaaag cgttgcggct 
ttttctgctg
    31261 aggaacaatc acttgtaaac ttttacgttg aatttccgga tgatcataag 
gtgtaatttt
    31321 tacaccagat gaggactcgg acttcttctt ttcagaaaca ggaggtgttt 
tctcttttgg
    31381 agctgaatga tctggtaaag ttgtacagcc gaccataagt acagcaccaa 
tataaaaaac
    31441 acctttcttt aacatatcct gtttcctgtt aacgcttagt tgttataact 
accacttgaa
    31501 atgattcgtg tgttattcga cagatcttgt tccatctggt tttcactttc 
acgaatataa
    31561 ctgtcggtat tatcatcctg aggctcagga attgtgttat cactttgtgg 
cgtatatgtt
    31621 ggatcaactt gataatacgg tgctccacat ggcgtagcac gatgtgggac 
tgtatgcgct
    31681 agcattggaa tatacacggc accatcacaa gcttgtgccg ataagtcacc 
cgatgcacgg
    31741 tcaatccatt gccactgtac agagtctggt tgacgtaagt ttactggtgt 
ctggcgtaat
    31801 tgtttcatca cattaatcca tactggtaat gcaccagatg aacctgttaa 
accagttact
    31861 ttattgtcat ctaaacctaa ccatactact gcaacatgat tacctgaata 
gccggcaaac
    31921 catgagtcac gtgtatcgtt agtcgtacct gatttacccg ctaattttaa 
agctggagat
    31981 aagctgttat aggctgcacg tcctgtacct gatgacatga cctgttgtaa 
accatagttc
    32041 atgatataac cgacagatgg atcaatggtt tgttgtacgt ttagaccata 
acgatcaagt
    32101 aaacgtccat ttgcatctac aacagaacga atcgcacgag tcggatattt 
gaaaccgcct
    32161 gtagcaaagt tttcataaat acccagtact tccattggtg acatattaac 
tgcacccagg
    32221 aaaatagaag ggtaggccgg gattgtcgat tcaacaccaa attttcttaa 
gttgttggta
    32281 aatgtagata acccaaactc ttgacctaag cgcacagcag aaaggttata 
agaatttgct



    32341 aaggcttcac ttaaactcac aattccatga ccaccgccgc tatagttctt 
cggtgtccaa
    32401 cttttaccgc catctactgg aacactgatt ggagcgtctt caatctggct 
tgcccagtta
    32461 taacgtccag attcaattgc gctcaaataa atgacaggtt tcaataaaga 
accgacttgg
    32521 cgttttgcat ctaaggctcg gttaaagccg gtaaagtctt gtgttgaccc 
gacagctgca
    32581 attaattcgc cattttcagg atgggcaatc agtacagccc cttgcaggtt 
tttcaagcga
    32641 gcagggttgc tattagctaa gcgctctaca gaagctttaa aagcattttg 
aacttgtgtt
    32701 tgagcaattg ggtccaaggt cgtaaaaata cgtaatcctt gattggttaa 
atcactttcc
    32761 tgatattcgg tacgtaattg acgacgcaca atatctaaaa agtcagggaa 
ttttgctgga
    32821 cctaggcttg gcttgcttag aacatttaaa gggcgcgcaa tttcagtttc 
atactctgct
    32881 tgagttaaat accccatgac acgcatgtta tttaatactg tatcgcgacg 
attttttgcc
    32941 ccttcggggt ttttccaagg gttatataaa gatggacctt gaaccaaacc 
aactaaataa
    33001 gcttgttgtg caacattaag ctcacgtagt ggtaaaccaa aataaaactg 
agaggccaat
    33061 ccataaccat tgattgaata gttaccgttt tggcctaaat tcacttcatt 
taaatatgct
    33121 tctaaaattt catctttgct gtaatgcaac tcaataagta aagccattaa 
tgcttcatta
    33181 actttacgtt taagtgtgcg ttcaggggtt agatagaagt ttttgactaa 
ctgttgggtg
    33241 agggtcgaac caccttggcg acgtcctcca gttacattac ttaccaaagc 
acgtgctgta
    33301 ccacgaatcg aaataccgtg gtgatgataa aagttacggt cttctgtaga 
aattaaagct
    33361 tcaataagtg gtttaggaac actattaagc ttaatcaaaa cgcggtcttc 
attatgttga
    33421 ggataaatgc ccccaattaa taaaggttct aaacgggcaa ctccagttga 
tgaaggtttt
    33481 gtactgcgaa cttctacaac ttggtcattt gcaaaactca gttctaaaac 
ctgttcaggc
    33541 tctatgctgt cgccatagtc gaaaccacgt gtatggacat acatgttgct 
gccttgagca
    33601 acataggttc cagacttgtc ataattactt gaagttttgt aacctagtaa 
ttttaattct
    33661 tgggtgaaat ttgcttgagt aattggcgca ttattataaa tttccaaagg 
tcgagcaaac
    33721 accttggccg gaatgtccca gcgttgtcct tcaaattttt cacgtataat 
attatctaaa
    33781 cgaatcagat agatactaag agcaataaaa gcaccaatca ccaaaatgga 
aaaaattagc
    33841 gcgaagaaac cgataccacg ttcaaacttc atataaatga gataaaaccc 
taaacaatgc
    33901 gttaatgatg cgatagcttg tcatcaattt gcaatgataa aactgtgaat 
aaatggaaaa



    33961 cttagattga attttacagt atcttgttgt tatgtttttt taaattaatc 
tggttaatgt
    34021 tatgatagcg tagaatcgca gcggagctta ctcattcgtg caaatttcac 
ataagtcctt
    34081 cagaaacgtc gggttaattg gtcgaccaga taaatcatca gttgtagaaa 
cactatgttt
    34141 aattcatgac catttgctaa gtttaggcct aaaccccatt tttgatcagg 
aaactgccga
    34201 attagtgccc tatgatcatg cgcaagtcgt tagtcgtcac ttattaggtg 
aagtcgctga
    34261 tctggtgatt gttgtaggcg gtgacggttc attgcttcat gcagccagag 
ctttagtgcg
    34321 ctacaatacg cctgtaatcg ggattaaccg tggacgttta ggttttttaa 
ccgatattaa
    34381 gccttcggaa gctattttta agcttgatca ggttttacaa ggtcatttcc 
agcttgatcg
    34441 ccgtttcttg cttgaaatgg aagtacgtac taatggtgaa gtcatttatg 
atgcaattgc
    34501 tttaaatgac gtcgtactac actctggtaa gtcggtacat atgatcgatt 
ttgaactcaa
    34561 tatcgatggg caatatgttt atcgccagca tagtgatggt ttaattgttt 
cgacaccaac
    34621 cggttcaact gcttatgctt tatcaggtgg tggtccaatt ttacatccaa 
gtatggatgc
    34681 tattgcatta gttcctatgc atccccatac attatcttca cgcccgatcg 
tagttggtgg
    34741 gcaaagtgaa attaaaatcg tcattcgcga aaatcgggta ttaccgatgg 
taagtgcaga
    34801 tggacaacat agtgtctctc tcaatgtcgg tgatagtttg cacatccgca 
aacacccatt
    34861 taaattaagt ttattacacc cacctggtta tgatttctat atggcttgtc 
gtaccaaatt
    34921 gggttggaac caagattttg aatcttttca aagagatgaa tcatgaatat 
tgaacaaatg
    34981 ctatctgttt taaaccctga gattgtagag cgtttaaaaa cagcagtaga 
aattggtaaa
    35041 tggccaaatg gtgttgcttt aacgaaagaa cagcgtgaaa catgtatgca 
agctgttatt
    35101 gcttgggagt taaagaactt accagaagaa caacgtagtg gttatattga 
ccgtggtact
    35161 aaagaagagg gtgaggtttg tgaagatgat catcacaagc atgagcctga 
atttaaaccg
    35221 attcgttttg tttaaaatca cttttagaat aaatcttagt tagtatttgc 
tatcgtgtag
    35281 gcgacatgga tgtcgcccgt atcactgcga tacaaggaag tatcgtcagt 
gatacagagg
    35341 atttttggtt acttttgatc cttcaaaagt aataaaagcc tatatgcagt 
gatataggaa
    35401 aaacatgcta tataaggctg tatggactat atttagcctt ctgagtttgt 
atttcgtgtt
    35461 tcccataata cttttgcttt gtgcatcgct tcctcgaaat tagaaaccac 
gcccatggta
    35521 tataacgcaa tacccatggt ttctgttacg gccatttccc catattcatg 
atgctgttga



    35581 ccaagccaga cagctttaaa ggttgctaag tctaactctt cttcaattgg 
gctacgttca
    35641 ggcgtaagct ttggcaactc atgctcatag agttcaccat ttttaatacc 
acaaatcagc
    35701 gttttcgcgt ctgggtttcg ctcgaattcg ccgccttcgc ccttaataac 
tgcgctattt
    35761 tgatagccta agcgaagtgc actatgctga tgtgaagttc tgtaagcggg 
atggaatata
    35821 gcttgtaagg tggccttagc gttaaaagga ttaattaaac gggctaaagt 
atgaataggc
    35881 gaacgcaatc ccatgacatt tcttagagaa atcagttcgc ttaaaactgg 
tgaaattact
    35941 tctaagggta ggtaagcgaa attttgttct gccaattggg tgcgaacttc 
ttgttcagaa
    36001 tggcaaattt tataatctaa atatcccaaa acttgttcgg tataaattcg 
gttaatggta
    36061 tgtccggaag cgccatgcat tacgatttta taaccgtgat gagcaagggt 
aagagccgct
    36121 aataaaaacc aaggataatg tttacgttta ccagcataag atgaccaatc 
taagtcaact
    36181 tctaaaggtg caaaatgaag ctggtctttg gtggcttgta caaaacctgc 
aagttcatca
    36241 atcgattctt ctttaacacg tagcaacatt aaaaaagcac ccaactgaac 
gtcaagaact
    36301 tcgcctttta aaatcatagt aaaagcctga taggcttctt cataactcag 
tgagcgagat
    36361 ccagttttcc ccttacctaa aatacggaca tattgagcaa agggatgttc 
agcatcttta
    36421 tagatattac gtttagtatt catggcaatt caaaacagta aaaataaggg 
gagtaggcag
    36481 ctcaaaatga aatgtctaca aggacttatc aatatgacat aaaaaactga 
tgaaaaaata
    36541 tcaaaagtgt ttctcatact aaagtcttaa ggttgcatga gtattttttg 
tgcgtattag
    36601 ccaaaatttt aatcgaatcg ttatttaatt cgagtaaact tcatgtgctt 
ttttgagcac
    36661 tcatatcata attttctgtg attctcctat atcttcagct ttttattgaa 
aaagtaagag
    36721 gttatttcta gctactcaaa gtagttagaa acttcaggta ttctcctgtt 
ttagaaaaca
    36781 gttttttgtt ttcattgagg tagtaggaag gttttttgtt tctaaaaaac 
cgtttccctt
    36841 ttgcggtgtt catgtgaaag gttagggctg tgtattcgta aagaatagac 
gtttcatttt
    36901 gatatttcca acggacttgg aaatatagat tgaagtaaag ttatggctaa 
aaaaccgatt
    36961 tataaatcac tttattttca agtgattatt gcgattattg cgggtgtttt 
ggtagggcat
    37021 ttctcaccaa gtacaacgca aattgttaat ggtgttgaac aacatattcc 
aggtttaggt
    37081 gagcaactca agccattagg tgatgctttt attcgtttga ttaaaatgat 
catcgcacct
    37141 gttattttct gtacagtagt aagtggtatt gctggtatgg aaagcatgaa 
gtcagttggt



    37201 aaaactggcg gtgttgcgtt gttatacttc gagatcgttt caacaatcgc 
gcttctgatt
    37261 ggccttgtgg tgattaacat tgcaaagcca ggcgtaggaa tgaatgttga 
tcctgcaact
    37321 ctggacactt caggtatcca aaaatacgtc acttctggtg agtcacaatc 
taccattgat
    37381 ttcttgatgc acatcatccc ggatacggtg gttggtgcat ttgcaaatgg 
tgaaatctta
    37441 caggtccttc tttttgcaat cctatttggt ttcgcgcttc ataagttagg 
tgatgcagga
    37501 cgcccagttt taaagttaat tgatcaaatt gcacacgtgt tctttaacat 
tgtgaatatg
    37561 attatgaagc ttgcgccaat tggtgcattt ggggcaatgg cgtttactat 
cggtaaatat
    37621 ggtgtaggtt cactggtaca gttaggccag ctcattatct gcttctatat 
tacgtgttta
    37681 ctctttattt tctttatttt gggtacaatc agccgcatta gtggattcag 
tattctgaaa
    37741 atgattcgcc tgattcgtga agaactatta attgtacttg gtacatcttc 
ttctgaatct
    37801 gttttgcctc gcatgttacg taaactcgaa attgcaggtt gtgaaaagtc 
ggttgttggt
    37861 ttagttattc caacaggtta ttcatttaac cttgatggta catcaatcta 
tttgactatg
    37921 gctgcaatct ttattgctca ggcaacgaat acacagcttg atattcaaca 
tcaaattact
    37981 ttgttgttgg tactcctaat ctcatctaaa ggtgcagcgg gtgtaacagg 
ctctggcttt
    38041 attgttatgg cagcaacttt atctgcagta ggacatattc cggtagctgg 
tttggcattg
    38101 attttaggta ttgaccgctt catgtcagaa gcacgtgctt taaccaatct 
tgttggtaac
    38161 tctttggcaa cgattgtagt tgcaaaatgg gtgggtgctt tagataaaga 
taagctcaat
    38221 gatgctttaa acaacccaga tgaagttgac agaaaaatgt tggctccaaa 
aaatcctcag
    38281 gttgcagaag gtttagatta attcagatct acctatataa aaaaggaagc 
tttggcttcc
    38341 ttttttattg gctgactgaa aagtacagtt taaatgagca gctaagccat 
gacagttgtg
    38401 taaaaaatga ttagcatgca cagcaatgag attcgataaa acaataaagc 
cgaaggaaaa
    38461 tattatgttg gcatatgatg cagatttaga attattccgt gataatttta 
aacgttttat
    38521 gaatgagcat attgctccac attatgacca atgggaacgt gaaggaatta 
tgccacgttc
    38581 agtttggtct caactgggcg aaaatggttt tttatgtgtg gatgtcccag 
aagaatatgg
    38641 tggttatggc gtcccaacgt attattcatt aatgttagtt gaagaatcgg 
ctcgtgctgg
    38701 attttgtgca ttatcaactg ctatttcttg tcactctgag attgcggcgc 
cttatatttt
    38761 acatattggg accgaagaac aaaaacaata ctggttaccg aaaatggtaa 
caggtgaagt



    38821 agtcggagca attggtatga cagaaccggg tgccggttca gacttacagt 
caatgcgtac
    38881 cagtgccatt ttgcaagatg accattattt gctaaatggt tctaaaacgt 
ttatttcaaa
    38941 tggacaacat gctgaccttg tagtgcttgc agtaaaaacc gatccgcaag 
cgcgtgcgaa
    39001 aggtgtatcg ttattattgg tggatactca cctagaaggt ttcaaaaaag 
gaactaacct
    39061 cgacaaaatc ggattgcatt ctcaagacac atctgagcta ttttttgaca 
atgttaaggt
    39121 tcctaaaaat cagttactcg gacaagctgg acaaggtttt gcttatttaa 
tgcaagaatt
    39181 accgcgcgaa cgtacggcta tcgcatcgac agcggttggc gctattcgtg 
gtgcaattga
    39241 tttggcaacc gcttatgtaa aagaacgtca tgcatttggt caacctattt 
cacagttcca
    39301 aaatactcgt tttgttttag cacaagcaaa aattgatgag cttgcgacaa 
cagctttcta
    39361 tgagcgaaat gttgctttat atcaagaagg taaacttgat gttgagacgg 
ctgcagcact
    39421 gaaaagtttt agtacagata tgcaaatgaa ggtggcggat aacctattac 
aactgtttgg
    39481 tggttatggt tatatgactg aatatccaat ttcacgcttc tttgtagatg 
cccgtattca
    39541 acgtatttac ggcggtacaa atgaaattat gaaagaaatc gtagcacgtg 
gattaatcgg
    39601 taaagcttaa taatagtttc aaaaaaagcc tacctttgag taggcttttt 
tttattattt
    39661 agctgttttc tgcgttggtt catcgaataa agatttacag ctttctagat 
tttggcatga
    39721 agcaaacata agcgctttag gtaagctcgc atacaaattg gtgatatgct 
gttcagcagg
    39781 attattgaaa tgccaataag taaattggtc tgaacgctta ttttctaaga 
ctttaaagaa
    39841 atcgtcttta ttaattcttt gattaaactg ggtatgtggc ccaccttgtt 
catgtgtacc
    39901 gactgtcgtc atcagcattg ggaacacggt ttgcttttga ctttgccatt 
gttctaattc
    39961 tcgaaataac atgccttgat caaaccagag agaaggactt gcagcaaagt 
aacgctggaa
    40021 tgcagtaggt ttttgaaaaa aatgataaag cacaaacaac cctccaaaag 
aatgcccata
    40081 gagactttgc tgttggctat taattggaaa ctgtttagcg atttcaggct 
taagctcatt
    40141 atttaaaaaa gcaataaact ggtcagcacc accatattta tatttacctt 
gtgcttgaaa
    40201 ctcggcagaa ggttttgggg tgtaatcata agcgcgtttt tgcacatcaa 
aggttttttg
    40261 ctgaggatag cccacagcta caataatgag cggatctaaa cctaattttg 
cagagcctgc
    40321 tccaatcgac tgggcaatat tcattgcgct tggaaatgtt gcattaccat 
ctaatatgta
    40381 aagtaccgga taaccatgtt ggggtggggc aacaggtggt ttataaattt 
gaataagata



    40441 ttcatgtcca gtatttttag atttgatttg gaactgggcc tgattgttgt 
gaaaatcgat
    40501 ttttgattga ttttttacag gggcttgagc caaaacggaa ctacttatta 
aagagcctag
    40561 aaggaaatta gaagataaaa agaaaaaaga tttaagcata ataaagttaa 
gaaaatgtta
    40621 taagtcaaat aataaatgaa aatcattatc aaataaagtg atcttataca 
aaggttcgag
    40681 ccggattaat gaaaaaagcc catacaccca tattgcctaa caaatcaaag 
ccgactattg
    40741 ttatactctc gtttaaaaga tgattttgct gaggctgcct tccaatgatc 
aacgatgatc
    40801 aaaacaaaac gacttctctt agtttagaac aaattcgcga agatattgat 
agcgtagatc
    40861 aacagattca agagttatta aatcgccgcg caagccttgc tgaagctgtt 
gcgaaagcta
    40921 aatttgcttc tgaagagaat cctttgtttt atcgtcctga acgtgaagca 
caagttttac
    40981 gtaaagttat ggagcgcaat caagggcctt tatctgatgt aactatggcc 
cgtttgttcc
    41041 gtgaaattat gtctgcttgc cttgctttag aagctccgca aagtattgca 
tttttaggcc
    41101 cagaaggtac ttttactcaa tctgccgtac ttaaacattt tggtaaagat 
gcggttgttc
    41161 gtccgctacc cactattgat gaagtgttcc gtgaagtaga agcgggtagt 
gcgcattacg
    41221 gtgtagttcc ggttgaaaac tcatctgaag gtatcgtaaa ccatacttta 
gattgtttta
    41281 aaacttcgaa tttaaatgtg attggtgaag ttgaattacg tattcatcat 
caattccttg
    41341 tttctgaaaa tacacgtaaa gacagtatta agcagattta tgcgcatcag 
caaactttgg
    41401 ctcaatgtcg tcagtggtta gatgcgcatt atccgggtgt tgagcgtgtt 
gccttaaact
    41461 caaatgcaga agctgcacgc cgtattcgca atgaatggca ttcagcagcg 
attgcgtctg
    41521 atatcgcagc aggtatgtat aaccttgaaa tcttgcatag caatattgaa 
gataatccgg
    41581 aaaataccac tcgcttctta gtgattggcc gtgaaaaaat tccacaaagt 
ggcaatgaca
    41641 aaacatcgtt attaatttca gcgcatgacc gtgcaggtgc tttattagaa 
attttagcgc
    41701 cgtttgcaaa acataatatc agcttaacga gtattgaaac tcgcccagca 
ctacctgaaa
    41761 aatgggcata tgtattcttt attgacttag aaggtcatat tgatcaggaa 
aatgtggctg
    41821 cggcaatcaa tgagattcgt ccaatggtaa aagaacttcg tattttaggt 
tcttatcctg
    41881 ctgccgttct ttaatcactc atgttggaat aatgacatgt atcaagatgg 
gcatgtcatt
    41941 atgcttaaaa acaaattgct caaaggttta aatcactttg agcaaaagta 
aagttgaagt
    42001 tatgtcacaa cccctattta aaaaagttgc atttattggt ttaggactca 
ttgggtcgag



    42061 tttggctcgc gttattgttg cagaaaagtt ggcgacaact attgtggcat 
ctacacgttc
    42121 acagaaaact ttagaagatg caaaatcact tggcttaata caagaagggt 
tttccgatcc
    42181 tgtagaagct gtgaaagggg cggatttagt tgttttagcc ttgccagtgc 
gcgccactca
    42241 aaaagtgctt gagcaaatta aaccttattt gtcagaaacc acaattgtaa 
ctgacgtggg
    42301 aagtacaaaa ggtaatgtcg tagatgcagc aaaagctgta tttggtgaag 
atttaccagc
    42361 agggtttgtt cctgggcatc cgattgcggg aagtgaacac acgggtgtcc 
acgcaggtaa
    42421 ggtcgatctc tttgcaaatc acaaagtgat tttgacgcca ttaccaacca 
gtgcagaatg
    42481 ggcagttgag aaattgattc aactttggtc agctgctaaa gctgaagtga 
tatgtatgga
    42541 tgttgccaaa catgatgagg ttttggcgca taccagtcat ttaccgcact 
taatggcatt
    42601 taatctggtc gagcaacttg caaaccgtga agataatctt gatattttcc 
gttatgcagc
    42661 aggtggcttt cgtgatttct cacggattgc ggctagtgat ccccaaatgt 
ggcatgacat
    42721 tttctttgcc aataaaacag ccatattaaa tgctgtagat ggcttcgaga 
aacaacttac
    42781 tgtacttaga aaattgattg aaaacgaaga ttctcatgca ttaatgggtt 
tactcggcca
    42841 tgctcaggca gcacgtcagc atttcaatca tatgttagcc aaaaaacctt 
taatggagaa
    42901 aaataaggtg acacagcaat tcagtatctt accgggaaat aaggctttta 
aaggtaaatt
    42961 taccgtaccg ggtgacaaat ctgtgtcaca tcgctccatt atgtttggtg 
ctattgcaga
    43021 aggcacgact catgtaactg gcttccttga aggtgaagat gctttagcaa 
ctttacaagc
    43081 tttccgtgat atgggtgtaa gcattgaagg ccctaagaat ggcgaagtaa 
ccatccatgg
    43141 tgtaggcatg catggcttaa aagcaccagc aagtgcattg tatatgggta 
actctggaac
    43201 aagcatgcgt ttgctttcag gtatgctttc tgcacaaaag tttgattctg 
ttatgacagg
    43261 tgatgcttcg ctctctaaac gtccaatgga gcgtattgct aagccattac 
gtttaatggg
    43321 tgcgcaaatc caaacgacag gtgagaaagg tacaccacct gtaagcatta 
ctggtggtca
    43381 gcaattaaaa ggtattcaat acgatttacc tatggcatct gctcaggtga 
agtcgggtat
    43441 tttacttgcc ggtttgtggg ctgaaggtga aacttcggta actgaaccgg 
aaccaacacg
    43501 tgatcataca gagcgtatgc ttcgtgcatt tggctatgat gttaaaactg 
aaggcaataa
    43561 aatttccctt gtcggcggcg gtaagttagt gggtactaat attcaagtac 
catctgatat
    43621 ttcatctgct gctttcttca tggtaggtgc tgcaattact gaaggtgcag 
acgttgtact



    43681 tgaagctgta ggtattaatc caacacgtac tggcgtaatt gaaattttaa 
aacagatggg
    43741 tgctgacctg actgttgaaa atgagcggat cgctggtgga gagcctattg 
ctgatattca
    43801 tattaaaggt tcacgtaccc ttaaaggtat tcatatgcct gaagaccaag 
tacctttagc
    43861 aattgatgaa ttcccagcct tatttattgc agcggcttgt gccgaaggcc 
aaacagtatt
    43921 aacaggtgca gcagagcttc gcgtgaaaga atctgaccgt attcaagtta 
tggcagatgg
    43981 tttaaaaatc atgggcattg attgcacacc tactgaagat ggcatcatta 
tcgaaggtaa
    44041 aggcaaatct ggtgattggt caccaatctt tgctggtggt gaaattgaat 
cacaccatga
    44101 ccaccgtatt gcgatgagtt ttagtatggc aggtcttcgt acttctggtc 
cgattacaat
    44161 tcacggtact gaaactgttg ctacaagttt cccaactttt actgagttgg 
cgaatcgtgc
    44221 aggcttaacg atagaagtta gccaataact ttttacctaa cacattttat 
aattgctaac
    44281 acaatagcaa cggcagcagc gagctaaagg cttggctgct gtttgtttat 
tgcttatgct
    44341 aagtgcagat aatgataaaa gtgttaggac aaaggatgaa aaaattacaa 
tttattgcca
    44401 gttgcccaca acatggggtg cttgatcatc caccaaatga atgccatatc 
actcaagaat
    44461 atgtagcggc tttactgttt aaacaattgg ggaattatgg ttttgatgca 
cagcatattg
    44521 tgcatgaaca tgaaaaggtg gaagtaagta ttgataatca ccttttacca 
ttgtctatta
    44581 cttgccagca aacagaccat gatgggcatt taatgtgtga aatctctgcc 
aatcctgatg
    44641 aagaacaaga ctggtttgag aaaatcgaaa cacaaagtat tattcgtcag 
cttgcacagg
    44701 ctgttgaaaa tagcttgaaa gccgatcata gcttttcagc atttgagtgg 
aaaagctaaa
    44761 catattattg ttaagactta tttgtgaagt acggcttttt agaaaagtcg 
tacaatttct
    44821 ttaaattaaa tataaaaata caaaatcttt cccgaaatcg ctacctatct 
ttaatgcttt
    44881 gtgtatattg aaattattaa gatatttaca taattagagt gtagttttca 
tgacacaagt
    44941 tgatattgcc gcattatctc ctcaagtcgt ttggcagcat tttcaaacac 
tttgtactat
    45001 tcctcgtccg tcaaagcatg aacagcaact tcgtgagttt ttacaaaact 
gggccgaaag
    45061 tcggaattta gaaacttatg tagatgaagt tggtaatttg attatccgca 
aaaatgcgac
    45121 tctgggtaaa gaacatgtgt ctggagttat tcttcagggc catttagata 
tggttacaca
    45181 agccaatgct ggtacggtac atgacttctt taaagacccg attcgtccag 
ttcttgagga
    45241 tggctggtta attgccaaag acactacttt aggtgctgat aatggtattg 
gggtggcttt



    45301 ggcattagct gttttagatt caaatgatat tgctcatggc ccaatagaag 
ttcttttaac
    45361 agtcgatgaa gaagcaggga tgagtggtgc gcggctttta gagacaggtg 
tgctaaaagg
    45421 aaaatggcta tttaatattg atacggaaga gtggggtgag ttgtatttgg 
ggtgtgctgg
    45481 tagtattgat gttgaggtag agcagccgct taattatgag ccaatccctg 
aaaatttgaa
    45541 tattgttaat attcaggtgg ctggtcttaa aggtggccac tctggcgtag 
atatccattt
    45601 aggacgtggc aatgccaacg ttattttggc tcgcttttta aatcaacatt 
tagcctcact
    45661 gggtgggcat cttgttgagt ttacaggtgg tacggcccgt aatgctttac 
cgcgagaagc
    45721 agtggcaact attgcaattt cgcctaatca gttatcaaac ctagaaaagt 
tacttgctga
    45781 atatcaaacg acatggaaaa aacagctaaa gggtattgat gacaacttgc 
aattaagtat
    45841 tcaatccact ggtgctaaag tgaccgaagt gattaatcaa caacagcaaa 
atgaatggtt
    45901 gcaagctttg gcaacaagtc cttatggcgt tacaagtatg agtcaggttc 
taccagatgt
    45961 agttgaaacc tcaaataaca ttggggtggt gagactaaat cgagaaggtg 
gaaaagctgt
    46021 cttaatggtt cgttcaatcg tgaaccaaga agctcaagat tttgcagaaa 
aaattcaggc
    46081 acattttagc cagtttaata tcggctctac acttacgccg ttagtgtcgg 
gttggacacc
    46141 aaatccagat tcggctgctc taaagtgctt acaacaagcc tatcaaaatg 
catttaatat
    46201 tgagccaaat ctaaaagtaa ttcatgcagg cttagaatgt gggattattg 
ctgaacatta
    46261 ccctcattta cagatggttt cgtttggacc ggatattcaa ggtgcacatg 
caccgggcga
    46321 acgagttaaa gttgatactg tagagaaatg ctggaagcta ctggtaaccg 
ctttggcatc
    46381 tgtagagtag ttttttaaga gatgagaagc tcagttatga gcttcttaaa 
cttttatatg
    46441 gaaatgatat gtagttaatt cgatttcaca acaaatatga tttttactcg 
atttttaaaa
    46501 gttgtcctgt ttcacttaaa gtaaactcat caaaatcatt cgctaaataa 
aaatgacctt
    46561 tataaaactg gcgaacttct tcggtaatag cttgctgccc agttttatcc 
tgatgtctag
    46621 ggctaaagtg tgtcagaatt aaattgtcta gagattgctg ctcagcaaat 
tcagccacca
    46681 tttttgctga gctgtgcatt ggtcctttac ctactttatc taagactgtt 
tgcaaataag
    46741 ttgcttcatg aataagtaat tgagcatcct tacaagcatc ggctaataat 
tctggccgat
    46801 cattatcacc acctataatt gcatgaatct gctgattttg aattttgata 
aagtcttgag
    46861 attttaaaac tcgcccctca aactcaacat cgtagcctcg ttttaaatgc 
ccccaaatat



    46921 cgcctttagg tacgccaagc tgagttaaag cttgaatatc tatcttcttc 
tgggtggatt
    46981 ttatataaat actaaatgca aaactcggaa cacgatgact tagtggatgt 
gcttgaataa
    47041 agagctcatc ggtgagctgc tgtggctgtg ttgcttcatt cacatcaata 
aattgcagtg
    47101 aatagggcaa gtgtaaatct gtaagttggg cggtgatttc aaaccattgt 
tgaatttctt
    47161 tgggtgcaat cacgattagg gggttgttac gagcattcat acctgcactt 
gccagtaaac
    47221 caactaggcc ataacaatga tcaccgtgaa cgtgtgtaat acaaatggca 
attaagtttt
    47281 gtagtgagag tctagcttgc tgaatacgat gctgtgtgcc ttcaccagca 
tcaactaaaa
    47341 tccagtcctt atttttactg ttacgaacag ctaatcctga aacattgcgt 
gaaagcgtgg
    47401 gtacacctga tgatgtgcct aaaaaggtaa aatgaagcat attcttggaa 
ttttttagtc
    47461 aaatgcgtaa tttttatatt atagacactt attaaaattt tataaaaatt 
atggtgcatg
    47521 gtagcgaccg agtaaaaaaa tatttagcgc gttttggatt gagttggaat 
aattttcaat
    47581 aatgacatgg cttaaaaatg atgggcatag actcaatcta tgcccatcag 
gttacctttt
    47641 atttcataat aataaaacgt gtaatgattt ggcgaagctg ttttaaataa 
cctgtaaaga
    47701 agtggttggc gcccggcaaa atcgtaattg gatgcttttg tggttttgcc 
cactcaattg
    47761 catctgaaag taaggtaatg tcatcttgct caccatgaat gagtagaata 
tcaccttgaa
    47821 tttcaggtgt tttatagtga cgtaagccca caacagtagc tgttggtaaa 
ccacataaaa
    47881 ttaactgtac tggctgtaat tcagggctaa gctgcgcatg acattttgcc 
aaaacatgtg
    47941 agccaaagct aaagccacct gcataaaatg gcaaacctgc atgaagctta 
cggacatgct
    48001 caatcacagc taaaatatct tcagtttctc catgaccttc atcatgaaca 
ccttcactgc
    48061 cgcctaaacc acggaaacta ggacggtaaa caatacagcc atattcatta 
aagatttggg
    48121 ttaaaagagc agggacttta tgttgagggg ttccaccttg taatgggtga 
gggtgacaaa
    48181 caactgcaaa gcctttgatt tcaccttcag ggcggtcaac aaaaagttca 
attttaccta
    48241 ctggaccctg gatgaaaatt tgctcagaca tagaagaacc gctaaataac 
aatacgtaag
    48301 tgctatttta ccgatagtcg tcattgaaaa cacgagttag cattaaaaaa 
tatctactgt
    48361 tatagttggc attaataata attttttcag gttgtctatg cttgctttaa 
tttctcctgc
    48421 aaaaacttta gattatgaaa cagcgttacc tacagatgag tttactcagc 
cgcgcttgtt
    48481 agaaaactca gcacaattaa ttgatgtttg tcgcaaactt tctgcttcgg 
aaattgcgag



    48541 tctaatgagt gtcagtgaaa aaattgccac acttaatgct gatcgtttta 
gggactggaa
    48601 gtcagaattt gatttttcaa atgctcgtca ggcaatttat gcatttaaag 
gagatgttta
    48661 tactggttta gatgcttatc acttaaaaga taaagatatt gattttgctc 
agcagcattt
    48721 gcgtatgctc tctggtttat atggtttatt gcgtccttta gatttaatga 
tgccttatcg
    48781 tttagagatg ggtactaaat taaaaaatac gcgcggtcac aatttgtatg 
aattttggga
    48841 tgatattatc accaatcaga ttaatgaaga cttggcagca attaaatctg 
aattgctggt
    48901 aaatctggct tcagatgaat attacaagtc tgtcaatgaa aagaaaatta 
aggctgaaat
    48961 tgtgaagcct gttttccttg accagaaaaa tggcaaatat aaagtcatta 
gtttctatgc
    49021 gaaaaaagca cgtggtttaa tggctcgttt tattattgaa aaccaattaa 
ataaagctga
    49081 ggatcttaaa gcttttaata ctgaaggtta ctactttgat gctgataact 
catcggcaaa
    49141 agagttggtg tttaagcgtg atgaacaata atcctaagcg tggttaatag 
atgctgatac
    49201 agctttactt attaaaactg gaactttttt ggtttgagct gcatcagcat 
tatcattttt
    49261 ctgaaccgca gaaaatttta aatgaactta ttgctgctta tagtgaaaag 
cagcgagcct
    49321 accacaccgt acaacattta tatgaatgtt tgagtttaat tgagacgatt 
cagtccgaat
    49381 taaatgatcc gtatgctgtt gcattggctc tctggttcca tgatgtagtc 
tacgaacctc
    49441 aagcgctaga taatgaactt aaaagtgccg agttatttga gcaattgatg 
gctcaagatt
    49501 tacagctcga tacaatgcag aaaataaaac gttggattct tgcgactcaa 
aagcatggac
    49561 caaccgatga aacagatttg caatttttgt tagatatcga tttagctatt 
ttggcagcaa
    49621 cacctgaacg ttttatgcaa tatgaacagc aaattcagca agaatatgat 
tgggttgatc
    49681 cagaagtata ttcaattaag cgaaaagaag ttttaatgaa tttttatcag 
tctgagccgc
    49741 tttatcaaac tgcatatttc caaaagaatt ttgagttaaa agccaagcaa 
aatttaaaga
    49801 aaatattgga atagcctaag ctaaatataa aatttagatc tgttgattga 
ataaagtgat
    49861 atagattttt aatctttttt gaaaagtgaa aatggttata tgagaggaga 
ggggaaccac
    49921 tgaaaaaaac agtgattcct tagaaataaa ttatttaaag aaatagcctg 
tttctggtga
    49981 acttgcattt gccatgcgtt tgcgtggcat acgcccagct aaaaatgctt 
cacgtcctgc
    50041 ttcaacagct ttcttcattg cagaagccat caaaataggg ttttgcgcag 
ctgcaatcgc
    50101 ggtgttcatc aatacgccat cacaaccaag ctccatcgca atcgcagcgt 
cacttgctgt



    50161 accaacacct gcatctacta aaaccggtac tttggcattt tctttaataa 
ttgaaatggt
    50221 atgcgggttt aaaataccta gacctgaacc aatcaaacta cctaaaggca 
taattgcaac
    50281 acagcccata ctttcaagtt cttgagcaat gattgggtcg tcagaggtat 
agaccataat
    50341 ctcaaaaccg tcatcaatca aagtgcgagc ggcttttaaa gtctcggtta 
catttggata
    50401 taaagttttt tcatcaccca acacttcaag ttttactagg ttatgaccat 
caagtagctc
    50461 gcgcgctagc atacacgtgc gtactgcgct gtcagcgtca aaacaacctg 
cggtatttgg
    50521 caagattgta tatttctctg gtggaatgac agaaagtaaa ttcggttgat 
ctggattttg
    50581 tccaatattc acacggcgga ttgcgacagt tacgatttct gcaccactag 
cttgaatggc
    50641 taaatccgtt tcatttaagt ctttatattt ccctgttcct accaataaac 
gagattgaaa
    50701 agaacgtgaa ccaataatga gaggggtgtc ttgcatggat aactccgact 
tagccgccgc
    50761 caacagcgtg aataatttcg atacggtcat gttgagcaat cgtaatttgc 
tctaatttgc
    50821 ttttaggcac gatttgctga ttgtgttcaa cagcaaaacg ttttccttca 
agtgccagtt
    50881 cctgaatgag ttgcaacagg ttttggctag gcgtgtccgt taattcgcca 
tttaaataaa
    50941 tttgcatgat cacattccga ttattttgcg tatttgaaag cattccaagc 
caagattagc
    51001 catccagcaa tcatcaaagc tccacctatt ggcgtaattg cgcctaatat 
ccgcggtaaa
    51061 cccaatgcca tgatataaag cgaaccacaa aagaacagaa tgccaatctg 
aataagcaag
    51121 aaagataact tgattgggaa atgaggaaga accttgctta aaataccaag 
cgctaacaat
    51181 ccaagcgcat gataaaaaaa gtagtcggtt gcagtctgcc accaagcaag 
ttgttcaggg
    51241 ctcgcgtgag ctttaagacc atgtgctcca aaagcaccca acatgactgc 
gaaagcaaga
    51301 ttaagggctg aaatggcaat ccacataaca aaaaacgcaa ctgaataatg 
aaaggcaacg
    51361 ttaccataga ataggttggc taaacatagc cagataaaac aaaagggctt 
atcgcccttt
    51421 tattttttca ttttctttag cttgcagaca ttgcgacttt aattttttcc 
atcgcattct
    51481 tttcaagctg acgaatacgt tcggcagaaa cattatattc agcagcaagc 
tcatggaggg
    51541 tagatttatc gtcatctaac caacggcgct gcaaaatatt acgtgaacgg 
tcatctagct
    51601 ggttcattgc gtcatgcaaa gcagatgtac tttgttcttc ccaatcctca 
ttttctacta
    51661 aacgagcagg gtcataacga ttatcttcaa gatataacac tggcgcagtg 
tgcggggtgt
    51721 catcatcgtc atcgccttga gcttcaaaag cagcatcata tgctgttaaa 
cgaccttcca



    51781 tttccataac ttgttctgga gtaacattta agtcgtttgc aatagattgt 
gcttcttcta
    51841 atgtgagctt tttactcgat ttttttaagc tgcgtaaatt gaagaaaagt 
ttacgctgag
    51901 ctttggttgt tgcaattttt acaatacgcc agttacgaat aacatattcg 
tgaatttctg
    51961 ccttgatcca gtggacggca aaagatacaa gacgtacgcc catatttggg 
tcaaaacgtt
    52021 ttacggcttt cattaagcct aagttacctt cttgaataag gtcaccttga 
ggtaggccat
    52081 aacctgcata gctgcgcgca atgtgaacga cgaagcgtaa atgcgacatt 
accagcattt
    52141 ttgcggcatc aagatcttgg tcataataat aacgctcagc aagctctttt 
tcttgctcag
    52201 ccgttaaaat aggaatctga ttgacagtac tgatatatgc accaaggttt 
acaccgggcg
    52261 cagacaatga caggggcatc aattgattgc tgctgtcact catgagttct 
ccttatagga
    52321 taggatggat taaccaataa gttcatctta atttgaatcg gcttcataat 
taaggaaaat
    52381 tgggtataga aatgtaaaat tttatgcagt ttctaatctt ttagtttagc 
aaagaattat
    52441 tgagtttcaa ttaaatagtg aaattctctt tctgaaatct gcatggtttg 
acacgtaaaa
    52501 tgatgtaatt ggcaataacg tgttacatca atttcactat gcgggtcaga 
tgattttaat
    52561 aagaatagtt gttttcccga taatttttta agttcacgtt tcaacattaa 
taatggcatt
    52621 ggacaaggtt gaccaagggc attaatttca ataggcgtcg tagcggaaga 
agtagtgctc
    52681 attcatcatc aaaacaacta aaaaaattat tttaacaaac ttttgtaaac 
actacataac
    52741 tttatataaa gaacaactaa tcaatactga taaaaattat tgtaataagc 
tgtttaaaaa
    52801 aacagctaaa aataggggaa ataaatgaaa aaaattctat taattgtcat 
aaacccgtgt
    52861 taagctcgaa ccgttttagg aattaccaca cagttaaatt gttttaataa 
ccctataaca
    52921 aatggatgta accggaaatt gttgatagtt ttacagaatg attacaagct 
ttaagattat
    52981 aaaaatttta aaaccttgtt tgctctgctg tttgcaacac cggaaggtcc 
ttttttcatc
    53041 atctgaggat tgacttatga cagctcgtga acaaggcgta gtaaagtggt 
ttaatgacac
    53101 taaaggcttt ggttttattc aacgtaacgg cggcgacgat gtattcgttc 
acttccgtgc
    53161 aatcgtaggt gacggtcacc gttctctacg tgacggtcaa cgtgtagaat 
ttagcgttgt
    53221 acaaggtcaa aaaggttttc aagctgaaaa cgttcagcct ttagactaat 
tcatcttttt
    53281 gatgaatcat ggacgctcca atttttgaat tggggcgttt ttgtttataa 
tgatcttctc
    53341 attcgagaga ttgtttgtta gagcgcgtat ttatgacatc tggttttgaa 
accttgaatt



    53401 tacatccgca acttaaaaag gcgattgatg ctttagggtt tactcaaatg 
accccaattc
    53461 agcaaaaggt tttaaaatat acattagccg ggcatgatgc aattgggcga 
gcacagacag
    53521 gaacaggtaa gactgctgcc tttctgatta gtgtaattaa tgatttgctc 
aataatccgg
    53581 ttcaggagca acgcttccgt ggtgagcctc gtgctttaat cttagcacct 
actcgtgagt
    53641 tggcattgca gattgaaagt gatgcaaaat ctctcacaaa attttctaat 
ttacacctag
    53701 tgaccctatt aggtggtgtt gatttcgata agcagaagaa gcaacttgat 
gctaattttg
    53761 tcgatatcat ggttgccaca ccagggcgtt taattgattt tgtagaacaa 
aaagaagttt
    53821 ggctcgatca aattgaattt ttagtgattg atgaagctga ccgtttattg 
gatatgggct
    53881 ttattccttc cgtaaaacgt attgtgcgtt attcaccacg taaggaacaa 
cgacaaacct
    53941 taatgttctc tgcaacattt agttatgatg tcttgaactt ggcaagacaa 
tggttatttg
    54001 aaccagtaac tgttgaaatt gaacctgaac aaaagaccaa taatgatgtc 
gaacaacgtg
    54061 tttacgttgt ggctaaacag gataaatatc gtcttttaca agatatttta 
cgtgaagagc
    54121 caattgataa agtcatgatc tttgccaatc gccgtgatca ggtacgtcgt 
ctttacgacc
    54181 atttgaaaaa agatggatac aaagtgggga tgctatctgg tgaaattgct 
caagataaac
    54241 gtttaaaaat gttggagcag tttaagcaag gcaaacataa catcatgatc 
gcaaccgatg
    54301 ttgctggtcg tggtattcat gtagacggtg tatcacatgt agtgaatttt 
acattacctg
    54361 agcagtctga tgattatgtc catcgtattg gtcgtacagg tcgtgcaggg 
gcacaagggg
    54421 taagtattag tttcttatct gaagatgatg ctttctattt acccgaaatt 
gaaaaagcaa
    54481 ttggtaagaa attgcctcta acccgactag atggttattg ctaataaaaa 
atcccaatca
    54541 aatgattggg attttttttg attaatttat tttacaatag aaggttagcg 
ttgtttgata
    54601 gtcatcatct tttgctaaag atgcattttt acccgttaaa gtaccgatga 
cacccgcagc
    54661 agcttctacc atttgaccag tcttttcact taccacatct tttaaaaccc 
cgtgataaga
    54721 cgttttttca tcaacaataa ctggtgttgt gctcttagag catgtttttt 
gtgccgcagt
    54781 aaccgcatta ttctttgcaa ttaaattggt tttgccaatt ccagtcactt 
caaactgatt
    54841 attttctttt tgaattgcta aagtgttttt aggcgtggtt gcacaagcac 
ctagtaataa
    54901 aacaacaccg ctcattgcgg tcgctaaaat tatttttttc ataatgcacc 
taagttaatc
    54961 accaaaagat agggttattt gagcataagt tttctaattg attttgaaga 
cgttgtatga



    55021 gttttgatgt tttgtattaa aaaatgtcaa actatgaatt cactaagttt 
ataagctaga
    55081 ttcaatggtg gattaacggt agattatgct aatctatttc gaatttttga 
gttagattaa
    55141 tattaatgac ggattcagca atacaaataa ttcaccaaaa tattcatcag 
cgtcagtcta
    55201 ttggccaatt agttgagcca gccccaaata cagaccagtt agagttggct 
tttcaggcag
    55261 ctttaacagc tccagatcat catagactta agccaacgcg ttttgtaatt 
gtgtcaggtg
    55321 accaacgtgc tgcttttggt gaagttctgg caaaagcatt ggtcgatttg 
ggtgagtctg
    55381 atcctgcaca gcttgaacgt gtgaagcaac atccttttcg agctccgcta 
cttattttag
    55441 ctcttacgca gttacaagat catccgaaag tcccacactt cgaacaaatt 
ttgagtacag
    55501 gcgcagcagt acaaaatctt ttgttatctt tacaagctca agggttctcg 
accatgtggc
    55561 gtagtggtgc cgttgtcgaa tcaaactggt taaaacagca tttaggtctg 
caaccgcatg
    55621 atttgatttc aggtattatt tatgtcggca cagcagctaa agcaattgca 
ccgcgtgcag
    55681 atattgatag taaagaattc gtaaaagttt ggcaggctta aacgtctgta 
aaagtaagaa
    55741 ataggataat aaagcatggc tgaatttaag tttacagatt tggtggaacc 
tgttgcggtc
    55801 gataaaaaaa cggcattacg tattaccgtt ttagggggcg gtagctttgg 
tacagctatg
    55861 gcaaatttag ctgctcgtaa tggctgcgat accatgatct ggattcgtga 
tgccgaaaca
    55921 gcagaagaaa ttaataaaac ccatattaat aaacgttatt taccagactt 
cactttagag
    55981 tcttcattac gtgcagtttc tgatcttgag caagcggtat gtgatcgaga 
tattatttta
    56041 gttgcaattc caagccactc attccgtgat gttttaaaac aaatagcgcc 
ttatattact
    56101 gcacaagctg tggtgtcttt aaccaaaggt gttgaagcta aaacatttag 
cttcatgagt
    56161 gatattattc gtgaagaatt accagaagtg ccgtatggcg tattgtcagg 
accaaatctc
    56221 gctaaagaaa ttatggcagg tatgccttct ggtactgtaa ttgcaagtga 
ttctgaactc
    56281 gtccgttatg ccgtacaaca tgcacttcat agtgcgttat tccgcgtttt 
tggtagcgat
    56341 gatgtgcatg gagttgagtt aggcggtgcg cttaagaata tttatgccgt 
tgctatggga
    56401 attggagcag catataaaat tggtgaaaat accaagagta tgattttaac 
gcgtgctttg
    56461 gctgaaatga gccgtttcgc ggtaaaacaa ggtgcaaacc cacttacgtt 
cttaggttta
    56521 tctggagtag gtgatttatt tgcgacttgt aatagtccat taagccgtaa 
ttatcaaatt
    56581 ggttatgcgc taggttctgg taaaacgctt gaacaagcga gtaaagaatt 
aggtcaaact



    56641 gcagaaggta ttaacacgat tgttcaggtg cgtggcaagg cacaagaact 
agacgtatat
    56701 atgccaatta ccaatgcttt atatgaggtc atttttgaag gcgctccacc 
attaaatatt
    56761 gcactttctc ttatgaaaaa tggacaccgt agtgatgttg agtttgtttt 
acctcatcat
    56821 gaagtctgac gaataaatgt cataaattgt ggttataatg caggaattgt 
ttacaaggaa
    56881 attttatgca actgacatta gttcgtcatg gggaagctgc tccgccagta 
aatggtaatg
    56941 atattaaacg tccccttact gcgcgtggac atgcacaggc tgagcaaacg 
gcaacctttt
    57001 taaaggatat tgtaaaacca gatatttttg ttgttagtcc tttgctgcgt 
gctcaggaaa
    57061 cgttggcgca tatccagacc tattttaaag atgtgccagt gttgttatgc 
gacaaaatta
    57121 agcctgacga tgatgcaaaa gaagcgattg aatggctatc tcaaattcct 
tatgagtcga
    57181 ttgtggttgt ttgccatatg aatgtggtag ggcatattgc agagttactt 
actcatgaaa
    57241 atttcaatcc atttgcactt gctgaagcaa gaatttatga tcaagctgtt 
attgcaaatg
    57301 gtttatcaac acaaaaaaat agttttatac ccacaatata attaaaaagg 
ttatttagcc
    57361 cacatgctgt atatatggat gcctgaaacc aatggagttt ggcattggtc 
taacggagaa
    57421 aactggttgc aggctgcaag tctcgatcaa ttaatacaag acttgcaaat 
acatcaagga
    57481 aaagaagcta caatcttttt tccgagtcgt catgctcaaa tgcttcagca 
aacgatggca
    57541 aagtcccatt acaaacagct tggcgctgat ggggttaaat atctacttga 
agagtttgtg
    57601 actttaccga ttgatcacat gaaagtggtt caccattttc atgccgatca 
gttaactgtt
    57661 ttgggggttg cccaggggat ggtagagaca tggcaacatt ctttagcttt 
gttaccaacc
    57721 aaacttgtgg ctttgttgcc agattttcta gttttacctg aaccacaagc 
tcagcaagtt
    57781 attctgtgta atattggtca tcagcttttg gtgcgtgaga ataagtggtt 
aggtaattcc
    57841 attgatgact tggggctttt tttagagttc cagtcagccg aaacacatta 
tcaatatagc
    57901 ggtttaacag cagagcaact agagagctta gaagctgcct caagcgcaga 
gcaacgttct
    57961 gagtttgttt atcaatttca gcctttagat aaaactaagc agcatccttt 
taatgttttg
    58021 ccaaaatcaa aagggcaaga acgtactttt tctaactatt ggaaagcttg 
tgccgccgtt
    58081 gttctagcaa ttattgtcgt gcagtttagc tatgatttat tgcgttgggt 
aaaattgaaa
    58141 aaggtggcag atcagactgc tgaacaggca attgagcaat ataaatattg 
gtttggtcca
    58201 tctagtcgtg tgactgaaca aaatattaaa ggacaattcg aaagtcattt 
aagaatgagc



    58261 cagcaaggtg atacccaggc actttctctg ttaagccggg ttgggcctat 
tttaatgcaa
    58321 agacagattt tagctcagca actcaattat gatgcttcaa tcttaacaat 
ggcattaaaa
    58381 gcaaaatcag cagatgattt gcaagcttta acccaacaac ttaatcaaca 
aggttttaaa
    58441 gctgagttag gtaatgttca agctgatggt agtggtgcga ttggggtggt 
gaaaatacaa
    58501 taatgaaaat gttagctcag ttgcaaaacc gttttgatca gtgggttgaa 
caaattgttc
    58561 aatatttaga tcgcttaact gtccgtgaac gtattatggt ggtctttact 
actatttttg
    58621 ttgtagtcgt cattgttgga tattcacttt ggaaaatgca ttccttggca 
gaacaacagc
    58681 aaaaacgttt aaatgattta aaagatttga tggtgtggat gcagagtaat 
gcagtcacga
    58741 tgaagcctgc caatgagctt gaactagata agtctggaaa aatacaacga 
gtagctcagc
    58801 aacaaggttt aactgtgtct tcccagcaaa atggggaaca gttacaaatt 
gttgtaacac
    58861 atcagaatta tgcaattttg gctaactttt taacacaact tgcacagatg 
ggcttaagta
    58921 ttcaaaagat ggaaatggtt tctagtgaag gtcagattaa attaacagcg 
acagttcaat
    58981 aacatatcaa aatatgcttg tgtcaagcat ggtgttttgt gctgcctgtg 
cctataatat
    59041 gcgtacctaa aatcagtaga ctgtgattgg tatgttatat tcacttgctc 
gcccgatgtt
    59101 gtttagttta gcaccagagc gtgcccatga attaacatta tccatgcttg 
ataaagcgca
    59161 taagctaggc atgatgcgcc agaccgtaga agcgaagcca actacatgta 
tgggaatcga
    59221 atttcctaat ccggtagggt tggcagccgg tcttgataaa aatggtgctc 
atattgatgc
    59281 attagctggg ttgggtttcg gtttcattga aattggtaca attacacctc 
gcccgcaatc
    59341 tggtaaccca aaaccacgtt tattccgtat tcctgaagct aaagctatta 
ttaaccgcat
    59401 gggttttaat aatgatggcg ttgataagct aatcgagaat gttaaagcat 
caaaatttag
    59461 aggcatttta ggaattaata ttggtaaaaa tgctgataca cctgtcgaaa 
aagccgttga
    59521 tgattatttg atttgtcttg agaaagttta taactacgct tcatacatta 
cggttaatat
    59581 ttcgtctcca aatactaaaa atttgcgtag tttgcaaagt ggtgatgcat 
taactgaatt
    59641 attgcaaacc ttaaaagcac gtcaacttga gttggcagag caatataatc 
actatgtacc
    59701 tttagttctt aaagtcgctc cagacttaac agctgaagat gttgaattta 
tttcggcaca
    59761 attattagat tttaaaattg atggtcttat tgtgacgaac acgaccttat 
cgagagaagg
    59821 ggtagagaac ctgccttacg gtaatgagtc aggtggtttg tcgggtgcac 
ctgtatttga



    59881 aaaaagtacg gaatgtttac gtttatttgc tcaaacatta aaaggacaaa 
ttcctttaat
    59941 tggtgtgggc ggaattttgt cgggtgaaca agctgcagcg aaacaacagg 
ctggagcaac
    60001 gcttgtacaa atttatagtg gtctgattta tacgggacca acgcttgtga 
agcaatgtgt
    60061 tgaagccatg acttaattga acatgaacac cattgatatc atcattctga 
tacttttgct
    60121 cattgggggg ctaaacggtt tgcgacaagg atttataaaa gcctttgcga 
acttggtagg
    60181 atggattttt gcattaatta tgggtgcaaa atatgctgtt cttctagctc 
cgtcaatgtc
    60241 aggtttaagt caggatccgg tggttcaaaa gatcgcggct ttcgctttta 
ttgcactttt
    60301 aattatcgtt ttaacttgga tcgtcactgc atttttaaat ggcctcttga 
aaagtttgaa
    60361 gttggggcca ttaaatcgtt tagcaggtgg tgcttttggt tcgttgaaag 
gtttattggt
    60421 tgttcttatt accatgcagg gtgttggtcc ttgggtagaa agttcgcctc 
attggaaaca
    60481 atccaaattt atccagtttt tattgcctta tgcaccttta gcgacagagc 
tttctaaaga
    60541 tgcagcaagt gaggcatttc atcagataac atctgggggc ggtgtaacgc 
gcacttctcc
    60601 aaaaccaatg gacgagtcgg aggaaacaga acttcgacct gaccattcaa 
caaagaatcc
    60661 tttttattaa ttcctagctt gtctgcgagg ttgctatgtg tggagttgtt 
ggtatagccg
    60721 gtaaatcgcc agtgaaccaa atgttgtttg atgcattaac gatgttgcaa 
catcgtgggc
    60781 aagatgcagc tggaatagta acctgccatg aaggccgtct tttccttcgt 
aaggataacg
    60841 gtatggtacg tgatgttttt catactcgtc atatgagagc attacttggt 
aattacggta
    60901 ttggtcatgt gcgctatcca actgctggtt cttcgagcag tgcggaagct 
caaccatttt
    60961 atgtgaactc accttacggt attacacttg cacataatgg taacttgaca 
aatgcagaag
    61021 aaattcatga tgacctgttc aaaacagatt tgcgtcacat gaatacggac 
tctgattcag
    61081 aagttctttt aaacgtcttt gctcatgaat tgcaaaagat aggaacttta 
aatcctacac
    61141 cggaagatat tttccatacc gtttcacgtg tacatgagcg ctgccaaggt 
gcttatggtg
    61201 tcgtggcaat gattactggt cacggcttag ttggtttccg tgatccaaat 
ggtatccgtc
    61261 cgcttattta cggttctcgt gtaactgagc aaggtgagat ggaatatatc 
attgcatctg
    61321 aatcagtagc aattacagcg cttggcttta aaattgagcg tgatattgct 
ccgggtgaag
    61381 caattttcat taatgctgac ggcgagttat ttacaaagca atgtgctgca 
aatccaaaat
    61441 accgtccatg tatttttgaa tatgtttatt ttgctcgtcc agatgcaatt 
attgatggta



    61501 tttcggttta taaagctcgc ttaaaaatgg gtgagaaatt agcgcataaa 
attttgcgtg
    61561 actggggtga agaccatgat attgacgtgg ttatcccaat tccagataca 
agccgtacct
    61621 cagctttaga gttggcaaat attcttggcg tgaagttccg tgaaggtttt 
atgaaaaacc
    61681 gttatatcgg tcgtaccttc attatgccag gtcaacaaca gcgtaaaaaa 
tctgtacgtc
    61741 agaaattaaa ccctgttgag ttagagttta aaggcaaaaa cgttctatta 
gtggatgact
    61801 caattgtgcg tggtacaacg tgtaatgaga tcattcagat ggcgcgtgac 
tcaggtgcga
    61861 aaaaagtata ctttgcttca gctgcaccga aagtgatgta tccgaacgta 
tatggtatcg
    61921 atatgcctgc taaaactgag cttattgctt cagagcgcag cgtagaagaa 
attcaggaaa
    61981 ttattggtgc tgatcgttta attttccaag atttggaaga tttgaagaac 
gctgtacgta
    62041 caagtaaagt acctacatta accgagtttg attgctctgt ttttgatggt 
atctatgtaa
    62101 ctggtggaat tgatgcagac tatctgaata atttggagca gaaacgtaat 
gattctgcga
    62161 aaaagaaaaa agatggttat attgatgtca atattgatgc agcatcagta 
gatttgaccg
    62221 gtattaaaga agaatagaaa tagccgaaaa aagcgggtat ttcccgcttt 
tttcttttat
    62281 gatgaaactt aacaatgtaa ttgggattat ttacattgaa agaagtaagc 
cactatttaa
    62341 tcgaaaataa aaatatggca tggtccatca ctatgtgttt ggtcgctgtg 
cttttaacta
    62401 tttttatttt aaatctaatt ttaggtttac ttgttcattt ctttgattat 
agcgagccga
    62461 tttggtggca tgctttaagt ccatatttta ttgctctttt gctttttatt 
atggtttggt
    62521 ctgtggtgac cgaactttat attttgcgta aaggtggcca ttcacttgcc 
aagcagttga
    62581 aagctcgtcg tttggtaaaa ggtgaaagta caccagaaga acatgccgca 
ttaaaaatta
    62641 cagaacatct ggcacaaaca ttttccctga acgttccaac actttatgtt 
ttacctgatg
    62701 aagtaggtgt taatgcatta acggcaggtt ttcactcgaa tgatattgta 
attattttaa
    62761 cttggggtgc cttacagaac cttgatgagc tagagctata tggcttattg 
ggtcatgaat
    62821 ttaaccagat tttatcgggt gaagcggtag aaaatactaa actaaaaatt 
ttatatagtg
    62881 gtttgactac ttttagtcag tgggggagta agctcgctaa acaagggttt 
aagcgctaca
    62941 gtccgggtta taagcataag ttcgagactg tatttgtagc cgtaggtggt 
gtgatttggt
    63001 tggcgggaag tttaggtgtt ttaatcactc gttttattaa atatttaaca 
ttaagtggtc
    63061 gtacatttcg taatgaccaa aaaaccatgc ggttattaaa aaatagcact 
aatacccaaa



    63121 ctttattgcg tatttacgtt caccattctg gttcgcagat tcatagtgct 
tattctgaat
    63181 cgattgcaca tatgtgtttt gcgaattcac ttagcccgca aagttggatg 
aatattcacc
    63241 caagtattcg tgaacgtatt tatgagctta acccaacttt attgcaagat 
ttgcaattag
    63301 aaaatttaaa gaaacttcga aatcgtcctt tatttagttt gttccatgta 
ctagaagaat
    63361 ctgagactga aatttatacg ccgtggtcat ctccacaacc tttgcctttg 
ttgcgtcttt
    63421 ctccaatcag ttttgctttg aatgatgcaa ttaaaccatt aagtagtgat 
atccgtcgta
    63481 ataaaaagcg ccctgaactt attcaacgtg cattacaaac tgcgactggt 
tcgcgtgagg
    63541 tgatggttgc tattttaatg attcgtcaat atcgagaatt tattccacaa 
gatgcgccag
    63601 taagccatgc aattgtggat gccttactta atcttgatgg gcgtattcat 
attcagatat
    63661 ttcatgatgc atgtaaaaat attggtcata tgcctgccag tattgctcgt 
caatttttga
    63721 ctaaactggc actaattatt caagaagatg gggaaattgg attacttgat 
gcacttctac
    63781 tcgagcgtgt taagtacgag ttaaacttga tgccacttca tttgccgaca 
gcatttgaag
    63841 aagtaaaacc tcaaattgtt cgtttaattg atgcattgct tcatgtgcaa 
caaatcaata
    63901 gtccgaatca gttagaggtt cgcgaacgta tcttacgttc tttgcttaat 
cctgatgaaa
    63961 tgcatattta tgatgaaatt tcggatgaac ctttagactt ggcagaaatt 
ttaaatgata
    64021 ttgctgggct attgcttcgt gaccgcttaa gtatattagc aattgctgaa 
atgtgcttgt
    64081 ggagtgatcg tattatcacc caagatgaac ttgatgtgct tgaattgctc 
tattggcgat
    64141 ttggttttga gtctgatgaa attgtagagc aaatgcagaa gaaaaatagc 
gttatgatta
    64201 tttaagaaac atatgtggtt tccaaagagt atcattaaaa gaaaacgctg 
aaaaaaaatc
    64261 agaagcccgt tagaatgtgt gtagattaga ggtactgatt tagacatgat 
tgggcagcaa
    64321 agaaatatac tggcaacttt aggaatagac gtatggattc ctagaacaca 
agtgtgccaa
    64381 aaaaataatg cccacactct gtggcgagat caggttgttg aaccccatga 
gtcaattacc
    64441 gtacctacca tagatgttcc tgcttttgag caaaagaaca ctcagccaca 
ggtgtttgaa
    64501 attcctaaag tggtggaaga gccaccaata gtagttgcag aagtctcgca 
gccagagata
    64561 cttgtagaaa aacctaaagt cattgagcaa gagacaatta ctccatttga 
gttacaggct
    64621 tattgtcttg aaaaatgtgt aatttttgtt gatgtaacgg ctttggaaac 
agaagaaaaa
    64681 caactttggg caaatataca aaaggcgaag gtgggacaat attctgaatt 
aagatggcct



    64741 ttccctctgg cagcctatca agatcaacga ggggtaggtt cttatattca 
aggtttctta
    64801 gatgctgtag cagcagagaa aaagatttta tgtttgggta aatgtaccta 
tattcaacat
    64861 gcaaatatta ttcatttagc tagtttaaaa gaaatgttag ataagcctct 
tcttaagaaa
    64921 agattgtggc aacttatgca agataacaat gagtagtagg gatttacatg 
aaaaaggttg
    64981 tggtttttag ccaaattgat gaggaaattt tgtcacggtt acagcaggat 
taccatgttg
    65041 tcgtattgaa ccctaaactg ggtgatatta atgaacagat acgacaagaa 
gtagtagatg
    65101 ctgatggcat gattggggcg ggtcgtttgc tcaatgaaag taatctttct 
cctgcccaaa
    65161 aattaaaaat tatttcttct gtgactgtag gttatgacaa ttatgatgtt 
ggttatttaa
    65221 atcagaaaaa aatctggtta gcaaacacac ctcatgttct aactgaaacg 
acagcagatc
    65281 ttgcttttac tttgttatta agtgcagcca gaaaagttcc ttttctagat 
cactggacta
    65341 aacaaggtga gtggaaaaga acagttgggc cacagcagtt tggactcgat 
gtttttggaa
    65401 aaacattagg tattattggg cttggtaata ttggtgctgc aattgcacgt 
cgtggctttt
    65461 atggatttaa catgaatatt gtttaccata atcgtcgcga gaaacctgag 
ttagcggaac
    65521 ctttaaaagc tcaatatctg gggttggaag aattattaca acaatctgat 
tttgtagtga
    65581 cggctgttga tttaaatgcg gaatctaaag ctttaatggg caaggctcaa 
tttgaactta
    65641 tgcaaaagca tgccatattt attaatattg cgcgtggctc agttgtcgat 
gagcaagccc
    65701 taattgaagc attgcaaaat gaagttattt ttgcggctgg tttagatgtc 
tatgagaaag
    65761 aacctctgca agaatctgca cttttcaatt tgccgaacgt tgtcactttg 
cctcacgtag
    65821 gttctgctac agctgaaaca cgtaagaaaa tggcaaattt agcttataaa 
aacttggtgg
    65881 aagcactaga ggataagacg cctagatatt tagtgaatcc taattttgtg 
taaaggatga
    65941 ataacacttc attgcaaata tagtctattt tcaatgttat agtgaaagcc 
tgttgatatg
    66001 atgcaaaata actgaagcat gatattgatg ggcttttttg ttattttaat 
ttttaataag
    66061 agaaaaactt ttgaaatttt tgccagttat tttaagtttg gctttgataa 
caaatgcctc
    66121 ttacgctaat ccttttgacc ccaagccagc ttctggacag gttgaaattc 
caaatattgg
    66181 aagtggaata gggctgctcg accaacagaa agaaaaattt attggcgaaa 
aagttttccg
    66241 tgaagttcat aagcaaatgc cggttataca ggatgtatgg ctagaagatc 
agttttttca
    66301 agttttctct aatattttaa gtgaaactca gctggggcag cctatcgcct 
tggttgtaat



    66361 taaagaccct caaattaacg catttgctgt tccaggtggg ttatttgcat 
taaatactgg
    66421 ccttatctca tcggcacgaa atattgatga aattgcgggg gtaatggccc 
atgaaattgc
    66481 tcacgtttcg caaaggcact ttagtcgttc ggaagaagct tttaaaggac 
aaaccctttt
    66541 aagcttggct ggtttgttgg caggggtggc tttagctgct caggctggtg 
gagacgctgg
    66601 tgccgctgtt atgttgggta ctcaagcagc acttcttgat aaacagctca 
cttatagccg
    66661 taatcaagag cgtgaagcgg atcgaattgg tatgcaatat atgtatgccg 
ctggttataa
    66721 cccgcaaagc atggcggatt attttgaaac gatgcataga gcgacgagcc 
gtgtaagttt
    66781 tttaccagat ttttggctga ctcaccctct tacatctgaa cgtatgagtg 
aggctcgctt
    66841 gagagcaaac cagatgccta aagttaaaag tcgaatatat gatgtcgatt 
ttgaaatttt
    66901 aaaatggtat accatggtgg ttgctggaga agctactgaa aatcagttgc 
aaagtctggc
    66961 atcgcaaaaa aatctggcag gcttattggc tttgtcggct ttctatctta 
aacaagggga
    67021 ttatactcaa gcccaagcaa cgttggagca ggcgaaatca agcggtaagc 
cattagtcgc
    67081 cttaattcaa acagatattt atttaggcca gaataaactt gatcaggcct 
ataattcgat
    67141 tgctcccttg caaatgacaa tgcctgaaaa taaagctttt agctacaaat 
tggctgaggt
    67201 tttattgcgt caaggtaaat atgctcaagt tcaaactttg gtgcagcgtt 
ttattaataa
    67261 aaatgcccga gatattcaag gttggcaatt attacaacaa gccgccaatt 
tagataaaaa
    67321 ttcaccatta agagctgtga atgtattgcg atatcgtgct gaagcacagt 
actggtctgg
    67381 tagtgaagag gatgcaatta aatcgatgtt gcatgcacaa cgtcttgcaa 
aaggtaatca
    67441 ggccatgtca gccagaatag atagtcgatt aaagcaaatg caagatgagc 
gacgaatgaa
    67501 aatttaaggt ctaggatgac tttggaattt tcacaggcac aaatatactt 
aaacttacga
    67561 gaaaaagttt aatttaaggg tatataagaa gagagagggg attaagctaa 
tttagcttta
    67621 atttttgctg aaacttgagc aggatcggca cgcccggcta tgatcggacg 
tagagaattc
    67681 atcaccttac ccatatcttt catgctagtt gcttcttgag cagcaatcgt 
ttgctcaatg
    67741 agagaatcaa gctcttcctc agtcatagct tctggtagaa actgagataa 
aacctcagct
    67801 tcggcttgtt ctttactagc taaatcatca cgaccagcac cttcgaaggc 
tttgatcgat
    67861 tctttacgtt gtttaatttg cttttcaatg accgcaagaa cctgagcgtc 
gtcaagctct
    67921 atgcgctcat cgacttcgat ttgcttaatt gctgcttgta gactacgcaa 
aaccgtcact



    67981 gttgccatat ctttggcacg catagaagtt tttaatgcat cagtaatttg 
gttttttaaa
    68041 gtagtcataa tgttagcagt caatcacaaa ttaattagta aaggcgagta 
gtacgtacag
    68101 attcgcgagc caatttcttt tggtagcgtt taactgcagc agcttttttg 
cgcttacgtt
    68161 cttgagttgg tttttcgtag aattcgcgtt tacgaacgtc agctaaaaca 
ccagcttttt
    68221 cgcatgaacg tttgaaacga cggatagcta cgtcaactgg ttcgccttct 
ttcaacttaa
    68281 cttgtggcat gtaaaatcct ctagattatg gataagatca ggcacaccat 
tgcgccagat
    68341 cacaagtgaa ggtcagtatt ttactcattt acaactcata tcacaagtct 
ataatagcga
    68401 ttgcaatatt ttgactcata taaaaggcag ttttgatgat tgttttaggc 
ttggaaactt
    68461 cttgtgatga aacagggttg gcactttatg atagcgaact cggcttacgg 
ggacaggttc
    68521 tttatagcca gataaaactt catgccgaat atggtggtgt ggttccggag 
ttagcttctc
    68581 gtgaccatgt tcgtaagctt attcctttaa tgaatcagct gcttgaacaa 
agtggtgtta
    68641 agaaacagga aattgatgca gtcgcatata cgcgtggccc gggtttaatg 
ggagcgttaa
    68701 tgaccggagc cttgtttgga agaactttag cattttcact taataaacca 
gcaattggtg
    68761 ttcaccatat ggaaggacac atgttggccc ctttgctttc aagccaaccg 
cctgagtttc
    68821 catttgttgc attgcttgtt tcaggtggtc atacacaatt gatggcagct 
catggtattg
    68881 gtcaatatga gctattaggt gagtcaattg atgatgcggc aggtgaagct 
ttcgacaaag
    68941 tcgcaaaaat gatgaatctg ccgtatccag gtggaccaaa tattgctaag 
ttggcgttat
    69001 ctggtgatcc tttagcattt gaatttccac gcccaatgct tcatcagggc 
ttagactttt
    69061 cttttagtgg tttaaagacg gcagtttctg ttcagttgaa aaaattgaac 
ggcgaaaacc
    69121 gtgatgctga tattgctgct tcattccaag aagccattgt agatacctta 
gtaaaaaaat
    69181 ctgtaaaagc tttaaagcaa actggtctta aacgtttagt aattgctggt 
ggggtaagtg
    69241 caaatttacg attacgtgaa cagttagaaa cttcattggc gaaaattaaa 
gctcaggttt
    69301 actatgctga gcctgcttta tgtacagata atggtgcaat gattgcattt 
gcaggttatc
    69361 agcgtttaaa agcaggtcag catgatggtt tagctgtaac gaccacacca 
agatggccaa
    69421 tgactgaact tactattcct gagtaagatt attcattttc aaaggcttga 
ggattttcga
    69481 tatcaatata ttcgatgtat ccacggcctt gaacttcatt gccaaaataa 
tgaccagtaa
    69541 atatatagct acttgcataa cctcgcccat gaccatagcg gaatgggcag 
tcaatttctg



    69601 cctgaatgtt taagataatt tgctttgcat catttcgagc gatccatgaa 
aaatattttg
    69661 gaagtcgcat tttttgccca ctaggtgaaa cgaagtcatc aacttgatgc 
gaaataatat
    69721 caaagcttac atctgtgtaa atttcagctg gctggtccag atgtctaata 
tgcagggtgt
    69781 atgcagctgt ttgtcctgca atatcggctt tggtaagaag aagttgagtg 
gcctcgttta
    69841 aattgataat ttgataagta aaaaaatcaa gtggcagttt atatgcatca 
ggaataagtt
    69901 tgtttgtaat ggagtgagga cccactgctc gtgcatattc gtaagtacaa 
agtccttggg
    69961 tttcaatgtg ttttgcttga tagtttaata aacctttaaa ctttgccaat 
aaactaaaat
    70021 gatcatagat tggtgttttt ataaaccatg aaacatatga agtgatatcg 
atatcaaagt
    70081 cgaaatcaaa tccatcataa tgtccattaa tatggatgtg tggaaatttt 
ccttgaatta
    70141 aaatttcctg tcctagttct attaaggtcc catctttatt aatttttgta 
tcttcaggaa
    70201 tgatataggc cttcagtaaa gcttgttcca gagcagctgt gcttgaaaag 
aaagtagcgg
    70261 tttttctcgg gttaccagtg atgatgtcat catgatcaaa agcaagtgca 
cctggtgtac
    70321 cgattaaaat cataatattt aagtaacgat gcggctctgg taaaagtggg 
aaaaagatac
    70381 cgtagtgtgt ccagctataa tatttttcgt caattcttgg acggatgata 
tgagtttgag
    70441 taaaaggaag agttgaatat ttttttgctt ggtctaaaac gccttgtgca 
agtaataaac
    70501 ttttagcaag cgctttactt gttgtagaaa tttttggcaa ttgttttttc 
atatataaac
    70561 ctaaagaagg gctatctttg tcttaggtta tgaaaaacaa ctgccaaagc 
taagcggttt
    70621 ataggccaaa gctaaggctt tgcgggacat tttatttaat tgttagacaa 
atcttttaag
    70681 gcgtttaaac caatccaatg cttagaaaac tgataagcag ctcgacccga 
gcgctgaccc
    70741 cgcatttggc accaacgcaa gctttcagca cgaacttcat cattaaaagg 
catgtttgct
    70801 ttatctagat aatgctctac gatttctaaa tataagtttt gatccattgg 
ataaaaagat
    70861 aaccacaaac caaaacggtc agacaaagag atcttttctt caatcgcttc 
ttgcggatga
    70921 agctcagtat attgaggcac atctactttg gttacagggg tgttttcatg 
catgaactca
    70981 ggtaataagt gacgacggtt actggtcgca taaataataa aatttgttga 
acccgactgt
    71041 aaggaaccat ctaatacgct ttttaaacta cggtaatttt catcttcagc 
attaaatgct
    71101 agatcatcac aatagacgat gtatttttca ggtcggtttt gaataatttt 
ttgaattttc
    71161 ggtaagtctg ctaaatcatc acgttcaatt tcaatcaaac gtaatccttg 
aggtgcatac



    71221 tccgtgagta aagcacgaac aatagaggat ttacccgtac cacgtgaacc 
cgttaaaagt
    71281 acatcatttg ctggtaagcc atttaaaaac tgcaaagtat tttgaatgat 
cttttctttt
    71341 tgtctttcga tgccttttaa gtcatcaagg taaatatttt taggtgtata 
aatggcttta
    71401 agctgctggt tttcccatct aaaagcaggg gcagtaaaat cggtctcttg 
tttcggttca
    71461 ggtaagacct gctgtaactg atttaataca agtgataagg tttgaactaa 
attgtcgggt
    71521 aaatcaatgg tagccatggt taatcaatca tgttaaacag taatttacta 
ggatactaac
    71581 accgaaattt gcaagctgac aaaaaagata cgactcatgc agtttatcgg 
ttttgcaatt
    71641 gattgaaatg ttcagaccgc gcatagtgtt gtcatgtcta ttcagtaaaa 
tcatctgtga
    71701 agatgaggac gaaatatgtt tgaaaaaata cgaagtgata tgaatccgca 
tcaggcttac
    71761 cgtatcaaaa aattacaacg tcagttagac atggctgaat cttatgaaga 
gtggaagtct
    71821 tttgcattaa aactggatga agaaactggg gcacaagagt ggaagtttga 
taatagttcg
    71881 ccttacttcg atgccgagct catttcttat cgttacactt tactgaaaag 
ataccgtcag
    71941 caacatcgca ctttagattt gatttatctt ttaaaagaag ggttgaccta 
cgatattgca
    72001 aatattggcc accctatgtt gtttgctgcc acacatgtag gcacaaaaaa 
actaattgaa
    72061 gattatattg aagaagtcag ccaaagcttg gcttacattg catctagtga 
atgtattaca
    72121 ttccaaagaa aagaaaaaat cgaattcttt gaaaattgtg aaaaagcata 
tggacaacct
    72181 gctcttatgt tctcgggcgg agcaacctta ggtctttttc ataccggtgt 
atgtaaggct
    72241 ttaattgaac aagatttaat gcctaaagtc ctgtctggtt caagtgcggg 
tgccattatg
    72301 acgggtatgt tgggaatttc tgccagtgaa gatatccaaa acttgctaaa 
tggtgagcaa
    72361 ttttttagtg atgcttttca ctttagaaaa cttcgtgaac ttataaaagg 
gaatggtggg
    72421 attgccgatg ttcactattt aaaaaaattc ttaattgaaa atttaggtga 
tcttactttt
    72481 gaagaagcat tcaaaaaatc aggtttgaat attaatgtcg ctgttgcgcc 
gtacgatgca
    72541 actgaaaacc ctcgaattat gaatgcgatt atgactccaa atgttttggt 
ttggagtgcg
    72601 gtattggctt cttgtgctgt gccagtttta tttccacctg tgcgtttaac 
cagtaagcgt
    72661 tatgatggtg aacatactcc atatatggca aatactaaat gggtagacgg 
tagtgtacgt
    72721 agcgatttcc cacaagaaag aatggcaaga ctttataatt taaactacac 
cattgccagt
    72781 caagtgaatc cgcatgttgt accgtttatg caagatgatg cgcgccgttt 
ccgtaaagac



    72841 gttttaagtt ggcctgaacg aattttaaga cgccaaggta aagtactttc 
aatggggctg
    72901 atggacttta cacgtcaaag attaggcgcg atttcacccg taagaagact 
gctcgatcat
    72961 ggatatggcg tagtagggca gcgctattat ggtgatgtta atattattgc 
taaatatagc
    73021 ttaaaacatt atgcctatac acttcaaaac ccacgcccac atttgtttaa 
acgtttacag
    73081 cgagaaggtg agcgcgcgac ttggccgaaa atctcttcta ttgaaacgca 
cgcgcgtatt
    73141 ggtaaaacga ttcagcactg tttagaagtt ttacgttttg aagaaaagaa 
acaacagcca
    73201 gaatcttatt atgctgaagc atgattttgc ttctcatata gaaaacctaa 
aatgtgcgac
    73261 aaagcctaga agtgaagctt taggacggcg tctatggaca tgtactatag 
atgctcatca
    73321 ctattggcta aaataccatt tgccaaatgt acatgctcaa agtgagcaag 
attttttgca
    73381 tgaattgcaa ttttatgaag atatgcagca taaaaaagtg aactggcttt 
tgccatttaa
    73441 aattattgag ggcaggacta tttcccaaca accacaattt caaggaaaag 
tattagtttt
    73501 accggataca gattgttggt ttgatgattt agatcaaaag caaaatttaa 
aaaatataaa
    73561 tgagaaaatc tatctggcac ttgttaagtt ggcagagctt catgagttag 
gatggattca
    73621 tggtgatatt aaaaaagaac attttcgaaa gtttaagcaa gaactttatt 
taattgactt
    73681 tgaaaaaaca cggcttattt caagccctga tctaataact gatgctacac 
cacggtatat
    73741 ggcgccagag ctatttcatg gtgccaataa aaccgttcaa agtgatttat 
atgcattggg
    73801 aatcgtattg tatgaatggt taacgcaaac tcttttacaa gcaaatagtt 
accatgagtg
    73861 ggcggtattg cactgtcaaa aattaaatgt ggaattacca agttcgttcc 
aaattttctt
    73921 gccactactt tcaggcttgt tacaaaaaca gcagcaaaac cggttttcaa 
atgtacatga
    73981 agcgataaat tgcttaaaag cgctctcaac ctgataaaaa tcattgatct 
agtaactgta
    74041 tacaaattac tcgttcagtt ttttttgaaa aaaaaacact tgtcactgtt 
agatcttatc
    74101 gctaatatac acagccatcg ggggcgtggc gaaattggta gacgcactgg 
atttaggttc
    74161 cagcgccgca aggtgtaaga gttcgagtct cttcgccccc accactttaa 
gttaagtctt
    74221 aaagtttttg atctagatgt taagacatct agatctcgga agaggattgg 
tgtaatggta
    74281 gcatgacggt ctccaaaacc gttcgtcaag gttcgagtcc ttgatcctct 
gccacattta
    74341 ttttaaataa atgtcccaga tgggggcgtg gcgaaattgg tagacgcact 
ggatttaggt
    74401 tccagcgccg caaggtgtaa gagttcgagt ctcttcgccc ccaccataga 
aagaagcaag



    74461 acgatgatct tgcttttttt atgattaaat ctgaatggtt taattgtcta 
tagaggattg
    74521 gtgtaatggt agcatgacgg tctccaaaac cgttcgtcaa ggttcgagtc 
cttgatcctc
    74581 tgccaagatt ctaaaaaagc tccttttgtg gagctttttt atttcaatat 
cagtacctac
    74641 ctttaattgt tagctattcg cttctcaagc atttccataa aggtttttaa 
aatattattg
    74701 tgatttttac ccttataagt aattaagcat ataggggtgc tgtagtgcat 
tttatctttt
    74761 aaaacaggct gcataacacc gtcttcaacc catttttttg catagtggtc 
gggtaaaaaa
    74821 cctaaaaatt ttccggttaa aatgagaaag gcaatacctt cgcggtcact 
tgcggtcgct
    74881 ttacaatcta aaagctgatg caacttggcc gcttccgagg taatggcata 
attaggaaga
    74941 atagcttgcc atttttttaa ttcatttaaa tgaatgttgc tacattggtt 
aaataaagga
    75001 tgatttttgc cacaatataa aaatgaactt tcactatata aatcaaaata 
gtctagaccg
    75061 gacaaaggcg taacaagggg gataacacct gcatgtaaac ggttatcgag 
tacgcggcat
    75121 tcaatatctg acaaagtact catactaata ttaataataa cttcggcatg 
ttcttcggca
    75181 agttgagtca aggtgttggt gatatagcct ctaggcatag tcacaaggtt 
gttaataatg
    75241 ccgatattaa actcaccctt aaggcggtta tgcatttggt tgactttaga 
gcggaagtct
    75301 tcaatcgctg ctgtgagcac ttcaatatat tctaaaattt cccgcccttc 
gtcggtcagg
    75361 gtaaatccgg cacggcctcg ctgacatagc cgaatgccca aacgattttc 
taaatcactc
    75421 atatgcaaac taatggcaga gcggctaata cctaaaatac tttcggcaga 
tgtaaagctg
    75481 tgacagtcgc aaaccgtttt aaatattttt agaagtttta tatcaaaatc 
agtgacttga
    75541 tttaattttt taggtttcat ttagttttgt ttttttaaat ctaaactcaa 
gataatttga
    75601 atttatcaaa cttatctcgc tatgtacact caaaccataa tttgaaaata 
aacaggaatg
    75661 gttatgtttg atacggataa attcagcgac tctgaacata ctttggacgc 
ggttcaaacc
    75721 aataataata tgcatataaa ttatcaggca cactggatgc ctttttcagc 
aaaccgaaac
    75781 tttgctaaag acccacgtat gattgtgggt gccaaagggt cttatctgat 
tgatgattct
    75841 ggccgtgaaa tttatgactc actttcgggc ttatggacgt gtggtgcagg 
tcataccttg
    75901 cctgaaattc aacaagcggt aagtgctcaa ttaggtcagc tcgactactc 
accagcgttc
    75961 cagtttggtc atccgctttc ttttaagttg gcagataaaa ttgttcagca 
tatgcctgaa
    76021 aaactacaac acgttttctt taccaactcg ggttcggagt cggcagatac 
gtctataaaa



    76081 atggcacgcg cctattggcg cattaaaggt aaaccaagta aaaccaaatt 
gattggtcgt
    76141 gcccgtggct atcatggtgt gaacgttgca gggacaagtt taggtgggat 
tggcggcaac
    76201 cgtaaaatgt ttggacaact tatggatgta gaccatttac ctcatacttt 
gcaacctgat
    76261 ttaactttta ccaaaggctg tgcagaaaca ggcggggtag aacttgccaa 
tgaaatgctt
    76321 aagttaattg agctacacga tgcttcaaat attgcagccg tcattgtgga 
gcctatttct
    76381 ggttctgcgg gttgtattgt gccgccaaca ggctatttac aacgtttaag 
agagatctgt
    76441 gatcagcatg acatcttgtt aatttttgat gaggtgatta caggctttgg 
gcgtttagga
    76501 acgtggacgg cggcagaata ttttggggta acaccagata ttttgaattt 
tgcgaaacag
    76561 gtgaccaatg gtgctattcc tttaggtgga gtggtggcaa gccatgaaat 
ttactctgcc
    76621 tttatgcagc aagacttacc agagcatgcc attgaattta cccacggcta 
tacctattcg
    76681 gcacatccgg ttgcttgtgc tgccgcttta gctgcgcttg aaattttaga 
gaagaaaaac
    76741 ctgctggctc aatcggcagc gttggcacca agttttgaaa aaatgctgca 
tggtttaaaa
    76801 ggcgccccgc atattttaga tattcgcaac tgtggcttga ttggtgcttt 
gcagttagct
    76861 ccgcgtgatg gcgatgctgc catccgaggc tttgagcttg gtatgaaact 
ctggaaagaa
    76921 ggtttctatg tccgctttgg aggcgacacg cttcagttcg gcccaatgtt 
taatagtaca
    76981 gaagcagata ttgaccgctt aatgaatgct gtgggcgatg cgctttatca 
agtgaattaa
    77041 gatttattag gtattttacc gaggtctgta atgccaacag acccatcttc 
aaaatctaaa
    77101 tgaaaaatac agtttgatct gaaaactaat tgtagtaagg agtaacaaca 
atgacaaatg
    77161 gcctagaaga ttttagctat gacgaagttt caactgaaaa tagtacgcat 
agtgaacaag
    77221 ccaaaaaagt gctagggcat ttcattcaag gaagaattgt atctaaaacg 
gcaagaaaac
    77281 agccagttta caatcctgcg acgggtgaaa ttagtaaaga agtcgaaatt 
gcagatgcac
    77341 aaacggtaaa tgaagcagtt caggcagccg agcaagcatt tcctgcatgg 
cgagatacac
    77401 cggtcattaa acgtgcacgt gtcatgttta agttcaaaca attattagag 
caaaatgccg
    77461 aaaagatttg cgctttgatt gggcaagagc acggtaaaat ttctcatgat 
gctcaaggcg
    77521 aactgcaacg tggtattgaa aatgttgaat atgcttgcgg cgcaccagag 
cttttaaaag
    77581 gggaatattc aaaaaatgtc ggaccagata tcgactcatg gagtgagttc 
caaccgctag
    77641 gtgttgtggc tggaattaca ccatttaact tcccagctat ggtggcgttg 
tggatgttcc



    77701 caatggcact ggtttgcgga aactgcttta ttttaaaacc ttctgaaaaa 
gcaccttctg
    77761 tggttttatt ccttgctgaa cttttaaaac aggcaggttt acctgacggc 
gtgtttaatg
    77821 tggtgaatgg tgacaaagag gcggtagatg ccttattgca tcatcctcgt 
attcaggcag
    77881 tcagctttgt gggttcaaca ccaattgctg aatatattta ccgtacagcg 
acttcaacgg
    77941 gtaaacgttg ccaagcatta ggcggtgcaa aaaaccacgc gattattatg 
cctgatgccg
    78001 atattgataa cgtagtgact tcattgttag gtgcagcttt tggctcttct 
ggcgaacgtt
    78061 gtatggcact ttcggttgcg gttgccattg gcgatgaagt tgccgatgtt 
gtgattgata
    78121 agctgactca agaaatgaaa aaattgaagt tcggccacta tgcagatgca 
agcaacgact
    78181 ttgggccact tattacccaa gcacataaag ataaagtaca agcctatatt 
caaagtgcag
    78241 agcagcaagg cgcaaaaatt gtggtcgatg gccgcgatgc aaaaccggca 
ggctatgaaa
    78301 aaggtttctt tgttgggcca actttaattg atcaagtcac accaaatatg 
accagttacc
    78361 agcaagagat ttttggtcct gtgttgcaag ttatgcgtgt aaataccatg 
caagaagcga
    78421 tgcaactcat taatgaccat gaatatggta acggtacttg tatctatacc 
cgtgacggtg
    78481 aggcagcacg ctattttagc agtcatattc aagtcggtat ggtgggtatt 
aatgtgcctt
    78541 taccagtacc tgtggcttat catagctttg gtggctggaa gcgttcactg 
tttggtgatt
    78601 tacatgcgta tggcccagat ggtgtccgtt tttacacacg ccgtaaaacc 
attacacagc
    78661 gttggccatc tgctcaagtc cgtgaagcaa aacaattttc aatgccaact 
ttaaattaat
    78721 ttttattatt agggaaaaca gccgttttcc cttttttcat gactgtagga 
ttttgaaatg
    78781 taatagattg tttttatgga tatattttta aggaatgaaa tatgaataat 
gatagaacaa
    78841 aaaaattagg cgaaggactt tcaaatcgcc atatcacaat gattagtatt 
ggcggtgtta
    78901 ttggtgctgg tttatttgtc ggttcatctt ctgcaattgc caaagcaggc 
cccgcagtga
    78961 ttcttgcata cctgattacc agcattatgg tgtttctggt gatgcgcatg 
ttaggtgaaa
    79021 tggccgtttt agagccggac actggttcat tttctaccta tgcccgtaaa 
gccattggcc
    79081 cgtgggcagg ctttaccatt ggttggttat attggtggtt ttgggtactt 
gcgattccgg
    79141 tagaagccat tgcaggtgct gaaattttac attcgtggtt tccgagcatt 
tcggtctcta
    79201 tctatgcatt ttgctttatt gtgttcttaa gcttagccaa cttttttagt 
accaaaagtt
    79261 ttggtgagtt tgagttctgg ttttctttgg tcaaagtggt tgccattatt 
ggtttcatta



    79321 ttattggtat tttggcaatt tcaggtattt ggcctttagc taaaaatgtc 
agtggtgttg
    79381 ctaatttata caacaacgct ggttttatgc cgcacggtat ggggggaatt 
ttatctgcca
    79441 ttttaattac ggcattttca ttctttggtg tggaaattgt ctcgattgcc 
gcagcagagt
    79501 catctaaccc taaacagaaa attagacgtg ccaccaattt ggtgttgtac 
cgtattattc
    79561 tttttttcgt ggtctcaatg tttattgcgg tttcacttgt cgattggcgt 
tcaccggact
    79621 tacaaaagta tgggacattc caatatgttt taatgagctt aaacgtaccg 
ggcactaaac
    79681 ttattattga tacggtcgta tttatcgccg tggcaagctg tatgaatgcc 
gcaatttata
    79741 cgtcttctcg tatgttattc cgtttaggaa cacgcaatga agcaccgcag 
gcagtcacta
    79801 aagtgaatta tgcgggggta ccggcaattg cggtgttttc ctcaactttt 
attggtttag
    79861 tatgctgtgt cattaactat gtattccctg ggaaagtgtt tggcttattg 
ctttcaagca
    79921 caggttcgat tgctttgctg gtgtacttgg ttattgcgtt ttcacaacta 
cgtttaagac
    79981 ataagctaga agcagttggg gcggaaattc catttaaaat gtggttattc 
ccatggctga
    80041 cttggtttgt gattatcatt attttaagtg tattggctta tatgttcttc 
tcaccagcct
    80101 atagttatga aacgactcta tctttaggtg taaccttagg tgtggtggtt 
tgcggtttgt
    80161 ttgtgacccg aaagcgtaaa gcaacccgtt cggttgcgat caatcagagt 
aatttataaa
    80221 atattaaatt aatttttaat gatataaata aaaagctcct taataaaaag 
gagcttttta
    80281 cttttttaat tctaattatt ttattttaat tgtaggtggg tttttataat 
aatataaaga
    80341 gttaaaagct aactaagcaa agacgtttaa atcgcttgcc agttttcttt 
aacttcttct
    80401 gagtttttat ttaaaatgac ttgatcttct tttacctccc caatccatga 
agtagggata
    80461 agatgatgtt gatcattttc atctttggtg agttttaact gattttcacc 
ttcaagatga
    80521 tcgacagttc ctactttggt gccacaagaa gcaataacgt ctgcatgttt 
tttaatatca
    80581 ttaatattta aagtattcat ctttgacctc ttctttggaa atagaaaaac 
ggtagaaact
    80641 aaattactgg ataaaacagc agaaatcctt aatttttaat aaaccttaca 
tgattatttt
    80701 ataatttcac ttaagcgata tatttaggta acaatgaaat aaaaagaaat 
attcattgaa
    80761 taaagttata gaaaatatct ttttattaca ttttatatct ttaattaaac 
agaattattt
    80821 cgatatgttt aagtgaatac ttttgaataa ttatttgtaa tgaatattaa 
aatatctata
    80881 aatatgacaa tcttgagtat gttgagtgaa tttgaacatg ctcaggccga 
aaacaaaagt



    80941 cagctccgcc aagatttact ctaccaattg gtaagtttat ctaaaagttt 
gccttatcca
    81001 gcttcaggtc atacctatca gcgatggcaa ttatttgctc aaattgcagg 
gtatgattta
    81061 agtctcgcta aattatttga gtcacatcat gatgctttaa gtattctaaa 
tgaattgggt
    81121 tatcaagacg aaatcgatga ccaaacttgg gcggtatggg cagcagatgg 
cgggccggca
    81181 cctgtgcaag ttcagaacaa tcattgtaat ggtataaaaa actggtgctc 
aggtgcagag
    81241 tttattcaaa aagctctcat gagttataag gacaaagaag gccaagcaca 
gctttgtatc
    81301 gttgatttgg ctcatccctc tgttcatgtt gacttgagcc actggcaagc 
agtcggtatg
    81361 cagggaaccc aaacagctca agtgcatttt gacaatactc ctgttattcc 
tatcggactg
    81421 ccaaattgct atttggagcg tccgggtttt tggcatggtg ctgctggtgt 
tgcggcttgt
    81481 tggtatggtg ccgcggtacg cttggttagc ttcttacata aaagttgcac 
ccttaaccca
    81541 aacgcattta aaaaaatgta tttaggggag ttggctcaac agctctctgt 
aaccaaacag
    81601 tattttcaat atattgccaa gctcattgat gatgagcctg cgctcagtca 
tgagcgtgaa
    81661 atccgtatat tacgtgccca aacagaacaa tgctgccaga gtgttattca 
actcgttggt
    81721 aaagctttgg gcgcgcgtcc ttattgtgaa gagcctacat tttcacagct 
catcgctgat
    81781 ttaccagtat ttatccgaca gagccatgcg gcttttgatt atgagtctat 
tgctgagctc
    81841 tgtttaccgg agaaaagctt atgggaactt tgaagcatcc cttagtagag 
gaccgtatga
    81901 tttcaggtga aggcacaccc gaattcatgt ggcttgaggc atttaaaaaa 
aatcctttag
    81961 atcggctgaa tttaaagttg tttcagtcta aaagagtggt gattgttgct 
ccgcatcctg
    82021 atgacgaagt gctgggttgt ggcggtttaa tgcagcagct agtcgagcaa 
aactgccata
    82081 ttgtcatttt ggcagtcagt aatggaacac aaagccatcc tcattcagtg 
aaatatactc
    82141 ctgaccaatt gaacgattta cgtccgcaag aaacattggc tgctttaaac 
actttaggta
    82201 tttcagcttt ttctgaacgg attggtttaa atctaatgga tggtcaaatt 
catttacaga
    82261 ctgatcaatt gaatcaggcg cttagccaaa tagttcagcc cgaagatatt 
ttaatttgta
    82321 gctatgcact tgatggccat ccagatcatg aggctgtcgg gaaaacagta 
caagcttttg
    82381 ccgaagctcg ggacttacta tgtttgcatg tattgatttg ggcatggcat 
tgggcagagc
    82441 cttttgacac acgaattaac tggtccaaag caaaagctta tgccttaact 
gaaaaccagt
    82501 taattaaaaa acatcaggcg gttatgcaat ttaaaacaca acttgaagcc 
gatgagagca



    82561 caggaaattc cgccgtttta tcctcaagtg cgattagccg tcttttaatg 
ccttatgagg
    82621 tatatctgag tgattcattc tcgtgtgtat tttgaagagt tgtatcgtag 
taataatgac
    82681 ccatggggct atgactatca ctggtatgaa gcccgtaaaa gacaaatctg 
ccttgcatta
    82741 ttaacacgac cacactatga aaaagtttta gaaattggtt gttcaaatgg 
gcatttaagt
    82801 gtttatctgg ctcagcgcgc tgctcatctg ttatgtattg atgtgtcgaa 
gcaagccgtt
    82861 cagctcgcat ctcaacggtt agaagcattt gaacatgtga ctgttgaaaa 
tagaaaaata
    82921 cctgaagatt tttatgaaca aaaatttgac ctgattgtaa ttagcgaagt 
ggcgtactac
    82981 ctcacattcg atgagttagg tgagtttatt gaacagttaa agcaggcctt 
aaacccggaa
    83041 ggggaaattt tgtgttgcca ttggcgacat gatattcagg attttgaatt 
gaatgcccaa
    83101 aaagtccatc aaagctttca acaatctttt ccatttcatc actatttaag 
tctgaacgat
    83161 ccggacttta tggtcgatgt ttggacggtt aatccttcat caatagctca 
gcgagaacaa
    83221 ttacgatgaa aataggtgtt gtagttccag cgcataatga agagcaacat 
ttgccagcct
    83281 gtttgcaatc aattcaggag gcgattgaaa aagtaccgga tgaacaagtc 
gaggtcatgg
    83341 tcgtacttga tagttgtacg gatcagtcgc gttcaattgt acagcgctac 
gaagtaagct
    83401 ggattgaatg caattatgca tgtgtcggaa aagcgcggga cttaggtatc 
cgccaactta
    83461 ttcaaaacgg cgcaacttgg ctggcttgta cagatgctga tagtgtggtt 
agccctgact
    83521 ggttacgctg ccagattttg catcaaccta cagatgcaat ttgcggtatt 
gtgactttag
    83581 atgaccttag ccgtttatca gttatgaaac aaaaaaaata tttatcgcat 
tatcaggatt
    83641 gtatggatca tcaccatatt catggcgcaa atttaagttt tagtgctgct 
gcttatatgc
    83701 aagtaggcgg ttttgaacct gttccttgcc atgaagatgt ttcgctcatt 
caaaaactga
    83761 taaggcagtg ctgtaatatt acatggagca atttagttcg ggtaactacc 
agtagtcgac
    83821 tcgaaggaag agcgccagaa ggcttatcaa aatttttaga aaatctttaa 
ttaaacttat
    83881 tttcttaaga ttattttaat aattacagta tattctaaac tcagatcctc 
tgttatacat
    83941 agtagtttag tgttcattga gctatacctt tttgccacat cacccgatgt 
ggtttttttt
    84001 cattatgacc atacaaacat ctaggccaac gcaaagacct tctcaacaat 
agtgctgtat
    84061 atctgacacg atgacacaaa aaatcacaaa agctaaaact cacggttttc 
ataaattgtt
    84121 tagatagcta tagataaaat aacgaggaga atattcatga aaaaaatatt 
atttaccaca



    84181 ctcactggac ttgttttatt aactagtagt gcagcatttg caagaacaga 
tcccgcttta
    84241 cttaatcaag cagcaaaaaa tgtagtcact gtttcaaaag ctaaaacttt 
agctgatgaa
    84301 acaggggtaa ccttaactgg tactattgtt aagcatattg ctggcgacca 
ttatgaattt
    84361 aaagacaaaa caggttcaat cgtgattgat gtcgatgatg atttggcaaa 
tggttggcag
    84421 ttaaaggttg gagataaagt gcgtattgtg ggtgaagttg atacccaccg 
cgttaaaccg
    84481 actgaaattg aagtattaca aattgaacgt gttaaataat ttttcatttt 
aaataaaaag
    84541 ctcgaactag attcgggctt tttattgaaa taagcaaact tataaatttt 
ttataataat
    84601 gaaatataaa gtattttaaa taaaggtatg ttaagttgaa aattccatta 
ataatgaaat
    84661 tttatatttc acggaagtct tatgaacgtt cgcctgtgtt atgccagcca 
acgaaatgaa
    84721 aaaaatgaag atttgctaca agatttacgt gatattctga cagaagctcg 
tgatttcaac
    84781 gatttaaacg ggatttgtgg ggtgctttat tatgccgata atgcattttt 
tcaatgtcta
    84841 gaaggcgaac aagaggtcgt tgaaagatta tttgaaaaaa ttcaaaaaga 
tcaaaggcat
    84901 tataatatta aatggttatg cacatactcc attgatgaac actcttttca 
gcgttggtca
    84961 atgaaatacg tgcagcgtaa tacaaatatt gaagctttct ttcttaacat 
gggagagaat
    85021 acctttaacc cgcttttgct gaaccagcaa aacctcaaat ttttcttaaa 
tgaactctta
    85081 attgcagagc aaactaagat gaatacggtt aaaaaagttg gaatggtgaa 
tcggggagta
    85141 aacccgttct agctattaga tgcgataccg atatggatgt gtttgagttt 
aggtacgatt
    85201 tgtgtcatga ctaaataaac aattactgaa atcgacagca tccatatcac 
ttctaaactt
    85261 tgactaatca caaacattgc ccagtaaaaa aagctaaaaa gggcaataca 
cagtccgctt
    85321 cctttgtagt accaagtaat aaatattcca aagagcgctg aagaaatgat 
gagatttagt
    85381 gtctgattca ttcctagata gttaaaaaga ataattagta agcataaagc 
taacattgat
    85441 agtaaatata caaatatatt ttttgcaata aacattcttt atatcctatc 
tgaagattta
    85501 aaaagtaatc tttcctctgt ttccagagga aagatagtac atattcattt 
tttgagattc
    85561 tttttctatt attgagactt tttatattaa taaagatgac tttatcattt 
tctccagatc
    85621 tctttattaa tattcagctt tctatttaat agtaaagagt gcttatatgt 
actgaaatta
    85681 attataggaa aaacaattaa ttatgttgta agctttagct tacataattg 
tgagacattg
    85741 cctacatttg tataaaaaat aacctaattt tacaaagttg tatgaataaa 
actttatatt



    85801 ttacagatgt ttatttaaaa ttattgttgg gatggtcttt acataaataa 
caaaaagtaa
    85861 catcggattt tcaatcatta tttttaaata aaacttgatg aattaaaaat 
attattatta
    85921 aaaagttagt taatatgagt ttttataatt tgtataatga aaagtaataa 
tttaaagtta
    85981 taaatttaaa atatgtttgt taaaaataga tttccttatc tattttgatt 
aggtttggat
    86041 gatcaaaatc tagggaacat gggccaccag actgaggcta gtaatataat 
agccattatt
    86101 ttgttaaaaa tatttatatg ttttggtttt gaaagaagcc gagtacttag 
tctgcctact
    86161 aaggcccata ggtagagaca aggaaatgct ataagtaaaa aaatgcagga 
taaaattgag
    86221 acatttatca agatatcttg tccctgtttt gtatagacgc taataactgc 
aaaagccatc
    86281 atccatgttt taggattaat cgcttgcatt aaaaaagcag ctttaaaacc 
aataggaggg
    86341 tattgttcat ttttttctaa agagataaca ggattgtagt tatataattt 
ccaagctaga
    86401 aaggtgagcc agattaaacc actccatgtc atagtttttt gaatagcagg 
gtaagcaaga
    86461 atagtggagc caaggccaat accaaccact aatacaagta aggctgctcc 
aatacaagaa
    86521 cctaaaataa cgggaagtgt tttagaaatt ttataatgac tacttaaact 
taaaattata
    86581 aagttggtcg ggcctggagt aattgaggca acaattgcaa ataatgaaaa 
tgcagtgagg
    86641 ttttccatct tgtctacctt agttaattgg aagagacaag atgaaataat 
taagattttt
    86701 aatcttgaag atttgtgcag atttttctgt aagcggctgg tgttagtcca 
taacagcgtt
    86761 taaaccaacg acttaaatga ctttggtctg aaaaacataa gtcagaagca 
acttgtgctg
    86821 gagaaatact tctagcgagt aaatcacgtg ctcgtgtaag tctaagttga 
ataagatatt
    86881 gatgaggagc taaatgaaaa gtggatttaa aaatacggtg aatatggtaa 
cggtctagtc
    86941 ccaccatacg tgatatatct tctaacccaa tatcttcaaa taaatgatca 
tgcagaatat
    87001 ctcggatttg atgggcgact tggggtacat gaatacaaga agattgagaa 
gcttttttta
    87061 accatttacc ttgggcaata tattgaatca gcacatctag actattgtct 
ttcacaatat
    87121 tcatttcttt atagtgtaag tgtcgaaatg cttgcgaagt aatgattgcg 
agttgatcat
    87181 cggattttaa tggcgcatca atcactagtt cgtaatgatc ggggctgttg 
tgaaacaaac
    87241 cttgaaggcg ttgctttaac cattctggat gtagataaag catttggtag 
gtaaaaccat
    87301 cagatgcagg cgcatgtcca tcatgaattt cttctggctc aagcataaag 
acttgcccag
    87361 catgactatt gatttgcttt ttacggcaat gaaattgttg aatgccagat 
tcagttacac



    87421 caattaaata acttgaatgc caatggggat cataagcatg gccagtaaaa 
tgagcgcgga
    87481 ttgtttcgat acccgtattg gtatcttttg aaatatccac ccagttacta 
ctcataagca
    87541 ctgacctata aacttttaat tttagcccct gcaacagtat aaaagagata 
aaattagttc
    87601 tagaagattt gtgcaaaaac tttaaaaatt tagtgtgcat taaaaccagc 
ctaaggttta
    87661 acaggctggt ttttcattaa cgtttgaatt gattaatctg aacgtgtagc 
cagccaatta
    87721 ctcatttcag gccaaacaga ggtcggagct tggctaccag acactacgcc 
catatggcct
    87781 ccgggtacag ttttgaacgc tttatcttgg ctactaatta aatccataag 
aggcttaaca
    87841 gcatcggcgg tcacaataat gtctgtatct ccacctacag ccaacactga 
acaatcaata
    87901 tcttttaaat aagctgtaag ttccccaaat ttgattacac ctgttgagag 
ttcattatca
    87961 atccagaaac gtaaaataat gtcgcgcata acgccacccg gataggccag 
catattgtcg
    88021 ataaatgaac tagaggtagc gtggtcgaca ataaattctc ggttatccag 
atttttaaga
    88081 agttgccaat aggtttttaa attgccaatg gggtccgtta atttaaaacc 
gagtgtgttt
    88141 tgccatccat ggatatgaaa cacttcactt ggtacatgtt ggcgaatacg 
aaaaggcgta
    88201 tgcttacgga cccactgtgc aggtttagtc agacttccat agagcttacc 
catataacct
    88261 gctttatgtg tgtcgatcgg ggaagcaaga atcatcagat tcttaatatc 
tttatcttta
    88321 aataatgcgg tatagcaaag tgaaagggcg ccacctaaac tccagccatg 
taatgaaagc
    88381 tgttgttgtc cactatgtat acggacttgc tttaacattt caggcataaa 
gacttttaca
    88441 taggtgccaa aattgtattt ggcttgattg cgagtaggta caccccagtc 
tattaaataa
    88501 acctcgaagc cttgatctaa aaaatagcgt atcaggctgc gggtaggaaa 
caaatcgtaa
    88561 ataagcatgt tcacagctaa aggcggaaca atcactaacg gcacacggtg 
tttggctgat
    88621 gcttctgtct catttctata atggcgaagg cttataattt catgcttata 
aattacatca
    88681 aaaggtgttt ttcctgacag ggcaatttcc gatcctctaa aaaacagatc 
tgatgcattg
    88741 gagagcatgt gaggtatttt ctgaccagca cgctttttaa gagatgtttt 
aatcgactgt
    88801 acctgtggaa cattctgtcg aactttaagc aataaactca ttgaatataa 
aacctataaa
    88861 gatgttgccc agagcaaata acgagctggt cttttgcgga tattaaaggg 
aataaaagat
    88921 gagttcagtg acctaaaaga caggattttc tgcttaagag atcaaagtga 
agttatacta
    88981 aattaatgat ttctttacat aagattttga aatgattgat aaattaaatt 
atagggcatg



    89041 attttgtata aaatatttaa aaatttaagc tattcttaag aatagtaaaa 
atttattggt
    89101 agggtaattt tgtaaagttt atttgtgttt tttttacata ttaaaaaata 
aaatataatt
    89161 attttacaat ccgttaggaa tgtaatcaga aagtagtata tatggaattt 
gtttttaatg
    89221 gtttttatac actaatttcg gcggtcatcg ttctattgtt gggtcgcttt 
cttgtcaatc
    89281 ggattgattt tttaaaacgt tataatatcc ctgaaccggt agcaggtggt 
ttggtcgctg
    89341 cggtagtttc tttacttgtc cacactttct ggggatacag tattgttttt 
agcagtgaat
    89401 tacaaaccag ctttatgctc gtgttctttg cttcaattgg tttaagtgcc 
aattttatga
    89461 agcttaaaga gggtggtact gctttagtca tcttcttaat ttgtgtagcc 
tcatttattg
    89521 ttgttcaaaa tgctgtcggt atgagccttg caaccttatt gggtctagac 
ccacttattg
    89581 gtttgattgc aggttcaatt actttaaccg gtggtcatgg tacagcaggt 
gcttggggtg
    89641 aaattctaga aagccagcat ggtattcagg gtgctttagc gttaggtatg 
gcaagtgcta
    89701 cgtttggctt gattattggt ggtgtcattg gtggtccttt agccaaattg 
ctcattaatc
    89761 gttatagcct tgctcaagca aaaaccaatg ctgagattca gcagcgtgac 
acgcatgttg
    89821 aacaaaattc agatgatctt gcaccgtttg aaaacccgca tcaagttcgt 
ttaattactg
    89881 ccgacaatgc aattactacg cttggtatgt ttgcagcatg tttagcattt 
gctgaattta
    89941 tgactggctt cagtaaggga acttggtttg agttaccaac tttcgtttgg 
gcacttggtg
    90001 gcggtgtaat cttaagaaat attttagaaa gcgtgttgaa ggttgatatt 
tttgaccgcg
    90061 cgattgacgt ttttggtaat gcgtctttat ctctttattt agcaatggca 
ttgctttcat
    90121 taaagctttg gcaacttgct gacttagcag gtccacttgt ggttatttta 
ggtgctcaaa
    90181 cactgactat ggctttatat gcagcatttg tgactttccg tgtaatgggg 
aaaaattacg
    90241 atgcggcagt attggcagca ggtcactgtg gtttcggtat gggggctaca 
ccaaccgccg
    90301 ttgcaaatat gcaggcgatt accaatatgt atggcccatc gcataaagca 
ttcttaattg
    90361 ttccgctttg tggtgcattc tttgtcgact tgattaatgc aactgtgatt 
cagcttatgt
    90421 tgaaatttat tgcttaatta aaaaaagccc gtaagggctt tttttatggg 
gcattttata
    90481 gccaacaatt taaaccgtta aatctgctgc acttagcatt tcttgaccca 
caatcatttt
    90541 ggcaaattga ttggcaattc ttcctgagcg gttgccttgc tgagttgcat 
attgaatagc
    90601 ttttaactga atcgtttccc aagtttcccg ttgttgccat ttgtattcat 
ttagccagta



    90661 ttgaacagtt tttaaatact cttgttggct aaagccatag aaattaattt 
gtaaaccaaa
    90721 tctgtctgct aaagaaatct tttgttcaat gctgtcgcca gggcgtaatt 
cgccattttc
    90781 cccgacattt aactcggtat tatctttatt gtattcggcc accatatgct 
ttcgatttga
    90841 tgttgcataa atgagtgtat tgtctgaact agaggccagt gaaccatcta 
atacagtttt
    90901 taaagttgcg taacttgagt caccggcttc aaaggccaag tcatcacaaa 
agatgataaa
    90961 acgctcagta cggtcttgta gtaagttaat aatcttaggc aaatcttcta 
aatacttttt
    91021 ctcaagttca atcactcgaa ggcctaagtg gtgatattca tttaaacagg 
cttttacaat
    91081 agacgacttg cctgtaccac gtgagcctgt catgagtaca ttatttgcta 
acaagccttt
    91141 tgcaaaggct tcagtattta gttttacttt ggtgagttgg ctgtcgatat 
tgcacagatg
    91201 attaaaagaa atgagttgag gtttacggat cgcgacgagc gaacctttat 
tattttctct
    91261 ttcccatcta aaggcaatcg cctcatctaa gacatctaca gaaatttctt 
gggttttaga
    91321 aattttttcg actgcttgag taagcttttg aatttcaaaa ataagatttg 
aaattgtctg
    91381 acttaattcc atgagctcaa cctttaaaat gcatgaaaga gaaattgaac 
aattaaacat
    91441 aggatgatag tatcaccgta tgtttaagct tactagtacc aattttaatg 
attgagcaaa
    91501 ttcaaaaaag atctctggtc gatgaagtga ttcatgtcat acgtcagaat 
attaaaaatg
    91561 acatttggaa agtagatgag aaaattccga ctgaacctga gcttgttcaa 
ggtttgggtg
    91621 tgggtcgaaa caccattcgt gaagcaatta aaattttaga atatttaggt 
gttttagaag
    91681 tcaaacaggg gctgggtact tttgtacgta cgaagaatga cttttcgatt 
gtgattaatt
    91741 caattcatca ttctgattta tatgaacacg tagaagtaag atgtttatta 
gaaatcgaaa
    91801 ttgctaaatt agctgctaga cattgcacgc ctgaagatat gcgcgatgtt 
atagcgtgtt
    91861 tagaacatag agcagcaaca aatcaacaag atgttgctaa ctttatgtta 
agtgataaga
    91921 aactacattt ggcaattgcc aaggcgactc ataataaagc tttacaggca 
acttatgagt
    91981 atttcttaaa ctcaagctat caatacacct tagagctagt gactaataaa 
aatttacctg
    92041 acccaaacca gcaaatacat agtgaacttg ttcaagctat tcaacacaag 
tctgagtcag
    92101 aagccatgcg aattgcggag tctatgttgg cgcccatatt acgttcgtta 
gattcaatta
    92161 aagctgactt tgtccaaaat cactgaatag ctagatcaaa tactatgagt 
tttatgattg
    92221 tttcgaacaa ctttgctgtt ccttactatt taaatgtgag gaaagaaaag 
ggaatgacag



    92281 cttattattg ggcaactcat caatctcagt tagctctatt tgactcttac 
gaattggctt
    92341 atcgctttta ctttccatct cgacatattt tgattcgaag tgaaattaaa 
gctttcgctc
    92401 agtaatataa taattgagta caacaccacc atatattaaa aacataggag 
aactggctcc
    92461 tatgttttaa aatttatggt tcactgacta atcttaatat attttttaac 
agtatacttc
    92521 ttaaaaattc tttataactt tcatctgtat ttttgttcga atgttgaact 
aaatatccat
    92581 taagttgagt gattataata atcgctcttt ctttatattc ttctgaagat 
attttattat
    92641 gaatggggag gatgatttta tagataagtt cgagattata cttttgtatg 
attgacaaag
    92701 cttcatatac atagggtaaa tgatctgaaa tagagaaaaa ctctttaaat 
gcatttgtga
    92761 tgatcggttg ctctatttca taaattatat tagtgataat attcataaac 
cgaattaaag
    92821 gtggttcatt tgcattcaaa ttaattaaaa tttcaatacg ctgtatatag 
tcacaaatta
    92881 atttattaag taaagctttt aataaaatat ctttattttg aaaataatgt 
tgcaaagtac
    92941 ttaaactaat attttaggac ttacgcacta ttatttatag attctctgtg 
gtagcagatg
    93001 atttttatcg agaataaagt catcaatgaa gtttttgata actggtctaa 
ataatttctt
    93061 ctgccaacga tatacatttt c
//
LOCUS       NODE_13_length_91197_cov_103.35328991197 bp   DNA linear
17-DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..91197
                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
     gene            304..522
                     /locus_tag="DSM_03319"
     CDS             304..522
                     /locus_tag="DSM_03319"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSLQRGIYQHYKGNLYQVFSVAKHSETEEELVVYQCLYGDYSTW
                     VRPLDMFTETVQMSDGSVVPRFKLIQST"



     gene            559..1146
                     /gene="pcm"
                     /locus_tag="DSM_03320"
     CDS             559..1146
                     /gene="pcm"
                     /locus_tag="DSM_03320"
                     /EC_number="2.1.1.77"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_00090"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein-L-isoaspartate O-
methyltransferase"
                     
/translation="MPNTIFLQRVADLYDTFKQHDSQQSDRLQRYRNIEVESAQLISQ
                     
LIRMQQAKSILEIGTSTGYSTLWLAEAAQATGGQVITVEIDAKRSAEAKRHVAELELS
                     
EIVQFWVGDAADYLKAAQEKFDFILLDAERDAYENYWPDLKRLMKPKGGVLVVDNVIS
                     HAAEVNRFIALIKKDPDYMSSILPVGAGLCLVVTK"
     gene            complement(1211..1426)
                     /locus_tag="DSM_03321"
     CDS             complement(1211..1426)
                     /locus_tag="DSM_03321"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MANTAVVTSWKYNATSRHLKIFYSDGSGDLYHPVPEFVYDNLLR
                     STDKAAFVHKYLEFNLHFTRLSLVIAS"
     gene            complement(1619..2182)
                     /gene="ahpC_2"
                     /locus_tag="DSM_03322"
     CDS             complement(1619..2182)
                     /gene="ahpC_2"
                     /locus_tag="DSM_03322"
                     /EC_number="1.11.1.15"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AE08"
                     /codon_start=1
                     /transl_table=11
                     /product="Alkyl hydroperoxide reductase C"
                     
/translation="MSLINTEVKPFQATAYHNGQFIEVNETNLKGKWSVVFFYPADFT
                     
FVCPTELEDLADNYAEFQKLGVEIYGVSTDTHFTHKAWHDTSDAIKKIQYPLIGDPTW
                     
TLSKNFDVLIESEGLADRGTFVIDPEGKIQIVEINAGGIGRDASELLRKVKAAQYVHS
                     HPGEVCPAKWKEGEATLAPSIDLVGKI"
     gene            2535..6392
                     /locus_tag="DSM_03323"
     CDS             2535..6392
                     /locus_tag="DSM_03323"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLNGLNIDQWVMARDRYRLNRLRKDKKANTAEIEKLFKQSNAKV
                     
RQRFERLPKIKLNQDLPVTQYADRLIEAIQKHQVIIVAGETGSGKTTQLPQIAMLAGR
                     
GLTGMIGHTQPRRLAARSVSQRIAEEVGEKLGESIGFKIRFNEQGSQDSIVRLMTDGI
                     
LLAELGNDRFLSKYDTIIIDEAHERSLNIDFIMGYLKQLLPKRPDLKVIVTSATLDVN
                     
RFSNYFNNAPIFEVEGRSYPVEVRYRPISEMNIGGSDDDEFDDFEENLPRAVVQAVEE
                     
CFADAEEKGHPEHADILIFSSTEQEIRELQETLQKYGPRHTEILPLYARLAVSEQQKI
                     
FSPSGKGRRIIIATNVAETALTVPNIRYVIDSGFARISRYNYRSRVQRLPIEAISQAA
                     
ANQRKGRCGRVAPGVCIRLYSEEDFLSRPEFTEPEIKRTNLASVILQMQSLGLGELEN
                     
FDFIEPPDFRLVNDGRKLLIELGALNEKKNELTKVGQMMARMPIDPRLARMIVGGAHF
                     
GVLKEILVVVSALAVQDPRERPADKQMQADQKHALFKEADSDFLFYLKLWDTLNPKGE
                     
AGMSENKRRQFAKQHFLSWLRLREWKQTHQQLVELAEGLKLSFNEKPANYENLHRALL
                     
TGLLSFIANKTDERNTFMAVRQQKAKVFPASTLHKTNTAWVMAFEMVETSQVYLRTLA
                     
KIDPEWILLAARDLLKYHYFEPHWSKKAGIVNAYAQISLFGLIIEPKRLVNFEKVDQP
                     
AAHEIFLRDALTTGNLGTVPPFLKHNLLKLEEVERVEDKLRRRDLVVDEETIYQFYAS
                     
KIPEEIASRRSFEDWRATVEAKNPRYLYVEDDALWLNDRPTTQQFPDHLHNGQLRLAT
                     
TYRFDPSHDEDGATVQIPVQALPQVDENIWSWGIPGWRLDLIEALLKALPKDKRRNLV
                     
PIPDMARKLMQGIDAVHLRQHIFSYLAFALRGEQITEKDFSFERIDPYLVPFIKVIDE
                     
KGKLIAKGRDLAELKARCRVETHRPVKQQKGEFKTFPENFTFEASQKVTGVVVKQYQA
                     
LVPTKNFAELEAKDESGVVIQTFNDQAEAIKQHREGIIRLVHMQLGDLVRQLKKQISK
                     
PLALAYSPLGDKAKLEQMLVYATLQMAITTLPINADEFNQLLEQVKKQFLSYGQQALE
                     
QLSDIYIQWQQIRRQLLVLDPDVFGRSIDDIEDQLDLMSLGNFVYCQPVDLWQEYPRY
                     
LKALLLRLDRLPNNLQRDHAAIDDVDPWMDKVFKFKNDPRIKELYLMLEELRISLFSQ
                     PMKTKMPISPTRLQKLWDRLGIS"
     gene            6487..7593
                     /locus_tag="DSM_03324"
     CDS             6487..7593
                     /locus_tag="DSM_03324"
                     /EC_number="2.3.1.207"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HYV7"



                     /codon_start=1
                     /transl_table=11
                     /product="Beta-ketodecanoyl-[acyl-carrier-protein]
                     synthase"
                     
/translation="MGIRITGTGLFHPTEIISNEELADSLNAYVEQYNQENAEKIAAG
                     
ELEELRGSSAEFIEKASGIKRRYVIEKSGILDPTRLRPRLSERSNDELSIQAEWGVIA
                     
AKQAMENAGVTAEDIDVVILACSNMQRAYPAVAIEIQSALGIQGYAYDMNVACSAATF
                     
GLKQAADAIRSGARRVLLVNVEITSGHLDYRNRDCHFIFGDVATASIIEETTTKTGFE
                     
ILDIHLFTQFSNNIRNNFGFLNRSEDAVVDDKLFRQDGRKVFKDVCPLVAKIINAQLE
                     
KMQLTANDIKRFWLHQANANMNELILKYVAGKDADLSRAPIILDEFANTSSAGVIIAL
                     HRTGHEVDDGEYGVISSFGAGYSVGSIVVQKHVA"
     gene            complement(7695..8951)
                     /gene="nicP_4"
                     /locus_tag="DSM_03325"
     CDS             complement(7695..8951)
                     /gene="nicP_4"
                     /locus_tag="DSM_03325"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q88FY7"
                     /codon_start=1
                     /transl_table=11
                     /product="Porin-like protein NicP"
                     
/translation="MELLHRFKPHTLAFATLFFMCSSSWAANPNQQTEDEWKFTLKNA
                     
YINRDFDNDALKDTGSWSQAASLFYKSKMHDTPLIIADKPITIGADASVQYAVRLSSD
                     
KHVADTVLPFNKETQSQASDFLKYGATLKLGYDKTLLSVGELWLDLPVTAVDASRQLL
                     
ASYWGTNLKSQLSDQLYAEIGRVEKVSPRNEEDFKKFSFTTNGMTKESDGLNYIDLRY
                     
QFTPTLKGEYYFGNLEDLYNKHYVGLEHNWKQPNFALTSKFKYFNAKDDGNTFDIDAQ
                     
NIGVLETLKVKNHTFGLGYQQIIGESAYPLPDGFLPETYFINWNATGFFKEDEKSYHV
                     
MYGYDFKDYVPGLNAMVKYVYGHDFKAANGEKNHETESNVILNYTFQQPFLKGFALQY
                     IRIDYNVKHGNDFGEDRLFVNYTKKF"
     gene            complement(8996..10354)
                     /gene="pcaK_5"
                     /locus_tag="DSM_03326"
     CDS             complement(8996..10354)
                     /gene="pcaK_5"
                     /locus_tag="DSM_03326"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q43975"
                     /codon_start=1
                     /transl_table=11
                     /product="4-hydroxybenzoate transporter PcaK"



                     
/translation="MDTSKVNINELIDKARFTSFHWKVLIWCLLIIIFDGYDLVIYGV
                     
ALPLLMQQWSLTAVEAGLLASAALFGMMFGAMIFGTLSDKLGRKKTILICVTLFSGFT
                     
FIGAFAKGPTEFAILRFIAGLGIGGVMPNVVALMTEYAPKKIRSTLVAIMFSGYAIGG
                     
MTSALLGAWLVKDMGWQIMFLIAGIPLLLLPLIWKFLPESLAFLVKSNHSEQAKSIVS
                     
KIAPQTQVNANTQLVLNESTTTDAPVRALFQQGRTFSTFMFWIAFFMCLLMVYALGSW
                     
LPKLMLQAGYSLGASMLFLFALNIGGMVGAIGGGALADRFHLKPVITIMFIVGSAALI
                     
LLGINSPQFILYSLIAIAGAATIGSQILLYTFVAQFYPTALRSTGMGWASGIGRIGAI
                     
IGPVLTGALLSFELPHQMNFLAIAIPGVIAALAIFMVNLKASVAAQTPSTFNPQNTLT
                     QQ"
     gene            complement(10821..12014)
                     /gene="ydcO_2"
                     /locus_tag="DSM_03327"
     CDS             complement(10821..12014)
                     /gene="ydcO_2"
                     /locus_tag="DSM_03327"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76103"
                     /codon_start=1
                     /transl_table=11
                     /product="Inner membrane protein YdcO"
                     
/translation="MATLFKTLKNDWSISATVAGFLAVLISYSGPLIIFFQAAQRAHV
                     
STDMMVSWIWGISIGAAVSGIYLSIKYKTPVITAWSAPGTALLVTLFPNISLNEAVAA
                     
YITSAIVIFLIGITGYFDKLLKWIPQDVAAGMMAGILFQFGISLFTASDSMPLIVFSM
                     
LIVFLIAKRLMPRYTMIWVLAAGVLLSLILGKMNPVDVSFNLAIPQWISPEWTWNSTL
                     
NLAVPLILVSLTGQFLPGMAIMKLSGYDTPAKSIITATSIASLAVACVGGITIVLASI
                     
TAALCMGKDAHELKEKRYIAGIANGIFYILGGLFAGSIVMLFSLLPKELVAALAGLAL
                     
LGAIATNISVAMKNDGQRDAALITFLASASGMHFLGLSSVFWGICIGVIAHFILTPRS
                     TPATN"
     gene            complement(12072..12857)
                     /locus_tag="DSM_03328"
     CDS             complement(12072..12857)
                     /locus_tag="DSM_03328"
                     /EC_number="1.1.1.393"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A7AZH2"
                     /codon_start=1
                     /transl_table=11
                     /product="3-beta-hydroxycholanate 3-dehydrogenase
                     (NADP(+))"



                     
/translation="MSNRQRFTDKVVIVTGSAQGIGRGVALQVAAEGGQVIMADRSEY
                     
VEEVLTEIQRAGGEAVTINADLETYASAQAVVAKAIEHYGRVDVLINNVGGAIWMKPF
                     
EEFSEEEIIKEVNRSLFPTLWCCRAVLPAMIKQQSGVIVNVSSIATRGINRIPYSASK
                     
GGVNALTASLAFEHAKDGIRVNAVATGGTEAPPRKVPRNTNPLSQNEKDWMQQVVDQT
                     KDRTFMGRYGTIQEQVNAILFLASDEASYITGSIIPVGGGDQG"
     gene            complement(12879..13895)
                     /gene="benC"
                     /locus_tag="DSM_03329"
     CDS             complement(12879..13895)
                     /gene="benC"
                     /locus_tag="DSM_03329"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P07771"
                     /codon_start=1
                     /transl_table=11
                     /product="Benzoate 1,2-dioxygenase electron transfer
                     component"
                     
/translation="MSNHNVALQFEDGVTRFISVAQGETLSDAAYRQKINIPLDCRDG
                     
ACGTCRAFCESGHYDMPEESYIEDALTPEEAEQGYILACQCRPTSDAVFQIQASSDVC
                     
KTEIHSFQGTLARVEKLSDSTITFDIQLDEGQPDIHFLAGQYVNVAIPETGETRSYSF
                     
SSKPGNRLTGFVVRNVPNGKMSEFLSKNAKTGDKMTFTGPFGSFYLRNVTRPVLMLAG
                     
GTGIAPFMSMLQVLEEKGSEQPVRLVFGVTNDFDLVALEKLNELQAKFPWFEYRTVVA
                     
SPESNHERKGYVTGHIESEWLNGGDVDVYLCGPVPMVEAVRGWLETENIKPANFLFEK
                     FSAN"
     gene            complement(13966..14466)
                     /gene="cbdB_2"
                     /locus_tag="DSM_03330"
     CDS             complement(13966..14466)
                     /gene="cbdB_2"
                     /locus_tag="DSM_03330"
                     /EC_number="1.14.12.13"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q51602"
                     /codon_start=1
                     /transl_table=11
                     /product="2-halobenzoate 1,2-dioxygenase small 
subunit"
                     
/translation="MSTQDKATLENIAQFLYREARFLDDEQWDDWLECYAPEASFWMP
                     
AWDDDDRLTEDPQSEISLIYYPDRQGLEDRVFRIKTERSSATMPDTRTSHNIANVEVL
                     
DRDGDKVTVRFNWNTLSFRYKTNYSYFGMSRYVIDFSGDQPKILSKYVVLKNDYINQV
                     IDIYHL"
     gene            complement(14463..15845)



                     /gene="cbdA"
                     /locus_tag="DSM_03331"
     CDS             complement(14463..15845)
                     /gene="cbdA"
                     /locus_tag="DSM_03331"
                     /EC_number="1.14.12.13"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q51601"
                     /codon_start=1
                     /transl_table=11
                     /product="2-halobenzoate 1,2-dioxygenase large 
subunit"
                     
/translation="MPRIPVINTSHLDRIDELLVDNIDTGEFKLHRSVFTDEALFDLE
                     
MKYIFEGNWVYLAHESQIPNNNDYYTTYIGRQPIIIARNRNGELNAMINACSHRGAQL
                     
CRYKRGNKATYTCPFHGWTFNNSGKLLKVKDPTDAGYSDCFNQDGSHDLKKVARFESY
                     
KGFLFGSLNPDVPSLEEFLGETTKIIDMIVDQSEHGLEVLRGSSTYTYEGNWKLTAEN
                     
GADGYHVSAVHWNYAATTQHRKETQAADNIRAMSAGSWGKQGGGSYGFENGHMLLWTQ
                     
WANPEDRPNFPKADEYTEKYGEAMSKWMIERSRNLCLYPNVYLMDQFGSQIRVLRPLS
                     
VNKTEVTIYCIAPKGEAPEARARRIRQYEDFFNASGMATPDDLEEFRACQAGYAGIAL
                     
EWNDMCRGSKHWIYGPDDAANEIGLKPMLSGIKTEDEGLYLAQHQYWLKTMKHAIASE
                     KEIADQGETA"
     gene            16129..17088
                     /gene="benM_2"
                     /locus_tag="DSM_03332"
     CDS             16129..17088
                     /gene="benM_2"
                     /locus_tag="DSM_03332"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O68014"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator BenM"
                     
/translation="MELRHLRYFVAVVEEQSFTKAAEKLFIAQPPLSRQIQNLESELG
                     
IQLFERGSRPLQTTPAGHFFYQHAVKLLSNAEEIKSMTKRIGLIERSMTIGFVGSLLY
                     
GLLPRIIYLFRQQQPHLNIQLIELSTTEQLQALKEGRIDVGFGRLRISDPAVRRILLR
                     
KERLVVAAHTSHPIAQRTEGVYLADLIDEKMFMYPTSPKPNFSTQLLNIFAEHSLVPK
                     
NMHEIREIQLALGLVAAGEGICIIPASADTIRFPHLNYIPILDNGAVSPIFITARAMD
                     RSEDLQSLFDCIYQVYDLEGIPYQRTVFTLDQNPIDDSNGIDS"
     gene            complement(17137..17331)
                     /locus_tag="DSM_03333"
     CDS             complement(17137..17331)
                     /locus_tag="DSM_03333"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKLLIENMTCGGCARGVTATIQDVDPNAKVDVDLATKIVTVESS
                     ESVDKITEALEEDGFPAKVQ"
     gene            17504..19975
                     /gene="actP_2"
                     /locus_tag="DSM_03334"
     CDS             17504..19975
                     /gene="actP_2"
                     /locus_tag="DSM_03334"
                     /EC_number="3.6.3.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9X5X3"
                     /codon_start=1
                     /transl_table=11
                     /product="Copper-transporting P-type ATPase"
                     
/translation="MDSKTTKLPAYSETLSIEGMTCASCVGRVEKALKKVENVEIANV
                     
NLATEKAVVYSNQPIQREALVKAVERAGYDVPKAAPVELSIEGMTCASCVARVEKALK
                     
KVDGVQEATVNLATEQAWVQADASVNVEDLIRAVKKAGYDAKAAEKKQDEQLDKKASE
                     
LDQLKKDLIISIVLALPVFILEMGSHLIPAFHMWVMHTIGQYNSWLLQFVLTTLVLVF
                     
PGRRFYQKGIPALWRLAPDMNSLVAVGTLAAYSFSVVATFMPQVLPQGTVNVYFEAAA
                     
VIVSLILLGRYFEAKAKGRTSQAIQHLVGMQPKTARIQRDGQVVEVAVVEVVSGTIVE
                     
IRPGERVSVDGEVVEGHSYIDESMITGEPVPVEKIIGQQVVGGTVNQNGTLNIRATAV
                     
GSSSVLSQIIRMVEQAQGSKLPIQGLVDKVTMWFVPVVMLIAAITFLVWFIFGPEPAL
                     
TFGLVNAVAVLIIACPCAMGLATPTSIMVGTGRGAELGVLFRKGEALQLLQEAQVVAV
                     
DKTGTLTEGKPTLTDFNVQSGFERNQVLTLVASVEAKSEHPIALAIVQAAESEGINLL
                     
PVTAFNSITGSGIEAEVSGQKVQIGADRYMHQLGLDTSSFQAIAAQLGEEGKTPLYVA
                     
IDQQLAAIIAVADPIKETTYAAIEALHKLGLKVAMITGDNRHTAQAIAKKLNIDEVVA
                     
EVLPEGKVDTVRQLQEQYGRLAFVGDGINDAPALAQADVGLAIGTGTDVAIEAADVVL
                     
MSGSLKGVPNAIALSKATMRNIRQNLFWAFVYNVALIPIAAGALYPAFGVLLSPMFAA
                     GAMALSSVFVLGNALRLKRFHAPVE"
     gene            20051..20452
                     /gene="hmrR_3"
                     /locus_tag="DSM_03335"
     CDS             20051..20452
                     /gene="hmrR_3"
                     /locus_tag="DSM_03335"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:Q9X5X4"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator HmrR"
                     
/translation="MNIGQASKHSGISAKMIRYYEEIGLLEAAQRSASGYRIYSETDL
                     
KTLNFLKHARELGFSSEQMKELISLWKNTDRHSAEVKALTVKHIAELKQKIAHLQEMV
                     NILQASADDCCGDQQASCAILDHIEKGVGVS"
     gene            20481..20888
                     /gene="gfa_2"
                     /locus_tag="DSM_03336"
     CDS             20481..20888
                     /gene="gfa_2"
                     /locus_tag="DSM_03336"
                     /EC_number="4.4.1.22"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_00723"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutathione-dependent formaldehyde-
activating
                     enzyme"
                     
/translation="MAYTASCLCNGIQLRINAEFEPIMVCHCKQCQKAQGAAFAAITQ
                     
VKKSDLEIVQGENLLQAYFASPNKKRVFCKICGSPVWSERLDKPDVVRLRVGLINEEI
                     STPVISHAFVNSQVKWYPICDTAHQYPNGVENP"
     gene            complement(21480..21836)
                     /gene="yhjQ"
                     /locus_tag="DSM_03337"
     CDS             complement(21480..21836)
                     /gene="yhjQ"
                     /locus_tag="DSM_03337"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O07571"
                     /codon_start=1
                     /transl_table=11
                     /product="putative cysteine-rich protein YhjQ"
                     
/translation="MNSSQEPNQSLFNQASTSIQACIECMFACKHCASACLQEEHVHM
                     
MRECIKHCLTCVETCQLCTSLELRHSELAEQAMQLCANACQLCAAECSKHEHEHCQVC
                     AKACLACAQACQAYRA"
     gene            complement(22316..22645)
                     /locus_tag="DSM_03338"
     CDS             complement(22316..22645)
                     /locus_tag="DSM_03338"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MMNAYVRPHPDGFKSYLGKDQKTGLYTVRVGWTVYETNANGSVL



                     
YIVKEESKIPLDVEKFKTDRPKIYDALLNEVQFQRRKQLAIDLQKSNIPSYDRKAYKK
                     RRGFTGS"
     gene            23087..23680
                     /locus_tag="DSM_03339"
     CDS             23087..23680
                     /locus_tag="DSM_03339"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVSFLFIGLVVTILLTPGPTNTLLASAGIQAGVKHSLKLIPAEV
                     
IGYLIAITSWGVLLESVSHFIPWLPAILKLMSAGFILYLAFKLWMTSSEDIKLDRPLI
                     
TPKALFLATLLNPKALLFASAIFPHAAWEVPHLYFIHIVVFLALITPIAFLWIMFGTV
                     LISNKVTWLNQRNLQRIAAFILTFFAMPIGYSAISSF"
     gene            23731..23955
                     /locus_tag="DSM_03340"
     CDS             23731..23955
                     /locus_tag="DSM_03340"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKRLKVVIKDQFDQESIALAKVRPANDQKLELYKSVEHIEIDDD
                     IILPNMDLLYENPKDGKIYKLVGPFNEDEL"
     gene            complement(24180..24374)
                     /locus_tag="DSM_03341"
     CDS             complement(24180..24374)
                     /locus_tag="DSM_03341"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNDKELTFKEGHDILKRNAELLESQESPDIDNLMKIVEESIGAY
                     KACKSRIEAVQQALDETFKE"
     gene            complement(24367..25629)
                     /gene="xseA"
                     /locus_tag="DSM_03342"
     CDS             complement(24367..25629)
                     /gene="xseA"
                     /locus_tag="DSM_03342"
                     /EC_number="3.1.11.6"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P04994"
                     /codon_start=1
                     /transl_table=11
                     /product="Exodeoxyribonuclease 7 large subunit"
                     
/translation="MSDPQLSLSEYLGTVQEVIRLTFDEPVWVRAEIRNLNVKGGHYY



                     
LELAEKDADTDKVIASCKATIWKFSANKIVLKFERETGIELASDLNVLIKIRARFDPQ
                     
YGFSVNIEEIDSSFTLGEIAKRYQQIVERLTQEGLIHKNKLLPTPFDIQNVLVIAPQN
                     
AAGLGDFKKDADALERNRVCHFVYQSATFQGNTAAVSLMESLATGLKQWANNFNFPPD
                     
LIVIIRGGGAVNDLAYLNDYELAALLCKRSVPIWVGIGHEKDRTILDEIAHRSFDTPS
                     
KVIAGIRNHIVERVQEAVDNLQTIKLLSQHQITTYQSKSDQYLQHIKSSAQAQLNSAH
                     
QFLEQIKERIQFVSQQQVKFSLSQTESLMREILLQNPKQIQAKGYAIVRSEGKAIRSI
                     HQITSSTITVDMQDGAINANITEVIPNE"
     gene            25884..25960
                     /locus_tag="DSM_03343"
     tRNA            25884..25960
                     /locus_tag="DSM_03343"
                     /product="tRNA-Met"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Met(cat)"
     gene            26134..26367
                     /locus_tag="DSM_03344"
     CDS             26134..26367
                     /locus_tag="DSM_03344"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIVNIVNEWQIATAVNGNEINVRIVPHVRKQNSLDGYRWVEVGK
                     KIQLQTGEEIELNQDGKSFYAGFNQLYRLNTYC"
     gene            complement(26519..27190)
                     /gene="prtR_1"
                     /locus_tag="DSM_03345"
     CDS             complement(26519..27190)
                     /gene="prtR_1"
                     /locus_tag="DSM_03345"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q06553"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator PrtR"
                     
/translation="MALKDRLKDSRIKAKKTQAEVAEAVKMSQPAYQALESGKNLKSA
                     
FLPLIAQFLGVDAYWLTTGNSEDSFRESDVFSPTVVSNDAADQYVWIEVVEANFSCGT
                     
GESIEFHFDAINGKIPFPASFFKEKRVAQECMRIIKAKGDSMTDYIKDGDLVGIDISQ
                     
TEVIDGEIYAVYFAGEGMIKQIFKEADGSLILHSLNEKFRDRRVTEENGKNFKVMGRQ
                     FWRAG"
     gene            27498..27623
                     /locus_tag="DSM_03346"
     CDS             27498..27623
                     /locus_tag="DSM_03346"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFVDKGYQEHEESNKEFNASQKFPIYGNLLSQLFGQKREVI"
     gene            27791..28180
                     /locus_tag="DSM_03347"
     CDS             27791..28180
                     /locus_tag="DSM_03347"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MENFLTSNGLAAAFNLYGTVMMVALAVSLVVAVVLIMRFPRSPQ
                     
EWVVGLICTVVSSLTGGSFIIMKWNLHEWVTDIWGMITLGGFFFICGLPGWAIVRWIF
                     NFINKQEGKTIVEVMKDLKKAKDDIQS"
     gene            28218..28763
                     /locus_tag="DSM_03348"
     CDS             28218..28763
                     /locus_tag="DSM_03348"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNIEQYLDALIKREGGYVNDPLDHGHATKFGITQAVARSYGYQG
                     
AMENLTLETAREIYRNQYWLEPRFDQVNLISALVAEELFDTGVNCGISFTKPLLQRAL
                     
NLLNRQGKEGWVDLKVDGEYGPATLQALIKYIKNRGKEGEKVLVRLLNIMQGQRYIEI
                     TETNPKHEQFFYGWLANRISL"
     gene            complement(28830..29447)
                     /gene="rhtB_4"
                     /locus_tag="DSM_03349"
     CDS             complement(28830..29447)
                     /gene="rhtB_4"
                     /locus_tag="DSM_03349"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AG34"
                     /codon_start=1
                     /transl_table=11
                     /product="Homoserine/homoserine lactone efflux 
protein"
                     
/translation="MSGLLVFITIAFLTLSSPGPGVLFTVTNSINYGVRTALFGISGL
                     
IIGMFIIAVISASGVGLIITSNPTIFTALKSIGAFYLMYLGYKNFIKKSPTQDLLETE
                     
HNEKSIKKSKLFYQGLFASLLNPKTIVFFIALFPQFIDIKKEILNQFLVLSLTFCLIG
                     FLIHLVYANFSSIFKEKMLAGNNFSKLNKVSGCIFFLLAVLLITQ"
     gene            29966..30181
                     /gene="cspV"



                     /locus_tag="DSM_03350"
     CDS             29966..30181
                     /gene="cspV"
                     /locus_tag="DSM_03350"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9KL16"
                     /codon_start=1
                     /transl_table=11
                     /product="Cold shock protein CspV"
                     
/translation="MSNTTGTVKWFNETKGFGFIQTDEGKDVFAHFSEIQTQGFKVLL
                     EGQRVQFTVTQGKKGPQASNITIVTNA"
     gene            30385..30609
                     /locus_tag="DSM_03351"
     CDS             30385..30609
                     /locus_tag="DSM_03351"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDICIGGILNGKVRKNNENYFSIGNPHSDDVTEYHKQYFHLDGK
                     LLSFWVCNEINFQEASRIAESFFKKEQSFY"
     gene            30888..31703
                     /gene="proC_2"
                     /locus_tag="DSM_03352"
     CDS             30888..31703
                     /gene="proC_2"
                     /locus_tag="DSM_03352"
                     /EC_number="1.5.1.2"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P22008"
                     /codon_start=1
                     /transl_table=11
                     /product="Pyrroline-5-carboxylate reductase"
                     
/translation="MLNIVQPNICFIGSSNLSLALIGGLVLKGFQREKINLIEEVKFE
                     
NQIILKQKQHEVKKADIVVLLLDPKDLKAILAPLKKWLADKTIVSMMAGVNIKQLMSI
                     
TGSKKIIRVISNPPVLTYTGTHVLIGSDYLEPLDKEVIETIYSATGRTYWANSESQSD
                     
AIIALSGSGPAYFFYILDSMVKTGVSMGLDKQFALDLILQAASGAVEMVRKSNVQPSE
                     
LCGKVTLANGITESALRMFELGNLSDDIRLALKAAYHRSKEISLEINAEITRH"
     gene            complement(31860..31979)
                     /locus_tag="DSM_03353"
     CDS             complement(31860..31979)
                     /locus_tag="DSM_03353"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSFLRKKNKASFVLFIITLYSMLGFGLGFIIWEYFLQIP"



     gene            32467..32925
                     /locus_tag="DSM_03354"
     CDS             32467..32925
                     /locus_tag="DSM_03354"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPKYLAIAEKVYKEIKKDNLFTEDTIQNLNCLISLIRKAIKGTE
                     
FKLKYNFINFEECLNQFNKEKSVHIDLSLMPKFKNEDEFILWLAGFIERMTIGGKEKL
                     PPISNYIPKGFKIDQAEIPVAAEPSKEENAEMIINYFKSEDFIKNNKISS"
     gene            33218..33562
                     /locus_tag="DSM_03355"
     CDS             33218..33562
                     /locus_tag="DSM_03355"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNENAELIKYLDIAENVYENMYEKYQITDNPVTNLNRVMAEIRK
                     
EAEQNDLKLKYTKIDFEECLTKPLSEREIKVDLSLLPRFEYRDEFILWLTNFIRNISV
                     QKKFVKQKYYFN"
     gene            33660..34766
                     /locus_tag="DSM_03356"
     CDS             33660..34766
                     /locus_tag="DSM_03356"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKNITEKSLFDVFTQHQAYLYRASSRSVNELYKFFNSETMVMLD
                     
RLSNLMKELNETERFALAGGEYTTQHLKNIQLVISNWFNSINTVLLEMFTHSAIALAI
                     
YESNYMAKLFGKVIKDLKGERLYQSIKRVPLAGGALVDESLAQISENALQRIEYAIRD
                     
GMNTGMTPQQIIKRITGTKRLKYEDGLLNSTKIDIERIIRTLRSHISNQVYLYNFKNF
                     
NFEYVRFVSVLDGRTSKICAAVDGSIWKLNDPAKRVPPLHPNCRSILVPVSKDGRLIG
                     
NRSFVMDERKVRDIPKDERTQLMGQIDANISFKEFFNLTDNFFQKEWLGPKRYKLYKE
                     GQFDFDKFFDPKGRLYTLDELRELDERTFKILGL"
     gene            complement(34761..35975)
                     /locus_tag="DSM_03357"
     CDS             complement(34761..35975)
                     /locus_tag="DSM_03357"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9ADP8"
                     /codon_start=1
                     /transl_table=11



                     /product="putative transporter"
                     
/translation="MKASLVSSTSSVDNNKTHSNLPRSVVLLFAIASGASVANVYYAQ
                     
PLLDILASDFNVSHAVIGGVVTATQIGCALALVFLVPLGDLVNRRRLMTLQLLALISA
                     
LLMVAFAHSTIVLLTGMLAVGLLGTAMTQGLIAYAASAAAPHEQGHVVGTAQSGVFIG
                     
LLLARVFSGGISDIAGWRGVYFCAAIIMLMIALPLWRRLPHLNVQPVTMRYPQLLSSM
                     
LKLLRQEKVLQVRGVLALLMFAAFNILWSALVLPLSAPPYNFSHTVIGSFGLFGVIGA
                     
LAATRAGQWADRGYAQRTSLAALLILLLAWWPLSLMTYSLWALVIGIVLLDLGGQALH
                     
VTNQSMIFRTRPEAHSRLVGLYMLFYAVGSGLGAISTTATYAYAGWLGVCSLGACVSL
                     LALLFWWRTMKL"
     gene            36161..36607
                     /locus_tag="DSM_03358"
     CDS             36161..36607
                     /locus_tag="DSM_03358"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WMG3"
                     /codon_start=1
                     /transl_table=11
                     /product="putative HTH-type transcriptional 
regulator"
                     
/translation="MANSTLMKEEPCPVARCVNLIGDRWSLLIVRDAFDGMRRFGDFQ
                     
RSLGVARNILSDRLKKLVDVGVLEMQDASDGTAYQEYVLTPKGESLFPVIVALRQWGE
                     HNLFESGERHSLLIDKNTGQQIPFMVPVAADGKLLKASDTQVQKVK"
     gene            36694..37023
                     /locus_tag="DSM_03359"
     CDS             36694..37023
                     /locus_tag="DSM_03359"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRFIFLFISAISIQCYAASEAMELHYCETVKKAASGVMDARQHE
                     
VPAKELHDIANHLEEQQAKQLYKELIKSAYSSKLFEDPLIKSKAVENFQTTWHEQCLA
                     KELAKNM"
     gene            37037..37183
                     /locus_tag="DSM_03360"
     CDS             37037..37183
                     /locus_tag="DSM_03360"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MASLGWKIELYFLLTSSLTLAKRGKEGEKVLVRVLNIMQGQRYI
                     EICE"



     gene            37763..38356
                     /locus_tag="DSM_03361"
     CDS             37763..38356
                     /locus_tag="DSM_03361"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKAILTKKIISCIAISGVLSFSAFEIMAANQQTINDGKNHSKIL
                     
NENHENLTDSQIFKILSTANNGEIKQAKTALPKLKMDEAKKYAEMMIKEHSANEKNAQ
                     
ALASRLQLISQTSNLSKSLQNDSDKIVSKLNQITSDTDKNYMMSQVKVHRKVLTIIDK
                     QLIPNTKSSELKNMLVQTRDAVAKHLKAAEDIFKNMK"
     gene            38738..39367
                     /locus_tag="DSM_03362"
     CDS             38738..39367
                     /locus_tag="DSM_03362"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVNTKQSNSVGNHTTQKEPSSNGNVSNSKPLQDISSTIDNARPD
                     
LNSPPTNNNHVPDMNEGGENLVATGAGTLGGAAVGAAFGVVGGPPGAVVGGIIGGVVG
                     
AIAGNDIAQTNNQKDDSNDWQEEDNYWRENYKKMPYYTEDKNLEYDRDYRAAYRLGYE
                     NRVDNNAEINFFEVESKLKTKWEQVKGSSRLQWEEAKFAVEDGLKKIHP"
     gene            complement(39656..39793)
                     /locus_tag="DSM_03363"
     CDS             complement(39656..39793)
                     /locus_tag="DSM_03363"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQKPVKRGDAWRITVRYLGKHYTATRDTASECEQWAAKKLLKLQ
                     S"
     gene            40284..40871
                     /locus_tag="DSM_03364"
     CDS             40284..40871
                     /locus_tag="DSM_03364"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSINKMLDKDVRLAVKNKVLKDHINDPSTLVIDELGLDYGRNRI
                     
DIAVVNGELHGYELKSDSDTLKRLPSQAICYSAVMDKVTLVVGEKHAKEAIEMVPNWW
                     
GIKVAVKGKKGGIHLGTFRRNKKNTEINPMEVLKLIWKEEALELLSNYEEVDWKIKKL



                     QKKAIYQLIIDNLSIDEIRDSVRSILKARVAWRFD"
     gene            complement(40834..41889)
                     /locus_tag="DSM_03365"
     CDS             complement(40834..41889)
                     /locus_tag="DSM_03365"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSFVYVPILQTKQNEYAALNELSEDVKTAIKPLLSLTEVDKERR
                     
SREIPRQVAEKWGNYPCYIDLNTSEDFQIEEENYFKWIGQKCSERGLQNIDFILSLDS
                     
TQTAIQSTASIISTYGFGLALRISIAELNTETNSNIEALLASCNKRHDEIDIIIDFAE
                     
NVAKTSFIHQQSIAQVLNTINKISLFKNIVIAGSSIPKDLPRESYNPHGFEPRTEWIS
                     
YLSLVTPYIGQANSRIPVFGDYAGVHPEEFLSNTPVKPNAKIKYTHEDNYMVVVRYQA
                     
HVHDDGFGQYFDMANYIVNSGYFYGSNYSSGDKYIDDCSKRKAGPGNFGTWVKVGVNH
                     HITLAVSQNAKLHGPSR"
     gene            42168..42791
                     /locus_tag="DSM_03366"
     CDS             42168..42791
                     /locus_tag="DSM_03366"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKNFNEFELIGIEIALLLICIIFSLMGKHIFGLEGDYLSAAATL
                     
FASVIALILFNDWRDEQEHQVFTELIKTIKQDYRKLNVKYIEDLYSLHEMLHKLKFNR
                     
PTQALTFEVIEKITLSYTTFSRVFKEIKSDFNNFDEMYKTIIDYEDELYNSYQNVCNE
                     IQKIPDTNNYEETINKLKNFRDLENDLVGKLYVEIVFSLIGKLSAKG"
     gene            43105..43458
                     /locus_tag="DSM_03367"
     CDS             43105..43458
                     /locus_tag="DSM_03367"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKLMLALLVLFCGVAHAECKTGNIYSDIECFEKQLKTDKAKMN
                     
KIYNKLVSNLDSEGKASLENSQKAWLDYRTKQCSGLMGYYGAQTLGAGSHLIILSCEA
                     DKTKERLNELKSLDL"
     gene            43806..44435
                     /locus_tag="DSM_03368"
     CDS             43806..44435
                     /locus_tag="DSM_03368"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKIFKIICTLIFSFLFFLSCSIYFKHEFNIDGDYLSAFSTIVAA
                     
TAAFYFYTDWKDEHKFNLLKQHQDYLKIKGAKLLAHFRKSQVLFATIEGSTVQEGEKK
                     
WIDACVEIRLFSSELTHIQKSLLEYKSCLSTFESNEILEKHKDKLEKYSTRISQINDE
                     FVSKLPYFSISASPQCSDVLESWRDSIIKFDFFCSVEMSDFYFKYLKTK"
     gene            complement(44459..44755)
                     /locus_tag="DSM_03369"
     CDS             complement(44459..44755)
                     /locus_tag="DSM_03369"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MGKYIVVVESEKPPQIFIHDEIQNIGKVLEIKAEEIPNRVPASW
                     
LMERYNLSRKTIIEELRAFNLGGDGKHLYSPATVMPILDNLNKAKAQRQARRKN"
     gene            complement(44860..45063)
                     /locus_tag="DSM_03370"
     CDS             complement(44860..45063)
                     /locus_tag="DSM_03370"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKPFYLVWSEGRGNPTYKHESYANAEHEAHRLAKLNPGEEFHVL
                     ISSCTLHIPDPVIKTEHLEDMPF"
     gene            complement(45060..45431)
                     /locus_tag="DSM_03371"
     CDS             complement(45060..45431)
                     /locus_tag="DSM_03371"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNNNPETIEINGLKTIHKLCEFAVNHNMEGCSFTEIVERMFSEL
                     
EETTKKLVMKASRVELTCEQLYAAANFGSPDNDPDLIDTEVTIAWFESGHSGSGYYAY
                     ISEYPEEGAIKLESKLGAEQP"
     gene            complement(45428..45796)
                     /locus_tag="DSM_03372"
     CDS             complement(45428..45796)
                     /locus_tag="DSM_03372"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MTNLNKLRSDFEAIYWNPTAVDWFSFNEKLNRYIDLDPHTGNFP
                     
HESEELIHQLNQLNNAWDLYQKAKAQTVPNEIINEIQSWIAVKSFAVEDAHPDLPIID
                     ANELGEFIEQLVKGESGAEQ"
     gene            complement(45793..46026)
                     /gene="fis_2"
                     /locus_tag="DSM_03373"
     CDS             complement(45793..46026)
                     /gene="fis_2"
                     /locus_tag="DSM_03373"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A6R3"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA-binding protein Fis"
                     
/translation="MNTSTVVSLDQIRAVLESNTTNAHAEVMALLEKPLLAETLIKTR
                     GNQTKAAELLGLNRGTLRQRLKAHNILKTKVAA"
     gene            complement(46023..47504)
                     /gene="rep_3"
                     /locus_tag="DSM_03374"
     CDS             complement(46023..47504)
                     /gene="rep_3"
                     /locus_tag="DSM_03374"
                     /EC_number="3.6.4.12"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_01920"
                     /codon_start=1
                     /transl_table=11
                     /product="ATP-dependent DNA helicase Rep"
                     
/translation="MKPTLEQKQAIDMAIDGESCKVTAYAGAGKTSTLKLIGNAKSYQ
                     
SGMYLAFNKAIATEAQGKFNSNVRCKTFHSLAFNSVPRWFTKKLSNRRLMSNQIASRH
                     
DLESYQVPVALTKQRGEDDQKRLFNNKRMATSLINAVGYFCRSNYSEIQLSQVYAALP
                     
DWMEETHRAELAKILLPKANDYWQDILDPFGVNRLEHDHYLKYWALSKPVINTDFILF
                     
DEAQDADPIMLNVLNNQAAQVIYVGDRHQQIYAFRGAVNAMQSLEIPETRLSQSFRFG
                     
NEIADLANKILFNVLDEEIPLRGFEQIESQVCEVHDSVADAIIFRTNAAALSHMVELI
                     
QLGREPRLEVDTATLIKNIEDAKKVKAGVRVADGSAFEGFSTWEEVLEYSHEVSNSDL
                     
KPLVSLIEKVGENALIEALLKSSSNDYDCVVTTAHKSKGLEFNKVKLGGDYFYKEAVS
                     EGEKPLTPDEARLLYVAATRAKKQLDITALNPLFKNIKSGVAA"
     gene            complement(47576..48508)
                     /locus_tag="DSM_03375"
     CDS             complement(47576..48508)
                     /locus_tag="DSM_03375"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11



                     /product="hypothetical protein"
                     
/translation="MNALVQNTGFLTPTTLAEAMQVADLLANSEIVPKDYQKKPGNIL
                     
VAMQWGAEIGLQPLQAMQNIAVINGRPSLWGDAVLALVRSSGLLEQFEETQTEDMATC
                     
TVKRKGQKAVTKTFTKEDAKRAGLLSKQGPWTQYPKRMMQMRARGWALRDEFTDILKG
                     
FGVAEEERDKEIDVTPEPSKLPKHQGAAGLKAQLAEREEQQDKVVELKVSFDVEKCIE
                     
DIGKVENLADLKSLGSTIPSDLGEPAQTDIKNAYANQKFYLQLLDDLEVANSIEAINS
                     IMEKQFEPNTSFLTDAQIDSVSALFERKTAELTA"
     gene            complement(48520..49500)
                     /locus_tag="DSM_03376"
     CDS             complement(48520..49500)
                     /locus_tag="DSM_03376"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNTQIDREKFLENRKKGIGGSDVAAILGFSPYKSPYQLWLDKTG
                     
RSEQSEQNESAHFGNLLEDVVAKEFSRRSGMKVQRVKQQLFLKDHPWALGNIDRAVIN
                     
PEISGNVRFKDGALTTDQLLECKTASEYMSKLFGEQDTDQIPDYYLTQCLWYLMITGC
                     
QVIHLAVLIGGNKFRMYRIERDEDLIKSIFNQVKAFWFKHVLADVPPEPTCFDDVLHR
                     
WSKHVIGKQVEATRDHLKLAEELIKVQQAKKDAEAREEAIKLEIATSMQDAEMMISRG
                     KAICTYKAQSSTRIDTKVLKEKEPELFEKYCSTSSTRVFRIATKFKESLI"
     gene            complement(49502..50074)
                     /locus_tag="DSM_03377"
     CDS             complement(49502..50074)
                     /locus_tag="DSM_03377"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVSQISNNHRNLIKGLIRKQKVKRIKNALRIQRDQLIAAIKDAY
                     
KNSPALGFGTCFIGGIVVLVVTMSFALASAHMAYKNLGPQQISIFSPIYTVDDLDLGP
                     
YNDCHTDCHASILTSDMRFRIEVGFDFSGYDNSNGFNRATGIQIDRLEPINVVDEEGV
                     VNAYIDRFELVKINEALEESIETKLAKLGG"
     gene            complement(50204..51082)
                     /locus_tag="DSM_03378"
     CDS             complement(50204..51082)
                     /locus_tag="DSM_03378"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MSELNNIAETNYKLGQESLQNVTQSTGVLPFVVVPEGSEVHEFE
                     
ALLQRPLTLAQSVTLHTAKDFIAYVTRYADKNSLVFVDVLKGKFKAVIDYHEVEKETN
                     
TGSVLAPRHGKHAAHFIAEKTPEFQKVEDNSGRKFSQTEFALFLEDVMPYINQPDAAV
                     
LYEIVQTLNAKTNVDFKSGIRTDNGQVQLTYNETIEARAGTAGNLTIPEQIVFGIQVH
                     
RGGNHYALPARFRYRIKEGTIVFWYDLDQLEKAIEKSMEDTVEYIRDGKTITKDDQEI
                     ELAGLPNYVQILEGSV"
     gene            complement(51150..51524)
                     /locus_tag="DSM_03379"
     CDS             complement(51150..51524)
                     /locus_tag="DSM_03379"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPTKNTSFSQTLANLQRGDTIEELDALLTEALQASNDTGKVSKI
                     
TVTLTIKPNGRGTYKIQDDIKSTLPKFDKEPTVLFTDGDQQLVREDPRQQKLNLEHID
                     AGTPAELKQIPTENKPTIKSLS"
     gene            complement(51684..52406)
                     /gene="prtR_2"
                     /locus_tag="DSM_03380"
     CDS             complement(51684..52406)
                     /gene="prtR_2"
                     /locus_tag="DSM_03380"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q06553"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator PrtR"
                     
/translation="MAELTPGDRLRFLRTQAGLNQKELSKKTGVGQSSISDFENNVKI
                     
MAADKLAAIAKALNSTSEYIIFGGSNAKLMEDKKLAVWEDGDEIPSDMVAIKYYDDVR
                     
VSAGYGYMNETPQTHKQLWFRRDSLDAYNVSIKDSEAVVVQGESMYPEFSDGQVIAVD
                     
RSATKIFDGEIYAFQVGEDTKVKFLFNWTEQGEGGFKAVSRNEDKIRFPDEYYSPARI
                     EAEGIYIIGQYWWKSQLKRIRR"
     gene            52528..52731
                     /locus_tag="DSM_03381"
     CDS             52528..52731
                     /locus_tag="DSM_03381"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MENWQEIIADIKQSGMTQPQIAAEVPCSQSYVSDLENGKRGQRI
                     SHKIASGLLALHKKVTQKAEETT"



     gene            52728..53084
                     /locus_tag="DSM_03382"
     CDS             52728..53084
                     /locus_tag="DSM_03382"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSKLLVDLSASARNDVSRILQALASNKNVEIAEHLNVDASTLSR
                     
MKNDKKSNGLTEIENFCELLSCLGLKVVPKDYQSIDKERVAALLVMSKSWMNRIETVD
                     DLFHDEISGQKEKLGY"
     gene            53143..53364
                     /locus_tag="DSM_03383"
     CDS             53143..53364
                     /locus_tag="DSM_03383"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTNLTEHKCKNKCPEFKGEQCNHCLVQPVEQRKIEDMGDDRHIE
                     NHVSKNCHVTSCDVLMHLNRAHQAMGEVS"
     gene            53361..54197
                     /locus_tag="DSM_03384"
     CDS             53361..54197
                     /locus_tag="DSM_03384"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNNYKIFLFGRNDKNQAIDLFLQLGYSLATRRESYLHPLVTALY
                     
AHSDGNIYTSADEPEIHTSIILSQLNDLVVLHRNDVNDANWETEGGDQIFKDSNDKSY
                     
IYRSDGWDELQCHEMRQAMWEKPLLPKTQPSGAPTEYNTIKVEGLEGLVDGKAALTAA
                     
LAGETVQISVEPWEEKNWDTFNPLEDDVSTKVFFSGMSEGVQKVFFRIKPKTILINGV
                     
EVPAPFKPKHSDIGFILDNAKYCYRESQYVGQHIPFGWWRTEEEIKQVVAALRKVFEV
                     QS"
     gene            54194..54829
                     /locus_tag="DSM_03385"
     CDS             54194..54829
                     /locus_tag="DSM_03385"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKERPIIFNTNMVKAILEGRKTQTRRPVKPQPLGHSLDSILDGK
                     
WLTKSFDGLLSPKIKDLPMHCPFGQIGDRLWVRETWYQKGTIGRTYPDAEDEFKFFPE



                     
KQAAYYADGLFAPWTSIKRPSIHMPRWASRILLEITDIRVERLNELSEADAKAEGLDN
                     SRSEAAIQIGWYELPVPAFRRVWEWVYGQGSWKQNPWVWVIEFKVIQGGES"
     gene            54826..55197
                     /locus_tag="DSM_03386"
     CDS             54826..55197
                     /locus_tag="DSM_03386"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTAMITLEPSRYMKRKGFGNENCKAIKQSVPFVEARRGEYTHRV
                     
RHVTLVTFRNKSHFAVHCWCGMTMCVGGTGKGTGILLDTPSANRPMCATCEGRVIGAG
                     LLGSREISGRQVMYRASEVRS"
     gene            55194..56021
                     /locus_tag="DSM_03387"
     CDS             55194..56021
                     /locus_tag="DSM_03387"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSLKHPLIRYHGGKFRMAEWIIRHFPTHETYVEPFGGGASVLLQ
                     
KAPSRVEVYNDLDSDVVNFFEVLRDQQLAEQLAIQIEHTPYARTEFLNARADTTDKIE
                     
RARRLVVRAQMGFGSAGATKGNTGFRLDTARGGSDIVTIWQRQPELVLQAAARLKKVL
                     
IENRDAIKVIQDHDRPETLFFIDPPYVMDTRSIGCNAYRFEMSNDDHENLISVLKNVK
                     
GKVILCGFEHPIYEALNWKKITKTVAASGQSGSVPREEVLWINPQAEKQNDLFSEVV"
     gene            56018..56902
                     /locus_tag="DSM_03388"
     CDS             56018..56902
                     /locus_tag="DSM_03388"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSNQDVDIWMPIYIGDMLAKTTRMTTEQIGASFLLMMDYWRNGA
                     
IPDDNNVIASVIRSNLSKAKALKTILINSNLFEVKDSELSSKYLDDLKSQAESNKSSK
                     
SERAKKAAEARWNKEQDTSNTNASTEHQSSNAYAYAQAMHKHDASNAQGMLETCPSSS
                     
PSSIYIHTQSETPNSLDEDLSLWKPSLHEINSWRQRAGLPKTTQEEFDTFMITFLPHY
                     
APDIRSGRLIENKIYAKYIQWVKDDALKASRLAKAKPAAKTNSANDSRNVNDAWKDEP
                     KSDDRPFTGTVHIPEDLI"
     gene            56899..57684
                     /gene="dnaC"



                     /locus_tag="DSM_03389"
     CDS             56899..57684
                     /gene="dnaC"
                     /locus_tag="DSM_03389"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AEF0"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA replication protein DnaC"
                     
/translation="MNAMVNLLNGFKLAEGFCEIHQVQKVQAGPHQICPSCAINHVHD
                     
SKQGEQARVDQMVRDKHFGGAMLPERHAQSAFDNYKTLTHAQANTLTECIEYAQELLA
                     
AYAEDKKNPKPTSKSNFIMVGSTGTGKTHLGCATAKTLLKKGLYVRYITSEELAQRVM
                     
NAWDKDTKDQSEASVIYEFTTYDLLILDEYGLHDRGTRLEIIHKVLTARYDRKKPTML
                     ISNFSMNKLKADLGDRLWSRFQHDGLRTVECNWSDARVGGAYV"
     gene            57677..58105
                     /locus_tag="DSM_03390"
     CDS             57677..58105
                     /locus_tag="DSM_03390"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSKIIIGIDPDLEKSGVAVLGQSHFELKNLNFAEVVELFKTEQD
                     
LIKKVVIEAGWLNKKANFRSGANKSIAVNEQISRRVGENHATGKLLVQMAKHMGLAVI
                     EVKPTKAKINSEDFKRITGWQGRTNQEQRDAGMLIWGMWV"
     gene            58117..58326
                     /locus_tag="DSM_03391"
     CDS             58117..58326
                     /locus_tag="DSM_03391"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPVLAFLPEFIVKDKVKRDSTPKVTESDVKNIRTLREGGLSYRQ
                     LADKYDISHEMCRRICTKICYKEVI"
     gene            58326..59072
                     /locus_tag="DSM_03392"
     CDS             58326..59072
                     /locus_tag="DSM_03392"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSLSGKQQRFVDEYLIDRNGAQAYIRAGYKVKNEDVAAVMASRL
                     
LRIDKVKEAIEKGEKELAERNKITQDKVLNRLWEMATADPNELIRYVRVNCRYCWGVD



                     
HYYQWTKGEYHNACYNALVNQKPKPDCDGGFGFNKTRAPNPECPECQGEGHGYVTVAD
                     
TTRVSEQAKMLYAGIKESQHGIEIKMNDQVAALIKAGQHIGMFKERVEHSNDPENPLT
                     DTKASSRKLAALAKLKKAKAKADKAKENDQ"
     gene            59069..59212
                     /locus_tag="DSM_03393"
     CDS             59069..59212
                     /locus_tag="DSM_03393"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKYVFLIMAVLAAFCIDHKQSGSYNTILLITAAVFSIAAIVTDY
                     IGK"
     gene            59236..60921
                     /locus_tag="DSM_03394"
     CDS             59236..60921
                     /locus_tag="DSM_03394"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDFPNGFGYLRHLRKGTWCEPMTKTTDDEILALLAEMDESEIEQ
                     
YLLTLNEDEQAEIAKLLADAPIWFPLEGPQMAAYLSQADVIGYGGAAGGGKTDLIVGS
                     
FLTVHKRSLVVRREKAQTDGIVQRCEEILGHKNGYNSQKSFWNLGNGRLIEFGGLDNL
                     
GDEKRWQGRAHDFKALDEATEIRESQARFVMGWNRSSDPTIKSKCLMTFNPPTTAEGR
                     
WVIDYFAPWIKKGHPNPAKPGELRWFAMVKGKEQEVESNKPFVLIDDQIVYDFDPKDY
                     
KPEHIIKPKSRTFIPARVTDNKYYMETGYMSTLQALPEPLRSQMLYGDFGAGIEDDPW
                     
QVIPTEWVEAAQARWKPLEDMRILHRGDFKMDSYGLDVARGGGDNTIGFARYGYWYDN
                     
PNVLEGKDSPDGPTSASFAVSHVRDHAPIHVDVIGVGASTYDFLKQSGIHVVPVDVRN
                     
AATAFDRSGQLSFYNLRSQLWWQFREALDPAYGSTVALPPEPKLLADLTAPRWGLQGT
                     
KIKVESREEIIKRIGRSPDYGSAIINAQIDTPKRHIMQTINASAARRDYDPYA"
     gene            60999..61253
                     /locus_tag="DSM_03395"
     CDS             60999..61253
                     /locus_tag="DSM_03395"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MCVKNILDGVTNILGMDAPKAQVIAPPKQPTRQDSKSPDSSATI
                     DRVQQAQNSMSGGIANTLYTDAQGVSDEDLRLGKKTLLGG"



     gene            61255..62946
                     /locus_tag="DSM_03396"
     CDS             61255..62946
                     /locus_tag="DSM_03396"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTEDDIRALKKRFDAVWQLRVNDMDDYCAELALHVLPAAIKTIK
                     
NQEKHDRSAWSKIVDNTGKDSLKTLAAGMVSGTCSPSRKWFTLQAADESLQKDIEVRQ
                     
WLKAVEDACYVAFSKSNVYRTVHHIYMQEGAFGIGAALAPEHGRNSKAQLMDLIPLTF
                     
GEFAITTDEFNKPNGVYRKFKLTSINMVKYFGLDNVSDAIKNAFENKNYEQEFEVCHA
                     
IYERVDAKGYGPKNMPFASIYYEPSSSDKLLRESGLMGFQVICGRWTVSSSDVYGEGP
                     
ASDCIGDLRALQKGHQQIAVGVDYQVRPPLLLPDYLKGHERETLPNGIAFYQASPTSQ
                     
VAQVQAMLNVQFDLNGVMAQIAQCQERVKRAFHTDLFMMLDAFDKGKMTATEVYERKS
                     
EKMLMLGPVVERQIDELLRPLVEICVERVLANSEYLRQIAPEAIQNADVEINFVSILA
                     
LAQKSSGSAILERALAMIGQVAQVDPQVLDKVDTDKFMDEYAEINGVSPDIFRPQRIV
                     
DQIRSDRAAQQQIAQQQALAAQQAQTQNTNANTVKTVSDTDAETLSDMFLQGGGA"
     gene            62943..63275
                     /locus_tag="DSM_03397"
     CDS             62943..63275
                     /locus_tag="DSM_03397"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSDLETKAKENKSERDQELNDLRSILETEYGKRFLMRLIDRANV
                     
FQPTYGGGSQISDFAFMEGRREFGLFILGEITQANSDAWLDMQKLRFSKLKEKVNHER
                     SDNNYDSN"
     gene            63241..63906
                     /locus_tag="DSM_03398"
     CDS             63241..63906
                     /locus_tag="DSM_03398"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSEVTTTTTATDAATTATTTDTPAANTTATETGGGNPATTQVET
                     
TPTTSTTTTENTETKPEVLLGGEEPPAEQPIQYTDFTMPEGYSLNPEDSKTLQELGQQ
                     
FKMPQEAVQKLVDLGVQMQQRQAQEQQKVIASWVDAAKADPEYGGEKLKENLLTAQRA



                     
FSLPRGAEISKILFKSGLGNHPAVIGFMTEVGKLLEGDNMTHGKGTNTANVAPAAVWY
                     DKS"
     gene            63918..64940
                     /locus_tag="DSM_03399"
     CDS             63918..64940
                     /locus_tag="DSM_03399"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPTIVQTNPTLADVAHNIGTNSKVGAIIEVLNKRQDLLDDAVVL
                     
EANSGTHNKTSVRSGLPKGTWRKLNYGVQPEKTSRVQVSDSTGQLTSYSEVDKTLYDL
                     
QGENKKQWRSEEDAGFLEGMSQEVMENIIYGDVAGDVSTFNGLATRYNHLIDPETGVA
                     
PANAVNILDAGGTGTDNTSIYIVQWGREKTHLFYPQGTQAGLEIQDKGQQTVLDAQGG
                     
RYEAMRTYFQWDVGLSVRDWRSVVRIANIDVSDLSKDASTGANLIDLLDEALSLLPLA
                     
GSARTAIYMNRTVNQALKGQVNHFKNVRLTLEDFRKDGSRKIQAWDGEPIRICDVILN
                     TEARVV"
     gene            64954..65358
                     /locus_tag="DSM_03400"
     CDS             64954..65358
                     /locus_tag="DSM_03400"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MALVDKLLQFSDKQAIAAGASTFTLDTVHKSVGTAGLPVCLQGH
                     
VVGPANATVTVTLEESADGTTFTAAAASKAFTAAELNKGTFFYVNSATKRFIRLSYAV
                     ANAPTGSISAWLGNEADIRTNYDAVSGATVPV"
     gene            65370..65657
                     /locus_tag="DSM_03401"
     CDS             65370..65657
                     /locus_tag="DSM_03401"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSNQVEVVAIKKGFYHGIRDVGTKFFVPSDLLTGKKTWFKPVNE
                     NYVISEQQNADPNNPYTRMNKDALTQAAVEQGIQLTGAETKAQIIELLTAE"
     gene            65663..66217
                     /locus_tag="DSM_03402"
     CDS             65663..66217
                     /locus_tag="DSM_03402"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11



                     /product="hypothetical protein"
                     
/translation="MRSIVDLCNLALSHLAQGYVVNELTEPTKHARLCNTFYPICRRE
                     
LLDNEHQWTFAVKRVRLNVDAGYEFGTAYVLPSDKVHIFQLESGSRFYVEGNLLFTED
                     
TAPILRYVHDVKDLALMPDSFKTALSYLLAARIAGPLTQNEQKQISMMQLYEIEKNKA
                     IFIDLQQHRIEARPEHTGSMFEAR"
     gene            66218..68254
                     /locus_tag="DSM_03403"
     CDS             66218..68254
                     /locus_tag="DSM_03403"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQYSFNGGVISPDMFGRIDQAKYQTGVAKCKNLYVELFGGVVYR
                     
AGFRYVHHYPKTMGKMRLIRFVFSEEQAVVLAIRAGAINFFADGGMLLNENNEPLEVA
                     
VPYAEDHLMQLRYAQSADVVTITHPNYPPRKIIRKSATEWITELVTVGYGVGTPQNVA
                     
ATAHIEDKYKPGGSMHDSYIERDYSYQVTAVDEQNESAASLKVVVQNDLTLAGNYNTI
                     
TWDAVTGANRYNIFKLRSGLASFIGETTETSFTDDNIETNGSITPPLIRNPFEFYPTA
                     
VAYHGQRKVYGGGYKSPQWIRMSRTATDDNFGYHIPTQDTDSIQIRFAARDGNGVKHL
                     
VTMSDLLILTSGALWKMSADGAVTAASVNMNKQYSTGANDVTPVEVDGATIFSSDQTG
                     
HVHEISLASGYNASFYQTIDLSIMCPQLFDGQKIIDCALLRNPLNIIYFVRGDGVLLS
                     
LTYEPKQQVWAWAEHHTNGKFLSIAEIPEDDQSVLYAFIERDGFYTIERMLTRQPLDM
                     
QDKCYLDSSIQYKGDPTATLSGLDWLEGQTVSVFADGGVKPNVKVENGTIKLPRELSN
                     
IWVGLNYEAELQTLPIFQEQNDPVKPKVVNKVQLRVRESQNILVGANQDIEDRTPIDE
                     
FKPRSNERYGSPLKLYSGLIEVPVDSTYESDIQITVKHDKPLPMKLLAIEVKMT"
     gene            68251..68721
                     /locus_tag="DSM_03404"
     CDS             68251..68721
                     /locus_tag="DSM_03404"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRRNNIEIRKPTERDIRILVENLRDADKDEMKAYFNDNFHWMIK
                     
MSIKHSSDAWTVVVNGKLLFICGVGMSSLIGNVGCPWLLGTNFIKQYPFEFYKQCQSI
                     
LKEMRSEYAVLVNHVYEKNENAIRFLKRLGFDLKKAEPYGANNKMFHPFVMGAL"
     gene            68718..69347



                     /locus_tag="DSM_03405"
     CDS             68718..69347
                     /locus_tag="DSM_03405"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTNPYAYAAVKGVEALSNYAKMKAQKQSFKDQEKLALYNATLSD
                     
NQARQAIEDGTNAVTDYQRNVSAFKSSQINALAENGIDVTQGSAIDLLASTEMLAQGD
                     
IDSIKYNAALQSWGHKVQSTNYRNQAENYRVAAKSIRPVLSTILNLSGEAASAFGSSM
                     GKGGLGGGLESGSASSGGSDFASSLYDIGGSNSQGASWQNYNWNWFGAS"
     gene            69347..71608
                     /locus_tag="DSM_03406"
     CDS             69347..71608
                     /locus_tag="DSM_03406"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRIPQFNRQVSDNSVPNVQVSGGMSAGEAASLVGNKTDSLVGAL
                     
NSGLNAYQAYQDEADRVRVIDAQNKLAELKLHLQNNDVDGYGNKKGVDVVSFDDGNGG
                     
GFVDYYTKAYQDGVGQIANTLGNSRQRALFKEMSERDAVQFKGSLQNYFVRENDVYQQ
                     
SVYSSSADRFIREINENPGDFTKIDESRANLKASLGKLMNLEGKAATEAENIYLKNVS
                     
VAHITNISAFVENGDLKAALAYKNKYKDEISLADSFKVDQRIHQKLEDQQVESLVNMA
                     
TTGTQEGSNPALNVPPQASAKIAQELKSLTPEQMKNIKYNDQRLDVYTVHAAKEKGME
                     
WAAPLILGLRLAGEKSNNSAVSEKGAKSVMQFILDTWKQYSKGGQRDINNPADTIDAA
                     
FDFISDISKKYKTKDPMVIAAYYHGGDEDARRVLAGGQPKGPRGRAYLERMDKWLTKD
                     
FGQYANKPAKTREQAQSEIWNSNAPVELKQKALIFTDRYYNGLDKAKEEKQNQVYDYY
                     
FKGINSGQFTYEQIPVVDINALEPNQIKSLEAVSNAKFKKDIKTDPTIYSMIMLNKDE
                     
LFKGKPQSVLHQYADKLSASDYRAVTKMYIDVNAPPKDVRKEDAIEVSPKTVSDYLNP
                     
YLPMLGITNKTNKNQIDHYAAVQADVTQTLREAEARKGSKLTKDEFSRAVLKTIGLNT
                     
KITTSRSLFGVSIGSSESNLNRIYSVKSKDDIAPNTQKKIDDLFKKQGRDLSKVTLAE
                     YLNAYYSMARRGF"
     gene            71611..72003
                     /locus_tag="DSM_03407"
     CDS             71611..72003
                     /locus_tag="DSM_03407"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1



                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKVLIVCLLSGFLTPLSFAKSEVQTDEPTEIAFTKWMSCVDVS
                     
TKFYSLSGESTENIATAVMGKCRVNQETFNAVAEQSMLSETSKSNADRKYARVQSNEL
                     TAELASQLKERIIQKIVEEKAIKGLKKE"
     gene            72105..78920
                     /locus_tag="DSM_03408"
     CDS             72105..78920
                     /locus_tag="DSM_03408"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSDQNTNLTIGQLFELNQGKNPTQIADTEARARKAARSLGLDYN
                     
KMTETPEQIVSVADEVNTQKRVNEVVASDPVLGKYALNPNQAAVSLDDFENLKDISDK
                     
VSLLGSSLNKPYEPVSYQDIQNVLSKGTSPEQKKRLKELGIYEDPQKQVKPNVNPNLL
                     
DTLSTSLVPQTSDQVFKEHYDRIKKTAGVMSAERFKKYYENQVYWMEHTATAEPTSPQ
                     
EQGNRYVNAAIRAVAAIGQTEGAVISATTGNDSLLNLATRVKNKAAPSQEMTQALYQA
                     
QLAAQTNDAGVLGAAQELVSNADAGLVGEFLIEQAPPALVGYYAGAGAGGVLTNSLIR
                     
NTAKYAPLVMNLEKAAKLVRGVTTAGNAAQGALGAGTADALVSYGQNMAEAREKFLTR
                     
QEQIDYAAAKTWGSAKYSALGGALMPVTFGGPLRTVGGQAVIQSAAGMYSVQGAADAV
                     
GEKADPVEMALEGLLEVATAAPEVAITSAAKVKNQRTAQFALDQLRQDQQQDAVRSST
                     
FAAVLNNLIDRNKESKTAQRDDSASQAFIKQAVEEHGAVEEVYIDGQTFNQLLRDRNI
                     
EPTDLFERAPSLQDQLGTAETFNGTVQIPVNEFVSAMSVIERPTDFVENVRSSPDMPT
                     
YREAQENLAKTTEQMQQEADTYMAEQARFESAEDAKELVATEVQNQLAKVGTFTAKYN
                     
RAAGELTSAFYSTLGDKLGISAKEAFDRYPIRIADEPTTDKGISFNQSANPEQTISVD
                     
DFAKSIKKQYGIELSLKGSPSSNVLSLHKIVVPEAMRNQGNGTKAMQDIISYADSQNK
                     
TIALTPSSDFGGNKSRLTSFYKKLGFVENKGRNKDYEISESMYRSPNGRKYNQANGGT
                     
RGSITFSIGQDGSTIVLSKNADFSTFVHELGHHFLEMNMQLALSPDAPAQVRADMETV
                     
MKWASPETTDLGEWDFFTDAEKTEVHEKFAETFEQYVFTGKAPSAALKQVFNRFRQFM
                     
IAVYRNIEKFMGINDRAELNADITGVMDRMLASSSAIAEAQAASNLEMLIHQDDAMRL
                     
GISPKDYDEMRQDHEIATELSINTLEQKSLRNMIWYQKQKSKYLKTLQKEADKKRATV
                     
REDMAKEIAQEPVYQAMAFLRQPLDQVAKRDSTKVEPERDNLFEAIAKFGGLDANEVE



                     
STWGIDEAAKTKSGVGNKPVVRSSKSKVKGLSIESMAEKLSEEGYLTLDEHGKFDTRE
                     
LEDKFAEQLRGVNQYSNQVDPELLDYSQDMDLLQRYAEGRTTKGKLSLDWIEAKYGRD
                     
SDIYQGISKGAYGFAQRGGENPDVVAEMFGYESGDALIRDLLNSPSPKQKIDELTDAR
                     
MAVQYSEFFDQQSIIEAVEAALHNDVRARMLSAEMAALNGLLGRKSALNEAAKTVAQD
                     
IVQRQKIKDIRPHVRAQDDARLGRMANEAFRKGETVEAARHKRNQLVQFYATKYSYDA
                     
KDQIQKHLDLVKKVFGNNEKLSKNRDFDFVTAARGILGKYDLGRESTNYEHQLELIRK
                     
YDPTTYAEIQNIGALPENQNYRELTLEQFNAVMAAVETLWHRSKENKIWHTTNEAFER
                     
EQVREELIQQTGGKKSVEKIQQTLLGRDKTAELKAKFMELGASAKRVDQVVTWLDGGA
                     
NGKFRTYLINPMQDALAKYRIEKAKMLKDVVDIFEGFGKLDNSKIAAPELNNFTFVGK
                     
QSLLHAILHTGNLSNKERLVLGYGWGARLEDGSVDFSAWDQFFSRMVKEGVITKKDMD
                     
SIQKLWNLFDKYKEQAQITHKKINGRYFDELPRTPISTPFGEYEGGYVPAAYDRIRSN
                     
EQDRIQDKNLAENNLQALDIATTGANFTKSRADRYHDQLELDMSRLPSHLDKELRYIH
                     
LELQIRQIGRLLLNKDFRNEIERVLPFGVKQVFNPWLKAIANQTVDESSGISLLDSIF
                     
RTLRRNTGIAIMAGNLKNAVEQFTGFTQVAVAVPPKQLLKAQTHYFASVATREDMANN
                     
IMEMSDFMKTRFDRAADEYRYAVDEIVFQKGAIQTVKDFTMKHAYVLQTTIQRPMEMI
                     
SWQAAFNHYTEQGMTQYDAVHAADAVIRQYMTDMSPEGISNLERGTPARRMFLMFYNW
                     
FNMVWNTSMSEAKLALEASNGSWVQASPRLAYVALMMISIPSMLSELLGVIFAGGLKD
                     
EDDDDNKWDDLSAKLALSQLKMLAAFVPYVGNAANAAISNTDKNVMNDRYTASPVFSM
                     
FDGGLSLIQHASRALDEDKEVNQGKASKDLMNTATLVTGIPFAVLGKPSGYWLDVAQG
                     KKDAPDSIYDATRGTITGKHAPE"
     gene            79034..79273
                     /locus_tag="DSM_03409"
     CDS             79034..79273
                     /locus_tag="DSM_03409"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRYLVIKKLGHGFYLGKGNVRQGGKEFIVIKSDKELLVGAESYK
                     YDASTNQLLWEGIQNLGQEVVGFADTEEEALDLAF"
     gene            79374..81788
                     /locus_tag="DSM_03410"
     CDS             79374..81788
                     /locus_tag="DSM_03410"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTVPISDRLSQLYVGNGTNTRFDFTFRVFNQEDATGVAIRKKGA
                     
TEFETVDPSTYTVTLNQDGFGGYVTFNTPPSSSVYFYIAGATPLDQLLDITNYDNFYP
                     
DAIERALDKLTALLQEWGTQLDQEKQARILADINYDSLAMEREENLENRLTSYINALI
                     
GITNPKVFDGITDRMVITKDGRTQREFNESVPFWTDDYVAFKQETYIREEKIIEHNIA
                     
TVAEEQQRAIIREDDIYNDLRAKIGGLEGGSAKAYKTFSEAQSDTANIPANSTVYVTN
                     
DGDNTGLYNFDGVAFVKSDYDPVKQSNEFTKASISSLSQNLSEIKKSNEDSSVIPVLV
                     
DSQNKILIGYNESKDRIEAGGLQEQVIENFPNLMKSEDTTKVAVLTDSMHKILIGYDT
                     
EKDQAIIAGLELPNKKPEVAEVNHFVFDGQSLGIGATATTILSTYQPYFNVTFGTGPR
                     
MDSAPVSVIPLVEQFNSPASDGGTDRGETPCSGAANYASRAMMLENGINPKDHVIFCS
                     
AAGHGGYRIDQLEKGTTWYEFLLHHVSEAKRLNSGKTYKVQAIAWVQGENDAITGTQT
                     
SYELYRQKLEKLQRDANDDIKEITGQVDDIKFISYQLSYAARTWSAQALVQLHLAQES
                     
DSFALSTPMYHMPYAPDNIHLTNVGYKWMGAYFGRAYKQLIVDNRKPDFINPKGAQLI
                     
GDEIHIHFDVPKAPLVLDTTTLAPTTDSGFKVLVNDASATISSITAENDKVIIKISST
                     
PAASASVKVRYALDYLGAGISITGGASGNLRDSTTDSIKIAGVERPLYHVCPHFELTA
                     FTDKGI"
     gene            81791..82570
                     /locus_tag="DSM_03411"
     CDS             81791..82570
                     /locus_tag="DSM_03411"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTQLFFKAENFVSDRALPVLNDVGPIVPNLENNSYDHWVFKDSS
                     
ASLKGVVNGHLLTLQQNAAYVPVFSNSGVTISTAMGNALISDIVDSSDQSITMAAVVK
                     
CNTTALSILLGNLVPSNSTTSSGLSGFASGGKTYLTVKPTTLGGPGGISSLACPSNIS
                     
QTSNFFIAISVDKVTKQGIIFTKQADIETSNEATYTAATYDASLNNHALGNSAYSLQN
                     TLTNLATFAEAIFFNKALNMTELQGLATRSKSRMADRGIIL"
     gene            82672..83043
                     /locus_tag="DSM_03412"
     CDS             82672..83043
                     /locus_tag="DSM_03412"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1



                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNDPLTIKSLPWFIKIWAAVMGGIFALMLSGDIDVEGKIKINIG
                     
VIIKFAISVSISLYGGSAFIEYQDWGHYSHMTQGFVMLIFAVFGMLLIGIWYQAIQLL
                     KGKTISELIFEIKEAFKAIFK"
     gene            83054..83596
                     /locus_tag="DSM_03413"
     CDS             83054..83596
                     /locus_tag="DSM_03413"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSVDKYIDDLIKREGGYVNNPNDRGGATNYGITEAVARVNGWKG
                     
PMRDLPLDLAKQIYKQQYWINPRFDQVNTLSPLIAEELLDTGVNCGVSFAKPLLQRAL
                     
NLLNNQGKGGWPDLAVDGIYGSATLGALKIFLAKRGKDGEKVMLKVLNIMQGQRYIEI
                     CERNPTQEQFFYGWISNRIA"
     gene            83733..83927
                     /locus_tag="DSM_03414"
     CDS             83733..83927
                     /locus_tag="DSM_03414"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKQELIKVHDLANSKMIDLLAEFDKNGEVTKMFDYNGNELKVNF
                     LRDEVYYKKVWWHFDKKRPV"
     gene            complement(83958..84971)
                     /gene="xerC_2"
                     /locus_tag="DSM_03415"
     CDS             complement(83958..84971)
                     /gene="xerC_2"
                     /locus_tag="DSM_03415"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_01808"
                     /codon_start=1
                     /transl_table=11
                     /product="Tyrosine recombinase XerC"
                     
/translation="MQKPTRRGNAWRIEVRFKGKRYAATRDTASECEQWAATKLLELQ
                     
SEQPTSEPEKIHISFQALFDMYYQDEGRKMKSARLIVQMLKCLKKNWGELADESIHNL
                     
TPALVKQWRDKRLKQVKGATVIREMAMYSSVFDFARKELFLTKENPFKEITKPSAPPP
                     
RHQRISDDHINKVIKGLDYEWGKTPTQPRHRVAWSFLFALETAMRKGEILSVQKHLIF
                     
TDFIRLLDTKNGSSRDVPLTAKAKEMLSWLPEDPNDTRMVPLTSNAFRLIWQRNLRRV



                     
GLDGVITFHDSRHEAITRFVHEYRLPVEILAKITGHKTISVLVNTYYNPTASEIAKML
                     NAA"
     gene            complement(85186..85261)
                     /locus_tag="DSM_03416"
     tRNA            complement(85186..85261)
                     /locus_tag="DSM_03416"
                     /product="tRNA-Gly"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Gly(gcc)"
     gene            complement(85325..86746)
                     /gene="cysS"
                     /locus_tag="DSM_03417"
     CDS             complement(85325..86746)
                     /gene="cysS"
                     /locus_tag="DSM_03417"
                     /EC_number="6.1.1.16"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P21888"
                     /codon_start=1
                     /transl_table=11
                     /product="Cysteine--tRNA ligase"
                     
/translation="MQPFVLYNSEQRKKVEFVPRKEGHIDMYVCGMTVYDYCHIGHAR
                     
VMVAFDYIIRFLRSQGWKVRYIRNITDIDDKIIKRANENGETIQQLTTRFIDAMNEDA
                     
ANLGCLAPDEAPKATEYIDQMQNMIGNLVTKGAAYPASNGDVYFEVTKFEKYGRLSGR
                     
KLDDMQAGASERVDVEVEKKHPFDFVLWKHAKENEPSWASPWGNGRPGWHIECSAMST
                     
CCLGNHFDIHGGGSDLMFPHHENEIAQSEASTGEQYVNYWMHVGFINVDGEKMSKSLG
                     
NFFTIRDVMEKFHPEVIRYFIVSSHYRSPVNFSDVALKEAKTSLTRFYHSFKAYQQVY
                     
GQTTTETLDQSFIERFNNAMCDDFNTAEAMAVLFELNKELNRAVKEEQADQATMLYST
                     
LRHLTNILGLVQHNVDDFLKSDIGQEALALSDAEIEDFIQQRVDAKKAKDFAKADSIR
                     QSLLEQGVVLEDTRQGTVWRRAD"
     gene            86960..87937
                     /gene="kdsD"
                     /locus_tag="DSM_03418"
     CDS             86960..87937
                     /gene="kdsD"
                     /locus_tag="DSM_03418"
                     /EC_number="5.3.1.13"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q5NGP7"
                     /codon_start=1
                     /transl_table=11
                     /product="Arabinose 5-phosphate isomerase KdsD"
                     
/translation="MPNPTDFQSSALATLRIEQQAIDVLATQIDDRFNRACEILLQCK
                     
GRVVITGMGKSGHIGRKMAATFASTGTPSFFMHPGEAGHGDLGMLVRGDVLIAISNSG



                     
KSDEIMMLMPLIKHLGVPLITISRDDKGPMPQNADIALTLGESDEACPLGLAPTSSTT
                     
ATLVLGDALAVALLEARGFTADDFARSHPAGALGKRLLLHVKHLMHTGDELPKVSPET
                     
PMNQVLYEISNKRLGLTTIVDEQDHLLGIFTDGDLRRLIDKQQGFDVNLPVSEVMTKK
                     PSTISQEARAVEALQQLNQKKISQFVVVDDQNKVIGVISMHDLIQAGVN"
     gene            87941..88480
                     /gene="kdsC"
                     /locus_tag="DSM_03419"
     CDS             87941..88480
                     /gene="kdsC"
                     /locus_tag="DSM_03419"
                     /EC_number="3.1.3.45"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8Z3G5"
                     /codon_start=1
                     /transl_table=11
                     /product="3-deoxy-D-manno-octulosonate 8-phosphate
                     phosphatase KdsC"
                     
/translation="MASYALLEQARHLQALVLDVDGILSDGFVTLTNTGDEIKSFDIR
                     
DGLGMKLAQQAGMKVIIITGRKSNIVEKRMSDLGVDLVFQGREDKGSALREACAQFNI
                     
LPSDCLYMGDDWPDLSAFAIAGMSVTVPNGHEEVRRRADLVTQAMGGRGAVREVCDML
                     LIAKGIYQELLEKYLAVPH"
     gene            88518..89066
                     /gene="lptC"
                     /locus_tag="DSM_03420"
     CDS             88518..89066
                     /gene="lptC"
                     /locus_tag="DSM_03420"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_01915"
                     /codon_start=1
                     /transl_table=11
                     /product="Lipopolysaccharide export system protein 
LptC"
                     
/translation="MDTRVLYIVAVVVAAVSGGYYYYSGKAKKLDIGSAKNMTYSAQG
                     
VHLTQTDDKGNLYIRAEVRQLEQDMQQKTSKLDQLNATMYKLGKVDATFFAKQAYGYD
                     
DNQKVVLSGDVVATKLAPQGTIEFQTDELTGYPKTRDIETNHQVTVQSPQGEFVSKGL
                     KANLNNGQYEFFNIRGKYAPKS"
     gene            89050..89598
                     /gene="lptA"
                     /locus_tag="DSM_03421"
     CDS             89050..89598
                     /gene="lptA"
                     /locus_tag="DSM_03421"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45074"
                     /codon_start=1



                     /transl_table=11
                     /product="Lipopolysaccharide export system protein 
LptA"
                     
/translation="MHQSLNLKRSSAFLKQAAVITFVALSSASTFALPSDRNQQISLV
                     
ADRATYNEKTGLTTYTGNVVIEQGTMKLQADSIVATLNSKREIQTITAKGRPSKFQQQ
                     
ISADKGIARGEGQTIVYNADTGIITLSGGAYLYQDGSSIRGNTLKYSMNKGDVEAQGS
                     SSNRVQIIIPPSSSKSFPGARD"
     gene            89598..90344
                     /gene="lptB"
                     /locus_tag="DSM_03422"
     CDS             89598..90344
                     /gene="lptB"
                     /locus_tag="DSM_03422"
                     /EC_number="3.6.3.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45073"
                     /codon_start=1
                     /transl_table=11
                     /product="Lipopolysaccharide export system ATP-
binding
                     protein LptB"
                     
/translation="MQQALQQPQTLCIKHLAKNYSKRWVVKDVSFSMQSGQIVGLLGP
                     
NGAGKTTSFYMVVGLVRMDKGEIHLDDLDMSDLAMHERARKGIGYLPQEASIFRKLTI
                     
AENIMSILETRKDLNKQQRQQRLTELLNDFKISHIKDSLGMSVSGGERRRAEIARALA
                     
ADPKFMLLDEPFAGVDPISVGDIKDIIQTLKDRGIGVLITDHNVRETLAICERAYIVS
                     EGSVIAEGTPQEILDNEQVRKVYLGDDFTV"
     gene            90619..91107
                     /locus_tag="DSM_03423"
     CDS             90619..91107
                     /locus_tag="DSM_03423"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLLSTLHVPVVIYAAKPSEQYHTLKENLSQLFVPKSSDDFKVAK
                     
MHKLSNFKLDRSIVQEFPTVQLNDNRASSFSNLPSRTMTLQDAVKIAIQRSPDISQSI
                     
ATLAGQNSGVDVAKAGYYPQLSGGITTGDLSSGERGRQLLTLSATQMLYSTPYSPHFV
                     KF"
ORIGIN      
        1 aggtaagctt ttaattgagt tttaatgttt tgatctaaca tctgtttttt 
actccaatgc
       61 atccaaattc tttcaataga tgcatagtac gttaaaacaa tgaataggta 
aaacagtatg
      121 tttttatgaa tttaatcgtt tttttgaatg ctggtttgca acaacgcgta 
agttaagaaa



      181 gtacagaaag agcatcttaa tttcattttt agttttgcag tattttaaag 
tgaaagtgtt
      241 tgaaaattta tatatgttat atggctgtaa agattttatg tcataacatt 
aaaaggtact
      301 ttcatgtcat tgcaacgcgg catttatcag cattataaag gtaatctcta 
tcaagttttt
      361 tctgtagcaa aacacagtga aactgaagag gaattggtcg tttatcaatg 
tttatatggt
      421 gattattcaa cttgggttcg accacttgat atgtttactg aaaccgtgca 
aatgagtgat
      481 ggtagcgtcg taccgcgttt taaattaata caaagtactt aaataaaacg 
gctgtcatat
      541 aaagaaggag taaaatagat gccaaatact attttcttac aaagagttgc 
tgatttatat
      601 gacaccttta aacagcatga ctcacagcaa tccgatcgtt tacaacggta 
tcgtaatata
      661 gaagtagaat ctgctcagct aatttcccag cttattcgta tgcagcaagc 
caagtctatt
      721 ttggaaattg gcacttcaac aggctattca actttgtggc ttgccgaagc 
tgcccaagcg
      781 actggtgggc aagtcattac agttgaaatt gatgcaaagc gaagtgcaga 
ggcaaaacgt
      841 catgtagctg agttagagct cagtgaaatt gttcaatttt gggtaggaga 
tgcagccgat
      901 tacttaaaag cagctcagga aaaatttgat tttattttgt tagatgctga 
acgtgatgca
      961 tatgaaaatt attggccaga tttaaaacgc ctaatgaagc ctaaaggtgg 
ggttttagtt
     1021 gtcgataatg tgatatctca tgcggcagaa gtaaatcgat ttatagcctt 
aattaaaaaa
     1081 gatccggatt acatgagtag cattttgcct gtcggcgcag gtttgtgttt 
agtggtcaca
     1141 aaatagttat gctgaaataa tttttcatat tccagttggg gcctgttttg 
aacaggcctt
     1201 ttttataatt ttatgaggca atcaccaaag agagtcgggt aaagtgcaaa 
ttaaattcta
     1261 agtatttgtg tacaaaagcg gctttatcgg ttgaacgcaa taagttgtca 
taaacaaact
     1321 caggaacagg atgataaaga tctcctgagc catcgctata aaagattttt 
aaatgacgcg
     1381 atgtcgcatt gtatttccat gaagtgacga ccgctgtatt cgccataaat 
gcaccccttt
     1441 atttcatatc aaacgtactc aaaaattaac cagttgttta tttgacatta 
ctcaatgttt
     1501 aggtaacggg gaagggcaga attgtaaaag tatcagtaga aaatgtgatg 
tgcttattca
     1561 aaacaaaaga accatccgat aaaggatggt tctttaggtt tttaaaatct 
aagagagatt
     1621 agattttacc aactaggtcg atagatggag caagagttgc ttcgccttct 
ttccatttag
     1681 ctgggcaaac ttcacctggg tgagagtgta cgtattgagc agcttttact 
ttacgaagaa
     1741 gttcagatgc gtcacgaccg ataccgccag cgttgatttc aacgatttgg 
attttacctt



     1801 ctggatcgat aacgaaagta ccacggtcag ctaaaccttc agactcgatt 
aaaacgtcaa
     1861 agtttttaga aagagtccaa gttggatcgc cgattaatgg gtattggatt 
ttcttgatcg
     1921 cgtctgaagt gtcgtgccaa gctttgtgag tgaagtgagt gtcagtagaa 
acaccgtaga
     1981 tttccacgcc taatttttgg aattcagcgt agttatcagc taagtcttca 
agctcagtag
     2041 gacatacgaa agtgaagtca gcaggataga agaatacaac agaccactta 
cctttaaggt
     2101 tagtttcgtt cacttcgatg aattggccgt tgtggtaagc agttgcttgg 
aaaggtttaa
     2161 cttcagtatt aatcaagctc atcattgtct ccatgattga ggtttatatt 
taaacttgtt
     2221 tacgagatgt agaataaata aaaattcttt attggggaaa tagtattttt 
acatgactaa
     2281 aatcggaaaa ttgaataagt atgaaatttt cgatttttaa gtccccaaat 
actgtattcg
     2341 atttgactgc aaaaacatgt aaatcaaatg acagttatag taaaagaaac 
ttgcctaaca
     2401 acatgaagct tacatactaa aaattcaagg gtgaaatgta aaaaaattaa 
aaatatataa
     2461 aaaaccaatt gttttacctt atggtcatta aggcgtaaaa tagaggattg 
ttgaattttc
     2521 aggaaaattt atctgtgctg aatggtttaa atatagatca atgggtgatg 
gcgagagatc
     2581 gttaccgttt aaatcgttta cgtaaagata aaaaagccaa tactgcagag 
attgaaaaat
     2641 tatttaaaca gtctaatgca aaagttagac agcgttttga acgcttacca 
aaaatcaaat
     2701 taaatcagga tcttcctgta acccaatatg ctgaccgttt aatagaagcg 
attcaaaagc
     2761 atcaggtcat tattgtggct ggtgaaacag gttcagggaa aactactcag 
ctccctcaaa
     2821 ttgcaatgtt agcagggcgt ggcttgactg gtatgattgg tcatacccag 
ccacgtcgtt
     2881 tagctgcacg tagtgtgtcg cagcgtattg cagaagaagt cggcgaaaag 
ctcggcgaat
     2941 cgattggttt taaaatccgt tttaatgaac aaggttcgca agattcgatt 
gtccggttaa
     3001 tgaccgacgg tattttgctt gccgagttag gcaatgaccg cttcttgtct 
aaatatgaca
     3061 ccatcattat tgatgaggcg cacgagcgct cactcaatat cgattttatt 
atgggctatt
     3121 taaagcagtt actgccaaaa cgcccagatt taaaagtcat cgtgacttcg 
gcaactttag
     3181 atgtaaatcg ttttagtaac tactttaata atgcaccaat ttttgaagta 
gaagggcgta
     3241 gttatccggt cgaagtgcgt tatcgtccaa tttcagaaat gaatattggt 
ggtagtgatg
     3301 acgacgagtt cgacgacttt gaagaaaacc tgccgcgtgc agtcgtacaa 
gctgtagaag
     3361 aatgctttgc tgatgccgag gaaaaaggtc atccagaaca tgcagatatt 
ctgattttct



     3421 caagcacaga gcaagaaatt cgagaattgc aggaaacctt acaaaagtac 
gggccgagac
     3481 ataccgaaat tttacctttg tatgcgcgtt tagccgtttc tgagcaacaa 
aagattttta
     3541 gcccaagtgg aaagggccgc cgtattatta ttgcgacgaa cgttgcagaa 
actgcactga
     3601 ctgttcctaa tattcgctac gtgattgata gcggctttgc acgtatatct 
cgttataact
     3661 accgttcacg cgtgcaacgc ttaccgattg aggcaatttc acaagctgca 
gcaaatcaac
     3721 gtaaagggcg ctgtggtcgt gttgctccag gtgtatgtat tcgtttatat 
agcgaagaag
     3781 actttttaag tcgtcctgag tttaccgaac ctgaaattaa gcgaactaac 
ttggcatcgg
     3841 ttattctgca aatgcagagc ttaggtttag gtgagctgga aaactttgat 
ttcattgagc
     3901 cgccagattt ccgtctagtc aatgatggtc gtaagctact cattgagtta 
ggtgcgctga
     3961 acgagaagaa aaacgaactg accaaagtcg gccaaatgat ggcacgtatg 
ccgattgatc
     4021 caagactcgc acgtatgatt gtgggtgggg ctcattttgg tgtactcaaa 
gaaattttgg
     4081 tggtggtgag tgcacttgca gttcaagacc cgcgtgaacg tccagcagat 
aaacaaatgc
     4141 aagctgatca aaagcatgca ctattcaaag aggcagattc agattttctg 
ttttatttaa
     4201 aactttggga tactttaaat cctaaaggtg aagcaggaat gtcggaaaac 
aagcgtcgtc
     4261 aatttgctaa gcagcatttc ttaagctggt tacggttacg ggaatggaaa 
cagacacacc
     4321 agcagttagt tgagctggcc gaaggtttaa aacttagttt taatgaaaag 
cctgcaaatt
     4381 atgaaaactt gcaccgtgct ttgctgaccg gtttattgtc ttttattgcc 
aataaaactg
     4441 atgaacgtaa tacctttatg gcagtgcgtc agcaaaaggc taaagttttt 
ccggccagta
     4501 cattgcataa aaccaatact gcgtgggtga tggcttttga gatggtggaa 
acctctcagg
     4561 tctatttacg tacattagca aaaattgatc ctgaatggat tttgcttgct 
gcacgcgact
     4621 tattgaaata tcactatttc gagccgcatt ggtctaaaaa agctggtatt 
gtaaatgctt
     4681 atgcgcaaat ttcattgttt ggtttaatta ttgaaccgaa gcgtttggtt 
aattttgaaa
     4741 aagttgatca acctgctgca catgagattt tcttacgtga tgcattaacc 
acaggaaatc
     4801 tggggacagt tccaccattt ttaaaacaca acttgcttaa acttgaagaa 
gtagagcgag
     4861 ttgaagataa attacgtcgc cgcgatttgg tggtcgatga agaaacgatt 
tatcagttct
     4921 atgcatcgaa aattcctgaa gaaattgcga gtcgtcgtag ttttgaagac 
tggcgtgcaa
     4981 ctgtagaagc aaaaaatccg cgttatttat atgtagaaga tgatgcgctt 
tggctcaatg



     5041 accgtccgac cacgcagcaa ttccctgatc atttacataa tggccagtta 
cgcttggcaa
     5101 ctacttatcg ctttgaccca agtcatgatg aagatggcgc aacggtccaa 
attccggtac
     5161 aggcattgcc tcaggtagat gaaaatattt ggtcgtgggg gattccaggc 
tggcgtttag
     5221 atctcattga agccttattg aaagccttac caaaagataa acgtcgtaac 
ctcgtaccaa
     5281 ttccagatat ggcgcgtaag ctcatgcaag gtattgatgc tgtacatttg 
cgacaacata
     5341 tctttagcta tctggcgttt gctttacgtg gtgagcagat tacggaaaaa 
gatttttcat
     5401 ttgaacgcat agatccgtat ttggtgcctt ttattaaggt gattgatgaa 
aaaggtaaat
     5461 tgatcgccaa aggccgtgac ttggctgagt tgaaggctcg ttgtcgcgta 
gaaacgcatc
     5521 gtccggtgaa acagcaaaaa ggtgaattta aaactttccc tgaaaacttt 
acctttgaag
     5581 cttcacagaa ggtgacaggt gttgttgtta aacaatatca agctttagtg 
ccaactaaaa
     5641 attttgccga acttgaggcg aaagatgagt ccggcgtggt tatacaaaca 
tttaacgatc
     5701 aggcagaggc gattaaacaa catcgcgaag gtattattcg tctggtccat 
atgcaacttg
     5761 gcgatttggt tcgtcagttg aaaaagcaga tttcgaaacc gcttgcgttg 
gcttattcac
     5821 ctttaggcga taaagctaaa cttgagcaaa tgctggtata cgcgacttta 
caaatggcaa
     5881 ttacgacttt gccaatcaat gctgatgaat ttaatcaact gctagaacag 
gtcaaaaaac
     5941 aatttttgag ctatgggcag caagcacttg agcaattaag tgatatttat 
attcagtggc
     6001 aacaaatccg tcgtcaactt ttagtacttg atccggacgt atttggacgc 
agtatcgatg
     6061 atattgaaga tcagctagat ttaatgtcac tcggcaattt tgtctattgc 
cagccagttg
     6121 atctttggca ggaatatcca cgttatttaa aagcgctgct attgcgttta 
gatcgattgc
     6181 caaataatct acagcgagat catgctgcta ttgacgatgt cgatccatgg 
atggacaagg
     6241 tatttaagtt caaaaatgat ccaagaatca aagaattgta tttgatgctg 
gaagaattac
     6301 ggatttcttt attttctcag ccgatgaaaa ccaagatgcc tatttcgcca 
actcgactac
     6361 aaaagttatg ggatcgtttg ggaatcagtt aaaatagatc ggggtctgtt 
tatgttgttt
     6421 ttagctggca acgcaattta taaatgaaag attaacagac cctattcatt 
tttttaggag
     6481 ttttacatgg gcattcgtat cacaggtact gggctatttc acccaacaga 
aatcatttct
     6541 aatgaagaac tggccgacag tttaaatgct tatgtggaac aatataacca 
agagaatgca
     6601 gagaaaattg cagcaggcga gctagaagaa ttacgtggtt caagtgctga 
atttattgaa



     6661 aaagcttctg gtattaagcg ccgttacgtg attgaaaaat cgggtattct 
tgatccaaca
     6721 cgtttacgtc cgcgtttgtc tgaacgttca aatgatgaac tttcaattca 
agcagagtgg
     6781 ggcgttattg ctgcaaaaca ggcaatggaa aatgcaggtg taactgctga 
agatatcgat
     6841 gttgtgattt tggcgtgttc aaatatgcag cgtgcttatc cggctgtggc 
aattgaaatc
     6901 cagtcggcac ttggtattca aggttatgct tacgacatga acgtggcatg 
ttcagctgct
     6961 acttttggtt tgaaacaagc ggcagatgca attcgttcag gtgctcgccg 
tgttttatta
     7021 gtgaatgttg agattacatc tggtcaccta gactaccgta accgtgattg 
tcacttcatt
     7081 tttggtgatg tggcgaccgc ttctattatt gaagaaacca ctactaaaac 
tggttttgaa
     7141 attttagata ttcatttatt tactcaattt tcaaataaca ttcgcaataa 
ctttggtttc
     7201 ttaaaccgta gcgaagatgc agtggttgac gacaagttat tccgtcaaga 
tggccgcaaa
     7261 gtatttaaag atgtttgtcc gttggtggca aaaatcatta atgcgcagtt 
ggaaaaaatg
     7321 cagttaactg caaacgatat taagcgtttc tggttacacc aagccaatgc 
caacatgaat
     7381 gaattaatct tgaaatatgt ggctggtaaa gatgcagatc taagccgtgc 
accaattatt
     7441 ctagatgagt ttgccaatac ttcttcagca ggtgtaatta ttgctttaca 
tcgtacaggc
     7501 cacgaagtag atgatggtga atatggcgtg atttcatctt tcggtgctgg 
ttattcagta
     7561 ggttcgattg ttgtacaaaa gcatgttgct taagttacta gattaattaa 
aaacgctcgt
     7621 aagagcgttt tttttatggc acaaaaataa taaagcgagc caaaattagc 
ccgctttatt
     7681 tgaatcaaaa ataattaaaa ctttttagtg tagttcacaa acaagcgatc 
ttcaccaaag
     7741 tcattgccat gttttacgtt gtaatcaatt cgaatatatt gcagggcaaa 
gccttttaag
     7801 aaaggctgtt gaaacgtata gtttaaaatc acatttgact cggtttcgtg 
gtttttctcg
     7861 ccatttgctg ctttaaagtc atgaccataa acatatttca ccatcgcatt 
taggcccgga
     7921 acgtaatctt taaagtcata gccgtacatc acatgataag acttctcatc 
ttctttaaag
     7981 aaacctgtag cattccagtt aatgaaatag gtttctggta aaaaaccatc 
cggtaatgga
     8041 taagccgact caccaataat ttgctggtac cccaaaccaa aggtatgatt 
tttcacttta
     8101 agtgtctcta ataccccaat gttttgcgca tcgatatcaa aagtattgcc 
atcatctttt
     8161 gcattgaagt atttaaactt agaggtgagg gcaaaattag gttgtttcca 
attatgctca
     8221 agtcctacat agtgtttatt gtagaggtct tctaaattac caaagtaata 
ttcacccttg



     8281 agtgtcggcg taaattgata acgtaggtca atgtagttca ggccatcaga 
ttctttggtc
     8341 attccatttg tagtgaaaga aaacttttta aagtcctctt cattgcgtgg 
cgacactttt
     8401 tcaactcgac caatttctgc ataaagctga tctgaaagtt gtgacttaag 
attggttccc
     8461 caataagaag caagcaattg tcggctggca tccacagctg ttacaggtaa 
atccaaccag
     8521 agttcaccca cacttaaaag ggttttgtcg tagcctagtt ttaaagttgc 
gccgtatttt
     8581 aaaaagtcag atgcttgaga ttgtgtttct ttattaaaag gcaaaacagt 
gtccgcaaca
     8641 tgtttgtctg aactcaagcg cacggcgtat tgaacagaag catcggcacc 
aatggtaatg
     8701 ggcttatctg ctatgattaa cggagtgtca tgcattttcg atttataaaa 
tagtgacgct
     8761 gcctgagacc agctacccgt atctttgagt gcatcattgt caaaatcgcg 
gttgatatag
     8821 gcatttttta aagtaaattt ccactcatct tcagtttgct gatttgggtt 
tgcagcccaa
     8881 gaactgctgc acataaaaaa taaagtggca aaagctaaag tgtgtggttt 
aaaacggtgt
     8941 aataattcca taatccattt ccaaaaagat gcgccagtcc tcggcgcatt 
tatgttcact
     9001 gctgggtaag cgtgttttga gggttaaaag ttgatggcgt ttgtgcagca 
acagaggctt
     9061 ttagattgac cataaatatt gcaagtgcag caatcacacc cggaattgca 
atcgccaaga
     9121 aattcatttg gtgaggaagt tcaaatgaaa gtaaagcacc tgttaaaact 
ggtccaataa
     9181 tcgcgccaat acggccaatt cccgatgccc agcccatgcc agttgaacga 
agtgctgtcg
     9241 gatagaactg cgcaacaaaa gtgtagagta agatttgtga accaattgtg 
gcagcaccgg
     9301 caatcgcaat caggctatat aaaataaatt gtggactatt aatgccaagc 
agaattaaag
     9361 ctgctgatcc cacaataaac ataatggtaa tgacaggttt taaatgaaat 
ctgtctgcta
     9421 aagcaccgcc accaattgca ccgaccatgc cgccaatatt aagtgcaaag 
aggaacaaca
     9481 tgctcgcacc taacgaatag cccgcttgca gcatgagttt aggcaaccag 
cttcctaagg
     9541 catacaccat gagtaagcac ataaagaaag caatccagaa cataaacgtg 
ctgaaggtac
     9601 ggccttgttg gaaaagcgca cggacaggtg catctgttgt tgtactttca 
tttaacacca
     9661 gttgagtatt ggcattgact tgagtttgag gcgcaatttt actcacaata 
ctttttgctt
     9721 gttcgctatg gttagatttc actaaaaagg cgagagactc tggtaaaaac 
ttccaaatga
     9781 gcgggagcag caacagggga atacccgcaa ttaaaaacat gatttgccag 
cccatatctt
     9841 ttacgagcca tgcaccgagt agcgcagatg tcatgccacc aattgcatag 
ccactaaaca



     9901 taattgcaac taatgtactg cggatttttt tgggtgcgta ttcggtcata 
agtgccacaa
     9961 cgtttggcat gacaccgcca atcccaagcc ctgcaataaa gcgcaaaata 
gcaaactctg
    10021 ttggtccttt ggcaaaggca cctataaagg taaatccgct aaataaggtg 
acacaaatca
    10081 ggatggtttt tttgcgtccc agtttgtctg aaagtgtgcc gaaaatcatg 
gctccaaaca
    10141 tcatcccgaa tagtgcagca ctggcgagca ggcctgcttc taccgcagtt 
aacgaccatt
    10201 gctgcattaa tagaggaaga gcaaccccat aaataactaa atcatatcca 
tcaaaaataa
    10261 taataagtaa gcaccagatt aaaactttcc aatgaaaaga tgtaaaacgg 
gctttatcaa
    10321 ttaactcatt aatattaacc ttgcttgtgt ccattttctt cacctccaat 
ttgtgaagca
    10381 tcgcgttatt ttttaataaa ctattttgtt attggaatag agtcaaaaac 
ctaattgata
    10441 tatctttatg tctttaaggt attatgtttt tattaaacta aaatattgaa 
aaatatggtt
    10501 tattttaata attttggttg ttgtttctgt tatgttttaa atagggttaa 
atattgtatt
    10561 gtgagaattt taaggatttt atagatatct ttttatagat tttattgctg 
agaatcatag
    10621 ctagaaatat agctaaattt atattaggaa ttaaagtgga aataaataaa 
aatattaaag
    10681 tcaattattt tagaaactca tattaaaaat gaaatttaat ttatattaaa 
taaaaattgc
    10741 caaaacaggg atagcgaatt atttgcatcc tgatttggcg tttgaagctt 
tattttagtg
    10801 gtgggcgctt agataaaaaa ttaatttgtg gctggcgttg agcgtggtgt 
aagaatgaaa
    10861 tgggcgatta caccaataca aataccccag aaaactgagc ttaatccaag 
aaaatgcata
    10921 cctgatgcgc tagctaaaaa ggtaataagt gcagcatcac gttgaccatc 
atttttcatg
    10981 gcaacagaaa tattggtagc aattgcacca agcaaagcta aacctgccag 
tgctgccacc
    11041 aactctttag gaagtaaact aaatagcatg acaatactgc cagcaaataa 
gcctcctaaa
    11101 atataaaaaa ttccgttggc aatccctgcg atatagcgtt tttctttcag 
ttcatgtgca
    11161 tctttaccca tacataaagc agcggtaatt gaggcaagca caatggtaat 
accaccgaca
    11221 caggcaacgg ctaacgaggc aatactggtg gccgtaataa tggatttggc 
tggcgtgtca
    11281 taaccgctaa gtttcataat cgccataccc ggtaaaaatt ggccagttag 
actgactaaa
    11341 ataagaggaa cggcgaggtt gagtgttgag ttccaagtcc attccgggct 
aatccactgg
    11401 gggattgcta aattaaaact cacatcaacc ggattcattt tgcctaaaat 
gaggcttaat
    11461 aaaactccag cagctaacac ccaaatcatg gtgtagcgag gcattaaacg 
tttggcaatt



    11521 aaaaagacaa tgagcatact aaagacaatc aaaggcatgc tatcagatgc 
ggtaaatagg
    11581 ctaataccaa actgaaaaag aatacctgcc atcatgcccg cagcaacgtc 
ttgcggaatc
    11641 cacttcaata atttgtcgaa gtaacctgta ataccaatta agaaaataac 
gatggcagaa
    11701 gtaatatagg cggctactgc ttcattcaat gagatgtttg gaaatagggt 
aactaacagg
    11761 gcggtacccg gtgcggacca cgcggtaatc acaggagttt tatatttaat 
cgaaagataa
    11821 atacctgaaa cggcagcgcc gattgaaatt ccccaaatcc atgacaccat 
catatctgtg
    11881 gacacatggg cacgctgagc agcttggaaa aaaataatca gtgggcctga 
gtaagaaatt
    11941 aaaactgcaa gaaagcccgc aactgttgct gatatggacc agtcattttt 
taatgtcttg
    12001 aacagggttg ccatgtctga ttgcctccat gcaaatcatg ttatttatcc 
aaatatataa
    12061 aaagatcagg gttaaccctg atctccacct ccgaccggaa tgatcgaccc 
tgttatatac
    12121 gatgcttcgt ctgatgcaag aaataaaatt gcattgactt gttcttgaat 
tgtgccataa
    12181 cggcccataa atgttcgatc ttttgtttga tcaactactt gttgcatcca 
gtctttttca
    12241 ttttgactta acggattggt gttacgtggt actttgcgag gtggcgcttc 
ggttccacca
    12301 gtcgcaacag cattgactcg aatcccgtct ttagcatgtt caaaagcaag 
cgatgctgtt
    12361 agggcattta ccccgccttt agatgcggag tatggaatac ggttaatgcc 
acgggtggca
    12421 atggaagata catttacaat cacacccgat tgttgcttaa tcatggcggg 
tagcacagcg
    12481 cggcagcacc ataaagttgg aaacaatgag cgattcactt ccttgatgat 
ttcttcttcg
    12541 gaaaactctt caaaaggttt catccagatc gcgccaccta cattattaat 
caggacatcg
    12601 acccgaccat agtgttcaat agcttttgca acaacagctt gcgcgcttgc 
ataggtttct
    12661 aggtcagcat taatcgtgac agcttcacca cctgcacgct gaatttctgt 
gagaacctct
    12721 tcaacatatt cagagcggtc agccatgatg acttgtccgc cctcagccgc 
gacttgtaat
    12781 gccacgccgc gaccaatacc ttgggcacta cccgtaacaa ttacgacttt 
atcagtaaat
    12841 ctttgacggt ttgacataga taatttctcc accttaagtt agtttgcaga 
gaatttttca
    12901 aacaagaagt ttgctggttt gatattttca gtttctaacc aaccacgtac 
agcctctacc
    12961 atcggtactg ggccacatag ataaacatcg acgtcgccac cgtttaacca 
ttcactttca
    13021 atatgacccg ttacatagcc tttgcgttca tggttactct cagggcttgc 
aactacagtg
    13081 cggtattcaa accatgggaa tttcgcctgc aactcattga gtttttctaa 
agcaaccaaa



    13141 tcaaagtcat tggtgacacc aaaaaccaag cgaacaggct gttcggagcc 
tttttcttca
    13201 agcacttgta acatcgacat aaatggggca atgccagtac cgcctgccag 
catcaacact
    13261 ggacgcgtta cattacgtaa gtagaagcta ccgaatggtc cggtaaatgt 
cattttgtcg
    13321 ccagttttgg cattcttgct taagaattca ctcattttgc catttggtac 
gttgcggacc
    13381 acaaaaccag ttaaacgatt acccggtttt gagctaaatg aatatgaacg 
ggtttcgcca
    13441 gtttcaggaa ttgccacatt cacatactga cctgcaagga aatgaatatc 
cggttggcct
    13501 tcatcaagtt gaatatcaaa tgtgatggtt gagtctgata atttttcaac 
gcgggctaat
    13561 gtaccttgaa agctatgaat ttctgttttg caaacatctg acgacgcttg 
aatctgaaat
    13621 acggcgtctg aagttggtcg acattggcaa gcaagaatat agccttgctc 
agcttcttca
    13681 ggggttaatg catcttcaat atagctttct tctggcatgt cataatgacc 
tgactcgcaa
    13741 aatgcgcggc aagttccaca tgcaccatca cggcaatcca aaggaatatt 
aattttttgg
    13801 cgataggctg cgtcagatag ggtttcgcct tgagctacgc taatgaaacg 
tgtaacacca
    13861 tcttcaaatt gaagtgcaac attgtggttt gacatggcat gtatcctaca 
aaatatttga
    13921 aacttttacc ctcagccaac agtccgttta gctgaggggt atgtcttaaa 
ggtggtagat
    13981 atcaatgact tgattgatat agtcattttt caaaacgaca tacttgctca 
agatttttgg
    14041 ttgatcacct gaaaaatcga tcacataacg tgacataccg aaatagctgt 
aatttgtctt
    14101 ataacggaaa cttaaggtat tccagttaaa gcgaacagtg actttgtcgc 
cgtcgcgatc
    14161 gagaacttca acgttggcaa tattgtggct tgtgcgtgtg tccggcatgg 
ttgcagatga
    14221 gcgttcggtt ttaatacgga acactcgatc ttctaaacct tgacggtctg 
gataataaat
    14281 aagtgaaatt tcagattgtg gatcttcagt taatctatcg tcgtcatccc 
aagctggcat
    14341 ccagaaagaa gcttctggcg catagcattc aagccagtca tcccattgtt 
catcatctaa
    14401 aaagcgagct tcgcgataaa gaaactgagc aatattttct aaagttgctt 
tgtcttgagt
    14461 gctcatgctg tttctccctg atcagcaatt tctttctctg atgcaatcgc 
gtgtttcatg
    14521 gtctttaacc aatattgatg ctgggccaga tacaggcctt catcttcagt 
tttgatacca
    14581 cttaacatgg gttttaaacc gatttcgttt gctgcatcgt ctggtccata 
aatccagtgt
    14641 tttgaaccac ggcacatgtc attccattca agtgcaatac ctgcgtagcc 
tgcctgacaa
    14701 gcacggaact cttctaaatc gtctggcgtt gccatgcctg aggcattgaa 
gaaatcttca



    14761 tattgacgga tacggcgtgc acgagcttca ggtgcttcac ctttaggcgc 
gatacagtaa
    14821 atggtgactt cggttttatt gaccgaaagt ggacgaagta cacgaatttg 
tgaaccgaat
    14881 tgatccatca aataaacatt tgggtacaga caaagattac gtgaacgctc 
aatcatccat
    14941 ttcgacatcg cttcaccgta tttttcggtg tattcgtctg cttttgggaa 
gttaggacgg
    15001 tcttctgggt ttgcccattg tgtccacagc aacatgtgac cattttcaaa 
gccatacgag
    15061 ccaccgcctt gtttacccca agaacctgca ctcatcgcgc ggatgttatc 
ggcagcttga
    15121 gtttctttac ggtgttgagt tgttgctgcg taattccagt gaacagcaga 
aacgtgataa
    15181 ccatcggcgc cattttcagc agttagtttc cagttgcctt cgtaggtata 
ggtagatgaa
    15241 ccacgtaaaa cttccaaacc atgttcagac tggtcaacaa tcatatcgat 
gattttggtg
    15301 gtttcaccca aaaattcttc aagcgaagga acatcgggat ttaagctacc 
aaataagaag
    15361 cctttgtagc tctcaaaacg agctaccttt ttaaggtcat gtgaaccgtc 
ttggttaaag
    15421 cagtcagagt aacctgcgtc agttgggtct tttactttga gcaatttacc 
tgagttatta
    15481 aaagtccagc cgtggaaagg gcaagtatac gttgctttgt taccacgctt 
gtaacggcaa
    15541 agttgtgctc cgcggtgtga acatgcattg atcatggcat taagttcacc 
gttacggtta
    15601 cgggcaatga taatcggctg acgaccaata taagtcgtgt agtagtcatt 
attatttgga
    15661 atttggcttt cgtgtgccaa gtaaacccag ttaccttcga agatgtattt 
catttcgagg
    15721 tcaaataagg cttcatcagt aaaaactgag cggtgaagtt taaattcacc 
tgtatcgata
    15781 ttgtctacaa gtaattcatc aatacggtca agatggctgg tattgattac 
aggaatacgt
    15841 ggcatgtccg ttctccgact ttccaaaggg tggaagtcat caagaccttc 
gctacgattt
    15901 aaaaggtctt gatatcctaa tatgtcaatg aagcgcataa acgcgtcggg 
tgtttaaccg
    15961 cgaatggata aagatagatc gaatgttggc cagtatgatt tcaatcggtg 
ctatacaagt
    16021 gatctataac ttcatcgggt tatttcttgt atatacctta aaagaatggt 
taaactgtgt
    16081 ctaagactga atttgcattt taatatatct taaaggtatg gaaacctgat 
ggaactaaga
    16141 catttacggt attttgtggc tgttgtagaa gaacagagct tcaccaaggc 
agccgaaaaa
    16201 ctatttattg ctcaaccgcc tttgagtcgg caaatccaaa atttggaaag 
tgagcttgga
    16261 attcaactct ttgagcgagg aagccgccct ttacagacca cgccagcagg 
gcatttcttt
    16321 tatcagcacg ctgttaaact tttgtcgaat gctgaagaaa taaaaagtat 
gaccaagcgt



    16381 attggtctca tcgaaagaag catgaccatt ggttttgtcg ggtctttact 
ttatgggttg
    16441 ctgcctcgaa tcatttattt atttcgtcag cagcagcctc atctgaatat 
tcagctcata
    16501 gaattaagta caactgaaca gttacaggcc ttaaaagaag gccgtattga 
tgtcgggttt
    16561 gggcgtttaa gaattagtga tcccgccgtg aggcgaattc ttttacgtaa 
agagcgtttg
    16621 gtcgttgccg cgcataccag tcatccaatt gcacagcgca cagaaggggt 
atatctggcc
    16681 gatttgattg atgaaaagat gtttatgtat cccacttcac cgaaaccgaa 
cttctcaacc
    16741 cagcttttga atatttttgc cgaacatagt ttggttccca aaaatatgca 
tgagatacga
    16801 gaaattcaat tggctttggg cttagtggca gcgggagaag gaatctgcat 
tattccagca
    16861 agtgccgata ccattcgatt tccacactta aactatattc cgattttaga 
taacggcgcg
    16921 gtcagcccaa tttttattac tgcacgggca atggacagaa gtgaagactt 
acaatcattg
    16981 ttcgactgta tttatcaggt ttatgattta gaagggatac cttatcaacg 
aactgttttt
    17041 acacttgatc agaacccgat agatgattca aatggtatcg actcttaaat 
aagggaggtg
    17101 catagcctca aggttgaagc tatgcagttt tatatcttat tgcactttcg 
ctgggaaacc
    17161 atcttcttca agtgcttcgg taattttatc gacgctttca ctgctttcaa 
cagtcacgat
    17221 tttggtcgct aagtctacat ctacttttgc atttggatcg acatcttgaa 
tcgttgcagt
    17281 cacaccacgt gcgcagccac cacaagtcat attttcaata agtagtttca 
tattcatact
    17341 ccatcaagaa tgagatgttt gtttggataa cactaagtct aaaccttgtc 
atgattgtaa
    17401 ggtcaagacc aaatttttaa aaaaatatgc ttgaccttcc catgatggga 
atctgtatgc
    17461 tcaatacaga atattaaatt ttgcagattt gcagaggtgt ttgatggact 
caaaaaccac
    17521 aaaattgcca gcatatagtg aaacactctc aattgagggc atgacttgtg 
cctcctgtgt
    17581 aggacgtgtc gaaaaagcac ttaagaaagt tgaaaatgta gagattgcca 
acgttaattt
    17641 ggcaacagaa aaagccgttg tttattcaaa tcaaccgatt cagcgcgaag 
cactggttaa
    17701 agcagttgaa cgtgcgggtt atgatgttcc aaaagctgca ccagtggagt 
tgtctattga
    17761 gggcatgacc tgtgcatctt gtgttgcacg tgttgaaaaa gccctcaaaa 
aagtagacgg
    17821 tgttcaagag gcaactgtca acttagcaac agagcaggct tgggtacaag 
cagatgcatc
    17881 agtcaatgtt gaagacttaa ttcgtgccgt taaaaaagca ggttatgacg 
cgaaagcagc
    17941 tgaaaaaaaa caagatgagc aactcgataa aaaagcttca gagttagatc 
agcttaaaaa



    18001 agatttgatc atttcgattg tgttggcctt acctgtgttt attttggaaa 
tgggttcaca
    18061 tctaatccca gcttttcaca tgtgggtcat gcacaccatt ggtcaataca 
atagctggct
    18121 tttacagttt gttttgacca cattagtact cgtttttcct ggacgccgtt 
tttaccaaaa
    18181 agggattcca gccttatggc gtttagcacc agatatgaac tcgctagtgg 
ctgttggaac
    18241 tttagctgcc tacagtttct cagtcgtggc aacctttatg ccgcaggttt 
taccacaagg
    18301 tacggtcaat gtttactttg aagcggctgc tgtaattgtc agtttaattt 
tactcgggcg
    18361 atattttgaa gcaaaagcta aaggacgtac ttcgcaagcg attcaacatt 
tagttggaat
    18421 gcagcccaaa acagctcgta ttcagcgtga cggtcaagtg gtggaagttg 
ctgttgtcga
    18481 agtggtcagt ggaactattg tagaaattcg tccgggtgaa cgtgtgtcag 
tcgatggtga
    18541 agtagttgaa gggcacagct atattgatga atctatgatt acgggtgagc 
ctgttcctgt
    18601 tgaaaaaata atagggcaac aagtagttgg gggtacagtc aatcaaaacg 
gtactctaaa
    18661 cattcgggca accgccgttg gttcttcgtc tgtactttca caaattattc 
gcatggttga
    18721 gcaagcccaa ggttctaaac ttccgattca gggcttagtc gataaagtca 
ctatgtggtt
    18781 tgtgcctgta gtcatgctaa ttgctgcaat tactttcttg gtttggttta 
tttttgggcc
    18841 agagcctgcg ctaacttttg gcttggtgaa tgctgttgcg gtactgatta 
ttgcttgtcc
    18901 ttgtgcgatg gggcttgcaa caccaacttc tattatggtc ggtactggac 
gtggtgctga
    18961 gctaggtgtc ttgttccgta aaggtgaagc tttgcagctt ttacaagaag 
cgcaagtcgt
    19021 tgccgttgat aaaacgggta cactcaccga aggtaaaccg acactgacag 
actttaatgt
    19081 gcaatctggc tttgaacgta accaagtgct gactttagtt gcctcagtcg 
aagccaagtc
    19141 tgaacatcca attgctttag ctattgtgca agcagcagaa agtgaaggca 
taaacttatt
    19201 accagtaaca gcatttaact cgattacagg ttcaggtatt gaagcggaag 
tttcaggtca
    19261 aaaagtacaa attggcgcag accgttatat gcaccaactt ggtttagaca 
ccagctcatt
    19321 ccaagcgatt gctgctcagt taggtgaaga aggcaaaaca ccactctatg 
ttgccattga
    19381 ccagcaactt gcagcaatta ttgccgtggc agacccaatt aaagaaacaa 
cctatgctgc
    19441 gattgaggcc ttacataaat taggtctcaa agtggccatg attacaggag 
acaaccgtca
    19501 tacggcgcaa gcaattgcca aaaagctgaa cattgatgaa gtcgtggccg 
aggttttacc
    19561 cgaaggcaaa gtggatacag ttcgccaact gcaagaacag tatggtcgtt 
tggcttttgt



    19621 tggtgatggt attaacgatg caccagcctt ggcgcaagca gatgtcggtt 
tagccattgg
    19681 tacaggaact gatgttgcga ttgaagctgc cgatgtggtg ttgatgtcag 
gtagtttaaa
    19741 aggcgtaccg aatgcaattg cactaagtaa agccaccatg cgaaatatac 
gtcaaaacct
    19801 gttctgggca tttgtatata acgtagccct aattccaatt gcagcaggtg 
cgctatatcc
    19861 agcatttggt gtattacttt cacctatgtt tgcagcaggt gcgatggcac 
tttcttcggt
    19921 ctttgtttta ggcaatgcat tacgcttaaa acgctttcat gcgccagtag 
agtaagcgtg
    19981 ctgaaaatca acttttggtt taagatcatg acagcaggtc ttaaaccaaa 
tttaatattt
    20041 gaggtgtgag atgaatatcg gtcaggcatc caaacattcg ggcatttcag 
cgaaaatgat
    20101 tcgctactat gaagaaatcg gtttacttga agcagctcag cgttctgctt 
ctggctatcg
    20161 tatttattca gaaacagacc ttaaaacttt aaacttttta aaacatgcca 
gagagttagg
    20221 tttttcatcc gaacagatga aagagcttat ttcgctttgg aaaaataccg 
atcggcatag
    20281 tgcagaggtg aaagctttaa ccgtaaaaca cattgccgaa ttaaagcaaa 
aaattgctca
    20341 tttacaggaa atggttaata ttttgcaggc ttcagctgat gattgctgtg 
gtgaccaaca
    20401 ggcttcgtgt gcgattttag accacattga aaaaggtgta ggggtaagtt 
aaaccttata
    20461 aaaataaaaa aggaaaaatc atggcttata cagcttcttg tctttgtaat 
gggattcaac
    20521 ttcgtattaa tgccgaattc gaacccatca tggtctgtca ttgtaagcaa 
tgccaaaaag
    20581 cacaaggggc tgcttttgcg gccatcactc aagtaaaaaa aagcgattta 
gagattgtac
    20641 agggtgaaaa tcttttgcaa gcgtattttg catcgcctaa taaaaaaaga 
gtgttctgta
    20701 aaatctgcgg ttcacctgtc tggagtgaac gtttagataa acctgatgtg 
gtgcgtttaa
    20761 gggtagggct cattaatgaa gaaatatcga cgccagtcat ttctcatgct 
tttgtcaatt
    20821 cacaagtgaa gtggtatcca atttgtgata cggctcacca gtacccaaat 
ggcgtcgaaa
    20881 acccttgaaa tatgaaggtt tgaagtattt tatctatttg taaaaaaacg 
tgaacagcac
    20941 tagccatgaa taaataatgt gctataaatg tacttaaggt aatcgtaata 
tctcctcgat
    21001 ccacagggaa acttgggaca gggcaaaaga tacgataaga ccttataaac 
agctagcaaa
    21061 gagcaaataa aaatggatag acacattttt tgagtgctca acgttgcaga 
aaagcccgtg
    21121 aaacgggctt ttttaatgcc tatgaaaagt tatttctaag tgtgggatag 
cttatgtttt
    21181 taaactattt aagaaaaagt aatgtaaaaa taataaaata tttcaaatat 
acagactatt



    21241 ctgtattgca atttattttt attaagggta catttagtta acggtttaaa 
gttcaagctt
    21301 aataatgaac tcatggtcgt tgtgggagat ctaagagcct gcattttccc 
caagatgcgg
    21361 gtttttttta tgcctaaaaa agtaatgact catctgatct aaaaatttaa 
ttctttgttc
    21421 tataaagttt aaaaacctac gaacgtaata ggccgtaggt ttctaaacac 
gtctaaaaat
    21481 taagcacgat atgcctgaca agcttgagca cacgctaaac atgcttttgc 
acaaacctga
    21541 caatgctcat gttcgtgttt actacactca gctgcacata gttgacaagc 
attagcacat
    21601 agctgcatgg cttgttcagc aagctcggaa tgtcttaatt ctaaagatgt 
gcataactga
    21661 caggtttcta cacaggttaa acagtgtttg atgcactcac gcatcatatg 
cacatgctct
    21721 tcttgtaaac atgcagaggc acaatgttta caagcaaaca tacattcaat 
gcaggcttga
    21781 atagaggtgg atgcttgatt aaacagagat tgatttggtt cttgtgagct 
attcatttta
    21841 atattctcct tttgaaaggc tattattaaa aaaacgaata ttgttatctt 
ttttcatttt
    21901 ataaaatcat ttttcctatc gggcactttg aaatgaaaga tctacaaatg 
ctcaatacga
    21961 gattaacctc gtataagaat gttacaggta ttttgttagc taaattctaa 
aaagacagta
    22021 aaaccttaag aagagatacc taaaaacaaa aaataaaatt tgtttggata 
taatactttt
    22081 ggctaatttt ttaatgtatg aaaattaggc aaattattag tgtgaacttt 
aagggcacac
    22141 gtaatggaaa acattgaaca gtacgctcac ggagctgagc atgaagtcca 
cgtacactgc
    22201 aaacgatcat taagcacttt aatactgagt ttgtttgtat taattgcaac 
tggtcgataa
    22261 agaagaagca cccacgggtg ctttttctgt atgacttgac tatgggtgga 
ttaaattaag
    22321 aacctgtaaa gccgcggcgc tttttgtagg ctttacgatc ataagaggga 
atattggact
    22381 tttgaagatc aatagccaat tgttttctgc gttgaaattg cacttcattt 
aaaagcgcat
    22441 catagatttt aggtcggtca gttttaaact tttctacatc cagtggaatc 
ttactttcct
    22501 ctttaacaat atacaaaact gaaccattgg cattggtttc atatactgtc 
caaccaaccc
    22561 gtactgtata gaggccggtt ttctgatcct ttcctaaata agatttaaaa 
ccatcgggat
    22621 gagggcgtac ataagcattc atcatgcatc ctccatcaac tatttaattc 
gatgaaagcg
    22681 gcgatcaatg aattgatggg aacgatacat ctattcagta aaatcacgat 
tttcatgtgt
    22741 atatatattg atcaatttga taatttcaag ctctgtaatt tttctttttt 
gtgggatgaa
    22801 aaacgtgaga atttgtctaa aaaagataca aaaataacca cttcattttt 
atagataaat



    22861 taagtctatt tttaacttaa atttggtttt tttaaaattt atgtgacgta 
ttttgcaaat
    22921 ttaaaattga ataatttata gtgaagcttg agttcatttt ttattaataa 
tttgatttta
    22981 aaaaataaaa aatatttgta atatttcttg ttacaacgat tttgtcgaca 
atacaggatt
    23041 gtttttgaca tatttcgcct agcgtaatca atagagtttt ttgcctatgg 
tgtcattttt
    23101 atttattgga cttgtagtca ctattttgtt gactccagga ccaacaaata 
cattattagc
    23161 ctcggctggc atacaagcag gggtaaagca ttctcttaag ttgattccgg 
cagaggtcat
    23221 aggttacctg atcgcaatta cctcatgggg tgttttactt gaatcggtgt 
ctcatttcat
    23281 tccatggctt ccagccatat taaagctgat gagtgcgggc tttatactct 
atcttgcttt
    23341 taaactctgg atgacatcgt ctgaagatat taagttagac cgaccgctta 
ttacgccaaa
    23401 agctttattt cttgcgacac ttttaaatcc gaaagcttta ctttttgctt 
cagcgatttt
    23461 tccccatgca gcgtgggaag ttcctcattt atattttatt cacattgttg 
tctttttagc
    23521 tttaattacc ccaattgctt ttttatggat tatgtttggt acagtattaa 
tctcaaataa
    23581 agtcacttgg ttaaatcaac gtaacttaca acgtattgct gcatttattt 
taactttttt
    23641 tgccatgcca atcggctatt cagcgattag ctcattttag acctaacaaa 
ttaatttata
    23701 ttaaaaaatt taatatacag gagttgtttc atgaagagat taaaagtcgt 
tattaaagat
    23761 cagtttgacc aagaaagtat tgctttagca aaggttaggc ctgcgaacga 
tcagaaatta
    23821 gagctgtata aaagtgtaga gcatatcgaa attgatgacg atattattct 
accgaatatg
    23881 gatttactct atgaaaatcc aaaagatgga aaaatttata aattagttgg 
cccgtttaat
    23941 gaagatgaat tatagagggg cgaagaaaag ttgatttttt catctgtttt 
agtgttgctt
    24001 aaaataaaag caaactaacg tatagacaca attaaaatct tgaacaccaa 
ggggtcctta
    24061 tgggactatg tttctgcaaa aatgtgactt aatccacatt tttgtatttc 
aggactaagt
    24121 ggttttcact aagcccattt cttcaatgag aagtagaaat gggctttttt 
tatggaaatt
    24181 tattctttaa aagtttcatc taaagcttgc tggactgctt caatgcgaga 
tttgcaagct
    24241 ttataagcac caatggattc ttcaacaatc ttcatcaaat tatcaatatc 
cgggctttcc
    24301 tgagattcaa gtaattcggc atttcgcttt aaaatgtcat gaccttcttt 
aaaagtcagt
    24361 tctttatcat tcatttggaa ttacctcggt aatattagcg ttaattgctc 
catcttgcat
    24421 atcaacagta atggtagagc ttgtgatttg gtgaatggaa cgaattgctt 
tgccttctga



    24481 tcttacaatt gcataacctt ttgcttgaat ctgtttcggg ttttgcaaaa 
gaatttctcg
    24541 cataagagat tcagtttgcg acaaagaaaa tttaacttgt tgctgtgaaa 
caaattgaat
    24601 gcgttccttt atctgctcaa ggaactggtg agctgaatta agctgagctt 
gggcagagga
    24661 tttaatatgt tgtagatatt gatcactctt actttggtag gtcgtaattt 
gatgttgtga
    24721 caagagtttg attgtttgta ggttgtctac agcttcttgt acacgttcaa 
caatatggtt
    24781 gcgaataccc gcaatcactt tacttggagt atcaaacgaa cggtgtgcaa 
tctcgtcaag
    24841 gatagtacga tctttttcat gtccaatacc gacccaaatc ggcacgctac 
gtttacagag
    24901 tagggcggca agctcataat catttaagta agctaagtca tttacagcac 
cgccaccacg
    24961 aataatcaca atcaggtcgg gtggaaagtt aaaattattt gcccattgtt 
ttaaacctgt
    25021 tgccaacgac tccataagac tgacggcagc cgtatttccc tgaaaggtcg 
cactttgata
    25081 aacaaaatga caaaccctat ttcgctcaag agcatccgca tcctttttaa 
agtcacctaa
    25141 acccgcagca ttttgaggag caataactaa tacattttgt atatcaaaag 
gagtagggag
    25201 aagtttgttc ttatgtatta acccttcttg agttaaacgt tctacaattt 
gttgataacg
    25261 ttttgcaatt tctccaagtg taaaacttga gtctatttct tcaatattga 
ctgaaaatcc
    25321 atattgcgga tcgaaacgcg ctctaatttt gattaaaacg tttaaatcac 
tagctaactc
    25381 aatacctgtt tcacgttcaa acttgagaac aattttattt gctgaaaatt 
tccagatagt
    25441 cgctttacag cttgcaatga ccttgtcggt gtcagcatct ttttctgcga 
gctctaaata
    25501 ataatgtcca cctttaacat ttaaattccg aatttccgct ctcacccata 
caggctcgtc
    25561 aaaggtcagg cgtatgactt cctgcactgt accgagatat tcactaagag 
agagctgagg
    25621 atcagacata taaactataa atgatgggtt gaaactagat agtataaaag 
ctacccaagc
    25681 atggcaattg ttgtctatga ataacgggtt ctgtttaaaa taaatacaac 
aatttagagc
    25741 gttaaaattg aaattgaggg gcttatttaa tttgagcgga taaaaagaaa 
aattaataaa
    25801 aagataattc ttaataatta caaccgatta aaaaataaag tttgctttat 
aaaatatata
    25861 agcgtataaa gcttacttcc aattgcgggg tggagcagtc tggtagctcg 
tcgggctcat
    25921 aacccgaagg tcgttggttc aaatccgacc cccgcatcca aaatattatg 
ctctgtgatg
    25981 tactactttt catgatacga tatcatggaa agcaattagc ttataaataa 
ccctatataa
    26041 agctaaatat taaattctag acgaattgtc cataccttaa atctagcgtt 
ctaattaaat



    26101 accgttaaat cacatgagct cagtgatgag tgaatgattg tgaatatagt 
aaatgagtgg
    26161 caaatcgcca cagccgtaaa tggcaatgaa attaatgtga ggattgttcc 
tcacgtccgt
    26221 aagcaaaact cgcttgatgg ttatcgttgg gttgaggttg gaaagaaaat 
tcagcttcaa
    26281 actggtgaag aaattgagtt aaaccaagac ggaaaaagct tctatgctgg 
gtttaatcaa
    26341 ctttatcgtt taaatacata ttgttgataa aatcatggta ataaagcaaa 
aaaacctatc
    26401 tcttttaaag gagataggtt tttttatatc gtgaagaaat ctaaataatt 
aaagttataa
    26461 aaagacgaaa gtgatgaaaa aggtcgtatt attattttag ctatatttaa 
taactaaatt
    26521 agcctgctct ccagaactga cgccccatga ctttaaagtt tttcccgttc 
tcttcggtga
    26581 cacgtcggtc cctaaatttt tcatttaaac tatgcaaaat taaagagcca 
tctgcctctt
    26641 taaaaatttg tttaatcatg ccttcaccag caaaataaac ggcatagatt 
tcaccatcaa
    26701 ttacttctgt ttgagaaata tcaataccga ccagatcacc atctttgatg 
taatcggtca
    26761 tactatcgcc cttagcttta ataatacgca tgcattcctg agcaacacgt 
ttttctttaa
    26821 agaatgaagc ggggaaagga attttcccat taattgcatc aaaatgaaat 
tcaattgatt
    26881 cgcctgtacc gcaagaaaaa ttcgcttcaa ctacttcgat ccagacatat 
tggtctgctg
    26941 catcgttact cacaacagta ggactaaata catcactttc tctaaaagag 
tcttctgagt
    27001 ttcctgtagt aagccaataa gcatctacac ctaaaaactg tgcaatgagt 
ggaagaaaag
    27061 cagattttaa attcttcccc gattctaaag cttgataagc aggctgagac 
atctttactg
    27121 cttcagcaac ctctgcctgt gtttttttag ctttaatcct tgaatctttt 
aaacggtctt
    27181 taagagccat aatgatcgca ccagctaact tataacaaat atataactta 
agttatattt
    27241 agtaaaacaa ctatagttat tgactaataa taactatagt tataatatca 
gttataaggg
    27301 catattgata gaacgaaaat aatattttat ttgaaattga tttcttaatt 
ttatcaatac
    27361 cttattaaga aagtaacgat tattctgcct caatggatga cagaatataa 
aaatggcgat
    27421 agtcgatgag tggtttgtac agactattaa aaacaagaaa tggaataaaa 
aaagcccgat
    27481 tccgtggatc aggcttaatg ttcgtcgata aagggtatca agaacatgaa 
gaatctaaca
    27541 aagaatttaa tgcgtcacaa aagtttccga tatacggcaa cctgttatct 
caactttttg
    27601 gtcaaaaaag agaggttatc tagcggtgca gttttactga ggcttttgtc 
attcatagcg
    27661 gtttaaaaag aacaagaccg actagattaa atctgtgtac atagcagagt 
tagatataaa



    27721 aatatgaaaa ataacaaagc agtagccatg attatttttc aaaaaattac 
gctttaggca
    27781 ggattaaatt atggaaaatt ttttaacttc aaatgggcta gctgccgctt 
ttaaccttta
    27841 tggcaccgtc atgatggtgg ctttagcagt gagcttagtc gttgcagtag 
ttttaattat
    27901 gcgatttcca cgttcacctc aagaatgggt cgttggtttg atttgtacgg 
ttgtttcaag
    27961 cttgactggt ggctccttta ttatcatgaa atggaattta catgagtggg 
tgacagatat
    28021 atggggaatg atcactttag gtggattctt ctttatttgt ggcttacctg 
gttgggcaat
    28081 tgtgaggtgg atatttaatt tcattaataa acaagaagga aaaaccattg 
ttgaagtcat
    28141 gaaagatcta aaaaaagcga aagatgatat ccaaagctaa tagctgtttg 
gccctaataa
    28201 agatgaggac aactcttatg aatattgaac aatatttaga tgcactaata 
aaacgcgaag
    28261 gtggctatgt aaatgatccg cttgatcatg ggcatgcgac taaatttgga 
attacacaag
    28321 ccgttgctcg tagttatggt tatcaaggtg caatggagaa tttaacgtta 
gagacagcca
    28381 gagaaattta taggaatcaa tattggcttg agccgcgatt tgatcaagtt 
aatttgatca
    28441 gcgcacttgt tgctgaagag ttattcgaca cgggtgtgaa ttgtggtatt 
agtttcacaa
    28501 aaccactttt acaacgtgca ttaaatttat tgaataggca gggcaaagaa 
ggctgggtag
    28561 accttaaggt agatggtgaa tatgggccag ccactttgca ggctttaata 
aaatatatta
    28621 aaaaccgtgg taaggaaggt gaaaaagtgc tggtacggct tcttaatatt 
atgcaaggcc
    28681 aacgctatat tgaaattacg gaaacaaatc cgaagcatga gcaattcttt 
tatggatggc
    28741 ttgctaatcg tatcagctta taaaaaagcc aacttgctaa agctattgag 
ttatagcctt
    28801 acaagttggc tcactttcat aaaatagttt tattgagtaa taagtaaaac 
tgctaaaaga
    28861 aaaaatatac aaccactgac tttattgagc ttagaaaaat tatttccggc 
aagcatcttc
    28921 tctttgaata ttgaggaaaa gttggcataa actaaatgaa ttaaaaatcc 
gatcaagcag
    28981 aatgttaaag ataaaaccaa aaactgattt aatatttctt ttttaatatc 
aataaactgt
    29041 gggaaaaggg caataaaaaa gacaattgtt ttgggattaa gtagtgaggc 
aaacaaccct
    29101 tgatagaaaa gctttgattt ctttatactt ttttcattat gttcagtttc 
taataagtct
    29161 tgagttgggg attttttaat aaaattttta taacctaagt acattaagta 
aaaggcccca
    29221 atagatttta aagcagtgaa gatagtaggg ttgctagtaa taataagtcc 
gacaccgctt
    29281 gcagaaatca cagcgataat aaacatacca ataattaaac cactaatgcc 
aaataaagct



    29341 gttctcacac cataatttat tgaatttgtt actgtaaata aaacgcctgg 
gcctgggctt
    29401 gataaagtaa gaaaagcaat ggttataaaa actaaaagac cgctcacgtt 
gatacttcct
    29461 gtttatcatc aatatgttaa ttgcatgcct actttaaagc agaataggaa 
ttatgtatac
    29521 agacaagtat gtataattta taaaaaagta aattaatagg ataatatttg 
aaagttccta
    29581 cacaatttta ttttttaaac tctaaattat ttgaaaatta aaaattcaat 
gctttaaaaa
    29641 gtattaaata tatttaatta atatatagat acagtgttag aaaattatat 
ttaaatatca
    29701 ttgaaaatca gatagaaagt tagaatttga taccttcgta ttcaataaga 
aatgaattaa
    29761 ttaagatatc gattgcaatt cgttaagaag cgtgtatagt cgacactaac 
tacaaaaata
    29821 ttcatgttac ccaaagtctc tcttttcgca gttttattta taatcctccg 
tatattttta
    29881 gatatttaag tagaatgtgt attttttagt tctattggtt tgcccaataa 
taaatgataa
    29941 tgtttttaaa agttaggatt aatttatgtc taatactact ggtacagtaa 
aatggtttaa
    30001 tgaaactaaa ggtttcggtt ttattcaaac tgatgaaggt aaagatgttt 
ttgcacattt
    30061 ttctgagatt caaacacaag gctttaaagt tcttttagaa ggtcagcgtg 
ttcagtttac
    30121 tgtaacacag ggtaaaaaag gcccacaagc ttcgaatatc acaattgtga 
cgaatgctta
    30181 aactaaagta atttgatgat tttagacgat ttgatctgta gtgatttgct 
caattaaacg
    30241 gctctaatca tcaatatagt taaaaaaccc acttcttcct ttgtgggttt 
tttatatgga
    30301 taattaaata agttgattat ttgttttata taatatagaa attagaattg 
tgttgtataa
    30361 gttgacttta taactggtat aaaaatggat atttgtattg gcggtatttt 
aaacggtaaa
    30421 gtaagaaaga ataatgaaaa ttatttctct ataggaaatc ctcattcaga 
tgatgtaact
    30481 gaatatcaca agcaatattt ccatttggat ggaaagcttt tatcattttg 
ggtgtgtaat
    30541 gaaatcaatt ttcaagaagc ctccagaata gctgaaagtt tctttaaaaa 
agaacaaagt
    30601 ttttattaag taaattttaa ttaaatactt taagtctggt aagtctattt 
cttcaatgag
    30661 ataagctaaa aattattttt aattacatat ttttaacaat ttagattaat 
ttgttactta
    30721 taaagccata agtaaagagt aatcttagct cataatataa aatcattgta 
aaattaaact
    30781 taacattcat gaaaatttat taaatttttc ttgtcttaac ggtcatgact 
taagtcataa
    30841 ataatatttc tttttgtagt atatctaaag gaaggaaata attctaaatg 
ttgaatatag
    30901 tacagcctaa tatttgcttc attggtagca gtaatttgtc tttagcttta 
attggaggtt



    30961 tagttttaaa aggctttcaa agagaaaaaa ttaatctaat agaggaagtc 
aaatttgaga
    31021 atcaaatcat tctaaagcaa aagcaacatg aggtgaaaaa ggcagatata 
gttgttctat
    31081 tactagaccc aaaagactta aaggctatac tggcgccctt aaaaaaatgg 
ttagctgata
    31141 aaactattgt gtcgatgatg gccggagtta atattaaaca attaatgagt 
attacgggtt
    31201 caaaaaaaat tatcagagtc atttctaatc cccctgtatt aacctataca 
ggtactcatg
    31261 tgttaattgg ttcagactat ttagagcctt tagataaaga agtgatagaa 
acaatttact
    31321 cagcaacagg gcgaacctat tgggcaaatt cagaatccca aagtgatgcg 
attattgctt
    31381 tatcgggttc aggaccagct tacttcttct atattctcga cagtatggtg 
aaaacagggg
    31441 tgtctatggg gctagataag caatttgctt tagatctaat acttcaagct 
gcatcaggcg
    31501 ctgtagaaat ggttcgtaaa agtaatgttc agcctagtga gttatgtggc 
aaggtcacat
    31561 tagcgaatgg tattacagag tctgcattac gaatgtttga attaggcaac 
ctctctgatg
    31621 atattcggct ggctttaaaa gcagcttacc atcgtagtaa agaaataagc 
ttagaaatta
    31681 atgcagaaat tacgagacac tagctttagc tgattacaaa gtgccttcca 
aatattaaca
    31741 ccttatattt ggaaggtatt tttttaacca ccatggttta gccgtataaa 
ggtaaagcaa
    31801 acattatctt tcaaagaacc atcaaaacgg ctactttaaa aatcaattat 
tagctcaagt
    31861 tatggaattt gtaggaaata ctcccaaata ataaaaccta agccgaaccc 
tagcattgaa
    31921 tagagggtaa taataaatag tacaaaacta gctttatttt tctttcttaa 
aaaactcatg
    31981 ttagctacct cgtgtctaga tagttactat catgaagaaa ggcaaggtgt 
aatcatagat
    32041 acagaatttt ttcaaaaaaa tataacagat gggtaggtgt tataacctca 
tcttttaatt
    32101 aagtttttct tcaaatttat gactgaaaaa agactaaagt atggtgaatc 
tagaagcatg
    32161 agaggtactt ataaaaatta tttctacatt gttttttaat gataatttat 
tactcatgtt
    32221 gtgtgaaaaa taatcattta caattgaaag aaaatatttc caattagtta 
aaagtattaa
    32281 ataaaattgt gaaacattta acattagttt gactatttgt gttccattat 
ggtgcaattt
    32341 tacataatat gggtagttct tacattgttt taaatttatt tgcactcaat 
tacaattaag
    32401 tcttcataat cagaagatga atttttttta ttttcaatta tttataataa 
tattgaggag
    32461 gaagaaatgc caaagtattt agctatagcg gagaaagtat acaaggaaat 
taaaaaagat
    32521 aatttattta ctgaagatac cattcaaaat ttaaattgtt taattagctt 
gattcgtaaa



    32581 gcaattaaag gtactgagtt caaacttaag tacaatttta taaattttga 
agaatgctta
    32641 aatcaattta ataaagaaaa atcagtgcat attgatttaa gtcttatgcc 
caagtttaaa
    32701 aatgaagatg aattcatttt gtggcttgca ggctttattg agcgaatgac 
aattggaggg
    32761 aaagagaagc ttcctccaat ttcaaactat attccaaaag gctttaaaat 
tgatcaagcc
    32821 gaaattcctg tggctgctga accaagcaaa gaagaaaatg ctgagatgat 
tattaactac
    32881 tttaaatctg aggatttcat taaaaataat aaaatatcct cttaaatata 
gaagtatttg
    32941 tccaccttac ttctatatct ggctgataat attcagctac cgccttctgg 
ggcggttttt
    33001 ttatttaaca agcttaaatg atcagcatat aaaacttatc aaaaatgtca 
gtaaatatgg
    33061 aaatgtttta taaagaatta ataatgacat aaaaaataat aagttggaga 
ttatattgtt
    33121 atttttatta aaatattttt cacataaaaa taatcttaaa ttacgtatag 
aaacatttac
    33181 tggtacataa tttccaaaaa aataggatga tgaagagatg aatgagaatg 
ctgaactcat
    33241 taaatattta gatattgccg aaaatgtata cgaaaatatg tatgaaaagt 
accagattac
    33301 ggataaccct gtaaccaatc tcaatagagt gatggcagaa attagaaaag 
aagccgaaca
    33361 aaatgattta aagttaaaat ataccaaaat tgattttgaa gaatgtttaa 
ctaagcctct
    33421 ttctgaaaga gagataaaag ttgacttaag tctacttcct cgttttgagt 
atagggatga
    33481 atttattttg tggctcacta attttattag aaatattagt gtgcaaaaaa 
agttcgtaaa
    33541 acaaaagtac tattttaatt agctttataa actttttaac tactcaaaac 
tattaataaa
    33601 ttttatagaa cagcgatata aaaagaaaaa taaagtgcac ctttgtagag 
gtaacttaca
    33661 tgaagaatat tactgaaaaa tcactttttg atgtttttac ccagcatcaa 
gcttatctct
    33721 accgagcatc atcgcgatcg gtaaatgaac tttataagtt ttttaatagt 
gaaacgatgg
    33781 ttatgcttga tcggttaagc aatttaatga aagagctgaa tgaaacagag 
aggtttgctc
    33841 ttgctggtgg tgagtataca actcagcatc taaaaaacat ccaacttgtt 
atttcgaact
    33901 ggtttaattc aattaatact gttttactgg aaatgtttac tcactcggca 
attgctttgg
    33961 ctatatatga gtcaaactat atggccaaac tatttggtaa ggttattaaa 
gatttaaagg
    34021 gagagcggct ttatcagtca ataaaacgag tgcctttggc tggaggtgcc 
ttggttgatg
    34081 aatccttagc tcaaattagt gaaaatgccc ttcaacgcat tgaatatgct 
attcgggatg
    34141 gtatgaatac cggaatgacg cctcagcaaa tcatcaaacg tattacgggt 
acaaaacgcc



    34201 ttaagtacga agatggattg ctcaacagta ccaaaatcga tattgaaaga 
attattagaa
    34261 cgctacgtag ccatatatca aatcaggtct atttatataa cttcaaaaat 
tttaattttg
    34321 aatatgtaag gttcgtgagt gttttagatg gtagaacttc taaaatctgt 
gcagccgttg
    34381 atggttctat ttggaaactg aatgacccgg cgaaaagagt gccacctttg 
catccgaact
    34441 gccgaagtat tctggtccct gtaagtaagg atggaaggct tattgggaac 
cgatctttcg
    34501 ttatggatga aagaaaagta cgagatattc ctaaagatga gcggactcag 
ttaatgggcc
    34561 aaatagatgc aaatatttcc ttcaaagagt tttttaatct gaccgataat 
tttttccaaa
    34621 aagaatggtt aggccctaaa cgttataagt tatataaaga agggcaattt 
gattttgata
    34681 aattttttga tccaaagggg cggctctata ctttggatga attgagagaa 
ttagatgaac
    34741 gaacttttaa aatacttggg ttatagcttc atcgttctcc accaaaataa 
taacgccaat
    34801 aaactcacac atgcgcctag actacatacg ccgagccatc ctgcataagc 
ataagtcgct
    34861 gttgtgctga ttgcacccag tccactacct actgcataaa agagcatgta 
tagacccaca
    34921 agccgactat gcgcttctgg gcgagtacga aaaatcatac tttggttggt 
cacatgcagg
    34981 gcttgtccac ctaagtcgag caatactatg ccaatcacca gcgcccaaag 
tgagtaggtc
    35041 ataagtgaaa gcggccacca tgcgagcagc aatattaaca gtgctgccaa 
gcttgtgcgc
    35101 tgagcatatc cgcggtcggc ccattggcca gcacgagtgg cggctagagc 
accgattaca
    35161 ccgaacagtc caaaagaccc aattacagta tgcgaaaagt tatagggtgg 
tgcacttaac
    35221 ggtagtacca atgcgctcca gagaatatta aatgccgcga acatgagtaa 
ggctaataca
    35281 ccgcgtactt gtaggacttt ttcttggcgc agtagcttta acatagaaga 
tagaagttgc
    35341 gggtagcgca tggtaacagg ctgaacattt aaatgaggga gtcgcctcca 
aagtggtaag
    35401 gcaatcatga gcataatgat agctgcgcaa aagtacacgc cgcgccaacc 
cgctatatca
    35461 cttattcctc ctgaaaatac acgggcaagc agtaacccaa tgaacacacc 
gctctgtgca
    35521 gtaccaacca catgcccttg ctcatgtggg gccgcagcac ttgcagcata 
ggcaataagc
    35581 ccctgtgtca tggctgtgcc gagtagacct accgcaagca ttcctgtcaa 
aagaacaatt
    35641 gtagagtggg caaaggcaac cattagcaat gcagatatta aagccagtag 
ttgcagtgtc
    35701 attaaccgac gccgatttac aagatcaccc aacggcacta aaaacacgag 
ggcaagtgca
    35761 caacctattt gagtggctgt aaccacacca ccaatgacgg catgactaac 
attaaagtca



    35821 ctcgccaaga tgtcgagcaa aggctgtgca taatagacat ttgctacgct 
tgcaccactt
    35881 gctatagcaa atagtaaaac tacgctacga ggtaggttcg aatgcgtttt 
attgttatct
    35941 actgaagatg ttgaagatac aagagaagct ttcattatcc taaatccatt 
cagtctagtt
    36001 ttaaaatgca actagttgaa tattagattg actggtttta aaatgcaact 
agttgaatat
    36061 tagattgact ggttttaaaa tgcaactagt tgaatattag attgactggt 
tttaaaatgc
    36121 aactagatat cttgttactg attattggta aggaaactca atggctaact 
ctacattgat
    36181 gaaagaagaa ccttgtcctg ttgcacgctg tgtcaatctc ataggagatc 
gctggtcact
    36241 gcttattgtg cgtgatgctt ttgatggaat gcgccgtttt ggagatttcc 
agcggagctt
    36301 aggcgttgca cgaaatattc tttctgaccg gctgaaaaag ttggtggatg 
ttggtgttct
    36361 tgaaatgcaa gatgcttcag atggtacggc ttatcaggaa tatgtgctaa 
cccctaaagg
    36421 ggagagttta tttcctgtga ttgttgctct acgtcaatgg ggagaacaca 
acttattcga
    36481 aagtggtgag cgccattctc tgttaattga taaaaataca ggtcaacaaa 
ttccatttat
    36541 ggtgccagtc gcggcagatg gaaaattgct aaaagcctct gatactcaag 
tgcaaaaggt
    36601 gaaataaaat aagagaatag aaaaattaac cttttttaac ttaaattttg 
ggagattaat
    36661 tgctaacctt gcgcgtcaaa ttaaggtgag attatgagat ttatattcct 
ctttataagc
    36721 gcaatttcaa ttcaatgtta tgcagcatcg gaagcgatgg aactccatta 
ctgtgaaact
    36781 gtgaaaaaag cagcgagtgg cgtgatggat gctagacaac atgaagtgcc 
agctaaagag
    36841 ttacatgaca tcgccaatca tcttgaagag caacaagcca aacaacttta 
taaagagctt
    36901 atcaaatctg catattcttc aaagctattt gaagaccctc tcattaagtc 
aaaagctgtc
    36961 gagaattttc aaaccacttg gcatgaacaa tgtttggcaa aagaattagc 
taaaaatatg
    37021 tgagtgttag ggggaaatgg ctagcttagg ttggaagata gaactttatt 
tcttacttac
    37081 ctcttcgcta acactggcta agcgcggtaa agaaggagag aaggtattag 
ttcgggttct
    37141 taatatcatg caaggccaac gttacatcga aatttgtgag tgaaatccca 
cgcaggaaca
    37201 attcctttat ggctggattg ctaaccgcgt ttcactatga aggctctgat 
ttcgctgtgt
    37261 attctacttt caggttgcac agctcatacg atatctacaa aagtgcatgt 
cactgtttgt
    37321 gtgcagtgtg tgacttaaaa tctttaggag aacgcttttt tatagatggg 
tgaataagtt
    37381 aaattggttt aaattttctt taaatatatt taattttagc tttagtatct 
ataagttaat



    37441 ataacgagct ttattgttat tttcgtaaaa ataaaaaata aaaatttttt 
taagttaatg
    37501 ttttttaaaa ttatatatat tttatattta cattaataag attggataca 
gaggcatgat
    37561 tcattattaa atttatatca tctactttaa ataagctatt taccctttgc 
gaagaatatt
    37621 caacgagcgg tataaatatg gttgattgaa ataatgaata aataacccca 
accttgaatt
    37681 tacaagtagg gatatagatt ggaaatgtga aaaagctacc cataggtaga 
aatactcatg
    37741 aattaagtta aaggatattg gtatgaaagc tattttaacg aagaaaatta 
ttagctgtat
    37801 cgcaattagt ggtgttttaa gcttcagtgc atttgagatt atggcagcga 
atcaacaaac
    37861 tataaatgat gggaagaatc actctaaaat attaaatgaa aaccatgaaa 
atttgactga
    37921 tagtcaaatt ttcaagatat taagtacagc taataatggt gaaattaagc 
aggcaaaaac
    37981 tgcattgcca aaactaaaaa tggatgaagc taagaaatat gctgaaatga 
tgattaaaga
    38041 acattcagcc aatgaaaaaa atgcacaagc gttggcaagt cggttacagt 
tgatttcaca
    38101 aaccagtaat cttagtaaat cattgcaaaa tgatagtgat aaaattgtta 
gtaagcttaa
    38161 tcaaataaca tcagatactg ataaaaatta tatgatgagt caagttaaag 
ttcaccgtaa
    38221 agttttaacg ataattgata agcagttaat accaaacacg aaaagttctg 
aattaaaaaa
    38281 tatgctcgta caaacacgtg atgctgttgc gaaacaccta aaagcagctg 
aagatatatt
    38341 taaaaatatg aaataatata taattattat cttttaaaaa tacatttaaa 
aagcctagta
    38401 ttaattaact aggctttttt aaattgcata tacataaaat aataatttcc 
tgcagggtgg
    38461 tgtaaaacta gagtgttgtg ggtagtgttt aatctagcga aatataatga 
ttgtgggata
    38521 aagaatgata taattgtgaa gattatttga ataagaattt ttattgatga 
gaaataattt
    38581 ctttaattaa taacatctcc ttacttaata ggggtattta tgaaacataa 
ctaacctaaa
    38641 ggtgaattat aataattgtc aagcatactt caaaagttct tttaatattc 
tagctctttt
    38701 gaaagtcact agattttaaa atatagggag taagaaaatg gtaaatacaa 
aacaatcaaa
    38761 ttcagttggt aatcatacga ctcaaaaaga gccatcttct aatggtaatg 
tatcaaatag
    38821 caaaccatta caagacattt catccacaat tgataatgct cgtccagatt 
taaactctcc
    38881 accgactaat aacaatcatg tacccgatat gaatgaaggg ggagagaatt 
tggttgctac
    38941 aggtgcagga accttgggag gagcggcggt aggtgctgca tttggtgttg 
ttggtggccc
    39001 tccaggtgct gttgttgggg ggattattgg tggtgtggta ggggcaatag 
caggtaatga



    39061 tatagctcaa acaaataatc aaaaagatga tagtaatgac tggcaagaag 
aagataatta
    39121 ttggcgagaa aactataaaa aaatgccata ttatactgaa gacaagaatc 
tagaatatga
    39181 tcgtgattat cgggcggctt atcgtttagg ttatgaaaat cgtgtagata 
ataatgcaga
    39241 aattaatttt ttcgaggttg aatctaaatt gaaaactaaa tgggaacaag 
ttaaaggcag
    39301 ttcacgttta cagtgggagg aagctaaatt tgctgtagaa gatggattga 
aaaaaattca
    39361 tccttaagtc atttaatact tagaaagtct cctcaatggg ggagactttg 
cgataatata
    39421 cttttaagct aatttttaat tttaagccaa tttttaattt caatatcaat 
aaaaacttaa
    39481 tgatgggttt aatcataaga tattaattat attttcatta ttcttttttc 
tttaggcatt
    39541 taagtatttg aacaattaag cgggcactct tcatttttct gccttcttct 
tgatagtgct
    39601 gttcaaaagg ggcatagaaa gagatatgga ttttttcaga ctcaggatta 
gcctgttaag
    39661 attgtaattt taataatttt ttagcggccc attgttcaca ctcactcgca 
gtatctcgag
    39721 tagctgtata atgtttacct aaataacgga cagtgatgcg ccacgcgtct 
ccgcgcttaa
    39781 ccggcttttg cataataaca ctccaaattt catggtactg caatggaaat 
ataaagcgtt
    39841 ttttaatgcg aattttgaat tgacctatag acaataaaaa aactacctaa 
tcctttcgaa
    39901 ttaagtggtt tttaaatctt ggagcgggaa acgagactcg aactcgcgac 
cctaacctta
    39961 gtaaggttat aataaatatc aaataacaat aggttatgtt taaatggtgc 
tgaagtggtg
    40021 tcgaataaac ttttacaatt gaagcggata tattgaacga tttgatgagt 
aacagtagag
    40081 taaattatgt ttttagttta aattaaatac taagtagagg aattcttaca 
aagattaatt
    40141 ttataagaat agtatataaa atttttgaat agtaactaac cattcacata 
aatgcatgtt
    40201 cattcatgat tttggatagc atataatccg ttacgctttt gcatcaagta 
taaatttgat
    40261 gttttgcgaa cgaggggggt gttatgagta tcaataaaat gctcgataag 
gatgttaggc
    40321 tagcagtcaa aaataaggtt ttaaaagacc atataaatga tccatctacc 
ttagtaattg
    40381 atgagctggg cttagattat ggccgtaatc gaattgacat cgcggtagtt 
aatggcgaac
    40441 ttcatggata tgagctaaaa agtgattctg ataccttaaa aagacttcct 
tctcaggcaa
    40501 tttgttactc tgctgtaatg gataaagtta ctttagttgt tggtgagaag 
cacgctaaag
    40561 aagcaattga aatggttcct aattggtggg ggattaaagt tgctgtgaag 
ggaaaaaagg
    40621 gtggaattca tttaggtact tttcgacgta ataagaagaa tactgaaata 
aatcctatgg



    40681 aagttttaaa gttaatatgg aaagaagaag cacttgaatt gctatcaaac 
tatgaagaag
    40741 tcgactggaa gataaaaaag cttcaaaaaa aagctatcta tcaattaata 
atagataact
    40801 taagtattga tgaaataaga gattctgtac ggtctatctt gaaggcccgt 
gtagcttggc
    40861 gttttgacta actgccaaag ttatatggtg gttgacgcca actttgaccc 
atgttccaaa
    40921 attcccagga ccagcctttc ttttggagca atcatcaata tatttgtcgc 
cacttgagta
    40981 attagaacca taaaaatatc cagaattaac aatataattt gccatatcaa 
aatattgtcc
    41041 aaacccatca tcatgcacat gagcttgata tcggacaact accatataat 
tatcttcatg
    41101 agtatattta attttagcat ttggttttac aggggtgttg gagagaaatt 
cttcaggatg
    41161 aacccctgca tagtctccaa aaactggaat tctagagttt gcctgtccta 
tatagggggt
    41221 aactaaactt aaatatgaga tccactctgt acgtggttca aaaccatggg 
gattgtaact
    41281 ttctcttggc aagtcttttg gaattgaact gcctgcaatt acaatatttt 
tgaataaaga
    41341 gattttatta atagtattta aaacttgagc aatcgattgt tgatgaatga 
aactagtttt
    41401 tgctacattc tcagcaaaat caataataat atctatttca tcatgtcttt 
tattacagct
    41461 agctagaagg gcttcaatat tagagttggt ttcggtattt aattctgcaa 
ttgaaattct
    41521 tagcgctaaa ccgaaaccat aagtacttat tattgaggcg gtagattgta 
ttgctgtttg
    41581 agtagagtct aaagataaaa taaaatcgat attttgtaag cctctttctg 
agcatttttg
    41641 ccctatccat ttaaaataat tctcttcttc aatttggaag tcttcactgg 
tatttaagtc
    41701 tatataacat ggataatttc cccatttttc agcaacttgt ctcggaattt 
ctcttgaacg
    41761 tctttcctta tcaacttctg ttaaacttaa caaaggttta atagctgttt 
tgacatcttc
    41821 tgaaagttca tttaatgcag catactcatt ttgtttcgtt tgtagtattg 
gtacgtagac
    41881 aaagctcatt atctatttct ccccccgatc tgtaataaaa agtcatgtcg 
ggctcatgat
    41941 aaaactaaaa ttatatggtt aaaatttata aatatttatt aaatatataa 
tgtaatattt
    42001 tcttattgta aatattaata agactaaggg ttgaaatacc tatcatacct 
acttttatta
    42061 acagagataa aaattattaa aagtagtgtc gataataaaa agtaataatt 
ttaaaacttt
    42121 cagtatctta ggttaagatt aaggaaacta tttactaact ttagctaatg 
aaaaatttta
    42181 atgaatttga attaatagga atagaaatag ctcttttact aatctgtata 
attttttctc
    42241 tcatgggaaa acatattttt ggtctagaag gagactattt gtctgctgca 
gcaactttat



    42301 ttgcttcagt tattgctctt atacttttca atgattggag agatgaacaa 
gaacatcagg
    42361 tgttcactga acttataaaa actattaaac aagattatag aaaattaaat 
gtcaaatata
    42421 ttgaagattt atatagctta catgaaatgc tacacaagct taaattcaat 
cggcctacac
    42481 aagcattgac gtttgaagta atcgaaaaaa ttactttgtc atatactact 
ttctcaagag
    42541 tatttaaaga aattaagagt gactttaata attttgatga gatgtataaa 
acgattattg
    42601 attatgaaga tgagctatat aattcttatc agaatgtatg taatgaaatt 
caaaaaatcc
    42661 cagatacaaa taactatgaa gaaacaatta ataaattaaa aaattttaga 
gatctcgaaa
    42721 atgacttggt tggtaaactt tatgttgaga tcgtttttag tttgataggg 
aagttatcgg
    42781 ctaaaggata aaggcgctta agcacctttt taattcttcc ttctcgactg 
ccgctgctgt
    42841 ctttacctat ttaaattttc aagtatagga atgacttcac tacgatcata 
aaggtgtttc
    42901 ccatctgttc ctttcttaaa tggtcgaagc tcatcaataa tcaatttacg 
agaaaggcta
    42961 taacgatcca ttaaccatgc tgcagtaact gaaatggcta aggtagctag 
ataactaaaa
    43021 actcggataa gaataaaagt tatttcatat cataattaaa atataatgat 
tcaaatagtt
    43081 agaaatttga aaggtatcat ataaatgaag aaactaatgc ttgctttgtt 
agtgttattt
    43141 tgtggggttg ctcatgcgga atgtaagact ggtaatattt attctgatat 
agaatgcttt
    43201 gaaaaacagt taaaaactga taaagctaaa atgaataaaa tttacaataa 
attagtttca
    43261 aacttagata gtgaagggaa agctagtttg gaaaattccc aaaaggcttg 
gcttgattat
    43321 cgtacaaaac aatgttctgg attaatggga tattatgggg ctcaaacatt 
gggtgctggt
    43381 tctcatttaa ttatcttgag ttgtgaggcc gataaaacta aagagcgtct 
taatgagctc
    43441 aaaagtttag atctttaaaa ataggcctta aaattatgat gttttaaata 
tttaattcta
    43501 aacccgcctt ttggtgggtt ttttaatact taaagtataa gttagtttaa 
attagacaaa
    43561 actaaccaat agctaataaa aaaccaccta atcctttcga attaagtggt 
ttttaaattt
    43621 tggagcggga aacgagactc gaactcgcga ccccaacctt ggcaaggtta 
taatatttaa
    43681 aataaatcaa agacttagaa ttgagtggtg gcgcagtggt ggcagggcgt 
tttattgtaa
    43741 taaaatattt aaattatctg ttttttgttt aaaataattc ttatccattg 
atacataaat
    43801 ttaacatgaa aatatttaaa attatatgca ccctaatttt tagctttcta 
ttttttttaa
    43861 gttgctcaat ttacttcaag catgaattta atattgatgg agattatctt 
tcagcatttt



    43921 caacaattgt tgctgctact gctgcatttt atttttatac cgattggaaa 
gatgagcata
    43981 aattcaactt attgaaacaa catcaggact atttaaagat caaaggggca 
aaattgcttg
    44041 cccattttag aaaatctcaa gtgttgtttg ccacgattga aggttcaact 
gtgcaagagg
    44101 gggaaaagaa atggattgat gcttgtgttg agataagatt attctcatct 
gaattaactc
    44161 atattcaaaa atccctccta gaatataaaa gttgtctttc tacttttgaa 
tcaaatgaaa
    44221 ttttggaaaa acataaagat aagttggaga aatacagtac tagaatttcg 
caaattaatg
    44281 atgagtttgt ttctaaactt ccatatttca gtataagtgc aagtcctcag 
tgttcagatg
    44341 ttctcgaaag ttggagagat tccataataa agtttgattt tttttgttct 
gtagaaatgt
    44401 ctgattttta ttttaaatac ttaaaaacca aataaataaa ggggcataaa 
gccccttgtt
    44461 agtttttccg tcttgcttgc ctttgggctt tagccttatt tagattatct 
aaaatcggca
    44521 tgacagtagc gggactataa aggtgcttcc catcaccgcc aagattaaac 
gctcttaatt
    44581 cctcaataat agtttttctt gataaattat accgttccat caaccaagaa 
gccggcacac
    44641 ggtttggtat ttcttccgct ttaatttcta aaactttacc gatgttttga 
atttcatcgt
    44701 gaataaaaat ctgtggcggt ttctctgatt caactacaac aatatatttt 
cccatcttta
    44761 tacaccttat gttttagcaa tgttctcagg agtaatcaca gagggtcagc 
aatgcgatta
    44821 cacctgtaga acattgctaa gaatgttcat tagaaatttt taaaaaggca 
tgtcttctaa
    44881 atgctctgtt ttaataactg ggtcaggaat atgaagagtg cagcttgata 
tcaaaacatg
    44941 aaattcttca ccaggattaa gttttgccaa tcggtgcgct tcatgttcag 
cattcgcata
    45001 actttcatgc ttataagtag gattgccacg gccttcactc caaactaaat 
aaaatggttt
    45061 catggctgtt ctgctcccaa tttactttct aatttgattg cgccttcttc 
tggatattca
    45121 ctgatataag cgtagtaacc acttccactg tgtccactct caaaccaagc 
aatcgtgact
    45181 tctgtatcta tcaaatcagg gtcattatcg ggtgagccaa aattagctgc 
ggcatataat
    45241 tgttcacagg ttaattcgac tcgacttgct ttcatcacaa gctttttggt 
ggtttcctct
    45301 aattcagaga acatgcgttc aacgatttct gtaaaagaac atccttccat 
attgtgattt
    45361 acagcaaatt cacaaagctt gtgaatggtt tttaaaccat tgatttcgat 
tgtttcaggg
    45421 ttattgttca ttgctcagct cccgattcgc ctttaactaa ttgttcgata 
aattcaccta
    45481 attcattagc atcaatgatt ggcaaatctg gatgtgcatc ttctacagcg 
aatgatttaa



    45541 cagcaatcca agattgaatt tcattgatga tttcatttgg cactgtttgt 
gctttggctt
    45601 tttggtataa atcccaagcg ttgtttaact gattcaattg atgaatcaat 
tcttcacttt
    45661 catgaggaaa gtttcctgta tgcgggtcaa ggtcaatata gcgattcaat 
ttttcattaa
    45721 aagaaaacca atctactgct gttggattcc agtaaatagc ctcaaaatca 
cttcttaatt
    45781 tatttaaatt tgtcatgctg ccaccttcgt ttttaaaatg ttgtgagctt 
tcaaacgttg
    45841 gcgtagggtt ccacggttca agccaagtaa ttcggctgct ttagtctggt 
tgccacgtgt
    45901 ttttatcaac gtttccgcta ataatggctt ttctaaaagg gccatcactt 
ctgcatgtgc
    45961 attggtagtg tttgactcaa gcacagctct aatttgatct aatgaaacaa 
cagttgatgt
    46021 attcatgctg cgactcccga tttaatattt ttgaaaagag ggtttagagc 
ggtaatatcc
    46081 agttgttttt ttgcacgggt tgcggccacg tataacaaac gtgcttcatc 
tggtgttaat
    46141 ggcttttcac cttcagaaac tgcctcttta tagaaatagt caccgcccaa 
tttgaccttg
    46201 ttaaattcaa gtcccttgga tttatgagcc gttgtcacaa cacagtcgta 
gtcgttagaa
    46261 ctgcttttca ataaagcttc aataagtgcg ttttcgccta ctttttcaat 
caaactcaca
    46321 agtggtttaa ggtcgctgtt tgaaacttcg tgactgtatt caagcacttc 
ttcccaagtg
    46381 ctgaagcctt caaatgcact tccatcggct acgcgtacac cggctttaac 
ctttttggca
    46441 tcttcaatat ttttaattaa agtagctgta tcaacttcaa gacgtggttc 
acgccctaac
    46501 tggataagct caaccatgtg tgaaagggca gcggcattgg tccggaaaat 
aattgcatca
    46561 gcaacgctgt catgaacctc acaaacttgt gattcaattt gttcaaaacc 
gcgtaaagga
    46621 atttcttcat ctagcacatt gaatagaatt ttgtttgcta ggtctgcaat 
ttcattgccg
    46681 aaacggaatg actggctgag tcgtgtttct ggtatttcta aagactgcat 
tgcatttact
    46741 gcaccacgaa atgcatagat ttgttggtgt ctatccccaa cataaatgac 
ctgagcagct
    46801 tgattattta aaacgttcag catgattggg tcagcatctt gtgcttcatc 
aaacagaata
    46861 aaatctgtgt tgatgactgg tttactgagt gcccaatact ttaaataatg 
atcatgctct
    46921 aaacggttta caccgaacgg gtcgagaata tcttgccaat agtcatttgc 
ctttggtaaa
    46981 agaattttgg ctagttccgc acgatgtgtt tcttccatcc aatcgggtaa 
agcagcgtaa
    47041 acctgtgata actggatttc tgaataatta gatcggcaga aatagccaac 
tgcattaatt
    47101 aaagatgtag ccatgcgctt attgttaaat aagcgttttt ggtcatcttc 
accacgttgc



    47161 tttgttaagg ctacaggcac ttgatacgat tcaaggtcat gacgtgatgc 
aatttgattc
    47221 gacattaagc gacgattgct aagtttttta gtaaaccaac gcggtaccga 
attaaatgcg
    47281 agactatgga aagttttaca acgaacgttg ctgttaaatt taccttgtgc 
ttcagtagca
    47341 attgctttgt taaacgccaa gtacatgcca gattgatagc ttttagcatt 
accaatcaat
    47401 ttaagcgttg atgtttttcc tgcacccgca taagcagtta ccttgcaaga 
ctcaccatca
    47461 attgccatat caatggcttg tttttgttca agagtaggtt tcatggatga 
atttccctaa
    47521 gcacccttaa aattaagggt gctcgtataa aatttattta aaaagtgata 
gtgagttatg
    47581 cggttaattc agccgttttt ctttcaaaca atgcactgac agaatcaatc 
tgtgcatcag
    47641 ttaagaatga tgtgtttggc tcaaattgct tttccataat tgaattaatt 
gcttcaattg
    47701 agtttgcaac ttccaaatca tctaaaagct gaagatagaa tttctgattt 
gcgtaagcgt
    47761 ttttaatatc cgtctgtgcc ggttcaccaa gatcagaagg aatcgttgag 
ccaagtgatt
    47821 ttaaatcagc taggttttca accttgccaa tatcttcgat gcatttttca 
acatcaaaag
    47881 agacttttaa ttcaactact ttatcttgtt gttcttcacg ttcggctaac 
tgagctttta
    47941 aacccgcagc accttgatgt tttggtagct tcgatggctc aggtgttaca 
tcaatttctt
    48001 tatcacgctc ttcctcagct actccaaagc cttttagaat atctgtgaac 
tcatcacgca
    48061 atgcccatcc acgtgcacgc atttgcatca tgcgttttgg atattgtgtc 
caaggacctt
    48121 gtttgcttaa taaacctgcg cgtttagcat cttctttagt gaaagtttta 
gttacagctt
    48181 tttggccttt acgtttaacg gtacaagtcg ccatatcttc tgtttgagtt 
tcttcaaact
    48241 gttcaagcaa acctgagcta cgaacaagag caagtacagc atcaccccaa 
agagaagggc
    48301 ggccattaat taccgcgatg ttttgcattg cttgaagtgg ttgcaagcca 
atttcagcac
    48361 cccactgcat tgcgactaaa atgttgcctg gttttttctg gtagtcctta 
ggaacaattt
    48421 cagagttagc caataaatct gcaacctgca ttgcttccgc taatgtagtt 
ggagttaaaa
    48481 agcctgtgtt ttgtactaat gcattcatga taagtttcct taaattagag 
attctttaaa
    48541 tttggttgcg atgcgaaaaa ctcgagtact gctagtactg caatattttt 
caaaaagttc
    48601 aggttctttt tccttcaaca ctttggtatc aatgcgtgtt gaagattggg 
ctttataggt
    48661 gcagatagct ttacctcgac taatcatcat ttcagcatct tgcatagaag 
tagcgatttc
    48721 taacttgata gcttcttcgc gagcttccgc atccttttta gcttgttgaa 
ctttgattag



    48781 ttcttcagct agttttaaat gatcacgtgt tgcttctacc tgtttaccaa 
ttacgtgttt
    48841 agaccaacga tgtaaaacat catcaaaaca agttggttcc ggtggtacat 
ctgctaaaac
    48901 atgtttaaac cagaatgctt ttacttggtt gaaaatagat ttaataaggt 
cctcatcgcg
    48961 ttcgatgcga tacatacgga acttattgcc accaattagc acagctaaat 
gaataacttg
    49021 acagcctgta atcatcagat accaaagaca ttgtgttagg taatagtctg 
gtatctggtc
    49081 agtgtcctgt tcaccgaata acttgctcat gtattcacta gctgttttac 
attcaagcaa
    49141 ttgatctgta gtcaatgcac catctttaaa gcgtacgttc cctgagattt 
caggattaat
    49201 cacagcacgg tcaatattgc caagggccca agggtgatct tttaaaaata 
attgctgttt
    49261 tacgcgctga actttcatac ctgatctgcg cgaaaactct ttagcaacta 
catcttcaag
    49321 taaatttccg aagtgagcag attcattttg ttctgactgc tcgctacgac 
ctgttttatc
    49381 aagccataat tgatatggtg atttataagg gctgaaacct agaatggctg 
ccacatctga
    49441 accgccaata ccttttttac ggttttctag gaatttttca cggtcaattt 
gtgtattcat
    49501 atcagccacc caactttgct aattttgttt caattgattc ttcaagcgct 
tcattgatct
    49561 ttacaagctc aaagcggtcg atataggcat ttacaacacc ttcttcatca 
accacattga
    49621 ttggctctaa acgatcaatt tggatgcctg tagctcggtt aaatccattg 
ctgttgtcat
    49681 agcctgagaa gtcaaagccg acttcaatgc ggaagcgcat atcactggta 
agaattgatg
    49741 catgacaatc agtgtggcag tcgttgtaag ggcctaaatc caaatcatct 
actgtgtaaa
    49801 taggtgaaaa aatacttatt tgttgtgggc ctaaattctt ataggccata 
tgtgcagacg
    49861 ctagtgcaaa actcatagtc accactaaaa caacaatccc accaataaaa 
catgttccaa
    49921 aacctaaagc agggctgttt ttatatgcgt cttttattgc cgcaattaat 
tggtcgcgtt
    49981 gaattcgcaa agcattttta attcgcttta ctttttgttt tcgaattaat 
cctttaatca
    50041 gattacgatg attatttgaa atttgactaa ccataatgtt ctgttccata 
atgaccccgt
    50101 tatctttagc tgttgaataa cagtgaagaa gtaatgcttg tttagatcgc 
cccgtccttc
    50161 gccaaaattt cggggctttc ttatgtctaa aagttagaaa aaattaaact 
gaaccttcca
    50221 gaatctgcac atagttaggc aggcctgcta attcaatttc ttgatcatct 
ttggtaatgg
    50281 ttttaccgtc acgaatatat tcgacggtgt cttccattga tttttcgatt 
gctttttcta
    50341 gttgatctaa gtcgtaccag aacacaatcg tgccttcttt aatgcgatag 
cggaaacgcg



    50401 caggcagggc atagtgattg ccgccacgat gtacttggat accgaaaacg 
atttgttcag
    50461 gaatagtgag attgcccgca gtaccggcac gcgcttcaat tgtttcgttg 
taggtcaatt
    50521 gaacttggcc gttatcggta cggatgcctg atttaaaatc aacattcgtt 
tttgcattta
    50581 atgtttgtac gatttcatac aaaactgctg cgtctggttg attgatgtaa 
ggcattacat
    50641 cttctaaaaa caaagcaaat tcagtttgtg agaacttacg gcctgagttg 
tcttcaactt
    50701 tttgaaattc aggcgttttt tcagcaataa aatgtgctgc atgtttgcca 
tgtcgtggcg
    50761 caagtactga gccagtatta gtttctttct cgacttcgtg ataatcgata 
acagctttaa
    50821 atttgccttt taatacatca acaaacacta aagagttttt atctgcataa 
cgcgtaacat
    50881 aggcaataaa gtcttttgct gtatgtaaag taacgctttg cgctaaagtt 
agagggcgtt
    50941 gtagtaatgc ttcaaattca tgaacttcac taccttcagg cactacaaca 
aaaggcaata
    51001 cacctgttga ttgagtgaca ttttgcaggc tttcttgacc aagcttgtag 
ttagtttcag
    51061 caatattgtt aagttcgctc attggttttt tcctgtaatg gcttgtttag 
aaaaaattaa
    51121 taaaaacagt agttaagtaa gctaattgat taacttaaag acttaattgt 
tggtttattt
    51181 tcagttggaa tttgcttgag ctcagcaggt gtgcccgcgt caatgtgctc 
aagattcaat
    51241 ttctgttggc gtgggtcttc acgcacgagt tgttggtcac catccgtaaa 
tagaacggtt
    51301 ggttctttgt cgaattttgg aagagtggac ttgatatcgt cctgaatttt 
gtaggtacca
    51361 cgaccattag gcttaatagt caaagtaaca gtaatttttg atactttgcc 
tgtgtcgttt
    51421 gaagcttgga gtgcttcagt caaaagtgcg tctaattctt cgatcgtgtc 
gccacgttga
    51481 aggtttgcta gggtttgact gaatgaagtg ttcttagttg gcataacatt 
cacctaactt
    51541 tccatttagt agttggtgag ataaatatcg caattaagat attaattgtc 
aatagcaatc
    51601 gagataaata ttgcaattaa gatattttga tttctttata acaataaaaa 
acccgcatag
    51661 tgcgggcttt tgcgatattc agtttatctt ctaattcttt taagttgaga 
tttccaccag
    51721 tattgaccaa tgatgtatat tccttctgct tctatacggg caggtgagta 
gtactcatct
    51781 ggaaaacgaa ttttatcctc atttcgtgaa actgctttaa aaccgccttc 
accttgttct
    51841 gtccaattaa agagaaattt tactttagtg tcttctccaa cttggaaagc 
gtaaatttca
    51901 ccgtcaaata tttttgtggc tgatctatca acagcaataa cttgtccatc 
cgaaaattca
    51961 gggtacatac tttcaccctg cacaacgact gcttcagaat ctttaatact 
tacattataa



    52021 gcatctaagg aatcgcgtct aaaccaaagc tgcttatgtg tttgtggggt 
ttcattcata
    52081 taaccatatc ccgcactaac acggacatca tcatagtact taattgctac 
catatctgat
    52141 ggaatttcat caccatcttc ccagacagca agctttttat cttccattaa 
tttggcatta
    52201 gagccaccaa agattatgta ctcagatgta ctgtttaatg cttttgcaat 
tgctgccaac
    52261 ttatcagcag ccataatttt cacattgttc tcaaagtcag aaatagatga 
ttgccctaca
    52321 cctgtctttt tagaaagttc tttttgattg agaccggctt gagttcttaa 
aaatcgcaaa
    52381 cgatcacctg gtgttaattc tgccatttta aaaatcctag cttctctgta 
tcgcaattgt
    52441 gatacaaaag cttatcgata tggagattgc attaatatcg caattaagat 
aaattacttc
    52501 taaagcgata tacttattgg agtatctatg gaaaattggc aagaaataat 
cgctgatatt
    52561 aaacaaagcg gtatgactca accacaaata gctgctgaag ttccttgctc 
tcaaagttat
    52621 gtaagtgact tagagaatgg caaaagagga caacgcattt cccacaagat 
tgcttctggt
    52681 ctcttagctc ttcataagaa agttactcag aaagcggaag aaaccacatg 
agcaaattat
    52741 tagtcgatct atctgcaagc gccagaaatg acgtctcccg aatattgcag 
gcgcttgcat
    52801 caaacaaaaa tgtagaaatt gctgaacatc taaatgtaga tgcaagcact 
ttgtcgagaa
    52861 tgaaaaacga caagaaaagc aatggcttaa cagaaattga aaacttttgc 
gagctgttga
    52921 gttgcttagg tttgaaagtg gtaccaaagg attatcaaag tattgataaa 
gaacgggtag
    52981 ctgcactttt ggtgatgtca aaaagttgga tgaatcgtat tgagaccgtt 
gatgacctat
    53041 ttcatgacga gatcagtggt caaaaagaaa aacttggata ttaaaaaagc 
ctgatttcgt
    53101 ggatcaggct tagttgttca ttaaccatag ggattaaatc acatgactaa 
tttaacagaa
    53161 cataagtgca aaaacaaatg tcctgagttt aaaggagagc agtgtaacca 
ctgtttagtt
    53221 caaccagtag aacagcgaaa aattgaagat atgggcgatg accgtcacat 
tgaaaatcat
    53281 gtttctaaaa actgtcacgt tacttcgtgt gatgtattga tgcatctcaa 
ccgtgctcat
    53341 caagcaatgg gagaggtgtc atgaataact acaaaatatt tttgtttggg 
cgtaatgata
    53401 aaaaccaagc tatcgatctt tttttgcaac ttggatattc attagctact 
agacgagaat
    53461 catatctcca tcctcttgta actgcacttt atgcacattc agatggaaat 
atttacacca
    53521 gtgcagatga accagaaatt cacacaagca taattttgtc acagctaaat 
gatcttgttg
    53581 ttctacatcg taatgatgtt aatgatgcga attgggaaac cgaaggtggt 
gatcagatat



    53641 ttaaagactc aaatgacaag tcttatatct atcgctcaga tggttgggat 
gaattgcaat
    53701 gtcatgaaat gcgacaagca atgtgggaaa aaccgttatt acctaaaact 
caaccatctg
    53761 gcgcacctac tgaatacaac acaatcaaag ttgaaggcct tgaaggattg 
gttgacggta
    53821 aagctgcttt aactgctgca ttggcaggtg aaacagttca aatcagtgtt 
gagccttggg
    53881 aagaaaaaaa ttgggataca ttcaatcctc ttgaagatga cgtatcaact 
aaagttttct
    53941 tttctggcat gtctgaaggc gtgcaaaaag tcttttttcg catcaagcct 
aaaaccattt
    54001 tgattaacgg tgttgaagtt cctgcaccgt ttaagcctaa acatagtgat 
attggattca
    54061 tcttagataa tgcaaaatat tgctatagag aatctcaata tgtagggcaa 
cacattcctt
    54121 tcggttggtg gcgcactgaa gaagaaataa agcaagtcgt agcagcactt 
agaaaagtat
    54181 tcgaggtgca gtcatgaaag aacgccctat tatttttaat accaatatgg 
ttaaggctat
    54241 tttagaaggg cgtaagacgc aaactcgtcg ccctgttaag cctcaaccat 
taggccatag
    54301 cctagatagt attcttgatg gcaaatggct tactaaaagt tttgatggcc 
ttttatctcc
    54361 gaaaattaaa gaccttccaa tgcactgccc atttggtcaa atcggtgacc 
gtctttgggt
    54421 gcgtgaaacg tggtaccaaa aaggcacaat aggtcgtact tatccagatg 
cagaagatga
    54481 atttaagttt ttcccagaaa aacaagctgc ctactatgct gatggtttat 
tcgcaccttg
    54541 gacatcaata aaacgcccat ctatccacat gccacgttgg gcatctcgta 
ttttgcttga
    54601 aattactgac attcgtgttg aacgtttaaa tgaactttct gaagcagatg 
cgaaagcaga
    54661 gggtttggat aattctagaa gtgaagctgc tattcaaatt ggttggtatg 
aactaccagt
    54721 acctgctttc agacgagttt gggagtgggt ttacggtcag ggttcatgga 
aacaaaatcc
    54781 ttgggtgtgg gtaatcgaat ttaaagttat ccaaggcggt gaatcatgac 
agcaatgatc
    54841 acccttgaac caagccgcta catgaagcgt aaaggctttg gcaatgaaaa 
ctgcaaagca
    54901 ataaaacaat cagttccttt tgttgaagca cgtcgtggtg aatacacaca 
tcgagttcgc
    54961 cacgtaacgc ttgttacttt ccgaaataaa tcacattttg ccgtgcattg 
ttggtgcggc
    55021 atgaccatgt gtgtcggcgg tacagggaaa ggaacaggga ttttacttga 
tacaccaagc
    55081 gctaatcgtc ctatgtgcgc tacctgcgaa ggtagggtaa ttggtgcagg 
cttgcttggt
    55141 tcacgtgaaa tatctggccg acaagttatg tatcgagcaa gtgaggtgcg 
gtcatgagtt
    55201 taaaacaccc tcttattcga tatcacggtg gtaagtttcg aatggctgaa 
tggattattc



    55261 gtcattttcc aactcatgaa acttatgttg aaccttttgg tggtggtgct 
tctgtattac
    55321 ttcaaaaagc gccaagccgt gttgaagtct ataacgatct tgatagtgat 
gtagtcaatt
    55381 tttttgaagt gctacgtgat cagcagcttg ctgaacaact tgcaattcaa 
attgagcata
    55441 caccttatgc acgtacagag tttttaaatg ctcgagctga tacaacagac 
aaaattgagc
    55501 gagcacgtcg cttagttgtc cgcgctcaaa tgggttttgg tagtgcagga 
gcgactaagg
    55561 gtaatacagg ctttcgatta gacacagctc gaggtggtag cgacatagtt 
actatttggc
    55621 agcgtcaacc agaacttgtg cttcaagctg cagcacgttt aaagaaagtt 
cttattgaga
    55681 atcgtgatgc cattaaggtc attcaagatc atgacagacc agaaacccta 
ttttttatag
    55741 accctccata tgtgatggat acacggtcaa ttggttgtaa cgcctatcga 
ttcgaaatgt
    55801 cgaatgacga ccatgaaaac ttaatttctg ttctaaaaaa tgtaaaaggc 
aaagtcattc
    55861 tttgcggttt tgagcatcca atttatgaag cattaaattg gaaaaaaatt 
actaaaactg
    55921 ttgcagcttc gggacaatct ggatccgttc caagagagga agttctatgg 
attaaccctc
    55981 aagctgaaaa acagaatgat ttgtttagtg aggtggtatg agcaaccaag 
acgtagatat
    56041 ttggatgcca atttatattg gcgacatgct tgctaagacc actcgaatga 
ccaccgagca
    56101 aatcggtgcg tcatttttac tcatgatgga ttattggcgt aacggtgcaa 
taccagatga
    56161 caacaacgtt attgcaagcg taattcgttc aaatttgagt aaggcgaagg 
ctttaaaaac
    56221 tatcttgata aattcaaatt tatttgaagt aaaagacagt gaattatctt 
caaaatattt
    56281 ggatgattta aagtctcaag ctgaaagtaa taagtcttca aagtcagagc 
gtgcaaagaa
    56341 agcagcggaa gcacgatgga ataaagagca agacactagc aatactaatg 
catctactga
    56401 gcatcaatct agcaatgctt atgcatatgc acaagcaatg cataagcatg 
atgcaagcaa
    56461 tgctcaaggt atgcttgaga catgcccttc atcgtcacct tcatctatat 
atatacatac
    56521 acaatcagaa acgccgaatt ccctcgatga ggacctaagt ttgtggaagc 
cttcacttca
    56581 tgaaattaac tcatggagac aaagagcagg gctacctaaa acgactcagg 
aagagtttga
    56641 caccttcatg attaccttcc taccgcatta cgcacctgac atacgttcag 
gtcgtctcat
    56701 tgaaaacaag atttacgcga aatacatcca gtgggtgaaa gacgatgctt 
tgaaagcaag
    56761 ccgtcttgct aaagcgaaac ccgctgcaaa aacaaattcg gctaacgatt 
caagaaacgt
    56821 caacgacgct tggaaagacg agcctaaatc agatgatcgc ccgttcacag 
gaactgtgca



    56881 cataccggag gatttaatat gaatgcgatg gtgaatcttt taaacggctt 
caaattagct
    56941 gaaggatttt gcgaaataca ccaggtgcaa aaagtacaag cgggtccgca 
tcaaatttgc
    57001 ccaagctgtg caatcaatca tgttcatgat tcaaagcaag gtgaacaagc 
acgtgttgat
    57061 caaatggtac gtgataaaca ctttggtggt gcaatgcttc ccgaacgtca 
tgctcaatct
    57121 gcatttgata attacaaaac acttactcat gcacaagcaa atacgcttac 
tgaatgcatc
    57181 gaatatgcac aagaattact tgcagcttat gctgaggaca aaaaaaatcc 
taaacctaca
    57241 agtaaatcca atttcattat ggttggttca actggtacgg gtaaaaccca 
tctaggttgt
    57301 gcaactgcaa aaacacttct caaaaaaggc ctgtacgttc gatacatcac 
aagtgaagag
    57361 cttgcgcagc gtgtcatgaa tgcatgggat aaggacacaa aagatcaatc 
ggaagcatct
    57421 gtaatttatg agttcactac atacgactta ttgatcttgg atgaatacgg 
tttgcatgac
    57481 cgtggtacca gacttgaaat tattcataag gttttgacag cacgttatga 
ccgcaaaaaa
    57541 ccaacgatgc tcatttcaaa tttttctatg aataagctca aggcagattt 
gggtgaccgt
    57601 ctatggtcac gctttcagca tgatggttta cgtactgttg aatgcaattg 
gtccgatgct
    57661 cgtgtaggtg gtgcctatgt ctaaaatcat tatcggtatt gaccctgatt 
tagaaaaatc
    57721 gggggtagca gttttaggcc aatcgcattt tgaattaaaa aatctcaact 
ttgctgaggt
    57781 tgttgaatta ttcaagacgg aacaggactt aatcaaaaag gttgtgattg 
aagcaggttg
    57841 gctaaacaaa aaagcaaatt ttagaagcgg tgctaacaaa tccattgctg 
ttaatgagca
    57901 gatttcaaga cgtgtgggtg aaaaccatgc tacaggcaag ctgcttgttc 
agatggctaa
    57961 acatatgggt ttggcagtta tcgaagtaaa acccactaaa gccaaaatca 
attcagaaga
    58021 ttttaaacga atcactggtt ggcaaggtcg aacaaatcaa gaacaacgcg 
atgcgggaat
    58081 gttgatttgg ggaatgtggg tttaggagaa atgtttatgc cagtacttgc 
gtttctacct
    58141 gagttcatcg tgaaagacaa agtcaaacgc gattcaacac caaaggtcac 
agaatcagac
    58201 gtaaaaaata ttagaacttt acgtgaaggt ggcctgtctt atcgtcaact 
agcagacaag
    58261 tacgatattt ctcatgagat gtgtagacgt atttgcacca agatttgcta 
caaggaggtg
    58321 atttgatgtc tctaagtggg aaacaacaac gctttgttga tgaatacctg 
atagatcgca
    58381 acggagcaca ggcatatatc agagcaggct acaaggttaa gaacgaagat 
gtagctgctg
    58441 taatggcatc tcgtctgtta aggattgata aggttaagga agcaattgag 
aagggtgaaa



    58501 aagagcttgc agaacgcaac aagatcactc aagacaaagt gctaaatcgc 
ctttgggaaa
    58561 tggcaactgc ggaccctaac gaactaatca gatatgtgcg tgttaattgc 
cgctactgtt
    58621 ggggcgtaga tcactattac caatggacta agggcgagta tcacaatgct 
tgttacaacg
    58681 ctttggtaaa tcagaaacct aaacctgatt gtgatggtgg ttttggtttt 
aataaaacca
    58741 gagcgccaaa tcctgaatgc cctgaatgcc aaggtgaagg ccacggttat 
gtaactgttg
    58801 cagatacaac acgtgtaagc gaacaagcaa aaatgcttta tgcaggcatt 
aaagaatctc
    58861 aacacggcat agaaatcaaa atgaatgacc aagtggcggc tttgattaaa 
gccggtcaac
    58921 acattggcat gttcaaggaa cgtgtagagc acagcaacga ccctgaaaac 
ccattaactg
    58981 acaccaaagc atcaagcaga aaacttgctg cgcttgccaa actgaaaaaa 
gcaaaggcta
    59041 aagctgataa agcaaaggag aacgaccaat gaaatatgtt tttttaataa 
tggcagtact
    59101 tgcagctttt tgtatcgatc ataagcagtc aggatcgtat aacacgattc 
ttttgattac
    59161 tgcggctgtc ttctcaattg cagcgatagt taccgattac atcggtaaat 
gaggtgttca
    59221 aatggataaa tacttttgga ttttcctaat ggttttggtt atttgcgcca 
cttacgcaaa
    59281 ggtacatggt gtgaacctat gaccaaaaca actgatgatg aaatccttgc 
attgcttgcc
    59341 gaaatggatg aatcagaaat tgagcaatat ctattaacac tcaatgaaga 
tgaacaagcg
    59401 gaaatagcaa aactacttgc cgatgcgcct atttggtttc cattggaagg 
cccgcaaatg
    59461 gctgcgtatt tatctcaagc cgatgttatt ggctatggcg gtgcagcagg 
tggcggtaaa
    59521 acggatttaa tcgttggttc attcttaaca gtacataaac gtagcttggt 
tgtacgccga
    59581 gagaaagcgc aaacagacgg tatcgtacag cgttgtgaag aaattctagg 
ccataagaat
    59641 ggctataact cacaaaaatc attctggaac ttgggcaatg gccgtttaat 
cgaatttggt
    59701 ggacttgata acttgggtga tgagaagcgt tggcaaggtc gtgcccatga 
ttttaaggca
    59761 ctcgatgaag ctacagagat tcgtgagtca caagcacgct ttgtaatggg 
ttggaatcgt
    59821 tcatcagacc caacaatcaa atcgaaatgt ctaatgacct tcaacccacc 
aactacagcg
    59881 gaagggcgtt gggtaattga ttactttgca ccttggatta agaagggtca 
tccgaaccct
    59941 gcaaagcccg gtgagctccg ttggttcgcg atggtaaaag gcaaggagca 
ggaagttgaa
    60001 agtaataaac catttgtact tattgatgat caaattgttt atgacttcga 
cccgaaggat
    60061 tacaagcctg aacacattat taagcccaag tcacgcacgt tcattcctgc 
acgtgtaaca



    60121 gataacaagt actacatgga aacaggctac atgagtactt tgcaagcatt 
gcctgaacct
    60181 ttgaggtcac aaatgttata cggcgatttc ggtgcgggta ttgaagatga 
cccttggcaa
    60241 gttatcccta cagaatgggt tgaagcagct caagcacgtt ggaaaccact 
tgaagacatg
    60301 cgcattttgc atcgtggcga tttcaagatg gattcttacg gattggacgt 
tgcacgtggt
    60361 ggcggcgata acacgattgg ttttgcgcgt tacggttatt ggtacgacaa 
cccgaacgta
    60421 cttgagggca aagactcacc tgacggacca acaagcgcat cgtttgctgt 
ctcacatgtt
    60481 cgcgatcatg cacctattca tgtcgatgtg attggtgtag gtgcaagtac 
atacgatttc
    60541 ttaaagcaat caggcattca tgttgtgcct gtagacgtac gcaatgctgc 
aactgcattt
    60601 gaccgttcag gccaacttag tttttacaac ctgcgttcac aactatggtg 
gcaattccgt
    60661 gaagcattgg accctgcata cggcagtaca gttgctttgc cgcctgaacc 
aaagctttta
    60721 gcagatttaa cggcgccacg ttggggattg cagggaacca aaatcaaagt 
ggaatcacgc
    60781 gaagaaatca tcaagcgtat tggccgcagt cccgactatg gctctgcaat 
tatcaacgcg
    60841 caaattgata cacctaaacg tcacattatg cagacgatca atgcatcagc 
tgcaagacgt
    60901 gattacgacc cttacgcgta gtgtcaacag gaaacagggc cttttacatg 
tgccaatcgc
    60961 ataatgtcga aaaaggcaaa actaatcgga gtccttcaat gtgcgtgaaa 
aatattcttg
    61021 acggcgtaac caatattctt gggatggatg caccaaaggc gcaagtcatt 
gcaccgccga
    61081 agcaacctac tcgccaagat tcaaaatctc ctgattcatc cgcgactatt 
gaccgtgtac
    61141 agcaagcaca aaactccatg tctggtggta ttgcaaatac gctttatacc 
gatgctcaag
    61201 gtgtgagtga cgaagatttg cgcttaggca agaaaacttt attaggcggt 
taagatgact
    61261 gaagacgata tcagagcgct gaaaaaacgg tttgatgctg tttggcaatt 
acgtgtaaat
    61321 gacatggacg actattgtgc cgaattagcg ttacacgttt tgcctgctgc 
catcaaaacg
    61381 attaaaaacc aagaaaagca tgaccgatct gcatggtcca aaattgttga 
taacactggt
    61441 aaagactcgt tgaaaaccct tgcagcgggt atggtatcgg gcacttgttc 
gccaagtcgt
    61501 aaatggttca ccttgcaagc cgcagatgaa tcattgcaaa aggatattga 
agttcgccaa
    61561 tggcttaaag ctgttgagga tgcttgttat gttgcttttt caaaaagcaa 
tgtttatcga
    61621 actgtgcatc atatttacat gcaagaaggc gcttttggca ttggtgcggc 
gttagcacct
    61681 gaacatggcc gcaattcaaa agcccaactc atggatttaa taccgcttac 
cttcggtgag



    61741 tttgccatca caacggacga gtttaataaa ccgaacggcg tttatcgcaa 
attcaaatta
    61801 acctctatca acatggttaa atattttgga ttggataacg tttcggatgc 
tattaagaat
    61861 gcgtttgaaa ataaaaacta cgaacaagag tttgaagttt gccatgcgat 
ttatgaacga
    61921 gtagatgcaa aagggtatgg tcctaaaaac atgcctttcg cttcaattta 
ctatgaacca
    61981 agttcatcgg ataaattact acgcgaaagc ggcttaatgg gttttcaggt 
tatttgcggc
    62041 cgttggactg tttcaagtag tgatgtgtac ggtgaaggac ctgcaagcga 
ttgtattggt
    62101 gatttacgtg cattacagaa aggtcatcaa caaattgcag taggtgtgga 
ctatcaagtt
    62161 cgaccgccct tgcttttacc tgattactta aaaggtcatg agcgtgagac 
attgccaaac
    62221 ggcattgcgt tctaccaagc gtcaccaacg agccaagttg cacaagttca 
agcgatgttg
    62281 aatgtgcaat tcgatttgaa cggtgttatg gcgcagattg cacaatgtca 
agagcgtgtt
    62341 aaacgcgcat tccatacaga tttgttcatg atgcttgatg cttttgataa 
aggcaaaatg
    62401 accgctacag aagtatatga gcgcaaatct gaaaagatgc tcatgcttgg 
tccggtagtt
    62461 gaacgtcaaa ttgatgaatt attgcgtccg cttgttgaaa tctgtgttga 
gcgtgtcttg
    62521 gcaaacagtg aatacctacg ccaaattgca ccagaagcaa ttcaaaacgc 
tgatgtcgaa
    62581 atcaatttcg tatccatact tgcacttgca cagaaatctt ctggctcggc 
aattcttgaa
    62641 cgtgcccttg ccatgattgg gcaagtagcc caagtcgacc cgcaagtact 
tgataaagtt
    62701 gatacagata aatttatgga tgaatacgcg gagattaacg gcgtatcgcc 
tgatattttc
    62761 cgtcctcaac gtatcgttga ccaaatccgt agtgaccgtg cagcacaaca 
acaaattgca
    62821 cagcaacaag cccttgctgc ccaacaagca caaacgcaaa acactaacgc 
caatacggtc
    62881 aagactgtaa gcgatacaga tgcagaaact ttatctgaca tgttcttaca 
aggcggtggc
    62941 gcatgagcga tttagaaacc aaagccaaag aaaacaagag tgaacgcgac 
caggaactaa
    63001 atgacctgcg ctcaatcttg gaaaccgaat acggtaagcg ttttctaatg 
cgcttaatcg
    63061 atcgggcaaa cgtatttcag cccacctatg gcggtgggtc acaaatcagt 
gattttgctt
    63121 tcatggaagg ccgccgagag tttggcctat tcatccttgg tgaaatcaca 
caagccaatt
    63181 cagatgcatg gttagacatg cagaaactac gattttcaaa acttaaagaa 
aaggtgaacc
    63241 atgagcgaag tgacaacaac tacgacagca actgatgcag caactaccgc 
tactacaacg
    63301 gatacacctg ctgcaaatac aactgctact gaaacaggtg ggggcaatcc 
tgctacaact



    63361 caggttgaaa ctacacctac tacaagcact actactacag aaaatactga 
aacaaagcct
    63421 gaagttttat taggtggtga agaaccgcct gcagaacagc caattcaata 
cacagatttc
    63481 actatgcctg aagggtactc actgaatccg gaagattcaa aaacacttca 
ggaacttggg
    63541 caacagttca aaatgccgca agaagcggtg caaaaacttg tcgatttagg 
cgtgcaaatg
    63601 caacaacgac aagcacagga acagcaaaaa gtgattgctt cttgggttga 
tgcagctaaa
    63661 gcagaccctg aatacggcgg ggaaaaattg aaggaaaacc tgttgacagc 
acaacgcgcc
    63721 ttcagcttac cacgtggcgc tgaaatctct aagattctct ttaagagcgg 
actcggtaac
    63781 catcccgctg taattggctt tatgacagaa gttggcaagt tgttagaagg 
tgacaacatg
    63841 acccatggaa aaggcacaaa tacagcgaac gtggcaccag cggccgtatg 
gtatgacaaa
    63901 tcataaggaa tacttagatg cctacgattg tacaaacaaa tccaacatta 
gccgacgttg
    63961 cccacaacat tggtacgaac tctaaagttg gggcgattat cgaagtactc 
aacaagcgtc
    64021 aagacttact tgacgatgct gtagtgcttg aagcaaatag cggtacccac 
aataaaacta
    64081 gcgttcgctc aggtttacca aaaggtacat ggcgtaaatt gaactatggt 
gtgcaacctg
    64141 aaaaaacatc acgtgttcaa gtctctgata gtactggtca gttaacttca 
tattcagaag
    64201 ttgataaaac cttgtacgac cttcaaggcg aaaataaaaa gcaatggcgc 
tctgaagaag
    64261 atgcaggctt cttagagggt atgtcacaag aggtaatgga aaacattatc 
tatggtgatg
    64321 ttgcaggcga tgtatctacc tttaacggtt tagcaacgcg ttacaaccat 
cttattgacc
    64381 ctgaaacagg cgtagcacct gcaaacgctg taaacattct ggatgcaggc 
ggtacaggca
    64441 ctgacaatac gtcaatttac attgtgcagt gggggcgtga aaaaactcac 
ttgttctatc
    64501 cgcaaggtac gcaagcgggt cttgaaattc aagacaaagg acaacaaacg 
gtacttgatg
    64561 cgcaaggcgg ccgttatgaa gcaatgcgaa catacttcca atgggacgtg 
ggcttatctg
    64621 tacgtgactg gcgctcggtt gttcgtatcg caaacattga tgtttcggac 
ctttcaaaag
    64681 acgcatctac tggtgcaaat cttattgatt tattggacga agcactttct 
ctcttaccac
    64741 ttgcaggttc agcacgtaca gcaatctaca tgaaccgtac tgttaaccaa 
gcgcttaaag
    64801 gccaagtcaa tcactttaaa aatgtgcgct tgactcttga agacttccgt 
aaagacggta
    64861 gccgcaaaat tcaagcatgg gatggtgagc caattcgcat ctgtgatgtg 
attcttaaca
    64921 ctgaagcccg tgtagtttaa ggagaattta accatggcat tagttgataa 
attactacag



    64981 ttctccgata agcaagctat tgcggcgggt gctagtactt tcactttgga 
cacagtgcat
    65041 aaatctgttg gtacagcagg tttacctgtc tgccttcaag ggcatgtggt 
gggacctgca
    65101 aacgctaccg ttacagtgac acttgaagaa agtgcggacg gtacaacgtt 
tacagcagca
    65161 gccgcatcaa aagcgtttac agcagctgaa ttaaataaag gtacgttctt 
ttacgtgaac
    65221 agtgcgacaa aacgttttat ccgtttgtct tatgcagttg ccaatgcgcc 
taccggttct
    65281 atttcggctt ggttgggcaa tgaagcggat atccgtacaa actacgacgc 
tgtaagcggc
    65341 gcaactgttc cagtttaagg agttggtaga tgtcaaatca agttgaagtt 
gttgcgatta
    65401 aaaagggttt ttatcacggc attcgtgatg ttggtactaa gttttttgtg 
ccttccgatt
    65461 tgcttacagg taaaaaaact tggtttaaac ctgttaatga aaattacgta 
atttcagaac
    65521 agcaaaatgc agaccctaat aacccatata cacgaatgaa taaagacgcg 
ctcacacaag
    65581 ctgccgttga acaaggcatt cagttaacag gggctgaaac caaagcgcaa 
attattgagc
    65641 ttttaacagc tgagtaaagc ctatgagatc aattgttgat ctttgcaatt 
tagccctgtc
    65701 gcatctagcg cagggctatg ttgtaaatga actaaccgaa ccgacaaagc 
atgcaagatt
    65761 gtgtaatacc ttttacccaa tttgccgtag agagctgttg gacaacgaac 
atcaatggac
    65821 gtttgccgtt aagcgcgttc gcttgaatgt cgatgcaggg tatgagtttg 
gcacggcgta
    65881 tgttctgcca agtgataagg tccatatatt tcagcttgaa tcaggcagtc 
gattctatgt
    65941 agaaggcaat cttctattca cagaagatac cgcaccaatc ttacgatatg 
ttcatgatgt
    66001 gaaagatttg gcattaatgc ccgattcttt caagaccgct ctatcttatt 
tgttggccgc
    66061 acgaatagca ggccctttga cacagaatga gcaaaaacaa atctccatga 
tgcagcttta
    66121 tgaaattgaa aagaacaaag caattttcat tgacctgcaa caacatcgga 
ttgaagcacg
    66181 gcctgagcat acaggctcaa tgtttgaggc gcgataaatg caatattcgt 
ttaatggtgg
    66241 cgtaatttcg ccggatatgt ttggccgcat tgatcaggcg aaatatcaga 
ctggtgtagc
    66301 taaatgcaaa aacctttatg tcgaactgtt tggcggggtt gtctatcgtg 
caggcttccg
    66361 ctacgtacac cattacccga aaacaatggg caaaatgcgt ttaatccgtt 
ttgtttttag
    66421 tgaagagcaa gccgttgttt tggctattcg tgcaggcgct ataaatttct 
ttgctgacgg
    66481 cggtatgctg ctgaatgaaa acaatgaacc tttagaagtt gcggtaccgt 
atgccgaaga
    66541 tcatttaatg caactccgct atgctcaatc tgcggacgtt gtgacaataa 
cccatcctaa



    66601 ctatccacct agaaaaatta ttcgtaaaag cgcaacggaa tggataacag 
aactggttac
    66661 agtgggatat ggcgttggca caccacaaaa tgttgccgca actgcccata 
ttgaagataa
    66721 gtataaaccc ggtggaagta tgcacgactc atacattgag cgtgattatt 
cttaccaagt
    66781 caccgcagta gatgaacaaa atgaatctgc tgcatcttta aaggttgttg 
tacaaaacga
    66841 cttaacactc gcagggaatt acaacacgat tacatgggat gcggtaacag 
gtgcgaaccg
    66901 ttataacatt tttaaactac gatctggttt ggcaagcttt attggtgaaa 
caactgaaac
    66961 aagcttcaca gacgataata ttgagacaaa cggttcaatc acaccgccat 
taattcgtaa
    67021 tccttttgaa ttttacccga ccgcagttgc ataccatggt cagcgaaaag 
tatatggcgg
    67081 tggttataaa tccccccaat ggattcgcat gtcgcgtacg gcaacggatg 
acaatttcgg
    67141 gtaccacatt cctactcaag atacagattc aattcaaata cggtttgctg 
cccgcgacgg
    67201 taacggtgtt aaacacctag ttacaatgag tgatttactt attttgacaa 
gtggggcact
    67261 ttggaaaatg tcagcggatg gagccgtaac agctgctagt gtgaacatga 
acaagcagta
    67321 cagtacaggt gcaaatgatg tgacacccgt tgaagttgat ggcgcaacaa 
ttttttcctc
    67381 tgatcaaaca gggcacgtac acgaaatatc attggcaagc ggatacaacg 
catcttttta
    67441 tcaaacaatc gacttatcaa taatgtgccc acaacttttt gatgggcaaa 
aaattattga
    67501 ttgtgcatta ttgcgtaacc ctttgaatat tatatatttt gtacgtggcg 
atggtgtttt
    67561 gctttcatta acatatgagc caaaacaaca ggtttgggct tgggcagagc 
atcacaccaa
    67621 cggtaaattt ttgtctattg cagaaatacc ggaagatgat caatctgttt 
tatatgcgtt
    67681 tattgagcgt gacggttttt ataccattga acgtatgctt acaaggcagc 
cgttagatat
    67741 gcaggataag tgctatttag atagcagcat tcagtataag ggcgacccca 
cagcaacttt
    67801 atccggctta gattggcttg aaggtcaaac agtatctgta tttgcagatg 
ggggcgttaa
    67861 acccaatgta aaagtagaaa acggcacaat aaaactgcca cgtgaattat 
ctaatatttg
    67921 ggttggtctg aattacgaag ctgaactaca aacattgcca atttttcaag 
aacaaaatga
    67981 ccccgttaaa cctaaagtcg tcaataaagt tcaactaaga gtaagagagt 
ctcaaaacat
    68041 tttggtcggt gcgaaccaag atattgagga ccgtacacca atcgatgagt 
ttaaaccgcg
    68101 cagtaatgag cgctatggta gccctcttaa attgtattca ggcttaatag 
aggtaccagt
    68161 tgacagtact tacgaaagtg acattcaaat tactgtaaaa catgataaac 
ctttacctat



    68221 gaagctattg gcaattgagg taaaaatgac atgagacgaa ataatattga 
aattcgtaag
    68281 ccgactgagc gcgatattcg tattcttgtt gaaaacctgc gtgatgccga 
taaagacgaa
    68341 atgaaagcgt acttcaatga caattttcat tggatgatca aaatgtctat 
caagcattca
    68401 agcgatgctt ggactgtagt agttaacggt aaattgcttt ttatttgtgg 
tgttggaatg
    68461 tcaagtttaa taggcaacgt tggttgccca tggttacttg gcacaaattt 
cataaaacaa
    68521 tatccgtttg aattttacaa acaatgccaa agtattttaa aggaaatgcg 
gtcggagtat
    68581 gccgttcttg taaatcatgt gtatgaaaaa aacgagaatg ctatacgttt 
cttaaaaaga
    68641 ctaggctttg atttaaaaaa agcagaacca tacggcgcga acaataaaat 
gttccatccg
    68701 ttcgtgatgg gggcgttatg acaaatccat atgcatatgc agcggttaaa 
ggtgtagaag
    68761 cgctttccaa ttacgcaaaa atgaaggcgc aaaaacagtc atttaaggac 
caagaaaagc
    68821 tcgcccttta caatgcaacc ctttcagata atcaggctcg gcaagccatc 
gaagatggta
    68881 ccaatgccgt aactgattat cagcgtaacg tttcggcctt taaatcaagc 
caaatcaacg
    68941 cccttgcgga gaatggtatt gatgtaacac aaggttcagc cattgattta 
cttgcttcaa
    69001 cagagatgct cgctcaaggc gatattgatt caattaaata caatgctgcg 
cttcagtctt
    69061 gggggcacaa ggttcaatcc acaaattacc gcaatcaagc cgaaaattac 
cgtgttgctg
    69121 cgaaatccat tagacctgta ttaagcacga tactaaacct tagcggtgaa 
gctgcttccg
    69181 cttttggttc aagtatgggt aaaggcggtt taggtggagg gcttgaaagt 
ggttccgcat
    69241 ctagtggcgg ttctgacttt gcttcaagcc tttatgatat aggtggcagt 
aattcgcaag
    69301 gtgcatcatg gcaaaattat aattggaatt ggtttggagc tagttaatgc 
gtatcccaca
    69361 atttaatcga caagtttcgg acaatagtgt tccaaatgta caagtcagtg 
gcggcatgtc
    69421 agcaggcgaa gccgctagct tagttggtaa taaaactgat agcttagttg 
gtgcacttaa
    69481 ttcaggtttg aatgcgtacc aagcatacca agatgaagcg gaccgcgtac 
gggttattga
    69541 tgcgcaaaat aaactcgctg aattaaaact ccatttacaa aacaatgatg 
tcgacgggta
    69601 cggcaacaaa aaaggtgtag atgttgttag ttttgatgat ggcaacggtg 
gcgggtttgt
    69661 agactactat acaaaagcat atcaagatgg agttgggcaa attgcaaata 
ctttaggcaa
    69721 tagccgtcaa cgtgccttgt ttaaagaaat gtctgaacgt gacgcggtgc 
agttcaaagg
    69781 ctcgttacaa aattactttg tacgtgaaaa tgatgtttat cagcaaagcg 
tttattcatc



    69841 ttctgcagat cgttttattc gagaaataaa cgagaatcct ggtgacttca 
ctaagattga
    69901 tgaaagccgt gctaatctta aagcttcatt aggtaaatta atgaatcttg 
aaggaaaggc
    69961 agcgactgaa gcagaaaaca tttatcttaa aaatgtctca gtggcccaca 
ttacaaacat
    70021 tagcgccttt gtcgaaaatg gtgatttaaa agcagcactt gcctataaaa 
ataaatataa
    70081 agacgagatt tcattagcag atagctttaa ggtagatcag cgtattcatc 
aaaaacttga
    70141 agatcagcaa gtcgaatctt tagttaatat ggccacaacc ggaactcaag 
agggcagcaa
    70201 ccctgcttta aacgttcccc cgcaagcatc agcaaaaatt gctcaggagc 
ttaaaagtct
    70261 tacacctgaa cagatgaaaa acatcaaata caatgatcaa cgtttggatg 
tttacactgt
    70321 gcatgctgca aaagaaaaag gcatggaatg ggcagcgcct ttaattttag 
gactaagatt
    70381 ggctggtgaa aaatctaata atagtgccgt ttctgaaaag ggtgctaaat 
ctgttatgca
    70441 gtttatactt gatacatgga aacagtacag taaaggcggt caaagggata 
ttaacaaccc
    70501 cgctgatact attgacgctg cttttgattt tatttcagac attagtaaaa 
aatataaaac
    70561 aaaagaccca atggttattg ccgcttacta tcatggcggg gatgaggatg 
caagaagggt
    70621 attagcaggg gggcaaccta aagggcctag aggtcgcgcg tatttagaac 
gtatggataa
    70681 gtggttaact aaagattttg ggcagtacgc aaacaagcct gcaaaaactc 
gagaacaagc
    70741 acaatcagag atttggaata gcaatgcgcc tgtagagttg aaacaaaaag 
ccttaatttt
    70801 taccgatcgg tactacaatg ggttggataa agctaaagaa gaaaaacaaa 
accaagtata
    70861 cgattattac tttaaaggta ttaattcggg ccaatttact tatgagcaga 
ttcctgtggt
    70921 tgatattaat gctttagagc ccaatcagat caaaagttta gaagcggtca 
gtaatgccaa
    70981 atttaaaaag gatattaaaa ctgaccctac gatttacagc atgataatgc 
taaataaaga
    71041 tgagcttttc aaaggaaaac cacaatcagt tttgcatcag tacgctgata 
aattatccgc
    71101 atcagactat cgtgctgtca caaaaatgta tattgatgtt aatgctccac 
caaaagatgt
    71161 aagaaaagaa gatgctattg aagttagccc taagacggtt tcggattatt 
taaatccata
    71221 tttacctatg cttggtatta caaataagac aaataagaat cagatcgatc 
attatgccgc
    71281 tgttcaggca gacgtaacac aaacattgcg tgaagctgaa gctcgaaaag 
gaagcaagct
    71341 gaccaaggat gaatttagtc gagctgttct taaaacgatc gggctaaata 
ccaaaatcac
    71401 aacatcacgt tctttgtttg gtgtgtcaat tggcagttct gaaagcaatt 
taaatcgcat



    71461 atactcagtt aaaagtaaag acgatattgc tcctaatact caaaagaaaa 
ttgatgactt
    71521 gtttaaaaaa caaggtcgtg atttatcaaa agtaacattg gcagaatatc 
ttaatgctta
    71581 ttattcaatg gctagaaggg ggttttaaaa ttgaaaaaag tattgattgt 
ttgtttatta
    71641 agtgggtttt taaccccatt atcgtttgct aaaagtgaag ttcagactga 
tgaacctaca
    71701 gagatagcat ttacaaagtg gatgtcgtgc gtggatgtta gcacaaaatt 
ttatagtctt
    71761 tctggcgagt ctaccgaaaa catagcaacg gcagttatgg gaaaatgcag 
agttaatcaa
    71821 gaaacattta atgcggttgc tgaacaatct atgctttctg aaacatcaaa 
aagtaacgct
    71881 gatcggaagt atgcaagagt gcaatcaaac gagttaacag cagagcttgc 
atcgcaactg
    71941 aaggaaagaa ttatccaaaa aatagttgaa gaaaaagcga taaaaggact 
aaaaaaggaa
    72001 taaatttatt cacaccctat tctcaagctg tcaacagcaa aaggcagtct 
aaacaataac
    72061 agcatttaag attacaaata accgtagtct taagtgcttt tattatgtct 
gatcaaaata
    72121 caaatctgac aattggtcaa ttattcgaat taaaccaagg caagaaccca 
acgcaaattg
    72181 cggatacaga agcccgtgcg cgtaaggctg cacgttcgtt gggcttagac 
tataacaaga
    72241 tgacagaaac gcctgaacag atcgtttctg ttgctgatga ggtaaacact 
caaaagcgcg
    72301 tcaatgaagt ggttgcaagt gaccctgtat tgggtaaata cgcacttaac 
ccaaatcaag
    72361 ccgctgtttc acttgatgac tttgaaaacc taaaagacat tagcgataaa 
gtatcgttat
    72421 tgggttctag tttgaataaa ccgtacgaac ctgtttcata ccaagacata 
caaaatgttt
    72481 tgtctaaagg aacatcacca gaacaaaaaa agagactgaa agaactaggt 
atttacgaag
    72541 accctcaaaa gcaggtcaag ccgaatgtaa accctaattt attggatacg 
ctaagtacat
    72601 ctttagtgcc ccaaacatca gaccaagttt tcaaagaaca ttacgaccgc 
atcaagaaaa
    72661 cagcaggcgt aatgtctgcc gaacggttta aaaaatacta tgaaaaccaa 
gtctattgga
    72721 tggagcacac ggcaactgct gaacctacca gtccacaaga acaaggcaat 
cgatatgtaa
    72781 atgcagctat tcgtgctgtt gcggctattg gtcagacaga aggcgcagta 
attagcgcga
    72841 caacaggaaa cgatagcctt cttaacttgg caacacgtgt taaaaataaa 
gctgccccat
    72901 cacaagaaat gacgcaagcg ctttaccaag cacaacttgc agcacagaca 
aatgatgcag
    72961 gtgtattggg tgcggcacaa gaactggtta gcaatgctga tgcaggttta 
gtgggtgagt
    73021 ttttaattga acaagcaccc cccgcattag ttggatatta tgcaggcgcg 
ggggcaggtg



    73081 gagttttaac aaattcactt atccgaaata ccgctaaata tgcccctttg 
gtgatgaacc
    73141 tagaaaaggc ggcaaagtta gtacgcggag taacaaccgc aggtaatgcg 
gcacaaggcg
    73201 cattaggtgc aggcacggcc gatgctctgg tgtcatatgg gcagaacatg 
gcagaagccc
    73261 gtgaaaagtt tttaacccgc caagaacaga tcgattatgc agctgcaaag 
acatggggtt
    73321 cagcaaaata ttcagcctta ggcggtgcat taatgcctgt aacttttggc 
ggccctttgc
    73381 gtactgtagg cggtcaagct gtcattcaat cagcggcagg catgtactct 
gtgcaaggtg
    73441 cggccgatgc ggttggtgaa aaagccgacc ctgtagaaat ggcattagaa 
ggcttgttag
    73501 aagttgcaac agcagcgcct gaagtagcaa ttacatctgc ggccaaagtt 
aaaaaccaac
    73561 gtacagcaca atttgcatta gaccaattgc gacaagatca acagcaagat 
gctgttcgtt
    73621 caagtacgtt tgcagctgta cttaacaacc ttattgaccg caacaaagaa 
agcaagacag
    73681 cacaacgtga tgactctgca agccaagcat ttatcaaaca ggcagttgaa 
gaacacggcg
    73741 cggttgaaga agtttatata gatggtcaga ccttcaacca gttattacgt 
gaccgtaata
    73801 ttgagccaac tgatttattt gaacgtgcgc caagtctgca agatcagttg 
ggtaccgcgg
    73861 aaacatttaa cggcactgta cagataccag taaatgaatt tgtttctgca 
atgtcggtta
    73921 ttgagcgtcc aacagatttt gtcgagaacg ttcgttcaag cccggacatg 
ccaacttatc
    73981 gcgaagctca agagaacctt gcaaaaacaa cggaacaaat gcagcaagaa 
gccgatacat
    74041 atatggctga gcaagcccgt tttgaaagtg ctgaagatgc aaaagagttg 
gtagcaacag
    74101 aagtacaaaa ccaattggct aaagtcggaa catttacggc taaatacaat 
cgtgcagcgg
    74161 gtgaattaac ttcagctttc tactcaacgt taggcgataa acttgggatt 
tcagcaaaag
    74221 aagcttttga ccgttaccca attcgtattg ctgatgagcc gaccacggat 
aaaggaattt
    74281 catttaatca aagtgctaac cctgaacaaa caatctcagt agatgatttt 
gctaagagca
    74341 ttaaaaaaca atatggaatt gaattaagtc taaaaggtag cccatcaagt 
aatgttcttt
    74401 cattgcataa aattgttgtg cctgaagcta tgcgcaatca aggtaatggc 
actaaagcaa
    74461 tgcaggatat tattagctat gctgactcgc aaaataaaac aatcgcactt 
actccaagtt
    74521 ctgatttcgg cggcaacaaa agcagactta caagttttta taaaaaactc 
ggctttgttg
    74581 aaaacaaggg tcgaaataaa gattatgaaa tttcagaaag tatgtaccgt 
tcaccaaatg
    74641 gtcgtaaata taatcaagcg aatggcggta cacgcggttc tattactttc 
agcattggtc



    74701 aagatggctc aacaatcgta ttaagcaaaa atgctgattt ctcaaccttt 
gtgcatgagc
    74761 ttgggcatca tttcttagaa atgaatatgc aactcgccct aagtcctgat 
gcgcccgcac
    74821 aagtccgcgc ggatatggaa acggtaatga agtgggcttc accagaaaca 
actgatctgg
    74881 gcgaatggga ctttttcacc gatgcagaaa aaacagaagt acacgaaaaa 
tttgcagaaa
    74941 cttttgaaca gtatgttttt acgggtaaag caccaagcgc ggcattaaag 
caagttttca
    75001 accgattcag acaattcatg attgccgtgt accggaacat tgaaaagttt 
atgggcatca
    75061 atgaccgtgc agaattgaat gcggatatca caggtgtaat ggaccgtatg 
cttgcatcat
    75121 caagtgcaat tgctgaagca caagctgcat caaatcttga aatgctaatt 
catcaagatg
    75181 atgcaatgcg ccttggtatt tcgccaaaag attatgacga aatgcgccaa 
gatcatgaaa
    75241 ttgcaacaga attatctata aataccttag agcaaaaatc cctgcgcaat 
atgatttggt
    75301 accaaaagca gaagtctaag tatctgaaaa cattgcaaaa agaagcagat 
aaaaaacgcg
    75361 ctaccgttcg tgaagatatg gcaaaagaaa ttgcacaaga acctgtatat 
caggctatgg
    75421 catttctacg tcaaccgctt gaccaagttg ctaagcgcga ctcaaccaag 
gttgagcctg
    75481 aacgcgacaa tctatttgaa gcgattgcta aattcggcgg gcttgatgcc 
aatgaagtag
    75541 aaagcacttg gggcattgat gaagcagcta aaaccaaatc aggcgttgga 
aataaacctg
    75601 tcgtacgttc ttcaaagtca aaagtaaaag gcctgtcaat tgaatcgatg 
gctgagaagc
    75661 ttagtgaaga agggtattta actttagatg aacatggcaa atttgatacc 
cgtgaacttg
    75721 aagataaatt tgcggaacag ttgcgcggcg ttaatcaata ttcaaatcaa 
gtcgatcctg
    75781 agttgttaga ttattcacag gacatggatt tgctgcaacg ctatgcagaa 
ggccgcacaa
    75841 ccaaaggcaa gttgtcacta gattggattg aagctaaata tggccgtgat 
agtgatattt
    75901 accaaggcat atctaaaggc gcttatggtt ttgcacagcg cggtggagaa 
aaccccgacg
    75961 tagttgctga aatgttcgga tatgaaagcg gcgatgcatt gattcgtgac 
ttgcttaatt
    76021 caccgagtcc taagcaaaaa attgatgagc tcaccgatgc gcgtatggct 
gttcaatatt
    76081 ctgaattttt cgatcagcaa agcattatag aagcagtcga agccgcatta 
cacaatgatg
    76141 ttcgtgcgcg tatgctttcc gctgaaatgg ctgcactaaa cggtttactt 
ggccgcaagt
    76201 ctgctttgaa tgaagccgca aagacagttg ctcaagacat tgtacagcgc 
caaaaaatta
    76261 aagatattcg accgcatgta cgtgcacaag atgatgctcg tttagggcgc 
atggcaaatg



    76321 aagcatttag aaagggggaa acggtagaag ctgcacgcca taagcgcaat 
cagttggttc
    76381 agttctatgc aaccaaatac agttatgatg caaaagacca gattcaaaaa 
catcttgatt
    76441 tagtcaaaaa ggtttttgga aataacgaga agttatctaa aaaccgtgac 
tttgattttg
    76501 tgaccgctgc ccgcggcatt ttgggcaaat atgatcttgg ccgcgaatca 
acaaattatg
    76561 agcatcaact agaattgatt cgtaaatatg acccgaccac atatgccgaa 
atacagaaca
    76621 taggcgcatt gcctgaaaac caaaactatc gcgaattaac gcttgaacag 
ttcaatgcag
    76681 ttatggctgc ggtcgaaaca ctttggcatc gatctaaaga aaataagatt 
tggcatacaa
    76741 ccaatgaagc ctttgagcgg gaacaggtcc gtgaagaact aatacagcaa 
acaggcggta
    76801 agaaaagcgt tgagaagatt cagcaaacat tattgggtag agataagacc 
gcagaactta
    76861 aagctaagtt catggaatta ggcgcttcag caaaacgtgt cgaccaggta 
gtaacttggt
    76921 tagacggtgg tgcaaatggc aaattccgta catatctaat caaccctatg 
caagatgcct
    76981 tggctaaata tcgtattgaa aaagccaaga tgcttaaaga tgtggtcgat 
atatttgaag
    77041 gatttggcaa actcgataat tcaaaaattg ctgcacctga actcaataat 
tttacattcg
    77101 tgggtaagca atctttgctc catgcgattt tgcatacagg taatttaagc 
aacaaagagc
    77161 gtcttgtttt aggttatggg tggggtgcgc gtttagaaga tggttcggtc 
gatttcagtg
    77221 catgggatca attctttagc cggatggtta aagagggtgt gattaccaaa 
aaagatatgg
    77281 atagcatcca aaaactctgg aatctttttg ataaatacaa agagcaagca 
caaatcacac
    77341 ataaaaaaat taacggtcgc tattttgatg aattaccacg tacgcctatt 
agtacgccat
    77401 ttggtgagta tgaaggcggt tatgtgcctg ctgcttatga ccgtattcgc 
tcaaatgagc
    77461 aagaccgcat tcaagataaa aacttagctg aaaacaactt gcaggctcta 
gatatcgcaa
    77521 cgactggcgc gaactttacc aagtcacgtg cagatcgtta ccacgatcaa 
cttgagctag
    77581 atatgtctcg gttaccaagc catcttgata aagaattgcg ttacatccat 
cttgaattac
    77641 agattcgaca aatcggacgt ttattgctga ataaagattt tagaaatgag 
attgagcgcg
    77701 tattgccatt tggggttaaa caagtcttca acccttggct taaagcaatt 
gcaaatcaga
    77761 ctgttgatga aagctcaggc attagtttgc tagatagtat tttccgcaca 
cttcgccgca
    77821 atactgggat tgcgattatg gcgggtaact taaaaaatgc tgttgagcag 
ttcacaggct
    77881 ttacacaagt tgctgttgca gtaccgccga aacaattact aaaagctcag 
acccattatt



    77941 ttgcttcagt tgctacccgt gaagacatgg caaataacat catggaaatg 
tctgacttca
    78001 tgaaaacccg attcgaccgt gcagcggatg aataccgtta tgcggtggat 
gaaattgttt
    78061 ttcaaaaggg cgcaattcaa acagtgaaag atttcaccat gaagcacgcg 
tatgtattgc
    78121 agacaacgat acaaagacca atggaaatga tctcttggca agcggctttc 
aaccattaca
    78181 ctgaacaagg tatgacgcaa tacgatgcgg ttcatgcggc tgatgccgtc 
attcgccaat
    78241 acatgacgga tatgtcacca gaagggattt caaatcttga acgcggcacg 
cctgctagac
    78301 gcatgtttct aatgttttac aactggttca atatggtttg gaacacatca 
atgtcagaag
    78361 ctaagttagc gttagaggca agcaacggct catgggtgca agcatcgcca 
cgcttggcgt
    78421 atgtggcgtt aatgatgatc tccattccat caatgctgtc tgaattgctt 
ggggttatct
    78481 tcgcaggcgg tctaaaagat gaggacgatg acgataataa atgggatgac 
ttatctgcaa
    78541 agcttgcgct ttcacaatta aaaatgttgg cggcttttgt accgtatgtc 
ggtaatgccg
    78601 cgaacgctgc gatcagcaat acggataaaa acgtgatgaa cgaccgctat 
accgcctcac
    78661 ctgtgtttag tatgtttgat ggtggacttt cattaatcca acatgcaagc 
cgtgctttgg
    78721 atgaggataa agaagttaat caaggtaaag cttcaaaaga tttaatgaat 
acagcaaccc
    78781 tcgttacggg cattccgttt gctgtacttg gtaaaccttc tggttattgg 
cttgatgtag
    78841 ctcaaggcaa gaaagatgca ccagacagta tttacgatgc aacacgcggt 
acgataacag
    78901 ggaaacatgc accagaatga taagaaatta tcaagtgtta tttttcatta 
aataacaacg
    78961 atttgcctaa aaattgtagt tgactccgta gttttgttag ttcaatatct 
aaccaaatta
    79021 cggagttttt cgcatgagat atttagtcat taaaaagtta ggtcacggtt 
tctatttagg
    79081 taaaggcaac gttcgacaag gaggtaaaga atttatcgtt ataaaaagcg 
ataaagaatt
    79141 gctagtaggt gctgaaagtt ataaatacga tgcttcaacc aatcaattgt 
tgtgggaagg
    79201 tatccaaaac cttggacaag aagtggtcgg atttgctgac actgaagagg 
aagctttaga
    79261 tttggctttc taattgcctg ttgacagtgc aagactagca atcaactatt 
tattagttag
    79321 cttacataaa attggctgta gagattacag ccttttttat tggtgggcaa 
aagatgacag
    79381 ttcctatttc cgaccgttta agccaactgt atgttggtaa cggcacaaac 
acccgatttg
    79441 attttacctt tcgagtattc aatcaagaag atgcgacggg ggttgctatc 
cgtaaaaaag
    79501 gtgcaactga gtttgaaaca gttgaccctt ctacatatac agttaccctt 
aatcaagacg



    79561 gctttggggg gtacgtaaca tttaacacac cgccttcatc atctgtatat 
ttttatatag
    79621 cgggggcaac ccctcttgat caacttcttg atattacaaa ttacgacaat 
ttttatcccg
    79681 atgctattga acgtgcgcta gataaactta ctgcattgct tcaagagtgg 
ggcacacaat
    79741 tagaccaaga aaaacaagct cgtatattag ctgatatcaa ctacgactct 
ctggcaatgg
    79801 aacgtgaaga gaatttagaa aaccgtttga caagttatat caacgcttta 
atagggatca
    79861 ctaatccaaa ggtatttgac ggtattacag accgtatggt tatcacaaag 
gatggtagaa
    79921 cccaaagaga gtttaacgaa tctgttcctt tttggacgga cgattatgtt 
gcgttcaagc
    79981 aagagactta catacgggaa gaaaagatca ttgaacataa tattgcgact 
gttgctgagg
    80041 aacaacagcg cgcgattatt agagaagatg atatttacaa tgaccttaga 
gcaaaaatcg
    80101 gtggtttaga aggtgggtct gcaaaagctt acaagacctt ttcggaggct 
caatctgata
    80161 ccgctaacat tcccgctaac tcaacggttt atgtgactaa tgacggtgat 
aataccgggc
    80221 tatataactt tgatggcgta gcttttgtaa aaagtgatta tgaccctgtt 
aagcaatcca
    80281 atgaatttac taaagcttct atttcgtctt tatcccaaaa tctttcagaa 
ataaaaaaat
    80341 ctaatgagga ctcatctgtg atccctgttc ttgtcgattc gcagaataaa 
atattaattg
    80401 gatacaatga atctaaagat cgaattgagg caggggggtt gcaagaacaa 
gtaattgaaa
    80461 acttccccaa tttaatgaag tcagaagaca caacgaaggt tgctgttcta 
acagactcaa
    80521 tgcacaaaat cttgatcggt tatgatacgg agaaagatca agcaataatc 
gcaggccttg
    80581 aattaccaaa caaaaaacca gaagttgctg aagtaaatca tttcgtattt 
gatgggcagt
    80641 ctctaggcat aggtgcgact gctactacaa tattaagtac ataccagcct 
tattttaatg
    80701 tgacatttgg tacgggtcct cgcatggact cagccccagt ctcagtcatt 
ccgttggtag
    80761 aacaatttaa tagcccggca tcagatggtg gcacagaccg aggcgagacc 
ccatgttcgg
    80821 gtgcagcaaa ttacgcaagc cgtgcaatga tgctagaaaa tgggattaac 
ccgaaagacc
    80881 atgtgatttt ctgttcagct gcgggccatg gcggataccg gatcgatcag 
cttgaaaagg
    80941 gcacaacatg gtatgagttt ctactccacc atgtttctga agccaaaaga 
ctaaattctg
    81001 gtaaaactta caaagttcaa gcaatcgctt gggtgcaagg tgagaacgat 
gctattaccg
    81061 ggacacaaac ttcttatgag ctttatcgtc aaaaattaga aaaattacaa 
agagatgcta
    81121 atgatgacat caaggagatt acggggcaag tcgatgatat caagtttatt 
tcatatcagc



    81181 tctcatatgc ggcgcgcaca tggtcagccc aagctttagt tcaactccac 
ttagctcaag
    81241 aatctgactc atttgcattg tctacgccga tgtatcacat gccttacgcc 
ccagacaata
    81301 tccatttaac aaatgtggga tacaaatgga tgggggctta tttcggacga 
gcatataaac
    81361 agttaattgt tgataaccgt aagcctgatt tcattaatcc aaaaggggca 
caattgattg
    81421 gcgatgaaat tcatatccac tttgacgtgc cgaaggcccc tctcgtactt 
gatacaacaa
    81481 ctttagcgcc taccacagat agcggtttta aagttttagt aaatgatgcg 
tctgcaacga
    81541 tttccagtat tactgctgaa aatgacaaag ttattatcaa aatatctagc 
acccctgctg
    81601 caagtgcatc agtaaaggtt agatatgctc tcgattatct tggcgcagga 
atatctataa
    81661 ccgggggggc ttctggaaat cttcgagatt caacaacaga ttcaattaaa 
attgcaggtg
    81721 tagaaagacc gctatatcac gtatgcccgc attttgaatt aactgcattt 
acagacaaag
    81781 gaatttaaaa atgactcaat tattttttaa agctgaaaat tttgtaagcg 
atcgagcact
    81841 acctgtattg aacgatgtag ggccaattgt tcctaatctt gaaaacaatt 
cttatgacca
    81901 ctgggtgttt aaagactcat cggcttctct aaaaggtgtt gttaacggtc 
atttactgac
    81961 attacagcag aatgcagcat atgtgccagt gtttagtaat agtggagtta 
caatatcaac
    82021 ggccatgggg aatgctttga tcagtgatat tgttgattcg tcagaccaaa 
gcataacaat
    82081 ggctgcagta gttaaatgta acacaacggc cttatctatt ttattaggta 
atttagtgcc
    82141 gagcaattcc acaacaagta gtggtttgtc tgggtttgca agtggtggta 
aaacttattt
    82201 aaccgttaag cccacaactc ttggtggccc tgggggcatt tcatcattag 
cgtgccctag
    82261 taatatctct caaacatcca atttctttat tgctattagc gtagataaag 
tgactaaaca
    82321 aggaattatt tttacaaaac aagcagatat tgaaaccagc aatgaagcaa 
cctatactgc
    82381 tgcaacatac gatgcctcat taaataatca cgctttaggt aatagtgctt 
actctttgca
    82441 aaatacgttg accaatttag caacattcgc agaagcaata ttttttaata 
aggcgttaaa
    82501 catgactgaa ctccaagggt tggcgactag gtcaaaatct cgaatggctg 
atagaggaat
    82561 aattctatag tctttgaagc ccctaataag gggcttttta ctgtcaacag 
aaaacgatac
    82621 ttaaattaaa ccaatccata aaataatgaa aacattagat tggtggcaaa 
aatgaacgac
    82681 cctttaacaa ttaaatcctt accttggttt atcaagattt gggcggcggt 
gatgggcggc
    82741 atttttgcgc tcatgttaag tggcgatatt gatgttgaag gaaagataaa 
aatcaacatc



    82801 ggtgtgatta tcaaattcgc aattagcgtt tctattagct tatacggcgg 
ttcagcattt
    82861 attgaatatc aagattgggg gcattactca catatgaccc aagggtttgt 
catgctgatt
    82921 tttgcagtat tcgggatgtt gcttattggt atttggtatc aggcaattca 
attactgaaa
    82981 ggtaaaacca ttagtgaatt gatctttgaa atcaaagaag cattcaaggc 
tatattcaag
    83041 taggagaggg caaatgtcag tagataaata tattgatgac cttatcaagc 
gcgaaggtgg
    83101 atatgtaaac aaccctaacg accgtggcgg cgcaactaac tacggaatta 
ctgaagcagt
    83161 tgcgcgtgtc aatggttgga agggcccaat gcgcgatttg cctttagatt 
tagcaaagca
    83221 aatttataaa cagcaatatt ggattaaccc gcgttttgat caggtgaata 
ctttatctcc
    83281 tctaatcgct gaagagttgc ttgatactgg tgttaattgt ggtgtctctt 
ttgcaaagcc
    83341 tttattacaa cgtgcgttga atttattaaa taaccaaggt aaaggcggtt 
ggcccgattt
    83401 agccgttgat ggtatttatg gttcagctac gttaggggcc ttaaaaatct 
ttcttgctaa
    83461 acgtggtaaa gatggtgaga aggtaatgct taaagttctg aacatcatgc 
aaggccaacg
    83521 ttacattgaa atttgtgaac gcaatcccac gcaagagcaa ttcttttatg 
gctggatcag
    83581 taaccgaatc gcataaagtg attttgtgta agagaactaa actagctgca 
ttcattacca
    83641 tgctgtgcat tctgttttca ggatgcacag cacattctat taacaacaac 
attcaagtat
    83701 cattgtgcgt aagtgcactt tgagtttaga taatgaagca agaattaatt 
aaggttcacg
    83761 acttagcgaa ttctaaaatg attgatttac tggcagagtt tgacaaaaat 
ggtgaagtta
    83821 caaagatgtt tgactacaac ggtaatgagt taaaagttaa ctttctgcgt 
gatgaagttt
    83881 attataaaaa ggtatggtgg catttcgata agaagcgacc cgtctaaaaa 
taaagcccca
    83941 attaaggggc ttttttgtta tgcagcattt aacatcttgg ctatttccga 
tgcagtcggg
    84001 ttgtaataag tattcactaa aacgctaatt gttttatgac ctgtgatttt 
tgcgagaatt
    84061 tctacaggta agcgatactc atgaacaaat cttgtaattg cttcatgtct 
tgaatcatgg
    84121 aaggtgataa ccccatctaa accaacacgg cgtaaattac gttgccaaat 
tagcctgaag
    84181 gcgttcgatg taagtggaac cattcgcgta tcgtttggat cctctggcaa 
ccaagaaagc
    84241 atttcttttg ccttggctgt taggggtaca tcacgtgaag agccgttctt 
agtatctaat
    84301 agcctgatga agtcagtaaa aattaaatgc ttttgcacac taagtatttc 
gcctttgcgc
    84361 attgcagttt caagggcaaa taaaaatgac catgcaactc gatgccttgg 
ctgcgtaggt



    84421 gttttacccc attcataatc caagccttta attactttat taatatggtc 
atcactaata
    84481 cgttggtgtc ttggcggcgg tgctgaaggt tttgtaattt ctttgaatgg 
attttcttta
    84541 gttaaaaata attcttttcg tgcaaagtca aaaactgaac tgtacatcgc 
catttctcta
    84601 atgacagttg cgcctttaac ttgcttcaat cttttatcac gccattgttt 
aactagagca
    84661 ggggttaaat tgtgtataga ctcatctgct agttcgcccc aatttttctt 
taagcatttg
    84721 agcatttgaa caattaaacg agcacttttc attttgcgcc cttcatcctg 
ataatacata
    84781 tcaaagaggg cttgaaaaga aatatggatt ttttcaggtt ctgaggttgg 
ttgttcagat
    84841 tgtagttcta atagtttggt tgctgcccac tgttcgcatt cgctagcagt 
gtcacgagtg
    84901 gcagcatagc gcttgccctt aaaacgaact tcaatacgcc aagcgttgcc 
gcgacgggtc
    84961 ggtttctgca tttttaacac tccaaatttc atggtggcgc actgccgtca 
aaaattgaag
    85021 atgtacaaat gacacccact tttttggcgg cggcacggaa atataaagcg 
ttttttaatg
    85081 tgaaatatga ctattttgaa tagtcatagc tgacctatcg acaataaaaa 
acaagccaaa
    85141 agattactag aatctttcag cttattgatt tttaacaaca aattttggag 
cgggaaacga
    85201 gactcgaact cgcgacccca accttggcaa ggttatgctc taccaactga 
gctattcccg
    85261 caatgtgagc acattataga gtgtttcatt aaagtgtcaa cactcttgtg 
atctaattga
    85321 acgtttaatc agcacgacgc caaactgtac cttggcgagt atcttcaaga 
actacgcctt
    85381 gctcaagtaa agactgacga atactatctg ctttagcaaa gtcttttgct 
tttttcgcat
    85441 caacacgttg ttgaatgaaa tcttcaattt cagcatcaga caaagcaagt 
gcttcttgtc
    85501 caatatctga ttttaagaaa tcgtctacat tgtgttgtac caaacctaaa 
atgttggtga
    85561 ggtgacgtaa tgtcgaataa agcatagtcg cttggtcagc ttgctcttct 
tttacggcac
    85621 ggtttaactc tttgttcagt tcaaacaata cggccattgc ttcggcagta 
ttgaaatcgt
    85681 cacacattgc attgttaaag cgttcaataa agctttgatc aagcgtttca 
gttgtcgttt
    85741 gaccgtacac ttgttgataa gctttaaatg aatgatagaa acgagttaaa 
gatgtttttg
    85801 cctctttaag tgctacatca gagaagttca cagggctacg atagtgtgaa 
gacacaataa
    85861 agtagcggat tacttcaggg tggaatttct ccattacgtc acgaatcgta 
aagaagttgc
    85921 ctaaagactt agacatcttt tcaccatcaa cgttaataaa gccaacatgc 
atccagtagt
    85981 ttacatattg ctcaccagtc gaagcttcac tttgcgcaat ttcattttca 
tggtgcggga



    86041 acattaaatc tgaaccgcca ccatgaatgt caaagtgatt gcctaggcag 
caagtcgaca
    86101 ttgcagaaca ttcaatgtgc caacccggac ggccattacc ccaaggagat 
gcccaagatg
    86161 gttcattttc ttttgcatgt ttccaaagca caaagtcaaa aggatgtttc 
ttttcaactt
    86221 ctacatcgac acgctcactt gcgcctgctt gcatatcatc aagcttacgg 
ccagagagac
    86281 gaccatattt ttcaaatttg gtgacttcaa aataaacatc accgtttgaa 
gcagggtaag
    86341 cagcgccttt ggtgactaga ttgccaatca tattttgcat ctggtcaata 
tattcagtcg
    86401 ctttaggtgc ttcatctggt gctaaacagc ctaagttcgc tgcatcttca 
ttcatggcat
    86461 cgatgaaacg tgtggtgagc tgttggattg tttcgccatt ctcattcgca 
cgcttgatga
    86521 ttttgtcatc aatatcggta atgttgcgaa tgtagcggac tttccagcct 
tgactacgca
    86581 aaaaacggat aatgtagtca aatgcaacca taactcgagc atgcccgata 
tgacagtagt
    86641 cgtaaacggt cataccgcag acgtacatat cgatgtgacc ttctttgcga 
ggtacaaatt
    86701 caactttttt tcgttgctca gagttatata aaacaaacgg ttgcataagg 
gttttcaaac
    86761 actcaacaaa aatagtgtta catcataact gatgcatcat ttttaacaaa 
gttttatgca
    86821 tgaattttat aagcttgtga aatcttatac atttaaaaac gtgtaactga 
ttgagttatg
    86881 ctagaatgcc cccaaatctt ttgattaaaa tcaccgatct caaccagaga 
tcagatcaat
    86941 tattttgagt caaactcgta tgcctaatcc tacagatttc caaagcagtg 
cattagcgac
    87001 attgcgcatt gagcaacaag ccatagatgt attagcaaca caaattgatg 
accgttttaa
    87061 tcgtgcttgt gaaatattat tacaatgcaa aggtcgtgtt gtgatcacag 
gtatgggtaa
    87121 atctgggcat attggccgaa aaatggcagc gacatttgct tcgacaggca 
cgccgtcttt
    87181 ctttatgcat cctggtgaag caggacatgg tgatttagga atgctggttc 
gtggcgatgt
    87241 acttattgca atttccaact caggaaaaag cgatgaaatc atgatgttga 
tgccactcat
    87301 taagcatctt ggtgtacctc ttattacgat tagtcgtgat gataaaggcc 
caatgccgca
    87361 aaatgcagat attgctttaa ctctaggtga gtctgacgaa gcatgccctt 
taggtttagc
    87421 acctacttca agtacgacag cgactttggt tttaggcgat gctttagcag 
ttgctttact
    87481 tgaagctcgt ggttttactg ctgatgactt tgctcgttcg catccagcag 
gtgcgttggg
    87541 taagcgttta ctgttacatg taaaacattt aatgcataca ggcgacgagt 
taccgaaagt
    87601 ttcacctgag actccaatga atcaagtgct ttacgagatc tcaaataagc 
gtttaggttt



    87661 gacaacaatt gttgatgaac aagaccatct acttggtatt tttacagatg 
gggatttacg
    87721 tcgtctcatc gataaacagc aagggtttga tgtaaattta cctgtgtctg 
aagtgatgac
    87781 aaagaaaccg tcaacgatct ctcaagaagc acgagctgta gaagctttac 
aacaacttaa
    87841 ccagaaaaaa atcagtcagt ttgtagtagt cgatgaccag aacaaagtga 
ttggtgtaat
    87901 tagtatgcat gaccttattc aggcaggggt gaattaatca atggcatcgt 
atgcattgtt
    87961 agaacaagca cgtcatttgc aggcattggt tctggatgtt gatggtattt 
taagtgatgg
    88021 ttttgtgaca ttaaccaaca cgggcgatga aattaaatca ttcgacattc 
gtgatggttt
    88081 gggtatgaaa cttgcgcaac aagcgggtat gaaagtcatc attattactg 
gacgaaaaag
    88141 taatatcgtt gaaaaacgca tgtccgattt aggtgtcgat ctggttttcc 
aaggccgtga
    88201 agataaaggc tcggcgctac gtgaagcgtg tgcacagttt aatatcctgc 
cttcagattg
    88261 cttatatatg ggtgatgatt ggccggatct ttcagcattt gccattgccg 
gaatgagtgt
    88321 tactgttcca aacgggcatg aagaagtgcg ccgtcgtgcg gatttggtaa 
cacaggcgat
    88381 gggtggccgt ggagctgtgc gtgaagtttg tgatatgttg ctgatcgcaa 
aaggcattta
    88441 ccaagaactt cttgaaaaat atcttgcagt accgcattaa taacaagatt 
acttaaaaag
    88501 gtaggctatt cctgctcatg gataccagag ttttatatat tgttgctgta 
gtggttgctg
    88561 ctgtgagtgg tggttactac tactatagtg gcaaggcaaa aaaactggac 
attggttcgg
    88621 cgaagaatat gacttattcg gcgcagggcg tccatttgac tcaaactgat 
gacaaaggca
    88681 atttgtatat tcgtgctgaa gttcgtcagc ttgaacagga tatgcaacaa 
aaaacgtcaa
    88741 agttggatca actcaatgcc actatgtata aattaggtaa agttgatgca 
acattctttg
    88801 ctaaacaagc ttatggatat gatgataatc aaaaggttgt gttatcaggt 
gatgtggtag
    88861 ccactaagct ggcaccgcaa ggaaccattg agtttcaaac cgatgaatta 
actggttatc
    88921 caaaaactag agatattgaa actaatcatc aagtgacagt tcagtctcca 
caaggcgagt
    88981 ttgtgagcaa aggactaaaa gccaatttga ataatggtca gtacgaattt 
tttaatattc
    89041 gaggaaagta tgcaccaaag tcttaattta aaacgttctt cagctttcct 
aaaacaagct
    89101 gcggtaatta cattcgttgc tttatcatct gcttcgactt ttgctttgcc 
gtctgaccgt
    89161 aatcaacaaa tttcgttagt ggcagaccgt gcaacttata atgaaaaaac 
cggtttgacg
    89221 acttatacgg gtaatgtcgt gattgagcag ggcaccatga agcttcaggc 
tgactcaatt



    89281 gtggctacgc taaactctaa acgtgaaatt caaacgatca ctgctaaagg 
tagaccgtct
    89341 aagtttcagc aacaaataag tgctgataaa ggtattgcac gcggtgaagg 
acaaacgatt
    89401 gtttataatg cagatacagg cattattacc ttgtctggcg gtgcatattt 
ataccaagat
    89461 ggttcaagta ttcgcggtaa caccctgaaa tatagtatga ataagggtga 
tgttgaagct
    89521 caaggttctt cttcaaaccg tgtacaaatc attattccac cttcaagttc 
aaaaagtttc
    89581 ccaggagcgc gtgactaatg cagcaagctc ttcaacaacc gcaaactttg 
tgtattaaac
    89641 acttagcaaa aaactatagt aagcgttggg ttgtcaaaga cgtctctttt 
agtatgcaaa
    89701 gtggacagat tgttggtttg cttggtccta acggcgctgg aaaaaccacc 
agtttctata
    89761 tggtggttgg actagtgcgc atggataaag gtgagattca tcttgatgac 
ttggatatgt
    89821 cagacctagc gatgcatgaa cgtgcacgta agggtattgg ttatttacct 
caagaagctt
    89881 ctatctttag aaaattgacg attgctgaaa atattatgtc aatcttagag 
acgcgtaaag
    89941 atttgaataa acagcaacgt cagcagcgcc ttactgagtt attaaatgac 
tttaaaatta
    90001 gtcatattaa agattcattg ggaatgagtg tatctggtgg tgaacgtcgt 
cgtgcagaaa
    90061 ttgcacgtgc tttggctgca gatccgaaat ttatgcttct ggatgagccg 
ttcgctggtg
    90121 ttgacccaat ttcagtaggc gatattaaag atattatcca gaccttaaag 
gatcgcggta
    90181 ttggtgtcct cattaccgat cacaatgttc gtgaaacttt agcaatctgt 
gaacgtgctt
    90241 atattgtaag tgaaggctcg gtaattgccg aaggcacacc acaagaaatt 
ttagacaatg
    90301 aacaggtacg taaagtctat ttaggtgatg atttcacagt ttaattaaag 
acattaatct
    90361 gtttggttaa aaagaggtca aggcctcttt ttttattttt tagtatttta 
taaataaaaa
    90421 caaatacata tatcaatcat ttaatgaaaa aataatgtgt gatttattcc 
atcaattatg
    90481 ctgctttagg tgaaaaacta tatagaatgt agaagctttt aaacgataac 
aaacaagatc
    90541 aacaagataa gcatgattgg atataaccaa agaagagtaa gagggatatg 
tagaaagcag
    90601 gctttcctga aagggcttat gcttttaagt acactacatg tacctgtcgt 
gatatacgct
    90661 gctaagccaa gtgagcaata ccacaccctg aaagagaact tgtcacaact 
ttttgtccct
    90721 aaaagtagtg atgactttaa agttgccaaa atgcacaagc ttagtaattt 
taagctagac
    90781 cgttctattg tgcaggaatt tcctactgtt caacttaatg ataatcgagc 
ttcatctttt
    90841 tctaacttgc catctagaac gatgacattg caagatgcgg taaaaattgc 
cattcagcgt



    90901 agccccgata tttcacaatc tattgcaact ttagcaggtc aaaattcagg 
agttgacgtt
    90961 gctaaagccg gttactatcc ccagctttca ggagggatta cgactggtga 
tttaagcagt
    91021 ggagaacgag gtcggcagtt attaacctta agtgctactc aaatgcttta 
tagtacaccc
    91081 tatagccccc attttgttaa attttaatat tttttattat ttaacaataa 
attaaataaa
    91141 aaatttacag atattagaaa taattctgta aattttttta cttatattct atggtat
//
LOCUS       NODE_14_length_88837_cov_105.60326988837 bp   DNA linear
17-DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..88837
                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
     gene            214..756
                     /gene="aac"
                     /locus_tag="DSM_03424"
     CDS             214..756
                     /gene="aac"
                     /locus_tag="DSM_03424"
                     /EC_number="2.3.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WQG9"
                     /codon_start=1
                     /transl_table=11
                     /product="Aminoglycoside 2'-N-acetyltransferase"
                     
/translation="MQFKIIAAQDLDRNQRHQIAELCFSAFDEDPWTQYAFMQKAIHV
                     
AGILNNQIVSHALWTDRVFTINGSSDVKTAYVEYVTTDYTMRGKGLASQLLKYLVDTL
                     
THLEYGLAALQPEDEAFYEKLGWTVWKGNLSIKQNTFSYLTDEYEIMLYSLNIQMKDQ
                     LSNSSEEDTICADWREGELW"
     gene            963..1961
                     /gene="srpG"
                     /locus_tag="DSM_03425"
     CDS             963..1961
                     /gene="srpG"
                     /locus_tag="DSM_03425"
                     /EC_number="2.5.1.47"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q59966"
                     /codon_start=1



                     /transl_table=11
                     /product="Cysteine synthase"
                     
/translation="MSTDPQFPTPNNLGIAVYSNNAEAIGNTPLVRINRLIKTGATVL
                     
AKVESRNPAFSVKCRIGAALIADAEKRGVLKEGMHIVEPTSGNTGIALAFVAAAKGYS
                     
ITLTMPASMSLERRKVLKALGANLVLTEPAKGMKGAVDEAVRLATEQPEIYFLPQQFE
                     
NPANPQIHVDTTGPEIWQATGGQVDILVAGVGTGGTITGISRYFEQVQNKPLYSVAVE
                     
PAESPIITQTKKGENITPAPHKIQGIGANFIPKNLDLDLVDEVLPVSSEEAIQWARNC
                     
ATQEGILVGISSGAALAAAAKIAERPENAGKTIVVILPDSGERYLSSVLFEGLFDE"
     gene            complement(2017..2505)
                     /gene="slt_3"
                     /locus_tag="DSM_03426"
     CDS             complement(2017..2505)
                     /gene="slt_3"
                     /locus_tag="DSM_03426"
                     /EC_number="4.2.2.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AGC3"
                     /codon_start=1
                     /transl_table=11
                     /product="Soluble lytic murein transglycosylase"
                     
/translation="MTGCTSLGPNSGSFSWRSSKLSSGLQKAYSVPPSTANRLSPMII
                     
QSADRYNVPPLLLAAVIRQESSYNSNARSPTGAIGLTQIIPSYWQQTCAGNLYDESTN
                     
IQCGAYILNHYYQTADSWFKATAYYNVGPTGYERSFWTRHKAKKYARSVKRHQKTLKS
                     AL"
     gene            complement(2931..3497)
                     /gene="fldP_3"
                     /locus_tag="DSM_03427"
     CDS             complement(2931..3497)
                     /gene="fldP_3"
                     /locus_tag="DSM_03427"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA 
sequence:UniProtKB:A0A0H2ZDT7"
                     /codon_start=1
                     /transl_table=11
                     /product="Flavodoxin FldP"
                     
/translation="MKTVAIIYHSRQGHTQFIAQQIQIGVLSHHNIKADLLNAEDLIE
                     
RSGILIQYDGLIWGSPTYLGGVSSKLKQLMDATGPLWKKQSFKGKLAAGFTVSSLPAG
                     
DKQSTLISIFTFCMQHGMLWVGNPILPEQHQGVAYTQAANRLGSWSGLMAQAEHASNA
                     DGFDEGDIKTAQQFGENFALTLNAYQGT"
     gene            complement(3514..3999)
                     /locus_tag="DSM_03428"
     CDS             complement(3514..3999)



                     /locus_tag="DSM_03428"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNTSTLFFQALCLGIGATIVLDIWLLILKIFNVPTLNFAFLGRW
                     
VGWIFQGKLVHQSIAKSPPMKGEYLLGWIAHYSVGIIFALSFLLIVGSTWLDHPQFYS
                     
ALLFGLVTVLIPFFIMQPAMGSGFASSKTPHPFLNCLKSLLNHSVFGCGLYLTAKLFQ
                     I"
     gene            4081..4485
                     /gene="cueR"
                     /locus_tag="DSM_03429"
     CDS             4081..4485
                     /gene="cueR"
                     /locus_tag="DSM_03429"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A9G4"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator CueR"
                     
/translation="MDIGEVSKKAKVTTATLRFYEEKGLIKSIGRQGLRRQYGKQVLD
                     
QLALIALGRAAGFSLNEIATMFGQDGKPDLDRQKLKDKAEQLEQMAKRLHFISQGLEH
                     AAVCPAENHMECPTFQKFLKAAIAGEYQPTKL"
     gene            4633..5892
                     /locus_tag="DSM_03430"
     CDS             4633..5892
                     /locus_tag="DSM_03430"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSKKTLIALLCCASLGLTACNDDNDQDQTSPTENVTEPTLISFA
                     
KLPVETYAAGPDSGAYVKGANGIYPPFKGQPVQGFSAALKNEDGSYMAMADNGFGTQD
                     
NSSDFLLRIYKIKPDFKTKTKGTGQVTVQSFIQLRDPNKLIPFNIINGNTPERLLTGA
                     
DFDPESMQRTSDGTYWIGDEFGPYLLHFSADGVLLDAPIPLPNPLNPTQELRSPQNQF
                     
NKAQINFVEPLVQQSGGFEGMAISPDGQYLYPLIEKPIKSIRETERQLLISQFDIKKK
                     
AYTGKYYWFQLDSKATNIGDFQLFNNNEGIIIERDATQNNLGGYKKLIRIKLIESGQL
                     
VSREDLVDLIKIANPNMLYGTARAGDISTGQVFAFPFETIEDVIIENGTTLTVFNDNN
                     FPGSTGRNAKLADDNEIIQIRLPKALF"
     gene            6107..8485
                     /gene="rimO_2"
                     /locus_tag="DSM_03431"
     CDS             6107..8485



                     /gene="rimO_2"
                     /locus_tag="DSM_03431"
                     /EC_number="2.8.4.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_01865"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribosomal protein S12 
methylthiotransferase
                     RimO"
                     
/translation="MSTAYTMQTAPKALFDYDKYWASCFEPAPFLPMSREEMDQLGWD
                     
ACDFILVCGDAYIDHPSFVSGVIGRVLEAQGFRVGIIAQPDWTNVESFRVLGKPTIAW
                     
GVTAGNMDSMINRYTADRKIRSDDAYSPNNEPNKRPDRAATVYCQRCREAFPDVPVLL
                     
GGIEGSLRRIAHYDYWSDKVRRSILMDSKADMLMYGNGERAIIDVMHRLAKGEKIHEI
                     
TDVRGTAFIINKHNKAAKAKFVEIASNDVDTIGRVDPIINPYVMTEDIDGCEIEKDKG
                     
NTLAQYQGFQKEIVANPIVREGDQLDENTQIVQLKPAQSKAIKHKLPPRELAVIRLPS
                     
FEEVANDQVLYAHANRILHLETNPGNARALVQRHGERDVWINPPPIPLTTEEMDYVFD
                     
LPYARLPHPAYGDARFPAFDMIKFSVNIMRGCFGGCTFCSITEHEGRIIQNRSEDSIL
                     
REIEKIRDTAPNFTGIISDLGGPTANMYRLHCKDPEIEKNCRKPSCVYPGVCQNLHTD
                     
HAPLVQLYRKARAIKGVKKILIGSGLRYDLAVLNPEYVKELVQHHVGGYLKIAPEHTE
                     
QGPLSKMMKPGIGTYDRFKQMFDRFSKEAGKEQYLIPYFIAAHPGTSDYDMMHLAIWL
                     
KKNGFRADQVQTFYPSPMATATTMYYSGKNPLAKVARYTENVDIVKGEKRRRLHKAFL
                     
RYHDPNNWPLLREALKEMGRADLIGNSKQHLIPTYQPKGAEGEYKSARKKNSTVAGDS
                     
VKRSGQTVQNKNQHKRPQKGQVLTQHTGLPPRETGEKRPFGGKSKPKSKARG"
     gene            8799..9299
                     /locus_tag="DSM_03432"
     CDS             8799..9299
                     /locus_tag="DSM_03432"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MYYLITILLLFLTVVMAAKSLSRKHQQDSALKRRAVLSSHEQMT
                     
LTRLQTVLPKFTVLAHVSFDALLTTKYAHTRRKYQNMTADFVVLDQNYQVVVVVMLEE
                     
SGLRRAHQQYERRLLQLAGYRVLSYSTVPDYHELRRDLLTPESEMATLHATPQLERIS
                     NAFVKS"
     gene            complement(9445..9798)
                     /locus_tag="DSM_03433"



     CDS             complement(9445..9798)
                     /locus_tag="DSM_03433"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P44839"
                     /codon_start=1
                     /transl_table=11
                     /product="RutC family protein"
                     
/translation="MTVKRLHVTSRYCEVAISGNLVHLAGQLADDTSVDITAQTQQTL
                     
DNIDRLLAEAGTDKSHILSVMIFLKDIDKDYAAMNAVWDAWISKEHPPARTCVESKLY
                     APDVLVEMTVVAVLP"
     gene            complement(10119..11174)
                     /gene="dinB"
                     /locus_tag="DSM_03434"
     CDS             complement(10119..11174)
                     /gene="dinB"
                     /locus_tag="DSM_03434"
                     /EC_number="2.7.7.7"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q47155"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA polymerase IV"
                     
/translation="MRKIIHIDMDAFYASVELRERPDLRHLPVVISSHHPRAVIAAAS
                     
YPAREFGLRSAMSMSQARKLCPQVVIIEPNFEKYRAISAQIHSIFQQYTTLIEPLSLD
                     
EAYLDVTENLKQIASATEVAMHIREDIFRQTGLTASAGVAPNKFLAKVASDWNKPNGL
                     
FVIKPSQVASFIQDLPLKKIPGVGKVTQEKLQQLELHTLGDLQKIEEAVLVHHFGKYG
                     
QQLYLYAQGIDNRPVQAERARQQISKETTFDSDFTLAQCQPYWHGLAEKVWQSLEKKQ
                     
LNARGVNIKLKLKNFQTLQHSKSFKNPIHSQQDLIQVLFLLLNEMHIPENFQFRLIGI
                     GVYQLQTKADDFQLSLW"
     gene            complement(11176..11934)
                     /gene="acm"
                     /locus_tag="DSM_03435"
     CDS             complement(11176..11934)
                     /gene="acm"
                     /locus_tag="DSM_03435"
                     /EC_number="3.2.1.17"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P25310"
                     /codon_start=1
                     /transl_table=11
                     /product="Lysozyme M1"
                     
/translation="MTKLAKTFSTPRYNTLIGIVLACVMGVLTYFGLFYQQKAIAQDY
                     
PVQGFDVSHHQENINWKKISPQKFQFVYLKATEGGDYKDPKFQENWLKAREHGFHVGA
                     
YHFYRLCRDGKTQAENFIATVPNKVDALPPVIDLEYDSSCINSHTKEQLLKEIGIMHD



                     
SLKHHYGKQPIFYISKTFYHIVLIGSFPNTPLWVRDYEGKPELKDKRKWLFWQHSNQG
                     KIEGMTKPVDLNVYEGSVKEWHQFLQQQGIVKAQ"
     gene            complement(12012..13403)
                     /gene="hsrA"
                     /locus_tag="DSM_03436"
     CDS             complement(12012..13403)
                     /gene="hsrA"
                     /locus_tag="DSM_03436"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P31474"
                     /codon_start=1
                     /transl_table=11
                     /product="putative transport protein HsrA"
                     
/translation="MNATPTHQALQPEYRLLVLLVSIGFFMQALDTTIVNTAIPAMAH
                     
HLNEDPLRMHSVVVAYVLSVAACIPLSGWLADRFGVRNTFLSAIIIFTLASLGCGLSQ
                     
SLNQLLFFRVIQGVGGALLLPVGRLSLLKIIPRTQFLAAMSLMSLAGLLGPLAGPTLG
                     
GWLVEVATWHWIFLINIPMGVLGILMTLKVMPNVKEPTVKTFDLIGFVLLVVAMIGWS
                     
LGIEHLASPEYSKWFSISLLVVGVVATLWYAYHSHTHKNALFRSRLFRNKIYAIGILG
                     
NFFARFGGNALPFVLPLMLQVAFGFEPFIAGLMMIPLVLGSLFSKPIVRPIIQKMGYR
                     
RFLLINTTLVGLCIASFAIMTVDTPTWFRALHFFLFGTLNSLQFVGMNTLTLKDLPQQ
                     
DASSGNSFLSMIMMLSMSIGVALAGTLINIFTDYYGTAHVTTAFHVTLICLGCINIIT
                     ALIFWQIPKNTPV"
     gene            complement(13602..14225)
                     /gene="yvdD_2"
                     /locus_tag="DSM_03437"
     CDS             complement(13602..14225)
                     /gene="yvdD_2"
                     /locus_tag="DSM_03437"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O06986"
                     /codon_start=1
                     /transl_table=11
                     /product="LOG family protein YvdD"
                     
/translation="MNSVLTMAVNDSPITSVKTTQPLIALYCGSRAGNNPIYREKAIE
                     
LASGIAEQGFGLVYGGASIGLMGQVAESVLAHGGEAVGVIPEFMLDYEVAHAGLTELH
                     
VVETMHERKAMMAERASAFIALPGGLGTFEEILEIATWGQLNQHQKPMILYNVNGFYN
                     ALIAQLDHAVQEGFLPLQHRAKLIVCEEIDQIYNVIKNLKMPKRFVV"
     gene            14552..16144
                     /locus_tag="DSM_03438"
     CDS             14552..16144
                     /locus_tag="DSM_03438"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AEC0"



                     /note="UPF0053 inner membrane protein YoaE"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIFEWMSDPSAWVGLATLIVLEIVLGIDNLVFIAILAEKLPPEQ
                     
RTKARIVGLILALGMRLILLASIAWVVTLTQPLFHIFSHPFSGRDLILLFGGVFLLFK
                     
GTMELHERMEGKQLHKEDNPVHAAFWMVIVQIVVLDAVFSLDSVITAVGMVKELSVMM
                     
VAVVIAVGIMLWASRPLMDFVNKHPTVVILCLGFLMMIGFSLVVEGFGFHIPKGYLYA
                     
AIGFSILVEMINQTMRRNQEKLVTTTDLRYRTASAVLRMLGSKNSGSTSDAQTADKED
                     
VLATQAFADEVFDEENGAYHSVLVQGVLGLSERPVKSVMTPRPELEWIDLDEEPEVLK
                     
ERLMSMTHSRLIVARGELDNIEGIALTHKVLNGFIETGVIDFQKHLREPVIVHENAQV
                     
LMVMEQLRQAPLQMAIVLNEYGSIEGIATPIDILEAIAGEFPDEDELDAAAESLEDGS
                     
LILEGSTDIRHVSLLLGRDLVDESEQYSTLSGYLLFHLGRLPENGETVEADGYRFEVV
                     TMEGHKIEKVHIVSIEQGESKD"
     gene            16216..16683
                     /locus_tag="DSM_03439"
     CDS             16216..16683
                     /locus_tag="DSM_03439"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37052"
                     /note="UPF0225 protein YchJ"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTQQTCPCGKGSYAECCEPLHLGTAKALTAEQLMRSRYSAFALQ
                     
QIDYIVQTTALGQQTTLDKEAIAEWSKQNQWLGLEVVNANEKLDKTHAQVEFKAHYHD
                     
GKSAQIHHEVSHFVFHQQQWFFLDPTVDMQVTMKQPCICGSGKKFKQCCAQFL"
     gene            16729..17373
                     /locus_tag="DSM_03440"
     CDS             16729..17373
                     /locus_tag="DSM_03440"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AGM2"
                     /note="UPF0126 inner membrane protein YicG"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLLTVIYIIAITAEAMTGALSAGRRSMDWFGVVLIACVTALGGG
                     
SVRDVLLGHYPLTWVKHPEYLVLTCCAAFVTIVIAKWMRHLHNIFLVLDALGLIGFTI
                     
IGCQIALQMGHGFVVSAVAGVLTGVSGGILRDILCNDVPFVFRRELYASISFVAVICY



                     
WVCLDLGLSLELTVISTLVFGFTLRLIAIYFGLEMPKFIYKDDDAESASSTDEH"
     gene            17456..18775
                     /gene="naiP_2"
                     /locus_tag="DSM_03441"
     CDS             17456..18775
                     /gene="naiP_2"
                     /locus_tag="DSM_03441"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O34691"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative niacin/nicotinamide transporter 
NaiP"
                     
/translation="MDLVSRIQNLPIGKFHYTLLWVVGLGWMFDAMDTGIIAFIMTTL
                     
VKDWSLTPVESGWIVSIGFVGMAIGAVCSGALADRFGRKTVFAMTMAIYSIATALCAF
                     
APDLKWLLIFRFIVGLGLGGQLPVAVTLVSEYVPAHVRGRFIVLLESFWGLGWLVAAL
                     
ISYFIIPKFGWHIAFLIGGLPLIYILVIWKKVPESIPYLINRGRIEEAHALVQKLEAE
                     
ACVQIVHHIEVVPVAMRQKVSFKQLWSGQFARRSLMLWLIWFGIVYSYYGIFTWLPSL
                     
LVKQGYDIVKSFEYVLLMILAQLPGYLAAAWFVERLGRKITLAAFIGFCALSAYFFGQ
                     
ADSVNSIMFWGCLMSFFNLGAWGVLYTYTPEQYPANIRAFGSGWASAMGRIGGIVAPM
                     VVTHMMVAKNGFSHVFMMFTVVLLAVALVILILGEETQGKRLESIGL"
     gene            18929..21148
                     /gene="parC"
                     /locus_tag="DSM_03442"
     CDS             18929..21148
                     /gene="parC"
                     /locus_tag="DSM_03442"
                     /EC_number="5.99.1.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P26973"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA topoisomerase 4 subunit A"
                     
/translation="MTSLAHHATENRSVAEFTEQAYLNYAMYVIMDRALPHISDGLKP
                     
VQRRIVYAMSELGLKSSGKPKKSARTVGDVLGKYHPHGDSACYEAMVLMAQPFSYRYP
                     
LIEGQGNWGSPDDPKSFAAMRYTEAKLSAYSELLLSELGQGTSEWQDNFDGSLKEPIT
                     
LPARVPNILLNGTTGIAVGMATDIPPHNLREVVKGTIALIRNPQTSDEKLAEYIPAPD
                     
LPTKAEIITPPEELLKIQTTGRGSYRMRAVYTIEKNEIVITELPYQVSGSKVITQIAD
                     
QMQAKKLPLVVDVRDESDHENPTRLVIVLRSNRIDAEAVMSHLFATTDLESSYRVNLN
                     
MIGEDGRPQVKSIRRILLEWIEIRKKTVTRRLQYHLNRIEKRLHILAGLLIAYLDIDT



                     
VIRIIREEDQPKPVLMEHFNIDEIQAEAILELKLRHLAKLEEMEIRHEQDELSAKAAI
                     
IREQLENPESLKNLIISELKEDAKKFGDERRSPIVARAEAVQIKEQDLMPAETVTVVL
                     
SEAGWVRAAKGADVDAENLNYRAGDQYLSHAVGKTNQRVYFLDETGRSYALPISNLPS
                     
ARGLGDPLSSKLSPASGVSFIQVYLDDDESELIAASSAGYGFKTQTKQLDTNAKAGKT
                     
FLTVPDKAKALPLISAQNMTHLAVLSSAGRLLILDLAELPNLNKGKGNKLIQLEGKEQ
                     
ILSMTTLNLDEIIQVVAGQQHLKLKGDDLQKYMGKRASKGQLLPRGYQKANKLLIQR"
     gene            21446..23125
                     /gene="fadD_2"
                     /locus_tag="DSM_03443"
     CDS             21446..23125
                     /gene="fadD_2"
                     /locus_tag="DSM_03443"
                     /EC_number="6.2.1.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P69451"
                     /codon_start=1
                     /transl_table=11
                     /product="Long-chain-fatty-acid--CoA ligase"
                     
/translation="MEKIWFAEYQKTGIPETVALPAENTSLVDIFERNFQKFGSRDAF
                     
IFMDKAMSFNELELASRKFATYLQNLGLAKGTRVAVMMPNVLQYPVVALAVLRAGLVL
                     
VNVNPLYTARELEHQLNDSGAEVLVIIENFASVYQSILGKTPVKHVVVASVGDMLGTL
                     
KGTLVNFVLRKVRKQIPAWNIPGHVKFNSALNKENPSNYKRPTLTLSDTAVLQYTGGT
                     
TGVSKGAELTHRNLVANLLQCDGIFQSKFGANDGAKGDRIVCALPLYHIFAFMVCAMY
                     
GMYKGQANILIPNPRDLPAVIKELRKYQPSFFPAVNTLFNALVNNEEFKQLDHSNLKM
                     
AMGGGMAVLPSTAEAWKKITGTTIIEGYGLSETSPVATANPPASTEFSGTIGIPLPLT
                     
EVAILDDDGKEVPLGEQGEISIRGPQVMKGYWNRPDETAKVMTADGFFRTGDIGVMDS
                     
RGYVKIVDRKKDMILVSGFNVYPSEIEEVIAKHPKVLEVAAIGVPDEKSGEVPKLFIV
                     KKDPSLTTEEVLNFAKENLTGYKRPRYVEFMDELPKSNVGKILRKDLRKPA"
     gene            complement(23164..23547)
                     /locus_tag="DSM_03444"
     CDS             complement(23164..23547)
                     /locus_tag="DSM_03444"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQQPDQKELFEVLEKQKKNQLQVDRIFKIVLPIVAFLLSVICAN
                     
FNWQSTLGTFVILTVTFIAVGVKRLPLWHWLIVITIYCLVDNYLSYGQLDITHLRLQL



                     GTMLVFVGMVGIGRPYVDRWFMKNH"
     gene            23654..24052
                     /locus_tag="DSM_03445"
     CDS             23654..24052
                     /locus_tag="DSM_03445"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MHGISSIIYIILVACLLPYAFTVIAKFTGGFQPVDNQNPRDFLA
                     
NTKGIAARANAVQQNSFESLPLFLTAILMAEYMVVPEYFILRLGWAYIILRVIYGICY
                     LSNWATLRSIVWFLSLLCPIFLLIVTIKLT"
     gene            24180..24707
                     /gene="ppa"
                     /locus_tag="DSM_03446"
     CDS             24180..24707
                     /gene="ppa"
                     /locus_tag="DSM_03446"
                     /EC_number="3.6.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HWZ6"
                     /codon_start=1
                     /transl_table=11
                     /product="Inorganic pyrophosphatase"
                     
/translation="MSYSNIPAGKDAPNDIYVIIEIPANAAPIKYEIDKDSDALFVDR
                     
FMGTAMFYPANYGYVPNTLSEDGDPLDVLVVTPHPVAAGSVIRCRPVGKLNMEDDGGI
                     
DAKLIAVPHEKLSPLYKDVQEYTDLPPLLISQVEHFFSHYKDLEPGKWVKISGWEGAD
                     VAKAEVLKAIEAAKK"
     gene            complement(24812..26128)
                     /gene="oprD"
                     /locus_tag="DSM_03447"
     CDS             complement(24812..26128)
                     /gene="oprD"
                     /locus_tag="DSM_03447"
                     /EC_number="3.4.21.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P32722"
                     /codon_start=1
                     /transl_table=11
                     /product="Porin D"
                     
/translation="MLKAQKLTLAVLISAAIISSAQASEQSEAKGFVEDANGSILFRT
                     
GYLTRDKKQGAKDTSSVAQSAIVSIESGFTPGIVGFGVGVVGDGSFKIGENKNAGNQM
                     
IPKHNDGSAYDHWARGGGSVKARFSNTTVRYGTQVLDLPVLASNTGRMVPEYFTGTLL
                     
TSHEIKNLEVVAGKFTKDQMSDQINTDADASGRGLDRAIVWGAKYKFNDNLNASYYGL
                     
DSKNALERHYANVNFKQPLANDSSLTYDFSGYHTKFDANAHTYSATGTVAPNYAADGI



                     
AGEEKTNNIWAISGTYATGPHSVMLAYQQNTGNVGYDYGQNADGFQSIYLPNSYMSDF
                     
IGNHEKSAQIQYNVDFGKLGVLPGLNWTTAFVYGWDIKVRNVTDDAQEREFFNQVKYT
                     VQSGFAKDASLRIRNSYYRASDAYQGAYIGDTNEWRIFLDIPVKLF"
     gene            27053..27865
                     /locus_tag="DSM_03448"
     CDS             27053..27865
                     /locus_tag="DSM_03448"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MMKFALKAVTFGVLTAGSTMVMAEDAPSFYGITATGSVAATTDY
                     
RFRGITQSSNNPAIQGGFTFSHKSGAYVALWGSSVDFNTPGVSTETDISLGYTNTLKL
                     
SDTLAPTYDVGVIRYGYIGSDSKFTNPYNGDTGFDFTEFYGKLTFADSLFKGDALSVG
                     
VNYSNDYWGHSDEFWYFNVGYSAPIADTGFTGLASVGYNKLKNKDSLLVVAGGPGEDD
                     
SYIDYKVGVNYNILGIVAELDVVGTDISTSGMTDAQKKPYDTGLVFSLTKTF"
     gene            complement(27908..28786)
                     /gene="dapA_4"
                     /locus_tag="DSM_03449"
     CDS             complement(27908..28786)
                     /gene="dapA_4"
                     /locus_tag="DSM_03449"
                     /EC_number="4.3.3.7"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q04796"
                     /codon_start=1
                     /transl_table=11
                     /product="4-hydroxy-tetrahydrodipicolinate synthase"
                     
/translation="MKLNGIIGYPVTPFSDDNTINLPVLKQMLDLLIENGCDAIAPLG
                     
STGESAYLEWDEWCLVAKTSIESINKRVPVIIGISELTTDQAIKKAQIAQSYGADALM
                     
VISVSYWKLTDQEIFEYYQAIAQATSLPIMVYNNPATSGVDMSPELMVRMFNNIANIM
                     
MVKESSGDIQRMHKIYELSKGELPFYNGCNPLALEALCAGASGWCTAAPNLLGQRPQQ
                     
LIEYVKNGELEQAQKSFYQQLPLLRFIVSGGLPKTIKAGLQLKGVAAGAPRKPLTKAT
                     DIELNQLKQLLSEIEN"
     gene            complement(28802..29578)
                     /gene="cloR"
                     /locus_tag="DSM_03450"
     CDS             complement(28802..29578)
                     /gene="cloR"
                     /locus_tag="DSM_03450"
                     /EC_number="1.13.11.83"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8GHB1"



                     /codon_start=1
                     /transl_table=11
                     /product="4-hydroxy-3-prenylphenylpyruvate
                     oxygenase/4-hydroxy-3-prenylbenzoate synthase"
                     
/translation="MKTASVNKHDLMQHAQQDMQKWMSDLDLTDRQKLALTCRILFDH
                     
GHDAGLAGQITCRSKNKETFITQRFGLGFDEITASNLLEVNQDLEPINQEGMANPANR
                     
FHTWIYKEHPEVNCIIHTHPTYVAALAMLQIPLMISQMDVCALYEDCSFVGHWPGVPV
                     
GNEEGLLISSALGKNRAVLLSHHGQLVTGKTIEEACNLALLIERAAQLQLLAMSAGQI
                     QPIPHALAAEAHDWVSTDKRNKVNFAYYARKALKKHSDCI"
     gene            29690..31102
                     /gene="gabR_3"
                     /locus_tag="DSM_03451"
     CDS             29690..31102
                     /gene="gabR_3"
                     /locus_tag="DSM_03451"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P94426"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulatory 
protein
                     GabR"
                     
/translation="MLRPWQIHFRIDEREEKTVFLKLTNLISQEILSGRLVQGTMLPG
                     
SRSLSKELGINRKTVQAVYEELEAQGWLVTRPRKGTFVADVLPEKKPHIEPRADRKVS
                     
DKPIIQQVAQRPHNDGVPDPRLIPYELFSRAYRHALIKITQNQYMGYGDPRGMAELRQ
                     
ALKQMLSMERFMNIAEDEICIVRGSQMGIFLASRALPNRQGVIVVEELYYPSAFKAFQ
                     
SNGFQVVSVKLDDQGIVIEDLERILKEHSVAAIYTTPHHQYPTTVTMTMSRRLQLLEL
                     
SKKWGFYIIEDDYDHEFHYDSRPMPPLASLPYSELVIHVGSLSKVFAPGIRLGYIVAA
                     
PTIIQTITEDILLIDRQGNNITELALADLMQRGEIKRHIRKMKKIYQLRRDHALAEFQ
                     
RVFAESIEIQPPAGGMALWVKFQKSFTQDQLIKLKELNIDTEQKFKQKECANHCIRFG
                     FAALSEKEITSLIETLNEAL"
     gene            complement(31139..32626)
                     /gene="comM"
                     /locus_tag="DSM_03452"
     CDS             complement(31139..32626)
                     /gene="comM"
                     /locus_tag="DSM_03452"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45049"
                     /codon_start=1
                     /transl_table=11
                     /product="Competence protein ComM"



                     
/translation="MSFSKIYTRGLLGLHAPLIEVEVHVSQGLPSLTIVGLAEAAVRE
                     
SKDRVRSAIINSGFQFPTKRLTINLAPADLPKDGSRLDLPIALGILIASGQVPENCTE
                     
DFEFIGELALDGHVRPVSGALTLAMACQQAQHKIVLPVDNSQDISHLPNLECYPVNHL
                     
KEVCEHFLGTQKLAYAQPSAHSNEMPYKFDLADVKGQLRPRRALEIAAAGGHSLLFKG
                     
PPGTGKTLLASRLPSILPPLSTQETLEVASIYSISNTPHTFGQRPFRAPHHTASAIAL
                     
VGGGSHPKPGEITLSHLGVLFLDELPEFDRKVLEVLRQPLESKEIIISRAARQITYPA
                     
NFQLIAAMNPCPCGYAFNQDSRCQCSPESIKRYQNRISGPLLDRIDLHIDVPPLKAQE
                     
LQDPTPAEDSTTVRQRVIYAYEQQMQRQGCLNQALSPKQLEQHAVLDSTSQRMIEMAQ
                     QRLNLSARAYHRVLRVARTIADLAQSEVIQSPHLTEALSYRGNHS"
     gene            complement(32692..32919)
                     /locus_tag="DSM_03453"
     CDS             complement(32692..32919)
                     /locus_tag="DSM_03453"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLETLLQAILEQIDEPKKDLEKNLRALLNETVEKLDLVSKQEIE
                     RQKTALHLANQRLEALQKQVSLLEEALKNKK"
     gene            33199..33537
                     /gene="glnK"
                     /locus_tag="DSM_03454"
     CDS             33199..33537
                     /gene="glnK"
                     /locus_tag="DSM_03454"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AC55"
                     /codon_start=1
                     /transl_table=11
                     /product="Nitrogen regulatory protein P-II 2"
                     
/translation="MKLVTAIVKPFKLDDVREALSDIGVQGITVTEVKGFGRQKGHTE
                     
LYRGAEYVVDFLPKVKIEIAISDEMVDAVIESITRVASTGKIGDGKIFVTNLEQVIRI
                     RTGETGPDAV"
     gene            33595..34992
                     /gene="amtB_2"
                     /locus_tag="DSM_03455"
     CDS             33595..34992
                     /gene="amtB_2"
                     /locus_tag="DSM_03455"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P69680"
                     /codon_start=1
                     /transl_table=11
                     /product="Ammonia channel"



                     
/translation="MKKMLMALSLTGALLGGTAAWAEETVTTPTSEVTATSTSEAPAT
                     
IAAAPAAEETPAAPTPTAKLDTGDTSWILISTALVLLMTIPGLALFYGGMVRKKNVLS
                     
TMMFSLSAAILVSLLWVIAGYSIAFSGTGAYFGDLSKVMLNGVAFDALSGTIPESLFV
                     
IFQMTFAIITVAILSGSIADRMKYSAFMAFIAIWVLVVYAPITHWVWAADGWLFKAGA
                     
LDFAGGTVVHINSGVAGLVAAYMLGKRIGLGRESMAPHNLTLTVIGASLLWVGWFGFN
                     
GGSALGAGARASMAILVTQVAAAAAAFSWLVVERMIRGKASVLGGASGAVAGLVVITP
                     
AAGFVGVGGALVMGLIGGVVCFWGITALKRLLKADDALDAFGLHAVGGIVGAILTGVF
                     
YSDEIIKAANVALAPTFAGQLWVQVEGVLATMVYSGIATFIILKVIDLIIGLRVNSDD
                     ERMGLDLSQHGERIE"
     gene            35151..35609
                     /gene="nrdR"
                     /locus_tag="DSM_03456"
     CDS             35151..35609
                     /gene="nrdR"
                     /locus_tag="DSM_03456"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A8D0"
                     /codon_start=1
                     /transl_table=11
                     /product="Transcriptional repressor NrdR"
                     
/translation="MHCPFCNAADSKVIDSRLAAEGCQIRRRRECVSCGERFTTFESY
                     
EVVMPRVIKSNGKNEPFDEAKLRRSLMHALQKRPVTQEQIETVLSDIQLQIRRLGERD
                     VKSRTIGEIVMQSLFALDHVAYVRFASVYQDFQDVEAFRRQIEQMQQREH"
     gene            35625..36710
                     /gene="ribD"
                     /locus_tag="DSM_03457"
     CDS             35625..36710
                     /gene="ribD"
                     /locus_tag="DSM_03457"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P25539"
                     /codon_start=1
                     /transl_table=11
                     /product="Riboflavin biosynthesis protein RibD"
                     
/translation="MSELKQDQYWMQQAIELAKRGLYSTKPNPNVGCVIVKDDQLIGE
                     
GFHPKAGQPHAEVFALRQAGEQAQGATAYVTLEPCAHYGRTPPCAEALVKAQVKKVVV
                     
ACPDPNPLVAGKGVQILKNAGIEVEIGICEDLAAKLNQGFLKAMSTGMPYVRLKVASS
                     
LDGRTAMASGESKWITGSAARQDVQHWRAISGAVITGIDTVIADDCQLNVRSLHNIDI
                     
ETVAQPKRVILDRRGRLPLTAKILENPETVMVMGPYRQELADLGVIQLEIQPLKTLLQ



                     
TLSKQYQIYDVLIEAGATLSSAFLQEGLIDEMISYVAPTLLGQSARAMFNADFEYMAQ
                     QLRFKLLDVIQLDQDIRLRLIPTQEKV"
     gene            36707..37999
                     /gene="fokIM"
                     /locus_tag="DSM_03458"
     CDS             36707..37999
                     /gene="fokIM"
                     /locus_tag="DSM_03458"
                     /EC_number="2.1.1.72"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P14871"
                     /codon_start=1
                     /transl_table=11
                     /product="Modification methylase FokI"
                     
/translation="MNSEPSVYHKRRHAARTTDEYLFHQLVPYLGNKRRLLHLILEAL
                     
EITGTLNSKKKNPPIFADFFAGSGVVSRLARQNGYRVIANDWEPYSHALNHAILACVD
                     
APAFKELGGYQKAIDYLNRLPEVKGWVTHNLCPRNDDVYDPSRDRLFFKRRNGMRIDA
                     
IRQQIATWQAQGAINDVEMSALLAPLLYSASFVSNTSGVFKSFHQGWGGRTQTALERI
                     
ESLLWLTPSRFCEIGDRKRPAAEMWCVDAQHLANQMSGFEVDVAYLDPPYNQHAYSSN
                     
YHVLNALTLWDQVDLPPPDTKGYKSGIDRAWRKERPSPYNSSKHAKDAYEKLLSTINA
                     
RYILTSYSTDGNIEPKDLLMANLERGKVTLLTQDVPRYRVSKQRQSERARVLEFIVIT
                     DTHAKPGPPLRQLLGQLYHFAELGGVDTSGNSTQLALW"
     gene            38042..38701
                     /gene="ribE"
                     /locus_tag="DSM_03459"
     CDS             38042..38701
                     /gene="ribE"
                     /locus_tag="DSM_03459"
                     /EC_number="2.5.1.9"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P51961"
                     /codon_start=1
                     /transl_table=11
                     /product="Riboflavin synthase"
                     
/translation="MFTGIIESLGKVESLQSVGGDVRLRIQTDLDMSDVHLGDSIATN
                     
GICLTVIEWGDNWYAADVSRESLNRTTLGNWKVGQRVNVEKAMLPTTRFGGHIVSGHV
                     
DGVGEITLVREDARSIYFEVTAPVELAKYLAEKGSVTVDGISLTINHLRGNILSLNLI
                     
PHTAERTNIGTWQVGSKVNLEVDVLARYIERLLLGDKAAEQKTESNISMAFLAENGFL
                     K"
     gene            complement(38760..38978)
                     /locus_tag="DSM_03460"
     CDS             complement(38760..38978)
                     /locus_tag="DSM_03460"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDIPHQISTQIEQLNQGEQWTFSAQELYMSHNDFNSLSILLTRA
                     SEKGEFSITRTQHNKPWVGTHSVTLTKH"
     gene            complement(39109..39744)
                     /locus_tag="DSM_03461"
     CDS             complement(39109..39744)
                     /locus_tag="DSM_03461"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MALNVGQDFKKRWLNAPEAVRHAYQQDLARICDLLEPQTPIQLW
                     
VLNDEKAQLESQQNIEKAYADLKAELIEQARIRRQLALEKALADKRAKEAAYAAELQA
                     
DEVRKFSEQTEALQALRSHLEQEVAEHTARYQKNPETPAIDYSSGTKLSITDDQILSE
                     LESVRVRLELEAESLIEQAVTVFRAKLHAAAQEEIEYILKNSNFSDEKIEK"
     gene            complement(39786..40193)
                     /locus_tag="DSM_03462"
     CDS             complement(39786..40193)
                     /locus_tag="DSM_03462"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MAKVSFYLFETSEERQVDSACRLCRKILLKHSQIWWYCPDVQLQ
                     
QTLDEKLWSFDPTSFIAHGVDQVDAAVCISAKQPSEQGWLVFNFNNHALEQVNHFSHI
                     IEIVENNEAAKQIGREKFKMYRRLGIEPRTFKL"
     gene            complement(40186..41634)
                     /gene="pepA"
                     /locus_tag="DSM_03463"
     CDS             complement(40186..41634)
                     /gene="pepA"
                     /locus_tag="DSM_03463"
                     /EC_number="3.4.11.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O86436"
                     /codon_start=1
                     /transl_table=11
                     /product="Cytosol aminopeptidase"
                     
/translation="MKFTTYTTFPEQTSNESLWILVDSEQLQSNLNTYQINNLESILT
                     
ATQFKANFNETLPLFGQLSTQPHSQLLGLGKAAELQAAKLAKLAQTIIKSAQNKFKHI
                     
AIDIAALPVEYHYLFALSLTQAAYGYDEFKSKKNEFVLQQVDLISSQTNLDENQLALV
                     
HAVQSGQSYARDLGNRPGNICFPEYLAEQALALAAEFPDLLKVTVLNEQQMADLGMYA



                     
FLAVSKGSERPGRIVTLEYQAQLEQAPVVLVGKGVTFDTGGISLKPGLGMDEMKFDMC
                     
GAASVLGTIRALCEARLPIHVVGAIAAAENMPSGKATRPGDIVTTMSGQTVEILNTDA
                     
EGRLVLCDTLTYIKRFNPAVVIDIATLTGACVVALGKVLSGLFSPDDTLAAELQQAGE
                     
QSFDRVWRMPVIDDYQELLDSPFADIANIGGPHGGAITAACFLERFTRDYRWAHLDVA
                     GTAWLSGSAKGATGRPVPLLMQFLANRVSTNG"
     gene            41778..42878
                     /gene="lptF"
                     /locus_tag="DSM_03464"
     CDS             41778..42878
                     /gene="lptF"
                     /locus_tag="DSM_03464"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AF98"
                     /codon_start=1
                     /transl_table=11
                     /product="Lipopolysaccharide export system permease
                     protein LptF"
                     
/translation="MIIRRYLVKQVVSTSLVVIALLTLIMMGGRLIKYFGVAAQGRLD
                     
ASILFSIIGYRLPEFLTLILPLGFFIGLMLVFGRLYVDHEMAVLNGSGVSRHQLARLL
                     
IPMTLVYMVCQSVLMLWMTPWGLREFEKLTTTQAVRTGFDLVRPREFISSGPYTIYAG
                     
SLSEDRKNLKDIFFYQRAAKEGKPDVMILAKEATRVEVANDTANVVDLVQGRRYEIFP
                     
GQPKYTQAEFQSYRLRLENDKDVKFESGDVEALSTSKLFSKANDPVVRSELGWRLFGP
                     
FTIIIALMLSVALSEVSPRQGRYYRLIPSIFIFASLIVLMIAIKTRISKGELDIWAYP
                     VALLVYAIAAALFSRKQKLGPKIKKQIKRVKL"
     gene            42878..43948
                     /gene="lptG"
                     /locus_tag="DSM_03465"
     CDS             42878..43948
                     /gene="lptG"
                     /locus_tag="DSM_03465"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ADC6"
                     /codon_start=1
                     /transl_table=11
                     /product="Lipopolysaccharide export system permease
                     protein LptG"
                     
/translation="MLARRIVAKYVTKTTALAMFGTTIVLSVLQILFTYLGELGELKP
                     
DYNAWQAFIYVLWGAPRYLYEILPISALIGAVIGLGALASNSELIVMRSVGISLWRIV
                     
GWVMRSALLLIVLSFALSEWVVPYTNEKAQSVKSHRSVAALGEVKGYWSREGQRFIYI
                     
DYANSQGNLRDIQVVDFNKDYHLQSLINAEQGKFIQDGQWTLQKASQMDILTDGNSIL



                     
NNHDQQSLGLALQPKYVHMVTLDPEDLSPSQLISFMRYMDEYSQVPKTYQLAFWQKVA
                     
SPFSLITLVLVACSFIFGPLRQQSMGFRLVIALFIGLGFYYLQDFLGYASLVYAPSPA
                     WFVLMPIILMFGAGSYLLYRAR"
     gene            44074..45621
                     /gene="gpmI"
                     /locus_tag="DSM_03466"
     CDS             44074..45621
                     /gene="gpmI"
                     /locus_tag="DSM_03466"
                     /EC_number="5.4.2.12"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P52832"
                     /codon_start=1
                     /transl_table=11
                     /product="2,3-bisphosphoglycerate-independent
                     phosphoglycerate mutase"
                     
/translation="MTDATAGKIPHVLVIMDGVGHREAIEDNAFLAAKTPNLTAMKAK
                     
HPNSLISGSGEDVGLPDGQMGNSEVGHMNLGAGRVLYQDFTRITKDIRTGAFFEHEVL
                     
VDAVEKAKAAGGAVHIMGLLSEGGVHSHEDHIVAMCELALKRGAKVYLHAFLDGRDTP
                     
PRSAQPSLEKLDALFAQYEGKGRIATMIGRYFAMDRDNRWDRVEQAYRLLTEGEAVRT
                     
ATTAVEGLELAYAANENDEFVKATRIGEIAKVQDGDSVVFMNFRADRAREITRAFVEK
                     
DFAGFERKVVPNLSKFVMLTRYQASIDAPVAYMPEELKNSLGEYLSSLGKTQLRIAET
                     
EKYAHVTFFFSGGREDEYPGEKRILIPSPNVATYDLKPEMSAYEVTDELVKAINSGEY
                     
DLLVVNYANGDMVGHTGVFDAAVKAVEAVDTCLGRVYEAVMAKKGHMLITADHGNVEQ
                     
MQDYESGQVHTQHTTELVPFIYVGPTQATIAEGGVLADVAPTILNLMQIPVPAEMQGR
                     NLITLSA"
     gene            45637..46821
                     /locus_tag="DSM_03467"
     CDS             45637..46821
                     /locus_tag="DSM_03467"
                     /EC_number="3.4.21.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q7A5M9"
                     /codon_start=1
                     /transl_table=11
                     /product="putative CtpA-like serine protease"
                     
/translation="MLQHNIYKAFFVSVLMCCSQLTFAAPVVKEKLSPLHPDSPESEE
                     
SYAEVPIESIQQFVQIYGIVRDNYVDEKSDDALFLQAIKGLVSGLDRYSRYLSAEEYR
                     
QLIQYTEGDLASVDFVLSPESHVHKWMIRDLKTGSDSYKLGLRNGQTILKIDNQELKN
                     
LTHDQVLGLLYGSIGSTLQVQTEESNSPISLVRNKKIETDIEPVMLHNQVLVLKIRVF



                     
QQDTANEIKRLIEENSSSRLKAVLIDLRNNPGGLLSAAVESADLFLNHGIIVSTKSRS
                     
EGNQQFQALPGNDFQNIKVGILINHRSASAAEVFTAAMKEHQRAWVMGEKSYGKGVVQ
                     
KLFPLPSGAALQMTVSHYYTPNGNMIEGQGIQPNQTYPLPPEMKEEVYLDRVADLLLK
                     RK"
     gene            complement(46825..48246)
                     /gene="atoC"
                     /locus_tag="DSM_03468"
     CDS             complement(46825..48246)
                     /gene="atoC"
                     /locus_tag="DSM_03468"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q06065"
                     /codon_start=1
                     /transl_table=11
                     /product="Regulatory protein AtoC"
                     
/translation="MAEQQPLVLLVDDEEDLCLLMQMTLARMGIKTHLAYRVEQAKQL
                     
FTQFHYDACLTDLNLPDGSGLDLVKHVSQNYPNTPIAVLTAYGNMDIAIAALKAGAFD
                     
FVSKPVNQVHLDQLLQKALNRQKVEHDATENALENKLLIGRSLPIQQLRIAIKKIARS
                     
QAPVFVTGESGTGKEVVANLVHRLSNRSEGPFIAINCGAIPTELMESELFGHKKGSFT
                     
GATQDKQGLILSAHGGSLFLDEIAELPLSMQVKLLRAVQEKKIRPVGSDQEIDVDFRV
                     
ISASHQDLDLLVRQGKFRQDLFFRIHVMDLILPPLRERDEDVLLLANHFIQKICMEWE
                     
TPPKQLTEAAETYLLQQHFPGNVRELRNMIERAITLSEDATIDISHLHPAPLRANISN
                     
PFTSATQSIQTTVAAPQVVKKLPSEGLERYLENIEKDILLNALNMTHWNRTLAAKKLG
                     MTFRSLRYRLKKFGLDTETEQEV"
     gene            complement(48270..49838)
                     /gene="kinE"
                     /locus_tag="DSM_03469"
     CDS             complement(48270..49838)
                     /gene="kinE"
                     /locus_tag="DSM_03469"
                     /EC_number="2.7.13.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O31661"
                     /codon_start=1
                     /transl_table=11
                     /product="Sporulation kinase E"
                     
/translation="MQFPLNSSLSHTIFRLGTWYGLYRLIIAVSLNIILVLTDAQTDN
                     
SLQQPALYSYTLLGYSLLSLVQLLCFKFIATQATRQLILFFIVDIICLSLLTFSVGEP
                     
NLQLSLLYVIAIFTSAILLSARMSLLITLLAVIAVIYQRFVGSLFDYNNLNTIGNSAL
                     
LAFLFFVVHGIGQIAVQRFKLLEALTFHQSIELYQLQNINRYILEQIEEGYLVLDENY



                     
DIVVSNPAACSLLGIPPQFANEKYPLAKWHADLFEILKFGDLKEGDRFIFESRLSAYS
                     
INIKVQHLLVPQQTLTLLILQDAQQINQQAQQLKLAALGQLSASIAHEIRNPLAAIVQ
                     
ANELLKDSDPEQQNTLRHMIGKQTKRIDSIVQDTLGLARSERTHPIQIDVKHFIDTLL
                     
EEDLFDVKHSIQLKISDSSLKFLFDEKQLRQVMINLVRNALRHNAPDSPYITVNIHSQ
                     
TNKIYIDVIDYGEGVSKRDISQLFKPFFSTEINGTGLGLYLSHSFCEANHAKLTYVEQ
                     KQGACFRIECPIIY"
     gene            complement(49849..50484)
                     /gene="gacA"
                     /locus_tag="DSM_03470"
     CDS             complement(49849..50484)
                     /gene="gacA"
                     /locus_tag="DSM_03470"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P32967"
                     /codon_start=1
                     /transl_table=11
                     /product="Response regulator GacA"
                     
/translation="MITVLVVDDHELVRTGICRMLEDHADVEVIGQAESGEEAIAIVR
                     
QQHPQVVLLDVNMPGIGGVETTRRLLQTAPETKVIAVSGLAEEPYPSLLLKAGAKGYI
                     
TKGAPIAEMVRAINKVMQGGKYFSADIAEQLASSYLSDTQQSPFDSLSEREMQVAMMV
                     VNCISAQEIADKLFVSVKTVNTYRYRIFEKLGIDSDVKLTHLAIRYGLIKP"
     gene            50736..51743
                     /gene="pbpG"
                     /locus_tag="DSM_03471"
     CDS             50736..51743
                     /gene="pbpG"
                     /locus_tag="DSM_03471"
                     /EC_number="3.4.21.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFI5"
                     /codon_start=1
                     /transl_table=11
                     /product="D-alanyl-D-alanine endopeptidase"
                     
/translation="MSILLSLSSTSFAELVNNPSSGSTGTASLNWSAADASQLLNDED
                     
DEPTPQGSTSVTTTLRGSNAPRVITSAPKVAPIRDTVGYNAQPSVSARAALVMDAQTG
                     
EVLYSKNTNASVPIASITKLMTAVVTADARLNMSEEITLEQIDFAGAGGKNSSSTLRV
                     
GDKMNRAEVLLFALMKSENPAAAALARTYPGGRAAFVAAMNAKARALGMNATHYYEST
                     
GLDPRNVSSARDLGILASTASQYGLIRQFSTTPTYDFNLGYRVLKSNNTNALVRNGGW
                     
NINLSKTGYINEAGRCVVMHTTVNSRPAVIVLLGEPSTQARNNDATNLLGWLSNLPKR
                     I"
     gene            complement(51852..52991)



                     /gene="thrC"
                     /locus_tag="DSM_03472"
     CDS             complement(51852..52991)
                     /gene="thrC"
                     /locus_tag="DSM_03472"
                     /EC_number="4.2.3.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A0R220"
                     /codon_start=1
                     /transl_table=11
                     /product="Threonine synthase"
                     
/translation="MSNANRYTGLVDRYRDRLPVSATTRAISLGEGNTPLIKLENIPR
                     
IIGKDVEIYVKYEGLNPTGSFKDRGMTMAVTKAVEEGSKAIICASTGNTSAAAAAYAA
                     
RAGIKAFVLIPEGKIAMGKMAQAMMYGAITMQIRGNFDDGMRLVKEVADQAPVTIVNS
                     
INPYRLQGQKTIAYEIVEALGRAPDYHCLPVGNAGNITAHWMGYTEAVANQPADQFEQ
                     
VVYDAATDQFTGPKPEGLPTMVGYQASGAAPFLRGAPVEKPETVATAIRIGNPQSWNH
                     
AKAVVRDSKGWFDELQDSEILEAQRLLSMYEGVFVEPASAASIGGAIRDIKAGKITEG
                     SVIVCTVTGNGLKDPDTAIKQCADAVMLSIDATMDQVKDSILSNM"
     gene            complement(53047..54348)
                     /gene="hom_2"
                     /locus_tag="DSM_03473"
     CDS             complement(53047..54348)
                     /gene="hom_2"
                     /locus_tag="DSM_03473"
                     /EC_number="1.1.1.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P08499"
                     /codon_start=1
                     /transl_table=11
                     /product="Homoserine dehydrogenase"
                     
/translation="MKPVRLAILGLGTVGGGALKLLQENAAEIKRRTGREIQITHVGT
                     
RRPRPDLELEGIKQSADLLDIVRQPDVDVVVEVMGGIHPAYEIIMEAIKHGKQVVTAN
                     
KALLAEHGNELFKAAEDNAVQIAYEAAVAGGIPIIKVIREGLAANHIEWLAGIINGTG
                     
NFILTEMREKGRAFDDVLKEAQELGYAEADPTFDVEGIDAAHKLTILASCAFGIPLQF
                     
DKVYTEGISKITAQDVKYAEELGFRIKHLGIARRAEKGIELRVHPTLIPDEQLIANVN
                     
GVKNAVLVQANAVGPTLYYGAGAGAGPTASAVVADVIDIVRDISYTEDGAGTIPQLAF
                     
EALTNMPILSREEMTTGYYIRLNAEDQTGVLADVTTILSRAGISIDAIMQQSRLKDLI
                     PIVILTDPIVESKMDDALAQIQALPAIRGEIVRIRLESLDS"
     gene            complement(54593..55408)
                     /gene="dsbC_2"
                     /locus_tag="DSM_03474"
     CDS             complement(54593..55408)



                     /gene="dsbC_2"
                     /locus_tag="DSM_03474"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AEG6"
                     /codon_start=1
                     /transl_table=11
                     /product="Thiol:disulfide interchange protein DsbC"
                     
/translation="MSFTRSQIFLACALASSLLFSACSKENKPQKEDALTATAPATGE
                     
ASTIIERNAKQRLIETLQKQFKNANINVKILDIKPTEVPNLYWVNLEGMTSVYTTSDG
                     
KYLIQGDVIRLGGKELHNIGDSLQASENKKHLAALKNEDLIVYPAKGGKAKHVIYVFT
                     
DASCPYCHKLHEHLAEINEKGIEVRYIAWPRGEQFMPTMEAVWCSADRKAAFDQAVQG
                     
ISIPPAQCKNPVREQYQLGLNMGVNGTPAIYNVDGEYLGGYLTPDELIKRLDK"
     gene            complement(55555..56475)
                     /gene="xerD_2"
                     /locus_tag="DSM_03475"
     CDS             complement(55555..56475)
                     /gene="xerD_2"
                     /locus_tag="DSM_03475"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A8P8"
                     /codon_start=1
                     /transl_table=11
                     /product="Tyrosine recombinase XerD"
                     
/translation="MINKKPRIPSPVQIPEHLSFLQGFRDYLVAQTVSPHTRNAYLSD
                     
LIQCSELHKKNRLPDWTSDDISDVLIELTKVGKSPRSIARCLSALRQFYKFLREQKLR
                     
SDNPVATHHSPKIGRALPKDLSEEDVEALIQAPDITTALGLRDRAMFEVLYACGLRVS
                     
ELLNLRLELINLKQGYLRITGKGNKERLVPLGQYACDWVERYLNEARPQLYKSSTDYL
                     
FLTQHGGIMSRQNFWYAIKRYALQANIQAELSPHTLRHAFATHLLNHGADLRVVQMLL
                     GHSDLSTTQIYTHVAQVRMQQLHEKHHPRG"
     gene            56583..56882
                     /locus_tag="DSM_03476"
     CDS             56583..56882
                     /locus_tag="DSM_03476"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MYTSKKGLGSDAVRLSALKVKQAATITKVNRIEVESEQQDLVAI
                     
RLESLGFVPGTRVEVITKGVFGGDPILIQIGFTRFALRKAEAEKIEIQIEEGVPA"
     gene            56879..58732
                     /gene="feoB"
                     /locus_tag="DSM_03477"
     CDS             56879..58732



                     /gene="feoB"
                     /locus_tag="DSM_03477"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9PMQ9"
                     /codon_start=1
                     /transl_table=11
                     /product="Fe(2+) transporter FeoB"
                     
/translation="MSDALRIALVGNPNCGKTSLFNHLTGTRQKVANYAGVTVERKVG
                     
HFQLPSGRSVRVLDLPGTYSLNATSPDEAITRDVCLGKIAEEGQQDAFLCVVDATNLK
                     
LHLGLVLEMIELGRPILLVLNMMDEARRRGIQINTQKLSQRLGVPVVETVAVRNAGIE
                     
NLLHALDQEKYSVPQTELSGLTGTHHQKIDMIFKDVVHYVDQEDKRTDFLDRIFLHPV
                     
LGLLSLAIMMFIVFQAVFAWAAPFMDGIEGFFGWLGEVVGSVITQPLLHSLVVDGIIA
                     
GAGGVVVFLPQILILFFFILVLEESGYLPRAAFLLDKLMFQAGLSGRAFIPLLSSFAC
                     
AVPGIMATRSISDPRDRFTTIMVAPLMTCSARLPVYALLIAAFIPEKMVWGIFNLQGL
                     
VLFGLYMAGIVSALCVSFLMKFFQKDKSQHALLLELSSYRFPDLKSVGIGLLDRAKIF
                     
LKRVGGIIFALSILLWFLCTFPQPPEGATLPAIDYSFAGMLGHLIQPLFAPVGFNWQI
                     
CIALIPAMAAREVVVAALGTVYALSATDEDAVAQGLSHLISADGTGWSLATGLSLLVW
                     FIYAPHCLATLATVRRETGSWKHVAAMTTYLFGLAYFASFVTYQIASHYWG"
     gene            58753..59004
                     /locus_tag="DSM_03478"
     CDS             58753..59004
                     /locus_tag="DSM_03478"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLQYLIIAVLVIWSAVVVFKKVFPKTANSAFSALSVFCEKQGWA
                     TLAKWLKPKMTFGCAGGCGCSSEDKPTNTVQEIKPVKWQ"
     gene            59165..60511
                     /gene="murD"
                     /locus_tag="DSM_03479"
     CDS             59165..60511
                     /gene="murD"
                     /locus_tag="DSM_03479"
                     /EC_number="6.3.2.9"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HVZ9"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-N-acetylmuramoylalanine--D-glutamate 
ligase"
                     
/translation="MLIQRGGLKVVAGLGISGVSAVNFLHEQGYQVAVTDSRPTPPGH



                     
DQIPAGVKTSFGQLDQELLLQAEEIILSPGLAPQLPEIQAAIAKGISVVGDIQLLRRA
                     
TDVPIVAITGSNAKSTVTTLIGLMAKDAGKKVAVGGNLGRPALDLLKDQPELLVLELS
                     
SFQLETTSHLNAEVAVVLNMSEDHLDRHGNMLGYHQAKHRIFQGAKKVVFNRDDALSR
                     
PLVPDTTPMQSFGLNAPDLNQYGVLRDADGTLWLARGLQRLIKSSDLYIQGMHNVANA
                     
LACLALGEAIGLPMESMLETLKQFKGLEHRCEYVKTVHDVRYYNDSKGTNVGATLAAI
                     
DGLGAAIEVKKGKVALILGGQGKGQDFSPLRSSIEKYAKVVVLIGEDAPVIEQAIQGA
                     
TKILHAATLKEAVELCQRETQAEDVVLLSPACASFDMFKSYNDRGQQFVACVNSLV"
     gene            60536..61732
                     /gene="ftsW"
                     /locus_tag="DSM_03480"
     CDS             60536..61732
                     /gene="ftsW"
                     /locus_tag="DSM_03480"
                     /EC_number="2.4.1.129"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABG4"
                     /codon_start=1
                     /transl_table=11
                     /product="putative peptidoglycan glycosyltransferase 
FtsW"
                     
/translation="MAGLAQTTIQKINHWYERILPKWPAEVTPRNVLIFCVVALLCIG
                     
SVMVASASMPYAEYMHENPFHYVIRHGISIVAAGVVAYLTYRISLNTWFKNTFPLWLL
                     
TMVLLLAALAVGSEVNGSTRWIKIGGFTLQPTEVAKVMMAIFTADYVVRRAKEVRTHW
                     
KGLLRLSGVMAITVGLIIAEPDLGATVVIVMMMVGVFFLAGAPPTQFLIMLGAIVTGI
                     
VFLILFEPYRFQRLISFTDPWADPLGVGYQLSNALMAFGRGEWFGTGLGHSVQKLSYL
                     
PEAHTDFMLAVLGEEFGFFGISIVIGLSFLMLACCIKIGHRALKHHYLRAGYLAYGIS
                     
IIFLLQILVNAGMNMGLMPTKGLTLPFISYGGTSLMMCAAMISLILKIDASTQEVNPE
                     REESNF"
     gene            complement(61782..62714)
                     /gene="gluQ"
                     /locus_tag="DSM_03481"
     CDS             complement(61782..62714)
                     /gene="gluQ"
                     /locus_tag="DSM_03481"
                     /EC_number="6.1.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P27305"
                     /codon_start=1
                     /transl_table=11
                     /product="Glutamyl-Q tRNA(Asp) synthetase"



                     
/translation="MTVKNSPAELSSALANQRNDVPLIRYSGRFAPSPTGPLHFGSLI
                     
TAVASYCDARAHQGRWFVRVEDTDIPRIYPGSEDHILASLEAFQFDPDAEIIFQKDRL
                     
DIYESVLDQLKKEGLVYACQCTRKMLGSNAIYAGTCRDLHLDFQHQAIRVKVQDQPIC
                     
FDDRLQGIHCSNLEHDLGDFVLKRRDGIINYQLAVVVDDYLQGITHVVRGADLLDNTE
                     
RQIWLGQLLGYPKLSYMHLPLAMNDQGQKLSKQNLAHALDLTKAPELLQQAIQALGQP
                     NVDLDRPEVMLKQAVTQWNVDLIPHGQQLCGTYL"
     gene            complement(62717..63253)
                     /gene="dksA"
                     /locus_tag="DSM_03482"
     CDS             complement(62717..63253)
                     /gene="dksA"
                     /locus_tag="DSM_03482"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABS1"
                     /codon_start=1
                     /transl_table=11
                     /product="RNA polymerase-binding transcription 
factor
                     DksA"
                     
/translation="MANDNHNQVLDEHTEVVVEGDKASAKRARKVKPKTSDVGSTASL
                     
FGIAPYQPKKNEEYMSEGQLEHFRQILQAWKAELMSEVDRTLNTMQDESTALPDVNDR
                     
ATQEEEFAIELRTRDRERKLIRKIEQSLEAIKNEDYGFCETCGIEIGLRRLEARPTAT
                     LCIDCKTLAEIKEKQNNG"
     gene            complement(63464..64276)
                     /gene="cpdA_2"
                     /locus_tag="DSM_03483"
     CDS             complement(63464..64276)
                     /gene="cpdA_2"
                     /locus_tag="DSM_03483"
                     /EC_number="3.1.4.53"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:D4P095"
                     /codon_start=1
                     /transl_table=11
                     /product="3',5'-cyclic adenosine monophosphate
                     phosphodiesterase CpdA"
                     
/translation="MTFQVSTLSQKNHVIIQITDTHLLEYPQLEFVGMNPEESFHAII
                     
QQILKQHPEADAIIHTGDLAQAPTPITYKRYINFMQTLGLPFFQTLGNHDNVDHFPLH
                     
NENHQQPVVVGLGNWRVIMLNSAVKGKVDGHLSSEQLENLANLLEQFADHPVLLACHH
                     
HPFAMKSKWIDHHKLQNSNALLDTLSPFQNVKALVCGHVHQDSLNIWQGIEFFSTPST
                     
SVQFKPFSNDFALDQNAPGYRYIRLNNDGSFETKVFRLENFKTRINTDISGY"
     gene            complement(64281..64907)



                     /gene="nudF"
                     /locus_tag="DSM_03484"
     CDS             complement(64281..64907)
                     /gene="nudF"
                     /locus_tag="DSM_03484"
                     /EC_number="3.6.1.13"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q93K97"
                     /codon_start=1
                     /transl_table=11
                     /product="ADP-ribose pyrophosphatase"
                     
/translation="MSIVERPSYTSKDVEVTSREPLFSGFIQVEKVSLRHRLFNQSEY
                     
TPVLQRELVHRPEAAGVLLYNDQKQQFALIEQFRVGALDDSHSPWQLEIIAGVLDGNE
                     
SPESCIRRESLEESGCEVQDLEHLFSFYPSAGACSELFHLYVAETNLPAVGGVFGVDN
                     EGENIQLHLFSYSEIQTLLDSGRLRNAPVIMALQWLAQHSKTIINPKR"
     gene            complement(64983..66860)
                     /gene="thiC"
                     /locus_tag="DSM_03485"
     CDS             complement(64983..66860)
                     /gene="thiC"
                     /locus_tag="DSM_03485"
                     /EC_number="4.1.99.17"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9L9I7"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphomethylpyrimidine synthase"
                     
/translation="MNQLTNLSSAEISAQHEQDAKDLTRILPASKKVYIEGSRPDIQV
                     
PMREISLTDTPTGLGGEHNPPIMVYDTSGVYTDPNVQIDLNKGLPSVRQKWIEERNDT
                     
DVLSGLTSKFGQERLKDIRTADIRFAHIQNPRRAKAGKNVTQMHYAKQGIITPEMEYI
                     
AIRENQRQREAVDMRQHPGQNFGAKNLKEITPEFVRQEVAEGRAIIPANINHPELEPM
                     
IIGRNFLVKINANIGNSALGSSIDEEVAKMTWATRWGADTIMDLSTGKNIHETREWII
                     
RNSPVPIGTVPIYQALEKVDGVAENLTWEIFKDTLIEQAEQGVDYFTIHAGVLLRYVP
                     
LTANRLTGIVSRGGSIMAQWCLAHHEENFLYTHFDEICEIMKAYDVSFSLGDGLRPGC
                     
IQDANDEAQFSELKTLGELTHRAWEHDVQVMIEGPGHVPMHMIKENMDLQLEVCKEAP
                     
FYTLGPLTTDIAPGYDHITSAIGAAMIGWYGTAMLCYVTPKEHLGLPNKKDVKDGIIT
                     
YKIAAHAADLAKGHPGAQVRDNALSKARFEFRWDDQFNLSLDPDTARSMHDETLPKEA
                     
HKSAHFCSMCGPKFCSMKITQNVRDYANNLTNSDSEVEEGLKAMKEVYQEQGQKLYHK
                     V"
     gene            complement(67119..68183)
                     /locus_tag="DSM_03486"



     CDS             complement(67119..68183)
                     /locus_tag="DSM_03486"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MMSMCGALLLTGCNKTSQQDQTVSKEQKSTAQKATEQRDSSCLQ
                     
IMVAMHTINQNSKIEDLNQINEKIKTCVPSLKNEEQLKLIEASTAMYQRFLKQDYTEK
                     
TGRAFEAFGYAVLEQKQDLKKAMQSQKKLFAQLSPRDQYLLQHEDQAYIDLLYQGEGM
                     
FTYRRQPNYLVDVFSKALPADQKEFLSRMAKDNQDIFYNDGALAVSWKELTERALFWE
                     
KFIQKYPKSYFINDAKLLFNEYRYFIFFGLDNTPVSNEYAPNTWFDPDALQQIRFLST
                     
QSQSSLAKPAQQFLKFIATPVDERNKQFKIDLTDENGQKKSTYQIVHEQLEQLLKFDS
                     PWNTEVYRDCHIDAVCIDTN"
     gene            68309..68890
                     /locus_tag="DSM_03487"
     CDS             68309..68890
                     /locus_tag="DSM_03487"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNDRTARQKILDAAATLFYNDGITATGINTVTAKADVAKMSLYN
                     
NFSSKGELVDAYIAARHQEWLDLYQKRLEKTKTAKEAILAVFDAYQDHAEFAYEKGFR
                     
GCGLLNAAAEFPANSSERSSVKQHKEEVEAIVAEHLNRLLKDSQRVSYIASQLSFLLE
                     GSMARAGLEGNSRQLQLARQMAEDILDRECQHD"
     gene            68883..69788
                     /locus_tag="DSM_03488"
     CDS             68883..69788
                     /locus_tag="DSM_03488"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MISLIKNSSYGGTIAILVASFLWGTTGTAAAFAPTLGPLAIGAV
                     
AMGGGGLLQALIASQAIREHRQFIGRNISIILLGVVAVGIYPLAFYSSMHYAGITIGT
                     
VVSIGSAPLIAAVLERFFDRKVLSKTWFLSFVLGVVGVSLLSMGESHAAQESTNEWNK
                     
IFGIFLGLVAGATYSLYSWAAKRLIDRGIAAKAAMGMIMGGGAVILLPTLLITGGGLL
                     
QSSTNLLVAGYMMLIPMFLGYLLFGFGLKTVNASKATTLTLFEPLVAAIFAIVLVGES
                     VSWIGWAGMFLIFICILMLSKPENT"
     gene            69869..71215
                     /gene="tolC_2"



                     /locus_tag="DSM_03489"
     CDS             69869..71215
                     /gene="tolC_2"
                     /locus_tag="DSM_03489"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P02930"
                     /codon_start=1
                     /transl_table=11
                     /product="Outer membrane protein TolC"
                     
/translation="MKIKLMLVAGLWSFTSSSFALDLVETYERAKLNDPTWQANQQQF
                     
EADQLNLGLATGALLPTVTLSGNITRNRQTVKRSNFPGVDQEGLSDALVSNTSTTKQA
                     
TLSARQPLFRMDAWEGYKQVKTSVALSEITLKLQKQDHVLNVAEAYFNVLRQQALTAA
                     
YLQEEKALLEQLNMMNAKLKEGLVARSDVSEANAQYQNARANRIATNVQLLLAQEQLS
                     
EYIGPYQDRLAVLRSDFIFQKPYPAQLDEWLGLAQQQNLKIQQARLQKRYAEDQRRVE
                     
KAALYPQIDAVASYGYTKQTPETLISTDGKFDQVGVEMNWNLFNGGRTRTSIKKASVE
                     
LNKAQAQLDAAIRRANVDVKSAFMQVDTDRAKLEARKAAMDSSALVSQASKASYNEGL
                     
KSMVDVLLAQRNAFSAKQDYLNAQYDYLLNVLRLKAAVGQLGEKDLVELNSWLTYQ"
     gene            71323..72045
                     /gene="phoU"
                     /locus_tag="DSM_03490"
     CDS             71323..72045
                     /gene="phoU"
                     /locus_tag="DSM_03490"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q51547"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphate-specific transport system 
accessory
                     protein PhoU"
                     
/translation="MSPSNPVLSHHISSQFNEDLQDVNTKFMTMGGLVEQQVANAIHS
                     
LLDTDANLAIDVQFKDNAVNQYERDIDEGLTLILARRHPAAIDLRMVIAMSKANTDLE
                     
RIGDEAAKIARIAQNLCEEGGSPRGYMETRHIGNQVRVMIHDALDAFARLDADQALRV
                     
LLADADIDREYQSATRTLMTYMIEDPRHIARVINVMWVLRSLERIGDHARNIAEQVIY
                     MAKGFDARHTKIEEIEAKVHEK"
     gene            complement(72360..72629)
                     /locus_tag="DSM_03491"
     CDS             complement(72360..72629)
                     /locus_tag="DSM_03491"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HU36"
                     /codon_start=1
                     /transl_table=11



                     /product="putative Fe(2+)-trafficking protein"
                     
/translation="MSRQVFCRKYQKEMEGLDFAPFPGAKGQEFFENVSKQAWQEWLQ
                     HQTTLINEKRLNVFEPEAKKFLEEQREKFFNNDESVEKAEGWKPE"
     gene            complement(72639..74018)
                     /gene="argH"
                     /locus_tag="DSM_03492"
     CDS             complement(72639..74018)
                     /gene="argH"
                     /locus_tag="DSM_03492"
                     /EC_number="4.3.2.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9LAE5"
                     /codon_start=1
                     /transl_table=11
                     /product="Argininosuccinate lyase"
                     
/translation="MWGGRFSEATDAFVAEFTASVQFDQRFYKQDIAGSIAHATMLAK
                     
VGVLTEAERDDIIEGLSTIRAEIEAGTFEWRIDLEDVHMNIESRLTQRIGITGKKLHT
                     
GRSRNDQVATDIRLYLRDEIDDILGLLERLQKGLLGLAAKNVNTIMPGFTHLQTAQPV
                     
TFGHHLLAWFEMLVRDTERLQDCRKRVNRMPLGSAALAGTTYPIDRAYTAELLGFEAV
                     
SENSLDAVSDRDFAIEFNAAASLIMMHLSRMSEELILWTSAQFKFVNIPDRFCTGSSI
                     
MPQKKNPDVPELIRGKSGRVFGDLISLLTLMKGQPLAYNKDNQEDKEPLFDAIDTVRG
                     
SLMAFADMIPALVPNVEIMREAALRGFSTATDLADYLVKKGVAFRDAHEIVGKAVALG
                     
VAEEKDLSELTLEQLQQFSDLITADVFDKALTLEASVNARDHIGGTSPKQVEAAIARA
                     HKRLEQLYA"
     gene            74063..75202
                     /gene="ypdA"
                     /locus_tag="DSM_03493"
     CDS             74063..75202
                     /gene="ypdA"
                     /locus_tag="DSM_03493"
                     /EC_number="2.7.13.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AA93"
                     /codon_start=1
                     /transl_table=11
                     /product="Sensor histidine kinase YpdA"
                     
/translation="MWSWWLSKIKKSISLAEAQQTKLFSTAYRNQNSSYFFTKIDRWQ
                     
HLLELIIASNVLALVLALAEAQSWHALNGSRLLQYIVFINWVILSFFALVEHFQDFFS
                     
QLQQKYALIIGFVMLQAIVVVTTIISNFFQFGVLKKTSVIAQDWSIYFTNVPLYLSYG
                     
ILLGAFCLRYLYVREQWLHQQYAELNARIQAMQARIHPHFLFNSLNNVVSLITIDPDK
                     
AESMLISLSRLFRASFQELKLVSLHEEIGLSKQYLMIEQIRLGERLKVEWKVEIEPLQ



                     
LKQVTIPLLTLQPLLENSIFHGVEPMMGKATIGVLVEILQNQVSIVITNPYTHDTINS
                     RKGHGIALENVKQRLKAYYGNSVRFQVYKGEALYTTIMSYQYQSK"
     gene            75263..76003
                     /gene="btsR"
                     /locus_tag="DSM_03494"
     CDS             75263..76003
                     /gene="btsR"
                     /locus_tag="DSM_03494"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFT5"
                     /codon_start=1
                     /transl_table=11
                     /product="Transcriptional regulatory protein BtsR"
                     
/translation="MKVLICDDEPLAVERLSRLVSKMGHEVVAAAHHGQDALEQARLH
                     
HPDVILLDIQMPGMNGLVCAEQLSQLNPRPAIVFCTAYDQHALEAFKSQAQAYLLKPI
                     
DPQELEQTFKQLTQLTQAQLSALPKPELLQDLKTQRHQIAAKTYRGVELIPVENIYYF
                     
LADQKYVTVRHKNGSVLIDETLKELETEFADQFIRIHRNALVSITYLDGLELVSSGQY
                     QVRLRGLDERLSVSRRHLSTLRERIHQL"
     gene            76092..77021
                     /gene="hemC"
                     /locus_tag="DSM_03495"
     CDS             76092..77021
                     /gene="hemC"
                     /locus_tag="DSM_03495"
                     /EC_number="2.5.1.61"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P06983"
                     /codon_start=1
                     /transl_table=11
                     /product="Porphobilinogen deaminase"
                     
/translation="MLEFMKTLKIATRQSPLALWQAEHIRARLQELHPDLTVELVKFV
                     
TQGDKILDTPLAKIGGKGLFVKELEAALLDGRADLAVHSMKDVPMALPEGLTLAVICE
                     
REDPLDAFVSNQFEKFADLPQGAKVGTSSLRRKSQILKQRPDLQIIDLRGNVGTRLAK
                     
LDDGQYDAIILASAGLKRLGLAERIRHCIEPSVSLPAVGQGALGLECRADDQEVLALI
                     
QPLLHPETDVCVRAERAFNAYLEGGCQVPIAGYATLQDGKIHIEGRVGSVDGQTLLRA
                     ELTDEANNAQQLGENLARNLLDQGAGDLLKALY"
     gene            77026..77793
                     /gene="hemD"
                     /locus_tag="DSM_03496"
     CDS             77026..77793
                     /gene="hemD"
                     /locus_tag="DSM_03496"
                     /EC_number="4.2.1.75"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P48246"



                     /codon_start=1
                     /transl_table=11
                     /product="Uroporphyrinogen-III synthase"
                     
/translation="MLFINTRPDSRAAELTHALQKKGFQVESLPLLELVAQPFSESLS
                     
QLYQQLTGAQAIVVVSPTAVDVGMQYLTQSGLKIDELKHIQWIAVGQATANRLHDYGI
                     
EAHVPEVETSEGMLNLPLLHRMQKSGSVAFWRGEGGRQFMMETLQQQGIQILNFVLYR
                     
RQCPQASYSTFKHLTQNSNYNLDKWLVLITSEASWKYWLELCLKNKAQPDCVYLVLGP
                     RLFQLVKDYRDQQQAHFHIIQLENLSPSGMIHHIQAL"
     gene            77802..78641
                     /locus_tag="DSM_03497"
     CDS             77802..78641
                     /locus_tag="DSM_03497"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRKLVSIIILLGIAWVAKLSYDMWQISRTVPELQQSLLQSEQQY
                     
ANLNDQLVALQRQIQNQPSHNSKTTPLATTEVVQTGIAPTVLIKQKLELIQFAIDQQQ
                     
FIYAVDHLTQLQQTLPQYGIAPALQHSLNQALEQDKQAIQQFVLAQNQRHQLIDDLLQ
                     
NIDKNIQQALKQPKFEMDQSEAVSWWKKWFRIEKVETPSINLMNRSVVLKEVQLRLLI
                     
AEQALNQGKMAEYQNELQTVMQKLNELPDATSQQLKNRIAKVAHLSVVPVPKLSILGL
                     IGS"
     gene            78651..79844
                     /locus_tag="DSM_03498"
     CDS             78651..79844
                     /locus_tag="DSM_03498"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKHLLWVYFLISLVLFAALALFSYGYGMGYVYIYWRQLQLQTNV
                     
WGLVLTFVVMSFIAQVIWLWIKRYSSREQRKRENIFQFKNLHPYEQLGIVWLLEAAED
                     
QRVFIERVFTQSGLLKNIIDAKFLVLSGDYQKALEALDQSPPMAFELAELQRIEIFLA
                     
QNEAERALTHLEFLYQHQLSPWLEEIETAYQQRLTALWGQLALQQPWVYLRSMKYGLL
                     
DAEHRDLWLQQLLQQFDQASIDDLQALQQRYLDLESEIQTRPYSSKLLWLKLLARMPE
                     
MSIQHEALTLHLLKEQFDPDVFYLWFQQQLLKQVPDYADVEEKINQFESQYMNLPVLT
                     
FAKWHVYMATGRQAEAEILLSLYPDNILMSYLRIKSTLKEDDELIKQLNLIFENDANF
                     LKFKI"
     gene            79979..80293



                     /locus_tag="DSM_03499"
     CDS             79979..80293
                     /locus_tag="DSM_03499"
                     /EC_number="3.1.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O67466"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative esterase"
                     
/translation="MENVNILTPNIYTVVASSQCKYLKPVFYPDVLKVGVRVEELRKS
                     
AFRMAYILWSESQQQIVATGEAVMVCVNKMTGLKCEIPSEVKSKIIELEKSVGHDLIH
                     LA"
     gene            80488..80814
                     /gene="hvrA"
                     /locus_tag="DSM_03500"
     CDS             80488..80814
                     /gene="hvrA"
                     /locus_tag="DSM_03500"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P42505"
                     /codon_start=1
                     /transl_table=11
                     /product="Trans-acting regulatory protein HvrA"
                     
/translation="MKPDISELSVEELKRLQEEAEALIASKKDQAIEDAYNQIIEIAE
                     
NVGFSVEQLLEFGAQKRKKTTRKSVEPRYRNKNNAEETWTGRGKQPRWLVAEIEKGAK
                     LEDFLI"
     gene            81147..81890
                     /locus_tag="DSM_03501"
     CDS             81147..81890
                     /locus_tag="DSM_03501"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKKSKQWKWWFFALIAFLIFIILQIPATWLISKFSKNNQTVHN
                     
VSGNIWQGQADWHRGALRGTIHWKTRPLDLLLLRFAADVDIHSGNTQLTGIMAYGFGK
                     
KVIVRDMNGQIAPETLKQIVNWQWPVNSIQLKDIQFNYKKEQGFAAVDGQLHWGGGAL
                     
IYNIGDRQDRMNMPSLSGQLTDQNGQLQVDIRDQRNQKMANLLLDANMMLDVQLTQRL
                     LLNVPSYDGKAGLDTFVISSRQPLLQGGN"
     gene            81890..82726
                     /locus_tag="DSM_03502"
     CDS             81890..82726
                     /locus_tag="DSM_03502"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MKVWIDKLQQLQWQKLDRLSVVVLAILILWLCWKLASFFWLVIA
                     
PPQLMQFDRVELGSQQPQIPNISTFSLFNEPSANAAQESVNLELQGVMVGYPNRFSSA
                     
VIKIDNTAERYRVGETIGSTSYQLAEVYWDHVVLSQGNGSTRELQFKGLPNGLYQPMT
                     
PDASQQSATPSQPTEPMNTAQQALGQAIQQMQGNREQYLRDMGVSGNSGEGYEVTERT
                     
PTALRNKLGLRPGDRIVSLNGQTVGQGQTDVQLLEQARRAGQVKIEIKRGDQVMTIQQ
                     NF"
     gene            82768..85038
                     /gene="xcpQ"
                     /locus_tag="DSM_03503"
     CDS             82768..85038
                     /gene="xcpQ"
                     /locus_tag="DSM_03503"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P35818"
                     /codon_start=1
                     /transl_table=11
                     /product="Type II secretion system protein D"
                     
/translation="MALLNHQRPLWALLAAAPLIATVSSSAYAQTWKINLRDADLTAF
                     
INEVADITGKNFAVDPRVRGNVTVISNKPLNKDEVYDLFLGVLNVNGVVAIPSGNTIK
                     
LVPDSNVKNSGIPYDSRNRVRGDQIVTRVIWLENTNPNDLIPALRPLMPQFAHMAAIA
                     
GTNALIVSDRAANIYQLENIIRNLDGTGQNDIEAITLQSSQAEEIITQLEAMSATGAS
                     
KDFSGARIRIIADNRTNRILIKGDPQTRKRIRHMIEMLDVPSADRLGGLKVFRLKYAS
                     
AKNLSEILQGLVTGQAVSSSNNSNNSSNSSNPINSLIGNNQNSGSNTSGSSGTSISTP
                     
AINLNGNSNSSNQNNITSFNQNGVSIIADNAQNSLVVKADPQLMREIESAIQQLDVRR
                     
QQVLIEAAIIEVSGKDADQLGVQWALGDINSGIGLINFTNAGSSLASLAAGYLTGGAA
                     
GLGSAIGAGSSIALGKYKEGADGSRQLYGALIQALKENTASNLLSTPSIVTMDNEEAY
                     
IVVGQNVPFVTGSVTTNSTGINPYTTVERKDVGVTLKVIPHIGENGTVRLEIEQEVSN
                     
VQASKGQAADLITNKRAIKTAVLAEHGQTVVLGGLVSDDVEFNRQGIPGLSSIPYLGR
                     
LFRSDTRSNTKRNLLVFIHPTIVGDANDVRRLSQQRYNQLYSLQLAMDKNGNFAKLPE
                     
QVDDIYNQKMTPPSIASKPKNYQQVPSGGKSSTITTPVAVEPTVQKQTLQLPDPEINR
                     TKNTVTTTTLRPSTAP"
     gene            85079..85708
                     /gene="fhaA"
                     /locus_tag="DSM_03504"
     CDS             85079..85708
                     /gene="fhaA"
                     /locus_tag="DSM_03504"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P71590"
                     /codon_start=1
                     /transl_table=11
                     /product="FHA domain-containing protein FhaA"
                     
/translation="MTWKLQAITGEFTGQEINVDRDMLVGRHQDADLLLQAAEISRRH
                     
AALLLKDQALWVQDLNSSNGTFVNDIRIEQEKQLHDGDIVQFASLKFSVFAPAQENTD
                     
LPEIEVEPVQTAPIQDLSDQGMPSIAERAAETEVSRDGMPQRVSVPKPAPIPEGVDIH
                     AQPEQTPVAIEEPVSRVTEEKEQQKNASIGLVTIIILVILAVLAWLFFK"
     gene            85774..86442
                     /gene="gph"
                     /locus_tag="DSM_03505"
     CDS             85774..86442
                     /gene="gph"
                     /locus_tag="DSM_03505"
                     /EC_number="3.1.3.18"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P32662"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphoglycolate phosphatase"
                     
/translation="MSVAQLSKRDLILFDLDGTLVDSAADLYRSMNLSLQSLSWPLVT
                     
EAQIREWVGKGASKLCESVLLHIFGKLDVEQHEVLLQKFVEVYGAELCVNTQIYPGVP
                     
EFLKHCQTLNIKMACVTNKPVKLAQGLLDALELSSYFQVVLGGDSLPERKPHPLPLLH
                     
CMESLKISASQSLMIGDSSNDIEAARRAGIDCIVVSYGYNHGENIYDCQPQQVVDSLA
                     ELIV"
     gene            86551..88044
                     /gene="trpE"
                     /locus_tag="DSM_03506"
     CDS             86551..88044
                     /gene="trpE"
                     /locus_tag="DSM_03506"
                     /EC_number="4.1.3.27"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P20580"
                     /codon_start=1
                     /transl_table=11
                     /product="Anthranilate synthase component 1"
                     
/translation="MTTLAQFEQLKAAGYNTIPVYRQRLADTETPLSVFARFKDQTQA
                     
YLFESVEGGENWARYSMIGLGETTVFSCNAGVLSIQHANGSVTQQNCLDPFQYIREFQ
                     
KQFKVPTAKLLPDLPSFTGGLVGYLGYDAVRYIEPRLKNVPAADPITLPDLWLMLSKT
                     
VIVFDNLKDTLFLIVHADTEQSNAYEDAQQKLDQLEQLLATPVSLQARPHTPPHFESI
                     
TGKAKFLETVEKVKEYIRAGDVMQVVPGQRMVSDFDGEALQVYRALRHLNPSPYLFLV



                     
QGQTITDKKPFHIVGSSPEILSRLENGIATVRPLAGTRPRGKTKEEDIALEKDLLSDE
                     
KEIAEHLMLIDLGRNDVGRVSKIGKVQVTDQMVIERYSHVMHIVSNVQGEVRDDIDAL
                     
DVFKATFPAGTLSGAPKIRAMEIIDEVEPVKRGVFGGAVGYLGWHGEMDMSIAIRTCV
                     IRDKKVYVQAGAGLVADSNPESEWNETQIKARAVIKAVELSSNGLIL"
     gene            88143..88218
                     /locus_tag="DSM_03507"
     tRNA            88143..88218
                     /locus_tag="DSM_03507"
                     /product="tRNA-Thr"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Thr(tgt)"
     gene            88275..88358
                     /locus_tag="DSM_03508"
     tRNA            88275..88358
                     /locus_tag="DSM_03508"
                     /product="tRNA-Tyr"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Tyr(gta)"
     gene            88396..88471
                     /locus_tag="DSM_03509"
     tRNA            88396..88471
                     /locus_tag="DSM_03509"
                     /product="tRNA-Gly"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Gly(tcc)"
     gene            88485..88559
                     /locus_tag="DSM_03510"
     tRNA            88485..88559
                     /locus_tag="DSM_03510"
                     /product="tRNA-Thr"
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ORIGIN      
        1 cgctgatggt agtgtgggat tacccatgtg agagtaagtc atcgccagct 
cattattcta
       61 aacaccccaa tctcaaaaga ggttggggtg tttttttata tgggaaagca 
atcaataaag
      121 aattattaaa actaaaataa tggaataaag aataatttca taatattcca 
atatttgctt
      181 aatctataaa tagttcaaat tgagttttca tctatgcagt tcaaaattat 
cgcagcccaa
      241 gatctagata gaaatcaacg tcatcagatt gctgagttat gtttttctgc 
ttttgatgaa
      301 gatccttgga ctcaatatgc ttttatgcaa aaagctattc atgtcgctgg 
tatattaaac
      361 aatcaaattg tctcacatgc cttatggacg gatagagttt ttaccataaa 
tggtagttcc
      421 gatgtgaaaa ctgcttatgt agagtatgtg accactgatt acacgatgag 
aggtaagggg
      481 cttgcatcac aattattaaa atatttagta gacacattaa ctcatctgga 
atatgggctt



      541 gctgcattac aaccagaaga tgaagcattt tatgaaaaat taggatggac 
tgtttggaaa
      601 ggaaatttat ctatcaaaca aaacactttc agttatctaa cggatgagta 
tgaaattatg
      661 ctatattctt taaatattca gatgaaagac cagctatcaa atagttcaga 
agaggacact
      721 atttgtgcag attggcgaga aggtgaactt tggtagtaat tatacttggg 
ctttaatgct
      781 gcagcgaaag tttactttgg attggatact atatatttta agtatttgat 
tttactattt
      841 ttatatcttt ttatttttaa tgtaaattcc attttttatt ttacttcact 
ttttctactt
      901 tcctgtttaa ctgacaagcc tataatgatt cagaatcatt ccaaatctaa 
taaggatata
      961 acatgtctac tgatccacaa ttcccaacac ccaataattt aggtatcgca 
gtttattcaa
     1021 ataatgccga agctattggt aatacacctt tagtacgtat taaccgtttg 
attaaaacgg
     1081 gcgcaaccgt tttagccaaa gtagaaagtc gtaacccagc tttttctgtg 
aaatgtcgta
     1141 tcggggcggc gcttattgca gatgcggaaa aacgtggtgt gctaaaagaa 
ggcatgcata
     1201 ttgttgaacc aaccagtggt aatactggta ttgctttggc gttcgtagcg 
gcggcaaaag
     1261 gttattccat tactttaact atgcctgcaa gcatgagcct tgagcgtaga 
aaagtgttaa
     1321 aagcactcgg tgctaattta gtcctaaccg aaccagcgaa gggaatgaaa 
ggtgcagttg
     1381 atgaagctgt gcgattagca actgaacagc cagaaattta tttcttgcca 
caacagtttg
     1441 aaaacccagc taatccacaa attcatgttg atacaactgg accagaaatc 
tggcaagcaa
     1501 caggtgggca agttgatatc ttggtagctg gtgtaggtac aggaggtacg 
attacgggta
     1561 tttctcgtta ttttgaacaa gttcagaata agccattgta ctcagtagca 
gttgaacctg
     1621 ctgagtctcc aattattact caaacaaaaa aaggtgagaa cattacacca 
gcaccgcata
     1681 aaattcaggg aattggagca aactttattc caaagaatct tgatttagat 
ctggttgatg
     1741 aagtcttacc agtgagtagt gaagaagcaa ttcaatgggc gagaaattgt 
gccacccaag
     1801 aaggtatttt agtgggtatt tcaagtggtg ctgcattggc agcagcggct 
aaaattgcag
     1861 aacgtcctga aaatgcaggt aaaacaattg ttgttattct tccagatagt 
ggggaacgct
     1921 atttatcttc tgttttattt gaaggtttat ttgacgaata aaattaatcg 
tataaaaaag
     1981 cccatgaata aatgggcttt tttatttaat cttaatttat aaagcacttt 
ttaaagtttt
     2041 ctgatgacgt ttcacagatc gagcatattt ttttgctttg tggcgtgtcc 
agaaacttcg
     2101 ttcatatcct gttggaccaa cattataata tgctgtcgct ttgaaccagc 
tatctgctgt



     2161 ctgatagtaa tgatttaaaa tataagcacc acattggatg ttggtagatt 
catcatacaa
     2221 gttaccagca caagtttgtt gccaataact gggaataatt tgtgttaacc 
caatagcccc
     2281 ggtgggagag cgagcattac tattatagct agactcttgc ctgatcacgg 
ctgccaataa
     2341 aagcggtgga acattatatc tatcagcgct ttgaataatc attggagata 
ggcgatttgc
     2401 tgtacttggc ggaacggaat aagctttttg taagccagac gaaagcttac 
ttgagcgcca
     2461 agaaaatgaa ccgctattag ggcctaaact tgtacatccc gtcattattg 
tcatcaacgc
     2521 aataataaaa aatttgagac taaggcgctg taattgtgat ggtgcaaaat 
gatcttgagc
     2581 taaagatgag gtaagcaaaa tacaaaacca ataatcaaat ttcaaatgaa 
atgatggtat
     2641 tcagccgtat ttatcggatc aatataagtt ctgttgctca gcccaagcaa 
aaagtaagat
     2701 ttttgtatta ttgaaatgaa aaaaccccga catcctgtcg aggtttcttc 
gtattcagct
     2761 ttatgtagct aactcctgtc aactaccgct tcctgcgttc ttattcttct 
tcaatgagac
     2821 ttcctgtctc tctatgattt atatgttatg aaaaaatact caagttgaat 
atccgttaat
     2881 gaccccaaat tttgtacgtt ttaacttaca ggtatttttc aactatggtg 
ttaagtccct
     2941 tgataagcat ttaaggtcaa tgcaaaattt tcaccaaatt gttgagcagt 
tttaatatct
     3001 ccttcatcaa aaccatctgc attactagca tgttcagcct gagccattaa 
acctgaccat
     3061 gaaccgagtc ggttagctgc ttgtgtatag gcaacacctt gatgctgttc 
tggtagaatt
     3121 gggttaccta cccataacat gccgtgttgc atgcaaaaag taaaaattga 
aattagtgtg
     3181 gattgtttat caccagcagg aagagatgaa acggtaaacc cagccgctaa 
ttttccttta
     3241 aaactttgtt ttttccataa tggaccagtt gcatccatga gctgttttaa 
cttggaagat
     3301 acaccaccta aataagtggg agatccccaa attaatccgt catattggat 
aagaattcct
     3361 gagcgctcga taagatcctc ggcattgagt aaatctgctt taatattgtg 
atggctcaag
     3421 acgccaattt gaatttgctg agcaataaat tgagtatggc cttggcggct 
atggtaaata
     3481 atggcaacag ttttcatgga agtttccctt tatttaaatt tgaaatagtt 
ttgcagtgag
     3541 atataaacca cagccaaaaa cactatggtt cagcaaactt ttcagacagt 
tcaaaaaagg
     3601 atgaggtgtt tttgatgagg caaaaccact acccatagct ggttgcataa 
taaaaaaagg
     3661 aataagaacg gtgaccaaac caaacagtag tgctgagtaa aactgagggt 
ggtcgagcca
     3721 agtcgaacct acaattaaaa gaaagctcaa tgcgaagata attccgacac 
tatagtgagc



     3781 aatccagcct aataaatatt cccccttcat tggaggactt ttagcaatag 
attgatggac
     3841 aagttttcct tgaaatatcc agcccaccca acgtccaaga aaggcaaagt 
ttaaagtcgg
     3901 gacattaaat atttttagta ttaatagcca tatatccaga acgatggttg 
caccaatacc
     3961 aagacataaa gcttgaaaga acagagtgga ggtattcatt tttacacctt 
gcttttatac
     4021 gtatgaaacg tgataaattt attgtgcaag ttcaagttca cttgaagtca 
agaggatgtt
     4081 atggatattg gtgaagtttc taaaaaggca aaagtcacaa ccgctacact 
acgtttttat
     4141 gaagagaaag gactaattaa atcgataggg cggcaaggtt tgcgtcggca 
gtatggtaag
     4201 caggtgcttg atcaactggc acttattgct ttaggacgtg ctgcaggttt 
ttctttaaat
     4261 gaaattgcta caatgtttgg gcaagatggt aagcctgatc ttgaccgtca 
aaaactaaaa
     4321 gataaagctg aacaattaga gcaaatggca aagcgattgc attttatcag 
ccagggatta
     4381 gaacacgctg ctgtatgtcc tgctgaaaat catatggaat gtcccacttt 
ccaaaaattt
     4441 ttaaaagcag caattgctgg agaatatcag ccaacaaaac tttaattagc 
tttactaaca
     4501 agttcagttt tctattgggt gctaaacaat aggcttgtca tattttcgcc 
ataaagattt
     4561 catatttttg aagcaaaaac ttcatacaag cttgattaaa tttgcttaat 
tttttaccaa
     4621 ttgtataaaa tcatgagcaa aaaaacttta atcgcattat tatgctgtgc 
cagtttagga
     4681 ttgacggcat gtaacgatga taacgatcaa gatcaaactt cgcctactga 
aaacgttacc
     4741 gaaccaactc taatttcttt tgctaagtta cctgtagaaa cttatgctgc 
tggaccagac
     4801 tcaggggcat atgtgaaagg tgcaaatgga atttatcctc cgtttaaagg 
tcaacctgta
     4861 cagggatttt ctgctgcatt aaaaaatgaa gatggcagtt atatggcaat 
ggccgataac
     4921 ggttttggga ctcaagataa ttcatcagac tttttacttc gtatttataa 
aataaagcct
     4981 gatttcaaaa ctaaaactaa aggcaccggt caagttactg tacaaagttt 
tatccaactg
     5041 cgtgatccga ataaattaat tccatttaat atcatcaatg gtaatacgcc 
tgagcgttta
     5101 ttaacgggtg ctgattttga cccagagtcg atgcagcgta ctagtgatgg 
gacttactgg
     5161 attggagatg aatttggtcc atacttactc catttctcag cagatggtgt 
acttttagac
     5221 gctccgattc ctttaccaaa tccattaaat ccaactcaag aattacgttc 
accacaaaat
     5281 caatttaata aagcacaaat taattttgtg gaacctcttg ttcaacaaag 
tggcggtttt
     5341 gaaggaatgg cgatttcacc agatggacaa tatctctatc cgcttataga 
aaagccaatt



     5401 aaatcaattc gggaaacaga aagacaactg ttgatttccc aattcgatat 
taagaaaaaa
     5461 gcgtatacag gaaaatatta ttggttccag ttagacagta aagcaaccaa 
tattggtgat
     5521 ttccaacttt ttaataataa tgagggtatt attattgaac gtgatgccac 
gcagaataat
     5581 ttaggcggct ataaaaaatt aattcgtatt aaattaattg agtcaggcca 
gctggtcagc
     5641 cgcgaagact tagtcgattt aattaaaatt gctaacccga atatgttgta 
tggcacagct
     5701 agagcagggg atattagtac gggacaggtt tttgccttcc catttgaaac 
cattgaagat
     5761 gtaattattg aaaatggtac aacactgacg gttttcaatg ataataactt 
ccctgggtcg
     5821 acgggacgta atgcaaagtt ggccgatgat aacgagatta ttcagattcg 
tttaccaaaa
     5881 gctctcttct aagtcatata aataaatgag ttcgatctgc ggcggatttt 
attccgccgt
     5941 atttaatcta agaataaaat attgagtaaa ctttaatcaa attaatttct 
atattgttgt
     6001 tttcgcgtgt tttataaaca aggaaaatga atgaaattca tgttaaaatg 
atcggctttc
     6061 atctttagat gtctctcctc catctgctag ccgagattcg caagccatgt 
ctaccgctta
     6121 tactatgcaa actgcgccaa aagcgttgtt tgattacgac aaatattggg 
cgtcgtgttt
     6181 tgaaccagcg ccatttttgc cgatgtcacg agaagaaatg gaccaactcg 
gctgggatgc
     6241 gtgtgacttt attttagtct gtggcgatgc ttatattgat catccatcat 
ttgtatcggg
     6301 tgtgattgga cgggtattgg aagcgcaagg tttccgtgtc ggtattattg 
cacagccaga
     6361 ctggaccaat gttgaaagtt tccgtgtatt gggtaagcca acgattgctt 
ggggagtgac
     6421 tgcgggcaat atggattcga tgatcaaccg ctatacggca gatcgtaaaa 
tccgttcgga
     6481 tgatgcatat tctcctaata acgaaccaaa taaacgccct gaccgtgcgg 
caacggttta
     6541 ttgccaacgt tgtcgtgaag cattcccaga tgtacctgta ctattaggtg 
gtattgaggg
     6601 tagtttacgt cgtattgcgc actatgatta ttggtcagac aaagtccgtc 
gttcaatttt
     6661 gatggattca aaagccgata tgcttatgta tggtaatggt gaacgtgcca 
ttattgatgt
     6721 gatgcaccgt ttggctaaag gtgaaaaaat ccacgagatt acagatgttc 
gtggtacagc
     6781 atttattatt aataaacata acaaagcggc taaagcaaaa tttgttgaaa 
ttgccagtaa
     6841 tgatgtagat acgattgggc gtgttgaccc aattattaac ccatatgtca 
tgactgaaga
     6901 tattgatggt tgtgaaattg agaaagataa aggcaacaca ctagctcaat 
atcaaggttt
     6961 tcaaaaagaa attgttgcaa atccgattgt acgtgaaggc gaccaacttg 
atgaaaatac



     7021 tcagattgtt cagctaaagc ctgctcagtc aaaagcgatt aaacacaagt 
tacctccgcg
     7081 agaattggct gtaattcgtt taccttcttt tgaagaagtg gcgaatgatc 
aagtacttta
     7141 tgcacatgca aaccgtattt tgcaccttga aaccaacccg ggtaatgcac 
gtgctttggt
     7201 tcaacgtcat ggtgagcgtg atgtctggat caatccacct ccaattcctc 
taaccacaga
     7261 ggaaatggat tatgtatttg atttgccata tgcacgtttg ccgcatcctg 
catatggaga
     7321 tgcgcgtttc cctgcatttg atatgatcaa attctcggtc aatattatgc 
gtggctgttt
     7381 tggtggttgt acattctgtt cgattacaga acatgaaggc cgtattatcc 
aaaaccgttc
     7441 ggaagattcg atcttacgtg agatcgagaa aattcgtgat acagcgccga 
acttcaccgg
     7501 tattatttca gacttaggtg gtccaacagc aaacatgtac cgtttgcatt 
gtaaagaccc
     7561 tgaaattgag aagaactgtc gtaaaccttc ttgtgtatat ccgggtgttt 
gtcaaaactt
     7621 gcataccgat catgcacctt tagtacagct ttatcgtaaa gcacgtgcga 
ttaaaggggt
     7681 gaagaagatt ctgattgggt cgggattacg ttatgacctt gcagtattga 
accctgaata
     7741 tgtcaaagag ctagtacaac accatgttgg cggttattta aaaattgcac 
cagagcatac
     7801 tgaacaaggc ccgttatcta agatgatgaa accgggtatt ggtacgtatg 
accgtttcaa
     7861 acaaatgttt gatcgtttta gtaaagaagc aggaaaagag caatatttaa 
ttccttactt
     7921 tattgctgca cacccaggta cttctgatta tgacatgatg catcttgcga 
tctggctgaa
     7981 gaagaatggt ttccgtgccg atcaggtaca gacgttctac ccatcaccga 
tggcaactgc
     8041 gacaaccatg tattattcag ggaaaaaccc actcgcaaaa gtggcgcgtt 
acactgaaaa
     8101 tgtagacatt gtaaaaggtg aaaaacgccg tcgtctgcac aaagcattct 
tacgttacca
     8161 cgatccaaat aactggccat tacttcgtga agcacttaaa gaaatgggcc 
gtgctgattt
     8221 aattggtaat tcaaagcaac atttaattcc aacttatcaa ccgaaagggg 
cggaaggaga
     8281 atataaatct gcacgtaaga agaactcgac tgttgcgggc gattcagtga 
agcgttcagg
     8341 tcaaacagtt caaaataaaa atcagcataa acgaccgcaa aaagggcagg 
tactgactca
     8401 acatacgggt ctaccacctc gtgagacagg tgaaaagaga ccatttggtg 
gtaaaagtaa
     8461 accaaaatca aaagctcgtg gataacgata aaaaaggctc tgtttaagag 
ccttttttat
     8521 ttttaaagtg agtggataaa tcatatggtg agatttctga gcatttttta 
tgtaaaaagt
     8581 gtaatgaaaa atgataaatc ctaaaaatct gacgagctgc acttgattgt 
tgctgagtct



     8641 gtgtttataa ataatgtgag ggtggctaaa tttaagccaa gcttgataac 
tacaagtgaa
     8701 attactaagt gaacctttta aagaacggct gtgtcgttat caattaaaac 
aaagcgtgat
     8761 ctagcaaaat cattataaaa aacttaaagg atggacccat gtactattta 
attacaatct
     8821 tattactatt tttgaccgtt gttatggcgg cgaaaagcct ctcaagaaag 
catcaacaag
     8881 acagtgcttt aaagcgccgt gccgtgttaa gtagtcatga acaaatgaca 
ttaactcgtt
     8941 tacagacagt attgcctaaa tttactgtgt tagctcatgt ttcatttgat 
gcattattaa
     9001 caacgaaata tgctcacact cgtcgcaaat atcaaaatat gacagctgac 
tttgttgtgc
     9061 ttgatcaaaa ttatcaggtt gttgtagtgg ttatgcttga ggaaagtggt 
ttacgccgag
     9121 cacatcaaca atatgaacgc cgtttattac agcttgcggg ctatcgtgta 
ttaagttaca
     9181 gcactgtgcc agattatcat gagttaagaa gagacttatt aacccctgaa 
tcagagatgg
     9241 caactttaca tgcaacgcct cagctagaaa gaatttcaaa tgcttttgta 
aagtcttaaa
     9301 aattaggtct tacagtaatt taattttaag cctcattaaa taagatttta 
aaaaatgctg
     9361 atattatcaa ctttaaaaat ataaaaaact gagcactatc atgatcaata 
ttgctcagtt
     9421 tttattaatt aaaattaata agaattaagg gagtaccgca acaacggtca 
tttctacaag
     9481 tacatcaggt gcataaagtt tagattcaac acaggtacga gcaggtggat 
gctctttgct
     9541 aatccatgca tcccacactg cattcatagc tgcatagtcc ttatcaatat 
cctttagaaa
     9601 aatcatgaca gacaggatat gacttttgtc agttccagct tcagcaagta 
agcgatcaat
     9661 attgtccaaa gtttgttgag tttgcgccgt aatgtctaca ctggtgtcat 
cagcgagctg
     9721 ccctgctaaa tggactaaat tacccgaaat cgccacttca caatatcttg 
aagttacgtg
     9781 taagcgtttt accgtcataa aaatgctcta aagtgtcttt attgaatagt 
tcgattttat
     9841 gaatagttcg taggcaggtg caagcaagtg caaaagaatt tcagtagatt 
attgttgtga
     9901 tttataagaa cgggcaagct ccatgtactt taagtgccct gtaatattcg 
gatttggtcg
     9961 tcacgccaat cacaggacga tatgccgaaa gtaaaggttg ctttggcatg 
ttgcaaatac
    10021 atgggtaatg aatatgcgct gattagatta cttcaaactt taagcaaaag 
ggaactgttt
    10081 ttgtttaaaa cttgttcttt tgtataaaaa aacaacactt accataagga 
caactgaaag
    10141 tcgtcagctt tagtttgtaa ttgataaact ccaataccaa tgagccgaaa 
ttggaagttt
    10201 tcgggaatat gcatctcatt taaaagtaag aataaaactt gaatcaggtc 
ttgttgagaa



    10261 tgaattgggt ttttaaaact tttactgtgt tgcaaagtct ggaaattctt 
aagtttgagc
    10321 ttaatattta cgcctcgggc attcagttgc tttttctcta aactttgcca 
gactttttcg
    10381 gctagaccat gccagtaggg ttggcactga gctaaagtaa agtcactatc 
aaatgtggtt
    10441 tctttcgaaa tttgctgtcg ggcacgttca gcttgaacgg gccggttatc 
gatgccttga
    10501 gcgtataaat aaagctgttg gccatattta ccgaagtggt gaactaaaac 
agcttcttca
    10561 attttttgta agtcacctag cgtatgtaac tcaagctgtt ggagcttttc 
ttgggtaact
    10621 ttgcctactc ctggaatttt ttttaagggt aagtcctgaa taaaactggc 
tacttgagaa
    10681 ggttttataa caaacaggcc attcggttta ttccagtcgg acgcaacttt 
tgccaagaat
    10741 ttattaggtg ctacaccagc cgaggctgtc agtccggttt gcctgaaaat 
atcttcccga
    10801 atatgcatag ctacttcggt cgcactcgcg atttgtttta aattttcagt 
gacatcaaga
    10861 taggcttcat ctaaagataa aggctcaata agagtagtgt attgttgaaa 
aatactatga
    10921 atttgagccg agatggcacg atatttttcg aaattcggct caataataac 
aacttgaggg
    10981 catagttttc ttgcttggct catggacatg gcagagcgta aaccaaactc 
acgagcagga
    11041 taagaagcag ctgcaattac ggcgcgcggg tgatgcgatg aaataactac 
cgggagatgc
    11101 cttagatcag gacgttctcg caattcgacc gatgcataaa aggcatccat 
atcgatatga
    11161 atgattttgc gcatattatt gtgctttcac gatgccttgc tgctgtaaaa 
attggtgcca
    11221 ttctttgact gaaccttcat aaacatttaa gtctactggc ttggtcatgc 
cttcaatttt
    11281 accttgatta ctatgctgcc aaaagagcca ttttcgcttg tctttcagct 
caggtttccc
    11341 ttcgtaatct ctgacccaaa gaggagtatt agggaaactc cctattaata 
caatgtggta
    11401 aaaagttttg gaaatataaa agataggctg tttaccataa tgatgcttta 
agctgtcatg
    11461 catgatgcct atttctttaa gtaattgttc tttggtatgg gaattaatac 
agctgctgtc
    11521 atattccaga tcaataacgg gaggaagggc atcaactttg ttgggtacag 
ttgcaataaa
    11581 attttcagct tgtgttttac catcacgaca taaacggtaa aaatgataag 
ccccgacatg
    11641 aaagccatgt tcgcgtgctt ttaaccagtt ttcttgaaat tttggatctt 
tataatcacc
    11701 accttcggtc gcttttaaat agacgaactg aaatttttgg ggtgatattt 
ttttccagtt
    11761 gatattttct tgatggtgag agacatcaaa gccttgaact ggataatctt 
gagcaatagc
    11821 tttttgctgg tagaacagac cgaagtaggt gagaaccccc ataacacaag 
ctaaaacaat



    11881 cccgattagg gtgttgtagc gtggtgtaga aaaggttttt gccagcttgg 
tcatgcaaaa
    11941 ctcagtatca atatgaagct cacatcatag tgtgattcgt gaatgagaaa 
ccacgctaaa
    12001 aatgcaactg cttacacagg cgtatttttg ggaatttgcc aaaagatcag 
tgcggtaatg
    12061 atattaatac aacctaaaca aatgagggtg acatggaagg cagttgtcac 
atgtgctgta
    12121 ccatagtaat cagtaaatat attaatgagt gtacctgcca gtgcaacacc 
aatactcatt
    12181 gaaagcatca taatcattga taagaaacta ttaccgctac ttgcatcttg 
ttgaggcaaa
    12241 tcttttaagg taagtgtatt cattcccaca aattgtaatg agtttaatgt 
accaaataag
    12301 aaaaagtgta aggctctaaa ccaagttggg gtgtcgacag tcataatggc 
aaaagacgca
    12361 atacatagac caactaaagt tgtgttaatt aacagaaagc ggcgataacc 
cattttctga
    12421 ataatcggtc taacaatcgg tttggagaaa agcgacccta acactagcgg 
aatcatcatt
    12481 aatcccgcaa tgaatggctc aaagccaaaa gcgacctgta gcatgagcgg 
taaaacaaaa
    12541 ggtaaggcat taccaccaaa gcgggcaaag aaattaccta aaataccaat 
cgcgtaaatc
    12601 ttgtttctaa agagtcggct gcggaacaat gcatttttat gggtatgtga 
atggtaggca
    12661 taccaaaggg ttgcgactac cccgaccact aataaagaaa tactaaacca 
tttggaatat
    12721 tcaggtgagg caagatgttc aatacccaaa gaccagccaa tcattgcgac 
gactaagagc
    12781 acaaacccaa taaggtcaaa tgttttaacg gtaggctctt ttacatttgg 
catgaccttt
    12841 aatgtcatta atatacctaa tactcccatt ggaatattaa taagaaagat 
ccaatgccac
    12901 gttgcaactt caacgagcca accaccgagt gttggaccag ctaaagggcc 
tagtaaacct
    12961 gccagactca tgaggctcat ggctgccaaa aattgagttc ggggaataat 
ttttaaaagt
    13021 gataaacgac caacagggag taataacgca cctcctaccc cctgaatgac 
acggaaaaat
    13081 aaaagctgat ttaggctttg agaaaggcca caacctaagg aagcaagcgt 
gaaaataatg
    13141 attgctgata aaaacgtatt tctaacacca aaacggtcag ccaaccatcc 
acttaaagga
    13201 atacaggccg ctacagacaa aacataagcc accactacgc tatgcatacg 
taatggatct
    13261 tcatttaaat ggtgtgccat tgcaggaatg gcagtattta caattgttgt 
atctaatgcc
    13321 tgcataaaaa agccaatgga aaccaaaaga accaataggc gatattcggg 
ttgcaaggct
    13381 tgatgggttg gcgtggcatt cataacattt gaaaattaac gttttcgcct 
agtgtaaaac
    13441 aaattgaatt taaaaaaagt aagtcaatgt tgaataaacg ctttgtaagt 
ttaacttcta



    13501 ttatttagag cagctatata accggacttt caagtgaatg agtataaata 
gataaaaata
    13561 aaaaaagcgg aagaatccgc ttttttgttg aggtagagag cttaaacaac 
aaatctcttt
    13621 ggcattttta agtttttaat gacgttataa atttggtcga tttcttcaca 
tacaattaat
    13681 ttagctcgat gctgaagagg aaggaagcct tcttgtacag catggtctaa 
ctgagcaatt
    13741 aacgcattat aaaaaccatt tacgttatat aaaatcatgg gtttttggtg 
ctggttgagt
    13801 tgaccccaag tcgcaatttc caaaatttct tcgaatgtac ctaaaccgcc 
aggtagcgcg
    13861 ataaaagcac tcgcgcgctc tgccatcatg gctttacgct catgcatggt 
ttctactaca
    13921 tgcaactcgg tcagtcctgc atgcgccact tcataatcaa gcataaattc 
gggaatgacc
    13981 cctacagctt ctccaccatg tgcaagtaca ctttctgcga cttgtcccat 
taaaccaata
    14041 ctggcaccgc cgtagaccaa accaaaacct tgttcagcaa ttccactggc 
taattcaatt
    14101 gccttttcgc gataaatcgg gttatttcct gctcgtgagc cacaatataa 
tgcaataaga
    14161 ggttgtgttg tttttacaga tgttattggt gaatcattta ctgccattgt 
taatacgcta
    14221 ttcattgctt tattttcacc ttatcacgtt catatttctt gtctacacta 
agcaaaaaat
    14281 atgacaactt tataagcagt tttataggaa agattcatgt tttgtatggg 
tttggtgaat
    14341 acatataatg atcaaataaa aatgatgaat ttatgttaaa tcttgcctat 
actgaaaatt
    14401 cgtttaacaa catatgaaca aatatgggta gtggttgtag tcgctccgtt 
ttaatttctt
    14461 gtcctaaaaa aacattattc cccctttgtc taggcatgcc ttttgcgttg 
cccaataaag
    14521 ataaaatcca cccagcacag gagcaggatc aatgatcttt gaatggatgt 
ctgatccgtc
    14581 tgcttgggta ggcctagcga cattaattgt tcttgaaatc gtactaggga 
tcgataacct
    14641 cgtctttatt gccattttgg ctgaaaagct gccaccagaa caacgtacta 
aggcacgtat
    14701 agtgggttta atactcgctt tgggaatgcg tcttatcctc ttagcttcaa 
ttgcttgggt
    14761 cgtgacactc acccaaccac ttttccatat ttttagccat ccattctctg 
gccgtgattt
    14821 gattttattg ttcggtggtg tgttcttgct ctttaaaggc accatggaat 
tgcatgagcg
    14881 aatggaaggt aaacaacttc ataaagaaga taatcctgtt catgctgcgt 
tctggatggt
    14941 catcgttcag attgttgtgc ttgatgccgt attctcatta gacagcgtaa 
ttactgctgt
    15001 aggtatggtg aaagaactgt cagtcatgat ggttgctgtt gtgattgctg 
tgggtattat
    15061 gctgtgggct tcaagaccac tcatggactt tgtgaataaa cacccaacag 
tagttattct



    15121 atgtcttggc ttcttgatga tgattggttt ctctttggtg gtggaaggtt 
ttggtttcca
    15181 tattccgaag ggttatttat atgctgcgat tggtttctca attttagtcg 
aaatgatcaa
    15241 ccaaaccatg cgtcgcaacc aagagaagct agtgactact acagatttac 
gttatcgcac
    15301 agcttctgcg gttttacgta tgttaggcag taaaaatagc ggttctactt 
cagacgctca
    15361 aacggctgat aaagaagatg tattggcaac tcaagctttt gctgatgaag 
tctttgatga
    15421 agaaaatggc gcttaccata gtgtgcttgt acaaggtgta cttggtttat 
ctgaacgtcc
    15481 agtaaagtca gtgatgacac caagacctga gcttgaatgg attgatttag 
acgaagaacc
    15541 agaagtttta aaagaacgtt taatgtcgat gacacattca cgtttaattg 
ttgctcgtgg
    15601 tgaacttgat aatattgaag gtattgcgct tacacataaa gttttaaatg 
gctttattga
    15661 aacaggcgtt atcgattttc aaaagcactt acgtgagcca gttattgtgc 
atgaaaatgc
    15721 tcaagtgctt atggtgatgg agcaattacg tcaagctcct ttacaaatgg 
cgattgttct
    15781 aaatgaatat ggttcaattg aaggtattgc cacaccaatt gatattttag 
aagcaattgc
    15841 gggtgagttc cctgatgaag acgaactaga tgcagcagca gaaagtttag 
aagacggttc
    15901 gttaatactt gagggttcaa ccgatattcg ccatgtatcg cttttacttg 
gtcgtgactt
    15961 agttgatgaa agtgaacaat attctacttt atcgggttat ttgttattcc 
atttaggtcg
    16021 tttacctgaa aatggtgaaa ctgttgaagc ggatggttat cgctttgaag 
ttgtaaccat
    16081 ggaaggccat aaaatcgaga aagttcatat tgtttctatc gaacagggtg 
aatcgaaaga
    16141 ttaaattgcg tgtcagattt agaaacatca taaaatagct caactttgag 
ctatttttta
    16201 tttgagaagt accaaatgac ccaacaaact tgtccatgcg gaaaaggcag 
ctatgcagaa
    16261 tgttgtgaac ctttacattt aggcacagca aaagcactca ccgcagagca 
gcttatgcgt
    16321 tcacgttata gtgcatttgc attgcagcaa attgattata ttgtgcaaac 
gacggcttta
    16381 ggtcagcaaa ctactcttga taaagaggct attgcggaat ggagcaaaca 
aaatcaatgg
    16441 ttgggtttag aggtggttaa cgccaacgaa aaattagata aaacccatgc 
acaggtagag
    16501 ttcaaggccc attatcatga tggtaaaagc gctcaaattc atcatgaagt 
ttcacatttt
    16561 gtatttcatc agcaacaatg gtttttcctt gatccgacgg tcgatatgca 
ggtcaccatg
    16621 aaacaacctt gtatatgtgg ttcaggaaaa aaatttaagc aatgctgtgc 
acaattccta
    16681 taactttatc ttaaaatacg cccaccgttt ggcctgaggg aaagggcaat 
gttactcacc



    16741 gttatttata ttattgcgat tactgccgaa gccatgactg gtgcattgtc 
tgctgggcga
    16801 cggagtatgg actggttcgg tgttgtacta attgcctgtg tgacggcctt 
gggtggtggc
    16861 tctgtacgtg atgtactact tggacactat cctttaacgt gggtaaaaca 
tcctgaatat
    16921 ttagttttaa cgtgttgtgc tgcatttgtt accatcgtta ttgctaaatg 
gatgcgtcat
    16981 ttacataaca ttttcttggt gctcgatgcg ttaggcttaa tcggatttac 
cattattggt
    17041 tgtcagattg ccttacagat gggacatggc tttgttgtgt cggcggtagc 
aggcgtttta
    17101 acaggagttt cgggtggtat tttacgtgac attttatgta acgatgtccc 
gtttgttttc
    17161 cgccgtgagc tttatgcaag tatttctttt gttgcagtta tttgttattg 
ggtctgtctg
    17221 gatttaggtt taagtttaga acttaccgtt atttcaacct tagtatttgg 
ttttacgctt
    17281 cgtttaattg ccatttattt tggtttagaa atgcctaaat ttatttataa 
agatgatgat
    17341 gcggagtcgg cttcttcaac cgacgaacat taatcatgca gaattttatg 
tgggcatgat
    17401 ataacaattc tatatatggt cttgtccact tattctttcc agtagagtta 
atcctatgga
    17461 tctggtttca cgtatacaaa atcttccaat tggcaaattt cactacacgc 
ttttatgggt
    17521 agtgggttta ggctggatgt ttgatgcgat ggataccggc attatcgctt 
ttattatgac
    17581 cacccttgtt aaagactggt cattaacacc agttgaaagt ggctggattg 
tcagtattgg
    17641 ctttgtaggt atggctatag gcgcagtttg ttctggtgcc ttggcagatc 
gttttggccg
    17701 taaaactgtc tttgcgatga caatggcaat ttatagtatt gcgactgcgt 
tatgtgcttt
    17761 tgcccctgat ctaaagtggc tattaatttt tcggtttatt gttgggttgg 
ggctaggtgg
    17821 tcaattacct gtagcagtca cgctggtcag tgaatatgtg cctgctcatg 
ttcgtggaag
    17881 atttatcgtt ctacttgaaa gtttttgggg attaggctgg ctagttgctg 
cgctcatttc
    17941 ttattttatt attcctaaat ttggttggca tattgccttt cttataggcg 
gtcttccact
    18001 tatttatatt ttagtgattt ggaaaaaagt tcctgagtcg ataccgtatt 
tgattaaccg
    18061 tggtcgtatt gaagaagcgc atgcactggt acaaaaacta gaagccgaag 
catgtgtgca
    18121 aattgttcac catattgaag tcgtgcctgt ggcgatgcga caaaaagttt 
catttaaaca
    18181 gctctggagt ggtcaatttg ctcgtagaag tttaatgctc tggctaatct 
ggtttggcat
    18241 tgtgtattcc tattacggca tctttacgtg gttgccgagt ttattggtga 
aacaaggcta
    18301 tgacattgtc aaatcatttg aatatgtatt gcttatgatt ttggcgcagt 
taccgggcta



    18361 cttggcggcc gcttggttcg ttgagcgttt aggtcgaaaa attacacttg 
ccgcatttat
    18421 cggtttttgt gcgttgtcgg catatttctt tggacaagcc gacagtgtaa 
atagcattat
    18481 gttttggggc tgtctcatgt cattctttaa tttgggtgca tggggagtct 
tatataccta
    18541 tacaccagaa caatacccag ccaatattcg agctttcggg tcaggctggg 
catcggcaat
    18601 ggggcgtatc ggtggaattg tcgcgccaat ggtcgtgaca catatgatgg 
ttgctaaaaa
    18661 cggctttagt cacgttttta tgatgtttac tgtggtttta cttgccgtag 
ctttagtgat
    18721 tttgatatta ggtgaagaga ctcaaggtaa aagactagag tcgattgggt 
tatagttttt
    18781 gcctaacttt atagcaagta actaaaaata tagagagata agacacaatt 
tgacgctcag
    18841 gtgacagagt cccccttgtg tctgtaacat agcccactta gcataataca 
cacttaaaat
    18901 aacgactgat ttggaagata agctgactat gaccagcctt gcgcatcatg 
cgacagaaaa
    18961 ccgctctgta gccgaattta ctgaacaggc ttacttgaat tatgccatgt 
acgtcattat
    19021 ggaccgtgca ttgccgcata tcagtgatgg cttaaagccc gtacagcgcc 
gtattgtcta
    19081 tgccatgagc gagctaggct taaaaagcag tggcaagcca aaaaaatcag 
cgcgtacagt
    19141 gggtgatgta cttggtaaat accacccaca tggtgactcg gcatgttatg 
aagccatggt
    19201 actcatggct cagccattta gttatcgtta tccgctaatt gaaggacagg 
ggaactgggg
    19261 ttcaccagat gatcctaaat cttttgctgc gatgcgttat accgaagcca 
aactctcggc
    19321 ttatagtgaa ttattgctga gcgaattagg tcagggtact agcgaatggc 
aagataactt
    19381 tgatggttct ttaaaagaac cgatcacttt acctgcacgt gtacctaata 
ttcttcttaa
    19441 tggtacgaca ggtattgctg tcgggatggc aactgatatc ccgccacata 
atttgcgtga
    19501 agttgtaaaa ggcacaattg ctttaatccg taatccgcaa acctcggacg 
aaaaattagc
    19561 tgaatatatt ccggctccgg atttaccaac caaagctgaa attattaccc 
cgccagaaga
    19621 attactcaaa atccagacca ctggtcgtgg tagttaccgt atgcgagcgg 
tatataccat
    19681 tgagaaaaat gaaattgtaa ttactgagct cccatatcaa gtctctggtt 
ctaaggtaat
    19741 tacccaaatt gctgaccaga tgcaggctaa aaagctgcca ttagtcgttg 
atgtgcgtga
    19801 tgaatcggat catgaaaacc cgacacgact cgtgattgta ctgcgctcta 
accgtattga
    19861 tgcggaagca gtaatgagtc acttatttgc gaccaccgat ttagaatcaa 
gctatcgtgt
    19921 gaatttaaac atgattggtg aagatggccg tcctcaggtg aaatcaattc 
gtcgtatttt



    19981 gcttgaatgg atcgagatcc gtaaaaaaac ggtaactcgt cgtttgcagt 
accatttaaa
    20041 ccgtattgaa aagcgcctgc atattttggc aggtctttta attgcttatc 
tcgatattga
    20101 tacagtcatt cgtattattc gtgaagaaga ccagcctaag ccagtcttga 
tggaacactt
    20161 caatattgat gagatacagg ccgaagcgat tttagagctt aaattacgtc 
atttggcaaa
    20221 gcttgaagag atggaaattc gtcatgaaca agatgagctt tccgcgaaag 
ctgccattat
    20281 tcgtgaacaa ctcgaaaatc ctgaatcttt aaaaaacctg attatcagtg 
aattaaaaga
    20341 agatgcgaaa aagttcggtg atgagcgccg ttctccaatt gttgcacgtg 
ctgaagcggt
    20401 tcaaattaaa gaacaggatt taatgccagc tgaaacggta acagtcgttt 
tatctgaagc
    20461 aggctgggtt cgtgcggcaa aaggtgcgga tgtggatgct gaaaatctga 
actaccgtgc
    20521 tggggaccaa tatttaagtc atgctgtcgg gaaaaccaat cagcgagttt 
acttccttga
    20581 tgaaacaggg cgcagctatg ccttgccaat tagtaactta ccttcagcaa 
gaggcttggg
    20641 ggatccatta agttctaaat tatcaccagc aagtggcgta tcgtttattc 
aggtttattt
    20701 agatgatgat gagtctgagt tgattgctgc aagttcggca ggttatggtt 
ttaaaacgca
    20761 aaccaagcaa ttagatacca atgcgaaagc cggtaagaca ttcttaacgg 
ttccggataa
    20821 ggcaaaggct ttaccactca tttctgccca aaacatgacg catttggctg 
tactgagctc
    20881 agcagggcgt ttgttaattt tagatttggc agagctacca aatttaaata 
aaggtaaagg
    20941 taataagttg atacaacttg aaggaaaaga gcaaatttta tccatgacaa 
ccctgaactt
    21001 agatgaaata attcaggtgg ttgcaggtca acaacatctc aaattaaaag 
gtgatgatct
    21061 acaaaaatac atgggtaaac gtgcttcgaa aggtcagctc ttaccacgtg 
gatatcaaaa
    21121 agcaaataaa ctgttgattc agagataaag ctagcgtctg gcaacataaa 
tacgctatat
    21181 atggcaacat gttcaagcaa tgaactgaac ttgttggtat tgaataatga 
ttaaaagggc
    21241 agcaatttgg agtacgtaat ttgtactcca tgcaaaaaat ttggcaggct 
taaattgtca
    21301 aaacttctgt ctcataatct tgttcgaaag tgtcatgaat gtgccaataa 
gttttaaata
    21361 tgttctggca ccaagaagct aaagaatagc tggggcattg aataacagtt 
attactaagg
    21421 attacgaatc ggagataatg gcattatgga aaagatttgg tttgcagaat 
accaaaagac
    21481 agggattcca gaaacagtag cattgcctgc agaaaatacc tcacttgttg 
atatttttga
    21541 gcgtaatttc caaaaatttg gttctcgtga tgcctttatc tttatggata 
aagccatgtc



    21601 atttaacgag ttggagcttg caagccgtaa gttcgcgacc tatttgcaaa 
atttggggtt
    21661 agcaaaaggt acgcgtgtgg cagtaatgat gccaaacgtg ctgcagtatc 
ctgtagtggc
    21721 attggcagtc ttacgtgcag gcttggtttt agtgaatgtt aacccactat 
atactgcgcg
    21781 tgaacttgag catcagttga atgactcagg tgcagaagtg ctcgttatta 
tcgagaactt
    21841 tgcaagtgtt taccaaagca ttttgggtaa aactccagtg aagcatgtag 
ttgttgcttc
    21901 tgtcggagat atgctaggta cactgaaagg tactttggtg aactttgttt 
tacgtaaagt
    21961 ccgtaaacaa attccagctt ggaatattcc tgggcatgtt aaatttaaca 
gtgcattaaa
    22021 taaagaaaat ccaagcaatt ataaacgtcc gactttaact ttaagtgata 
ctgccgtgct
    22081 tcaatatacc ggtggtacaa cgggtgtttc aaaaggtgct gagctgactc 
accgcaattt
    22141 ggttgccaac cttttacagt gtgacggtat tttccaaagc aaattcggtg 
caaacgatgg
    22201 tgctaaaggc gatcgtattg tttgcgcatt accgctttac catatttttg 
cgttcatggt
    22261 ttgtgcgatg tacggtatgt acaaaggaca ggcaaatatc ttaattccga 
acccgcgtga
    22321 cttaccggct gtgattaagg aattacgtaa atatcaacct tctttcttcc 
ctgcagtaaa
    22381 tacattattt aatgccttgg tgaataatga agagttcaag caacttgacc 
atagcaactt
    22441 aaaaatggca atgggcggtg gtatggcagt tctgccatct acagcagaag 
cttggaagaa
    22501 aattactggt accaccatta ttgaaggtta tggcttatca gaaacttcac 
cagttgcaac
    22561 tgcaaatcca cctgcatcta ctgaatttag tggcaccatt ggtattccat 
taccgttaac
    22621 tgaggttgca attttagatg atgacggaaa agaagtacct ttgggtgaac 
aaggggagat
    22681 ctcaattcgt ggtcctcaag tcatgaaagg ctattggaac cgtccagatg 
agactgctaa
    22741 agtcatgaca gcagatggtt tcttccgtac cggtgatatt ggtgtaatgg 
acagccgtgg
    22801 atacgtcaaa attgtagacc gtaaaaaaga tatgattttg gtttctggct 
ttaacgttta
    22861 cccaagtgaa attgaagaag tgattgctaa acatccaaaa gtattggaag 
ttgctgcaat
    22921 tggtgttcca gatgaaaaat caggtgaagt gccaaaactc tttattgtga 
agaaagatcc
    22981 aagcttaacc acagaagagg ttttgaactt tgctaaagaa aacttaacag 
gctataaacg
    23041 ccctcgttat gttgagttta tggatgaatt accaaaatca aatgtaggca 
aaattttacg
    23101 taaagattta cgtaagcctg cgtaatgatg aataaaaaag cgccgtaagg 
cgcttttttt
    23161 attttaatgg tttttcataa accaacgatc tacataagga cgaccaattc 
cgaccatacc



    23221 aacaaaaact aacatggtac cgagttgtag acgtaagtga gttatatcaa 
gttgaccata
    23281 actgaggtaa ttatctacaa gacaatatat ggtaatcaca atgagccagt 
gccacaaagg
    23341 aagtcttttg acacccacag caataaaggt cactgttaag atcacgaagg 
tacccagtgt
    23401 agattgccaa ttgaaattcg cacaaattac actcagtaaa aaagcgacga 
tcggtaatac
    23461 tattttgaat atacgatcta cctgaagctg gttcttcttt tgcttttcta 
agacctcgaa
    23521 caattctttt tgatcaggtt gttgcataca tagccctata aatcagtgat 
gacatgcggt
    23581 tgcataaaat ttcaggtaaa aacgatgagt tatgatagca tgatcaacag 
tattttcagt
    23641 gatggatggc actatgcacg gcatcagcag cattatctat attattttag 
tggcatgttt
    23701 gctgccatac gcatttaccg taattgcaaa atttaccggt ggttttcagc 
ccgtcgataa
    23761 tcagaaccca agagactttc ttgctaatac aaagggtatc gctgctcggg 
caaatgcagt
    23821 acaacaaaac agttttgaaa gtttaccttt atttttaaca gctattttga 
tggctgaata
    23881 tatggtggtc cctgaatact ttattttaag attgggctgg gcctatatta 
ttttacgcgt
    23941 gatttatggc atttgttact taagcaattg ggcaacttta cgctctattg 
tctggttttt
    24001 atcattgtta tgcccaatat tcttgttgat cgtgacaatt aagttgactt 
gagtgtcatt
    24061 ctgtcaccat tcatatcaac tttcgcgtgt gcgcattgta taatcggcat 
cattttgatg
    24121 atatccacgt tataatcgag tggattttac atctgacttc ataacgaaag 
agtattgata
    24181 tgagttacag caatatccca gcaggtaaag atgcaccaaa tgacatctat 
gtcatcattg
    24241 aaattcctgc aaatgcagcg ccaattaaat atgaaattga caaagattct 
gatgcattgt
    24301 ttgtagaccg ttttatgggt acagcaatgt tctacccagc aaactacggc 
tatgtaccaa
    24361 acactttgtc tgaagatggt gacccattag acgtacttgt tgtaactcca 
catcctgttg
    24421 ctgccggttc tgtaattcgt tgccgtccag tgggcaaatt aaacatggaa 
gatgacggtg
    24481 gtatcgacgc gaaattaatc gctgttccac acgaaaaatt atctccactt 
tacaaagacg
    24541 ttcaggaata tacagatctt cctccgttat tgattagcca agttgagcat 
ttctttagcc
    24601 actataaaga tttagaacca ggcaaatggg tgaaaatcag cggttgggaa 
ggtgctgacg
    24661 ttgctaaagc ggaagtattg aaagcaatcg aagctgctaa aaaataagct 
ctaattttta
    24721 agcctagagt gtcacaattg attctgggct taataaaaaa cctacctgtg 
tgaccagagg
    24781 taggtttttt tatgcttgat aaatctgtga attagaataa tttcacagga 
atatctaaga



    24841 aaatacgcca ttcattggta tcaccgatgt aagcgccttg gtaagcatca 
cttgcacggt
    24901 agtaagagtt acgaatacga aggcttgcat ctttagcaaa accactttga 
actgtgtatt
    24961 tcacttggtt aaagaattcg cgttcttgag catcatcagt tacatttcta 
accttgatgt
    25021 cccaaccata tacaaatgca gtggtccaat ttaaaccagg taatacgcct 
aacttgccaa
    25081 aatcaacatt gtattgaatt tgagcagatt tctcgtggtt accgatgaaa 
tcagacatat
    25141 aagagtttgg caaataaata ctttggaaac catcagcatt ttggccatag 
tcgtaaccaa
    25201 cattaccagt gttttgttga tatgctaaca tcacactatg tggaccagtc 
gcataagttc
    25261 ctgaaatagc ccaaatatta ttggtctttt cttcgccagc tataccatcc 
gcagcataat
    25321 ttggtgctac agttccagtt gctgaataag tgtgtgcatt tgcatcaaac 
ttagtatggt
    25381 atccactaaa atcataagtt aatgaactgt catttgctaa aggttgttta 
aagttaacat
    25441 tagcataatg gcgttcaaga gcatttttgc tgtctaagcc ataataagat 
gcatttaagt
    25501 tatcattaaa cttatattta gcaccccaaa caattgcacg gtcaagacct 
ctgccagaag
    25561 catccgcatc ggtattgatt tggtcagaca tttggtcttt agtaaattta 
ccagcaacaa
    25621 cctcaaggtt cttgatttca tggctagtta ataaagtacc tgtgaagtat 
tcaggaacca
    25681 tacgtcctgt attacttgca aggactggta agtcgagtac ttgagtaccg 
taacgtactg
    25741 ttgtattcga gaaacgtgcc ttaacgctgc caccaccacg agcccagtgg 
tcgtaagctg
    25801 aaccatcgtt gtgttttgga atcatttggt ttccagcgtt tttgttttcg 
ccaattttaa
    25861 atgatccatc accaacaacg cctacaccga aaccaacgat accaggggta 
aagccagatt
    25921 cgatacttac aattgctgat tgagcaactg agctggtatc tttcgcgccc 
tgttttttgt
    25981 cacgagttag ataacctgta cggaagagaa tagaaccgtt cgcatcttca 
acaaatcctt
    26041 ttgcctcact ttgctcgctt gcctgagctg aggaaattat tgccgcagaa 
atgagaactg
    26101 ctaatgtaag tttttgtgct tttagcatat ttaaagaacc tcataaaaac 
gataaatcct
    26161 gtgccttgtt attattcagg gcctaggatt tccatcaatt gtataagtaa 
tctataaaaa
    26221 agatatattt ttgttcattt tattttatat atgctatgca ggatttgatt 
aatgtggtag
    26281 ataagtttaa ctagatttat ttttaaattt ttatagttaa tttattgttt 
aaaataaaaa
    26341 aagtaattta ttttttagtt gaattttacc attttttctt atgtgaaaat 
tttaaaaata
    26401 cttgattttt gtgttcaatt tttactcttt tttatttgat atgtttactt 
tttaatctct



    26461 ttttaagcaa ttttcttgag caatttttag taatctcact ctatattgtt 
actttataac
    26521 atttttgtat caaaaaattg attaaaacag agacgaaagc aacgccaaaa 
aactcctaga
    26581 ctctatcgat caaatttagt gcgataattt gcatgaaatt tgtgcaattt 
atttttcatt
    26641 tatattttcg tgcggaaaaa gcccaaaatg gttcataaat aaaaataagg 
gttaaataaa
    26701 gaggctctgt actaataaat ttatggagtt tttatctctt tatatagaaa 
tgaaatagag
    26761 actttacgcc ctaccattca atactaccga tctcggcttg tttatttccg 
ataaggtgtt
    26821 ttctcatgtt ttctttatat tttacgcaaa caaaatgttc atactttatt 
gttatatata
    26881 taaataatta tttagaagat ttttattttt cgcgttgtat aagtttttta 
gtctctaaat
    26941 taatgaagtg tagcgatacc aaatatgaac ttggcacagc aattgctaaa 
gcttaagtaa
    27001 caaaatttgt ttaagtcata taaatcgtgc gttcattgtg ggggagatca 
aaatgatgaa
    27061 gtttgcactt aaagcagtaa cattcggcgt actcacggca ggttcaacca 
tggttatggc
    27121 tgaagatgct ccatcttttt acggcatcac cgcaactggt agtgtggctg 
ctactacaga
    27181 ttatcgcttc cgcggtatta cgcagtcttc aaataatcca gctattcaag 
gtggcttcac
    27241 tttctctcat aagtcaggtg cttatgttgc gctttggggg tcaagcgtag 
actttaatac
    27301 acctggtgtt tcaactgaaa ctgatatctc gttaggttat accaacacct 
taaaactgtc
    27361 agacacactt gcaccgactt atgatgttgg tgtgatccgt tatggttata 
ttggctctga
    27421 ttcaaaattc actaatccat acaatggtga cactggtttt gactttaccg 
agttttacgg
    27481 aaaattaacg tttgcagatt ctttatttaa aggtgatgcc cttagtgtcg 
gcgtgaatta
    27541 ttctaacgat tattggggcc actctgacga gttctggtat tttaacgtgg 
gttattcggc
    27601 accaattgca gacacaggat ttactggact tgcttcagtt ggttataaca 
agcttaaaaa
    27661 taaagattct ttacttgtag ttgcaggtgg accaggtgaa gatgatagct 
atattgatta
    27721 taaagtcggc gtaaactata acatcttggg tattgttgct gagctagatg 
ttgtcggtac
    27781 agatattagt acttctggca tgactgatgc ccagaaaaaa ccttatgaca 
caggtttagt
    27841 gtttagttta actaaaacat tctaagttgg ggttttaaaa aagcgggtca 
ataaacccgc
    27901 ttttttatta gttttctatt tcagaaagta gttgttttaa ctgattaagc 
tcaatatccg
    27961 tggctttggt caacggcttg cgtggtgctc ctgcagcgac accttttagt 
tgtaaacctg
    28021 ctttaatcgt tttaggcaga ccaccactta caataaagcg taatagagga 
agctgctgat



    28081 aaaatgactt ctgggcttgt tccaattcac cattttttac atattcaata 
agctgttgag
    28141 gtcgttgacc taacagattg ggtgctgctg tacaccaacc gcttgctcct 
gcgcataaag
    28201 cttctaaagc tagagggtta cagccgttat aaaacggaag ttcacctttt 
gatagctcat
    28261 aaattttatg catgcgctga atatcgccgc tgctttcttt taccatcata 
atatttgcaa
    28321 tgttgttaaa catgcgcacc attaattcag gagacatatc aacaccactg 
gttgcagggt
    28381 tgttgtacac cataataggt aaagacgttg cttgagcaat tgcttggtaa 
tattcaaaaa
    28441 tctcttggtc tgttagcttc caataagata cagaaatcac cataagtgca 
tctgcaccat
    28501 agctttgcgc gatttgggct tttttgatgg cttgatcagt ggtgagttct 
gaaatcccaa
    28561 taatgacagg tacgcgctta ttaatgcttt caattgaagt tttcgcgact 
aagcaccatt
    28621 catcccattc aagataagcg ctttcacctg tactgcctaa aggtgcaatc 
gcgtcgcagc
    28681 cattttcaat aagcaaatcc agcatttgtt ttagtacagg aagattgatg 
gtgttgtcat
    28741 cagaaaaggg agtaacaggg tagccaataa tgccgtttag tttcatggtc 
gaggtctctt
    28801 tttaaataca gtcagaatgt tttttcaaag ctttacgtgc gtagtaagca 
aagttcactt
    28861 tgttgcgttt atcggtagac acccaatcat gggcttccgc tgccaaagcg 
tgggggatag
    28921 gctggatttg tccggcagac atggctaaaa gttgcagttg agctgcgcgt 
tcaattaaaa
    28981 gcgccaagtt gcaggcttct tcaatggttt ttcctgtgac caattgacca 
tgatgagaca
    29041 acaaaacagc gcggttttta cccagcgcgg aagaaatcaa aagaccttct 
tcattaccta
    29101 caggaactcc cggccagtgg cctacaaatg agcagtcttc gtaaagtgcg 
cagacgtcca
    29161 tttgggaaat cataagtgga atctgtagca tcgccagggc cgctacatac 
gttggatgcg
    29221 tatggataat acagttcact tctgggtgtt ctttataaat ccatgtgtgg 
aaacggttgg
    29281 ctgggtttgc catgccttct tgattgatgg gttctaagtc ctgattcacc 
tcaagcaagt
    29341 ttgaagcagt aatttcatca aaacctaaac cgaaacgttg agtaataaag 
gtttctttat
    29401 ttttactacg gcatgtaatt tgacccgcta aaccagcatc atgcccatga 
tcaaataaaa
    29461 tacggcaagt cagtgcaagc ttttgacggt ctgttaaatc taagtcgctc 
atccactttt
    29521 gcatgtcttg ctgtgcgtgt tgcatcaagt cgtgtttgtt tacagaagca 
gtcttcatct
    29581 cttctccagt ccagttgacc aaattaagta ggtgaaggca gaataaaaaa 
caactggatg
    29641 gatcaataca tccagttttt ataagttata tggtccagat ggggcgaata 
tgctaagacc



    29701 ttggcaaata catttccgca ttgatgaaag agaagaaaaa acggtttttc 
taaaactgac
    29761 taacttgatt agtcaggaaa ttttgagtgg ccgtttagta cagggcacta 
tgctgccggg
    29821 gtctcgcagc ctgtcaaaag aattgggaat taatcgaaaa acggtacaag 
cagtttatga
    29881 agaattggag gcacaaggtt ggcttgtgac tcggcctcga aaaggcacat 
ttgtggcaga
    29941 tgttttaccg gaaaaaaagc ctcatataga gccaagagct gatcgaaaag 
ttagtgataa
    30001 accaataatt caacaagttg ctcagcggcc ccataacgat ggtgtgccag 
atccgaggct
    30061 tattccctat gaattgtttt cgagggccta tcggcacgca ctcattaaaa 
ttactcaaaa
    30121 ccagtacatg ggatatggtg acccacgcgg tatggctgaa ctaaggcagg 
ctttaaaaca
    30181 aatgttgtcg atggaacgtt tcatgaatat tgcggaagat gagatttgta 
ttgtacgtgg
    30241 tagccagatg ggaatttttc ttgcctctcg tgcattaccc aatcggcagg 
gtgtcatcgt
    30301 cgttgaggaa ttatattacc catctgcttt taaagcattc cagtcaaatg 
gctttcaagt
    30361 ggtttctgtc aaattagatg atcaaggtat tgttattgaa gatctcgaac 
ggattttaaa
    30421 agaacactcg gttgcagcaa tttatacaac gccacatcat cagtacccta 
caaccgttac
    30481 catgacaatg agccgccgtc ttcaactctt agaactttca aaaaaatggg 
ggttttacat
    30541 tattgaagat gactatgacc acgaattcca ctatgacagc cggcctatgc 
cacccttagc
    30601 aagtttgccc tattctgagt tggttattca tgtaggttca ttgtctaaag 
tttttgcacc
    30661 cggtattcgc ttgggttaca tcgtggcagc tccaaccatc attcaaacta 
ttactgaaga
    30721 tattttattg attgatcggc agggcaataa tattacggaa ctcgctttag 
cagatttaat
    30781 gcaacgaggg gagatcaagc ggcatattcg taaaatgaaa aagatttatc 
agttacgtcg
    30841 agaccatgcg ttagctgagt ttcaaagagt ttttgctgaa agtattgaga 
tacaaccgcc
    30901 tgcgggtgga atggctttgt gggtaaaatt tcagaaatca tttactcaag 
atcagctcat
    30961 aaagttaaaa gaactcaaca ttgatacaga gcagaagttt aaacagaaag 
agtgtgctaa
    31021 tcattgtatt cgctttggtt ttgcagcttt atcagagaaa gaaatcacct 
ctctaattga
    31081 gaccttaaat gaagctcttt aataaaagaa cagcggactc ataatccgct 
gttttatttt
    31141 aagagtgatt acctcgataa gagagtgctt ctgtaagatg aggactttga 
atgacctcac
    31201 tttgggccaa atcggcaata gtacgagcaa cccgtaaaac acgatgataa 
gcacgagcag
    31261 ataaatttaa acgttgctga gccatttcaa tcattcgctg tgaagtacta 
tcgagaacgg



    31321 catgttgttc tagttgtttt ggtgagagcg cctgattcaa acaaccctgt 
ctttgcattt
    31381 gttgttcata agcataaatc acacgttgtc gcacagttgt agaatcttct 
gcaggcgttg
    31441 ggtcttgcaa ttcttgagct tttaatggcg gtacatcaat atgtaaatcg 
atgcggtcaa
    31501 gtaacggtcc cgatatgcgg ttttgatagc gcttaatgct ttctggagaa 
cactgacaac
    31561 ggctatcttg attaaatgca tacccacatg gacaaggatt cattgctgca 
atgagctgaa
    31621 agttcgcagg ataagtaatt tgccgagccg cacgtgaaat aatgatttct 
tttgactcaa
    31681 gcggttggcg taagacttct agaacctttc tgtcaaactc gggaagttca 
tctaaaaata
    31741 gaacacctaa atgagataaa gtaatttcac ccggtttagg gtgtgaaccg 
cccccaacca
    31801 gtgcaattgc tgatgctgta tggtggggcg cgcgaaatgg acgctgccca 
aaggtatgtg
    31861 gtgtatttga aatagaataa atacttgcaa cttcaagagt ttcttgagta 
gaaagtggcg
    31921 gtaaaatgga aggcaggcgt gaagccaata aagttttacc tgtgcctggt 
ggtcctttaa
    31981 agagcaggga gtgtccccca gcggcagcaa tttctagtgc acgccgtggc 
cgtagctgac
    32041 ctttaacatc tgcaaggtca aatttatagg gcatttcatt tgaatgggca 
cttggctgcg
    32101 cataagctag cttttgtgtg cctaaaaagt gctcgcatac ctcttttaaa 
tggttaactg
    32161 gataacactc aagattaggt aaatggctaa tatcttggct attatcgacg 
ggtaaaacga
    32221 ttttatgctg agcttgctgg catgccattg ctaaagttaa ggcgcctgac 
acaggtctta
    32281 catgaccgtc tagagctaac tctccaataa attcaaagtc ttctgtgcag 
ttttccggaa
    32341 cttgaccaga ggcaattaag atgcctaaag caattggtaa atctagccgt 
gaaccatctt
    32401 tgggcaaatc tgcaggagca aggttaatgg tcagccgctt agttgggaat 
tgaaatccac
    32461 tgttaataat agctgagcga accctatcct tactttccct aactgctgct 
tcagctaagc
    32521 ctacaatagt cagagagggt aagccttgac tcacatgcac ctcaacctca 
atgagaggcg
    32581 catgtaatcc taaaagtccc cgagtataaa ttttagaaaa agacatctta 
ttgttccatt
    32641 atggtgcttc atttttaatc gttgtaaagt ataagtgcgc tacgttggtg 
cttatttttt
    32701 attctttaaa gcttcttcta atagactgac ttgtttttgt agcgcttcta 
aacgttgatt
    32761 ggctaaatga agggctgttt tttgtctttc gatttcttgt ttagagacaa 
gatctaattt
    32821 ctcgacagtt tcatttaata atgcacgtaa gtttttttct aaatcttttt 
taggctcgtc
    32881 aatttgttcc aagatggcct gtaatagagt ttctagcatg agatatccaa 
actgttgtat



    32941 taccttatgc tcgccagttt aacactgctt gaatctagga tataggcttc 
ttggctttta
    33001 gccatgtcat aacgataaat tgaaataaaa acaggactga aaattcattt 
tatttttagt
    33061 tgctcatcta catcttgata actaaatagg ttataaagaa agctcatgca 
aaagattcat
    33121 atcctccaac ctttgaaata ttggcatgaa aattgaacat aaaaccttac 
tggtgaaaag
    33181 aagccgaagg aaacaaacat gaagcttgta actgcaattg taaaaccgtt 
taaattggat
    33241 gatgtgcgtg aagcactctc tgacattggt gtacaaggga ttaccgtaac 
tgaagttaaa
    33301 ggttttggtc gtcaaaaagg acatacagaa ctttaccgcg gcgctgagta 
tgtggttgat
    33361 ttcttaccta aagtaaaaat cgaaattgcg attagtgatg aaatggtcga 
cgcggtaatt
    33421 gagtcaatta cacgtgtggc aagcactgga aaaatcggcg acggtaagat 
ttttgtgact
    33481 aatctggaac aagtcatccg tatccgtaca ggtgaaacag gaccagatgc 
tgtctaaatt
    33541 ggcacaaagc ttgctgagca ataaatagct cgcaaatgag gttgggggac 
acgaatgaaa
    33601 aaaatgctta tggcgctgag tttaaccggc gcacttttgg gtggtactgc 
cgcttgggca
    33661 gaagagactg taacaacacc aacatctgag gttacagcaa catcaacgtc 
tgaagctcct
    33721 gcaacaattg cagcggcacc agcagctgag gaaactccgg ccgctccgac 
accgactgca
    33781 aaactcgata ccggtgatac atcttggatt ttaatttcaa cagctttggt 
tctgttgatg
    33841 acaattccag gcttggcgtt attttacggt ggtatggtcc gtaagaaaaa 
tgtcttaagc
    33901 actatgatgt ttagcctttc tgctgcaatt ttagtaagtt tgctctgggt 
gattgcaggt
    33961 tattcaatcg cgttctctgg cacaggtgca tacttcggtg atttgtctaa 
agtaatgctc
    34021 aatggcgtcg cttttgatgc actaagtggg acaattcctg aaagcctctt 
tgttattttc
    34081 caaatgactt tcgccatcat tactgtcgca attttgagtg gctcgattgc 
tgatcgtatg
    34141 aaatattcag ctttcatggc attcattgca atttgggtac ttgtggttta 
tgcgccaatt
    34201 actcactggg tgtgggcagc agatggctgg ttatttaaag caggtgcatt 
agatttcgct
    34261 ggcggtacgg ttgtgcacat taactccggt gttgcaggcc tagttgctgc 
ttatatgctt
    34321 ggtaaacgta ttggtcttgg ccgtgaatct atggcgccac ataacttaac 
tttaactgta
    34381 atcggtgcaa gtttactttg ggtgggttgg ttcggcttta acggtggtag 
tgctttaggt
    34441 gctggtgccc gtgcaagtat ggcaatttta gtgactcaag ttgctgccgc 
tgctgctgcg
    34501 ttctcttggt tggtagtaga acgtatgatc cgtggtaaag cttctgtatt 
gggcggtgcg



    34561 tctggagctg ttgctggttt agttgtgatt acgcctgcag ctggttttgt 
tggtgtaggc
    34621 ggagctttag taatgggcct tattggtggc gtagtctgct tctggggtat 
tacggcactt
    34681 aaacgcttac ttaaagccga tgatgctttg gatgcgtttg gtttacatgc 
tgtaggtggt
    34741 attgtcggtg cgattttaac tggcgtattt tatagtgatg aaatcattaa 
ggcagccaac
    34801 gtagcattag caccaacatt cgctggtcag ttgtgggtac aagtcgaagg 
tgtgcttgcg
    34861 acaatggttt acagtggtat cgcaactttc attattctta aagtgattga 
ccttattatt
    34921 ggacttcgtg ttaattccga tgatgaacgt atgggtctgg acttaagcca 
acatggcgaa
    34981 cgtattgaat aatcactaat aattcttata tcaaaaacag tcttgtgctg 
tgatcaaagc
    35041 gatgctttga tctcggacag gactgttttt ttgtctcata gaatgctggt 
tctgtaagtg
    35101 tagaaatttt gctacactag gtcaaagtaa ttgaccctat taagtccgct 
atgcattgtc
    35161 cattttgcaa cgccgcagat agtaaagtca tcgattcgcg tctagccgca 
gaaggttgtc
    35221 agattcgtcg acgtcgtgag tgtgtaagtt gcggtgaacg ttttaccact 
tttgaaagct
    35281 atgaagtggt gatgccccgt gtgatcaaat cgaatggaaa aaatgaaccg 
ttcgatgagg
    35341 cgaagctacg tcgttcgctt atgcatgcct tacaaaaacg tccagtgaca 
caagagcaga
    35401 tcgagacggt tctcagcgat attcagttgc aaattcgtcg tttgggtgag 
cgtgatgtga
    35461 aatccagaac gattggtgag attgtcatgc aatctttatt tgcacttgac 
cacgttgcct
    35521 atgttcgttt tgcttcggtt tatcaagatt ttcaggatgt tgaagcgttt 
cgccgccaaa
    35581 ttgagcaaat gcaacaacgt gagcactaat catttgagat ttttatgtct 
gagttaaaac
    35641 aagatcaata ctggatgcag caagccattg aacttgccaa acgaggactc 
tattcgacaa
    35701 aaccaaatcc aaatgtcggt tgtgtcattg tcaaagatga tcagttaatt 
ggtgaaggtt
    35761 ttcaccctaa agctggtcag cctcatgcgg aagtttttgc attacgtcag 
gcaggcgaac
    35821 aggcacaagg cgcaactgct tatgtgacgc ttgagccgtg tgctcattat 
ggacgaaccc
    35881 ctccgtgtgc tgaggcgctg gttaaggcgc aagttaaaaa agtggtagtg 
gcatgtcctg
    35941 atccaaaccc gcttgttgca ggtaaaggtg ttcagatatt aaaaaatgcc 
ggtattgaag
    36001 tagaaatcgg tatttgtgaa gacttagccg ctaaacttaa tcaaggcttt 
ttaaaagcga
    36061 tgtctacggg catgccatat gtacgtttaa aagtagcctc tagtctagat 
ggacgtactg
    36121 caatggcatc tggtgagtcg aagtggatta cgggttctgc tgcccgtcaa 
gatgtccaac



    36181 attggcgtgc catttcaggc gccgtgatta caggcattga tactgtaatt 
gctgatgatt
    36241 gccagcttaa tgtacgttca ctccataata ttgatatcga gacggttgct 
cagccaaaac
    36301 gagtaattct agatcggaga ggacgtttac cactcaccgc taaaatatta 
gaaaatcctg
    36361 aaactgtcat ggtgatgggg ccatatcgtc aggaactcgc tgacttaggc 
gtgatacaat
    36421 tagaaattca acctttaaaa acgttattac agaccttatc taagcaatac 
caaatttatg
    36481 atgtgttgat cgaggctggc gcgacattat caagtgcctt tttgcaagaa 
gggttgattg
    36541 atgaaatgat cagttatgtg gctccaactt tattggggca aagtgctaga 
gccatgttca
    36601 atgcagattt tgaatatatg gcacagcaac ttcgttttaa acttcttgat 
gtaatacaac
    36661 ttgatcaaga tatacgctta aggttaatcc ctacgcaaga gaaagtatga 
attcagagcc
    36721 ttcggtatac cacaaacgtc gtcatgcagc ccgcacgaca gacgaatatc 
ttttccatca
    36781 gcttgtcccg tatttgggca acaagcgccg attgctccac ttgattttag 
aagctctgga
    36841 aatcacaggg acgctgaata gcaagaaaaa gaaccccccg atttttgctg 
acttttttgc
    36901 aggcagtgga gtggtttctc gtttagcacg tcaaaatgga taccgtgtca 
ttgccaatga
    36961 ttgggaacct tatagtcatg ctttaaatca tgcaatttta gcgtgtgtcg 
atgcacctgc
    37021 ttttaaagag ttgggtggct atcagaaagc gattgattat ttaaaccgct 
tacccgaggt
    37081 taaaggctgg gtaacgcata acctttgccc tcgtaatgat gatgtctatg 
atccatctcg
    37141 tgatcgttta ttctttaaac gtcgcaatgg tatgcgcatc gatgcgattc 
gccagcagat
    37201 tgcaacatgg caagcgcagg gtgcaattaa tgatgtagaa atgagtgctt 
tgcttgcgcc
    37261 attactctat tcggcaagtt ttgtgagtaa tactagtggt gtatttaaaa 
gcttccacca
    37321 agggtggggc ggacgtacac aaacagcgtt agagcggatt gaatcactac 
tttggttaac
    37381 accgagccgt ttctgtgaga ttggcgaccg taaacgcccc gctgctgaaa 
tgtggtgtgt
    37441 agatgctcag catttagcaa atcaaatgag cggttttgaa gtagatgtag 
cctatcttga
    37501 cccaccttat aatcagcatg cttacagtag taactatcac gttttaaatg 
cattgacgtt
    37561 atgggatcaa gtcgacctac ctccacccga cactaagggt tataagagtg 
gtattgaccg
    37621 tgcatggcgt aaagagcgtc caagcccata caactcttct aaacatgcaa 
aagatgcgta
    37681 tgagaaatta ctctcaacga tcaatgcacg ttatattctg accagttatt 
caaccgatgg
    37741 taacattgag ccgaaagatt tactgatggc caatctggaa cgtggaaaag 
tgactttact



    37801 tactcaagat gttccacgtt atcgcgtaag taaacaacgt cagtcagagc 
gtgcacgtgt
    37861 gcttgagttt attgtgatta cagatactca tgccaaacca gggccaccgt 
tacgtcaatt
    37921 gttaggccag ctttaccact ttgccgagct aggtggtgta gatacatcag 
gtaatagtac
    37981 acagctcgca ctttggtaag cgctgcaatt taagcagtgt aaaagatttg 
gagattgagc
    38041 catgtttaca ggcattattg aaagtttagg taaagtagaa agcctacaaa 
gtgtaggtgg
    38101 cgatgtgcgt ttacgtattc aaaccgattt ggatatgtct gatgtacatt 
tgggtgactc
    38161 aattgcaact aacgggatct gtctcacagt gattgagtgg ggtgataact 
ggtatgcggc
    38221 tgatgtgtcc cgtgaaagtt taaaccgcac gactttgggt aactggaaag 
ttggtcaacg
    38281 tgtcaatgtg gaaaaagcca tgttaccgac tacccgcttt ggtggacaca 
ttgtaagtgg
    38341 tcacgttgat ggtgtaggtg aaattaccct agtacgtgaa gatgcccgct 
caatttattt
    38401 tgaagtgact gcgcctgtag aacttgctaa atatctggca gagaagggtt 
cagtaactgt
    38461 agatggtatt agcttaacga ttaatcattt acgcggtaat attttaagtt 
taaacctaat
    38521 cccacacaca gcagagcgta ctaatattgg aacgtggcaa gtgggtagca 
aggtcaacct
    38581 tgaagttgat gttttagcac gttatatcga acgcttatta ctaggtgata 
aagctgctga
    38641 acagaaaacc gaatcaaata ttagtatggc tttcttagct gaaaatggtt 
ttttaaaata
    38701 aacttttaaa ttaccaaaat gaaaaaccgg acatacgttc cggtttttta 
ttttaaaaat
    38761 taatgcttgg tgagagtaac tgagtgtgtg ccgacccaag gtttattatg 
ctgagtgcga
    38821 gtaattgaaa attcgccttt ttccgatgct cgtgtgagta agattgaaag 
cgaattaaag
    38881 tcgttatgac tcatataaag ttcttgtgct gagaaggtcc attgctcgcc 
ttgattaagt
    38941 tgctcaattt gcgttgaaat ctgatgcgga atgtccattt cttaccctca 
ttaattttca
    39001 taaataatca tgacttattc ttataattgc ttgaaccata agaatattat 
gcatgaccat
    39061 tttgtgacaa ttaaatgtca tttttatgac aggaagaata ttaaaacttt 
acttttctat
    39121 tttttcatca gaaaagttag aattctttaa aatatattca atttcttctt 
gagccgcagc
    39181 atgcagtttg gcacggaaaa ctgttaccgc ctgttcaatt aagctttcag 
cttcaagttc
    39241 taggcgaacg cgtacacttt caagctcaga taagatttga tcgtcagtaa 
tgctaagttt
    39301 tgtaccagaa gaatagtcaa ttgctggcgt ttcagggttt ttttgataac 
gtgcagtatg
    39361 ttcagcaact tcttgttcta aatgactgcg taaagcctgc aaagcttccg 
tttgttcact



    39421 aaatttacga acttcgtcag cttgtaattc agcagcataa gctgcttcct 
ttgcgcgctt
    39481 atctgcaaga gctttttcta aagcaagttg gcgacgtatt cgcgcttgct 
cgattaactc
    39541 tgcctttaag tcagcatatg ccttttcaat attttgttgt gattctaatt 
gcgctttttc
    39601 gtcatttaaa acccacagtt gaataggggt ctgaggctct aataaatcac 
aaatacgagc
    39661 caaatcctgt tgataagcat gacggacagc ttcaggcgca tttaaccatc 
tttttttaaa
    39721 atcttgcccg acatttaatg ccaccacagt tctcctttgc tcaacagtat 
ttacatttta
    39781 gcgcgttata atttaaaggt tcgaggttct atacctaaac gacgatacat 
tttaaatttt
    39841 tctcggccaa tttgcttggc tgcttcatta ttttcaacaa tttctataat 
gtggctaaaa
    39901 tgattcactt gttcaagtgc atgattgtta aaattaaata ccagccaacc 
ttgttcagaa
    39961 ggttgtttag ccgaaataca tactgctgca tctacctgat caacgccatg 
ggcaataaag
    40021 ctggtcggat caaagctcca caatttttca tcaagtgttt gttgtaactg 
cacatctggg
    40081 caataccacc agatttgtga atgcttcagt aaaatttttc gacataaacg 
gcaagcacta
    40141 tcgacttgcc gttcttcact ggtttcaaac agataaaagc taactttagc 
cattcgtact
    40201 tacacggtta gccaagaatt gcataagtag cggtactgga cgaccagttg 
cgccttttgc
    40261 tgagcctgat aaccatgctg ttcctgcaac atccaaatga gcccagcgat 
agtcacgagt
    40321 aaaacgctca aggaagcagg ctgctgtaat tgcgccgcca tgtggtccac 
caatgttagc
    40381 gatgtctgca aaaggagagt ccaatagttc ttgataatca tcaatcactg 
gcatgcgcca
    40441 tacacggtca aatgattgct caccagcttg ttggagttca gctgccaaag 
tatcgtccgg
    40501 agaaaataaa ccactcagta ctttacctaa cgcaactacg caagcaccag 
ttaatgttgc
    40561 gatatcaatc acaactgccg gattgaaacg tttgatatac gttaaggtgt 
cgcaaaggac
    40621 caaacggcct tcagcgtcag tgtttaaaat ttcaacggtc tgcccactca 
tggttgttac
    40681 aatgtcgcct gggcgagttg ctttacctga aggcatattt tccgcagctg 
caatcgcacc
    40741 cacaacatgg attggaagac gtgcctcaca taaagcacgg attgtgccga 
gtacagaagc
    40801 tgcaccacac atatcaaact tcatttcatc catgccaagc cctggtttta 
aagaaatacc
    40861 gcctgtatca aaagttacgc ctttaccaac aagtacgaca ggagcttgtt 
caagctgtgc
    40921 ttggtattca agagtcacaa tacggcccgg acgctcagac cctttgctga 
ctgcaagaaa
    40981 tgcatacatg cctaaatcag ccatttgttg ctcatttaag acagtgactt 
taagtaagtc



    41041 tgggaattct gcagctaaag ctaacgcctg ttctgccaga tattcaggga 
aacagatatt
    41101 acctggtcgg tttcctaagt cacgagcata agactgacca gattgtacgg 
catgtactaa
    41161 agcgagttga ttttcatcaa ggttggtttg tgagctaatt aaatcaactt 
gttgtaacac
    41221 aaattcattt tttttcgatt taaactcatc ataaccataa gctgcttgag 
ttaagcttaa
    41281 tgcaaataaa taatggtatt cgacaggtaa cgcagcaata tcaattgcga 
tatgcttaaa
    41341 tttattttgt gccgacttga taatggtttg cgccaatttt gctaacttag 
ctgcttgaag
    41401 ttcagctgct tttcctaaac caagtaattg gctatggggc tgagtgctaa 
gttgaccaaa
    41461 taatggcaac gtttcattga agttggcttt aaattgagtt gctgtaagaa 
tactttctag
    41521 attattgatt tgatatgtat tgagattgct ttgtagctgt tctgaatcaa 
ctaaaatcca
    41581 caaagattca ttagatgttt gttcaggaaa agttgtataa gttgtaaatt 
tcatggctgc
    41641 cgtgattgcc tatagaaagt tatgttggat taaaacattg aaacactttc 
aagcatagcg
    41701 ttgcaatgtg cggttttata tttttaacat tcgggtaaac tagcgttcgt 
cccgattagc
    41761 cttttggaag tattaatttg attattcggc gttatctcgt caagcaagtt 
gtctctacct
    41821 cattggtggt cattgcatta ttgaccttaa tcatgatggg tggtcgtctg 
atcaaatact
    41881 ttggtgtggc ggcacagggg cgactagatg ccagtatctt gtttagcatc 
attggatatc
    41941 gtttacctga atttctaacc ctcattttac cacttgggtt ttttattggt 
ttaatgttgg
    42001 tgtttggtcg tttatatgtt gatcatgaaa tggccgtatt gaatggtagt 
ggggtaagtc
    42061 gtcatcagtt agcgcgctta cttattccaa tgacactggt ttacatggtg 
tgtcagtccg
    42121 tacttatgct ttggatgacg ccgtggggac ttcgtgaatt cgaaaaatta 
actacaaccc
    42181 aagcagtgcg tacggggttt gacttggtgc gaccaagaga gtttatttct 
tctggacctt
    42241 atacgattta tgcaggttca ttgtcggaag atcgaaaaaa ccttaaagat 
attttctttt
    42301 atcagcgtgc agccaaagaa ggcaagccag atgtcatgat tttggcaaaa 
gaggcaacac
    42361 gtgttgaggt cgcgaatgat acagctaatg tggttgatct cgttcaaggt 
cgtcgctatg
    42421 aaatattccc gggacaacca aaatatacac aagcagagtt ccagtcttat 
cgtctacgtt
    42481 tagaaaatga caaagatgtt aagtttgaga gtggcgatgt agaagcactt 
tccacatcaa
    42541 aactattttc taaagcaaat gatccggtcg taagaagtga gttgggctgg 
cgcttatttg
    42601 gtccgtttac cattattatt gccttgatgc tatctgtggc attgtcggaa 
gtaagcccgc



    42661 gacaaggtcg ttattatcgt cttattccat ctatctttat tttcgcgagt 
ttgatcgtac
    42721 tcatgattgc aattaaaact cgtataagta aaggagaact ggatatttgg 
gcttatccag
    42781 tggctttatt ggtttatgca atcgcagctg ccttattttc acgtaagcag 
aaattagggc
    42841 cgaaaatcaa gaaacagatt aagcgagtga aattataatg ttagcacgtc 
gaatagtcgc
    42901 caaatatgtg acgaaaacca ctgcgctcgc aatgtttggt accaccattg 
ttttgtctgt
    42961 tttgcaaatc ctgtttactt atctgggtga attaggtgag ctaaaacctg 
actataatgc
    43021 atggcaagct tttatctatg tgttatgggg tgcccctcgc tatctatatg 
aaattttacc
    43081 tatctcggcc ttaattggcg ctgtgattgg gttaggcgct ttagcatcca 
atagtgagct
    43141 gatcgtgatg cgttcggtcg ggattagctt atggcgtatt gtaggttggg 
ttatgcgctc
    43201 agctttgctg cttattgttt tatcttttgc tctaagtgag tgggttgttc 
cctatacaaa
    43261 tgagaaagcg caaagtgtca aaagccatcg atcagttgct gctttaggtg 
aagtgaaagg
    43321 ctattggtca cgagaagggc aacgctttat ttatattgat tatgcgaact 
cacaaggaaa
    43381 tttaagagat atacaggtcg tagactttaa caaagactac catttacagt 
ctttaattaa
    43441 tgcagagcaa ggaaagttta tccaggatgg tcaatggact ttacaaaaag 
ccagccagat
    43501 ggacattctt acagatggta attcgatact aaataatcat gatcagcagt 
ctttaggttt
    43561 ggctctacag cctaaatatg tacacatggt gactttagac cctgaggact 
tgtctccaag
    43621 tcagctgatt agttttatgc gctatatgga cgaatatagc caagtgccga 
aaacttacca
    43681 attagctttt tggcaaaaag tcgcttctcc attttcactc attactcttg 
tattagtggc
    43741 ttgttctttt atttttggtc cactacgtca acagtcgatg ggtttccgtt 
tggtgatcgc
    43801 actcttcatt ggtttaggct tttattattt acaagacttc ttgggctacg 
caagtttggt
    43861 atacgcgcct tcgccagctt ggtttgtact catgcctatt attttaatgt 
ttggtgccgg
    43921 aagttatttg ctttatcggg cccgttaaat tgaaagtata tgaatggctt 
tctcaatgag
    43981 gagcattggg gaaagccata ggaaaaaata gagtcttcac cgaaaattcg 
gtaagatatt
    44041 gcgatgaaat tgtagacaaa agagaaattg attatgacgg atgcaactgc 
tggcaagatc
    44101 cctcacgttc tggtcattat ggatggtgtt ggacaccgtg aagcgattga 
agataatgct
    44161 tttcttgcag caaaaacccc gaatttaact gcaatgaaag caaagcatcc 
aaatagtctc
    44221 atttctggtt ctggtgaaga tgttggttta cctgatggac aaatgggtaa 
ctctgaagtt



    44281 ggtcacatga accttggcgc tggccgagtg ttataccaag acttcacacg 
tattactaaa
    44341 gatattcgta ctggtgcttt ttttgaacac gaagtattgg ttgatgccgt 
agaaaaagca
    44401 aaagcagcgg gtggcgcagt tcatattatg ggcctactct ctgaaggcgg 
tgttcactca
    44461 catgaagatc atattgtggc gatgtgtgaa cttgccttaa aacgcggtgc 
gaaagtttac
    44521 ttacatgcat tccttgatgg tcgtgatact cctccacgta gtgctcaacc 
ttcattagaa
    44581 aaattagatg ctttattcgc tcaatatgaa ggcaagggcc gtattgcaac 
catgattggt
    44641 cgctattttg caatggatcg tgataaccgt tgggatcgtg ttgagcaggc 
ttaccgttta
    44701 ttaacggaag gtgaagctgt tcgtactgca actactgcgg ttgaaggctt 
agagcttgca
    44761 tatgctgcaa atgaaaatga tgagtttgta aaagcaaccc gtattggtga 
gatcgctaaa
    44821 gttcaagatg gcgatagcgt tgtatttatg aatttccgtg ctgaccgtgc 
ccgtgaaatt
    44881 acgcgtgcgt ttgttgaaaa agatttcgca ggttttgagc gtaaagttgt 
accgaacctt
    44941 tctaaatttg tcatgttgac gcgttatcag gcaagtattg atgcacctgt 
ggcatatatg
    45001 cctgaagagt taaagaactc gcttggtgaa tatttatctt ctttaggtaa 
aacgcaacta
    45061 cgtattgctg aaactgagaa atatgcccat gtgactttct tctttagtgg 
tggtcgtgaa
    45121 gacgaatatc caggtgaaaa gcgtatttta atcccatcgc caaacgttgc 
gacatatgac
    45181 ttaaagcctg aaatgagtgc ttatgaagta actgatgagc tagtcaaagc 
aattaactcg
    45241 ggtgagtacg acttacttgt tgtgaactat gccaatggtg atatggtcgg 
tcatacaggc
    45301 gtatttgatg ctgcagttaa ggctgttgaa gcagttgata catgtttagg 
tcgtgtatac
    45361 gaagctgtaa tggcgaaaaa aggccatatg cttattacgg ctgaccacgg 
taatgttgaa
    45421 caaatgcaag attatgaaag tggtcaggtt catactcagc atacaacaga 
gcttgtgcct
    45481 tttatttatg tgggtccaac ccaagcaaca attgcagaag gtggtgtgct 
tgctgatgtt
    45541 gcaccgacca ttctgaactt aatgcagatt cctgtgcctg ctgaaatgca 
aggtcgtaat
    45601 ctcattacat tgtctgctta agcgataggt gactaaatgc tgcaacacaa 
tatatataaa
    45661 gctttttttg ttagcgtatt gatgtgttgc agccagctca cttttgcagc 
tcctgttgta
    45721 aaagaaaaat tatcgcctct gcatcctgat tccccagaat cagaagaaag 
ttatgcagaa
    45781 gtgcctattg agtctattca acagtttgta caaatatatg gaatcgtccg 
tgataactat
    45841 gtcgatgaaa aatcggacga tgctttattt ttacaggcaa ttaaaggttt 
agtcagtggt



    45901 ctagaccgtt actcccgcta tttgtcagct gaagaatacc gtcaactcat 
tcaatatact
    45961 gaaggggatc ttgcttcagt tgattttgta ctaagccccg aatcacatgt 
tcataaatgg
    46021 atgattcgtg accttaagac gggttctgat tcatataaac taggcttaag 
aaatggccaa
    46081 actattttaa agattgataa tcaggaactt aaaaatctga cacatgatca 
ggtgctaggt
    46141 ttgctttatg gatcgatagg ctcgacgctt caagtacaaa cagaagagtc 
aaatagtcca
    46201 attagtttag tccgtaataa aaagattgaa accgatattg agcctgtgat 
gttgcacaat
    46261 caggtgttgg tattaaaaat tagagtattt caacaagata ccgccaatga 
gattaagcgt
    46321 ttaattgaag aaaatagttc ttcgcgttta aaagcggtgt taattgattt 
aagaaataac
    46381 ccaggcggct tgttatctgc tgctgttgag tcagccgatt tatttttaaa 
tcatggcatt
    46441 attgtctcta caaaaagtcg ttcagaaggc aaccagcaat ttcaggcttt 
accgggtaac
    46501 gattttcaaa atataaaagt tggtatttta attaatcacc gatctgcctc 
ggcagcagag
    46561 gtttttactg ctgcaatgaa agagcatcaa cgtgcttggg ttatgggtga 
aaaaagttat
    46621 ggaaagggtg ttgtacagaa gcttttccct ttaccgagtg gggcagcgct 
acaaatgaca
    46681 gtctcacatt actacacacc aaatggtaat atgattgagg ggcaaggtat 
tcagcctaac
    46741 caaacttatc ccttacctcc agaaatgaaa gaagaagttt atctagatcg 
tgttgccgat
    46801 ctccttctaa aaagaaagta aattttatac ttcctgttct gtctccgtat 
ctaagccaaa
    46861 ttttttcaga cgatagcgta aagagcggaa agtcattcct aattttttag 
ctgctaaagt
    46921 acgattccaa tgagtcatat tgagtgcatt gagtaaaata tctttttcaa 
tattttctaa
    46981 ataacgttct aggccttcac ttggtaattt ttttacgact tgaggagccg 
ccacagtggt
    47041 ttgtatgctt tgagtagccg aagtaaaagg attagaaata ttcgctctta 
gaggagcagg
    47101 atgtaaatga gatatatcta tggtggcgtc ttcacttaag gtaattgcgc 
gctcaatcat
    47161 atttcttaat tcgcgaacat tacccggaaa gtgttgctgt agcagataag 
tttcggctgc
    47221 ttctgttaat tgtttaggtg gcgtttccca ctccatacaa attttctgaa 
taaagtgatt
    47281 ggcaagcaaa aggacatctt cgtcacgttc acgtagaggt ggcaatatga 
ggtccataac
    47341 atgaatacgg aagaataaat cttgacggaa tttgccctgt cgaactaata 
aatctaagtc
    47401 ttgatgactt gcactaatca cacggaaatc aacatcgatt tcctgatctg 
aaccgacagg
    47461 tcggatcttt ttttcctgta ctgcgcggag cagtttgacc tgcatactta 
aaggtaattc



    47521 ggcaatttca tctaaaaata gactgccacc gtgtgccgat aaaatgaggc 
cttgtttatc
    47581 ttgagttgct ccggtaaagc tccctttttt atgcccaaaa agctcacttt 
ccatgagttc
    47641 ggtgggaatg gcaccgcagt taattgcaat aaaagggcct tcactacggt 
tactcagccg
    47701 atgaactaag ttagcaacta cttctttacc tgttccagac tcaccggtaa 
caaataccgg
    47761 tgcttgagag cgagcaattt ttttaattgc aatacgtagc tgctggatgg 
gtagagaacg
    47821 gccgattaat aatttatttt ctaacgcatt ctcggtagca tcatgctcta 
ctttttgccg
    47881 attcaaggct ttttgtaata attgatctag atgtacttgg ttgaccggtt 
tgcttacaaa
    47941 atcaaaagcg cctgctttta atgctgcaat tgcaatatcc atattgccgt 
aagcagttaa
    48001 aaccgcaatc ggagtgttgg gataattttg agagacatgt ttgactaagt 
ctaacccact
    48061 cccatcgggt aagtttagat cggttaaaca tgcatcgtaa tgaaactgtg 
tgaagagttg
    48121 tttggcctgt tcaacccgat aagcaagatg tgttttaatc cccattcgtg 
caagtgtcat
    48181 ttgcattaaa aggcacaaat cttcttcatc gtctacaagc aaaaccagtg 
gttgctgttc
    48241 tgccatttcc ccaaaaacct aataaaaaat caatatatta ttgggcattc 
tattctgaag
    48301 catgcccctt gtttttgctc tacataggtg agctttgcat ggttcgcctc 
acaaaaacta
    48361 tgagacaaat ataatcctaa accagttcca ttaatttcgg tactaaaaaa 
tggtttaaat
    48421 aattgagata tatcacgttt tgaaacacct tcaccgtaat cgatcacatc 
aatataaatt
    48481 ttatttgtct gtgaatggat gttgaccgta atgtacggcg agtcgggggc 
gttatgccgt
    48541 aaagcatttc tcaccagatt aatcatgact tgtcttaatt gtttttcatc 
aaataaaaat
    48601 tttagagaac tatccgaaat tttaagttga attgaatgtt taacgtcaaa 
taaatcttct
    48661 tcgagcaatg tatctatgaa gtgttttaca tcgatctgga taggatgtgt 
tctttcgcta
    48721 cgagcaagcc ctaaagtatc ttgaacaata ctatcaatgc gtttggtttg 
tttgccaatc
    48781 atatgacgca aagtattttg ttgttctgga tcgctatctt tcagtaactc 
atttgcttgt
    48841 acgattgcag cgagaggatt gcggatctca tgtgcaatac ttgctgagag 
ttgccctagc
    48901 gcagcaagct taagctgctg agcttgctga ttaatttgtt gggcatcttg 
taaaatgagc
    48961 agggttaacg tttgttgtgg gaccaaaagg tgttgcactt taatgttgat 
ggagtacgcc
    49021 gatagccgag actcaaaaat gaatcggtca ccttctttta agtcgccaaa 
ctttaaaatt
    49081 tcaaataaat cggcatgcca cttcgctaaa ggatattttt cattggcaaa 
ttgaggggga



    49141 atacccaaga gtgaacaggc tgcaggatta ctgacaacga tgtcgtaatt 
ctcatctaaa
    49201 actaaatagc cttcttcaat ttgttctaag atataacggt taatattttg 
gagttgatag
    49261 agttcaattg actggtgaaa ggtgagtgct tcaagtaatt taaagcgctg 
cacagcaatt
    49321 tggccaatac cgtgaaccac aaaaaataaa aaagctaaga gagcgctatt 
accaatagta
    49381 tttagattgt tatagtcaaa tagactacct acaaatcgtt ggtaaataac 
agcgataacc
    49441 gcaagcaatg taatcagcaa agacattctt gcgctgagta aaatcgccga 
agtaaagatg
    49501 gcaattacat agagtaaact gagttgtaaa tttggttcac ccacagaaaa 
agtcagtaaa
    49561 ctcaaacaaa taatatcaac aataaaaaat aaaataagct gtcgcgtggc 
ttgagtggca
    49621 ataaatttaa agcataacag ctgaacaaga cttaagaggg aatacccgag 
tagtgtgtag
    49681 gaatataagg caggttgctg caaactgtta tcagtttgcg catcggttaa 
aactaaaata
    49741 atattcaggc taaccgcaat aataagacgg tataagccat accaagtgcc 
caaacgaaaa
    49801 atcgtatggg acaaggatga atttaaggga aattgcatgt aagtttggtt 
atggcttgat
    49861 caaaccgtaa cgaatcgcaa gatgtgttag ttttacatcg ctatcaattc 
ctaacttttc
    49921 aaaaatacga taacggtaag tatttacagt tttcacactt acaaaaagtt 
tatcggcaat
    49981 ttcttgggcg ctaatacagt tgacgaccat cattgcaact tgcatttccc 
gttccgataa
    50041 tgaatcaaaa ggggattgtt gagtgtcgga taaatatgag ctcgcgagtt 
gttcggcaat
    50101 atctgcacta aaatatttac cgccttgcat gaccttatta attgcacgaa 
ccatttcggc
    50161 aattggcgcg cctttagtga tatagccttt tgcaccggct tttaataata 
aagatgggta
    50221 aggctcttcg gcaaggccgc ttacagcaat gactttcgtc tctggagccg 
tctgtaataa
    50281 acgacgggtt gtttctacac caccgatgcc cggcatgttg acatccagca 
gtacgacttg
    50341 cggatgttgt tggcgaacga tagcaattgc ttcttcgccc gattcggctt 
gtccaattac
    50401 ctcaacatcg gcatgatctt ctaacatacg gcaaataccc gtacgtacca 
gttcatggtc
    50461 atcgacaact aaaactgtaa tcaagaagac ctcctttctt tcaaaaaaca 
agttttttgt
    50521 tacataaagc aaaataagct tgcaatggaa tgacaaaatt agcaatccta 
ttcttctata
    50581 gtgagcgaat agttgtgcac aattgtgtcg gtaaaagctt tataccttat 
atctcaaatg
    50641 taaggcataa tgatagtaag cgcaaatgtg tgtcaccctg agtcgagtat 
tgtgccgtga
    50701 aaaattctaa aaagtcttta atgcatgtgc taagcatgtc tattttgctt 
agtttgagtt



    50761 caacaagctt tgcagaactc gtcaataacc cgtcttcagg gagtactggt 
actgcaagtt
    50821 taaattggtc tgcagcggat gctagtcaac ttttaaatga tgaagatgat 
gaaccgactc
    50881 cgcaaggttc aacttctgta accacaactt tgcgtggcag taatgcgcca 
agagttatta
    50941 cttctgcccc taaagttgct ccaatccgtg atactgtggg ttataacgcc 
cagccaagtg
    51001 tcagtgcacg tgctgcactt gtaatggatg cacaaacagg tgaggtactt 
tatagtaaaa
    51061 ataccaacgc atcagtgccg atcgcttcta ttaccaaatt gatgacggca 
gttgtaacgg
    51121 cagatgcccg tttaaacatg tctgaagaaa ttacacttga gcaaattgat 
tttgctgggg
    51181 ctggtgggaa aaactcaagc tcaacacttc gtgttggcga taaaatgaac 
cgcgcagaag
    51241 ttcttctgtt tgctcttatg aagtcagaaa atccggcagc agcagctcta 
gcgcgtactt
    51301 atccgggtgg ccgtgctgca ttcgtggcgg caatgaatgc taaagcgcgt 
gctttaggta
    51361 tgaatgcaac tcattattat gagtcaactg gtttagatcc gcgtaatgta 
tcttctgcac
    51421 gtgacttggg aattttggcg agtacagcat ctcaatatgg tttgattcgt 
cagttctcaa
    51481 ccacaccgac ctatgacttt aatttaggtt atcgtgttct taaatcaaat 
aatacaaatg
    51541 ctttagtccg taatggtggt tggaatatca acttatctaa gacaggttat 
attaatgaag
    51601 caggccgttg tgtggttatg catactactg tgaactcacg tccagcagtg 
attgtattat
    51661 tgggtgaacc aagtacacag gcacgtaata atgatgcaac taacttgctt 
ggttggttaa
    51721 gtaatttgcc aaaacgtatt taatttaatt atttttaaaa acgcttcttt 
taagaagcgt
    51781 ttttttatgc catttaaaaa gcataaaaaa acggctgtat taaacagccg 
ctttttataa
    51841 aaactcagat tttacatatt agataaaatc gaatctttta cttggtccat 
tgttgcatca
    51901 attgacaaca tcactgcatc agcacattgt ttaattgctg tatcagggtc 
tttcaagcca
    51961 ttacccgtta ctgtacatac aatgacagaa ccttcagtaa tcttaccggc 
tttaatgtca
    52021 cggattgcac cgccaataga agcagcagat gctggctcaa caaatacacc 
ttcatacata
    52081 gaaagtaagc gttgagcttc taaaatttcg ctgtcttgaa gttcatcgaa 
ccaaccttta
    52141 gagtcgcgta ctacagcttt tgcatggttc cagctttgtg gattaccaat 
acgaatcgca
    52201 gttgcaactg tttccggttt ttctactgga gcaccacgta agaaaggagc 
tgcgccagaa
    52261 gcttgataac ctaccattgt tggtaagcct tctggttttg gaccagtgaa 
ttgatcagtc
    52321 gcagcgtcat aaacaacttg ttcaaattgg tcagcaggct ggttagctac 
tgcttcggta



    52381 taacccatcc agtgagctgt aatgttacct gcgttaccaa ctggtaagca 
gtggtaatca
    52441 ggtgcacggc ctaaagcttc aacgatttca taagcaatag ttttttgacc 
ttgcaaacgg
    52501 taagggttga ttgagtttac aatcgttaca ggtgcttgat cagccacttc 
ttttacaaga
    52561 cgcataccat catcgaagtt accacgaatt tgcatagtga tcgcaccata 
catcatggct
    52621 tgcgccattt tacccatcgc aattttgcct tccggaatca aaacaaacgc 
tttgataccg
    52681 gcgcgtgcag cataggcagc agcagcagca gaagtgttac ctgtagatgc 
acagataatt
    52741 gctttagagc cttcttcaac cgctttggtt acagccatgg tcataccacg 
gtctttaaat
    52801 gaaccagtcg ggtttaagcc ctcgtatttc acataaattt caacgtcttt 
gccaataata
    52861 cgtggaatat tctcaagttt aatgagaggg gtgttgcctt cacccaaaga 
gatagcacga
    52921 gtagttgccg aaactggcaa acggtcacga taacgatcta caagaccagt 
ataacgattg
    52981 gcattagaca tgatggtgtt ccaattatga ggtgaagcgg gagagggaat 
ctttccctca
    53041 acctgattaa ctatcgagcg attctaaacg aattcttacg atttcgccac 
gaattgcagg
    53101 taatgcttga atttgcgcaa gagcgtcatc cattttggat tcaacgattg 
gatcagtcaa
    53161 aatcacaatt ggaatgaggt cttttaagcg agattgttgc atgatggcat 
caatactgat
    53221 tccggcacgg cttaagatgg tcgtcacatc tgcaagtaca ccagtctgat 
cttcagcatt
    53281 taagcggatg taataacctg tggtcatttc ttcacggctt aaaattggca 
tatttgttaa
    53341 tgcttcaaaa gccagttgag gaattgtgcc tgcaccatct tctgtataag 
aaatatcacg
    53401 aacgatatca attacatcgg caacaactgc agaagctgtt gggccagcac 
cagcaccagc
    53461 accgtaataa agtgttggac ctactgcatt ggcttgaact aaaacagcat 
ttttaacgcc
    53521 gtttacgttc gcaataagct gctcatctgg aataagtgtt gggtgaacac 
gtagctcaat
    53581 acccttttca gcacggcggg caatgcctag atgtttaata cggaaaccaa 
gctcctcagc
    53641 atacttcaca tcttgtgcag taattttgct gataccttcg gtatagactt 
tatcgaattg
    53701 caaaggaata ccaaacgcac aagaagctaa aattgtaagc ttgtgtgcag 
cgtcaatacc
    53761 ttcaacgtca aaagttgggt cagcttctgc ataaccgagt tcttgagctt 
cttttaatac
    53821 atcatcaaat gcgcggcctt tttcacgcat ttcagtcaaa ataaagttac 
ctgtgccatt
    53881 aatgatgcct gcaagccatt cgatatggtt tgccgcaagg ccttcacgga 
ttactttaat
    53941 aatcgggatg ccaccagcaa cagctgcttc ataagcaatt tgtacagcat 
tatcttctgc



    54001 tgctttaaat agttcattac catgttcagc gagtaatgct ttgtttgcag 
tcacgacttg
    54061 tttgccgtgc ttgatcgctt ccataatgat ttcgtaagca ggatgaatac 
cacccataac
    54121 ttctacaacc acatccacat cgggttgacg aacgatatca agtaagtctg 
cgctttgttt
    54181 aatcccttcc aattcgagat ctggacgagg acgacgtgtt ccaacgtggg 
taatttgaat
    54241 ttctcgaccg gtgcgacgtt taatttcagc ggcattttct tgtagtagtt 
taagggctcc
    54301 tccacctacg gtacctagac cgagtattgc caggcgaact ggtttcacgt 
cacactccat
    54361 atcatcattg aatcatttaa ttgaagctag atcatagcta aaaaaaacgc 
cagactctag
    54421 cgcttttagc gcctgttcag tgatttagag tgcgatgttt ggaaaagaag 
agtagatcac
    54481 tctttaaaca ctggtatgag aagaagtatt tattgaaaaa acaaagcgct 
gcaataagat
    54541 cagcgcttta tttgtaagat ggatgatgaa gtgttcatca acttggagag 
ggttatttat
    54601 ccaatcgttt aatcaattca tctggtgtta agtagccacc caagtactca 
ccatcaacat
    54661 tataaatagc tggtgtacca tttacgccca tgtttagacc aagttggtat 
tgttcgcgaa
    54721 cagggttttt acattgagca ggtggaatac taatgccctg tacagcttgg 
tcaaatgcag
    54781 ctttacggtc tgcactacac caaaccgctt ccatagttgg cataaactgt 
tcgccgcgtg
    54841 gccatgcaat gtaacgaact tcaatacctt tctcattaat ctcagctaaa 
tgctcatgta
    54901 atttatggca gtaaggacag cttgcatcgg taaacacata aatcacatgt 
ttagctttac
    54961 cgcctttagc tggataaaca attaagtctt cattttttaa agcagcaaga 
tgctttttgt
    55021 tttctgaggc ttgaaggcta tcgccgatat tatgaagttc tttaccgcct 
aaacggatga
    55081 catcgccttg aatcaggtat ttaccatcac ttgttgtata aaccgacgtc 
attccttcaa
    55141 ggttaaccca atataaatta ggaacttcgg taggcttaat atctaaaatc 
ttgacgttga
    55201 tatttgcatt cttaaattgt ttttgcaaag tttcaattaa acgctgttta 
gcattgcgtt
    55261 caataatggt tgaagcttcc cctgtagcag gtgcggtcgc tgtgagcgca 
tcttcttttt
    55321 gtggtttgtt ttctttagaa caagcactga acaacaggct agaagccaaa 
gcacaggcaa
    55381 gaaaaatttg agatcgggta aaggacatag ataaccctta tttcatcagt 
atttatagtc
    55441 agaagctgct aagcataaca aaaaatctag tgtgtattgt taaaactttc 
ttaacctttg
    55501 tgaacgaaat caagtgattg ttcggtgcat tccaaaatat tcttttaaaa 
aattttaacc
    55561 cctagggtga tgtttttcat gcaattgttg cattctgact tgtgctacat 
gcgtatagat



    55621 ttgcgtggtt gataaatcac tatggcccag taacatttgt actacgcgta 
agtccgcccc
    55681 gtgattaagt agatgcgtgg caaaagcatg acgtaaggta tgaggtgaaa 
gttcagcctg
    55741 aatattggcc tgtagcgcat aacgcttaat ggcataccaa aagttctgac 
ggctcataat
    55801 tccaccgtgc tgggttaaaa ataaatagtc agttgaactt ttataaagtt 
gtggacgtgc
    55861 ctcgtttaag tagcgttcta cccaatcgca ggcatattgg cctaaaggca 
ctaaacgttc
    55921 tttgttacct ttacccgtaa tacgcaagta accttgtttt aaattaataa 
gttcgaggcg
    55981 taaatttagt aattcagaga cacgtaaacc acaagcgtaa aggacttcaa 
acattgctcg
    56041 gtcacgtaag cccaacgccg ttgtaatgtc tggcgcctga atgagcgctt 
ctacatcttc
    56101 ttcagacaag tctttaggta aagctcggcc aatttttggt gaatggtgag 
tagctacagg
    56161 attatcactt cgtaatttct gttcacgtag aaatttataa aactgacgta 
gtgcagataa
    56221 gcaacgagca attgaacgtg gacttttccc tactttggta agttcaatga 
ggacgtcaga
    56281 aatgtcatcg ctcgtccaat ctggcaatct atttttttta tgaagttcac 
tacattgaat
    56341 caggtcggat aaataggcat tgcgcgtatg cggactgact gtctgtgcaa 
ccagatagtc
    56401 gcgaaaacct tgtaaaaagc ttaaatgttc aggaatttga acagggcttg 
gaatacgcgg
    56461 ttttttattt atcataaaca acttcctcta aaccactgta ctgtaaaaga 
aactttaagg
    56521 tttgtcgatt aaactccata agaattgaaa tctaacctta tttggtaatt 
attctcattt
    56581 atatgtatac tagtaaaaaa ggtttaggat cggatgcggt gcgtttatca 
gcgttgaaag
    56641 tgaagcaagc ggcgaccatc accaaagtga atcggataga agtagagtcc 
gagcagcaag
    56701 atttggtcgc aattcgtttg gaaagtctgg gttttgtacc aggcacacga 
gtggaagtga
    56761 ttaccaaggg tgtttttggt ggtgatccga tcttaatcca aattggcttt 
actcgtttcg
    56821 ctttacgtaa agcagaagcg gaaaaaatcg aaattcagat agaagaagga 
gtacccgcat
    56881 gagtgatgcg ttacgtattg cccttgtggg aaaccctaac tgtggtaaaa 
cctctctttt
    56941 taaccattta actggaactc gacaaaaagt cgccaactat gccggtgtaa 
cggtcgagcg
    57001 taaagttggt cattttcagt taccttcggg ccgttcggtt cgagtgctcg 
atttgccggg
    57061 tacatacagt cttaatgcga ccagtccgga tgaagcaatt actcgtgatg 
tctgtttagg
    57121 aaaaatagcg gaagaggggc aacaagacgc ttttttatgt gtggttgatg 
cgactaactt
    57181 aaaattgcat ttaggccttg tactcgaaat gatcgaatta ggtcgtccga 
ttttactagt



    57241 actgaatatg atggatgaag cgcgtcgtcg tggcatccag attaatactc 
aaaagttatc
    57301 tcaacgtttg ggtgtaccag tcgttgaaac agtagctgtc cgtaatgcgg 
gtattgaaaa
    57361 tttattacat gcccttgatc aagaaaaata cagtgtgcca caaactgaac 
tgagtggctt
    57421 aactgggact catcatcaaa aaatcgatat gatttttaaa gatgttgttc 
attatgttga
    57481 tcaggaagac aagcgtactg attttctcga tcgaattttc ttacatccag 
tcttaggtct
    57541 acttagtctt gccatcatga tgtttattgt gttccaagca gtttttgcat 
gggcagcgcc
    57601 ttttatggat ggtattgaag gcttcttcgg ctggctgggt gaagtagtag 
gttctgtgat
    57661 tacacagcca ctactgcata gtctggtggt tgacggaatt atcgcgggtg 
caggtggcgt
    57721 agttgttttc ttgccacaaa ttctaatttt gttcttcttc attttagtac 
tagaagaatc
    57781 gggctattta ccgcgtgcag catttttact tgataaatta atgtttcaag 
ctggtttaag
    57841 tggacgtgct ttcattccgt tactttcaag ctttgcttgt gcagtaccgg 
gaattatggc
    57901 aacgcgtagt attagtgacc ctcgtgaccg ttttacaacg attatggttg 
cgccactaat
    57961 gacttgttcg gcacgtttac ccgtatatgc cttgctgatt gctgcattta 
ttccagagaa
    58021 aatggtctgg ggtattttca acctacaagg actggtgctt ttcggtctgt 
atatggctgg
    58081 gattgtgagt gcactgtgtg tttcattctt aatgaaattt ttccaaaaag 
ataagtctca
    58141 acacgcttta ctgctagagc tgtcgagtta tcgtttccct gatttaaaaa 
gtgtgggaat
    58201 cggtttgtta gatcgtgcaa agatcttctt gaaacgcgtc ggtggaatca 
tttttgcgct
    58261 ttctattttg ctctggttct tgtgtacttt cccgcagcca ccagaagggg 
cgacattgcc
    58321 tgctatagat tatagtttcg caggtatgct tggacacctt atccagcctt 
tattcgctcc
    58381 agttggtttt aactggcaaa tttgtattgc cttaatcccg gctatggcag 
ctcgtgaagt
    58441 tgtggtcgct gcattaggta ctgtatatgc cttgtcggca accgatgaag 
atgcggtagc
    58501 acaaggttta tctcatttaa ttagtgcaga tggtacaggt tggtcgttgg 
caacaggttt
    58561 atcgctttta gtgtggttca tttatgcgcc gcattgtttg gcaacattgg 
caacagtacg
    58621 tcgtgaaaca ggttcatgga aacatgttgc agctatgact acatatctgt 
ttggtttagc
    58681 ttattttgca tcgtttgtta cctatcaaat tgcttcccac tattggggtt 
aaagcaataa
    58741 aggaggttgt atatgcttca atatctgatt attgcggttt tagtgatttg 
gagtgctgtt
    58801 gttgttttta agaaagtatt tccaaaaaca gcaaactcgg ccttttcagc 
actatccgtt



    58861 ttttgtgaaa agcagggttg ggcaacttta gcaaaatggc tgaaaccaaa 
aatgactttt
    58921 ggttgtgcag gtggctgtgg ctgctcaagt gaagataaac ccactaatac 
agttcaagaa
    58981 attaaaccag ttaaatggca gtaaattcag ccattcctgt ttcgtataaa 
aagccatcat
    59041 attgatggct tttttacgca ctgacacaaa aaaagatgaa taaagttcaa 
actgaaaaag
    59101 cattcaaaac agcaaagtgc taacattttt gccattctgt cgattgataa 
attgtggggc
    59161 aaaaatgtta atacaacgtg gtggattaaa agttgtagca ggcttgggaa 
tatcaggcgt
    59221 ttctgctgta aatttcctgc atgaacaagg ctaccaagtt gctgtaacgg 
attcccgccc
    59281 cacacctccc ggacacgatc agattccggc tggcgttaaa accagttttg 
gtcagcttga
    59341 tcaagaatta ttattacaag cagaagagat tattttaagc ccaggccttg 
caccacaatt
    59401 accggaaatt caggcagcta ttgctaaagg tatttctgtg gtgggcgata 
tccagttatt
    59461 gcgccgtgcc actgatgtgc cgattgtagc gattacaggt tccaatgcaa 
aaagtactgt
    59521 aaccacttta attggcttaa tggctaagga tgcaggtaag aaagttgcag 
taggtggcaa
    59581 tcttggtcga ccagcgttag atttacttaa agatcaacca gagttactgg 
tgcttgagtt
    59641 atcaagcttt cagttagaaa ccacctctca cttaaacgct gaggtagcag 
tggttctcaa
    59701 tatgagtgaa gaccatttag accgtcatgg aaatatgctg gggtatcacc 
aagcaaaaca
    59761 tcgtattttc caaggcgcta aaaaagttgt atttaaccga gacgatgctt 
taagccgtcc
    59821 acttgttcca gatacgacac caatgcaaag ctttggttta aacgcaccgg 
atttaaatca
    59881 atatggcgtt ttaagagatg ccgacggtac gctttggctt gctcgtggtt 
tacagcgttt
    59941 aattaaaagt tcagatttat atattcaagg tatgcacaac gtagccaatg 
ctttagcgtg
    60001 tttagcattg ggggaggcaa ttggtttacc tatggagtca atgcttgaaa 
ctttaaaaca
    60061 atttaaagga ttagagcacc gctgtgagta cgttaaaacc gtgcatgatg 
tccgttatta
    60121 taatgactct aaaggtacca atgttggtgc tacacttgca gcaattgatg 
gcttaggtgc
    60181 tgccattgaa gtgaaaaaag gtaaggttgc acttatttta ggtggccaag 
gtaaagggca
    60241 agatttttct cctttacgtt cttctatcga aaaatatgcc aaagttgtgg 
tattgattgg
    60301 tgaagatgcg cctgtcatcg aacaagccat tcaaggcgca actaaaattt 
tacatgcagc
    60361 aacgcttaaa gaagctgtcg agctgtgtca acgtgaaaca caggctgaag 
atgtggtatt
    60421 gctatcacca gcatgtgcaa gttttgatat gtttaaaagt tataatgacc 
gtggtcagca



    60481 gtttgttgcc tgcgtcaatt cgttggttta aagaaaatat gattaggaat 
gtagtatggc
    60541 aggcttagct cagaccacaa tccagaaaat caatcattgg tatgaacgga 
tattgccgaa
    60601 atggccagcg gaagtgacgc cacgtaatgt cttgattttc tgtgtggttg 
cattgttatg
    60661 tatcggttcg gtgatggtcg catctgcttc catgccttat gctgaatata 
tgcatgaaaa
    60721 cccatttcac tatgtgattc gtcatgggat ctcaatcgtt gctgctggcg 
tggtggctta
    60781 tttaacctat cgaatatcac tcaatacatg gtttaaaaat acctttccac 
tgtggttatt
    60841 aaccatggtt ttgttacttg cggctttggc tgtaggttcg gaagttaacg 
gttccacacg
    60901 ttggattaaa attggtggtt ttaccttgca gccaacagag gttgccaagg 
ttatgatggc
    60961 catctttacc gcagattacg tagtacgccg tgccaaagaa gtccgtaccc 
actggaaagg
    61021 cttacttcgt ttaagtggcg ttatggcaat tacggtaggt ttaattattg 
ccgagcctga
    61081 cttgggtgcg acggtggtta ttgtcatgat gatggtcggt gtgttctttc 
tagcgggtgc
    61141 gcctccaaca caattcttaa tcatgcttgg tgcaattgtc acgggtattg 
tgtttttgat
    61201 tttatttgaa ccttaccgtt tccaacgttt gatttcgttt actgaccctt 
gggcagaccc
    61261 attaggtgtg ggttatcagt tatcaaatgc gttaatggct tttggtcgtg 
gtgagtggtt
    61321 tggtacaggc ttggggcata gtgttcaaaa gctttcctat ttaccagaag 
cgcatactga
    61381 ctttatgttg gctgtgttag gtgaagaatt tggtttcttt ggtatttcga 
ttgtcattgg
    61441 cttatctttc ttgatgctgg catgttgtat caaaatcggc caccgtgcct 
tgaaacatca
    61501 ttatcttcgc gcaggctatt tggcttacgg tattagtatt attttcttac 
tccagatttt
    61561 ggtaaatgcg ggtatgaaca tgggcttaat gccaaccaaa ggtttaactc 
tgccatttat
    61621 tagttatggt ggtacgtctt taatgatgtg tgcagctatg attagcttga 
tcttaaagat
    61681 tgatgcttca actcaagaag tgaaccctga gagggaagaa tcaaacttct 
aaaccatgaa
    61741 gcgttataaa aagcccgata tcaaatcggg ctttttatta tttatagata 
tgttccgcaa
    61801 agttgttgtc catgaggaat caaatctaca ttccactggg ttaccgcctg 
cttgagcatc
    61861 acttcggggc gatctaaatc aacatttggt tgacctaagg cttgtatggc 
ttgttgtagt
    61921 aactcaggag ctttagttaa atcaagtgca tgggcaaggt tttgctttga 
aagtttttgc
    61981 ccttggtcgt tcatggcgag cggaagatgc atgtaactca gcttagggta 
gccgaggagt
    62041 tgaccaagcc agatttgacg ctcagtgtta tctaacaggt ctgcgcctcg 
cacaacatga



    62101 gtaatgcctt gtaggtaatc atctacgacg acagcaagct ggtagttaat 
aattccatca
    62161 cggcgtttaa ggacaaaatc accaaggtca tgctctagat tagaacaatg 
aatcccttgt
    62221 aggcggtcat cgaaacagat tggctgatct tgaactttta cccgaatggc 
ttgatgttgg
    62281 aagtcgagat gcaaatctcg acatgtgcct gcatagatag cgtttgaacc 
gagcatttta
    62341 cgggtacatt gacaggcgta aaccagaccc tcttttttaa gttggtctaa 
tacactttcg
    62401 taaatatcta ggcggtcttt ttgaaaaatg atctcggcat ccggatcgaa 
ctgaaaagct
    62461 tcaagtgatg cgagtatatg gtcttcacta ccggggtaga tgcgggggat 
atctgtatct
    62521 tcgacacgaa cgaaccatcg gccttgatgg gctctggcat cgcagtaact 
ggcaacagca
    62581 gtaatgagtg atccgaaatg taaagggccg gttggcgagg gcgcaaaccg 
acctgagtag
    62641 cgaatcagtg gaacatcgtt tcgctgattc gcaagagccg aactaagctc 
ggctggagaa
    62701 ttcttaaccg tcacaattaa ccgttatttt gcttctcttt aatttctgcc 
aaagttttgc
    62761 agtcaataca taacgttgca gttggacgtg cttctaaacg acgtaagccg 
atttcgatac
    62821 cacaagtttc acagaaaccg tagtcttcgt ttttaatcgc ttcaagagat 
tgttcgattt
    62881 tacgaattaa tttacgttca cggtcacgtg tacgtaattc aattgcaaat 
tcttcttctt
    62941 gggtagcacg gtcatttacg tctggcaatg cagttgattc atcttgcatc 
gtatttaaag
    63001 tacgatcaac ttcagacatt aattcagctt tccatgcttg cagaatttgt 
cggaaatgct
    63061 cgagctgtcc ttcagacatg tactcttcat ttttcttagg ttgataaggt 
gcaataccaa
    63121 ataaacttgc agttgagcct acgtcagaag ttttaggttt cactttacgt 
gcacgttttg
    63181 cagaagcttt atcaccttct actacaactt ctgtatgttc atccaaaact 
tggttgtggt
    63241 tgtcattcgc cataataggg cattcctcat catacacgta ttatctatac 
gcaaaaaata
    63301 tggtgatatg caagtgtttt tatagaaaac catcgatgga tttttccatc 
gggtcgtcat
    63361 catatagatt tttcctgcaa gatgatagtc attctgtccc gtaaatattt 
tcaaaacgtg
    63421 tttaccctag tcataattct tttgggttat ataaacttta gggctaataa 
cctgaaatat
    63481 cagtatttat acgggttttg aaattttcaa ggcgaaacac ttttgtttca 
aaactaccat
    63541 cgttattcag acgaatgtaa cgataacccg gtgcattttg gtcgagtgca 
aaatcattac
    63601 taaacggctt aaactgtaca cttgtggaag gcgtagaaaa aaactcgata 
ccttgccaga
    63661 tattaaggga atcttgatga acatgtccgc agactagggc cttcacgttt 
tgaaatggac



    63721 ttaaagtatc taaaagtgca tttgagtttt gaagcttatg gtggtcaatc 
cattttgatt
    63781 tcatggcaaa tggatggtga tgacaagcca gcaaaacagg atgatctgca 
aattgttcaa
    63841 gtaaattcgc taaattttct aattgttccg aagacagatg accatctact 
tttcccttta
    63901 ccgcgctatt tagcataatc acacgccagt ttcctaaacc gacaactaca 
ggttgttgat
    63961 ggttttcgtt atgtagagga aagtggtcga cattgtcatg attgccgagg 
gtctggaaaa
    64021 aaggcaggcc caaggtttgc ataaaattga tataacgttt gtaggtaata 
ggtgttggcg
    64081 cttgtgcgag gtcaccggta tgaataatcg catcagcttc gggatgttgt 
tttagtatct
    64141 gttgaataat ggcgtggaaa ctttcttcag gattcatccc cacaaattct 
agctgtggat
    64201 actccaataa atgtgtatcg gtaatttgta tgatgacatg atttttttgt 
gaaagtgttg
    64261 agacttggaa agtcaccgtc ctacctcttc ggatttatta tcgttttgct 
gtgttgagcc
    64321 agccattgta atgccataat aacaggggca tttcttaaac gtccgctgtc 
gagtagtgtt
    64381 tgaatttcac tataactaaa caaatgcagc tgaatatttt caccctcatt 
atctacccca
    64441 aaaacaccgc ctacagcagg taaattggtt tcagcaacat acagatgaaa 
taactctgaa
    64501 caggcgccag ctgatgggta aaaactaaat agatgttcta aatcctgaac 
ttcgcagcct
    64561 gattcttcaa gactctcgcg tcgaatgcaa ctttctggtg attcattgcc 
atctaataca
    64621 cctgcgataa tttcgagttg ccatggcgaa tgggagtcat ctaaagcacc 
aacacgaaac
    64681 tgttcaatca gggcgaactg ttgtttttga tcattgtaga gtagaacgcc 
agccgcttca
    64741 ggccgatgca caagttcgcg ctgcaataca ggagtatatt cagattgatt 
aaatagacga
    64801 tgtcgaaggc tgactttttc aacttgaata aaaccactga acagaggttc 
acgtgatgtt
    64861 acttcgacat ctttagatgt ataacttgga cgctcgacaa tactcatgat 
tcgatcagga
    64921 cgaaatctat ttatttcatc ctaaccgaga atcatggcta ggcaagtgtt 
ttttttgaat
    64981 atttacactt tatgatacag tttttgtcct tgctcttgat aaacctcttt 
catcgctttg
    65041 aggccttctt caacctctga atcgctattg gtgagattgt tggcatagtc 
acgtacattc
    65101 tgggtgattt tcatcgaaca gaattttgga ccacacattg agcaaaagtg 
agcagattta
    65161 tgcgcttctt ttggtaaagt ctcgtcatgc atgctgcgtg ctgtatctgg 
gtctagactt
    65221 aggttgaact ggtcgtccca acggaattcg aaacgtgctt tagacaaggc 
attatcacga
    65281 acctgtgcac ccggatgacc tttggcaaga tcggctgcgt gtgctgcaat 
cttgtaggta



    65341 ataattccgt ctttcacatc tttcttgttt ggtaaaccta aatgttcttt 
aggtgtcaca
    65401 tagcaaagca ttgctgtacc ataccagcca atcatagctg caccaatagc 
agaagtaatg
    65461 tggtcataac ccggagcgat atctgtggtt aaaggcccaa gcgtatagaa 
tggagcttct
    65521 ttacacactt ccaactgtaa gtccatgttc tctttaatca tgtgcattgg 
tacgtggccc
    65581 ggaccttcga tcatgacctg cacatcatgt tcccatgcac ggtgagtcag 
ctcacccagt
    65641 gttttaagtt cgctgaactg cgcttcgtca tttgcatctt gaatacaacc 
tggacgtaag
    65701 ccatcgccta agctaaatga cacatcatag gctttcatga tttcacagat 
ttcatcgaag
    65761 tgtgtgtata agaagttctc ttcatgatga gcgagacacc actgcgccat 
gattgaacca
    65821 ccacgagaca caatacctgt taaacggttt gctgtaagtg gcacataacg 
aagtagaaca
    65881 cctgcgtgaa tggtgaagta gtcaacacct tgttcagctt gttcaataag 
cgtgtcttta
    65941 aagatttccc aagtcaggtt ctcggcaaca ccatcaactt tttcaagtgc 
ttgataaatt
    66001 ggtacggtac caattggaac tggtgagtta cgaataatcc attcacgtgt 
ttcatgaatg
    66061 ttcttacctg tagacaagtc cataatggtg tcagcgcccc aacgggttgc 
ccatgtcatt
    66121 ttcgcaactt cttcatcaat tgaagaacca agcgccgagt taccaatatt 
ggcattaatc
    66181 ttaaccaaga aattacggcc aataatcatt ggttcaagtt ctgggtggtt 
aatgttggca
    66241 ggaataatag cgcggccttc ggcaacttct tggcgaacaa actcaggtgt 
aatttctttt
    66301 aagttttttg caccaaagtt ttgacctggg tgctggcgca tatctacagc 
ttcacgttga
    66361 cgctgatttt cacgaattgc aatatattcc atttcaggcg tgataatacc 
ttgcttggca
    66421 tagtgcattt gagtgacatt tttacctgct ttagcgcggc gtgggttttg 
aatatgtgca
    66481 aagcgaatat cagcagtacg aatatctttt aaacgctcct gtccaaactt 
tgaagttagg
    66541 ccagaaagaa cgtcagtatc attacgctct tcaatccatt tttgacgaac 
tgaaggtaaa
    66601 cctttgttta aatcaatttg aacattcggg tcagtataaa cacctgaagt 
gtcatatacc
    66661 ataataggtg ggttgtgctc accaccaagg ccagttgggg tatcggttaa 
agaaatttct
    66721 cgcattggaa cctgaatatc agggcgagag ccttcaatat aaactttttt 
agaagcgggt
    66781 aagatgcggg ttaagtcttt tgcatcttgt tcatgttgtg ctgaaatttc 
agcagaagag
    66841 agattcgtta attggttcat cacatgatcc ttatgaataa catcaacgaa 
tcaagcacga
    66901 ccaaaaacga tggcggattt atcttgaact agataaattg agggcttagg 
ttttcagatg



    66961 gcttgattcc tacgcaggtc ttaacctgat caggttcaac ggtacttgtg 
atcaaactgg
    67021 tgttgcgata acacgaaatt tacacaatct cagcgagcta ttactcgcgc 
tccgtcaagc
    67081 gatttaaaga ctaacatgtt ttaggttggc tggcattgtc aatttgtatc 
tatacaaacc
    67141 gcatctatat ggcagtcacg atagacttct gtgttccatg gcgaatcaaa 
ttttaataac
    67201 tgttcaagtt gttcatgcac aatctgatag gtagatttct tttgcccatt 
ttcatcagtt
    67261 aaatctattt taaattgctt attgcgctca tcgacagggg tggcaataaa 
tttaagaaat
    67321 tgttgggcag gtttcgctaa acttgattgg ctctgagttg ataaaaagcg 
gatttgctga
    67381 agtgcatcag ggtcaaacca tgtgttcggg gcatattcat ttgacacagg 
tgtgttatct
    67441 agaccaaaga aaatgaagta tcgatattca ttaaagagta atttggcatc 
attaataaaa
    67501 taactctttg gatatttttg aataaacttt tcccaaaata aagcacgttc 
agtaagctct
    67561 ttccatgaaa cagccaaagc accatcgtta tagaaaatgt cttgattgtc 
ttttgccata
    67621 cgagataaaa attctttctg gtcagcgggt aaagccttag aaaaaacatc 
aactaagtag
    67681 tttggctggc ggcgataagt aaacatacct tcaccttgat agagcaggtc 
aatataggct
    67741 tggtcttcat gttgaagtaa atattgatca cgcgggctca gttgggcgaa 
gagctttttc
    67801 tgactttgca tggccttttt aaggtcttgt ttctgttcta aaacagcata 
gccaaatgct
    67861 tcaaaagctc tccctgtttt ttcagtgtag tcttgtttta gaaaacgttg 
atacatggct
    67921 gttgaagctt caattagctt aagctgttcc tcatttttta acgaaggaac 
acaggtttta
    67981 atcttttcat taatttgatt taagtcttct attttactgt tctgattaat 
cgtgtgcatg
    68041 gctaccataa tttgtaagca gctactgtct cgctgttcgg tggccttttg 
cgcagttgat
    68101 ttttgctctt tagatacagt ttgatcttgc tgtgatgttt tattacagcc 
agttaaaagt
    68161 agtgcgccgc acatactcat cattagaatt tttttcatct ttatattttt 
atcgaaattg
    68221 atatggctca aattataacg cttaaaaaga ttgcatcact gttagaaatc 
tttattatta
    68281 ggtaggtcgg tctacttagg taaaagctat gaatgataga acagcaagac 
agaaaattct
    68341 cgatgcagcg gcaacactgt tttataacga tggcattact gcaacaggaa 
ttaatacggt
    68401 tacggctaaa gcagatgtag ccaagatgtc gctttacaat aatttttctt 
caaaaggtga
    68461 acttgttgat gcctatattg ctgcacgaca tcaagagtgg ttagaccttt 
atcaaaagcg
    68521 tttagaaaaa acaaaaacag ctaaagaagc tattttggcc gtatttgatg 
cctatcaaga



    68581 ccatgcggaa tttgcctatg agaagggctt tcgaggatgt gggcttttaa 
atgctgccgc
    68641 agagtttccc gcgaatagtt cagagcgaag ttcggtaaaa caacataaag 
aagaagttga
    68701 ggctattgtt gccgagcatt taaatcgctt attaaaagat tcacagcgtg 
ttagctatat
    68761 cgcctcacaa ctttcttttt tattagaagg ctctatggca agagcagggc 
tagaaggtaa
    68821 cagtcgtcaa cttcaattag cgagacaaat ggcagaagat attttagatc 
gagaatgcca
    68881 acatgattag ccttattaaa aatagtagtt atggtggcac tattgcaatt 
ttagtggcct
    68941 ctttcttatg gggaaccacg gggacagccg cagcatttgc cccaacactc 
ggaccacttg
    69001 caattggcgc ggttgctatg gggggaggtg ggcttttaca ggcattgatt 
gcatctcagg
    69061 ccattcggga acacagacaa tttattgggc gaaatatttc tattattctt 
ttaggtgttg
    69121 tggcagttgg gatatatccc ttagcttttt attcttccat gcattatgcc 
ggaattacga
    69181 ttggtacggt ggtttcaatt ggttcggctc cactcattgc agcagtttta 
gagcgattct
    69241 ttgaccgtaa agttttatct aaaacatggt tcctaagttt tgtgttgggt 
gttgtagggg
    69301 taagtttgtt atctatgggc gaaagccacg cagcacaaga gagtacaaat 
gaatggaata
    69361 aaatttttgg tatttttctt gggctggtag cgggtgcaac ctattcactt 
tattcatggg
    69421 ctgcaaaaag attaatagac cgaggtattg cagctaaagc tgcaatgggc 
atgattatgg
    69481 gaggtggtgc agtcatcttg cttccaactt tattaattac aggtggtggg 
ttactgcaaa
    69541 gttcaacaaa tttacttgtt gctggctata tgatgcttat ccctatgttt 
ttaggttatt
    69601 tactttttgg tttcgggtta aaaactgtaa atgcgagtaa agccaccact 
ttaactttat
    69661 ttgaacctct tgttgcagcg atttttgcca ttgttttggt tggcgagagt 
gtctcatgga
    69721 ttgggtgggc aggcatgttt ttgattttca tttgtatttt gatgttatca 
aagcctgaaa
    69781 atacataaaa aatgaaaact tttactggct tgagtttaaa ttaaattttt 
cttagtctta
    69841 aagccaagtt ttatcgttga tttaaacaat gaaaataaaa ttaatgcttg 
ttgcgggttt
    69901 atggagtttt acatcgtcga gttttgctct agatttagtt gaaacttatg 
agcgcgcaaa
    69961 actaaatgat ccgacgtggc aagcgaatca acaacagttt gaagcagatc 
agcttaattt
    70021 aggcttagca acaggcgctt tactaccaac agttacattg tctggaaata 
ttacccgtaa
    70081 tcgacaaacg gtaaagcgtt caaattttcc cggtgttgat caggaaggac 
tttccgatgc
    70141 tttggtaagt aatacatcga ctaccaaaca agcaacttta tctgcccgtc 
agcctctttt



    70201 tcgtatggat gcatgggaag gttataaaca ggttaaaact tcggttgctc 
ttagtgaaat
    70261 tactttaaaa ctgcaaaaac aagatcatgt tttaaatgta gctgaagcct 
attttaatgt
    70321 actgcgtcaa caggcactta ccgctgcata tttacaagaa gaaaaagctt 
tgcttgaaca
    70381 gctcaatatg atgaacgcca agcttaaaga agggttggta gcacgtagtg 
atgtgagtga
    70441 agcaaatgcc cagtatcaaa atgcccgagc caaccgtatt gctaccaatg 
tgcagcttct
    70501 attggctcaa gagcaactat ctgaatatat tggtccttat caagataggc 
ttgctgtatt
    70561 gagaagtgat tttatctttc aaaaacctta tccggcacag ctcgatgagt 
ggttaggatt
    70621 agcccaacag caaaatttaa agattcagca agcacgttta caaaagcgat 
atgctgaaga
    70681 tcaacgtcgt gtggaaaaag ctgcacttta tccacagata gatgcagtgg 
cgagttatgg
    70741 ttataccaaa caaacgcccg aaacgctgat ttcgactgat gggaagtttg 
atcaggtcgg
    70801 ggtagagatg aactggaact tatttaatgg aggccggact cgaacttcta 
ttaaaaaagc
    70861 cagtgtggag ttaaataaag cgcaagccca acttgatgcg gccattcgcc 
gtgccaatgt
    70921 cgatgtgaaa agtgctttta tgcaggtaga tactgaccga gcaaaacttg 
aagcaagaaa
    70981 ggcagcaatg gactcttcag cacttgtttc tcaagcttca aaagcaagtt 
ataacgaagg
    71041 cttaaaaagt atggtcgatg ttttattggc gcagcgtaat gctttttcag 
caaaacagga
    71101 ttatcttaat gctcagtatg actatttatt aaatgtatta cgtttaaaag 
cggctgtagg
    71161 tcagctaggg gaaaaagatc tagttgaatt aaacagctgg ttaacgtatc 
agtaataaaa
    71221 aatgctttta tctgaaattt aattttgtca taaaaattta atgattgatg 
tgttttaatg
    71281 ctcaatcatt ttatccctgc gccatcatgt tggaggcttc ccttgagtcc 
gagtaatccg
    71341 gtgttaagcc atcatatttc ttctcaattt aatgaagatt tgcaagatgt 
gaacacaaag
    71401 tttatgacca tgggtggctt ggtcgaacaa caggttgcca atgcaattca 
ttctttgctt
    71461 gatacagatg cgaacttagc aattgatgtt caatttaaag ataatgcggt 
caatcaatac
    71521 gaacgtgata ttgatgaagg gctgacgctg attttggcac gtcgtcatcc 
ggcagcaatt
    71581 gacttgcgta tggtaattgc tatgagtaaa gccaatactg acctagagcg 
tattggggat
    71641 gaagctgcaa aaattgcccg tattgcgcaa aatctatgtg aagagggcgg 
ttctcctcgt
    71701 ggctatatgg aaacacgtca tattggtaac caagtacgcg tcatgattca 
tgacgcactt
    71761 gatgcttttg cacgtttaga tgcagatcag gcattacgtg tacttttagc 
cgatgctgac



    71821 attgaccgtg aatatcagtc ggcaacgcgt actttaatga cttatatgat 
tgaagaccca
    71881 cgtcatattg ctcgtgtgat taatgtcatg tgggttttac gttctttaga 
gcgtatcggt
    71941 gatcacgctc gtaatattgc tgaacaagtc atttacatgg caaaaggctt 
tgatgcacgt
    72001 cataccaaaa ttgaagaaat tgaagcaaaa gtacacgaaa agtaatatgt 
gagctgagat
    72061 atttaaaggc cttgtttcag acaaggcttt tttatttttt taaataatag 
ataaaaaaat
    72121 gtcccgaact ttggggggaa gttcaggaca gaaaatcaag tgcattaaga 
gaaaacacga
    72181 cagggatcgt gtcttacttg ctatgaattg atattaaagt ttcagccatt 
tcatgtcatg
    72241 tagagtcctg tgcgctctat gtaaggcttt atatgtttgt gtaagtttca 
cgtaaaaaaa
    72301 ggcaggtcta tgtatataaa tctgcctttt taaaaaatga tgggcttgga 
ataaacctgt
    72361 tattctggtt tccagccttc cgctttttca acgctctcat cattattgaa 
gaacttctca
    72421 cgttgctctt caaggaattt tttcgcttct ggttcaaaca cgtttaaacg 
cttttcatta
    72481 attagcgtag tttggtgctg taaccattct tgccatgctt gcttagaaac 
attttcaaaa
    72541 aattcttggc ctttggcacc tggaaatgga gcaaagtcca atccttccat 
ttccttttgg
    72601 tatttacggc aaaatacttg tcgactcatt ttgtatcctt aagcgtataa 
ctgttctaga
    72661 cgtttatggg cacgtgcaat cgcagcttca acctgttttg gtgaagttcc 
gccaatatga
    72721 tcacgtgcat ttaccgaagc ttctagtgtc aaagctttat caaatacatc 
tgctgtaatt
    72781 aggtcagaga attgttgtaa ttgctcaagt gttaactcag ataaatcttt 
ttcttcagca
    72841 acacctaatg caacagcttt acctacaatt tcatgcgcat cacggaacgc 
aacgcctttt
    72901 ttcactaagt agtcagcaag atcagttgct gtagagaatc cgcgaagagc 
agcttcacgc
    72961 atgatttcaa catttggaac caatgcaggg atcatgtcgg caaacgccat 
gagtgaacca
    73021 cgaacggtat caatggcatc aaataaaggt tctttatctt cttggttgtc 
tttgttgtac
    73081 gccagtggtt gacctttcat aagcgtaagt aagctaatta agtcaccaaa 
tacgcggcca
    73141 gatttaccac ggatgagttc tggaacatct gggtttttct tctgcggcat 
gattgaagaa
    73201 ccagtacaga agcgatcagg aatatttacg aatttaaact gtgcagaagt 
ccaaagaata
    73261 agttcttcag acatacgcga taaatgcatc atgattaaag atgctgctgc 
attaaattcg
    73321 atagcaaaat cacgatcaga tacagcatca agagagtttt cagatacagc 
ttcaaagcct
    73381 agtaactctg ctgtataagc acgatcaatc gggtaagttg ttccagcgag 
agccgcagaa



    73441 ccaagtggca tacggttaac acgcttacgg cagtcttgaa gacgttcagt 
atcacgaact
    73501 aacatttcaa accatgccaa caagtgatgg ccgaaagtta ccggttgagc 
tgtttgtaag
    73561 tgtgtaaagc caggcataat agtatttaca tttttggcag ccaagcccaa 
caaacctttt
    73621 tgtaaacgct ctaataagcc taaaatgtcg tcaatttcgt cgcggagata 
aagacggata
    73681 tcagttgcaa cttggtcgtt acggctacga ccagtgtgaa gttttttacc 
tgtaataccg
    73741 atacgttgag tcaaacgtga ttcaatgttc atgtgaacat cttcaagatc 
gatacgccat
    73801 tcaaaagttc cagcttcaat ttctgcacga atggtgctta aaccttcaat 
aatgtcgtct
    73861 cgttctgctt ctgtcagtac gccaactttc gcaagcatgg tagcatgcgc 
aatagaacca
    73921 gcgatgtctt gcttataaaa acgctggtca aattgaacag aggcggtaaa 
ttcggctaca
    73981 aaagcatccg tcgcttcaga aaaacggcca ccccacatac ctgaggtttg 
gtttggggct
    74041 gctgaattag ggggatttga agatgtggtc atggtggctc agtaaaataa 
aaaagagtat
    74101 atcacttgcc gaagctcaac aaacaaagtt gttttctaca gcatatcgaa 
atcaaaattc
    74161 ctcctatttt tttacgaaaa ttgatcgttg gcaacattta ttagaattaa 
ttatcgcaag
    74221 taatgtttta gctctggttt tagctttggc tgaagcacag tcttggcatg 
cattaaacgg
    74281 ctcacgtctt ttacaataca tcgtttttat taactgggtg attttgtctt 
tttttgcctt
    74341 ggttgaacat tttcaggatt tttttagtca gctacagcaa aaatatgctt 
tgataattgg
    74401 ctttgttatg ctgcaagcga tagttgtggt aaccaccata ataagcaatt 
tttttcagtt
    74461 tggagttttg aaaaaaacat ctgttatagc gcaggactgg agcatttatt 
ttaccaatgt
    74521 ccctttatat ttaagttatg gaatattatt aggggccttt tgtctgcgtt 
atttatatgt
    74581 tcgagaacaa tggttacacc aacaatatgc agaattaaat gcccgtattc 
aggcaatgca
    74641 ggctcgcatt catcctcatt ttttatttaa tagtctaaat aatgtggtga 
gtttaataac
    74701 gatagatcca gataaagcag aaagtatgtt aattagcctg tcacgactgt 
ttcgggcgag
    74761 ttttcaagaa ttaaaattag tgagcttgca tgaagaaatt gggcttagta 
agcaatattt
    74821 aatgattgag caaatacgtt tgggcgagcg tttaaaagtc gaatggaaag 
tggaaattga
    74881 acctttgcaa ttaaaacagg tcactattcc tttattgaca ttacaacctt 
tattagagaa
    74941 tagtattttt catggggtag agccaatgat gggtaaagca accattgggg 
tattggttga
    75001 aatattgcaa aatcaggtca gtatagtcat taccaaccct tatacacacg 
atacaataaa



    75061 ttcacggaaa gggcatggaa tcgctcttga aaatgttaaa cagcgcttaa 
aagcgtatta
    75121 tgggaattca gtgagattcc aggtatataa gggtgaggct ttatatacca 
ctattatgag
    75181 ctatcaatac caatcaaaat aataagtcag tcagagttaa ccataaaaaa 
atggaccaag
    75241 ttaacggtga caaggaggat gaatgaaggt gctaatttgt gatgacgaac 
cacttgcagt
    75301 ggaacgattg tcacgtttag tttcaaagat gggacatgag gttgttgcag 
cagctcatca
    75361 tggccaagat gccttggaac aggcacggct tcatcaccca gatgtgattt 
tacttgatat
    75421 ccagatgccg ggtatgaatg gtctcgtctg tgctgagcaa ttaagccaac 
ttaatcctcg
    75481 acctgccata gtgttttgca cagcttatga tcagcatgca ttggaggcat 
ttaagtcaca
    75541 agcacaagct tatcttctta agcccattga tcctcaagag ctggagcaga 
catttaagca
    75601 attaacccag ctaacgcaag cgcagctcag cgctttgcct aaacctgagc 
ttttacagga
    75661 tttaaaaaca caacgtcatc aaattgctgc taaaacctat cgtggggttg 
agctaattcc
    75721 tgttgaaaat atctattact ttttagcaga tcagaaatat gtcacggtac 
gtcataaaaa
    75781 tggcagcgta ttgattgacg aaacacttaa agaacttgaa actgagttcg 
cagatcagtt
    75841 catccgtatt caccgtaatg cattggtctc gattacttat ttagatggtt 
tggagctagt
    75901 aagttcgggc caatatcagg ttcgcttacg tggcttagat gaaagacttt 
ccgtaagccg
    75961 ccgtcattta tctaccctta gagagcggat acaccaactt taacctgtat 
tcatcttatt
    76021 tttgcttgtg agattttact tgcaatttta agggatcaag ttaagtttag 
ggtgtattgt
    76081 ttgaccagcc catgcttgaa tttatgaaaa ccttgaaaat tgctacacga 
caaagcccac
    76141 ttgctctttg gcaggcagaa catattcgtg cccgtttaca ggagcttcac 
ccagatttaa
    76201 cggtggagtt ggtcaagttt gtcacgcagg gcgataaaat tttagataca 
cctttagcaa
    76261 aaattggtgg caaaggtttg ttcgttaaag aattggaagc agcactttta 
gatggtcgtg
    76321 cggatcttgc tgtacattca atgaaagatg ttccgatggc attaccagaa 
ggtttaactt
    76381 tggccgtaat ttgcgaacgt gaagatccgt tagatgcttt tgtttcgaat 
caatttgaaa
    76441 aatttgctga tttgccgcaa ggagcaaaag ttggcacctc aagtttacgt 
cgtaaatcac
    76501 aaattttaaa acaacgtcca gatctacaaa ttattgattt acgtggtaat 
gtcggtaccc
    76561 gcttagcgaa gctagacgat ggtcaatatg atgccattat cttggcgagt 
gctggtttaa
    76621 aacgtttagg attggcagaa cgcattcgcc actgtattga gccaagtgta 
agtttgcctg



    76681 cggttggtca gggcgctctt ggtttggaat gccgtgcaga tgatcaagaa 
gtgttggctt
    76741 taattcagcc acttctacac ccagagacag atgtatgtgt acgtgctgag 
cgagcattca
    76801 atgcttatct tgaaggtggt tgtcaggtgc cgattgcagg ttatgcaaca 
ctccaagatg
    76861 gtaaaattca tattgaaggc cgtgtaggta gtgttgatgg gcaaacatta 
ttacgggctg
    76921 agcttacaga tgaagcgaat aatgctcagc aattaggtga aaaccttgct 
cggaacttac
    76981 ttgatcaagg cgctggtgat ttattaaagg ccctttacta acgctatgtt 
gtttattaat
    77041 acccgacctg attcgcgtgc ggctgaatta actcatgctt tgcagaagaa 
ggggtttcag
    77101 gtcgagtctt tacctctttt agaactggtt gctcaacctt tttcagaatc 
actctctcaa
    77161 ctctatcagc agttaactgg tgcacaagcg attgtagtgg ttagtcctac 
tgctgttgat
    77221 gtggggatgc agtatttaac acaaagtggt ttaaaaatag atgagctaaa 
acatattcaa
    77281 tggattgcgg tgggacaggc gacggctaat cgtcttcacg actatgggat 
tgaagcgcat
    77341 gttcctgagg ttgaaacttc cgagggaatg cttaacttac ctctccttca 
tcgtatgcaa
    77401 aaatcaggta gcgtggcttt ttggagaggt gaaggcggcc gtcaatttat 
gatggaaact
    77461 ttgcaacagc aaggaattca gattttaaat tttgttctat atcgccggca 
gtgtccgcaa
    77521 gcttcatatt cgacattcaa acatctgaca cagaattcaa attataattt 
agataaatgg
    77581 ctcgtcttaa ttactagtga ggcgagctgg aaatactggt tagagctttg 
tttaaaaaat
    77641 aaggcacaac ctgattgcgt atatttagtt ttaggaccac gcctttttca 
acttgttaaa
    77701 gactatcgcg atcagcaaca agctcatttt cacattattc aacttgaaaa 
tttatcgcct
    77761 tcggggatga ttcatcacat tcaggcatta taaggattcg tatgagaaaa 
cttgtttcta
    77821 tcatcatttt gctgggcatt gcttgggtgg ctaagctcag ctacgatatg 
tggcaaattt
    77881 ctcgtaccgt tcctgaactt cagcaaagct tgctgcaatc tgaacagcaa 
tatgccaatt
    77941 tgaatgatca attggttgct ttacaaagac aaattcaaaa tcaaccaagt 
cataattcta
    78001 aaacaacgcc tttagcaacg acagaagttg ttcaaaccgg aattgcaccg 
accgtattaa
    78061 ttaaacaaaa attagagtta atccagtttg caattgacca acagcaattt 
atttatgctg
    78121 tagatcatct aacccaacta cagcaaaccc taccacaata tggaattgct 
cccgcattac
    78181 aacacagctt aaatcaggct cttgagcaag ataagcaggc cattcaacaa 
tttgtacttg
    78241 ctcaaaatca gcgacatcaa ctcattgatg atttacttca gaatattgat 
aaaaatattc



    78301 agcaagcctt aaagcagcct aaatttgaga tggaccaatc cgaggctgtg 
tcatggtgga
    78361 aaaaatggtt ccgtattgag aaagtagaaa cgccgtctat taatttaatg 
aaccgaagtg
    78421 tagtgcttaa agaagtgcaa ttaaggctat taattgctga gcaagcttta 
aaccaaggaa
    78481 aaatggctga atatcaaaat gagttgcaga cagtaatgca aaaactaaat 
gaattacccg
    78541 atgcaactag ccaacaactc aaaaaccgta ttgctaaagt ggcacattta 
tctgtagtgc
    78601 ctgttcctaa attatcgata cttggtctaa tcggctcata aggaggacac 
atgaagcatc
    78661 tcctgtgggt ttacttttta attagcttag tcctgtttgc agccttggcc 
ttattcagtt
    78721 atggctatgg tatgggttat gtctatattt actggcggca attgcaattg 
caaacaaatg
    78781 tatggggatt agtccttacg tttgttgtga tgagctttat tgctcaggtg 
atatggcttt
    78841 ggattaagcg ttattcttct cgggaacaaa gaaagagaga gaatattttt 
cagtttaaaa
    78901 atcttcatcc atatgaacaa ttaggtattg tctggttatt agaggctgct 
gaagatcaac
    78961 gggtatttat cgaacgtgtt tttactcaat caggccttct aaaaaatatt 
attgatgcca
    79021 aatttctagt tttaagtgga gattaccaaa aagctttaga ggccttggat 
caatccccac
    79081 caatggcttt tgagttagca gaattacagc gtattgaaat attcttggca 
caaaacgaag
    79141 ctgaacgtgc cttaacccat cttgagtttt tatatcagca tcagttatcg 
ccatggcttg
    79201 aagagattga gacagcatat caacaacgtt taacggcgct ttggggccag 
cttgctttac
    79261 aacaaccatg ggtatacttg cgttctatga aatatggttt gttggacgct 
gaacatcgtg
    79321 atttatggtt acaacaatta cttcaacagt ttgatcaagc ttcaattgat 
gatttacaag
    79381 cactgcaaca gcgctatctg gatttagagt cagaaattca aaccagacct 
tatagcagta
    79441 aattgttatg gttaaaactt ttggcccgta tgccagaaat gagtattcag 
catgaagcat
    79501 taaccttgca tttactcaaa gagcaattcg atccggacgt attttactta 
tggtttcagc
    79561 aacaattgct taagcaggtt cctgactatg ccgatgtcga agaaaagatt 
aatcaatttg
    79621 aatctcaata tatgaatttg ccagttttaa catttgcaaa atggcatgtt 
tacatggcaa
    79681 caggtcgtca agctgaagca gaaatattat taagtttata tccagataat 
attttaatga
    79741 gctatttacg tattaaatca accttaaaag aagatgatga gttaatcaaa 
cagttaaacc
    79801 taatctttga aaatgatgcg aattttttaa aatttaaaat ctgaggtaaa 
aatgaaagaa
    79861 ctgtctgtct accctgtaat atacgaccag aaagtagcat ggggagatat 
gggatgcttt



    79921 tggtcatgtc aataatgtgc aatattatag atatattgaa agctcacgta 
ttttatatat
    79981 ggaaaatgta aatatattga ctccaaatat atatactgtt gttgcttcaa 
gtcagtgcaa
    80041 atatttaaaa cctgtgtttt atccagatgt attgaaagta ggggttcgtg 
tagaagagct
    80101 acgtaagagc gcgttccgta tggcttatat attatggagt gaatctcagc 
agcaaatcgt
    80161 tgctacaggt gaagcagtta tggtttgtgt gaataaaatg acaggattaa 
aatgtgaaat
    80221 accaagtgaa gtaaaaagta aaattattga attagaaaaa tcagttgggc 
atgatttaat
    80281 acatttagct taaataaata ttaagaaaat atattacaat tataattact 
aatgtaatta
    80341 aaaagtaaat ttatagcgtt attctgatga acttgacttt caaactattg 
cttattgaat
    80401 agattataaa tactattggt tatgatttaa tgtttttaaa ttttgtctgt 
attatttgaa
    80461 ttgtcagtaa gactggagta tttattaatg aaaccggata ttagtgaatt 
atctgttgaa
    80521 gagttaaaac gcttacaaga agaagcagaa gctttaattg caagcaaaaa 
agatcaagca
    80581 atcgaagatg cttataatca aattatcgaa attgctgaaa atgtaggttt 
tagtgttgaa
    80641 cagcttctag aatttggcgc tcaaaaacgt aagaaaacaa cacgtaaatc 
tgtagaacca
    80701 cgttaccgta acaaaaacaa tgctgaagag acttggactg gtcgcggtaa 
acaaccacgt
    80761 tggttagttg ctgaaattga aaaaggtgca aaacttgaag atttcttaat 
ctaattgtat
    80821 tgcctcttaa aaagccaagc gattctgctt ggctttttta tttttaaaaa 
gaattaaaaa
    80881 aattttattt taaatatgaa tattcaataa ggtgcttgaa ttcctaatta 
agagcattgt
    80941 tgagactaaa ttttcattta gcaagatcaa tcgtaaattt catgattttg 
tcatacgttc
    81001 aacttatagt ctttagcgag acgccaagcc cgattgcttg gtttttttat 
atgaagtgaa
    81061 ttggcgatgt tgaaaaagta tgcataatgt cagactagag aggaactctc 
atataaggat
    81121 gataatttgc atgttggtaa ggctgaatga agaaaaagtc taagcaatgg 
aagtggtggt
    81181 tttttgccct cattgcattt ttaattttta ttattttaca gattccggcg 
acttggctta
    81241 tctctaaatt ttcaaagaat aatcaaactg tccataatgt aagtggcaac 
atctggcagg
    81301 ggcaggcaga ctggcaccgt ggagcgttac gaggcactat ccactggaaa 
acgagaccgc
    81361 tagacttact tttattacgc tttgctgcag atgttgatat tcatagtggt 
aatacgcaat
    81421 taacggggat tatggcgtat ggttttggaa aaaaagttat tgtaagggat 
atgaatggcc
    81481 agattgctcc agaaacactg aagcaaattg taaattggca atggcctgta 
aacagtattc



    81541 aacttaaaga tatccaattt aattataaaa aagagcaagg ctttgcggca 
gttgatgggc
    81601 aattgcattg gggtggtggg gcgctcattt ataatattgg tgatcgtcaa 
gatcgtatga
    81661 atatgccttc tttaagtggg caattaactg accagaacgg acagctacaa 
gtggacatcc
    81721 gtgatcagcg taatcaaaaa atggccaatc ttttactaga tgccaatatg 
atgctggatg
    81781 ttcagctcac acagcgttta ttactcaatg ttccatcata tgacggtaaa 
gctggtttgg
    81841 atacttttgt cattagttct cgccaaccat tattacaagg tggtaactaa 
tgaaagtatg
    81901 gattgataaa ttacagcaat tgcaatggca aaaattagat cgactgagtg 
tagtggtcct
    81961 tgccatttta attttatggt tatgctggaa actcgcttca tttttttggt 
tggtgattgc
    82021 gcctcctcaa ctgatgcaat ttgatcgggt agaactcggt tctcaacaac 
cacaaatacc
    82081 aaatattagt actttttcac tttttaacga accttctgcc aatgcggctc 
aagaaagcgt
    82141 gaatttagaa ttgcagggtg taatggtcgg ctatccaaac cggttttcct 
ctgctgttat
    82201 taaaattgat aatactgctg agcgttatcg agttggtgaa accattggtt 
caacttctta
    82261 ccaattggca gaggtgtatt gggatcatgt tgtgttgagt caaggaaatg 
gcagtacccg
    82321 tgaacttcag ttcaaaggtt tgccaaatgg tttatatcaa ccgatgactc 
cggatgcttc
    82381 acaacaaagt gctacaccgt ctcaacctac agagcctatg aatacggccc 
aacaggcatt
    82441 gggacaagcg atccagcaga tgcaaggtaa ccgagagcaa tacctccgag 
atatgggggt
    82501 aagtggtaac tcaggtgaag gctatgaagt tacagaacgt acaccgactg 
cacttagaaa
    82561 taagttaggt ttaagacctg gcgatcgaat tgtctctttg aatggtcaaa 
cggttgggca
    82621 agggcaaacg gatgtgcaat tacttgagca ggctcgtcga gcagggcaag 
taaaaataga
    82681 aataaaacgt ggtgatcaag tgatgaccat acaacaaaat ttttagtgat 
aacacgtcac
    82741 cataagagtt aggaaatatc gcgagttatg gctttattga atcatcaacg 
tccactttgg
    82801 gcattacttg cagcagcccc attgattgcg acagtaagta gcagtgccta 
tgcccaaaca
    82861 tggaagatca atttacgtga tgctgactta actgccttta ttaatgaagt 
tgcagacatt
    82921 acaggaaaga acttcgctgt agatccgaga gtacgtggta atgtcacggt 
tatttctaat
    82981 aagccattaa ataaagatga agtttatgac ctatttcttg gggtcttaaa 
tgtaaacggg
    83041 gtggttgcaa ttccttctgg taataccatt aagcttgtac cggatagcaa 
tgttaaaaac
    83101 tcgggaattc cttatgattc tagaaatagg gtccgtggtg atcaaatcgt 
tacacgtgtg



    83161 atttggctgg aaaatactaa tccaaatgac ttaattccag cactccgtcc 
cttaatgccg
    83221 caatttgcac atatggcggc aattgcagga accaatgcac ttattgtttc 
tgatagagct
    83281 gcgaatattt atcaacttga aaatattatt cgtaacttgg atggaactgg 
gcaaaatgat
    83341 attgaagcga tcacgcttca gtcgagccaa gcagaagaaa ttattaccca 
gcttgaagcg
    83401 atgagcgcaa caggtgcatc taaagatttt agtggtgccc gtattcgtat 
tattgctgat
    83461 aatcggacaa accgtatttt aataaaaggt gatccgcaaa cacgtaaacg 
tattcgtcat
    83521 atgattgaga tgctggatgt accttcggca gaccgtttag gtggcttaaa 
agttttccgt
    83581 ttgaaatatg ccagtgctaa aaacttgtct gaaattttgc aaggcttagt 
cacaggacag
    83641 gcagtatctt catcgaataa tagtaataat tcatctaact catcgaatcc 
gattaatagt
    83701 ttaattggta ataaccagaa ttctggttca aatacatccg gttcaagtgg 
tacctcaatt
    83761 tcaactcctg caattaacct aaacggtaat tcgaacagta gtaatcagaa 
caatatcacc
    83821 agctttaatc aaaacggtgt gagtattatt gcagataatg ctcagaactc 
attggtagtt
    83881 aaagctgatc cccaattaat gcgtgaaatt gagtctgcaa ttcagcaact 
tgacgttcgc
    83941 cgtcaacaag tactcatcga agctgcaatt attgaagtct ctggtaaaga 
tgcggatcag
    84001 ttgggggtgc aatgggctct tggtgatatt aatagtggta taggcttgat 
taattttaca
    84061 aatgcgggtt caagtttagc ttcgctggca gctggctatt taacaggagg 
agctgctggt
    84121 ttgggaagcg caattggtgc tggtagctca atcgcactag gaaaatataa 
agaaggtgca
    84181 gatggttctc gtcaacttta tggagctcta atccaagctt taaaagagaa 
tacagcttct
    84241 aatttattgt ctactccttc tattgtgact atggataatg aggaggctta 
tattgttgta
    84301 ggtcaaaacg ttccatttgt aacaggttcg gttactacca atagtacagg 
tattaatccc
    84361 tatacaactg tggagcgtaa agatgtcggt gtaacattaa aagtcattcc 
tcatattggt
    84421 gagaatggta cagttcgcct tgaaattgaa caggaagttt caaatgttca 
agcaagtaaa
    84481 ggacaagcag cggacttaat taccaataaa cgtgctatta aaacggctgt 
attagccgaa
    84541 catggccaaa cagtagtttt aggtggttta gtttcagatg atgttgagtt 
taaccgtcag
    84601 ggcattcctg gtttaagtag tattccttat ttaggacgtt tattccgctc 
agatactcga
    84661 agcaatacta aacgtaacct tctcgttttt attcacccaa caattgtggg 
cgatgcaaat
    84721 gatgtacgcc gtttatctca gcagcgctat aatcaacttt atagcttgca 
attggctatg



    84781 gataaaaatg gcaactttgc aaaattacct gagcaagttg atgatattta 
taatcaaaaa
    84841 atgaccccac cgagtattgc ctctaagcca aaaaattacc aacaggttcc 
atcaggtggt
    84901 aaaagttcga ccataactac gccggtagct gtagaaccta ccgtccaaaa 
gcaaacacta
    84961 cagttgcctg atcctgaaat taatcgtact aaaaatacag taacaacaac 
gacactgcgt
    85021 ccaagcacag cgccgtagta gcatgttatg attaataaaa aatgaatagg 
acataggcat
    85081 gacttggaaa ttacaagcaa ttactggtga atttactggc caagaaatta 
atgttgatcg
    85141 tgatatgttg gtgggacgtc atcaagatgc tgatttatta ctacaggctg 
ctgaaatttc
    85201 acgtcgccat gcagcattgc tgttaaaaga tcaagcgcta tgggtgcaag 
accttaattc
    85261 atcgaatggt acgtttgtaa acgatattcg tattgagcaa gaaaaacagt 
tgcatgatgg
    85321 tgatattgtt caattcgcaa gtttaaaatt ttcagttttc gcccctgcac 
aagaaaatac
    85381 tgatttacct gaaattgagg tggagccagt acaaactgca ccgatacaag 
atttaagcga
    85441 tcaaggtatg ccaagtattg cggagcgtgc agcagaaact gaagtgagtc 
gtgatggaat
    85501 gcctcagcga gtttctgtgc caaaacccgc accgattcct gaaggggtgg 
atattcatgc
    85561 tcagccagaa caaactcctg ttgctattga ggagccagtt tctcgggtta 
ctgaagagaa
    85621 agagcagcaa aagaatgcat ctattggtct agtgaccatt attattttag 
tgattttagc
    85681 tgtattggcg tggttattct ttaaataatt cgttggtgct tttacaatca 
aggcatgcta
    85741 aacgcatgcc tttttaattt tgagtagaag aaaatgtctg ttgcacaact 
aagtaagcgc
    85801 gatttaattt tatttgatct agatggaacg ttggttgact ccgctgccga 
tttatatcgg
    85861 tctatgaact taagtctgca atcactcagt tggccattgg taacagaagc 
acaaatacgg
    85921 gaatgggtag gtaaaggggc ttcaaaactt tgtgaaagtg ttctgcttca 
tatatttgga
    85981 aaattagatg ttgaacaaca tgaagtttta ttacagaaat ttgtagaggt 
atatggtgcg
    86041 gagctgtgtg tgaatactca aatttaccca ggcgtacctg agtttttaaa 
acattgccaa
    86101 actttgaata ttaaaatggc atgtgtgact aataagcctg tcaaacttgc 
tcaagggtta
    86161 ctggatgcgc tagagctttc ttcttatttt caagttgtac ttggaggaga 
tagcttacct
    86221 gaaagaaagc cgcacccact accattattg cattgcatgg aaagcctaaa 
aatatctgct
    86281 tcacaatcat taatgattgg cgactcaagt aatgatattg aagctgcacg 
ccgtgctgga
    86341 attgattgta ttgtggttag ctatggctat aatcatggag agaatatcta 
tgattgccaa



    86401 cctcagcaag ttgttgatag tcttgctgag ttaattgtct aatgaagaaa 
atggagataa
    86461 gaatgaataa gcgtatggtt tttcgatggc gtgtctaaac cgaatctaga 
aaaacacact
    86521 tttaaatcga aaccatatta gagaagattc atgactacat tagcgcaatt 
cgagcaactt
    86581 aaggctgctg gttacaatac tattcctgtt tatcgtcaac gtttagcgga 
tacagaaacc
    86641 ccattatctg tttttgctcg ttttaaggat caaacacagg cttacttatt 
tgagtctgtt
    86701 gaagggggtg aaaactgggc gcgctactct atgattggtt taggggaaac 
aacagttttt
    86761 tcctgtaacg ctggcgtttt atctatacaa catgctaacg gatcagtaac 
acagcaaaat
    86821 tgtctagacc cattccaata tatccgcgaa ttccaaaaac aatttaaagt 
tcctacggct
    86881 aaactcttac cagacttacc aagttttacg ggcggcttgg tgggttattt 
gggctacgat
    86941 gctgtccgct acatcgagcc acgtttaaag aatgtacctg cggctgatcc 
gattacgctg
    87001 ccagatttat ggttgatgct ctcaaagaca gtcattgttt ttgacaatct 
taaagatacg
    87061 ctatttttaa ttgtgcatgc ggatacagag cagagtaatg cttatgaaga 
cgctcaacaa
    87121 aaattagatc aattagaaca gttgttggcg actccagtta gtttgcaagc 
gcgaccacat
    87181 acgcctccgc attttgaatc aattactggt aaagcaaaat tcttagagac 
ggtagagaag
    87241 gttaaagaat atattcgtgc aggcgatgtg atgcaggttg tacctgggca 
gcgtatggtt
    87301 tctgattttg atggagaagc tttacaggtt taccgtgcat tacgtcattt 
aaatccatca
    87361 ccttatctat tcttggttca aggacaaacg attactgata aaaaaccatt 
tcatattgtt
    87421 ggttcatcac cggaaatttt atctcgttta gaaaatggta ttgctacagt 
tcgacctttg
    87481 gcaggaacta gaccgcgcgg taaaactaaa gaagaagata tagcattaga 
aaaagatttg
    87541 ctttctgatg aaaaagagat tgctgaacat ttaatgctga ttgatcttgg 
gcgaaacgat
    87601 gtagggcgcg tatcaaaaat aggtaaggtc caagttacgg atcaaatggt 
gatcgagcgc
    87661 tattcacatg tcatgcatat tgtttcaaat gtacaaggtg aagtgcgtga 
tgatatcgat
    87721 gcacttgatg tatttaaagc cacctttccg gcaggaacgt tatcaggtgc 
cccaaaaatt
    87781 cgtgcaatgg aaattattga tgaagtagag cctgtgaaaa gaggagtttt 
tggcggggct
    87841 gttggttatt tgggatggca tggtgaaatg gatatgtcga ttgcaatccg 
tacttgtgtt
    87901 atccgtgaca aaaaggtgta tgtacaggct ggtgcagggc tagttgctga 
ctcaaatcca
    87961 gaatctgagt ggaatgaaac ccaaataaaa gctcgcgcag tgatcaaagc 
ggttgaatta



    88021 tcatcaaacg gattgatttt atgagttttt agcggttttt ttaaaaaaac 
cgcttgcatc
    88081 gtttggaagt tttgctaaac tgcacaccgt tccgatacga aacgtacgaa 
acactaagaa
    88141 acgccggcat agctcagttg gtagagcaac tgacttgtaa tcagtaggtc 
cacagttcga
    88201 atccgtgtgc cggcaccatt ttaaagtgtt aagttaattg agtaaagaac 
ggcactgtag
    88261 ataagtgcga tattggtgag attcccgagc ggccaaaggg ggcagactgt 
aactctgttg
    88321 cgaaagcttc gaaggttcga atccttctct caccaccatc tctaaacttc 
gagtgaagtg
    88381 gttattacca acgttgcggg agtagctcag ttggtagagc ggcagccttc 
caagctgcat
    88441 gtcgcgagtt cgatcctcgt ctcccgctcc atcgaaggat agtcgctctt 
atagctcagt
    88501 ggtagagcac tcccttggta agggagaggt ctcgagttca aatctcgata 
agagctccag
    88561 atattaaagt ttaatgtgga tttccacaaa gttttcaaaa agcaggctat 
atagtctgct
    88621 tttcaagtat taggtgtcta gtttttttta ggcgatatgt cgataaactg 
agttagctca
    88681 gcgccatttg taggtggttc gacgtaaacg aggaagatca tcatggctaa 
agccaagttt
    88741 gaacgtaata aaccacacgt aaacgtgggt acaatcggtc acgttgacca 
tggtaaaaca
    88801 actttaactg ctgcgattgc aacaatttgt gcaaaaa
//
LOCUS       NODE_15_length_59993_cov_106.46617459993 bp   DNA linear
17-DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..59993
                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
     gene            48..542
                     /locus_tag="DSM_03511"
     CDS             48..542
                     /locus_tag="DSM_03511"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRVSHRQLIILNTPISKEVGVFFYMGNQSIKNYLNIELQIIFGC



                     
LLDSMDIMRKFFIFGVPVKINSFSPIPEDDEELSLPELIYWASLGDLEQVKQLLIDGE
                     
DHNQTDNEGYSALQAAAENDHLEIVKLLVEKGAHVTYKSEYTALQLAEMAGNTDIVNY
                     LKSL"
     gene            complement(588..1130)
                     /gene="azr"
                     /locus_tag="DSM_03512"
     CDS             complement(588..1130)
                     /gene="azr"
                     /locus_tag="DSM_03512"
                     /EC_number="1.7.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O07529"
                     /codon_start=1
                     /transl_table=11
                     /product="FMN-dependent NADPH-azoreductase"
                     
/translation="MLVYIIVGSVREGRTAIKIANWLETTIPSFNLKDFQTEVIDLKE
                     
WNLPLFSGSHPPATGIYDQPKQQEWADKIAQADAFIFISPEYNHGYSPALKNALDYVG
                     
KEWSGKPAAFIGYGSTNGSRSISQIRQVTSSLSIVDPNAVIEIRDIFKRNKDEKFEAN
                     EFEVKGLQSIVEKLQKYHLS"
     gene            complement(1264..1746)
                     /gene="fkpB"
                     /locus_tag="DSM_03513"
     CDS             complement(1264..1746)
                     /gene="fkpB"
                     /locus_tag="DSM_03513"
                     /EC_number="5.2.1.8"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AEM0"
                     /codon_start=1
                     /transl_table=11
                     /product="FKBP-type 16 kDa peptidyl-prolyl cis-trans
                     isomerase"
                     
/translation="MTEIIQPNEEIRITDGSKVDLHFSVAIENGVEIDNTRSREEPVS
                     
LTIGDGNLLPGFEKALLGLRAGDRRTVHLPPEDAFGPWNPENIQTFDTVKFEQRPIPG
                     
HMIEFEDKAKATLFGVVKSVNDDITEIDFNHPLAGKNITFEVEIFKVTPAGQQGIKIM
                     "
     gene            complement(1748..2278)
                     /gene="lspA_2"
                     /locus_tag="DSM_03514"
     CDS             complement(1748..2278)
                     /gene="lspA_2"
                     /locus_tag="DSM_03514"
                     /EC_number="3.4.23.36"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9HVM5"
                     /codon_start=1
                     /transl_table=11



                     /product="Lipoprotein signal peptidase"
                     
/translation="MPNSQAKKGLFQFYPHNLIWLGLSVLAIVLDQWTKWIASTHLNY
                     
ADPVPVLPFLNWTLLHNYGAAFSFLSDAGGWQRYFFTSLAGLVSILFVFWLLRMPKKM
                     
VVLPVAIALILGGALGNLIDRITLGYVVDFIHVYYQNHHFPAFNIADSAITLGTILLL
                     IDTFFLEKQRPKNSDA"
     gene            complement(2271..5108)
                     /gene="ileS"
                     /locus_tag="DSM_03515"
     CDS             complement(2271..5108)
                     /gene="ileS"
                     /locus_tag="DSM_03515"
                     /EC_number="6.1.1.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P00956"
                     /codon_start=1
                     /transl_table=11
                     /product="Isoleucine--tRNA ligase"
                     
/translation="MSDKQTTENAVDYKATLNLPDTQFAMKANLAVREVKWLEEWYTD
                     
NIYQQIRASRIGKKKYILHDGPPYANGTIHLGHAVNKVLKDIIVKSRTLAGFDAPYVP
                     
GWDCHGLPIELKVEEKVGKVGEKVDAATFRKHCREYALKQIDLQRTDFKRLGILGDWD
                     
NPYLTMNYKQEADIVRALGLIQKNGHIQPGLKPVNWCMDCGSALAEAEVEYEDKKSDA
                     
IDVGFGVVDLKDLSARVNVDIQDPTDIVIWTTTPWTLPANQAVALHAEIEYQLVQVTT
                     
ERGKQNFILAKDLVASAIERYKLENPVVLADFTGSALENLTLQHPLLTDRQVPVILGE
                     
HVIATSGTGAVHTAPGHGADDYKVGLQYNLKVENPVGGNGVYLPTAPIFAGEHIYKAN
                     
PKIIEALGAVGRLWAHQPIKHSYPHCWRHKTPIIFRATPQWFISMDQKGLRDGALNAI
                     
ENDIEFVPNWGKNRIESMIEGRPDWCISRQRTWGVPIPFFVHKDTNELHPRTPELIEE
                     
VAKLIEQEGIDAWFNRDAKDFIGEDAEQYNAVRDTLDVWFDSGTTHYAVLEQREELES
                     
PADLYLEGSDQHRGWFQSSLLTSMAIHNRAPYKALLTHGFTVDENGRKLSKSLGNYIP
                     
LEEIIKQLGADGLRLYVASSDYRYEIAASKEIFSRVSDSYRRIRNTLRFLLANLNGFK
                     
PSTDALAVDDLIALDQYILQRANEVQQTIIAAYEEMNFHVVCSALTSFCINDLGGFYL
                     
DIIKDRQYTTKADSQARRSAQTALYHIVQAFVRWMSPILSFTAQEAWPLIPEQTDKYV
                     
FTAEWYDLPVSSKANLLSEADWQTLISVKSAVNKQIESARNAKLVGSNLSAKVELWAN
                     
ESLQTVLNQLADELRFVLITSQVVVHPFAEQGEATEMEGLRVQVSAAEGEKCARCWHV
                     LPDVNTHADHPGLCGRCIVNVTGRGEVRKYA"
     gene            complement(5170..6171)
                     /gene="ribF"



                     /locus_tag="DSM_03516"
     CDS             complement(5170..6171)
                     /gene="ribF"
                     /locus_tag="DSM_03516"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AG40"
                     /codon_start=1
                     /transl_table=11
                     /product="Riboflavin biosynthesis protein RibF"
                     
/translation="MKLLRLNALSPNFQLPQTAVTIGNFDGVHLGHQAMIAQLKKIAA
                     
AQGLKTLVMIFEPQPLEFFKGYDAPPRINSLREKVEYLAELGVDYIAVAKFDQHFRSM
                     
SASEFADLLKDKLNAQALVLGDDFHFGKDRQGNSEFLKNYGFQVTNLHTIELEGERVS
                     
STRIRQVLQVGNLALAAKLLGRPYSITGRVQYGDQIGRTLDFPTINVRLNRHKPCLNG
                     
IYGVDVICETTSLTQKVLQDNPEKPGIAGYHENSLYGAGHVGTRPAIQQEHPEWRLEV
                     
HFPDVSANLYGLFMRVTFLHYLHGELNYPSLEALKAGIDNDVQQLRQYRNDTTQFPF"
     gene            6380..7513
                     /locus_tag="DSM_03517"
     CDS             6380..7513
                     /locus_tag="DSM_03517"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKRPFYQLNQSKDVIRHFTPNWFTATMGTGVVSMILIQLPFAKS
                     
FLFMLATLLWQFNIVLFSVFSVLYLLRWFLFPHEAKQIFNHPNMSLFLGAIPMGLATI
                     
LNGFLSFGIGLYGEVAVHIAQALWYIDVFLALAIAWIIPFCMFSRQNHQLHTMTAIWL
                     
LPVVACEVAASSAGMLVAHLPADVHSFHLLLAGYVLWGISVLPAFAILTILMLRMALH
                     
QLPEKEVAISSWLSLGPIGTGALGLLLLGEQAQRVFVNVGFPELAHVFQALGVVGSLV
                     
LLGFGLWWLGLAILTTLRHAKTGIPFNLGWWGLTFPFGVFILALFNLGHQIEVVFLQY
                     VAVAFSILLLVMWSVVMKKTLAGAYSGKLFFSPCLVALQQRMQ"
     gene            7594..8160
                     /gene="mtnN_2"
                     /locus_tag="DSM_03518"
     CDS             7594..8160
                     /gene="mtnN_2"
                     /locus_tag="DSM_03518"
                     /EC_number="3.2.2.9"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A6T4W3"
                     /codon_start=1
                     /transl_table=11
                     /product="5'-methylthioadenosine/S-
adenosylhomocysteine



                     nucleosidase"
                     
/translation="MNTDTALIMALPNESKGLFEQAGIEVHYSGIGKINAAFKAFEVI
                     
QKTGCKTLINLGTAGSSSFNRHDLVEIKTFVQRDMDVSPLGFEVGVTPLDDHLAAEIH
                     
LQTHFADLPKGICGTGDSFETGQPKVACDVVDMEGYALAKVCHKLGVRLISVKYITDG
                     ADDTAHLDWEENLLLGAQKLLALYQNHF"
     gene            complement(8195..8815)
                     /gene="rutR_2"
                     /locus_tag="DSM_03519"
     CDS             complement(8195..8815)
                     /gene="rutR_2"
                     /locus_tag="DSM_03519"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACU2"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator RutR"
                     
/translation="MQQMEQKKSTQKRNQLLAAALDVFSLYGFSGASLDEIAQLADMH
                     
KSNIFYYYENKESLYVEVLTTVLQKWLAPLQTLEAELEPAEALSHYLIQKIELSRSQP
                     
KASRLFALEIIQGAPHILPILKGPLKKLFKRKAKVIQTWQEQGKISPDIDPELLILNI
                     WGLTQNYADFATQMEMVTGKTLRNRSMFQRSIEHTVHMMLYGVLPR"
     gene            complement(9076..9876)
                     /gene="ssuB_2"
                     /locus_tag="DSM_03520"
     CDS             complement(9076..9876)
                     /gene="ssuB_2"
                     /locus_tag="DSM_03520"
                     /EC_number="3.6.3.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8KZQ6"
                     /codon_start=1
                     /transl_table=11
                     /product="Aliphatic sulfonates import ATP-binding 
protein
                     SsuB"
                     
/translation="MTNLNLNINQNDVELIPENHSESQEPVVGAEILIEQLYKFYGEV
                     
KVLEDLNLHIQPGEFLAIVGRSGCGKSTLLRLIAQLEKASFGEIKFKSARHLREGITN
                     
DDIRVMFQDPRLLPWRNILQNVQLGLPKSQHALAEELLEKVGLKEKAGQWPSQLSGGQ
                     
RQRTALARALSHTPRILLLDEPLGALDALTRLEMQSLIERLWKEQGFTAILVTHDVSE
                     AVQLADRIILLDKGQIAQSFQVNLPRPRKKSITFAQLEQQVLDAVLAT"
     gene            complement(9890..10687)
                     /gene="ssuC_3"
                     /locus_tag="DSM_03521"
     CDS             complement(9890..10687)
                     /gene="ssuC_3"
                     /locus_tag="DSM_03521"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75851"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative aliphatic sulfonates transport 
permease
                     protein SsuC"
                     
/translation="MSKDINIVSRGTKQVGQRLLPWIFPIVLLVVWQIASSSGLLENR
                     
ILPAPTAVVSAFWHLLISGELWQHVKVSAGRALLGLFIGGGLGLLLGLLNGSSRFAST
                     
LLDTTLQMIRNIPALALIPLVILWFGIDETAKLFLVAVGVFFPIYINTYHGIRSVDPQ
                     
LIEMGKSYGLSRWQLYKEIILPGAMPSILVGLRFALGLVWVLLIVAETISAQAGIGYM
                     TMNAREFLQTDVVLVGILLYALLGKLADVLAQLLERYLLRWHAGYQK"
     gene            complement(10684..11859)
                     /gene="ssuD_2"
                     /locus_tag="DSM_03522"
     CDS             complement(10684..11859)
                     /gene="ssuD_2"
                     /locus_tag="DSM_03522"
                     /EC_number="1.14.14.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O85764"
                     /codon_start=1
                     /transl_table=11
                     /product="Alkanesulfonate monooxygenase"
                     
/translation="MKIFWFIPTHGDSRYLGTSKGARQVDHAYMKQIAVAVDNLGYEG
                     
VLIPTGRSCEDPWITAASLIDATQHLKFLVALRPGVTTPALAARMAATFDRLSNGRVL
                     
LNLVTGGDEAELRGDGLYEDHSTRYQTANEYVKIWREILTRSHTGEAFTFHGERLQVD
                     
DAKLLYPPVQKPYPPLWFGGSSDVAVELAAEQVDTYLTWGEPPAAVKEKIEHVRAKAE
                     
AKGRKLTYGIRLHVIVRETNEQAWAAANELIQYLDDATIAAAQKKFAQMDSVGQQRMA
                     
ALHGGNRDKLEVSPNLWAGIGLVRGGAGTALVGDPETVAARIQEYADLGIDTFIFSGY
                     
PHLEESIRFAELVFPLLPIETRAKLAQPNLTGPFGEIIANNYVPDEKKQNSSVKEPA"
     gene            complement(11886..12869)
                     /gene="ssuA_3"
                     /locus_tag="DSM_03523"
     CDS             complement(11886..12869)
                     /gene="ssuA_3"
                     /locus_tag="DSM_03523"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75853"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative aliphatic sulfonates-binding 
protein"



                     
/translation="MQHQSLFNKSQWTQLVKHFSAVAVLGLTIAAPAWAIDPTVKELR
                     
IGFQKSSINFAIAKQQKLFEQEFPNAKITWNEFPAGPQILEALAVGSLDVGVTGDTPP
                     
VYAQAAGKPLYYIAYEAAKPLASAILVPKNSQLKQLKDLKGKRIALQKGSSSHYLLVQ
                     
AVRKAGLKWSDITPIWLTPADARAAFQKGAVDAWAIWDPYYASAQLEDQARVLASGKG
                     
LSPNYTFYLAAPNFVKQYPKAVPGLIKQINQADKWVQSHQAETASAIGQSTGLKPATS
                     DLFIKRRPRPSSAAPLNSKVIAEQQQLADIFTQQGIIPKPISIKQAVWGAK"
     gene            complement(12941..13909)
                     /gene="ssuA_4"
                     /locus_tag="DSM_03524"
     CDS             complement(12941..13909)
                     /gene="ssuA_4"
                     /locus_tag="DSM_03524"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75853"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative aliphatic sulfonates-binding 
protein"
                     
/translation="MALFNSTSWAKYSVIAASLAGVMMLGGCAKKEEHTTTTLNIGYQ
                     
KYGILPILKARGDLEKALKDQGVQVKWVEFPAGPQLLEGLNVGSVSLGEAGEAPPIFA
                     
QAANPNLVYVANQPAAPKAEALLVQKDSPIQSIKDLKGKRVALNKGSNVHYLLLKVLE
                     
ANHLSLSDIQPVYLPPSDARAAFEKGAVDAWVIWDPFFAAAEHQIQARVLATGENLVS
                     
NHQFYLADRKFAENNPKVLNTVVQTLNQTTEWVSTHQDEAAKLLEKPTALEFDVLKTS
                     ISRMGFGVQPISDKVAQEQQYVADAFYAQKLIPNKLTIQEAILKLK"
     gene            complement(14243..15598)
                     /gene="argA"
                     /locus_tag="DSM_03525"
     CDS             complement(14243..15598)
                     /gene="argA"
                     /locus_tag="DSM_03525"
                     /EC_number="2.3.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P22567"
                     /codon_start=1
                     /transl_table=11
                     /product="Amino-acid acetyltransferase"
                     
/translation="MPTKSLEKSHNNTQHYVHWFRHSAPYINAHRDKTFVLMFGGEAV
                     
RDPNFEHIIHDIALLHSLGIRLILVHGARPQINHNLKEKGIETPFYDNCRITTRESLS
                     
CVMSAVGSIRLEIEALLSMGLANSPMYGARIDVVSGNFVTAKPYGIREGMDFQLTGEV
                     
RSIDTDAIERHLDNNNIVLLGPTGYSTTGEVFNLRAEEVATKTATYLKADKLIFLGER



                     
QGLPNEDGQLLRELSPHQLDYYIQQYQTTHPTLTLHLQEAKKASLSGVHRVHLISYSY
                     
DGALIEELFTRDGVGTMITDAHYEEVRMAHIQDVGGLMNLLRPLEEEGILVYRSRERL
                     
EQEINQFAVIERDGMILACAALYPIPTEFNETRSAEIACVAVHPSYRKSNRGSQILQF
                     
LEEKAKQQGIRQLFVLTTRTAHWFLEHGFHQVSVDDLPNARQALYNYQRNSLVFKKLL
                     P"
     gene            complement(15719..16039)
                     /locus_tag="DSM_03526"
     CDS             complement(15719..16039)
                     /locus_tag="DSM_03526"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKITTAIVLSMSGLIATTAMAAPHDHYHHQGYETKTVKVIHKD
                     
DHANIWRAGQVVPHQYQHPRYVIDYRSHQKLTKPGRYQKWYKVNGNYVLVNEQSHKII
                     KVIR"
     gene            complement(16261..16671)
                     /locus_tag="DSM_03527"
     CDS             complement(16261..16671)
                     /locus_tag="DSM_03527"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKLFTILALCITVLSTSMASFADPPFDRGHGPKGPKGGPRGEW
                     
NDRGHKFDRDDNGDRVRDERRMREERGFERLKQHRWQPGYVMPQHYRGNGYKVDYKDN
                     NLPKPDRNQQWYKINNDYILVDTDSNSIVSIRGF"
     gene            complement(16889..17635)
                     /gene="yciK"
                     /locus_tag="DSM_03528"
     CDS             complement(16889..17635)
                     /gene="yciK"
                     /locus_tag="DSM_03528"
                     /EC_number="1.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P31808"
                     /codon_start=1
                     /transl_table=11
                     /product="putative oxidoreductase YciK"
                     
/translation="MKYSEYQPRPDLLKDRIILITGAGDGIGRAAALSYALHGATVVL
                     
HGRTLNKLEVIYDEIEGLGAPQPAILPLQLSSASDRDYDFLVSTLEKQFGRLDGILHN
                     
AGILGERVELAHYPAEVWDDVMAVNLRAPFALTQALLPLLQKSENASVVFTSSGVGRE
                     
ARALWGAYSVSKVAIEAVSKIFAAEHTYPNIRFNCINPGATRTAMRAKAYPEEDPKTL



                     PTPESIMPAYLYLMGEDSLTLNGQSIDAQD"
     gene            complement(17701..18399)
                     /gene="mupP_2"
                     /locus_tag="DSM_03529"
     CDS             complement(17701..18399)
                     /gene="mupP_2"
                     /locus_tag="DSM_03529"
                     /EC_number="3.1.3.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q88M11"
                     /codon_start=1
                     /transl_table=11
                     /product="N-acetylmuramic acid 6-phosphate 
phosphatase"
                     
/translation="MKAVLFDLDGTLIDTAADFIRIIQQMCRDARRPVVEADLIRTQV
                     
SEGARAMVKLVYPELDVTNPIFLAHRQNFLDLYGNNIVVDTDLFEGMYPLLEELEAQQ
                     
IPWGIVTNKPRGLSESLLEKLNLTERCAVLVCPEDVSKTKPDPEPMYLAAKQLNIPAN
                     
EIIYVGDHPRDIDAGRNADMYTILAAYGYLPIEHRDDLNAWQADSIVNTVTELHELLR
                     QKLPALQENQRMIS"
     gene            complement(18399..19112)
                     /gene="ubiG_2"
                     /locus_tag="DSM_03530"
     CDS             complement(18399..19112)
                     /gene="ubiG_2"
                     /locus_tag="DSM_03530"
                     /EC_number="2.1.1.222"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P17993"
                     /codon_start=1
                     /transl_table=11
                     /product="Ubiquinone biosynthesis O-
methyltransferase"
                     
/translation="MSQLNVDLQEIAKFEALAAKWWDQHSEFRPLHQINPLRLNWIDE
                     
RAGGLAGKKVLDVGCGGGILAESMARRGADVLGIDMGEAPLAVGRLHAQQENVQNIEY
                     
RQIPVEELAQEQAGQYDVVTCMEMMEHVPDPASIVKACQTLVKPGGHVFFSTINRNPK
                     
SYLFAIIGAEYVLRMLPKGTHDYHKFIRPSEMAHDIRNAGLTLKEMTGLHYNPITKRY
                     WLAPNVDVNYMVHTVKTGA"
     gene            19292..19909
                     /gene="dsbA"
                     /locus_tag="DSM_03531"
     CDS             19292..19909
                     /gene="dsbA"
                     /locus_tag="DSM_03531"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0C2B2"
                     /codon_start=1
                     /transl_table=11



                     /product="Thiol:disulfide interchange protein DsbA"
                     
/translation="MKKLVLGGLSAAIMAVSGSAMAADFVAGKDYTVIANPGKVEVPG
                     
KIEVREFFWYGCPHCFKLEPHMQTWLKQIPSDVRFVRTPAAMNKVWEQGARTYYTSEA
                     
LGVRKRTHLPLFHAIQVNGQQIFDQASAAKFFTRYGVPEQKFNSTYNSFAVTAKVAES
                     NKLAQQYQLTGVPAVVVNGKYVVQGEDGKVTQVLNYLIEKERKAK"
     gene            complement(19988..20635)
                     /locus_tag="DSM_03532"
     CDS             complement(19988..20635)
                     /locus_tag="DSM_03532"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNLDRHTQFLMRKEKILSVAEKLLLENNQEITLDELVAELDIAK
                     
GTLYKHFRSKNELLLELIIQNEKQILEISQKYNTDFKEYAPRYMLHHLLTPGKTILLH
                     
QLEENLTMTESKLKHLFEELYEVRQQRILAIKDITESYLKSLNYDMSIRDYLSYIWSL
                     
TYGASLLLNSTYYQRSIGSRQKLINLYINQALSLPTQTTNFDALNFQIEDENSQN"
     gene            complement(20772..21410)
                     /gene="fabR_2"
                     /locus_tag="DSM_03533"
     CDS             complement(20772..21410)
                     /gene="fabR_2"
                     /locus_tag="DSM_03533"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACU5"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional repressor FabR"
                     
/translation="MSIRDERKQQSRQALLDAALHLSTSGRSFSSISLREVAREVGLV
                     
PTAFYRHFQDMDELGKELVDQVALHLKSVLHQLGQSYLQHKSAKTQTSIELFVQAVNH
                     
SPKQWQFMIAERWGGSETVRAAIAREIEFLIEDLTTDLTKLENFKHIQNPQDLNVLST
                     
ILTNMSFTWAMTWLNLAKQYQGEQLKQQQTAFIENASTQVRLLFRGIANWER"
     gene            21584..22609
                     /locus_tag="DSM_03534"
     CDS             21584..22609
                     /locus_tag="DSM_03534"
                     /EC_number="1.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WNE9"
                     /codon_start=1
                     /transl_table=11
                     /product="NADPH oxidoreductase"
                     
/translation="MNATLNYQPHWVREDFVDFVLQKINATWAWKRVLAEVTAVQPLH



                     
TDMVLIKLKPNRNFNFEQVCAGQSILLTLLIDGVYQQRSYSIIEVTTQGEIALGIKVQ
                     
GLVSRAAQLLHVGECVEISQPQGDFTLHQGQQPAILIASGSGITAIYSLLQQALKQQL
                     
EQIHVIYFNRAEIFHAELKALAEQHPQLQYHFFNTSEQKQHLTESLLQKLVPDFAQTA
                     
TYICGHHGMMQQANEIYVQKGAQSQLHQEYFQPLQVTGTHAAQPVIFRRAQHEFLAET
                     
NLLSSAEQAGLRPQHGCRMGVCNKCSCTKVSGVTQNLLTGEIEDQPNRPIKLCVSQAL
                     SPVTIDL"
     gene            22634..23782
                     /gene="desA3_2"
                     /locus_tag="DSM_03535"
     CDS             22634..23782
                     /gene="desA3_2"
                     /locus_tag="DSM_03535"
                     /EC_number="1.14.19.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WNZ3"
                     /codon_start=1
                     /transl_table=11
                     /product="NADPH-dependent stearoyl-CoA 9-desaturase"
                     
/translation="MNMALKVSIASKSAHLTPEQIEEFGRRVEQIRQDVMQSLGEQDA
                     
KYIYKVRNFVRYTEIASRGMLMFGGWIPPVWLLGTGLLGISKIVENMELGHNVMHGQF
                     
DWLNEPSLNGNTYDWDTIASGDDWRETHNYVHHTYTNIVGKDHDVGYGILRVSDQQKW
                     
EPRHLFNIPLALQLMFFFEWYVGVQNLHLEDALVYKTKSWKQVWKDAAKVRKKATRQV
                     
LKDYVFFPVISGPMFLPVFAGNVVANIIRNLWSSAVIFNGHFTEDAETFEPDNTDTET
                     
KAEWYLRQIRGSSNFSGTEWLHFMSGNLSHQIEHHLFPDMPANRYKEVAPKIKALCAE
                     YGINYNEANFMRQFWSVWVRLAKCSLPNHTTAKVMQTLEKLKAKFKFA"
     gene            23941..24657
                     /gene="rph"
                     /locus_tag="DSM_03536"
     CDS             23941..24657
                     /gene="rph"
                     /locus_tag="DSM_03536"
                     /EC_number="2.7.7.56"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P50597"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribonuclease PH"
                     
/translation="MRIDQRALDQLREVKITRNYTRYAEGSVLVEFGHTKVLCTASID
                     
NSVPRFLKGQGQGWVTAEYGMLPRSTHSRCDREAARGKQTGRTQEIQRLIGRSLRAMV
                     
DLKKLGENTITIDCDVIQADGGTRTASITGAAVALVDAMNVLLAQKKIKQDPLKGLVA



                     
AISVGMYQDEVLLDLCYEEDSNCQTDLNVVMTQAGEFIEIQGTAEDKPFTRAQSNAML
                     EMAEKGIAELIKKQQEALGW"
     gene            24790..25767
                     /locus_tag="DSM_03537"
     CDS             24790..25767
                     /locus_tag="DSM_03537"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRKLSILKYLRLNDLCPIFNIQKSEIYDPTLKIEDFIHEIEEKH
                     
TLLTDNNSSANVTALGDFEICRKLNNTLYENNNTVKDFTQDFVHQILEARRLESITPE
                     
GMAPGQRTVMSSSTAKGEISKEQKHRESIVSAQKEANIKDQIIEKRKQFQYFGKDSDI
                     
SPQVQAGAYNNADLDAEFNIYGERISEPEQAQQESDVEAVTRALITPMNLDSYYDELK
                     
EILTGYDLTVAPITEYQLVQMPRHVKPEDQTQYIAENKASLDQAISHSTQNEMEFVEQ
                     QYAAKFEKALMKNPFSHECVTFEKLLVILGSKGSSASLRSGITIKKKDD"
     gene            26402..26575
                     /locus_tag="DSM_03538"
     CDS             26402..26575
                     /locus_tag="DSM_03538"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTKEQLDDLQTLGMTDYKTRLHVKGVRIIEVQQYSKSVDNNAVQ
                     PLATNTTQTQFLN"
     gene            26662..27750
                     /locus_tag="DSM_03539"
     CDS             26662..27750
                     /locus_tag="DSM_03539"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLDTLLSVFSPKHKLYKNLKLKPFIDTYLVNSDSIAMTDVFPFH
                     
QIKDSLCMTGISPTNFVPGQNIVLNPHAKDNDSISYLGQDTQNHKPFYISTFAEELAE
                     
VFNPIFAETIHLETPCLLDLSEIGGFSNSKSDLSQYRSIDDFVKNACPDYISDVSMEN
                     
LDQMLLWPEIRLLNSPDTTTDQFFIYGWSPKIFVQNAGGSHHMAAAHYLAKKLSQCVP
                     
IQGKVSLNLISNKALQNFDSKYAAFAVTHDALIDMGNDLSESGLEYQLVFFREREVNF
                     
IFFKKNDQNARIISLFNNLHASLNGALKTAVQAQLKNEALLTIMSANLSDTSKDQFFS
                     TRPHLAEIYNHVQNEICLSGPKPTSPII"
     gene            27763..28269



                     /locus_tag="DSM_03540"
     CDS             27763..28269
                     /locus_tag="DSM_03540"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDHQSSTTPHALILGLTLEQAISVLAKKPVDATHYNYLEDDEYN
                     
TYVMMKPEWTSLNKHAYLHVDGLTHERKWKFMPNALGEYNLIEGCIDLFELNQAIEQQ
                     
YLVFEQFLNSHDTPFRKVGEKFSFVTQLLFDAWVIDPERAIQKLHEMKETKISLQVPL
                     LHGNSQHD"
     gene            28427..28603
                     /locus_tag="DSM_03541"
     CDS             28427..28603
                     /locus_tag="DSM_03541"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNMNENIASEIEARNAFENKYGLVGSLLASGNYSSWVHQAKWEA
                     FRDGWMQSEVDVFE"
     gene            complement(28802..29677)
                     /locus_tag="DSM_03542"
     CDS             complement(28802..29677)
                     /locus_tag="DSM_03542"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKNISQIILVFTAITALVISSVLFAIMTLYIQPSFYMLGLNMAI
                     
IAISFLYIVHFIHKLLGNTVSDKNSTPYAVYCIMAVLAGTLIFFSLFFGGLYHLRDQK
                     
KFEASNFKELQSKELSIIKDLGKQNNVYVRYGNKNTSWANTRLVIPNSSGASLYIMNG
                     
YCALNYTDGSITGMKKNLVKNISKSDLQAQKIDVAKIAIMAHELAHCLDIKRDFATFN
                     
LDKIENAKSPIIGNQAIAPKLRKNIVDMETYLDAGGTLDSTLWKETFADLYAIGYYMK
                     AIKCHTMLCISVLFY"
     gene            complement(29677..30732)
                     /locus_tag="DSM_03543"
     CDS             complement(29677..30732)
                     /locus_tag="DSM_03543"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MADIRDLVQITQNTYQRLTDPTGSKDLKISGNLDFVGYAKDERS



                     
DHGGIAYYDKAKKEVVIGNRGSATARDWLVTDPQIVLGVRETLADIAAKRFADKVIND
                     
LDRKNQKIETITCVGHSLGGHQSQMVLAHLTDIAIPNVECQSVTFNSLGVHKSLKQEN
                     
TEYNHVNLQVTGNGKIAFASTDLVSEIRTQLGQNFNVPLNVGNPISAHKMTTAAKMLD
                     
EYPETSKLTAKEMLKLIQQGMNIKTIEQHQNKNQVYAGNQTLQTTVATAPLSNVTLIP
                     
ATPGLHTGNIISENKTQIFQQLENSQKYVIVHEKDKLDHIPKVGEKVSIRHNANSQIK
                     SKVEKVEANENTKTRGR"
     gene            complement(30732..31604)
                     /locus_tag="DSM_03544"
     CDS             complement(30732..31604)
                     /locus_tag="DSM_03544"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNTQKNAAWYRHQSWHRQTIIPALMPCSNGAWRFLPLPDRAKHK
                     
QKKARNYAGLAAFHAIRCLAVPDAESFREIVAISHSKDNFMVACQRPLLQTLNGKIAE
                     
DIFIYDSNDWTLKQTVSSNSLMFDAKVSNQLLLTIALDDQDGLFKLAVRDLTSSQVNT
                     
LELGNDAYTAQLATNDQSHIISVILRINNDEDGSMLNTLFIIDLNTKEIIYKNTVTNG
                     
DDYLNCQVINNNKLIIDFYDHAVQTSYLKLINSQGMELSKRKVNGITTYGIATAENIV
                     ALAVNNYIEFMELG"
     gene            31702..32904
                     /gene="intA_2"
                     /locus_tag="DSM_03545"
     CDS             31702..32904
                     /gene="intA_2"
                     /locus_tag="DSM_03545"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P32053"
                     /codon_start=1
                     /transl_table=11
                     /product="Prophage integrase IntA"
                     
/translation="MLTDTKLRNLKPRDKLYKVNDREGLYVAVTPAGSISFRYNYSIN
                     
GRQETITFGRYGVGGITLAEARELLGDAKKMVAAGKSPAKEKARDKARVKDAETFGAW
                     
AEKWLRGYQMADSTRDMRRSVYERELKPKFSNQKLVEITHEDLRALADAIVERGAPAT
                     
AVHVREIVLQVFRWAIERGQKVENPAELVRPTSIARFEPRDRALTPEEIGLMYQYMER
                     
VGTSPTNRAAAKLLLLTMVRKSELTNATWSEINFSEALWTIPKERMKRRNPHLVFLSQ
                     
QALDIFIAMKTFAGGSDFVLPSRYDSDAPMSAATLNQVLTLTYKAAQKDGKSLTKFGP
                     
HDLRRTASTLLHEAGYNTDWIEKCLAHEQKGVRAVYNKAEYREQRAAMLQDWADMIDE



                     WTSGGSKG"
     gene            33052..33273
                     /locus_tag="DSM_03546"
     CDS             33052..33273
                     /locus_tag="DSM_03546"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQNIKTLINRKKLLEMIPLSTRTIYNLEQRGDFPRRIALTSRNV
                     AWDLSEVEEWIEARKSSGDQAARPGPIEG"
     gene            33278..34105
                     /gene="repA"
                     /locus_tag="DSM_03547"
     CDS             33278..34105
                     /gene="repA"
                     /locus_tag="DSM_03547"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P20356"
                     /codon_start=1
                     /transl_table=11
                     /product="Regulatory protein RepA"
                     
/translation="MALDLMAAFTELPPPIDYVLPNMVAGTVGALVSPGGAGKSMLAL
                     
QLAAQIAGGPDLLEIGEFPTGQVVYLPAEDPPAAIHHRLHALGAHLSAAERQAVADGL
                     
LIEPLIGKCPNIMAASWFDALKRAAEGRRLMILDTLRRFHIEEENASGPMAQVVGHME
                     
AIAADTGCSIVFLHHASKSAAMMGSGDQQQASRGSSVLVDNIRWQSYLSGMTQGEAEI
                     
LGVDDCQRGYFVRFGVSKANYGAPFQELWFRRHDGGVLKPAVLERQCKVKRRQREEA"
     gene            34236..34973
                     /locus_tag="DSM_03548"
     CDS             34236..34973
                     /locus_tag="DSM_03548"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRFVGFEPLGADDMRLLQGIVALGGPNGILLTPEPTSETGRQLR
                     
LFLEPRFEAIEQDGLVVRESLTKLLSETGMTDSGDNIKALKASLLRMSNVTILVTKGR
                     
RQAAFHLMSHAFDETDGRLWVALNPRIAEAILGHRPYARIDMAEVRVLQTDPARLMHQ
                     
RLCGWIDPGKSGRVELDTLCGYVWPDEANAEAMKKRRQTARKALAELAAVGWVVNEYA
                     KGKWEIKRPGPTATAPVYRRNVPLLPS"
     gene            36335..37114
                     /locus_tag="DSM_03549"
     CDS             36335..37114
                     /locus_tag="DSM_03549"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKSKILAAKKTALAVALATGFITTTTAPVQAGIPVIDGGNLAQN
                     
IMTAIESVAQTLKQIEQYQTQLQQYENQLQNTMAPAAYIWDQAQTTINRLIAAQNTLA
                     
YYENQLGSLDRYLAKFQDVAYYRSSPCFNGSGGCTPAEKAAMEENRRLASESQKKAND
                     
ALFQTVADQQKALKDDARTLERLQGAAQGATGQLQAIGYANQLASQQANQLLQIRTML
                     TAQHNAEAARIAAELDAEARGDARAEQMRTWTFRPSPADNY"
     gene            37127..37363
                     /locus_tag="DSM_03550"
     CDS             37127..37363
                     /locus_tag="DSM_03550"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKIFFTTAATLLLLAGCEQERMPEPNAATCAPDAFQAALNEMR
                     SEANREAFTEECRAFQKAKQMRQWEFKPSPKDDY"
     gene            37374..38801
                     /locus_tag="DSM_03551"
     CDS             37374..38801
                     /locus_tag="DSM_03551"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRKKIALGGLMMVATMVLAEPAMAQELSSSGVMNDVLKRFHDAA
                     
ATWGPAIESAASRLFWTLVVISMVWTFGMMALRKADIGEFFAEFVRFTIFTGFFWWLL
                     
TNANQGMNIAGTIVQSLQTLGAQAGGLSNSNLGPSSILDLGFELYNRTVQATSELGWR
                     
QMATALVMELMALAVLFVLALIAVNLLLLLASAWILLYAGVFFLGFGGSRWTSDMAIN
                     
YYKTVLGLAAQLMAMVLLVAIGKEFINHYYTQISENMASQELAVMLVISVILLFLVNK
                     
VPPMISGLVSGGGIGAAGGIGNFGAGAAVGAAVTAASMATGGAALAGKAVMGAAAGAA
                     
GGASALQAAFQKASASMETGGDMSSMGSVVSSGGNGGGEAGTAGSSPFAQAAGFGDSG
                     
SSSSGGGFAKAAKLATGTASELAKGVGSQVKQGFQERVSETTGGKLAASIRESMEPKE
                     ASQSGQFEGNSLGADSGPDSNEVRS"
     gene            38806..39054
                     /locus_tag="DSM_03552"
     CDS             38806..39054
                     /locus_tag="DSM_03552"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11



                     /product="hypothetical protein"
                     
/translation="MTTSTYMAALAALDEAPREEVSQVFISPLGDQSTEVDAETETAA
                     FVSRPDPMRESETKPISIEVNGGRNERSAFAEAAGLYL"
     gene            39118..39342
                     /locus_tag="DSM_03553"
     CDS             39118..39342
                     /locus_tag="DSM_03553"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTTQHIIEPGQAVHQAAAILSSLEYINQAEARSLGPLAEAVANA
                     FMVVYYQAETGRATQADFQEAMNALRQACS"
     gene            complement(39379..39582)
                     /locus_tag="DSM_03554"
     CDS             complement(39379..39582)
                     /locus_tag="DSM_03554"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTDPKNLENRLHEKADPARAVSTGRVRYTLAELLADAEASGAYP
                     LPPEEREWMDAPSVGREWPNSED"
     gene            complement(39697..40764)
                     /gene="acr3_2"
                     /locus_tag="DSM_03555"
     CDS             complement(39697..40764)
                     /gene="acr3_2"
                     /locus_tag="DSM_03555"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:A6TP80"
                     /codon_start=1
                     /transl_table=11
                     /product="Arsenical-resistance protein Acr3"
                     
/translation="MSAGAQAIAAKPRQAPMSGFERYLTLWVALCIVAGVALGQGLPD
                     
VFQAIGRMEVAQVNLPVGLLIWVMIVPMLVKIDFGALHQVKEHWRGIGVTLFVNWAVK
                     
PFSMALLGWLFIRQVFAPFLPADQLDSYIAGLILLAAAPCTAMVFVWSRLTNGDPLFT
                     
LSQVALNDAIMIVAFAPIVGLLLGMSSISVPWDTLLISVVLYIIVPVILAQLLRRHLL
                     
KQGQAAFERAMQKIGPWSMAALLLTLVLLFAFQGEAIIRQPLVIAMLAVPILIQVFFN
                     
SGLAYWLNKRAGEKHSVACPSALIGASNFFELAVAAAISLFGLHSGAALATVVGVLVE
                     VPVMLLVVRVVNRSKSWYERG"
     gene            complement(40761..41267)
                     /gene="arsC_2"
                     /locus_tag="DSM_03556"
     CDS             complement(40761..41267)
                     /gene="arsC_2"



                     /locus_tag="DSM_03556"
                     /EC_number="1.20.4.4"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45947"
                     /codon_start=1
                     /transl_table=11
                     /product="Arsenate reductase"
                     
/translation="MTERIYNVLILCTGNSARSIMAEALINTMGQGRFRAYSAGSHPT
                     
GKVNPFAVEKVESVNYPTENLRSKSWDEYATPDAPKMDFIITVCDNAAGEMCPVWPGQ
                     
PISAHWGFEDPAAVEGTDAEKRRAFEQTFRHMMNRVRLFVNLPLKMLDQTAIKRELAN
                     IGKTEQEA"
     gene            complement(41264..42031)
                     /gene="arsH"
                     /locus_tag="DSM_03557"
     CDS             complement(41264..42031)
                     /gene="arsH"
                     /locus_tag="DSM_03557"
                     /EC_number="1.-.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q7UC03"
                     /codon_start=1
                     /transl_table=11
                     /product="NADPH-dependent FMN reductase ArsH"
                     
/translation="MRLRHLSDPDSLPALDKSFAIERPALGLAPDAPPVRILLLYGSL
                     
RARSFSRLAVEEAARLLQFFGAETRIFDPSDLPLPDQVQSDDHPAVKELRALSEWSEG
                     
QVWCSPERHGQITSVMKAQIDHLPLEMAGIRPTQGRTLAVMQVSGGSQSFNAVNTLRL
                     
LGRWMRMFTIPNQSSIAKAFQEFDAAGRMKPSPYYDRIADVMEELVRFTALVRPHREA
                     LTDRYSERKAAGHVIDEATDLSSIAIAPQPLPESETS"
     gene            42508..43245
                     /gene="bin3_1"
                     /locus_tag="DSM_03558"
     CDS             42508..43245
                     /gene="bin3_1"
                     /locus_tag="DSM_03558"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P20384"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative transposon Tn552 DNA-invertase 
bin3"
                     
/translation="MRRTKPVAAPMVARVYLRVSTDAQDLERQEAITTAAKAAGYYVA
                     
GIYREKASGARADRPELLRMIGDLQPGEVVIAEKIDRISRLPLPEAERLVASIQAKGA
                     
RLAVPGVVDLSDLAAEAQGVAKIVLEAVQIMLFRLALQMARDDYEDRRERQRQGIELA
                     
RQAGRYKGRRADPKRRAQVVALRKSGYSINKTAELAGYSAAQVKRIWAEVSQAEAKQH



                     GAFVEDALTEADALAAVGQDERQEERA"
     gene            43242..43466
                     /locus_tag="DSM_03559"
     CDS             43242..43466
                     /locus_tag="DSM_03559"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKPNQDDEPFFITEEIAAEMIAGGYEFELPPIPCTIRLRDVLE
                     RMTDAELALQPGEIADQERERCRRKPCSTS"
     gene            43677..45170
                     /locus_tag="DSM_03560"
     CDS             43677..45170
                     /locus_tag="DSM_03560"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPHVAARTASRDRDTGRYQSHRPEQTLLYQIVDEYYPAFAALMA
                     
EQGKELPGYVQREFEEFLQCGRLEHGFLRVRCESCHAEHLVAFSCKRRGFCPSCGARR
                     
MAESAALLVDEVLPEQPMRQWVLSFPFQLRFLFASRPEIMGWVLGIVYRVIATHLVKK
                     
AGHTHQVAKTGAVTLIQRFGSALNLNVHFHMLFLDGVYVEQSHGSARFRWVKAPTSPE
                     
LTQLTHTIAHRVGRYLERQGLLERDVENSYLASDAVDDDPMTPLLGHSITYRIAVGSQ
                     
AGRKVFTLQTLPTSGDPFGDGIGKVAGSSLHAGVAARADERKKLERLCRYISRPAVSE
                     
KRLSLTRGGNVRYQLKTPYRDGTTHVIFEPLDFIARLAALVPKPRVNLTRFHGVFAPN
                     
SRHRALVTPAKRGRGNKVRVADEPATPAQRRASMTWAQRLKRVFNIDIETCSGCGGAM
                     KVIACIEDPIVIKQILDHLKHKAETSGTRALPESRAPPAELLLGLFD"
     gene            complement(45346..45648)
                     /gene="glmM_2"
                     /locus_tag="DSM_03561"
     CDS             complement(45346..45648)
                     /gene="glmM_2"
                     /locus_tag="DSM_03561"
                     /EC_number="5.4.2.10"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P25177"
                     /codon_start=1
                     /transl_table=11
                     /product="Phosphoglucosamine mutase"
                     
/translation="MVRKYFGTDGIRGKANEGAMTAETALRVGMAAGRVFRRGDHRHR
                     
VVIGKDTRLSGYMLEPALTAGFTSMGMDVFLFGPLPTTYRKNKRPFHPSPTALDRS"
     gene            complement(45735..46550)
                     /gene="folP_2"



                     /locus_tag="DSM_03562"
     CDS             complement(45735..46550)
                     /gene="folP_2"
                     /locus_tag="DSM_03562"
                     /EC_number="2.5.1.15"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AC13"
                     /codon_start=1
                     /transl_table=11
                     /product="Dihydropteroate synthase"
                     
/translation="MNKSLIIFGIVNITSDSFSDGGRYLAPDAAIAQARKLMAEGADV
                     
IDLGPASSNPDAAPVSSDTEIARIAPVLDALKADGIPVSLDSYQPATQAYALSRGVAY
                     
LNDIRGFPDAAFYPQLAKSSAKLVVMHSVQDGQADRREAPAGDIMDHIAAFFDARIAA
                     
LTGAGIKRNRLVLDPGMGFFLGAAPETSLSVLARFDELRLRFDLPVLLSVSRKSFLRA
                     
LTGRGPGDVGAATLAAELAAAAGGADFIRTHEPRPLRDGLAVLAALKETARIR"
     gene            complement(46738..47133)
                     /locus_tag="DSM_03563"
     CDS             complement(46738..47133)
                     /locus_tag="DSM_03563"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNSIREEFAVTSLAMDLTKDLIATGCYSENKIHFWNVSNQTKIK
                     
TIRFDKAFNPINSILFFKNNIAFIANSAANAVILHGENFNEIQKLNRKENPLYCKQDI
                     FIFYIQWLIFLLIGNTMKNTMLRKGLTIF"
     gene            47325..47525
                     /locus_tag="DSM_03564"
     CDS             47325..47525
                     /locus_tag="DSM_03564"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNSAVKLEEAFRSAKGIVDHEFSQEVIDACQAADQARQQRILNG
                     ETTFEQEDAALMAEWKRLNASK"
     gene            47581..48564
                     /gene="fic_2"
                     /locus_tag="DSM_03565"
     CDS             47581..48564
                     /gene="fic_2"
                     /locus_tag="DSM_03565"
                     /EC_number="2.7.7.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P20605"
                     /codon_start=1
                     /transl_table=11



                     /product="putative adenosine monophosphate-protein
                     transferase fic"
                     
/translation="MSEYSDQERQEFYAKVKEILNEPVTSREQADSNTQLEYLITKNR
                     
TEALEINPIKGNYDFNHLSQIHHKLFDGIQDFAGKQRHFDIYKAIPSPEGKKEVGYFL
                     
KAKDIHFSFEDFTKEIKDSNSLKGLNKEQFIDKFTNLYANINEIHPFEEGNGRATKLM
                     
MKQLANEAGYQVNFDQVEKREWNYACKRALSDQTLFHGSDQIRMLKDIQLLKDVMTKI
                     
VHSLQIKQDNVIDEKKTLKKTALDLAPNAQVHKASPGRYEGRIVAETENLVAQRLGDY
                     SKHFVVHEKKSFDQTPKVNEVVSITHKADTNTAKVENMQNKELSKSKEIKR"
     gene            complement(48585..49196)
                     /gene="bin3_2"
                     /locus_tag="DSM_03566"
     CDS             complement(48585..49196)
                     /gene="bin3_2"
                     /locus_tag="DSM_03566"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P20384"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative transposon Tn552 DNA-invertase 
bin3"
                     
/translation="MVTRIYVRASTKDQDAERALQMLKDFTTGEFSTYIENYTGTKLN
                     
RPILNKLLEESNQGDILLVESVDRLSRLSQDDFSILKEKIKSKGLKLIIHDLPTTHIN
                     
NETSDKMTSEILNVINSMLIDLLATMARLDNEKRKERIKQGLERAGHKPTGKKPNLKK
                     HERIKVLLAQGAMTKEEIALAVGVGEATVYRVQKQLNPSVQEQ"
     gene            49617..50033
                     /locus_tag="DSM_03567"
     CDS             49617..50033
                     /locus_tag="DSM_03567"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTGPKLFQPTQQDLDAMKGKLFQRLNQEESFKQDAQAKGVPILK
                     
RLVEVAKSDTGQSLVVRKFLLGCYDGQRFPFDLTDFRQLDLNLFQDCMAILAMDRSPT
                     REVHEYLDGPEYKGLVNGGALFEQWAKTVKNFSSTD"
     gene            50054..50296
                     /locus_tag="DSM_03568"
     CDS             50054..50296
                     /locus_tag="DSM_03568"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MALVIDNGHLLYDENDDRCKVFVKQSQGMLFGFGVFIDKGCPSE



                     IKKYWGKWDWNNQEKSLLGIMESGGKWDGWEVNNVN"
     gene            complement(50364..50621)
                     /locus_tag="DSM_03569"
     CDS             complement(50364..50621)
                     /locus_tag="DSM_03569"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVYEPLAFGKTINDFLIVNTLTPFDNLNFVIKWAFVILYYFGLF
                     CVYLKYVSFLKNVGYKKYRFLILLSPAILLMVYYSIEWLFS"
     gene            51198..51569
                     /locus_tag="DSM_03570"
     CDS             51198..51569
                     /locus_tag="DSM_03570"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MITVQIEMCGFGIKRRWEFGDPRRAPITVLEMGFIKVCKMRGDS
                     
KLVEFMRGYADDKEFNWHPKVRLARRKAERKAYSYYDNHYKQQIRELFDRQNIDRQKQ
                     YELERQNKALLAVIELKKEQS"
     gene            51579..51998
                     /locus_tag="DSM_03571"
     CDS             51579..51998
                     /locus_tag="DSM_03571"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTGIEYFQKYGWSHAVQSVSRIPSEYNEYSPDLKTVVVNGNFRY
                     
AMAAEISKKKTEVYVTELKQIIESEKLLEDFFNLNLVGIEKGLSNAKREMQDMEEQGI
                     VEFNHRFDDDLTCTTERMKLAIAQIDHLYQNNITKSE"
     gene            52004..52456
                     /locus_tag="DSM_03572"
     CDS             52004..52456
                     /locus_tag="DSM_03572"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLEMFQNQTMRYISIAIGVISIFIFLYLLKLGEGLVISLMVALF
                     
ICGLSLLKLKNYYEKNNPYINAEHLAWLYGELQEYDQDLFTTVSNLTKSTGRLELSQL
                     KSIRNRYASSMNETQLQALASEHTEESKYRLDQYNYSIYVMDEVINQY"
     gene            52530..53042
                     /locus_tag="DSM_03573"
     CDS             52530..53042
                     /locus_tag="DSM_03573"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNTTLPILIHSVIGGIGEHPDAKKRSLGYGAIMLYIPIEHMVGS
                     
GVLKLMIDVNTLSIYASENPNYLKQPHTINEASHLWNALRFDSASKASRKVIHDNGYV
                     
ECLFSIPMKVLEPFMDAELIQNELGLPYMAIDQSDKSKCMPIWYDVVSKSTNQLIDGN
                     YNDYPGVQAS"
     gene            53182..54156
                     /locus_tag="DSM_03574"
     CDS             53182..54156
                     /locus_tag="DSM_03574"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKTNIILWTLTVLTCFAWIAFTFIQPVGYTMTFLVILILMTVVL
                     
SWCLATPYIKTKDRTKRLDENFMLLMLSVAVVPFLMFLLSYGFIWCFKTLEKKQFNHD
                     
HIAAMLPGSNFNQLQKFAKENYNAPLVLGDFNESWALTSLDIPQASPASLRSSTGYCL
                     
VNMSKTSMNTMYKAAKTDVSYNDWEMLILAHELSHCLDRATDVPGELGQPLKALNSIA
                     
PSDRSKVKMDDVSTFVTAESSGKTQLWRESYADLFAVGFMSLDPKYDTAALRESLIKL
                     REKRKALDPTHNSVCWLQYSKSQPFPQKGSDVYSWANNIRIKAPCELK"
     gene            complement(54212..54589)
                     /locus_tag="DSM_03575"
     CDS             complement(54212..54589)
                     /locus_tag="DSM_03575"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MIKKNVDFERASDVQAIVYSVKDGSAVFVVPNGFVLLEVPLSQT
                     
QAEYFKMYEKSPNVFVLHGKAKFHYVCDCEVELVGFSMERSKLTNQLVNPSLFSHIDK
                     PAVSIDCIYDDMSAPTISPGFYC"
     gene            complement(54603..54962)
                     /locus_tag="DSM_03576"
     CDS             complement(54603..54962)
                     /locus_tag="DSM_03576"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLKLSSIFSHEASIESLVIQFEADYQTALKQGLDIYFGVGYTTT
                     
EDSQSIQAYLVKDKEIYKKHYWSWEYPRTPHKIEKTKAEHRHWLNLADVRNAALEANI



                     TNEADLQSVLQRSFATI"
     gene            complement(55494..56444)
                     /locus_tag="DSM_03577"
     CDS             complement(55494..56444)
                     /locus_tag="DSM_03577"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTTATATAEKTVFKRETLELKNIHVYTQNDRINQDSRVGDRAYD
                     
KGLVKDILFSPMLWATPEFSSSYVTQIQIKGTRIYDSLCSYTGVRTYFYKLANSEFGC
                     
MYQKRPYPQNDFLLIFANLTQMFNDAVCYFGNNSNKNAFQGLNFDIESGVSRFNLQQR
                     
LLEFYKKSKRQLTISETTRGMLGDSNLRYNIFVRNQPKLDKHGKPLKCAKKLIKLYKE
                     
RGTVAIYGGDCISPLKLVKHQQIKVESENGKVSYTTDFITLYSVEQDMYTLYIPYSVL
                     DESYGTTNKFYGLHLTQEEAEKIIPKLLERTQKYLNHKKG"
     gene            complement(56456..56926)
                     /locus_tag="DSM_03578"
     CDS             complement(56456..56926)
                     /locus_tag="DSM_03578"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MQNLITAHCELTIKHDEKQQKNVGPVVVTFGAIFTAESVNELFC
                     
AICQDGIRFKAIYNPDNMYFLRHELSPIADLSVKTDQDGNIIVSVIASTSPYFEIKVL
                     
KNGFTNSDTLNSSAIRTLVRNHQSPFQEQISNYFETDPIFKTMQSIFAHTYLSR"
     gene            complement(56992..57399)
                     /locus_tag="DSM_03579"
     CDS             complement(56992..57399)
                     /locus_tag="DSM_03579"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSNLNAQSVQLQGTLYIGFPKTFSGAHMEKLFDEISDYIDNNCD
                     
LTLADLQADSDYAQLQFQQHKPTLADKTNFFFMDVEIYVATLKENFGHTSVLDQVTSV
                     NIFGKNLEDICTLMAQNGYAYDRIEDCWSRELS"
     gene            57852..58334
                     /locus_tag="DSM_03580"
     CDS             57852..58334
                     /locus_tag="DSM_03580"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MINPVELYFCEKNSQPKNIVKIALLLLDPSILNMNHHEYKIEHI
                     
KQRALCANLYIVDENASFLSFKTYEDKPAQDRLVLENITIAEAMKLAENNGFFKAKYQ
                     
VLKVIQYFDVELVLTASDVEHCAELHQFSGGYNVTVLADTPEQDLIEMWLTATNQKGA
                     "
     gene            58339..58842
                     /locus_tag="DSM_03581"
     CDS             58339..58842
                     /locus_tag="DSM_03581"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRFIKPITIALITSFGAGCSQVDVLRSGTIFSKRNADGVACIYQ
                     
RLPDDRNSAGMYTKAFEQKWGWECPLTFKESTDKQQALVRQETLRLTLPMDNADLKLM
                     
IEDPEFQKLKKLEPLKTFIVKAKEDGIITNAEYIAIQRMIVDLRPKELSPEDKAAAER
                     SKLLSQL"
     gene            complement(58960..59763)
                     /locus_tag="DSM_03582"
     CDS             complement(58960..59763)
                     /locus_tag="DSM_03582"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNMLVNIKREVQASELDFVEVKKLILQCEKAKSSIKVIYESIKD
                     
IELDAYQIVSAITRKSYSSSFNTEESALKQISSCFWRKLTEIINLRNFISEKEYDALQ
                     
DKIARHAIEDFTMDNVNVFLESIWSTRHMAYARKVDSLFSQLSSKYKTNLGAGINPCV
                     
IIHHNSYHSYCRRDNLVEEVRFIARQLFGKPLDHTRLDKLRLHRGIWHSIDDNLLRIK
                     IYENGNCHILFNQCVVDRINQVLNLLYPNQIGIDPNVKHKRRAYDEPIL"
ORIGIN      
        1 tcagaagtga aacctcttag cgctgatggt agtgtgggat tacccatgtg 
agagtaagtc
       61 atcgccagct cattattcta aacaccccaa tctcaaaaga ggttggggtg 
tttttttata
      121 tgggaaatca atcaataaag aattatttaa atatagaact acaaatcatt 
tttggatgct
      181 tgctcgattc tatggatata atgaggaagt tttttatttt tggtgtcccc 
gtgaaaatta
      241 attctttctc tcccatacct gaagacgatg aagaactctc tcttccagaa 
ctgatttatt
      301 gggcatcttt aggtgatcta gagcaagtaa aacaattatt aatagatgga 
gaagatcata
      361 atcagactga taatgaaggg tatagtgctt tgcaagcagc ggctgagaat 
gatcatttag



      421 agatagtgaa gctattagtt gaaaaaggag cgcatgtcac ttataaaagt 
gaatatacag
      481 cactacagct tgcagaaatg gcgggtaata ctgatatagt gaattattta 
aaaagtttat
      541 aaaattaaaa agcccctttt atttgaaaaa gaggcttttt gttcaattta 
agacaaatga
      601 tatttctgta gtttctcaac aattgattga agccctttta cttcaaattc 
attggcttca
      661 aacttttcat ctttattgcg tttgaagata tctcgtattt cgatcacagc 
atttgggtca
      721 acaatactta aacttgaagt gacttggcgt atttggctaa tagaacgaga 
accatttgtt
      781 gagccataac ctataaatgc ggctggttta ccgctccatt ccttaccaac 
atagtccagt
      841 gcatttttta aagctgggct gtaaccgtgg ttgtattctg ggctaataaa 
gataaatgca
      901 tcagcttggg caattttatc agcccattct tgttgtttag gttgatcata 
aatccctgta
      961 gcaggtgggt gagaacctga aaataagggt agattccatt cttttaaatc 
aattacttct
     1021 gtttgaaaat cttttagatt aaaagagggt attgttgttt ctaaccaatt 
ggcaatttta
     1081 atagctgtgc gcccttcgcg aacacttccg acgataatat agaccagcat 
atgtttttcc
     1141 taaggatttt tatctttata acttaattca ttatataggt gcgtgagaat 
atagaatttg
     1201 taaggattct tatgtcatca ataaaagtta aataataaaa aagccctcaa 
tcgagggctt
     1261 tttttacatg atcttaatgc cttgctgacc agctggagtc actttaaata 
tttctacttc
     1321 aaaagtaata tttttgccgg ctagaggatg gttgaaatca atttcagtaa 
tatcatcatt
     1381 tactgacttc acaacaccaa ataaagttgc ttttgcttta tcttcaaact 
cgatcatatg
     1441 accaggaata ggccgttgtt cgaatttaac cgtatcaaaa gtttgtatat 
tttcaggatt
     1501 ccacggacca aaagcatctt ctggtggtag atgtactgta cgtcgatcgc 
ctgcacgtaa
     1561 gccaagaagc gctttctcaa agcctggtaa caagttaccg tcgccaatag 
tcaagctaac
     1621 aggttcttca cggctacgtg tattgtcaat ttctacacca ttttcaatag 
caacagaaaa
     1681 gtgtaggtca actttagaac cgtcagtaat acgaatttct tcattaggtt 
gaataatttc
     1741 ggtcatatta tgcatccgaa tttttaggtc tttgcttctc aaggaagaat 
gtatcgatga
     1801 gtagcaaaat ggtacctaga gtaatggcac tgtccgcaat attaaaagct 
ggaaagtgat
     1861 gattttggta ataaacatga ataaaatcga ccacataccc taaagtaata 
cggtcaatta
     1921 gattaccaag tgctccacct aaaattaaag cgatagctac aggtagcacc 
accatttttt
     1981 taggcatacg tagcaaccaa aatacaaaaa gtattgaaac taagcctgcc 
aaagatgtga



     2041 agaaatagcg ttgccatcct ccagcatcag ataaaaagct aaaagctgca 
ccatagttat
     2101 gtaatagtgt ccagtttaaa aatggaagca caggtacagg atctgcgtag 
ttcagatgtg
     2161 tacttgcaat ccattttgtc cattgatcca acacaatggc aaggacagaa 
agtccaagcc
     2221 aaatgaggtt gtgaggataa aactggaata agcctttttt agcttgtgaa 
ttaggcatat
     2281 tttctcactt cgccacgacc agtgacgttc acaatacaac gaccacataa 
accaggatga
     2341 tcggcatgtg tatttacatc cggaaggaca tgccagcaac gtgcacattt 
ttcaccttca
     2401 gctgcagata cttgtacacg taagccttcc atttcagttg cttcaccttg 
ttcagcaaat
     2461 ggatgtacta ctacttgcga agtaataaga acaaaacgga gttcatcagc 
cagttggttt
     2521 aaaactgttt gtaatgattc atttgcccaa agttcaactt tggctgaaag 
attactaccg
     2581 acaagtttag cgttacgagc tgattcaatc tgtttattta ctgcagattt 
tacgctaatc
     2641 aatgtttgcc aatctgcttc agaaagcaag tttgcttttg atgaaacagg 
taggtcatac
     2701 cattcagctg taaatacata cttgtcagtt tgttctggga taagtggcca 
agcttcttga
     2761 gctgtgaagc ttagaatcgg gctcatccag cgaacaaatg cttgtacgat 
atggtaaagc
     2821 gctgtttgtg cggaacgacg tgcttgtgag tcagccttag tggtgtattg 
acggtctttg
     2881 atgatgtcta gatagaaacc acctaagtca ttaatacaga agcttgttaa 
cgcactacac
     2941 acgacgtgga agttcatttc ttcataggcc gcgataatgg tctgttgtac 
ttcattagca
     3001 cgttgcaaga tgtattgatc aagagcaata agatcatcta ctgccagagc 
atcagtactt
     3061 ggtttgaaac catttaagtt tgcaagcaag aagcgtagcg tattacgaat 
acgacggtag
     3121 ctatcactta cacggctaaa gatttctttc gatgctgcaa tttcatagcg 
atagtcgcta
     3181 gatgctacat ataaacgtaa accatcggca ccaagttgtt tgatgatttc 
ttcaagcgga
     3241 atatagttgc ctagagattt tgataattta cggccattct catcaactgt 
aaaaccatga
     3301 gttaacaagg ctttgtatgg cgcgcggtta tgaattgcca tagacgttaa 
taaagaagat
     3361 tggaaccagc cacggtgttg gtctgaacct tctaaatata agtcagcagg 
gctttctaat
     3421 tcttcacgtt gctcaagtac agcataatgc gttgtaccag agtcaaacca 
tacatcaagc
     3481 gtatcgcgaa cagcattgta ctgttcagca tcttcaccaa tgaagtcttt 
cgcatcacgg
     3541 ttaaaccatg catcaatacc ttcttgttcg ataagttttg caacttcttc 
gatgagctca
     3601 ggcgtacgag ggtgcaattc gttcgtatct ttatgaacga agaaaggaat 
tggtacaccc



     3661 caagtacgtt gacgtgagat acaccagtcc ggacggcctt cgatcattga 
ttcaatacgg
     3721 tttttacccc agttcggtac aaactcgata tcgttttcaa tggcattaag 
cgcaccgtca
     3781 cgtaaacctt tttgatccat gctgataaac cattgtggtg tagcacggaa 
aataatcgga
     3841 gtcttatgac gccagcagtg tggatagctg tgtttaatcg gttgatgagc 
ccacaagcga
     3901 cctacagcac ctaaagcttc aataatcttt ggattggctt tatagatgtg 
ctcaccagca
     3961 aagattggtg cagttggtaa gtaaactccg ttaccaccca ctgggttttc 
aactttaagg
     4021 ttgtattgaa gacctacttt atagtcatct gcaccgtggc caggagcagt 
gtgtaccgca
     4081 cctgtaccgc ttgttgcgat aacgtgctca cctaaaataa ccggaacttg 
gcgatcggta
     4141 agtaaaggat gttgtagggt aaggttctca agagctgaac cagtaaagtc 
agctaaaaca
     4201 actgggtttt caagcttgta acgctcaatt gcagaagcaa ctaagtcttt 
agcaagaata
     4261 aagttctgct taccacgttc agtagtcact tgtaccaatt gatattcaat 
ttcggcatgc
     4321 aatgcaactg cttggttcgc tggtaacgtc caaggtgtag tggtccagat 
cacgatatcc
     4381 gttggatctt gaatatctac atttacacga gcgcttaagt cttttaaatc 
tacaacgcca
     4441 aaaccaacgt caattgcgtc tgatttttta tcttcgtatt caacttcagc 
ttcagcaagt
     4501 gctgagccac agtccataca ccagttcact ggctttaagc ccggctggat 
atggccattt
     4561 ttttggatta aacctaaagc acgaacgata tcggcttctt gtttgtagtt 
catggtgaga
     4621 taaggattat cccagtcccc taaaatacca agacgtttaa agtcagtacg 
ctgtaaatca
     4681 atttgcttta gcgcatattc acggcagtgt ttacggaaag tggctgcatc 
aactttttca
     4741 cccactttac ctactttttc ttcaactttt agttcgattg gcaaaccatg 
acagtcccaa
     4801 cctggtacat atggcgcatc gaaacctgcc aaagtacggc tttttacgat 
gatgtcctta
     4861 agtactttgt taaccgcatg gcccaagtga attgtaccgt tcgcatatgg 
agggccatca
     4921 tgcaaaatat attttttctt gccaatacgc gatgcacgaa tctgctgata 
aatgttgtcg
     4981 gtataccact cttctaacca tttcacttca cgtactgcca aatttgcttt 
cattgcaaat
     5041 tgagtatccg gcaggtttag cgtggctttg tagtccactg cattttcagt 
agtttgctta
     5101 tcgctcatgc aagttgtctt ccagtttaat cagcttggga gccgacatgt 
tttacaatca
     5161 aaattcgaat taaaaaggaa attgtgtcgt gtcgttacga tattgtcgta 
attgctgcac
     5221 gtcattatca attcctgcct taagtgcttc aagcgaaggg tagttcaatt 
caccatgaag



     5281 atagtgaaga aaagtcaccc gcataaataa gccatacaga ttagcagaaa 
catcagggaa
     5341 atgtacttct aatctccact ctggatgttc ttgctgaatg gctggacgtg 
taccgacatg
     5401 acctgcacca tagaggctgt tttcatgata tccggcaatt ccgggctttt 
caggattatc
     5461 ctgaagcact ttttgagtta gcgaagttgt ttcgcaaatg acgtcaacgc 
cataaatacc
     5521 atttaaacaa ggcttatgac ggttgagacg aacattaatc gttgggaaat 
ctaaagttcg
     5581 tccaatttgg tcgccatatt gaacacgtcc ggtaatactg tacggacggc 
ctaataattt
     5641 agctgctaaa gcgagattac ccacttgaag cacttggcga atacgagttg 
aactgacgcg
     5701 ttcaccttcg agttcaatcg tatgtaaatt tgtgacttga aagccgtaat 
tctttaaaaa
     5761 ttcgctattg ccttgacggt ctttgccgaa atgaaagtca tctcctaaaa 
ccaaagcttg
     5821 agcatttaat ttgtctttta ataaatctgc aaactcagaa gcactcatgc 
tacggaaatg
     5881 ctggtcaaac ttggcaaccg caatgtaatc caccccaagt tcagctagat 
attcaacttt
     5941 ttcccgtaat gaattaatac gaggtggggc atcgtagcct ttaaagaact 
caagcggttg
     6001 gggctcaaaa atcatgacca atgtttttaa gccttgtgct gcagcaattt 
ttttgagttg
     6061 agcaatcatc gcttggtgac ctaaatggac accatcaaaa ttaccaatag 
ttaccgctgt
     6121 ttgtggtaac tggaaattgg gcgataacgc attaagacga agcagtttca 
tgaacttaaa
     6181 atatggctat ttttgcaagg gctatatatt gccataatct cacagattcg 
tcttgttgtt
     6241 gtgtttttac tcaggtattt ttcaatacga atactttcta tatctaaaaa 
aatgatgaat
     6301 taaataaaaa taaatcaatt tttcttatta ttaatttatc ctactatagc 
ctcatccact
     6361 ctttgattag agacttaaga tgaaaagacc cttttaccaa ttaaatcaaa 
gtaaagatgt
     6421 tatacggcat tttaccccaa attggtttac agcaactatg ggtactggcg 
tggtcagtat
     6481 gattttaatt cagcttccat ttgccaaatc atttttattt atgctggcta 
cgctgttatg
     6541 gcaatttaat attgttctat ttagtgtttt ttcagttctc tatttattac 
ggtggtttct
     6601 tttccctcat gaagcgaagc aaatatttaa tcatccaaat atgagcttgt 
ttttaggtgc
     6661 tataccgatg gggcttgcaa ccatactaaa tggcttttta agcttcggaa 
tcgggcttta
     6721 cggcgaagtg gcagttcata tcgcccaagc tttatggtat atcgacgtct 
ttttagcact
     6781 ggctattgcg tggatcatcc cattttgcat gtttagccgt cagaatcatc 
aactacatac
     6841 catgactgca atttggcttt taccggtggt tgcatgtgaa gtcgcagcaa 
gttctgcggg



     6901 catgttggtt gcacatttac cagcagatgt gcatagcttt catttattgt 
tagcgggtta
     6961 cgtactttgg ggaatctctg ttttacctgc atttgccatt ttaacgattt 
taatgttgcg
     7021 tatggctttg catcagttac cagaaaaaga agtcgcgatt tctagctggc 
tttctttagg
     7081 tccgattggg acaggtgctt taggtctatt gttgctaggt gagcaggcac 
aaagagtatt
     7141 tgtaaatgtt ggctttcctg agttggccca tgtatttcaa gccttgggtg 
ttgtgggtag
     7201 tctggtactt ttaggctttg ggttatggtg gcttggcctt gcgattttaa 
caacacttcg
     7261 tcatgcaaag acaggtattc cgtttaactt ggggtggtgg ggtttaacct 
tcccatttgg
     7321 tgtgtttatt ttggctttat ttaatttagg tcatcagatt gaagttgtat 
ttttacaata
     7381 cgtcgctgtg gcattcagta ttttattatt agtgatgtgg agcgtggtaa 
tgaagaaaac
     7441 cttagccgga gcatacagtg gcaagctatt cttctctcca tgtttggtgg 
ctttacaaca
     7501 aagaatgcag taaaggtgaa aaggtgcaaa aagcttttgc acctgattta 
tacttacttt
     7561 ctaattttgt taattctgat ttgagctttt tgaatgaaca ctgataccgc 
tttaattatg
     7621 gcacttccca acgaatctaa aggtttattc gagcaagcag gtatcgaagt 
ccattacagt
     7681 ggtattggta agatcaatgc tgcttttaaa gcgtttgagg ttattcaaaa 
aacaggctgt
     7741 aaaactttaa ttaacttagg tacagcagga agttcatctt ttaatcggca 
cgatttagta
     7801 gaaataaaaa cttttgtaca acgtgatatg gacgtttcac ctttaggatt 
tgaagtcggg
     7861 gtaacgccgt tagatgacca cttggcggct gaaattcatc tccaaacgca 
ttttgcggat
     7921 ttaccaaaag gaatttgtgg gacaggggac tcatttgaaa cgggtcagcc 
gaaggtcgct
     7981 tgtgatgtgg tcgatatgga aggctatgcg ttagcaaaag tttgccacaa 
gttaggtgta
     8041 cgtttaattt cggtgaaata tattactgat ggggcagatg atacggccca 
tttggattgg
     8101 gaagaaaact tattattggg tgcacaaaag cttttagcac tttatcaaaa 
tcatttctaa
     8161 aaaaagatcg gcaaatttgc cgatcttttt tattttagcg aggtaatacg 
ccgtagagca
     8221 tcatatgtac cgtatgctca atcgaacgct ggaacatact gcggttacga 
agcgttttcc
     8281 cggttaccat ttccatttga gttgcaaaat cggcatagtt ttgcgtaaga 
ccccaaatat
     8341 tgagaattaa aagttccggg tcgatatccg gtgaaatttt tccttgctct 
tgccaagttt
     8401 gaatgacctt agctttgcgc ttaaatagct ttttcaaggg ccctttcagt 
ataggcaaaa
     8461 tatgcggtgc cccttgaata atttctaaag caaatagtcg cgaagctttt 
ggttggctac



     8521 gagaaagttc gattttttga attaaataat gagacaaggc ttcggctggt 
tctaactcag
     8581 cttctaaggt ttgtaaggga gctagccatt tttgtaaaac tgtggtcagc 
acttccacat
     8641 ataaagactc tttattttca tagtaataga aaatattcga cttatgcatg 
tcagcgagtt
     8701 gggcaatttc atccagactt gcgccactga acccatatag tgaaaacaca 
tcaagggcgg
     8761 cagcaagaag ctgattgcgc ttttgggtac tcttcttttg ttccatttgc 
tgcataaatt
     8821 aaaaagatag tgttcccatt gtaaggtaaa tcgtttgatt tgtgcacagg 
tgtctcactt
     8881 ttttagtgaa aaaacggata gttatttgag caatagatat actattgtgc 
aaaaaataga
     8941 gagattcact agtttattgt tattcttaaa aatatttttt aatcttcgcc 
ctaaaaaaga
     9001 gcaataaatc atcagtttta ttgctcgtta attgggcatt tttcggttga 
atggttctca
     9061 ttactcatct caaccttaag tggctaaaac ggcatcgagt acttgttgtt 
caagctgagc
     9121 aaaagtaatg ctctttttcc gtggacgcgg caaattaact tgaaaacttt 
gagcaatctg
     9181 acctttatct aacaatataa tgcggtcagc cagttgcact gcttcactta 
catcgtgtgt
     9241 aactaaaatg gcagtaaaac cttgctcttt ccataaacgt tcaatcaagc 
tttgcatctc
     9301 aagacgagtt aacgcgtcta atgcacccaa aggttcatct aacaataaaa 
tacggggagt
     9361 atgagataac gcacgggcta gggcagtacg ttgtcgttgt ccaccagaga 
gctgtgaagg
     9421 ccattgtccc gctttttctt ttaaacctac tttctctaat aattcttctg 
ccaaagcatg
     9481 ttgcgatttt ggtagcccaa gttgaacgtt ctgaagaata tttctccaag 
gaagtaaccg
     9541 tgggtcttga aacataaccc gtatgtcatc gttagtaata ccttcacgca 
aatgtcgggc
     9601 agatttaaat ttgatttctc caaaactggc tttttcaagt tgggcaatta 
agcgcaataa
     9661 agtactttta ccgcagccac tacgaccaac aatagctaaa aattcgcccg 
gttgaatatg
     9721 aaggttaaga tcttcaagaa ctttaacttc accataaaac ttataaagct 
gttcaatcag
     9781 aatctctgcg cctaccacag gttcttgtga ctctgaatgg ttttctggaa 
tgagctctac
     9841 gtcattctga ttaatattta aattcagatt tgtcatattc taagctcctt 
tatttttgat
     9901 aaccggcatg ccagcgtagt aaataacgtt ccaaaagttg cgctagaaca 
tcggctaatt
     9961 tgcctaatag ggcataaaga agaataccga ccagaactac atctgtttgc 
aaaaactctc
    10021 gtgcattcat agtcatatag ccaatacctg cttgtgctga aatagtctca 
gctacaatga
    10081 gcagcaccca aaccagtcct aaagcaaaac gtaaaccaac taaaatcgag 
ggcatcgcac



    10141 ctggtagaat aatttctttg taaagctgcc aacgtgaaag accatagctt 
ttacccatct
    10201 caattaattg tggatcgact gaacggatac cgtgataggt gttgatataa 
atagggaaga
    10261 agactccgac cgccaccaaa aataatttgg ctgtttcatc aataccgaac 
cacaagataa
    10321 ccagtggaat aagtgctaat gctgggatgt tacgaatcat ttgcaaggtt 
gtatcgagca
    10381 gggtagaggc gaaacgtgaa gacccattga gcagacccaa tagcaaacct 
aaaccacccc
    10441 caataaatag tccgagtaag gcccgtcctg cactgacttt aacgtgctgc 
caaagctcgc
    10501 cgctaatgag tagatgccaa aaagcagaaa cgacagccgt aggagccggc 
agaatacgat
    10561 tttctaaaag gcctgaactt gacgcaattt gccaaacaac caatagaaca 
atcgggaaaa
    10621 tccaaggcag cagacgctgc ccgacttgtt tcgttccacg tgaaacaata 
tttatatctt
    10681 tgctcatgca ggctccttga cggaactatt ttgtttcttc tcgtctggaa 
catagttgtt
    10741 ggcaatgatt tcaccgaatg gaccagttaa gtttggttga gcaagtttag 
ctcgggtctc
    10801 gattggtaat aatgggaata ctaactctgc aaaacggatt gactcttcaa 
ggtgtggata
    10861 gcctgagaaa ataaaggtat cgatacctaa atccgcatat tcctgaatac 
gtgcagcaac
    10921 ggtttcagga tcgccgacaa gtgctgtacc tgcaccaccg cggactagac 
cgatacctgc
    10981 ccaaagattt ggggatactt caagtttgtc tcgattaccg ccgtgtagag 
ccgccatgcg
    11041 ttgctgaccc actgagtcca tttgtgcaaa ttttttctgt gctgcagcaa 
tagttgcatc
    11101 atccagatat tggataagct cgttagctgc tgcccatgct tgttcattgg 
tttcacgaac
    11161 aatgacatgc aaacgaatgc cataagttaa tttacggccc ttagcctcag 
ctttggcacg
    11221 aacatgttcg atcttttctt tcacggctgc aggtggttca ccccaagtca 
ggtaggtgtc
    11281 gacttgctca gccgcgagtt caacagcaac atctgaagaa ccaccgaacc 
aaagaggtgg
    11341 ataaggtttt tgaacaggtg ggtaaagtag ttttgcatca tctacttgta 
agcgttcacc
    11401 gtggaatgta aaagcttcac ccgtatgtga acgcgtcaaa atttcacgcc 
agatttttac
    11461 gtattcattg gctgtttgat aacgcgttga gtgatcttca tataaaccgt 
caccgcgtag
    11521 ttctgcttca tcgccacctg tcactaagtt gagtagaaca cgaccattcg 
acaagcggtc
    11581 aaatgttgca gccatacgag ctgccaacgc tggtgttgtt acccccggac 
gtaatgcaac
    11641 taaaaactta aggtgttgag ttgcatcaat taggcttgcc gcagtaatcc 
atgggtcttc
    11701 acatgaacgg cccgttggaa taagtacacc ttcgtaaccc aagttatcta 
ctgccacagc



    11761 aatttgcttc atataggcat ggtcaacctg acgagcgcct ttacttgtac 
ctaaatagcg
    11821 actatcaccg tgggtaggaa taaaccagaa aattttcatg tgcattacct 
atatatctat
    11881 tgaaattact tggcacccca aacagcttgt ttaatgctga ttggtttagg 
gatgatgcct
    11941 tgttgagtaa agatgtctgc aagctgctgt tgttcagcaa tgactttgct 
gttaagtgga
    12001 gctgccgatg atggacgtgg acggcgttta ataaataagt cactggtcgc 
aggttttagg
    12061 cctgtacttt ggccaatcgc acttgcagtt tctgcttgat ggctttgaac 
ccatttgtca
    12121 gcttgattga tctgcttgat gagtcctgga acagcttttg gatattgctt 
aacaaaattt
    12181 ggagcggcta agtaaaaggt atagttcggg cttaggcctt taccagatgc 
aagaacacga
    12241 gcttggtctt ctaattgtgc tgaagcgtag tacggatccc atattgccca 
tgcatcaacg
    12301 gctccttttt ggaatgcagc gcgagcatcg gcaggtgtga gccaaattgg 
ggtaatgtcg
    12361 ctccatttta agcctgcttt acgtacggcc tgaacgagta ggtaatgtga 
gctagaacct
    12421 ttctgtagcg caatacgttt accttttagg tccttaagct gttttagttg 
tgagtttttg
    12481 ggaactaaaa ttgccgaggc caatggtttg gctgcttcat aagcaatgta 
atataaaggc
    12541 ttgccagcgg cttgagcgta aaccgggggc gtgtctccag taacgccaac 
atcgagtgag
    12601 ccaacagcta aggcttctaa aatttgaggg ccagcgggga actcattcca 
agtgattttg
    12661 gcatttggaa attcttgttc aaatagtttc tgctgtttgg caatcgcgaa 
gttaatcgaa
    12721 cttttttgaa aaccaatacg aagttctttc actgttgggt caattgccca 
agcaggtgct
    12781 gcgattgtta aacctaatac agcgaccgcg ctaaagtgct taactaactg 
agtccactga
    12841 ctcttattaa ataatgactg atgttgcata ttgatatcct tgttccctta 
acacaaggca
    12901 cagcatttat atcgttattt aagctgtgcc caagctgggt ttatttcagt 
tttaaaatgg
    12961 cttcttgaat ggtgagcttg ttgggaatga gcttttgcgc gtagaaggca 
tcagctacat
    13021 attgttgttc ttgagctacc ttgtcagata ttggctgaac tccaaaaccc 
atacgtgaaa
    13081 tggatgtttt gagtacatca aactcaagtg ccgtaggttt ttcgagtagc 
ttggcagcct
    13141 catcttggtg tgtgctgacc cattcagttg tctggtttag cgtttgtaca 
accgtgttca
    13201 gaacttttgg attattttct gcaaatttac gatcagctaa gtagaactga 
tgattgctta
    13261 ccaagttttc acctgttgcc agaacgcggg cctgaatttg atgttcagct 
gctgcaaaga
    13321 acggatccca aatcacccat gcgtcgacag ctcctttttc aaaggctgca 
cgcgcatctg



    13381 atggtggtaa ataaacaggt tgaatatcac ttaagctcaa gtgatttgct 
tctaagactt
    13441 ttaataaaag gtagtgaaca ttcgaacctt tattcagtgc gacacgtttt 
ccttttaagt
    13501 ctttaataga ctggattgga gaatcttttt gtaccaataa cgcttctgct 
tttggtgcag
    13561 caggttgatt tgcaacataa actaaatttg gattggctgc ttgagcaaaa 
ataggtggtg
    13621 cttcacctgc ttcgcctaac gaaacacttc ctacatttag gccttcaagt 
aattgaggtc
    13681 ctgcaggaaa ctcaacccat ttcacttgta cgccttgatc tttgagcgct 
ttttccaagt
    13741 caccacgtgc ttttagaata ggaaggatgc catatttctg atagccgata 
tttaaagttg
    13801 tcgtggtgtg ctcctctttt ttggcacaac cacctagcat catcactccc 
gcaagactgg
    13861 cagcaatgac tgaatatttt gcccatgaag tggaattaaa aagtgccatg 
tggtttcgtg
    13921 ctccccgaaa gagaaaaaga aaaataattg gatgagcaga taccctaaag 
ggatttttat
    13981 ttcgtaaaaa ataaatattc agtctttatt tatgcaaaaa aaagctaaaa 
actttcggcg
    14041 ataaacttat gcaaaaaaat gatttattga acagaataat atttataaaa 
agatatttaa
    14101 gtatatgtaa ataaaataaa aattattaaa atagaaaaat ttaaagattt 
aaaaaaagta
    14161 caaccataca ttaattacct ttatggttgt actttttaga ctaagcttat 
ctgaaataag
    14221 aatatcttaa aaaatgcata gtctagggaa gcaatttttt aaagactaaa 
gaatttcttt
    14281 gatagttata aagtgcctga cgggcatttg gtaagtcatc cacactcacc 
tgatggaaac
    14341 cgtgttctaa gaaccagtgc gcggtacggg tggttaaaac gaacaattga 
cgaatacctt
    14401 gttgtttggc cttttcttcg agaaattgca gaatttggct gccacggttc 
gatttacgat
    14461 agctcgggtg tactgccaca caagcaattt ctgctgaacg tgtttcatta 
aactcagtcg
    14521 gaatcggata aagggcagcg caggccaaaa tcataccgtc tcgttcaatg 
acagcgaact
    14581 ggttaatttc ttgttctaaa cgctcacgtg agcgatacac caaaatgcct 
tcttcttcta
    14641 atgggcgtaa aaggttcatt aacccgccga catcttgaat atgtgccata 
cggacttctt
    14701 cataatgcgc atcggtaatc atggtaccca caccatcacg cgtaaagagt 
tcttcaataa
    14761 gggcaccatc ataagaataa gaaattagat ggacacgatg tacacccgat 
aaagatgctt
    14821 tttttgcttc ttgcaaatgt agggttaggg ttgggtgtgt ggtttggtat 
tgttgaatat
    14881 agtaatcaag ctggtgtggg cttaattcac gcagtaattg cccatcttcg 
ttaggtaaac
    14941 cttgtcgctc acctaaaaag attaatttat ctgcctttaa ataagtcgca 
gttttggttg



    15001 caacttcttc agctcttaaa ttaaatactt cacctgtggt tgaatagccc 
gttggaccaa
    15061 gtaaaacaat attattgtta tcaagatgac gttcaatcgc gtctgtatct 
attgaacgaa
    15121 cttcgcctgt aagctgaaaa tccattcctt cacgaatacc ataaggttta 
gcggttacaa
    15181 aattacctga tacgacatct attcgagcgc catacattgg agagttagct 
aaacccatag
    15241 ataacaatgc ttcgatttct aaccgaatag atcctacagc actcataaca 
cagcttaaag
    15301 attcgcgtgt agtaatacgg cagttatcat aaaaaggggt ttcaatccct 
ttttctttaa
    15361 ggttgtgatt aatttgtgga cgtgcgccat gcactaagat taagcgaatg 
ccaagagaat
    15421 gtaataaggc aatatcgtga ataatatgtt cgaaattagg atcgcggact 
gcttcaccgc
    15481 caaacattaa aacaaaagtt ttatcacgat gcgcattgat gtagggtgct 
gaatgtcgga
    15541 accaatgtac ataatgctgg gtattattat gtgatttctc taaagactta 
gttggcatac
    15601 cgatctcgaa tcaacagcaa aaagatataa agaggattct aaacaaaaaa 
gctcaaagtc
    15661 gcatgtttta gataaaaaaa cacccaaatt agctttgggt gttagatgtt 
ttatgaactt
    15721 aacgaattac tttaataatt ttatggcttt gctcatttac gagtacataa 
tttccattca
    15781 ccttatacca tttttgataa cgacctggct tagtcaattt ctggtgtgag 
cggtagtcaa
    15841 tgacataacg tggatgttgg tattgatgcg gtacgacttg gcctgcacgc 
cagatattcg
    15901 catggtcatc tttatgaatg actttaacgg tttttgtctc atatccttgg 
tggtgataat
    15961 ggtcgtgagg cgcagccatt gctgttgttg cgattaaacc actcattgaa 
agaacaattg
    16021 ctgttgttat ctttttcatc gtaaacctcg aatgatctat taaatttcga 
taattgaaga
    16081 ttagtgaaaa attacagata aatcgtgaag gcgaagaata ataaatgtga 
aaattttcta
    16141 tgaaataaga agaaatttag aagatttaaa tttctatatc atattgatat 
aaaaataaaa
    16201 aaggataaag ccgatcagct ttatcctttc ctactaagcg atagtgagga 
gctatctatc
    16261 ttagaaaccg cgaatactca caatactgtt agagtccgtg tcgactaaaa 
tatagtcatt
    16321 gttaattttg taccactgct ggttacgatc gggtttaggt aagttattgt 
ctttatagtc
    16381 gactttataa ccattaccac gatagtgctg tggcatcaca taacctggct 
gccaacgatg
    16441 ttgtttcaga cgctcaaagc cacgttcctc acgcatacgg cgttcatcgc 
gaacacgatc
    16501 accattatcg tcacggtcaa atttatgccc acgatcattc cattcaccac 
gaggtccgcc
    16561 tttaggacct ttcgggccat gtcctcggtc aaaaggagga tcagcaaagc 
ttgccatact



    16621 ggtggacagt acagtgatgc aaagggctaa gatggtgaac aactttttca 
tgatgcatcc
    16681 tcgtttacat ctgatgtctc tcatgttgaa tactgtacgc gcaaaatgca 
gagaaactgt
    16741 gaagatcatt taatgcttca attaaaatta cggataaatc cagcgttttt 
ctcaataata
    16801 aaaaaggctt gtatatatct tttcaggtat agccaagcca gatgtgatga 
tcggctataa
    16861 attattttag cttttcatct gtaattattt aatcctgtgc atcaatactt 
tgtccattga
    16921 gcgttaagct atcttcaccc attaaataaa gataagccgg catgatggac 
tcaggtgttg
    16981 gtaatgtttt cggatcttct tcaggataag ctttagcacg catggcagta 
cgtgtagccc
    17041 ctgggttaat acaattaaag cgaatatttg gataagtatg ctcagccgca 
aaaatcttgc
    17101 tcaccgcttc aatcgcgact ttcgagacag aatacgcacc ccagagcgcg 
cgtgcctcac
    17161 ggcctacacc tgagctggta aatacgacag aagcgttttc tgacttttgt 
aatagcggta
    17221 ataaagcttg ggttaaagca aaaggtgcac gtaaattgac tgccatcaca 
tcatcccata
    17281 cttctgctgg ataatgtgca agttctaccc gctcacccaa aatacccgca 
ttatgcaaaa
    17341 tgccatccag acgaccaaat tgtttttcta gtgtacttac taaaaagtca 
taatcgcgat
    17401 cggaagcact cgaaagctgg aggggtaaaa tagcaggttg aggtgcgcct 
aaaccttcaa
    17461 tttcatcata aattacttca agtttattta aggttctacc atgcaagacg 
acagttgcac
    17521 catgtaaagc ataactgagg gccgcagctc gcccaattcc atcaccagca 
ccagtgatta
    17581 aaataattcg atctttgagt agatccggac gaggttgata ttctgaatat 
ttcattggta
    17641 aacctccttc tttttatatt gatataagta accgttaaaa aagcttataa 
aactcttgtg
    17701 ttaacttatc atacgctgat tttcctgtag agcaggaagc ttttgacgta 
acaactcgtg
    17761 taattctgtc accgtattta caatcgaatc ggcttgccaa gcgtttaaat 
catcccgatg
    17821 ttcgataggt aaatagccat aagctgccaa gatggtatac atatcagcat 
tgcgaccagc
    17881 atcgatatca cgtgggtgat ccccaacata gatgatttca tttgccggga 
tatttaactg
    17941 ctttgcagcc aaatacatag gttccgggtc tggcttggtt ttagaaacat 
cttccggaca
    18001 taccaaaacc gcacagcgtt ctgtcaggtt taacttttct agaagagatt 
cacttaaacc
    18061 acgtggttta ttggtgacaa taccccacgg aatttgctga gcttctaact 
cttctaaaag
    18121 tggatacatc ccttcaaaca ggtcagtatc gacaacaata ttattgccat 
acaaatctaa
    18181 aaaattttgt cgatgtgcca agaaaattgg attagtcaca tccagctctg 
ggtagaccaa



    18241 tttgaccatg gcacgggcac cttcagacac ttgtgtacga ataagatcgg 
cttctacaac
    18301 agggcgtctt gcatcacggc acatttgttg aataatacga ataaagtcgg 
cagccgtatc
    18361 gatgagagtg ccgtctaaat caaataaaac agccttcatc atgcacctgt 
ctttactgta
    18421 tgaaccatat agttaacatc aacatttggt gctaaccaat aacgcttcgt 
aattgggttg
    18481 tagtgcaagc ctgtcatttc ttttaaagtt aagcctgcat tacgaatgtc 
atgtgccatt
    18541 tcagatgggc gaataaactt gtgataatca tgcgtacctt ttggcagcat 
gcgcagtaca
    18601 tattcagcac caataatggc gaataaataa gatttcgggt tacggttgat 
ggtcgagaag
    18661 aacacatggc cacctggttt aaccaaagtc tgacatgctt tcacaatgga 
tgccgggtct
    18721 ggaacatgtt ccatcatttc catacaagtg accacatcat attggcctgc 
ttgttcttgc
    18781 gccaactctt caactggaat ttgacgatat tcaatatttt gaacattttc 
ttgttgagca
    18841 tgcaaacggc ctacggctaa aggcgcttca cccatatcaa tgcccagtac 
atctgctcca
    18901 cgacgtgcca tgctttcagc caaaataccg ccgccacagc cgacatcaag 
tactttttta
    18961 ccggcaaggc cacctgcacg ttcatcaatc cagttcaagc gtaaaggatt 
gatttgatga
    19021 agtgggcgaa attcagaatg ttgatcccac catttggcag caagtgcttc 
aaattttgcg
    19081 atttcttgta aatcaacatt caattgcgac atggtgtcac ctctaaactt 
gggttatctt
    19141 tttgatgtag ttcgccgtta gtgtagcgat tattgggaaa aaagcgataa 
acccaataaa
    19201 aaacttcaca gaagcaaaac gaatttagca tatttgtttt atatttaggg 
cataagctaa
    19261 tgcataacaa cttagaggaa aagctgtaac aatgaaaaaa ttggttttgg 
gtggtttgag
    19321 tgcagcaatt atggccgtat cgggtagtgc aatggcagca gattttgttg 
ctggtaaaga
    19381 ctacaccgta atcgccaatc caggcaaagt ggaagtaccg gggaaaatcg 
aagttcgtga
    19441 gttcttttgg tatggctgtc cgcactgttt taaacttgaa ccacatatgc 
aaacgtggtt
    19501 aaaacaaatt ccgagtgatg tacgttttgt gcgtacgcca gcagccatga 
acaaagtatg
    19561 ggaacaaggg gcacgtactt actatacatc tgaggcatta ggtgtacgta 
agcgcacgca
    19621 tttaccatta ttccatgcaa ttcaggtgaa tggtcagcag atttttgacc 
aggcttctgc
    19681 ggctaaattc tttactcgtt acggtgtgcc tgaacaaaaa tttaatagca 
cttacaactc
    19741 atttgctgta actgcaaaag ttgccgagtc aaataaactt gctcaacagt 
accaattaac
    19801 aggtgttcca gcagttgtcg ttaatggtaa atatgttgta cagggtgaag 
atggtaaagt



    19861 tactcaagtc cttaattact taattgaaaa agaacgtaag gcaaaataat 
agtttattgc
    19921 tttaaaaagg gcttcataag aagccctttt tttataaaat ttatttcata 
atcacgaaat
    19981 aattcaatta attttgagaa ttctcgtctt caatctgaaa attgagcgca 
tcaaaattgg
    20041 tggtttgggt aggtagtgat aatgcttgat taatatataa attaattaat 
ttttggcgag
    20101 aaccaatcga acgctgataa taagttgagt ttaaaagcaa cgatgcaccg 
taagtgagtg
    20161 accagatata agataaatag tcacgaatcg acatgtcata atttaatgat 
tttaaataac
    20221 tttctgtaat atctttaatc gctagaatac gttgttgacg aacttcataa 
agctcttcaa
    20281 aaagatgctt caacttagac tctgtcatcg tcagattttc ttcaagttga 
tgcaataaaa
    20341 tcgtttttcc cggtgtgagc aaatggtgga gcatgtaccg tggtgcatac 
tctttaaaat
    20401 cagtattata tttttgagaa atttctaaaa tttgtttttc attttgaata 
atcaattcaa
    20461 gcagaagttc atttttactt ctaaagtgct tataaagcgt accttttgca 
atatctagct
    20521 cggccactaa ttcatctaga gtaatttcct gattgttttc tagtaacaat 
ttttctgcaa
    20581 cgcttagaat tttttctttg cgcatcaaaa actgtgtatg acgatcaaga 
ttcataggta
    20641 ttcccacacc agtttggcct aacgaatagt ttacttcctg taaaaagaaa 
aagacttttc
    20701 tcgaaatttt cgcctttttc tttcactctt tacgtattaa cacataacct 
gttttttgtc
    20761 atttgccagt tttaccgttc ccagttagca atgcctctaa acagtaagcg 
aacttgtgta
    20821 gacgcatttt caataaatgc agtttgttgc tgtttaagtt gctcaccttg 
atattgtttg
    20881 gcgaggttga gccacgtcat tgcccatgta aatgacatat tggtcaaaat 
ggtagataag
    20941 acatttaagt cttgaggatt ttgaatatgt ttaaaatttt cgagtttagt 
cagatctgtt
    21001 gtgagatctt caatcaaaaa ttcaatttct ctagcaatgg ctgcacggac 
cgtctctgaa
    21061 ccaccccaac gttcagcaat cataaattgc cactgtttag ggctatgatt 
cactgcctgc
    21121 acaaatagct caatactggt ttgggttttt gcagacttgt gctgtaaata 
actctggcca
    21181 agttgatgta aaacgctttt taaatgtagg gcaacttggt caaccaactc 
tttcccgagt
    21241 tcatccatgt cttgaaaatg acgatagaac gctgttggca ctaaacccac 
ttcacgtgca
    21301 acttcacgca aactgatact actgaacgaa cgcccagacg tgctcagatg 
caaggctgca
    21361 tccagaagtg cctgacgact ttgctgtttt cgttcatccc gtatcgacat 
taaaaaaacc
    21421 tatttaaacc gtgagccaaa gtctaacaaa aaagagcaaa ctttcataaa 
aaaaatagtg



    21481 aacaagtgtt gactgagtga acacttataa atatagtgta catatgttca 
ctatacgaac
    21541 atgtgttcac tcaaataaat agccagaaac aaaagaggaa cgtatgaacg 
caacacttaa
    21601 ctatcaacca cattgggttc gagaagattt cgttgatttt gttttgcaga 
aaattaacgc
    21661 gacttgggct tggaaaaggg tacttgcaga agttaccgct gttcagccac 
ttcataccga
    21721 tatggtactg ataaaactta aaccaaatcg taattttaat ttcgaacagg 
tttgtgcggg
    21781 acaaagcatt ctactgacgt tgcttatcga tggcgtttac caacaacgta 
gctattcgat
    21841 tattgaagta accactcaag gtgaaatcgc tttaggtatt aaagtacaag 
gcttggtgtc
    21901 tcgtgcagct caactattac atgtaggcga gtgtgttgag atttcacagc 
cacaaggtga
    21961 ttttactttg catcaaggtc agcagcctgc gattttgatt gcctcaggaa 
gcggtattac
    22021 tgcaatttat tcactcttgc agcaagcttt gaaacagcag cttgaacaaa 
ttcatgtcat
    22081 ttattttaat cgtgcggaaa tttttcatgc tgaattaaaa gctttggcag 
aacagcatcc
    22141 acagcttcaa tatcattttt ttaataccag cgagcaaaag cagcatttaa 
ctgaaagctt
    22201 actgcaaaag ttggttccag attttgcgca gactgcgacc tatatatgtg 
ggcaccacgg
    22261 catgatgcag caggcgaatg aaatttatgt gcaaaaaggt gctcagtctc 
agcttcatca
    22321 agaatatttc caaccacttc aagtgactgg tacacatgca gcacagcctg 
ttattttccg
    22381 ccgtgctcaa cacgaatttt tagctgaaac aaatttactg agcagtgcag 
agcaggcggg
    22441 actacgcccg caacatggct gccgtatggg tgtttgtaat aaatgcagtt 
gtaccaaagt
    22501 gagcggagtt actcaaaacc tgttaacagg tgaaattgaa gaccaaccga 
accgtccaat
    22561 taaactatgc gtgagccagg cattaagccc agtcacgatt gatctataaa 
aagaattaca
    22621 gaggattaac cctatgaata tggcattaaa agtttctata gcttctaaat 
ctgctcattt
    22681 aacccctgag caaattgaag aatttggccg ccgtgttgag cagattcgtc 
aagatgttat
    22741 gcaaagtctt ggtgagcaag atgcaaaata tatctacaaa gtccgtaact 
ttgttcgcta
    22801 taccgaaatc gcctcacgtg gcatgttgat gtttggtggc tggattcctc 
ctgtctggtt
    22861 attgggtaca ggtttactgg gtatttctaa aattgtagaa aacatggaac 
ttggtcataa
    22921 cgttatgcac ggtcagtttg actggttaaa tgaaccaagt ctgaatggta 
atacctatga
    22981 ttgggatacc attgcctctg gtgatgactg gcgtgaaaca cacaactatg 
tacatcacac
    23041 ctataccaat attgtcggta aagatcatga tgtcggttat ggcattttgc 
gagtaagcga



    23101 tcaacagaag tgggaacctc gtcacctatt taatattcct ttggctctac 
agttaatgtt
    23161 tttctttgaa tggtatgtag gtgtacaaaa tctacatctt gaagatgcat 
tagtttataa
    23221 aaccaaaagc tggaaacagg tgtggaaaga tgcggctaag gtccgtaaaa 
aagcaacacg
    23281 ccaagtttta aaggattatg tgtttttccc tgtgatctct ggtcctatgt 
ttttaccggt
    23341 ttttgcaggc aatgtagttg ctaatattat tcgtaacttg tggtcatctg 
ctgtgatttt
    23401 taatggccac tttactgaag atgcagaaac gtttgagccg gataataccg 
acactgaaac
    23461 taaggcagag tggtatttac gtcagattcg tggttcaagt aattttagtg 
gtacagaatg
    23521 gcttcatttt atgagtggta atttaagcca tcaaatcgaa caccatttat 
ttccagatat
    23581 gcctgccaac cgctataaag aagtagcacc gaaaattaag gcactctgtg 
cagaatacgg
    23641 cattaactac aatgaagcta atttcatgcg tcagttctgg agtgtatggg 
tgcgtttagc
    23701 aaaatgctca ttaccaaacc acaccactgc aaaagtgatg cagacattag 
aaaaattaaa
    23761 agcaaaattc aaatttgcct aatagataga ccaataaata gctcctaaaa 
aggggctatt
    23821 tttattttta agtcatgaaa agtgcagact tacatttgaa agtagggaat 
aaactcaacc
    23881 tgtcaaaatc ctttgctata ctatgcccaa gtttgtattt aagagaattt 
aggaaggatt
    23941 atgcgtattg accaacgtgc attagaccaa ttacgtgaag tgaaaattac 
acgaaactac
    24001 acccgttatg ctgaaggttc tgtgctggtc gaatttggtc acaccaaagt 
cctttgtact
    24061 gcaagcattg ataactcagt gccacgcttt ctaaaaggcc aaggtcaagg 
ctgggtaaca
    24121 gcagaatatg gcatgttacc gcgctcaaca cactcacgtt gtgatcgtga 
agctgctcgt
    24181 ggcaaacaaa ctggtcgtac tcaagaaatc caacgcctca ttggtcgtag 
cttacgtgcg
    24241 atggttgatt tgaaaaagct tggtgaaaat actattacca tcgactgtga 
cgtcattcag
    24301 gcagatggtg gtacacgtac tgcttcaatc actggtgctg ctgtagcatt 
ggttgatgcg
    24361 atgaatgttt tacttgcaca gaaaaaaatt aagcaagatc cacttaaagg 
cttagttgct
    24421 gcaatttctg taggcatgta tcaagacgaa gtattgcttg atctttgtta 
tgaagaagac
    24481 tcgaactgtc aaactgactt aaatgtcgtg atgacacaag caggcgagtt 
tattgaaatt
    24541 caaggtactg ccgaagacaa accgtttacc cgtgctcaaa gcaatgccat 
gttagaaatg
    24601 gccgaaaaag gaattgccga gctcattaaa aagcaacaag aagctttagg 
ctggtaagtt
    24661 taagttttct aaaaaacgca tcttcggatg cgttttttat gccttcatca 
aatcgacata



    24721 aaaacatcac ttgcctgtca ccttttcgct ttattagtag ttcgcattta 
aaccgtttgg
    24781 gaaaaaccaa tgcgaaaact ttcaatttta aagtacttac gcttaaatga 
cctttgccca
    24841 atcttcaata tccaaaaatc tgaaatctac gatcctactt taaaaattga 
agacttcatt
    24901 catgagattg aggaaaaaca tacgctactg acagacaaca attcatctgc 
caatgtcacg
    24961 gcgcttggtg attttgagat ctgcagaaag ctcaataaca ccttgtacga 
aaacaacaac
    25021 acggtaaaag actttactca agattttgta catcagattc ttgaagcaag 
acgtcttgaa
    25081 tccatcacac ctgaagggat ggcacctgga caaagaacag taatgtcttc 
gtccacggcg
    25141 aaaggtgaaa tctccaaaga acaaaaacac cgtgaaagta ttgtttcagc 
acaaaaagaa
    25201 gcaaacatta aagaccagat tattgagaag cgaaaacagt tccagtactt 
cggtaaagat
    25261 tctgacattt cacctcaagt acaagctggt gcttacaaca atgcggatct 
tgatgctgaa
    25321 tttaatatct atggtgaacg tataagcgaa cctgaacagg ctcaacagga 
aagtgatgtt
    25381 gaagctgtga ctcgcgcctt aatcacacca atgaacctag acagctacta 
tgatgaattg
    25441 aaagagatcc taacaggata tgacttaacc gttgcgccaa ttactgaata 
tcagcttgtt
    25501 cagatgccac gccatgtaaa acctgaagat cagacacaat acattgcgga 
aaacaaagcc
    25561 agtcttgatc aagccatctc acatagcact caaaatgaaa tggaattcgt 
agaacaacag
    25621 tatgcagcta agtttgaaaa agctttgatg aaaaacccgt tctcgcacga 
atgcgttact
    25681 tttgaaaaat tgttggtgat acttggttca aaaggttctt cagcttcatt 
acgatcaggc
    25741 attacaatca aaaaaaagga tgactaaacg catccatgta gaagacataa 
ggctggttat
    25801 ccagccttta gttttttttg ggtgagctgt ttgtacttaa tacgccttaa 
ttcatcactc
    25861 ggcatgtatt gggctattta atattcgctc ttatacggcg tttcattgaa 
tatggctaat
    25921 aacaacaact gcgacagcgg aatggcttca ggcactatca tttcgagtaa 
gcgaaacttt
    25981 tcagacgcat tcacatcaaa tgcaaccaat aacgccgtat atggaatgtg 
gcgatctgca
    26041 agtgtaaatc cgggtaaaag gttggtccta gtgctaacgt ttgaaagtca 
tacatattca
    26101 agcaagagat agctttaggt acattggata ggttcacggc gtaagtttca 
atgtttgaac
    26161 acatattggc atccagtttg gttttaaccc tagtatagat tcattttaat 
aaaataactt
    26221 agttttaacg tgcatattct taaacatgac taaaccactt cttaaaacct 
tattttgttt
    26281 taggcttaat cggtatatac catttcataa aaagtttaat gaactgtgtt 
ttacccttta



    26341 caatccttaa tacatcaatt aaattgccct taaatcacat ctaatataca 
ggatataggc
    26401 aatgactaaa gaacagctag acgacttaca aacacttgga atgactgact 
ataaaacacg
    26461 tttacacgtt aaaggtgtgc gaattattga agtgcaacag tactcaaagt 
ctgtcgataa
    26521 caacgccgta caaccacttg caactaatac cactcaaacg caattcttaa 
attaattttc
    26581 caaaaaaata cttataagca ctttctgtat taatatgtct ttattagttt 
taataaagca
    26641 ttaatcaatg gagtgcttaa aatgttagac actttacttt cggtattttc 
accaaaacat
    26701 aagctttata agaatctcaa gctaaaaccc tttattgata cctatttagt 
caattctgac
    26761 agcatcgcca tgaccgatgt tttccctttt catcaaatca aagattctct 
ttgtatgact
    26821 ggtatatctc ctactaattt tgtaccaggc caaaacattg ttttgaatcc 
acatgccaaa
    26881 gataacgatt ccatcagcta ccttggtcaa gatacgcaaa atcataagcc 
gttctacatc
    26941 tctacctttg ctgaagaatt ggctgaagta tttaacccga tttttgcaga 
aaccattcat
    27001 cttgaaacac catgcttact tgacctatct gaaattgggg ggttctcaaa 
ttccaagtcg
    27061 gatttaagcc agtaccgtag cattgatgat tttgtaaaaa acgcatgccc 
tgattacatt
    27121 agtgatgtga gtatggaaaa tttagatcaa atgttgttat ggccagaaat 
ccgtttattg
    27181 aactctccag atacaaccac tgatcaattt tttatctacg gctggagccc 
taagattttt
    27241 gttcaaaatg ctggtggatc acatcacatg gctgctgcac attacttggc 
taagaaactg
    27301 agccaatgtg tgccgattca aggcaaagta agtttgaatc ttatctcaaa 
taaagcactt
    27361 caaaactttg attcaaaata cgctgcgttc gccgtgacac atgatgcatt 
gattgatatg
    27421 gggaatgatt tatctgaatc agggcttgaa tatcagctgg tgtttttccg 
tgaacgtgaa
    27481 gttaatttta tcttcttcaa aaaaaatgat cagaatgccc gtattatttc 
gctattcaac
    27541 aatctgcatg cttcattgaa tggtgcatta aagacggcgg ttcaagcgca 
actcaaaaat
    27601 gaagcactac tcaccatcat gagtgctaac ctctctgata catcaaaaga 
tcaattcttt
    27661 agcacacgac ctcacttggc tgagatctac aatcacgttc aaaacgaaat 
ttgtttgagt
    27721 ggtcctaaac cgactagccc gataatctaa ggggtaggga aaatggatca 
ccaatcatca
    27781 actacaccac atgcactcat tctcggtctg acacttgaac aggccatttc 
tgttttagca
    27841 aagaaacccg ttgatgctac ccactacaac tatcttgaag atgacgagta 
caacacctac
    27901 gtcatgatga aacctgagtg gactagcctc aacaaacatg cctacctaca 
tgtagatggc



    27961 ttaacccatg agcgtaaatg gaagtttatg cctaatgctt taggtgagta 
caacttgata
    28021 gagggctgta ttgacctgtt tgaacttaac caggccatcg aacagcaata 
tcttgtgttt
    28081 gaacaattcc tgaatagcca cgacacaccg ttccgcaaag ttggtgagaa 
gttttctttt
    28141 gtcacacaac tgctctttga tgcatgggtg atagatccag aacgtgcgat 
tcaaaaactt
    28201 catgagatga aggaaacaaa aatctcatta caagtgcctt tgcttcatgg 
gaatagtcag
    28261 catgattgat acgcattgct ctagatcaac cgtatcacca ctcgccattt 
gtacgtggac
    28321 ctaatcaatc cgcacggttc cactttttat ggatgcatcg catatgccaa 
gcgtaccatc
    28381 cgtttagcca cttcaactga aattgaatta cggacggtga ataacaatga 
acatgaatga
    28441 aaacattgct tcagaaattg aagctcgtaa cgcttttgaa aataaatacg 
gcctggtcgg
    28501 tagtctgttg gccagtggca attattcttc ttgggtgcat caggcgaaat 
gggaagcttt
    28561 tcgtgatggt tggatgcaaa gtgaagtaga tgtttttgag taataaagtt 
caatactaaa
    28621 taataaacag taatacttag taaaaaagtt tcataccaat tttcaaaaaa 
aagaaaatat
    28681 atttattatt ttcagcatat tggaattttg gtatgaaact ttttttattt 
caatagaatt
    28741 atacttagat tagtttttgc gtatagtatg atacttcaat aaatatcatt 
taaatttaat
    28801 atcaataaaa taaaacactt atacacaaca tagtatgaca ctttattgct 
ttcatataat
    28861 agcctatggc gtaaaggtct gcgaaagtct ctttccataa agttgaatct 
aacgtaccgc
    28921 ctgcatcgag ataagtttcc atatctacga tattttttct tagctttggt 
gcaatagcct
    28981 ggtttcctat gattggcgat tttgcgtttt caattttatc taggttgaac 
gtggcaaagt
    29041 ctctttttat atcaagacaa tgagccagct catgggccat gatagcaatt 
tttgccacgt
    29101 ctattttctg cgcctgtaaa tcgcttttag aaatattttt aactagattt 
tttttcattc
    29161 ctgtgattga tccatctgtg taatttaaag cgcaatatcc attcataata 
tataacgatg
    29221 cacctgagct attcggaatg acaagccttg tattggccca tgatgtgttc 
ttgttaccat
    29281 agcgaacgta cacattattt tgtttcccta aatcttttat aatgcttaac 
tctttgcttt
    29341 gcagttcttt aaaatttgat gcttcaaatt tcttttgatc tcttaaatga 
tataaaccgc
    29401 caaaaaataa tgagaagaat ataagtgttc cagccagcac agccataatg 
caataaacgg
    29461 catagggggt actgttttta tcactaacag tatttcctag taatttgtgt 
ataaaatgga
    29521 caatgtataa aaaagatatt gctatgattg ccatattcag gccaagcata 
taaaagcttg



    29581 gctgaatata aagggtcata attgcgaata aaactgagga tataactaat 
gctgtgattg
    29641 cggtaaatac taaaataatt tgactaatat ttttcattaa cgccctctag 
tttttgtatt
    29701 ttcatttgct tccactttct caactttaga tttgatttgg ctatttgcat 
tatgtctaat
    29761 gcttactttt tcaccaactt taggtatgtg atctaactta tctttttcat 
gcacaatgac
    29821 atatttctga gagttctcta actgctgaaa tatctgtgtt ttgttttcag 
atatgatgtt
    29881 gcctgtatgt agtcctggtg tagctggaat aagcgttacg ttggaaaggg 
gggcggttgc
    29941 aacggtggtt tgtagggttt ggttgccagc ataaacctga tttttatttt 
ggtgttgttc
    30001 aatcgttttt atgttcatgc cttgttgaat gagtttgagc atttcttttg 
ctgtaagttt
    30061 actggtttca ggatattcat ccagcatctt tgctgctgta gtcattttat 
gggctgatat
    30121 tggattacca acatttaggg gaacattaaa attttgacct aactgtgttc 
tgatttcgct
    30181 tacaaggtct gttgaagcaa atgcaatttt tccgttacct gtaacttgca 
aattgacatg
    30241 gttgtattct gtattttcct gtttaagact tttatgtacg ccaagactat 
tgaacgttac
    30301 gctttgacac tcgacattag gaatagcaat gtcggttagg tgagctaaaa 
ccatttggct
    30361 ttggtgtcca cctaagctat ggcccacaca cgtaattgtt tcaatctttt 
ggttctttcg
    30421 atctaggtca ttgataactt tatcagcaaa acgttttgct gctatatctg 
ccaatgtctc
    30481 acgtacacct aatacaatct gagggtcagt cactaaccag tctcttgctg 
tagcgcttcc
    30541 acgattacca ataacaacct ctttttttgc cttgtcataa taagcaatgc 
caccatgatc
    30601 agaacgttca tcctttgcat agccgacaaa atctaagttg ccacttatct 
ttaaatcttt
    30661 gcttcctgtt ggatcggtta agcgttgata ggtattttga gtaatttgta 
ctaaatcccg
    30721 aatatcagcc attagcctag ctccataaat tcaatatagt tatttacagc 
caaagcaact
    30781 atgttttctg ctgtagctat accgtaggtt gtgatgccat tgactttgcg 
cttggataat
    30841 tccattccct ggctatttat taatttcaaa taggatgttt gtacagcatg 
atcatagaaa
    30901 tcaataatta gcttattgtt attaattact tggcaattta aatagtcgtc 
gccattggta
    30961 acagtatttt tataaataat ttctttggtg tttaagtcga taatgaacaa 
tgtatttaac
    31021 attgatccat cttcatcatt attgattctt aaaataacag aaatgatgtg 
gctttgatcg
    31081 tttgttgcta gttgcgctgt ataagcgtca ttgcccaatt ctagcgtgtt 
tacctgtgag
    31141 ctggtcaaat ccctcacggc aagcttaaaa aggccgtctt gatcatctaa 
tgcgattgta



    31201 agcagtaatt gattagatac ttttgcatca aacataaggg agttgctaga 
aacggtctgt
    31261 tttaatgtcc agtcattaga atcgtaaata aaaatatctt ctgcaatttt 
tccgtttaat
    31321 gtttgaagta gtgggcgttg acaggccacc atgaaattat ctttagagtg 
tgaaatggca
    31381 acaatttctc ggaatgattc cgcgtctggc acagccaggc acctgatggc 
atgaaatgcc
    31441 gctaagcccg cgtaattgcg ggcttttttt tgtttgtgtt tggcacgatc 
tggcaacggg
    31501 aggaagcgcc aagcaccgtt tgagcatggc attaaagctg gtattatggt 
ttggcgatgc
    31561 catgattgat gccgatacca tgctgcgttc ttttgtgtgt tcatggtatt 
aatattctat
    31621 aagttactgt ttcgtaagaa aaaatacgat aaattcgaga ttttttcagc 
atggtatcgg
    31681 agacgaagaa ggacaaggta catgctgacc gataccaagc tgcgcaatct 
caagcccagg
    31741 gacaaactct acaaagtgaa tgaccgggaa ggtctctatg tggcagtgac 
tccagccggc
    31801 tccatctcgt tccgttacaa ctactcaatc aacggtcggc aggagaccat 
cacctttggg
    31861 cgttatggtg tcggtggcat caccctggcc gaagcccgcg agctgttggg 
tgacgccaag
    31921 aagatggttg cggcgggcaa gtcgccggcc aaggagaaag cccgagacaa 
ggcgcgggtg
    31981 aaagatgcag agacgttcgg tgcctgggcg gagaagtggc tgcgtggcta 
ccagatggcc
    32041 gactccaccc gcgatatgcg ccgctcggtt tatgagcgtg agctgaagcc 
gaaattcagc
    32101 aatcagaagc tggtggagat cacccacgaa gacttgcggg cgctggctga 
tgccattgtt
    32161 gagcgaggcg caccggccac cgccgttcat gtgcgtgaaa tcgtgttgca 
ggtatttcgc
    32221 tgggccatcg agcgtgggca gaaggtcgaa aacccggcag aactggtgcg 
cccaacaagc
    32281 atcgctcgat tcgagccacg tgaccgagcg ttgacgccag aagaaattgg 
gctgatgtac
    32341 cagtacatgg agcgagtggg cacaagccca acaaaccgtg cggcggccaa 
gctgttattg
    32401 ctgacgatgg tgcgcaagag cgagctgacc aatgcgacct ggagcgagat 
caatttcagc
    32461 gaagcgttgt ggacgattcc aaaggagcgg atgaaacgcc gtaacccgca 
cctggtattt
    32521 ctgtcccagc aggctctgga tattttcatt gccatgaaaa cctttgccgg 
tggttccgac
    32581 ttcgttttgc catcacggta cgactcggat gcgccgatga gcgctgccac 
acttaaccag
    32641 gtgctgacgc tgacttacaa ggcggcgcag aaagatggga agtcacttac 
caagttcgga
    32701 ccgcatgatt tgcggcgcac agccagcacg ctgttgcatg aggccggcta 
caacaccgac
    32761 tggatcgaga agtgcctggc gcacgagcag aagggcgtga gggctgtcta 
caacaaggct



    32821 gagtaccgcg agcagcgggc ggcgatgttg caggattggg ccgatatgat 
tgatgagtgg
    32881 acttcgggag gcagtaaggg ttgatgtttt tgctatcttt gatagcattg 
aagttgatgc
    32941 cgtgaattta taaataaggc cgccattggc atcgggcagg tcaattaccg 
attagctgct
    33001 tcgcgcagct actcgatgaa tagcaactat tcatttgaga ggtattgacc 
catgcaaaat
    33061 ataaagaccc tcatcaacag gaagaagctc ctggagatga tcccgctttc 
gacacgaaca
    33121 atttataacc tggagcagcg aggggatttt ccacgccgta tcgcgttaac 
cagtagaaat
    33181 gtcgcctggg atttgtcaga ggtcgaagag tggattgagg cacgtaaatc 
atcgggtgat
    33241 caagctgcgc gacctggccc tatagagggc tagttatatg gctcttgatc 
ttatggcggc
    33301 tttcacggaa ttgccgccac ccattgatta tgttctgcct aatatggttg 
ctggcactgt
    33361 tggtgctctt gtgtcgcctg gtggggctgg taaatccatg ttggcccttc 
aattggctgc
    33421 acagattgca ggcgggcctg atttacttga aataggcgag tttcccaccg 
ggcaagtggt
    33481 ctatctgcct gctgaagatc caccggccgc tattcaccat cgtctgcacg 
cccttggggc
    33541 acacctcagc gcagcggaac ggcaagccgt ggctgatggt ttgctcattg 
aacccttgat
    33601 cggtaaatgc ccaaacatca tggctgctag ctggttcgat gctctcaaac 
gagccgctga
    33661 aggtcgtcgc ttgatgatct tggacacttt gcggcgcttc cacattgagg 
aggagaacgc
    33721 tagcgggccg atggcgcagg ttgttgggca catggaggcc atagccgctg 
atacaggctg
    33781 ctccattgtg tttctgcacc acgcgagtaa aagcgcagcc atgatggggt 
cgggcgatca
    33841 acagcaggcc agtcgtggat cgtccgtact ggttgataac atccgttggc 
aatcgtacct
    33901 atccggcatg acgcaaggcg aggccgagat actgggggtc gatgattgtc 
agcgtgggta
    33961 ttttgtccgc tttggcgtca gcaaggccaa ctatggcgca ccttttcaag 
aactctggtt
    34021 tagacggcac gacggcggcg tgttgaagcc tgctgtactg gagcggcagt 
gcaaggtgaa
    34081 aaggagacag cgtgaagaag cctaagcatg acctgaccca cgtccgacat 
gatcccgcgc
    34141 actgtttggc acctggcctg ttccgcagcc tcaagcgtgg cgatcgcaaa 
cgctgcaagc
    34201 tggacgtgac ctacaccttt ggcgaggacg aatccatgcg tttcgtcgga 
ttcgaacctc
    34261 tcggggccga tgatatgcgt cttttgcaag gcatcgtggc ccttggcggc 
ccgaacggca
    34321 tcttgctaac cccggaaccg accagtgaga cggggcgaca gctacggcta 
ttccttgaac
    34381 cccgtttcga agccattgag caagacggct tggtggttcg tgagagcctg 
accaaactgc



    34441 tctcagaaac gggcatgacg gatagcggcg acaacatcaa ggcgctcaaa 
gccagcctgc
    34501 tgcgcatgtc gaacgtcacc atccttgtga cgaagggacg gcggcaagcc 
gcgttccacc
    34561 tgatgagtca tgcttttgac gagacggacg gcaggctatg ggttgccctg 
aatccgcgta
    34621 ttgccgaagc gatcctgggg catcgtccat atgcccgtat cgacatggcg 
gaagtgcggg
    34681 tgctacagac tgatccggca cggctgatgc accaacggct atgcggctgg 
atcgaccccg
    34741 gcaaatccgg gcgcgtggaa ctggacacgc tttgcggcta tgtctggcca 
gatgaagcca
    34801 atgccgaagc tatgaaaaaa cgccgtcaga ctgcccggaa ggcactggcc 
gaacttgccg
    34861 ccgtgggttg ggtagtgaac gaatacgcca agggaaaatg ggagatcaag 
aggcctggcc
    34921 ccacggcaac tgcacccgtt taccgtcgta acgttccctt gttaccgtcg 
taacgctccc
    34981 cttctgccgt cgtaacgttc cccgtcccaa tttggaaaac ccagacggtg 
cgctgctttg
    35041 cgggcagttt gggaaatcca tccaagatta tctaaagata atccatcatg 
cgcggtgcag
    35101 ctcgcgcctt gagggcgcgt tctgaccttg ccaataaagc cctggcgggc 
tttatcaatc
    35161 ggccataggc cgatggttta acgccaagaa gagaaggcgg cttcagtggc 
cgctgaaacg
    35221 ccttgtgaga ggggaaaaca acccggagtc ccttattcca tgagctgaag 
cagaatctgc
    35281 gtctaacggt gctggagggc cgctgtgtgc acttgtagtt atctgtactg 
aaaccttggc
    35341 tcgaaacgtg aaatggctaa gcagtgccca ttcgttcggt aagaataata 
agaagattat
    35401 tattcttatt attaccaagc aggaatgagc cgtgtgtgtt ggacgcccat 
aaccagtaac
    35461 ctgcgtgaag gtgtcaacat caggaaaggt tgcccctcaa gtatcaatac 
gtcgccttag
    35521 tggtatgacg ggaggggagg caaatttctt gtgttcattg acacttgagg 
ggcgggttat
    35581 gcccttcttt tttggcgtcc aactcgcccc atcggggcga atggtttgtg 
tcgattgttg
    35641 gcattttagg ttccgattta aagccgattg agcagcgatt ttgaagcgac 
tatgtcgatt
    35701 gcaggccgat ttggtgacga ttacggttat gttgccaaga atcggtgttt 
gtttgacgat
    35761 aaaacgcttt acgttcgata tgcgctagat tttcaatagt gggtgaaatg 
cgggcaggat
    35821 gggtgaagtt agctaaccgg caagccggtt atctatcttc actgtccctt 
attcgcgccg
    35881 ggggcactca acgggaatcc tgccctgcgg ggctgatcgg ctaccgccgg 
ttgcaagagt
    35941 ataggtcttg ctatttttaa tatctttgat agcatggttg tcgggtacac 
caaaagggta
    36001 ttgatatggc aaatgtgctt atcaggaatt tacccgccga ggtgcaccgt 
gcgttgaaag



    36061 ttcgagcagc gctcaacgat aggagcaccg acgcggaaat acgcgaaata 
ctgacggcgg
    36121 cagtacagcc gctagagctt gaagagattg gccgggaagt tggcttgtcc 
gaaagcgata
    36181 aaaaaacaga gtagttttac gtttgtaagt ccgggcctca gcgccaaggg 
caataccgat
    36241 cagctagtgg cgtagctctt cgatgaaacg ttgccgagaa caagcacaac 
gcttggtcaa
    36301 ggcaatgcct tcttttcatc gacggagtac gaccatgaag tccaaaattt 
tagcggctaa
    36361 aaaaaccgct ctagccgttg cactcgcaac cggctttatc accactacca 
ccgcccctgt
    36421 gcaagctggt atccccgtca tcgacggcgg caacctggcc cagaacatca 
tgacggccat
    36481 cgagtcggtg gcgcagacgc tcaagcagat tgagcagtac cagacccagt 
tgcagcagta
    36541 cgaaaatcag ctccagaaca cgatggcccc agccgcgtat atctgggatc 
aggcgcagac
    36601 tacgatcaac cggctgattg ccgcgcaaaa cacgctggcc tattacgaga 
accagctagg
    36661 cagcctggat cgttacctgg ccaagtttca ggacgtggcc tattaccgca 
gctcgccatg
    36721 cttcaacggc agcggcggat gcacgccggc cgaaaaggca gcgatggaag 
agaaccgccg
    36781 cctggcgtca gagtcgcaaa agaaggccaa cgatgccctg ttccagaccg 
ttgccgacca
    36841 gcaaaaggct ttgaaggatg acgcccgtac cctggagcgg ctgcaaggcg 
cggcccaggg
    36901 tgcaactggc cagctacagg ccatcggcta cgccaaccag ctcgccagcc 
agcaggccaa
    36961 tcagctcttg cagattcgca ccatgttgac cgcccaacac aacgcggagg 
cagcccggat
    37021 tgcagcagaa ctcgatgccg aggcgcgagg tgatgccagg gccgagcaaa 
tgcgtacctg
    37081 gacgtttcgc ccgagtccgg cagacaacta ctagggaggc ggtgagatga 
aaaaaatctt
    37141 ttttactacc gcggctacgt tgctgttgtt ggctggatgt gaacaggaaa 
ggatgcccga
    37201 accaaatgcg gcgacgtgtg cccccgatgc gttccaggca gcactgaatg 
aaatgcgcag
    37261 cgaagcgaac cgagaggcct ttaccgagga atgcagagca ttccagaagg 
ccaagcagat
    37321 gcgtcagtgg gagttcaagc ccagccctaa agatgattat tgaggtggtc 
gccatgagaa
    37381 agaaaattgc tctaggtggc ttgatgatgg tcgccacaat ggtgctggct 
gaacctgcaa
    37441 tggcgcagga gctaagtagc agcggtgtta tgaatgatgt gctcaagcgt 
tttcatgatg
    37501 ctgccgcaac atgggggcca gctattgagt ccgctgcatc gcgtttgttc 
tggacgctgg
    37561 ttgtgatttc gatggtctgg acattcggca tgatggcttt gcgcaaggcc 
gacattggcg
    37621 agttcttcgc ggagttcgtt cgcttcacga tcttcaccgg ctttttctgg 
tggttgctga



    37681 cgaatgcgaa ccagggcatg aatatcgccg gtacgattgt tcagtcattg 
caaactctgg
    37741 gcgcgcaggc ggggggactt tccaatagca atcttgggcc ctccagcatc 
cttgatcttg
    37801 gtttcgagtt atacaaccgc acagtacagg ccacctcgga gctgggatgg 
cggcagatgg
    37861 caactgctct ggtcatggag ctaatggccc tggctgtttt gtttgtcctg 
gcgttgattg
    37921 cggtcaacct gttgctgttg ctcgcatcag cctggattct gttgtatgcc 
ggtgtgttct
    37981 tccttggctt tggtggaagt cgttggactt ccgacatggc gatcaattac 
tacaagaccg
    38041 tgctgggcct ggccgcacag cttatggcaa tggtgcttct ggttgcgatt 
ggcaaagagt
    38101 tcatcaatca ctactacacg caaatcagcg agaacatggc atcccaggaa 
ctggccgtga
    38161 tgttggttat atcggtcatc ttgcttttct tggtcaacaa agttccgccg 
atgatttctg
    38221 gtcttgtgtc tggtggtggt attggcgcag ccggtggaat tggaaacttc 
ggtgcgggtg
    38281 cggcagttgg ggcggcggtg acggcggcca gtatggcaac tggcggcgct 
gccctggcag
    38341 gtaaagcggt tatgggtgcc gcagccggtg cagccggagg tgcaagtgca 
ctccaagcgg
    38401 cttttcagaa agcatcagcg agtatggaaa ccggcggtga catgtccagc 
atggggtcag
    38461 ttgtcagcag tggcggaaac ggtggtggtg aagcgggtac tgctggcagt 
agcccattcg
    38521 cccaagcggc tggctttggt gacagcggca gtagctcaag cggtggcggc 
tttgccaagg
    38581 ccgcgaagct ggccacaggc acggcctccg agttagccaa gggtgtcggc 
tctcaagtga
    38641 agcagggatt ccaggagcga gtgagcgaaa ccacaggcgg aaaactggct 
gcttcgatac
    38701 gcgaaagcat ggagccgaaa gaagcaagcc aatctggcca gttcgagggc 
aatagcttgg
    38761 gcgccgattc tggcccagat agtaacgaag tcaggagtta gcacgatgac 
gacatcaaca
    38821 tacatggccg cattggcggc cctggatgaa gcgccaaggg aagaagtcag 
ccaggtattt
    38881 atttcgccgc tgggtgatca atcgaccgag gtcgatgcag agacagaaac 
agccgctttt
    38941 gtatcacggc cagaccctat gagagagagc gaaactaagc cgataagtat 
tgaggttaat
    39001 ggcggcagga atgagcggtc agcattcgcg gaggcggcgg ggctgtacct 
gtaggcgcac
    39061 cgggctggcc acaaccagcc cggcactttc aatcaacacc tactggagag 
gtgaattatg
    39121 acaacacaac atattatcga accagggcaa gcagtgcatc aagcagcggc 
tattctttct
    39181 tctttggagt acatcaacca agcggaagcg cggagccttg ggccattggc 
cgaagccgtc
    39241 gctaatgctt ttatggtggt gtactaccaa gctgaaacgg gccgggcgac 
acaggctgat



    39301 tttcaagaag caatgaacgc cttgcgccaa gcgtgcagct aatgacgaaa 
gggcggccac
    39361 tcgaactggc cgcctttttc aatcttcact gtttggccat tcccgaccca 
cagacggcgc
    39421 atccatccat tcgcgttcct ccggcggcag cgggtaagcc ccggatgctt 
ccgcgtcggc
    39481 cagtagttcg gccagtgtgt agcgcacccg accagtggaa acggcgcggg 
ccgggtcggc
    39541 cttctcatgc agcctgttct ctaggttctt tgggtctgtc atcgggcgac 
ctcagcaagc
    39601 atggatacta ggtgttccag gtcagtgatc gaatgcgcca ggaagcggcc 
ggcgcggcaa
    39661 tctgcaatca tttcctcagt tttttcctac tcatgttcaa cctcgttcgt 
accagctctt
    39721 cgagcgattc accacgcgca cgaccagcag catcaccggc acttcgacca 
ggacgccgac
    39781 cacggttgcc aatgcagcgc cggagtgcag accgaacaag ctgatggcgg 
ccgccacggc
    39841 cagctcgaag aagttgctgg caccgatcag ggccgaagga caggcgacag 
agtgcttttc
    39901 ccccgcccgc ttgttcagcc agtaggctaa cccggaattg aagaacactt 
gaatcaagat
    39961 cggcacggct agcatggcga tcactaacgg ctgccggatg atggcctcgc 
cctggaaggc
    40021 gaacagtaga accaacgtca gcagcagcgc ggccatcgac cacggcccga 
tcttctgcat
    40081 ggcccgttca aaggcggcct gtccttgctt gagcagatgc cgccgcaaga 
gctgcgccag
    40141 gatcaccggc acgatgatgt agagcacgac cgaaatcagc agcgtgtccc 
aaggcaccga
    40201 gatcgaggac atgcccagca gcaggccgac gatgggcgcg aaggccacga 
tcatgatggc
    40261 gtcgttcaga gccacttgcg agagcgtgaa aagcgggtcg ccgttggtaa 
ggcggctcca
    40321 cacgaacacc attgccgtgc agggcgcggc ggccagcaag atcaagcccg 
cgatgtagct
    40381 gtccagttga tcggccggca ggaacggagc gaacacttgt cggatgaaca 
gccaccccag
    40441 cagggccatc gagaatggct tgacggccca attcacgaac agcgtgacgc 
cgatgccgcg
    40501 ccaatgctct ttgacctggt gcagcgcccc gaagtcgatc ttgaccagca 
tcgggacgat
    40561 cattacccaa atcagcaggc ccaccggcaa attgacctgg gccacttcca 
tgcggcctat
    40621 ggcctggaac acgtcaggaa ggccctggcc gagcgcaaca ccggcgacga 
tgcacagggc
    40681 cacccacagc gtcaggtaac gctcgaagcc gctcatcggg gcctggcgcg 
gcttcgcggc
    40741 gatggcctgt gcgccggcgc tcatgcttcc tgctcggtct tgccgatgtt 
cgccagctcg
    40801 cgcttgatgg ccgtctggtc aagcattttg agaggcagat tcacgaacag 
gcggacgcgg
    40861 ttcatcatgt gccggaaggt ttgttcgaag gcccggcgct tctcggcgtc 
agtgccttcg



    40921 acggcggccg ggtcttcaaa tccccaatgc gccgagatcg gctgaccagg 
ccacaccgga
    40981 cacatttcgc cggcggcgtt gtcgcagacg gtgatgatga agtccatctt 
cggtgcgtcg
    41041 ggcgtggcgt actcgtccca gctcttgctg cgcagattct cggtcgggta 
attcaccgac
    41101 tccacctttt cgacggcgaa gggattgacc ttgccggttg ggtgactgcc 
ggcgctgtag
    41161 gcgcggaagc gcccttgccc catcgtgttg atgagagctt cggccatgat 
gctgcgcgcc
    41221 gaattgccgg tgcagaggat gaggacgtta tagattcttt cggtcatgat 
gtttcgcttt
    41281 ctggtagtgg ctggggagca atggcgatgg atgaaagatc ggtggcctcg 
tcgatgacgt
    41341 ggccggccgc tttccgttcg gaatagcggt ctgtcagtgc ttcacggtgc 
ggccgtacca
    41401 gcgccgtgaa gcgcaccagt tcttccatca catcggctat tcggtcgtag 
tacggcgagg
    41461 gcttcatgcg gcccgccgcg tcgaactctt ggaacgcttt ggcgatactc 
gactggttcg
    41521 gaatggtgaa cattcgcatc cagcggccga gcagacgcaa ggtgttcacg 
gcgttgaagc
    41581 tctgcgagcc gccggatacc tgcatcacgg ccagggtgcg gccttgggtc 
ggccggatgc
    41641 cggccatttc aagcggcaga tggtcaatct gcgccttcat gacactggta 
atctgaccgt
    41701 ggcgttccgg gctgcaccag acttgtccct ctgaccactc ggacagggcg 
cgcagctcct
    41761 tgacggccgg gtgatcgtcg ctttgcactt gatcgggcaa cggcaaatcg 
gacgggtcga
    41821 agatgcgtgt ttctgcgcca aagaattgca gcagccgggc cgcttcctcg 
acggccagcc
    41881 gtgagaacga gcgggcgcgc agcgagccat acagcagcag gatacgcacc 
ggcggggcgt
    41941 cgggtgccag cccgagcgcc gggcgctcga tggcaaagga tttgtccaaa 
gcgggcaaag
    42001 aatcggggtc ggaaagatgg cgaagtctca tgccaacacc ttcccggctt 
ccgtggtgca
    42061 agacaggttg cacacctggc cgccgcagca gttttccgtg agaaaggcca 
ccaggttagt
    42121 ggccgtcgaa aagttcgcct cgtagatcac aaatcggcct tcttgccgcg 
acgtgaccat
    42181 gccggcgtgt gccagctctt tcaggtggaa ggatagcgaa gacggcggga 
tgccggccgc
    42241 ttcgctgatt tttccggcgg ccatgccggc ggggccggcc tggacgagaa 
gccggaacac
    42301 cgcgaggcgc gattcttgag cgatggccgc cagggcggct acagcattta 
tcgtttccat
    42361 gtttcaataa tagtcgaaat atggagtgtg ctcaatagct catttaagct 
gtaaaaatga
    42421 gctaggcgca tttagatcga tatgtgataa attggcctgc cagtttaaga 
tgggtgcatt
    42481 tgagtatgcc caaaggagcc cgcaagtatg cgcaggacga agccagtagc 
cgcgccgatg



    42541 gtggcgcggg tctatctgcg cgtcagcacc gacgcgcagg acttggaacg 
ccaagaggcg
    42601 atcactacgg ccgcgaaggc cgccggctac tacgtcgccg gcatctaccg 
tgagaaggca
    42661 tccggcgcac gcgccgaccg gcctgagctg ctgcgcatga tcggcgacct 
acagcccggc
    42721 gaggtggtca ttgccgagaa gatcgaccgc atcagccgcc tacctttgcc 
cgaggccgag
    42781 cgcctggtgg cctcgataca ggccaaaggc gcacgcctgg ccgtccctgg 
cgtggtcgat
    42841 ctatccgacc tggcggccga ggcccagggc gtcgccaaga tcgtgctgga 
agccgtgcag
    42901 atcatgcttt ttcgcctggc cttgcagatg gcccgcgacg actacgagga 
caggcgcgaa
    42961 cgccagcgcc aaggcattga gttggcccgc caggccgggc ggtacaaggg 
ccgccgtgct
    43021 gatccgaagc gccgcgccca agttgtcgcg ctgcgcaagt ccggctacag 
catcaacaag
    43081 accgccgagc tggccgggta cagtgcggcc caggtgaaac ggatatgggc 
cgaggtcagc
    43141 caggccgaag cgaagcagca cggcgcgttc gtggaggacg cattgacgga 
agccgatgcc
    43201 ctggccgctg tcggccagga tgagcgccag gaggaaaggg catgaagaag 
ccgaaccaag
    43261 acgacgagcc gtttttcatc accgaggaga ttgcggccga aatgatcgcc 
ggcggctatg
    43321 agttcgagct gccgcccatt ccttgcacca tccgcctacg cgacgtgctg 
gagcgcatga
    43381 ccgatgctga gctagcattg cagccgggcg agatcgccga ccaggagcgt 
gaacgctgcc
    43441 ggcgcaagcc gtgttcaacc tcatgatctg gtcatggtat ttttcatggc 
actgagcctg
    43501 atagttcttg caaattgttg tcactaaagg gttttgtgtg cttgtttaca 
atcgagtggg
    43561 agtgacgggc actggctggc aatgtctagc aacggcaggc atttcggctg 
agggtaaaag
    43621 aactttccgc taagcgatag actgtatgta aacacagtat tgcaaggacg 
cggaacatgc
    43681 ctcatgtggc ggccaggacg gccagccggg atcgggatac tggtcgttac 
cagagccacc
    43741 gacccgagca aacccttctc tatcagatcg ttgacgagta ttacccggca 
ttcgctgcgc
    43801 ttatggcaga gcagggaaag gaattgccgg gctatgtgca acgggaattt 
gaagaatttc
    43861 tccaatgcgg gcggctggag catggctttc tacgggttcg ctgcgagtct 
tgccacgccg
    43921 agcacctggt cgctttcagc tgtaagcgtc gcggtttctg cccgagctgt 
ggggcgcggc
    43981 ggatggccga aagtgccgcc ttgctggttg atgaagtact gcctgaacaa 
cccatgcgtc
    44041 agtgggtgtt gagcttcccg tttcagctgc gtttcctgtt tgccagccgg 
cccgagatca
    44101 tggggtgggt gctgggcatc gtttaccgcg tcattgccac gcacctggtc 
aagaaagcgg



    44161 gccataccca ccaagtggcc aagacgggcg cggtcaccct gatccagcgt 
tttggatcgg
    44221 cgctcaatct gaatgttcac ttccacatgc tgtttctcga cggtgtgtat 
gtcgagcaat
    44281 cccacggctc agcgcgtttc cgctgggtca aggcgccgac cagcccagag 
ctcacccagc
    44341 tgacgcacac catcgcccac cgggtgggtc gctatctgga acggcaaggc 
ctgctggaac
    44401 gggatgtcga aaacagctat ctggcctcgg atgcggtgga tgacgacccg 
atgacacccc
    44461 tgctggggca ctcgatcact taccgtatcg ctgtcggttc acaggcgggg 
cgaaaggtgt
    44521 tcactttgca aactctgccg accagtggtg atccgttcgg tgacgggatt 
ggcaaggtag
    44581 ccgggtccag cctgcacgcc ggcgtggcgg ccagggccga tgaacgcaag 
aagctcgaac
    44641 ggctgtgccg gtacatcagc cgcccggcgg tatccgagaa gcggctgtcg 
ttaacacgag
    44701 gcggcaacgt gcgctaccag ctcaagacgc cgtaccggga cggcaccacg 
cacgtcattt
    44761 tcgaaccatt ggatttcatt gcaaggctgg ccgccctggt accgaagccc 
agagtcaacc
    44821 taacccgctt ccacggggtg ttcgcaccca acagtcggca ccgggcgttg 
gtcacgccgg
    44881 caaaacgggg caggggcaac aaggtcaggg tggctgatga accggcaaca 
ccagcacaac
    44941 ggcgagcgtc gatgacatgg gcgcaacggc tcaagcgtgt tttcaatatc 
gacatcgaga
    45001 cctgcagcgg ctgcggcggc gccatgaaag tcatcgcctg cattgaagac 
cctatagtga
    45061 tcaagcagat ccttgatcac ctgaagcaca aagccgaaac cagcgggacc 
agggcgttac
    45121 ccgaaagccg ggcgccaccg gctgagctgc tcctgggtct gtttgactga 
cgagcctgaa
    45181 ggccaacgat accaatcaaa atgctgcgtt cacagcgccg cggcagggat 
ccgccgtgct
    45241 ggttgtcgga aaaggagccg ctagtgggaa agaggagggt aaattttcag 
cgttgctggc
    45301 tccccgtcag ccggattggg ttgcatcgca ggggtgtcga aagagtcaac 
tgcggtccaa
    45361 agctgttgga cttgggtgaa aagggcgttt attcttccta tacgttgtcg 
gcagcgggcc
    45421 aaaaaggaat acgtccatgc ccatcgaggt gaaaccggct gtgagcgcgg 
gttcaagcat
    45481 atagcccgac aggcgcgtat ccttgccgat cacgacacga tggcggtggt 
caccgcgacg
    45541 aaagacacgg ccagccgcca tgccgacgcg caaggcggtt tccgccgtca 
tcgcgccttc
    45601 gttggctttg ccacgaatac cgtctgtgcc gaaatatttg cgcaccataa 
ggtcgattat
    45661 cctgtcgtcg ggtcgccctc aaaggggaca tgcctgctga accgcgaata 
tagagaaata
    45721 tcccgaatgt gcagttaacg aattcttgcg gtttctttca gcgccgccaa 
taccgccagc



    45781 ccgtcgcgca aggggcgcgg ctcgtgtgtg cggatgaagt cagctccacc 
tgcggcggcg
    45841 gcaagctctg cagcgagtgt cgcggccccg acatcccccg gaccacggcc 
tgtgagcgcg
    45901 cgcagaaagg atttgcgcga aacagacaga agcaccggca aatcgaagcg 
cagccgcaat
    45961 tcatcgaacc gcgccagcac cgagagcgag gtttcgggag cagcccccag 
aaaaaacccc
    46021 atgccgggat caaggacaag gcggttgcgt ttgataccgg cacccgtcag 
cgccgcgatg
    46081 cgcgcgtcaa agaacgccgc aatgtgatcc atgatgtcgc cagcgggtgc 
ctcgcgccga
    46141 tctgcctgcc cgtcttgcac cgaatgcata acgacgagtt tggcagatga 
tttcgccaat
    46201 tgcggataga acgcagcgtc tggaaaaccg cgaatatcat tgagataggc 
cacaccacgc
    46261 gacaaggcat aggcttgcgt cgcgggttga taactgtcga gcgagacggg 
aatgccatct
    46321 gccttgagcg cgtccagcac cggcgcgata cgcgcgattt ctgtgtcgga 
cgaaacaggc
    46381 gcggcgtcgg gattgctgga tgccggaccg aggtcgatca catctgcccc 
ctcggccatc
    46441 agcttacgcg cctgcgcaat ggctgcgtct ggcgccagat accggcctcc 
atcggagaaa
    46501 ctgtccgagg ttatgttgac gatgccgaaa atgatgagcg atttattcat 
gggggcttct
    46561 ataataataa taatcgagca tgagtctcat acggatgctc gggtcgaaag 
ggaatcccca
    46621 ggcgagtaac ctgtttgcgg tgatccatta gctgcaggag cagaagagca 
tacatctgga
    46681 agcaaagcca ggaaagcggc ctatggagct gtgcggcagc gctcagtagg 
caatttttca
    46741 aaatattgtt aagccttttc tgagcatggt atttttcatg gtattaccaa 
ttagcaggaa
    46801 aataagccat tgaatataaa agataaaaat gtcttgttta caatagagtg 
ggttttcttt
    46861 acgatttagc ttttgtattt cgttgaaatt ttcaccgtgc aggattaccg 
catttgcagc
    46921 tgaattggca atgaaagcaa tattgttctt aaagaaaagt attgaattaa 
tagggttaaa
    46981 tgctttatcg aagcgaattg ttttgatttt tgtttggttg cttacattcc 
aaaagtggat
    47041 cttgttttcg gagtagcaac cagtggctat taaatctttg gtcaagtcca 
ttgccaggga
    47101 cgtgactgca aattcttctc taatgctgtt catattaaac tactgctttg 
aaattgcgtt
    47161 aattatgcct tatttatgga tatttccata attccagtgt gtttgtaagt 
atattaaatg
    47221 agttaaatta tttacaataa cactttacaa ttacatacaa attttcggat 
acgaaaaatg
    47281 aaaaatcaag tataatatcg gtataaccaa gaggatgttt gtctatgaat 
agtgcagtta
    47341 agttagaaga agctttccga agtgctaaag gtatcgtaga tcacgaattt 
tcccaggaag



    47401 ttattgatgc ttgccaggct gcggatcagg caagacagca acgtattttg 
aatggcgaaa
    47461 caacctttga acaggaagat gctgcattaa tggcggaatg gaaaagactt 
aatgcttcca
    47521 agtagaaaga atgattaaaa aagtcagcga ttatgctgat ttttttatta 
ggagaggaaa
    47581 gtgagcgagt attcagatca agaacgacaa gaattttacg caaaagtaaa 
agaaatatta
    47641 aatgaacctg ttacatcgag agaacaggct gatagcaata ctcaactaga 
atatctaatt
    47701 accaaaaacc gtactgaggc ccttgaaatt aacccaatca agggaaatta 
cgattttaat
    47761 catttgtcgc aaatacatca taagttattt gatgggattc aagattttgc 
tgggaaacaa
    47821 agacactttg atatttataa agcaataccc tcaccagagg ggaaaaagga 
agtcgggtac
    47881 ttcttaaagg ctaaagatat tcatttttct tttgaagact tcacaaaaga 
aattaaagat
    47941 agcaattcat taaaagggct gaataaagaa caattcattg ataaatttac 
aaacttatac
    48001 gccaacataa atgagattca cccttttgag gaggggaatg gtcgggcaac 
taagttgatg
    48061 atgaagcagt tggcgaatga agctgggtat caggtcaatt ttgaccaggt 
ggaaaagcgt
    48121 gagtggaact atgcgtgtaa acgagctttg agtgatcaaa cactttttca 
tggctcggat
    48181 cagattagaa tgctaaagga tattcagttg ctaaaggatg taatgactaa 
aattgtgcat
    48241 tccttacaaa taaaacaaga taatgttatt gatgagaaaa aaacattaaa 
aaaaacagca
    48301 cttgatttag cgcctaacgc ccaggtacac aaagcaagtc ctggaagata 
tgaggggcgt
    48361 atagttgctg aaacagaaaa tcttgttgcc caaaggttag gggattacag 
taaacacttt
    48421 gtagtccatg aaaagaaaag ttttgatcaa acacctaaag ttaatgaagt 
ggtttcaatt
    48481 acgcataagg ctgatactaa tactgcaaag gtagaaaata tgcaaaataa 
agagttatct
    48541 aaatctaaag aaattaaacg ttaattttgg tgtatgagtg tactttattg 
ctcttgcaca
    48601 cttgggttta attgtttttg tactcgatat acggttgctt ctcctacgcc 
tacagctaat
    48661 gcaatttctt ctttggtcat agctccttga gccagtagca ctttaatccg 
ttcatgtttt
    48721 ttgagattag gttttttccc tgttggttta tggccagctc gttctaagcc 
ttgcttaatt
    48781 cgctctttcc ttttttcatt gtctagtcgg gccattgttg ctagtaagtc 
gataagcatt
    48841 gaattaatga catttaatat ttcgcttgtc attttatcgc tggtctcatt 
attgatatgt
    48901 gtggttggta gatcatgaat aattaacttg agaccttttg atttaatctt 
ttccttgagt
    48961 atggaaaaat cgtcctggct taatcttgaa agccgatcta cagattcaac 
aagcagaata



    49021 tccccctgat tagattcttc tagtaattta ttcaggatgg gccgatttaa 
ttttgttcca
    49081 gtataattct cgatgtaggt tgaaaattcg ccagtggtaa agtcttttag 
catttgtaaa
    49141 gcacgttctg catcttgatc ttttgtacta gctctaacat aaattctagt 
taccatttaa
    49201 cagtgttcct ctatgtgtat atttattgcg taaaaaaata cgcaaaactt 
gacttttggc
    49261 tttgtgtgga gaatactgag gattctcacg tctctgtatc tttccgtata 
gaatcaacgg
    49321 atctgaaaag atccgttttt atttgcgtca aactctatca ttaagcatta 
ataacataag
    49381 ttctatgata aatgaatcat ttagctatta taaatactta aatgatagag 
aaatctatca
    49441 ttaaatagga ttttcattta ggtatagttt attgatagag tttttaaaag 
tataattata
    49501 tagcacgata taactaaaat taaattatgc gacatgccct gtcgcattgt 
tcaataaaga
    49561 gggtttttta gtcttatcaa tatcgtaaaa ttaataactc caaaaggata 
atttatatga
    49621 ctggccctaa actatttcaa ccaacacagc aagacctaga cgcaatgaaa 
ggcaaattgt
    49681 tccagcgatt gaaccaggaa gaatcgttta aacaagatgc ccaagcaaag 
ggtgtaccga
    49741 tcctaaaacg attagttgaa gtggcaaaat ctgatacagg gcaaagcctt 
gtagttcgta
    49801 aatttctgct tggctgctat gacggtcaaa gatttccatt tgacttaaca 
gattttcgtc
    49861 aacttgactt gaacctgttt caagactgca tggctatcct agctatggat 
cgctctccaa
    49921 caagagaagt gcatgagtat ttagatgggc ctgaatataa ggggttggtg 
aatggtggcg
    49981 cattgtttga acaatgggct aagacagtta aaaattttag ctctactgat 
tgacaggtaa
    50041 taggagaatt ttaatggcac tggttataga taatggtcat ttactttatg 
acgaaaatga
    50101 tgatcgctgt aaagtttttg taaaacaatc tcaaggaatg cttttcggtt 
ttggggtttt
    50161 tattgataaa ggctgtccta gtgagataaa aaaatattgg ggtaaatggg 
attggaataa
    50221 ccaagaaaaa tctttgttag gcatcatgga aagtggtgga aaatgggatg 
gttgggaagt
    50281 taataatgtt aattaatttg gagttaaaaa atgagaatgg caaataaaaa 
tatagttgaa
    50341 tggtctgatt tagaaaaaat aatttaacta aatagccatt caatagaata 
ataaaccatt
    50401 aaaagaatag ctggggaaag cagaattaaa aatctatact ttttataacc 
cacattttta
    50461 agaaaactta catatttcag ataaacacaa aataatccaa aataataaag 
aattacaaag
    50521 gcccacttaa taacaaaatt taaattatca aaaggggtga gggtatttac 
aattaaaaag
    50581 tcatttatag tttttccaaa tgctaaaggc tcataaacca tatagtgata 
aatgaaaagt



    50641 acatatttag ctggggcttc gtatagctgc cagttctcaa tagcattcca 
aatttgagaa
    50701 atgagataac agacaccaaa aaagaaaatt aggccgaatg tacctggtgt 
ttttgagtaa
    50761 taaagttcaa tactaaataa taaacagtaa tacttagtaa aaaagtttca 
taccaatttt
    50821 caaaaaaaag aaaatatatt tattattttc agcatattgg aattttggta 
tgaaactttt
    50881 tttatttcaa tagaattata cttagattag tttttgcgta tagtatgata 
cttcaataaa
    50941 tatcatttaa atttaatatc aataaaataa aacacttata cacaacatag 
tatgacactt
    51001 tattgctttc atatagaaac ggcgataaaa caagatgaag ccacatgcca 
gtggttacgt
    51061 aatcaattgg caacgattca aactgaattg gatgctttta tcacatacgt 
taatgaacac
    51121 cttgtttacc atgaaagtga tggtccagat ttaatgtcga agatccagaa 
gctcaaacat
    51181 ttgataaagg ttaaaccatg attactgttc aaatagagat gtgtggcttt 
gggattaaac
    51241 ggcgttggga gtttggagat ccgcgccgtg cgccaattac agttttagaa 
atgggcttca
    51301 ttaaggtttg taaaatgcgt ggtgatagca aactggttga gttcatgagg 
ggttatgcag
    51361 acgacaaaga attcaactgg catcccaaag ttcgccttgc acgtagaaaa 
gcagaacgta
    51421 aagcctattc gtactatgac aaccactaca aacagcagat tagagaactt 
ttcgatcgcc
    51481 aaaatataga ccgccaaaaa caatatgaat tggaacgcca aaacaaagcg 
ttattggctg
    51541 ttattgaact taaaaaagaa caatcgtagg tatataccat gacgggaatt 
gaatattttc
    51601 agaagtatgg ctggagtcac gccgtccagt ccgttagtcg aattccaagt 
gaatacaacg
    51661 aatattcacc agatctcaaa actgttgttg taaacggcaa ctttcgttat 
gcgatggctg
    51721 cggaaatcag caaaaagaaa actgaagtct atgtcactga gctcaaacaa 
atcattgaga
    51781 gtgaaaagtt actagaagac ttctttaact tgaatctggt tggtatagaa 
aaaggcttaa
    51841 gtaatgctaa gcgtgaaatg caagacatgg aagaacaggg gattgttgaa 
ttcaaccatc
    51901 gttttgatga cgacctgact tgcaccacgg aacgcatgaa acttgccatc 
gctcaaatag
    51961 accatcttta tcaaaacaac attacaaaaa gtgagtaatt gccatgttag 
aaatgttcca
    52021 aaatcaaacc atgcgatata tctctattgc cattggcgtg attagtatct 
ttatattcct
    52081 gtacctactt aaactcggtg aggggcttgt cattagcctt atggttgctt 
tgttcatatg
    52141 tggtttgagt ttattgaaac tgaaaaacta ctatgaaaaa aataacccat 
acatcaatgc
    52201 agaacacctt gcttggctgt atggtgaatt gcaagaatat gatcaggatc 
tattcacaac



    52261 tgtcagcaat ctgaccaaga gtactggacg tttagaattg agccagctta 
aatcaatccg
    52321 taaccgctat gcttcctcca tgaacgaaac tcaactacaa gcattggcca 
gtgaacatac
    52381 tgaagaaagc aaatatcgct tagaccagta caactactca atttatgtga 
tggatgaagt
    52441 cattaatcaa tattaatggc tgtaatctaa tggtgagtaa tatgagtcag 
caaaaccaaa
    52501 ttaagcaaaa ctattgaaag gtttataaaa tgaacacaac tctacctatt 
cttattcata
    52561 gcgttattgg tggtattggt gaacatccag atgctaaaaa acgaagctta 
ggatacggcg
    52621 ctatcatgct gtatataccg attgaacata tggtcggttc aggtgtactt 
aagctgatga
    52681 ttgatgtgaa tacactgtcg atctatgcgt ctgaaaatcc taattaccta 
aaacaaccac
    52741 ataccatcaa tgaagcttct cacttgtgga atgcattgcg ctttgacagt 
gcttctaaag
    52801 ccagtcggaa ggtcattcat gataatgggt atgttgagtg tttgttttcc 
attcctatga
    52861 aggttcttga gccatttatg gatgctgaat tgattcaaaa cgaattagga 
cttccataca
    52921 tggccatcga tcaaagtgac aagtcgaaat gcatgccgat ttggtatgat 
gttgttagta
    52981 agtctaccaa tcaattaata gatggcaact acaacgatta tcctggtgtg 
caggcatctt
    53041 aaatttttaa gaaaagtttt tagctttgat ggtttattaa tatatttata 
tcgaccacat
    53101 tggcgatgat gaagagaaca gactcaatat ggcccgttta atgggccaca 
tttattttta
    53161 tagattaggg atgccaacgg cgtgaaaaca aacatcattt tgtggacctt 
aaccgtccta
    53221 acttgttttg cgtggattgc ctttacgttt attcaaccag ttggctacac 
catgactttt
    53281 cttgttattt taatcttgat gacagtagtg ctcagctggt gcttggcaac 
accttatatt
    53341 aagaccaaag accgaaccaa gcgactagac gaaaacttta tgctacttat 
gctctctgtt
    53401 gctgttgttc cattcctaat gtttctactg tcatatggtt ttatatggtg 
tttcaaaacg
    53461 ctagaaaaga aacagttcaa ccatgaccat attgctgcga tgctaccggg 
tagcaacttc
    53521 aatcaactac aaaagtttgc caaggaaaac tacaacgcgc cacttgtgtt 
aggtgacttt
    53581 aacgaaagtt gggctttaac ttccttggat ataccgcaag cttctccagc 
ttcattaaga
    53641 tctagtacag gatattgcct ggtgaatatg tctaaaacca gcatgaacac 
catgtataaa
    53701 gcagcaaaaa ccgatgtaag ctacaacgat tgggaaatgc tgatattagc 
gcacgagtta
    53761 tctcactgtt tagatcgtgc gaccgatgtg cctggtgaac ttggccagcc 
acttaaagca
    53821 ttaaattcaa ttgcgccgtc tgatcggtcc aaagtaaaga tggatgatgt 
atctaccttt



    53881 gtaacggctg aaagtagcgg taaaactcaa ctatggcgag aatcttatgc 
ggatctgttt
    53941 gcggtaggtt ttatgtcact tgatccaaaa tacgatactg cagcgttaag 
agaaagcctg
    54001 attaaattac gtgaaaaacg taaagcacta gatccaaccc ataattcggt 
gtgttggttg
    54061 cagtattcta agagtcagcc tttcccacaa aaaggttcgg atgtttattc 
ttgggcaaat
    54121 aacatcagaa ttaaagcgcc gtgcgagttg aaataacttg tcttcagaca 
aattaaaagc
    54181 ccgaatttcg ggcttttttt tcaccagcta attaacaata aaagccaggg 
cttatagttg
    54241 gtgcagacat atcatcatag atgcaatcta tactgactgc aggtttatca 
atgtggctaa
    54301 ataagcttgg attgaccaat tgatttgtta gcttagatct ttccatacta 
aagccaacca
    54361 gttcaacttc acaatcacac acgtaatgga attttgcctt accgtgcaac 
acaaaaacat
    54421 taggtgactt ctcatacatc ttgaagtact cggcttgagt ttgtgacaat 
ggaacctcca
    54481 gcaacacaaa gccatttggt acgacaaaaa ctgcagatcc atcttttact 
gagtaaacga
    54541 tggcttgaac atcagaagca cgttcaaaat ccacattttt tttaatcatt 
tagtttacct
    54601 ttttatattg tagcgaatga acgttgtaaa acagattgta gatctgcttc 
atttgtaata
    54661 ttcgcctcga gcgcagcgtt tcgtacatca gctaggttta accaatggcg 
gtgctcagct
    54721 ttagtttttt caattttgtg tggtgttctt gggtattccc aactccagta 
atgcttttta
    54781 taaatctcct tatctttcac aagatacgcc tgtatagatt gactatcctc 
agtagttgta
    54841 tagccaacgc caaagtaaat atctaatccc tgctttagtg cagtttgata 
atcggcttca
    54901 aattgaataa caagggattc aatactagct tcatgagaaa agatactaga 
tagttttaac
    54961 atcacacggc tccaagttta aggcaatatg cctcgagata aaaccattat 
aacgatcaaa
    55021 accaactaaa ttagtttatt taaaaaaaac ttgattaaag ttaaaccctt 
gaagattaat
    55081 acatacggcg aaaaacttag gtttttattc aatattaatc agacttactc 
aactttagtc
    55141 tagatgaacc ggtattttaa aaataaggct gcttagcgtt cccatttgtg 
aacaggattc
    55201 tcattctttg cgaataaaat atatttcatt tttgactgac attggaacaa 
ttagccatag
    55261 acgagtaggg tattggtaaa gccatatacc acatttaaga aataacgccg 
tagtggtgtt
    55321 aattcattgt taattgaata tggtttgaat taaggcttga tggaaatgca 
ttagtagaat
    55381 tatgggtgct gaattagcaa aattaagttt tagattattt taatcaatta 
aaaaaacatc
    55441 gtttgcgttt ataaaactag cagttgatca attagctgat caacgcaagg 
gtattaacct



    55501 tttttatggt ttaaatactt ttgagtacgt tctaataatt tcgggatgat 
tttttctgct
    55561 tcttcttggg tgagatgcaa accataaaat ttattagttg ttccgtagct 
ttcatcaagt
    55621 actgaatagg gaatatataa ggtgtacatg tcttgttcta ctgagtacaa 
cgtaatgaag
    55681 tcagtcgtat atgaaacctt gccattttcg ctctctacct tgatttgttg 
gtgtttaacg
    55741 agcttcagtg gtgaaatgca gtcaccgcca tagatcgcaa ctgtgccacg 
ctctttgtaa
    55801 agcttaatga gttttttggc gcactttaac ggcttgccgt gtttgtccaa 
ttttggttgg
    55861 ttgcgaacaa agatgttata gcgaagattc gagtcaccaa gcatccctct 
tgttgtttca
    55921 ctgatggtca attggcgttt agacttctta taaaactcta ataagcgttg 
ctgtaaattg
    55981 aaccgtgaaa caccactttc gatgtcaaaa tttagacctt gaaaagcgtt 
tttattactg
    56041 ttgtttccaa agtaacaaac tgcatcgtta aacatttgcg ttaagtttgc 
aaaaattaag
    56101 agaaagtcgt tttgtggata cggacgtttt tgatacatgc acccaaactc 
actgtttgcc
    56161 aacttataaa aataggtgcg aacgcccgta taactgcaaa gtgaatcata 
aatgcgtgtg
    56221 cctttaattt gaatctgagt gacatagcta gatgaaaatt caggggtagc 
ccaaagcata
    56281 gggctgaaca ggatgtcttt cactaatcct ttgtcgtatg cacggtcgcc 
aacgcgactg
    56341 tcttggttaa tgcggtcgtt ttgggtgtaa acatggatgt tcttcagctc 
caacgtttca
    56401 cgtttgaaca cggtcttttc agcggtagca gtagcggtcg tcatggtgaa 
gttccttatc
    56461 gacttaaata cgtgtgtgca aaaattgatt gcatggtttt aaaaattggg 
tctgtttcaa
    56521 agtagttaga aatttgctct tggaatgggc tttgatggtt gcgaaccaac 
gtgcgaattg
    56581 cagaactgtt taaggtgtct gagttggtaa aaccattttt tagtactttg 
atctcaaaat
    56641 atgggctagt ggatgcaatc acactgacaa taatgttgcc gtcttggtct 
gtcttaactg
    56701 acaaatcagc aattgggctt agttcatggc gtaaaaaata catattgtcg 
gggttataga
    56761 ttgctttaaa tctgattccg tcttggcata tagcgcaaaa cagttcatta 
accgactcag
    56821 cagtaaagat cgccccaaac gtcacaacaa caggcccgac atttttttgc 
tgtttttcat
    56881 catgtttgat ggttagctcg caatgcgctg taattaggtt ttgcattgtt 
tatatcctca
    56941 aatgtgattc agtggcatac gcacgttatc cgtgcgtatg ggtgaattga 
attaagaaag
    57001 ttcgcgtgac caacaatctt ctatacggtc gtatgcgtag ccgttttgag 
ccattaacgt
    57061 gcaaatgtct tcaaggtttt tgccaaagat atttactgag gtaacttggt 
cgagtactga



    57121 tgtatgacca aagttttctt ttaatgttgc aacgtagatt tcaacgtcca 
tgaagaagaa
    57181 atttgtttta tctgccaatg tcggcttgtg ctgttgaaat tgaagttgag 
catagtcact
    57241 atcagcttga agatcagcaa gggttaaatc acagttgttg tcgatgtaat 
ctgatatttc
    57301 atcaaacaat ttttccatgt gagcaccgct aaaagtttta gggaaaccga 
tatataaagt
    57361 gccttgtaac tgtactgatt gagcgtttaa atttgacatg ctgttcactc 
caagttttaa
    57421 gctttctgct tttgatagtt ctattttatg agcaaaaaca acctggctaa 
ctttcctcga
    57481 aaaataagat ttccaatatt tttttaatca attaaaaaat atcgtatgcg 
tcttaataag
    57541 cttttctatt agatgaatca tcgtaattca ttaataatac ttaaagggtt 
aattagttcg
    57601 tttaattatg cttaattact ttcatgttta cttagaataa gaagaacatt 
aagccgtctt
    57661 ctagaattgg tggtatatac caatttttac tcattgtttg cccctgccat 
acaaaaaaaa
    57721 ttattcacct gtaccttatc cagcttcagg ggatacagca ttttattttg 
gtgttgtatg
    57781 gcgctatata aaaatgattt gtacaactgc ttaaaagtgg tattcctgac 
attaaaattt
    57841 ttatagattg agtgattaat cctgtcgaat tgtatttttg tgaaaaaaat 
tcacaaccta
    57901 aaaacatagt taaaatagcc ttgttgttat tagatcctag tatcctaaat 
atgaatcacc
    57961 atgaatataa aatcgaacat atcaagcaac gtgcgttatg tgccaacctt 
tatatcgttg
    58021 atgaaaacgc atcattttta agttttaaaa catatgaaga taaaccagct 
caagaccgtc
    58081 ttgtacttga aaacatcacc attgctgaag cgatgaaatt agctgaaaac 
aatggattct
    58141 ttaaagctaa gtaccaggtg cttaaagtga ttcaatattt tgatgttgaa 
ttggtactca
    58201 cggcgtctga tgttgagcac tgtgctgaat tacaccagtt tagcggtggc 
tataacgtga
    58261 cggtgcttgc tgatacacct gaacaagatc ttattgaaat gtggcttaca 
gcaacaaacc
    58321 aaaagggggc gtagtcctat gcgttttatt aaaccaatca caatcgctct 
gatcactagt
    58381 tttggggctg gttgctctca agttgatgta cttcgttcag gtaccatttt 
cagcaaaaga
    58441 aatgccgatg gtgttgcctg tatataccaa cgtttgccag atgaccgtaa 
tagtgctggc
    58501 atgtatacga aagcttttga acaaaagtgg ggttgggaat gcccattaac 
gtttaaagaa
    58561 agcactgata aacaacaagc actagttaga caagaaacac tccggctcac 
tttacctatg
    58621 gacaatgcag atctgaaatt aatgattgaa gatcctgagt ttcaaaaact 
caaaaaactt
    58681 gaaccgttaa agacctttat tgtcaaagca aaagaggatg gcataatcac 
caatgctgaa



    58741 tacatagcta ttcaacgcat gattgtagat ttaagaccta aagaactttc 
acctgaagac
    58801 aaagcagctg cggaacggag caagctcttg agccagttat aaacgccgtg 
ggttttgctt
    58861 gatggtcagt gtatgttcac cagtggcacg atcgcaaaac tagtaccgta 
tatcgctaaa
    58921 aaaaaccctc aataacaatt gagggttttt taatgtgctt tacaaaatag 
gttcatcata
    58981 cgcacggcgt ttgtgtttta catttggatc tatgccaatt tgatttggat 
ataacaggtt
    59041 taatacctgg ttaatgcgat caactacgca ttgattaaac aagatatgac 
agttaccgtt
    59101 ttcgtagatc ttaatgcgta ataaattatc atcaatgcta tgccagatac 
cacggtgtaa
    59161 cctgagttta tctaatctgg tgtggtctaa aggcttgcca aataactgcc 
ttgctataaa
    59221 gcgtacttct tccactaaat tatctcgtct gcaataagaa tggtagctat 
tgtgatgaat
    59281 gatcacgcac gggttaatac cagcaccaag attggttttg tatttgcttg 
ataattgact
    59341 aaacaatgaa tcaactttac gtgcatatgc catgtggcgt gtagaccaga 
tagattctaa
    59401 aaatacattc acgttatcca tcgtgaaatc ttcaattgca tgacgagcaa 
ttttatcttg
    59461 caacgcatca tattcttttt cagatatgaa gtttctaaga ttgatgatct 
cagttaactt
    59521 cctccagaag catgatgata tttgttttaa agcagattct tcagtgttga 
atgatgatga
    59581 atatgatttt cgggtgattg cactcacaat ctgataagca tcaagttcaa 
tatctttgat
    59641 ggattcataa atgaccttta ttgacgattt tgctttttcg cattgcaaaa 
ttagcttttt
    59701 gacttcaaca aagtctaatt cagatgcttg cacttctctt tttatattta 
ccaacatatt
    59761 cataattacc cacttaatta gcttaattgt ctatatagat attttaataa 
aaaccacggt
    59821 tataaatttt ttttaaaaaa tttataagct aacttttcca ctataatagg 
acttacgcat
    59881 tgacggattc aaaaaagtat taaaatactt tataaagtat ctgtgatcag 
acgaattaaa
    59941 catgcttcta cagcaacttg tacattaccc atttatatgg gctttctcat gac
//
LOCUS       NODE_16_length_50752_cov_110.11829550752 bp   DNA linear
17-DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..50752



                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
     gene            complement(748..1962)
                     /gene="tyrS"
                     /locus_tag="DSM_03583"
     CDS             complement(748..1962)
                     /gene="tyrS"
                     /locus_tag="DSM_03583"
                     /EC_number="6.1.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P41256"
                     /codon_start=1
                     /transl_table=11
                     /product="Tyrosine--tRNA ligase"
                     
/translation="MSNFLPAEEQLALIQRGTHEIISEEDLLKKLKENRPLKIKAGFD
                     
PTAPDLHLGHTVLINKLKTFQDLGHEVTFLIGDYTAMIGDPTGKSATRPPLSREQVEA
                     
NAKTYQEQVFKILDPNKTKVRFNSEWFNQKSAADLIQLASQQTVSRMLERDDFTKRYN
                     
NHQPIAIHEFLYPLVQGYDSIALEADVELGGTDQTFNLLMGRTLQSRYGQESQVCITV
                     
PILEGLDGVNKMSKSLGNYIGVFDAPGAMYQKVLSMPDSLIERYFDLLSFKSLDEIKA
                     
LLDEIAAGRNPQEVKRILALELVERFHDAEAAANAHKSAGNRITEGEVPADTPEVTIS
                     
RGEFGGEIFIATILRVAGLNPNAAAAKDAVARGAVKVDWNVVDASFSVKENGTFIIQS
                     GKKAIARVTFTD"
     gene            2042..3169
                     /gene="anmK"
                     /locus_tag="DSM_03584"
     CDS             2042..3169
                     /gene="anmK"
                     /locus_tag="DSM_03584"
                     /EC_number="2.7.1.170"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q8EHB5"
                     /codon_start=1
                     /transl_table=11
                     /product="Anhydro-N-acetylmuramic acid kinase"
                     
/translation="MSAIYIGVMTGTSMDGVDIVAASFEPLQLHATLTVPFEPELRDE
                     
LMALTLPDDNEIDRMGKADVALAKMIGHGINSLIEKHQLDRSQIKAIGSHGQTIRHRP
                     
EHGFTLQIGDPNIITEITQIPVVSDFRRRDMAAGGQGAPLVPAFHQALFQHPSIHRVI
                     
LNLGGIANVSMLPANNPDGVFGFDTGPANILMDAWCHRHTGHPYDENGDWAAYGHPIR
                     
SLLDRLYAHEYFSKEPPKSTGREDFNIDWLDDQLIDWRNDLTYDELEDTPENIQATLL
                     
KLTVRAIQKAIYRSNMETGEVYVCGGGAYNSYLLEQLRWRLRKHNWSVQTTDVLGLSP
                     TWVEATAFAWLAMRFVDGLSGNLPAVTGASDFRILGTITAV"



     gene            3297..4142
                     /gene="ephA"
                     /locus_tag="DSM_03585"
     CDS             3297..4142
                     /gene="ephA"
                     /locus_tag="DSM_03585"
                     /EC_number="3.3.2.10"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:I6YGS0"
                     /codon_start=1
                     /transl_table=11
                     /product="Epoxide hydrolase A"
                     
/translation="MDLTKRIHQYTRGAWTFDVIDSGPIDGPLVVLLHGFPETAHSWE
                     
QTSELLHEHQFRTFAIHQRGYSLNARPQSRFHYALSELTEDVVVFIKGLGQPVYLIGH
                     
DWGSVVASSVAMKYPQYIQHLTLVSVPHQAAFLKACLSSNQLLKSYYFAVFQLPILPE
                     
LLFKKMPKLGRNFLKSSGMTEKQIKIFETEFIKENRLTTALNWYRGFFWDKPENPFKA
                     
IDVPTLFIWGKHDIAVTEKSAKLNSGYFKNNYKAIFMDASHWIPYQNAPELVQCFLES
                     IHDQA"
     gene            complement(4198..4533)
                     /gene="erpA"
                     /locus_tag="DSM_03586"
     CDS             complement(4198..4533)
                     /gene="erpA"
                     /locus_tag="DSM_03586"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45344"
                     /codon_start=1
                     /transl_table=11
                     /product="Iron-sulfur cluster insertion protein 
ErpA"
                     
/translation="MNAQALVLTDNAANKVRQLRDSEGNDDLMLRVYVTGGGCSGFSY
                     
GFNFAESVNEDDAEFVNGDVKMLVDSLSYQYLVGSVVDYVEGLEGSRFIVQNPNATTT
                     CGCGSSFSI"
     gene            complement(4658..5662)
                     /locus_tag="DSM_03587"
     CDS             complement(4658..5662)
                     /locus_tag="DSM_03587"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRFSKTLLLAMGLTTISFAAEAKQTICVFDFVGKNGDVYALMKD
                     
YQLAAKNWGADIELKVNQNEAVIAEDFKAGKCDGISVSGMRGRQFNSFTGSLDAIGAI
                     
PDLKLAVKVMQGLASQTFSKYMVNGRYEVVGVIPVGDAYLLVNDRSINTVAKAAGKKI



                     
AVLDYDEAQKIMVQQVGAQAVSADVTNFGAKFNNHQVDIIGAPAAAFKPLELQKGLGT
                     
KGAIVNYPILQVTGNIIIRPDKFPAGFGQKSREWVAGQLPRAFTILGKMKADIPQKYW
                     
MEVPAADKPGYQKLMRESRINLTQRGVYDKRMMKLLWQFRCKQDAKNFECGLQDENYK
                     "
     gene            complement(6005..7012)
                     /locus_tag="DSM_03588"
     CDS             complement(6005..7012)
                     /locus_tag="DSM_03588"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKIVLAMAAASVVGFSASAQAASTVCVFDLLGKAGDSYKMMEE
                     
WALAAKGWGTEINLVPRQDEAVADNDFKAGKCDAVAMTAMRARQYNKFAGSIDSLGGV
                     
PNNQIAQRAITYVLDARNAAKMTTNLGGKKYEVAGISPLGSAFIFVRDKNINSVEKAA
                     
GKKFAVLGYDDAQKIMVQRVGAQAVLSDISNFAAKFNNGQVDMVGAPAYAYKPLELNK
                     
GLGANGVMWNFPVLHVTADLVLRADKFPAGFGQKSRDWFVKQLPKSFAMINRLEAQIP
                     
GKYKMNLSAEDKLKYQKMLRDGRMDLTKRGIYDAGMMSVLKKARCSVDKANFECSMPG
                     E"
     gene            complement(7268..8272)
                     /locus_tag="DSM_03589"
     CDS             complement(7268..8272)
                     /locus_tag="DSM_03589"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKRLGIVSAVICCAMGTTHAGQNVCVFDLLGKSGESYKMMEEW
                     
ALAAKSWQADITLIPFQDEALVDRRLREGKCDAAYMTSMRARNYNKFAGSIDAIGGVT
                     
SNAIAQKAISYVLDQRNKHRMLTTQNGTNYEVVGIVQIGLAYLFVRDRNLNSIEKVRG
                     
TKFAILQYDAAQKIMVESVGAQPIPSEITDFVKKFNSGQVEAIAAPAYAYKPLEIGKG
                     
IGANGAMFTFPVVNVTGDLIARSDKFPANFGMKSREWFIKQLPQNFAMVKRLETGIPP
                     
KIKLNFSAEDKLKYQKILREGRLGLTKQGVYDATMMSVLKRARCTIERTNFECTLTGE
                     "
     gene            8529..10460
                     /gene="yheS_2"
                     /locus_tag="DSM_03590"
     CDS             8529..10460
                     /gene="yheS_2"
                     /locus_tag="DSM_03590"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P63389"
                     /codon_start=1
                     /transl_table=11
                     /product="putative ABC transporter ATP-binding 
protein
                     YheS"
                     
/translation="MIQFDQVSLRRGGRVLFQKASMQLHPGWKIGLTGVNGAGKSTLF
                     
AALLGSLGADEGSLTRPSVWTVAHMAQEVKALDMPAIDFVLSGDEEYWDIQNKLAQPE
                     
QLTDSDLAKLHGRFDEIHGYSAPSKAAQLMAGLGFLEHQLRLNVASFSGGWRMRLNLA
                     
RTLMSRSDLLLLDEPTNHLDLDAILWLEDWLKAYEGTLILISHDRDFLDAITDHILHI
                     
ENQELTLYTGNYSTFETTRSERLAQQQQAFEKQQEARAHLQKFIDRFKAKATKARQAQ
                     
SRIKQLERMQQLAPAHVDTPFTFSFREPTKMSSPLLTLENASIGYGDKKIAEKIKLQI
                     
TPNSRIGLLGMNGAGKSTLIKSLVGDLPLLAGERKASELLNIGYFAQHQMDALDGHAS
                     
PMLQLARIADKQISEATLRSFLGSFGFSGERMDTPCESFSGGERARLALALIVWQRPN
                     
VLILDEPTNHLDLDMRHALSMALQDFEGAVVLVSHERQLIASVCDELLLVHGGKCTEF
                     
EGDLQDYAKWLREARQQQINAQTAVAQNNSSSAAPAPAKVDKEAQRKEAARRREQTRP
                     
IRKNIEKVESQIEKLQPRLAEIEEALADTSLYEANRKDDLLKLMNEQTELKAKLEQYE
                     EQLLELMMELEEMEASFEN"
     gene            10710..11267
                     /gene="dedA_2"
                     /locus_tag="DSM_03591"
     CDS             10710..11267
                     /gene="dedA_2"
                     /locus_tag="DSM_03591"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ABP6"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein DedA"
                     
/translation="MNFIDFITNFEQFLPILIQEYGAWVYAILFLIIFSETAFVFMFF
                     
LPGDSLLLTVGALCSVVELMHLGYMITLLTVAATLGYIVNYSIGRHFGNRIFEAKSRF
                     
IKKEYLNKTNRYFLQHGGKTILLARFIPFARSFAPLAAGSSNMSYGKFLIYNVAGAIL
                     WICILLTAGYLFGHALIQVTDFVEN"
     gene            complement(11353..11745)
                     /gene="cybC"
                     /locus_tag="DSM_03592"
     CDS             complement(11353..11745)
                     /gene="cybC"
                     /locus_tag="DSM_03592"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:P0ABE7"
                     /codon_start=1
                     /transl_table=11
                     /product="Soluble cytochrome b562"
                     
/translation="MMSQKILASMLISCAALVSHSAFAADLEADMKTLAKSTKAFAEA
                     
KDIDNAKQQLVIMRQAALSSKLSLPHKLEGLPPENVQVKEYQAGLDQLVAEIDRVTVF
                     VDKGQLDQAKTEAINLVNIRNENHKKFR"
     gene            complement(11783..14251)
                     /gene="gyrB"
                     /locus_tag="DSM_03593"
     CDS             complement(11783..14251)
                     /gene="gyrB"
                     /locus_tag="DSM_03593"
                     /EC_number="5.99.1.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AES6"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA gyrase subunit B"
                     
/translation="MSSESQSASQTEQTNEKAYDSSSIKVLRGLDAVRKRPGMYIGDT
                     
DDGTGLHHMVFEVVDNAIDEALAGHCDEIIVTIHEDESVSVSDNGRGIPTDIHPEEGV
                     
SAAEVILTILHAGGKFDDNSYKVSGGLHGVGVSVVNALSSKLHLTIYRAGQIHEQEYH
                     
HGDPQYPLRVIGETDNTGTTVRFWPSAETFSQTIFNVEILARRLRELSFLNAGVRIVL
                     
RDERINLEHVYDYEGGLSEFVKYINEGKNHLNEIFHFTADADNGIAVEVALQWNDSYQ
                     
ENVRCFTNNIPQKDGGTHLAGFRAALTRGLNQYLENENILKKEKVNVTGDDAREGLTA
                     
IISVKVPDPKFSSQTKEKLVSSEVKPAVEQAMNKEFSAYLLENPQAAKSIAGKIIDAA
                     
RARDAARKAREMTRRKSALDIAGLPGKLADCQEKDPALSELYLVEGDSAGGSAKQGRN
                     
RKMQAILPLKGKILNVERARFDKMISSQEVGTLITALGCGIGREEYNPDKLRYHKIII
                     
MTDADVDGSHIRTLLLTFFFRQMPELVERGHIYIAQPPLYKLKKGKQEQYIKDNDALE
                     
TYLISNAIDELALHISADAPAITGEALAKVIQDYQVSQKSLQRLTLRYPASLLDALLE
                     
VDAFKADQNHDQAYVQQWADQVREAVQRLQPSLRPEITLETFERENAQGEKSAHYWPR
                     
VTVYVHNLPHAYLLDAGLLNSAEYARLLKNSKSWFKLIEDGAYLQKGDRRIQVANFHQ
                     
VWQHILQDSRRGMMIQRYKGLGEMNAEQLWETTMDPENRNMLQVTIDDAIEADRMFSC
                     LMGDDVEPRRAFIEENALNADIDA"
     gene            complement(14304..15386)
                     /gene="recF_1"
                     /locus_tag="DSM_03594"
     CDS             complement(14304..15386)
                     /gene="recF_1"



                     /locus_tag="DSM_03594"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7H0"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA replication and repair protein RecF"
                     
/translation="MHLTRLNIERVRNLKTVALHGLQPFNVFYGANGSGKTSILEAIH
                     
LLATGRSFRTHIPKNYIQYEADDAIVFAQSATEKIGMQKLASGEQLMKVNGDTVATQG
                     
QLAKLLPLQHIDPQSTDIIDHGAKPRRQLLDWLMFHVEPEFYFAWQYYSRALKQRNTL
                     
LKTRRNLSLADLEPWNKMLSDYGEILHSQRLSIVEQWNVYFQNDLSQLLPDLEIELEY
                     
SPGFHTEQGLMQDLLNQHQKDIERRYTEYGPHRADLRLKTPFGHADDVLSRGQKKLLI
                     
IALKLSQIAMLHASNKETVVLLDDLTAELDLTAQQRLIERLSQLGSQVFMTTLDHASV
                     KKHLHDLSISYQLFSVESGQVSLAAP"
     gene            complement(15401..16549)
                     /gene="dnaN"
                     /locus_tag="DSM_03595"
     CDS             complement(15401..16549)
                     /gene="dnaN"
                     /locus_tag="DSM_03595"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9I7C4"
                     /codon_start=1
                     /transl_table=11
                     /product="Beta sliding clamp"
                     
/translation="MRLKIAKESLLNVLSHVVGAVERRHTLNILSNVKIQTNAQALTI
                     
TGSDLEVELVASTALSEGACLEAGETTVPARKLMEICKSLPTAALIDLQITEDQRCIL
                     
KSGNSRFVLGTLPAEDYPLLTTENSQGTQVQVTQRELKRLFEKTAFAMAVQDVRFYLT
                     
GTLLEIDENQLRAVTTDGHRLALCEILASSTSSQLVQAIVPRKAVGELQRLLSIEDEQ
                     
LTLLIGRELLNVTINTPSRDKEQGDITVRFTTKLIDGKFPDYRRVIPRGGDKHVLIGH
                     
DVFKQSLQRVAILSNEKLRGVFLNFNQDSLQLRANNPEQDEAIEDLAIQYQSAPLEMS
                     FNAQYLLDVLGVLDGDDVNMSMTEANQSVLVQDPAHPDQTYVVMPMRV"
     gene            complement(16647..18044)
                     /gene="dnaA"
                     /locus_tag="DSM_03596"
     CDS             complement(16647..18044)
                     /gene="dnaA"
                     /locus_tag="DSM_03596"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P03004"
                     /codon_start=1
                     /transl_table=11
                     /product="Chromosomal replication initiator protein 
DnaA"



                     
/translation="MLWTDCLTRLRQELSDNVFAMWIRPLVAEEVEGILRLYAPNPYW
                     
TRYIQENHLELISILAEQLSEGRVRQVEILVDSRPGSILSSSEQPATTTAALQTAPIP
                     
QPAKVKREPEPVANTAVSSKSSKKKLLNPQFTFSLFVEGRSNQMAAETCRKVLTQLGA
                     
SQHNPLFLYGPTGLGKTHLMQAVGNALLQAKPNARVMYMTSESFVQDFVSSLQKGKVE
                     
EFKKNCRSLDLLLVDDIHLLAGKEASLVEFFYTFNALLDESKQIILTSDRYPKELTEL
                     
DPRLVSRFSWGLSVGVEPPDIETRIEILLKKAENSGVDLPRNCALFIAQQVVANVREL
                     
EGALNKVVAISRFKGAPIDLDVVRESLKDVLAIRARTISVENIQRVVSEYFRIPLKEL
                     
VGPKRTRIYARPRQLAMGLARELTGDSFPEIGMAFGGRDHSTVMHACEKVVSLREEDP
                     IFDEDYKNLLRLLQS"
     gene            18715..18849
                     /gene="rpmH"
                     /locus_tag="DSM_03597"
     CDS             18715..18849
                     /gene="rpmH"
                     /locus_tag="DSM_03597"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9RSH2"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L34"
                     
/translation="MKRTFQPSELKRKRVHGFRARMATKAGRQVLARRRAKGRHSLTV
                     "
     gene            18879..19271
                     /gene="rnpA"
                     /locus_tag="DSM_03598"
     CDS             18879..19271
                     /gene="rnpA"
                     /locus_tag="DSM_03598"
                     /EC_number="3.1.26.5"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7Y8"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribonuclease P protein component"
                     
/translation="MALYSFSTDLRIRCAADYKSVFDGALFKVHQPHFLFLAKLTEQP
                     
NSRLGIVVAKKKVRRAHERNRIKRLARESFRLHQPKFGSDIDVVVMPKVGIETITNAE
                     LYQQLDFAWQKLQRLAKKHFKVVPTSQN"
     gene            19282..19602
                     /gene="yidD"
                     /locus_tag="DSM_03599"
     CDS             19282..19602
                     /gene="yidD"
                     /locus_tag="DSM_03599"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:P0A8C8"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative membrane protein insertion 
efficiency
                     factor"
                     
/translation="MVRILRWFIRLYQIAISPLLGPRCRYIPTCSQYALEALQTHGAI
                     
KGVWLSSKRICRCHPWGGSGYDPVPPKAIRFISFHQIDSQTHHVAVPFRDRLMKQNLS
                     NHLG"
     gene            19608..21368
                     /gene="yidC"
                     /locus_tag="DSM_03600"
     CDS             19608..21368
                     /gene="yidC"
                     /locus_tag="DSM_03600"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q1R4M9"
                     /codon_start=1
                     /transl_table=11
                     /product="Membrane protein insertase YidC"
                     
/translation="MQQWARFAILGAMFVTAYLLILAWQKDYGNAATAPQQQAAAVSS
                     
HEVSADLPNAKTATVASDVPQANIAQSQTTDATAPVNQQLISVQTDLYHLWINPKGGD
                     
IVRIELLSHDKSKDSNQPFVMLENDAKRTYVAQSGLIGLNGPDSSRGGRPLYAVEKTS
                     
YTLADAKGVQDQSGHSEKVLTVPMVFKTPEGVEIIKTFTFTQGQYPIVVKHQVVNRSQ
                     
QNWQGQMFGQLKRDNSEDPGKSSQGIFTLGTFLGGAWGTPDAHYNKLKFANFSEEKLN
                     
TEAKGGWVAMVQHYFVSAWIPGNLKLTQANGQPYVAKLESRQSADHMNIIGFTSPVIN
                     
VPAGTSMEVDAKLYSGPKVQSELKDLAVGLNQTVDYGWLWPIAKLLFLGLQFFHSIVG
                     
NWGWSIILLTIMVKMILWPLSSKSYRSMAKMRVIAPEMQRMKEEFGEDRMRFSQEMMA
                     
LYKREQVNPLSGCLPLLLQMPIFLALYWVLMESVELRHAPWLGWIQDLSAMDPWFILP
                     
LIMGATMFAQQMLNPQPADPMQAKVFRIMPIMFTVFMLFFPAGLVLYWIVNNSITILQ
                     QWFINKSVEKSRISKAESAS"
     gene            21459..22814
                     /gene="mnmE"
                     /locus_tag="DSM_03601"
     CDS             21459..22814
                     /gene="mnmE"
                     /locus_tag="DSM_03601"
                     /EC_number="3.6.-.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P25522"
                     /codon_start=1
                     /transl_table=11
                     /product="tRNA modification GTPase MnmE"



                     
/translation="MHSQTTIAAIATPPGRGGVGVIRLSGPKAYDIAQKLTQKNLPEA
                     
RMAGFRKFYDADGSIMDEGIVLCFPNPHSFTGEDVVELQGHGGPVIQNALLGRLFELG
                     
AIAAKAGEFSMRAFENGKMDLVQAEAIADLIDATSQAAARSAVRSLQGAFSTKINTVL
                     
EKLIHLRLHVEAAIDFPEEEIDFLADGKILALLEDVQQSVHAVQTSARQGQLLREGLQ
                     
VVIAGKPNAGKSSLLNALAGVERAIVTDIAGTTRDVLHEKISLNGLPITLTDTAGLRE
                     
TGDVVEKEGIRRAIKEIEQADLLLLVYDLNQGDDPLKLAQEYFAEHIEPRRLMLIGNK
                     
CDLTGQSAEISDYQGFRHITVSAKQEMGVQGLVDAITAHAGFHPEEDTFIARTRHLDA
                     
MKRTQLYLAEAREQLVVFNAGELVAESLRLAQNALGEITGDFSADDLLGKIFGSFCIG
                     K"
     gene            complement(22861..23124)
                     /gene="rcnR"
                     /locus_tag="DSM_03602"
     CDS             complement(22861..23124)
                     /gene="rcnR"
                     /locus_tag="DSM_03602"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P64530"
                     /codon_start=1
                     /transl_table=11
                     /product="Transcriptional repressor RcnR"
                     
/translation="MSHIGQDKKIVNRVKRLKGQINSIENAIEQPESSCIDILQQVAA
                     IKGAINGLMSELMEQHLHHHVLKGAEVDQNELDEFLKVLKRYG"
     gene            23182..24156
                     /gene="czcD_3"
                     /locus_tag="DSM_03603"
     CDS             23182..24156
                     /gene="czcD_3"
                     /locus_tag="DSM_03603"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O07084"
                     /codon_start=1
                     /transl_table=11
                     /product="Cadmium, cobalt and zinc/H(+)-K(+) 
antiporter"
                     
/translation="MQDYSVSRHHQHQFDEGNPLAQKRILIATILTASMMVLEVFGGW
                     
FFNSMALLADGWHMSSHMLALGLAYFAYRAARHYSNDHRFSFGTWKIEILAGYSSAIL
                     
LMVVAIFMAFQSIQRLFNPVEIFYNEAIPIAILGLVINLICAWLLHDDGHHHHHHHHH
                     
HHHHEHGHGHQHHDLNQKAAFLHVVADAVTSVFAIVALFAGKYFGWDFLDALLGILGA
                     
ILVAKWSFGLMKETGKTLLDAEMDHPVVDEIREVIAEFPKHAEITDIHVWKVAKGKFS
                     CILALETDDISLNADQIRDALSIHDEIVHISVEINTLKPVYVPRETLA"
     gene            24252..24950



                     /gene="dsbC_3"
                     /locus_tag="DSM_03604"
     CDS             24252..24950
                     /gene="dsbC_3"
                     /locus_tag="DSM_03604"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q7VU58"
                     /codon_start=1
                     /transl_table=11
                     /product="putative thiol:disulfide interchange 
protein
                     DsbC"
                     
/translation="MIKKLGILALFSLTTSLSFANVDTVRENIKKQYPNLKISNIQKT
                     
EMPGLYSANLDQQIIYLGEDGQHMFVGSMIRLKDQKNLTKDLVLGQNSIDWKQLPLKD
                     
AIKTVKGNGQHVLAVFSDPNCPYCKQLEPELDKLKDVTIYTFIYPLKPQSIVVSRQVW
                     
CAPNQSYSWKKLIEQGVKPTVASCTNPIDRNLELGKKLGFNGTPTLIFANGFKLVGAR
                     SAEEIQAVWKELGL"
     gene            complement(25004..25255)
                     /locus_tag="DSM_03605"
     CDS             complement(25004..25255)
                     /locus_tag="DSM_03605"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MWSLIVAIVVGFFAGLIARALHPGDDKAGFIVTTLIGIAGSLLA
                     TYGGRLLGLYGENSAAGFIASVIGAVIILFIYNLIARKS"
     gene            complement(25428..25955)
                     /gene="hpt"
                     /locus_tag="DSM_03606"
     CDS             complement(25428..25955)
                     /gene="hpt"
                     /locus_tag="DSM_03606"
                     /EC_number="2.4.2.8"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O33799"
                     /codon_start=1
                     /transl_table=11
                     /product="Hypoxanthine phosphoribosyltransferase"
                     
/translation="MTVAMSIMISTEEIQAKVKELGEQINSHYANSDKELVLIGLLRG
                     
SVIFMADLCRTITKPHELDFMTVSSYGGGTTSSRDVKILKDLDGEIRGKDVLVVEDII
                     
DSGNTLSKVVEMLQTREPNSIQLCTLVSKPSRREIDLEVKFLGFEVEDKFIVGYGLDY
                     DQKYRHLPFIGEIGL"
     gene            complement(26058..26207)
                     /locus_tag="DSM_03607"
     CDS             complement(26058..26207)
                     /locus_tag="DSM_03607"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="METVLIKKKQPNKKGIVKFLLLFGICAIALKRDRHIPQNDKISQ
                     PSKGA"
     gene            complement(26170..27495)
                     /gene="guaD_2"
                     /locus_tag="DSM_03608"
     CDS             complement(26170..27495)
                     /gene="guaD_2"
                     /locus_tag="DSM_03608"
                     /EC_number="3.5.4.3"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76641"
                     /codon_start=1
                     /transl_table=11
                     /product="Guanine deaminase"
                     
/translation="MSLIANTTVVRGRFLDIQQTVSEPTDIPNQIRYLEDGVLISEHG
                     
KIKWFSAWENAQQHLPAGVEVQHYPEQLIVPGFIDTHIHFPQTEMVGAYGEQLLSWLN
                     
TYTFPTEIQFQDKTYANEIAQFFVQELLKHGTTTALVFCTVHPESVDALFEAAERVQM
                     
RLIAGKVLMDRNAPEALCDTPETAYSDTKALIEKWHGKGRALYAITPRFAPTSTPEQL
                     
ERAGQLKQEFPDVYVHTHLSENKDEIAWVKSLFPEQAGYLDVYQHYGLTGKRSVFAHC
                     
VHLEDEEWQCMHDTQSAIAFCPTSNLFLGSGLFPLKKTWEKQVKVGLGTDIGAGTSFS
                     
LLQTVNEAYKVQQLQGDKLSAYEALYHATLGGAKALDLQDQLGNFNVGKEADFVVLNL
                     KPTALQELRQSKSKSVEDSLFALFTLGDDRNIEATYIYGNRAYQKETAK"
     gene            complement(27552..28607)
                     /gene="ndmA"
                     /locus_tag="DSM_03609"
     CDS             complement(27552..28607)
                     /gene="ndmA"
                     /locus_tag="DSM_03609"
                     /EC_number="1.14.13.178"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:H9N289"
                     /codon_start=1
                     /transl_table=11
                     /product="Methylxanthine N1-demethylase NdmA"
                     
/translation="MNAIPTLTPLAMPCNSSFEAKDWEILSTHWYPVARIQDVSNAPQ
                     
RVTLLDVNMALYKTESGEIHLVRDICPHRGVPLTKGWVDGEEIVCPYHGLRYNAEGKC
                     
TQIPAQPELTKISDRFSLTKFPVVQRYGLIWTSIHGRDVTQANIPVLDTWDDAEHQAI
                     
LPPFVDIGGSSGRQLEGFIDVAHFAWVHHNAFANRDNPIVPKYHTERTNYGLKTVYIS



                     
NVSNYPHELKHLEPEGFLWKRTFEVYPPFSAVLTVDFPEGGILKILNACCPISSNKTR
                     
LFVPLTRNFDQTGDLEKVYAFNAQIFAEDQDMVESQKPEELPLDLMMEAHFEADRSST
                     TYRRILAEWGLSKRYTV"
     gene            complement(28898..30058)
                     /gene="ygiC"
                     /locus_tag="DSM_03610"
     CDS             complement(28898..30058)
                     /gene="ygiC"
                     /locus_tag="DSM_03610"
                     /EC_number="6.3.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ADT5"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative acid--amine ligase YgiC"
                     
/translation="MKRKIFTPRPDWQVEHQNIGFDYFNLPSLDGSIYWSEGVAYEFT
                     
LKQIEQLEDAANELHQMCLSVVGDLIQRGNYPAYFQIPETAINHIEHSWKQNAPMLYG
                     
RFDFAYEGRNIKMLEYNADTPTGLLEASVAQWLWIEQVSGIANRDQFNSIHEDLIKRW
                     
KTILPRGSHVHFAACQEAGREDWGNLEYLMDTAYQAHLQVSELSMENIGWNGQDFVDL
                     
HNQPIQNIFKLYPWEWIWEEAFSQYIHPQTQWIEPCWKMLLSNKAILVELWKRYPNHP
                     
LLVETHTYDPQQALSGKWVKKPILAREGANIRVLQDGHDQGAASGSFYFDDYDKYGYV
                     
VQKWVDTPLFSGQLPTLGLWMVAHQCAGMSIREDCYDIIGNDAHFAAHYFVE"
     gene            complement(30080..30445)
                     /locus_tag="DSM_03611"
     CDS             complement(30080..30445)
                     /locus_tag="DSM_03611"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRSKKINLVVVPLLLTACSHNDGPLVQDVYNNQYDCARDWNNET
                     
CKQENSSSGHGSSYVGSRYLGPAYYQNNREVSFHGNTLHPYSNLSVGRPIISSTAKSA
                     SSSSPIRGGFGRSGFSFGG"
     gene            complement(30634..31590)
                     /gene="alx"
                     /locus_tag="DSM_03612"
     CDS             complement(30634..31590)
                     /gene="alx"
                     /locus_tag="DSM_03612"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P42601"
                     /codon_start=1
                     /transl_table=11



                     /product="Putative membrane-bound redox modulator 
Alx"
                     
/translation="METIGNLWLYVAFFGIVIVMLLIDFLGFKQKQGQDVSIKQAAYW
                     
SVAWVSVAALFGGGLWLYLQQTVGVTLANQKTMEYFAGYLLEKSLAIDNVFVWLMIFA
                     
AFAIPAALQRKILLYGVLGAIVLRTLFIFIGAWFVQEFSWVLYIFGAFLVYTGFKFLK
                     
GQEEETNIEDIKLLKWLRNHMRITPQLEGDKFFVRQNGLLWATPLFLVLILVEASDVI
                     
FAVDSIPAIFAVTSDPFIVLTANLMAILGLRAMFFLLAGAATKLHYLPYGLGIILLFI
                     GAKMLLLDVFHMPIWISLSFIVIVLAITAYLSLRHNKKQLQS"
     gene            complement(31909..32505)
                     /gene="ybjG"
                     /locus_tag="DSM_03613"
     CDS             complement(31909..32505)
                     /gene="ybjG"
                     /locus_tag="DSM_03613"
                     /EC_number="3.6.1.27"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75806"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative undecaprenyl-diphosphatase YbjG"
                     
/translation="MSLETLNLSLFHVINGAQDASQFIIRLAIFFANDLLYILLFILT
                     
FLWFYGDQDLKNRVIKSVFLTCVSLLVGYVISLFYHHPRPFVMGVGTTFLEHAPTASF
                     
PSNHMLIFSTIALSYLFAQRKMIGIILLFLSFVVAWSRIYLGVHFPLDMLGAFIVALL
                     VNTAGYYFWNVYGTPLTAFFIHLYQIICKPLLDRGLIK"
     gene            32641..33891
                     /locus_tag="DSM_03614"
     CDS             32641..33891
                     /locus_tag="DSM_03614"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRVRGVNIKVLTCWHFIRERYFMTTQEKQKKLSLRPLSPRDPEQ
                     
PHRAATPLELLFDLIFVVAIATAGQQLHHAIIENHLWHALPSYLMVFFALWWAWMNFS
                     
WFASAYDNDDALYRCLTFVQIVGSLVMAAGIPDVFHSQDFDIIIVGYVIMRLALVTQW
                     
LRAAKHDPERRITAYRYAVGIVLVQIGWLVANFAHALSIPLFLLLVVVELFVPIYAEK
                     
YSPTPWHPHHIVERYALLTIIVLGESIVGSFNAIRDALAAQSINIPAVFLMIGGLMLM
                     
FAMWWAYFDRSEQHHHIKGVRPFVWGYGHYFVFVSVAAVGAALAAAVDVTTHHAHISD
                     
LYMGVIVAVSVVLYTSCIWILYEFQCLSGITKWFYPITALIILCIPFICNNVGYSVFA
                     MGIVYTLRLFISNKFMENIEPKQV"



     gene            complement(33961..35334)
                     /gene="mpl"
                     /locus_tag="DSM_03615"
     CDS             complement(33961..35334)
                     /gene="mpl"
                     /locus_tag="DSM_03615"
                     /EC_number="6.3.2.45"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P37773"
                     /codon_start=1
                     /transl_table=11
                     /product="UDP-N-acetylmuramate--L-alanyl-gamma-D-
glutamyl-
                     meso-2,6-diaminoheptandioate ligase"
                     
/translation="MHLHILGICGTFMGSLALLARDLGHKVTGSDSNVYPPMSTQLEN
                     
AGIELMQGYDRSHLQPHPDLVIVGNAMKRGIDAVEYMLNEGLPYISGPQFLADHVLQG
                     
KHVLGVAGTHGKTTTTTMLAWVLDQAGLNPGFLIGGVPLGFSESARLGGGKYFVVEAD
                     
EYDSAFFDKRSKFVHYHPKTAILNNLEFDHADIFDDLAAIQKQFHHLVRTIPSEGRII
                     
APITETHIDEVLEMGCWTPVIRTSLEANEKAALSAELISIDGSHFKVLENGNVVGEVK
                     
WSMTGQHSVANALATIAAAQHVGVSLEKACEALSNFGGVKRRMELLGTINGIEVYDDF
                     
AHHPTAIDTTLDGARKRLGERRLWAIIEPRSNTMRMGSHKDGLAHSARLADEVIWYQP
                     
EGLDWDLQPVIEAATNHAQVSRSLDEIIDRIVNEAGEGDAVVIMSNGGFGGLHQKLMS
                     ALKAKAA"
     gene            35573..35938
                     /locus_tag="DSM_03616"
     CDS             35573..35938
                     /locus_tag="DSM_03616"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MMKDVPLSPTVLAFVLLIISNCFMTLAWYGHLKFLHHAPFWQAI
                     
LFGWAIALLEYSFMIPATRLLSDQGWTLGEMKITQEVVTLIVFVPFMVLLFKQPFKLD
                     YVWAMLCLFGCVYFVFRSQ"
     gene            36122..36634
                     /gene="purE"
                     /locus_tag="DSM_03617"
     CDS             36122..36634
                     /gene="purE"
                     /locus_tag="DSM_03617"
                     /EC_number="5.4.99.18"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9WYS7"
                     /codon_start=1
                     /transl_table=11



                     /product="N5-carboxyaminoimidazole ribonucleotide 
mutase"
                     
/translation="MNAVATDTQPLVGIIMGSQSDWATLEHTANMLKQLGVPFEAEVV
                     
SAHRTPDRLFEYAETARDRGIQVIIAGAGGAAHLPGMCAAKTDLPVLGVPVKSSILNG
                     
VDSLLSIVQMPAGIAVGTLAIGPAGATNAAIMAAQILGLTRPEIAKNVADFRAAQTDK
                     VASNNIPGQV"
     gene            36644..37765
                     /gene="purK"
                     /locus_tag="DSM_03618"
     CDS             36644..37765
                     /gene="purK"
                     /locus_tag="DSM_03618"
                     /EC_number="6.3.4.18"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q7A695"
                     /codon_start=1
                     /transl_table=11
                     /product="N5-carboxyaminoimidazole ribonucleotide
                     synthase"
                     
/translation="MDKTIGIFGGGQLGRMMAQAALPLNIQCTFFEANTDCPAGVLGQ
                     
VFSSQDEQGLKQFIESADVFSLEFENTPVADVDVLTQTKTLHPPRIALATAQNRLSEK
                     
ALFDELAIPVAPYRAVDSLESLKKAVAELGLPIVLKTATGGYDGKGQFVLRSEDQIDT
                     
AWAELGPAKSLVAESFVKFSREVSIIAVRGQNGEVKTWPLAENHHHNGILSHSIIPAP
                     
NSEALQPVAQDYITRLLNHLNYVGVLTLELFVTEQGLCANEMAPRVHNSGHWSIEGAV
                     
CSQFENHIRAVAGLPLGSTDVVRPTVMINIIGQHPKTEDVLALNGAHLHLYNKSERAG
                     RKLGHITLMPVDSNELTNLCRQLAKILPEPLALTDDMII"
     gene            38455..39747
                     /gene="mltB_2"
                     /locus_tag="DSM_03619"
     CDS             38455..39747
                     /gene="mltB_2"
                     /locus_tag="DSM_03619"
                     /EC_number="4.2.2.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P41052"
                     /codon_start=1
                     /transl_table=11
                     /product="Membrane-bound lytic murein 
transglycosylase B"
                     
/translation="MRRFSCIVGSVFLAMTQAQAELVINGSTISSNATVPVTNSDTYT
                     
PNNNFQSCLANLRSQAIAAGVSGSTYDRYTQNLTPDYSVIDKLNYQPEFSTPIWDYLS
                     
GLVDEERVALGKQKLAQHRDVLNRASQVYGVPAETIVAVWGVESNFGDISGKYPLLQA



                     
LGTLSCEGRRQSYFRTEFFATMRILQRGDLTEDQLKGSWAGAFGHTQFMPSTYERLAV
                     
DFDGDGRRDLVSSTADALASTANFLNKAGWQTGMPWGFEVQIPAGMSIDGEGRRSKKP
                     
LSSWSSRGVTRIDGSPLIQGPLSGSTPAGLMAPAGPSGPVFLVFKNFDAIYSYNAAES
                     
YGLAIAHLSDRLRGAGPFVSSWPTDDPGTSRAERREIQQFLINRGYDIGAVDGLIGDK
                     TRVAIRQEQTRLGLNPTGRAGQQILRAFRQEQARKMMQ"
     gene            complement(39797..40171)
                     /locus_tag="DSM_03620"
     CDS             complement(39797..40171)
                     /locus_tag="DSM_03620"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSYYHILIEVNDHISTIEQTRDIELFDIIELKPYLHSILLPYFN
                     
EQEIELEDENIEYKDILHLEVKQTLLPIEHLIEEEQKQLPSDTDVTITAYEIFNDRDL
                     SQDVTSVIFDILEAVKLDQSIV"
     gene            complement(40285..41295)
                     /locus_tag="DSM_03621"
     CDS             complement(40285..41295)
                     /locus_tag="DSM_03621"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRLKSHYFIEIVYFLIDFSFYILIIRFFSNLPPLIMRLTSLLLG
                     
MAFAFSNFQANANLATPLHTQVQQKNVQHLTYKIAEVDPRFGLSQEQLIQITQQAADI
                     
WKEGTGKNYFTYDPNAKLEIRLVYDDSQNRSAERQKIASQFKQDQQRVIDEQQQIKQL
                     
KQNLSQTQSDLENKKQILNEKLKNFDQQMMQFKEGKLAPEYTAKSLSKTQKDLQKQTV
                     
ALKKDIAAYNQQAADLNKKVTHFNQINDEFNQSLNQFKQNAQADVFKKGIYNGKQIMI
                     
YEYSSIDDLRLTIAHELGHALGLKHSDQPGALMYSVRKDSDKKSNILTDADRDLLSAL
                     PQ"
     gene            complement(41377..42294)
                     /locus_tag="DSM_03622"
     CDS             complement(41377..42294)
                     /locus_tag="DSM_03622"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKFLWWEISLYFSISLQVAAFAQSNLSNISFNQPLKYRIDYID
                     
PRFELTKEQFIQIGKEAAEIWQKETGKTYFIYDSQAELTINLVLDNQQATQNERKNSI



                     
NELLKQQEEWREKNKAILLFKQQIDQETTLLNKEKENLKYKFEQYQKDVSLFNQGNYG
                     
QFTQSSLNKRQAELSQLSLELQTKFSQHSNKIEMLNRQIKQINQQQNLLNQSIEQFNL
                     
STTSGSKTFHKGLFSQNQIQIYGFTSFDDLRLTLAHEFGHALGLKHTDDPKSLMYPLL
                     REQDIHNFKLTNSDLDLLATLYGSNDENH"
     gene            complement(42625..44565)
                     /gene="dnaK"
                     /locus_tag="DSM_03623"
     CDS             complement(42625..44565)
                     /gene="dnaK"
                     /locus_tag="DSM_03623"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O87712"
                     /codon_start=1
                     /transl_table=11
                     /product="Chaperone protein DnaK"
                     
/translation="MAKIIGIDLGTTNSCVAVLEGDKVKVIENAEGARTTPSIIAYKD
                     
GEILVGQSAKRQAVTNPKNTLFAIKRLIGRRYEDQAVQKDIGLVPYKIIKADNGDAWV
                     
EVNDKKLAPQQISAEILKKMKKTAEDYLGETVTEAVITVPAYFNDAQRQATKDAGKIA
                     
GLDVKRIINEPTAAALAFGMDKKEGDRKVAVYDLGGGTFDVSIIEIADLDGDQQIEVL
                     
STNGDTFLGGEDFDNALIEYLVEEFKKEQNVNLKNDPLALQRLKEAAEKAKIELSSSN
                     
ATEINLPYITADATGPKHLVINVTRAKLEGLVADLVARTIEPCKIALKDAGLSTSDIS
                     
DVILVGGQSRMPLVQQKVQEFFGREPRKDVNPDEAVAIGAAIQGAVLSGDKNDVLLLD
                     
VTPLTLGIETMGGVLTPIIEKNTTIPAKKSQVFSTAADNQPAVDISVYQGERKMAQQN
                     
KLLGNFQLGDIPPAPRGVPQIEVSFDINADGILKVSAKDKSTGKEQSIQIKANSGLSD
                     
AEIEAMIKDAEANAEEDRKFEELAKARNEADALISSSNKAVKDLGDKVTEDEKTAVNT
                     
AVSELEAATKENDVEAIKAKTEALQNILMPITQRAYEQAQQAGGAEGFDPNAFQGGDA
                     GQQKADDGVVDAEFTEVKDDKK"
     gene            complement(44719..45273)
                     /gene="grpE"
                     /locus_tag="DSM_03624"
     CDS             complement(44719..45273)
                     /gene="grpE"
                     /locus_tag="DSM_03624"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:C4ZYN1"
                     /codon_start=1
                     /transl_table=11
                     /product="Protein GrpE"
                     
/translation="MANEQNEQAQDIQNEQVEQSNEQTQAEGVEQANDVTVESLQAQI



                     
TKLEENLKLEKARTANAVYEAQKSVERIQRESEKHKETVLEKFAKELLDSVDNLERAI
                     
QAAGDEETPVLEGVKLTLKSLLTTLEKFGVVEADTQNGFNADLHQAVGIDPNAKANEI
                     GTVLQKGYTLNGRLLRPAMVMVGQ"
     gene            complement(45437..46330)
                     /gene="dmlR_14"
                     /locus_tag="DSM_03625"
     CDS             complement(45437..46330)
                     /gene="dmlR_14"
                     /locus_tag="DSM_03625"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P76250"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional regulator DmlR"
                     
/translation="MDTLKAIQVFVSIAQHGNLTKAAEHLNYSRAMVSRYLEHLEHTF
                     
STRLFQRNTRKISLTPAGEKALLYCENILQQQQLLQELAAPEQHNGTIRFTCGLFLFE
                     
LGVAECIRQFKRQHPHIQFDVYLTESTMDLIDAQVDLALRITQKVADGLIARPVCQIE
                     
SVFCAHPDYLKQHSPLLHPRQLIQHECIAHHSQHQFWTLFDNEQQPQNYPLNVTFKSN
                     
DVNALYDMCLHAQGVAMLPTLLVEKDLKEKRLKALFKNFTAPELSLSVVYASRQHLPR
                     ITQEFIAFMIENLDFYLKPQN"
     gene            46438..47304
                     /locus_tag="DSM_03626"
     CDS             46438..47304
                     /locus_tag="DSM_03626"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKLFKLSASALATATALTMAQSAFAQDLKIQSFLAKPEHFGVTS
                     
TLIEGDKEVLLVNAQFSKSEALRIAANILDSGKTLKTIFVSYGDPDYYFGLDVFKQYF
                     
PNVQIIATPETVKHIQDTQALKVKYWGPQMGANAPSQIIVPQAYTAKTLKLENESIEI
                     
KGKKELTYLWVPSAKAVVGGIPVSSGIHLWMADTPKTKDRVEVIQSLESIKALQPKIV
                     
VPAHMVEGAPQGLDAVNFSINYLNSYEKAAKATKNASELSKLMQKQYPTLQSVDSLEL
                     GAKVVKGEMQWP"
     gene            47696..47926
                     /locus_tag="DSM_03627"
     CDS             47696..47926
                     /locus_tag="DSM_03627"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MKKLGLISVVLAGVAFTAVGCASEAGLNASGSAQTSASPSGVQA
                     GVGVDAGVSGQAQPGQVDAGASGSVSGSATAQ"
     gene            complement(48100..48426)
                     /locus_tag="DSM_03628"
     CDS             complement(48100..48426)
                     /locus_tag="DSM_03628"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSAKLVVTLLATSLLTVGCVAYTDDPYYRGGYGYHDHDDDRYDR
                     
NDGRRYSEWERKRWEERKRLYEQQRKDIREQEKDRREWEKRHREWEKKRLEDRDHDHR
                     DYRHDD"
     gene            48637..49707
                     /gene="nlhH_2"
                     /locus_tag="DSM_03629"
     CDS             48637..49707
                     /gene="nlhH_2"
                     /locus_tag="DSM_03629"
                     /EC_number="3.1.1.1"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WK87"
                     /codon_start=1
                     /transl_table=11
                     /product="Carboxylesterase NlhH"
                     
/translation="MTAFNQKIQTLLDKGQGPAARALDRLPRLAQESLAKILGYSYQY
                     
PDLDSFTKCMMAVQIKQGRVGFIGSDPIESRRAFDAQMQAIRQKPTDIELVEDIRLPL
                     
QSGTIFARHYHPAPNKKLPLIVFYHGGGFVVGGLDTHDEVCRLLAKYAKVQVLSIDYP
                     
LAPEVSPQHLIQSCEDALAWVYQNRRQLKILKSRIAVAGDSAGGNISTVVAQRSVNKA
                     
YAPQAQLLIYPTVDFKSRHPSFYAYNEGLVLTNTDIDYVTQYYATHHNVELDDPIISP
                     
TYGNLKKNPPAFVITAGHDVLHDEAKIYSHKLRQNGVKMYYEEFPDQTHGFINLTPIS
                     RKAKRYTIEISKNFRKFWDKNS"
     gene            49851..50408
                     /gene="ppiA"
                     /locus_tag="DSM_03630"
     CDS             49851..50408
                     /gene="ppiA"
                     /locus_tag="DSM_03630"
                     /EC_number="5.2.1.8"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFL3"
                     /codon_start=1
                     /transl_table=11
                     /product="Peptidyl-prolyl cis-trans isomerase A"
                     
/translation="MKKLLMLLCLGVSSHSVWANTLVEMQTNLGNIEIELYDDKAPMS



                     
VNNFKGYIKSGFYKETIFHRVIPGFMAQGGGMTVNMQEKTTRAPIKNEAGNGIANTRG
                     
TLAMARTTNPDSATSQFFINVADNNFLNRSPGNLGYAVFGKVVKGMDVVDRIVQAPTS
                     NYGMHQNVPKQPIKIVDIKIKNSQK"
ORIGIN      
        1 accaacttgc catcaaattc atcacttaaa gcaaccaatc taatcacaag 
taactgtttt
       61 tcaacaagtt tctatctgca tcaccgccga tggatgtgca ttatagacca 
tctctttccc
      121 tttgcaaggg gtatttatcc ctttttcact tgagtgccgt ttttttctac 
tattttgcga
      181 aaaaagtgat atatatggct tttttttagg catttttact attttttatt 
ggtttttatc
      241 tttagctata taatcatttt agagttaggg agtcttttat atggttctta 
ttcctctata
      301 agctttttta ttccaaagaa tccaaagaat ccaaagaatc caaagaatcc 
aaagaatcca
      361 aagaatccaa agaatccaaa gaatccaaag aatccaaaga atccaaagaa 
tccaaagaat
      421 ccaaagaatc caaagaatcc aaagaatcca aagaatccaa agaatccaaa 
gaatccaaag
      481 aatccaaaga atccaaagaa tccaaagaat ccaaagaatc caaagaatcc 
aaagaatcca
      541 aagaatccaa agaatccaaa gaatccaaag aatccaaaga aatattagag 
caaatactct
      601 accctcactt tatatttctt cttatttttt taatttattt tattcttaat 
aatacttaga
      661 tggttccacg tggaacgctt aattggtttt atggtcctga aataaaaaaa 
gcaggattac
      721 tcctgctttt ctatcactac ataactttta gtcagtgaaa gttacacgtg 
caattgcttt
      781 tttcccagac tgaataatga aagtcccgtt ttcttttaca gagaaacttg 
catctactac
      841 attccagtct acttttactg caccgcgtgc aacagcatct tttgcagctg 
ctgcatttgg
      901 atttaatcct gctacgcgaa gaatcgtggc aataaagatt tcaccaccaa 
actcaccacg
      961 tgaaatagtt acttcaggag tatctgccgg cacctcacct tctgtaatac 
ggttaccagc
     1021 actcttatga gcattagcag cagcttcagc atcatggaag cgttcaacca 
actcgagtgc
     1081 aagaatacgt tttacttctt gtggattacg accagccgcg atttcatcta 
ataaagcttt
     1141 gatctcatct agagatttaa aacttaataa atcgaaataa cgttcgatta 
aagagtcagg
     1201 cattgataat actttttggt acattgcacc tggcgcatca aaaacaccaa 
tatagttacc
     1261 taaagattta gacattttat ttacgccatc taaaccttct agaattggta 
cagtgataca
     1321 cacttgtgat tcttggccat aacggctttg taacgtacgg cccatgagta 
agttaaaggt
     1381 ttggtctgta ccacctaact caacgtctgc ttcaagtgcg atagagtcat 
aaccttgaac



     1441 taaaggatat aagaactcat gaatcgcaat tggctgatgg ttgttataac 
gtttagtgaa
     1501 atcatcacgc tctaacatac gtgatactgt ttgctggctt gccaactgaa 
taagatccgc
     1561 agcagacttt tggttaaacc actctgagtt aaaacgtact tttgttttat 
tcggatctaa
     1621 gattttgaaa acttgttctt gataagtttt agcgttagct tcaacttgtt 
cgcgtgataa
     1681 cggcggacga gttgcacttt tacccgttgg gtcaccaatc atggcggtat 
agtcgccaat
     1741 caagaaagta acttcatgac ccaaatcttg aaacgttttt agtttattaa 
taagaaccgt
     1801 atgtcctaaa tgtaaatctg gagctgtagg gtcaaaacca gctttaattt 
taagaggacg
     1861 attctcttta agctttttca gtaaatcttc ttctgaaata atttcgtgcg 
tgcctcgttg
     1921 gatgagggca agctgttctt cggcgggcaa gaaatttgac atcacaaaac 
ctaaacacat
     1981 cagttattca atttgtgcga tatactaaca ttttttcagc gtcttgcagg 
ggaagttgca
     2041 tatgagcgca atctatatcg gcgtaatgac tggcactagt atggatggtg 
tggatattgt
     2101 tgcggcttca tttgagccac tacagcttca tgccacactt acagttccat 
tcgaacccga
     2161 gttacgtgat gagcttatgg cattaacttt acccgatgac aatgaaattg 
accgcatggg
     2221 taaagctgat gttgctctag ccaaaatgat tggtcatggg attaattctc 
tcattgaaaa
     2281 gcaccaatta gatcgtagtc aaattaaagc gattgggtca catggacaaa 
ccattcgtca
     2341 tcgtccagag catggtttta cgctacaaat tggcgatcca aacattatta 
ctgagatcac
     2401 tcaaatcccg gttgtttcag attttcgtcg tagagatatg gcagcaggtg 
gtcaaggcgc
     2461 tccattagtg cctgcatttc atcaggcatt atttcaacat ccaagcattc 
atcgagtgat
     2521 tttgaatttg ggtggcattg ccaatgtaag tatgttgcca gctaacaatc 
cggacggcgt
     2581 ttttggtttt gatacgggac ctgccaatat tttgatggat gcatggtgcc 
atcgccatac
     2641 aggccatcca tatgatgaaa atggtgactg ggcagcttat ggtcatccta 
ttcgttcgtt
     2701 actcgaccgt ctttatgctc atgagtattt ttctaaagaa cctcctaaaa 
gtacgggacg
     2761 tgaagatttc aatattgact ggttagatga tcagttaatc gattggcgta 
atgatttaac
     2821 ttacgatgag ttagaagata caccagaaaa tattcaagca accttattaa 
aacttactgt
     2881 gcgtgctatt caaaaagcga tttatcgttc taatatggaa acaggtgaag 
tttatgtatg
     2941 cggtggtggg gcttataact cttatttatt agaacaatta cgctggcgtt 
tacgtaagca
     3001 caattggtca gttcaaacca ctgatgtttt aggactctcc cctacttggg 
ttgaggctac



     3061 agcatttgca tggttagcaa tgcgttttgt ggatggttta agtggtaatt 
tacctgcggt
     3121 aacaggagcc tcagatttta gaatcttagg cacgatcacg gcggtataaa 
gctacttatt
     3181 cgatttaatt ggactgattc gacctcataa cacatttcct gacccgaaat 
gatgttatta
     3241 aattggtcat aaaaattcat gataaatgcc aacaaaaata agtaaggcat 
gttgttatgg
     3301 atctgaccaa acgtattcat caatacacac gtggggcttg gacattcgat 
gtcattgatt
     3361 caggccctat agatggccct ctcgtggttt tattacatgg ctttccagaa 
actgcccata
     3421 gttgggagca gacttcggaa ttattgcatg agcatcaatt tagaacattt 
gcgatccatc
     3481 aacgtggtta tagtctaaat gctagacctc aaagccgctt tcattacgct 
ttaagtgaac
     3541 taactgaaga tgtcgtagtt tttattaagg gacttggtca accagtttat 
ttaattgggc
     3601 acgattgggg ttctgtagtt gcgtctagtg tagctatgaa gtatccgcag 
tatattcaac
     3661 atctcacttt agtttccgta ccccatcaag ctgctttttt aaaagcctgc 
ttaagtagca
     3721 atcaactact aaaatcttat tattttgcag tttttcagct tcctattttg 
cccgaacttt
     3781 tatttaagaa aatgcctaaa ttaggccgta actttcttaa atcatctggc 
atgaccgaaa
     3841 agcaaattaa aatattcgag actgagttta taaaagaaaa taggctaact 
acggcattaa
     3901 actggtatcg tggctttttt tgggacaaac ctgaaaatcc ttttaaagca 
atagacgttc
     3961 ccactctttt tatttggggt aagcatgata ttgcagtaac agaaaaaagt 
gccaagttaa
     4021 attcaggtta ttttaaaaat aattataagg ctatttttat ggatgcctct 
cattggattc
     4081 cttatcaaaa tgcacctgaa ctcgtacaat gctttttaga atctatacat 
gatcaagcat
     4141 aatcttataa ataaaaaacc tctctataat gagaggtttt tttatttaaa 
attcttttta
     4201 aattgagaat gaagaaccac aaccacaggt tgttgtcgca ttcgggttct 
gcacaataaa
     4261 gcgtgaacct tcaaggcctt caacataatc aaccactgag ccaactaagt 
attgatagct
     4321 gagcgagtca accagcatct ttacatcgcc atttacaaat tcagcatcat 
cttcatttac
     4381 gctttcggcg aaattgaagc cgtatgaaaa ccctgaacac ccgcctccgg 
ttacatatac
     4441 acgtaacatg agatcgtcat tcccttcact atcacggagt tggcgtacct 
tattggcagc
     4501 attatctgtc aaaactagag cttgggcatt catgatgatt gttcctcgga 
ttttgctgtg
     4561 cctttcaaaa taaaaaagac cctatattga gtatagcata atcaatatag 
ggtctgtctt
     4621 cgaagtttaa agcgaatctt gagtattttt atcaagatta tttgtaattc 
tcatcttgta



     4681 agccacattc aaagtttttc gcgtcttgct tacaacggaa ttgccataat 
agtttcatca
     4741 tccgtttatc ataaacaccg cgttgtgtaa ggttaattcg agactcacgc 
atgagctttt
     4801 ggtaacccgg tttatcggca gctggtactt ccatccaata tttttgcgga 
atatccgctt
     4861 tcattttacc caagatagta aaagcacgcg gtaactgacc agccacccac 
tctctagatt
     4921 tctgaccaaa accagctggg aatttgtctg gacgaataat aatatttcca 
gtcacctgta
     4981 agattggata gttaacgatt gccccttttg tacctaagcc tttttgtaac 
tctaaaggtt
     5041 taaacgctgc agcgggtgca ccaataatat cgacctgatg attgttaaat 
ttggccccga
     5101 agttagtcac atctgcactc actgcctgag ctcccacctg ctgaaccatg 
attttttgtg
     5161 cttcatcata gtctaatacg gcgatttttt tacccgcagc tttcgctacg 
gtattaatac
     5221 tacggtcgtt tactaaaagg taagcatctc ctaccggaat aacacctact 
acctcatagc
     5281 ggccattgac catatattta ctaaaggttt ggcttgctaa accttgcatg 
actttaacag
     5341 caagtttgag atctggaatc gcaccaattg catctaatga tcccgtaaat 
gagttgaatt
     5401 gacgtccgcg catgcctgat acactaatac catcacattt gcccgcttta 
aaatcttcag
     5461 caatcactgc ttcattctgg tttactttta gttcgatatc agctccccag 
tttttcgctg
     5521 caagctgata gtccttcatg agtgcgtaga catcgccatt tttaccaaca 
aagtcaaaaa
     5581 cacatatggt ttgtttggcc tcggctgcaa atgaaattgt tgtgagtccc 
atcgcaagta
     5641 aaagcgtttt ggaaaatcgc atattctttt cctttccttg taaatttttt 
gtttttggca
     5701 tcaagaaatt tcacgctggt tggcatgatt ctcatgagat acgcttcatc 
taagattcac
     5761 aatttagata ttgttatgat caattctgtt tatccgagct caataaaaaa 
taacgggtta
     5821 aattccctta gctcttttaa tgactcactt ccttgttcta ttttctaata 
tcttcatata
     5881 tccagatgaa gttttatcct caatttagat tagcgtcttt ttaatgaatc 
acaatggctg
     5941 aattgacagt ctatagaaag caaaaaagcc tagaataaat ctaggctttt 
aagttcaaaa
     6001 tgaattattc accaggcatt gaacattcaa agttagcttt gtctacagaa 
caacgtgctt
     6061 ttttcaatac agacatcata cctgcatcgt aaataccgcg tttagttaaa 
tccatacggc
     6121 catcacgtaa cattttttga tatttcagtt tgtcttcagc acttaggttc 
attttgtatt
     6181 tacctggaat ttgtgcttct aaacggttaa tcattgcaaa gctttttggt 
aattgtttca
     6241 cgaaccaatc acgagacttt tgaccaaagc ctgctgggaa tttatcagca 
cgcaatacta



     6301 aatcagccgt tacatgtaat actgggaagt tccacattac accgtttgca 
cccaaacctt
     6361 tgttcaattc taatggtttg taagcataag caggcgcacc taccatatct 
acctgaccat
     6421 tattaaattt agcagcaaag tttgaaatat cagaaagaac tgcctgagca 
cctacgcgct
     6481 gcaccataat tttttgtgca tcgtcataac ctaacacggc gaatttttta 
ccagcagctt
     6541 tttcaactga gttgatgttt ttatcacgta caaaaatgaa cgctgaacct 
aacggagaga
     6601 taccagcaac ttcgtatttt ttaccgccaa ggttagttgt catttttgca 
gcattacgtg
     6661 catctaatac ataagtaata gcacgttgtg caatttggtt attaggaacg 
ccaccaagcg
     6721 agtcgattga tccggcaaat ttgttatatt gacgagcacg catagctgtc 
attgctacgg
     6781 catcacattt accagcttta aaatcattat ctgcaacagc ctcgtcctga 
cgaggaacta
     6841 agttaatttc agtaccccag ccttttgcag ctagagccca ttcttccatc 
attttatatg
     6901 agtcgcctgc ttttcctaag aggtcgaata cacacacggt actcgctgct 
tgcgctgaag
     6961 cagaaaaacc aacaacagaa gcggcagcca tagcaagtac gatttttttc 
attttcttca
     7021 tccttccacg gaacagattt tttgtttgaa gtttcctttc aaacacagat 
attaatcatg
     7081 ttttttagaa aaaaatagag cttttactca aatattttta tctcattgaa 
ccattgtttg
     7141 ttcgatttaa attatttatt aaaatgaaaa atcgctaatt ttccgtaagt 
tattttttat
     7201 attcacaatt ttcataccca tattcagctt tgaaatatct gtagggtttt 
tgtgattaaa
     7261 aaacaaacta ctctccagtc agcgtacatt caaaatttgt ccgttcaatg 
gtgcatcgtg
     7321 cgcgcttgag tacactcatc attgtcgcgt catatacacc ttgttttgtt 
aagccaaggc
     7381 gaccttcacg taatattttc tgatatttca acttatcttc ggctgaaaaa 
tttaatttaa
     7441 ttttaggagg aatcccggtt tctaaccgtt ttaccattgc gaagttctgt 
ggcaactgtt
     7501 taataaacca ttcacgagac ttcattccaa aattggccgg aaacttatca 
cttcttgcaa
     7561 ttaaatcccc tgtgacgttc accacaggaa aagtaaacat agctccattt 
gctccaatcc
     7621 ccttaccaat ttctaaaggt ttataagcat aagcaggtgc agcaattgcc 
tcgacttggc
     7681 cactattaaa ctttttcaca aaatcggtaa tctcagaagg aataggctgg 
gcacctacac
     7741 tttcaaccat aattttctgg gctgcgtcat attgcaaaat agcaaactta 
gtcccacgta
     7801 ctttctcaat tgagttgagg tttctatctc ttacaaataa gtatgctagt 
ccaatctgga
     7861 caattccaac cacctcatag tttgttccat tttgtgtggt tagcatgcga 
tgtttattac



     7921 gttgatctaa aacgtaacta attgcctttt gagcaatagc attacttgtc 
acgcccccaa
     7981 tcgcatcaat cgagcctgca aatttattgt agtttcgtgc tcgcattgaa 
gtcatataag
     8041 ctgcatcgca tttaccctca cgcagcctac gatctaccag agcttcatct 
tgaaatggaa
     8101 ttaatgtaat gtccgcttgc caactttttg ccgcaagagc ccattcttcc 
atcattttgt
     8161 aggattcacc tgatttaccc aataaatcga atacacatac gttttgcccc 
gcgtgtgttg
     8221 tccccatagc acagcaaatg actgcactta ctatccccaa tctttttttc 
atttgacttt
     8281 ccttagtctg gttttattag ttagtagctc atttatcaac caagttttaa 
attgttttta
     8341 ttttagccat atttttctaa atgtggccta tcttgctcaa aatttggata 
ttttcagacg
     8401 aatagcttta atcgggatca gtgaaaccat gcaatctcag tatttataaa 
ctaaaactcc
     8461 gaaagttttg tcttcatgat cagttctctt taaaatacag catccctaac 
tcacctcgat
     8521 aagacaagat gattcaattt gaccaagttt ctttacgccg cggtggacgt 
gttctatttc
     8581 aaaaagcgtc tatgcaatta cacccaggtt ggaagattgg tctgactggg 
gtcaatggtg
     8641 caggtaaatc aacactattt gcagcattac tcggtagctt aggagcagat 
gaaggctcgc
     8701 ttactcgtcc ttctgtatgg actgtggcgc atatggcgca agaagttaaa 
gccctagaca
     8761 tgcctgctat cgactttgtc ctttctggtg atgaagaata ttgggatatt 
caaaataaac
     8821 ttgctcaacc agaacaatta acagactcgg atttggctaa attacatggc 
cgttttgatg
     8881 aaattcatgg ttattctgcg ccatctaaag cagctcagct gatggctggc 
ttagggtttc
     8941 tagaacatca attacgttta aacgttgcta gtttttctgg tggatggcgt 
atgcgtctaa
     9001 atttggcgcg tacattgatg agtcgttctg acttactctt attggatgag 
ccaaccaacc
     9061 acttagattt ggatgcaatt ttatggttag aagattggct caaagcttat 
gagggcaccc
     9121 tcattttaat ctcgcatgac cgagatttct tagatgcaat tacagaccat 
attcttcata
     9181 ttgagaatca ggaacttact ctttacacgg gtaactactc cacatttgag 
accactcgaa
     9241 gtgaacgttt agcacaacaa caacaagctt ttgaaaaaca gcaagaagcc 
cgtgctcatt
     9301 tacaaaagtt cattgatcgc tttaaggcta aagccactaa agctcgtcag 
gcacaaagtc
     9361 gtattaagca acttgaacgc atgcagcaac ttgcacctgc tcatgtagat 
acaccgttta
     9421 cttttagttt ccgtgaacct accaaaatga gttcaccgtt gctgacccta 
gaaaatgcca
     9481 gcataggtta tggcgataaa aaaattgctg aaaaaattaa acttcaaatt 
acgccaaact



     9541 cgcgtattgg cctgcttggt atgaatggtg cgggtaaatc aacattgatt 
aaaagcttgg
     9601 tgggtgattt accattactg gcaggtgaac gtaaagcttc cgagctactc 
aacattggtt
     9661 actttgcgca gcaccaaatg gacgccttag atggtcatgc cagcccaatg 
cttcaactcg
     9721 cccggatagc cgataaacaa attagtgaag caacattacg ttctttttta 
ggtagttttg
     9781 gctttagtgg cgaacgcatg gatactccat gtgaaagctt ctctgggggt 
gagcgcgctc
     9841 gtttggccct cgcactcatc gtatggcagc gcccaaatgt tttaattctg 
gatgaaccaa
     9901 cgaaccactt agaccttgat atgcgtcatg cgcttagtat ggccttacaa 
gattttgagg
     9961 gtgcagttgt tctggtttct cacgaacgtc aacttattgc cagcgtttgt 
gatgaactcc
    10021 ttttggtaca cggtggcaaa tgtaccgagt ttgaaggtga tttgcaggat 
tatgctaaat
    10081 ggctacgtga agcacgccag caacaaatca atgctcagac tgctgtagca 
caaaataatt
    10141 catcttctgc cgctccagct cccgctaaag tcgataaaga agcacagcgt 
aaagaagcag
    10201 ctcgccgtcg tgaacaaact cgaccaatcc gtaaaaatat tgaaaaggtt 
gaatctcaaa
    10261 ttgaaaagct tcagccacgt cttgctgaaa tcgaagaagc tttagcagat 
acttcattat
    10321 atgaagctaa tcgtaaggac gatttgctta aactgatgaa tgagcaaacc 
gaactcaaag
    10381 ctaagcttga acaatatgaa gagcaactct tagaactcat gatggaactt 
gaggaaatgg
    10441 aagcctcatt tgaaaactaa atatcttggc cagtactcgt atatttaagt 
atctgtactg
    10501 gcttttattt ttattagctt ataaaaatat gaacgatctc taataaagtt 
tcattcagct
    10561 gttaaatttt tgagatagat tcaaatttga taacatataa aacttaagct 
acatcttaag
    10621 ggttgccata cacagataat ttaactaaat tctgtaactt cgttttaccc 
ttcttgagta
    10681 ggtatttaat tcgggatcag acaaactgaa tgaattttat tgattttatt 
actaattttg
    10741 aacaattttt acctattttg attcaggagt atggtgcatg ggtttatgcc 
atactctttt
    10801 tgattatttt ttctgaaacc gcttttgtgt ttatgttctt tttacctgga 
gatagcttac
    10861 ttttaactgt aggtgcactg tgctcggtgg ttgaactgat gcatcttggt 
tatatgatta
    10921 ctctgctcac cgttgcagca acattaggct atatcgtcaa ttattctatt 
ggtcgccatt
    10981 ttggaaaccg tatttttgaa gcaaaatcac gttttattaa aaaagaatat 
ttgaataaaa
    11041 cgaaccgcta tttcttgcaa catggcggta aaactattct tttagcacgt 
tttatacctt
    11101 tcgcacgttc ttttgcaccc ctcgctgccg gctcaagcaa tatgagctat 
ggaaaatttt



    11161 tgatttacaa tgtggcagga gctattttgt ggatctgcat cctcttaacg 
gctggctacc
    11221 tatttggcca tgcactcatt caagttacag attttgtaga gaattaatat 
atttggttaa
    11281 ataaatttgt atagccaaaa ataaagggaa tgaatcaatc attcccttta 
tttgatttag
    11341 atcaaagtaa ctttatctaa actttttgtg gttttcatta cgaatattta 
ccagattaat
    11401 tgcttcagtt ttggcttggt ccaattgtcc cttatcaaca aaaactgtaa 
cccgatcaat
    11461 ttcagcaacc aactgatcta aacccgcttg gtactctttt acctgtacat 
tttcaggggg
    11521 taaaccttcc aacttatgag gtaaagataa ttttgaagat aatgctgcct 
gacgcataat
    11581 cacaagctgc tgtttagcgt tatcgatatc ttttgcttca gcaaaggctt 
tagtgctctt
    11641 cgctaaagtt ttcatgtcgg cttccaagtc tgctgcaaat gcagaatgac 
tcactaaagc
    11701 cgcacatgaa atcagcatac ttgctagaat tttttgactc atcatcttct 
ctccctagac
    11761 tgatttagaa tcttgctatc aattaagcat caatatccgc atttaatgca 
ttttcttcaa
    11821 taaaggcacg acgtggttca acatcatcgc ccattaagca tgagaacata 
cgatcagctt
    11881 caattgcatc atcaatagtc acctgtaaca tattacggtt ttcagggtcc 
attgtggttt
    11941 cccaaagctg ctcagcattc atctcaccca gacctttata gcgctggatc 
atcattccac
    12001 ggcgtgaatc ttgcagaatg tgctgccata cctgatggaa attagcgact 
tgaatacgac
    12061 gatcaccttt ttgtaagtat gcgccatctt caattaactt gaaccaactc 
ttcgagttct
    12121 tcaataaacg agcatattcc gcagaattca ataaacctgc gtcaagtaag 
taagcatgtg
    12181 gcaagttatg aacatataca gttacacgtg gccagtaatg cgcagatttc 
tcgccttgag
    12241 cattctcgcg ttcaaatgtt tcaagcgtaa tttcagggcg caaacttggc 
tgtagtcttt
    12301 gtacagcttc acgtacttga tctgcccatt gttgtacata agcttgatca 
tggttttgat
    12361 ctgctttaaa tgcgtcgact tcgagtaatg catccagtaa gcttgctgga 
taacgtaacg
    12421 ttaagcgttg taagctcttt tgtgaaactt gatagtcttg aattactttt 
gccagcgctt
    12481 cacctgtaat tgcaggcgca tcagcactaa tatgtaaagc aagctcatca 
atcgcatttg
    12541 aaatcaagta agtttctaat gcgtcgttat ctttaatata ttgctcttgc 
ttaccttttt
    12601 tgagcttata caaaggtggc tgtgcaatat aaatatgacc acgttccacc 
aactccggca
    12661 tttgacggaa gaagaatgtt aataacaatg tacgaatgtg cgaaccatcg 
acatcggcat
    12721 cggtcataat aataatttta tggtaacgga gcttgtcagg gttatattct 
tcacggccaa



    12781 taccacagcc aagtgctgta attaatgtac ctacttcctg actagagatc 
attttgtcaa
    12841 agcgcgcacg ctcaacgttc aggatcttac cttttaaagg tagaatagcc 
tgcattttac
    12901 ggttacggcc ttgtttggca ctaccacccg ctgagtcacc ctcgacaaga 
tacaattcag
    12961 aaagcgctgg gtctttttcc tgacaatcag ccaatttacc aggcaaacct 
gcaatatcta
    13021 atgcactctt acggcgtgtc atttcacgcg ctttacgtgc agcatcacgt 
gctcgtgcag
    13081 catcaataat cttgcctgca attgattttg cagcttgtgg attctcaagt 
aagtaagcag
    13141 agaactcttt gttcattgct tgctctaccg ctggttttac ctcacttgat 
accaattttt
    13201 cttttgtctg agacgagaat ttcggatcag gaaccttaac agaaataatc 
gctgttaaac
    13261 cttcacgcgc atcatcacca gtcacattca ctttttcttt cttgagaata 
ttttcatttt
    13321 caagatactg atttaagcca cgtgttaaag ctgcgcggaa acctgctaag 
tgtgtaccac
    13381 catctttttg tggaatgtta tttgtgaaac agcgaacatt ctcttggtaa 
ctatcgttcc
    13441 attgcaatgc aacttctaca gcaatgccgt tgtcagcatc ggctgtgaaa 
tggaagattt
    13501 cgttgagatg gtttttacct tcgttgatgt attttacaaa ctcagataag 
ccgccttcat
    13561 agtcatacac atgctcaagg ttaatacgtt catcacgtaa aacgatacgt 
acaccagcat
    13621 tcaagaaaga aagctcacgt aaacggcgtg ctagaatttc aacattaaaa 
atggtttgac
    13681 tgaatgtttc tgcacttggc caaaaacgta cagttgttcc ggtattatcc 
gtttcaccga
    13741 tcacacgcaa tggatattgc ggatcgccat gatgatattc ttgctcatgg 
atttgaccag
    13801 cacggtaaat cgttaaatgc aatttacttg aaagtgcgtt aacaaccgaa 
acacctacgc
    13861 cgtgtaagcc acctgaaact ttatagctat tatcgtcaaa cttaccgcct 
gcgtgcaaaa
    13921 tcgttaaaat tacttctgca gcagaaaccc cttcttcagg gtgaatatcg 
gtcggaatac
    13981 cgcggccatt atctgaaaca ctgaccgatt catcttcgtg aatcgtgaca 
ataatttcat
    14041 cacagtggcc agctaaagct tcgtcgattg cattatcgac aacctcaaac 
accatatggt
    14101 gtaaaccggt accgtcgtct gtatccccaa tatacatacc cggacgttta 
cgaactgcat
    14161 ctaatccacg taatacttta atactagagg aatcataagc cttttcattg 
gtttgttctg
    14221 tttgagaggc tgattgagac tctgaactca tggtttctcc ctagcaaata 
taggtttatt
    14281 caaagatggg taacatcaaa aaattatggt gcagcaagac taacttgacc 
ggattcaaca
    14341 ctgaataatt gatatgaaat agacagatca tgtaaatgtt tttttaccga 
tgcatgatct



    14401 aaagttgtca taaaaacctg gctaccaagt tggcttaatc gttcaattaa 
acgttgttgt
    14461 gcggttaagt ctaattctgc tgtcagatca tctaataata ccacagtttc 
cttattactc
    14521 gcatgcaaca ttgcaatttg tgacagtttt aaggcaataa tcaagagttt 
tttctgacct
    14581 cttgataaaa catcatcagc atgtccaaat ggcgttttta agcgcaaatc 
tgcccgatgc
    14641 ggaccatact cggtataacg cctctcgatg tctttttgat gctgattcag 
caagtcttgc
    14701 ataagcccct gctctgtatg aaaacctggg ctatattcca gctcaatctc 
caaatcaggc
    14761 agtaattggc ttaagtcatt ttggaaataa acattccatt gctcgacaat 
acttaaacgc
    14821 tgtgagtgca aaatctcgcc ataatcactc aacattttgt tccacggttc 
taaatcagct
    14881 aaggaaagat tacgccgtgt tttgagtaag gtattacgct gctttagcgc 
acgagagtaa
    14941 tattgccacg caaaataaaa ttcaggttcc acgtggaaca taagccaatc 
taaaagttgt
    15001 cttcttggct tggcaccatg atcaataata tccgtacttt gtggatcaat 
atgctgtaaa
    15061 ggaagtaact ttgcgagctg accttgagtc gcaacggtat cgccattcac 
tttcatgagt
    15121 tgctcaccag aagcgagttt ttgcatacca attttttcag ttgctgactg 
agcaaataca
    15181 atcgcgtcgt cagcttcata ttgaatataa tttttgggta tatgtgtacg 
gaatgagcga
    15241 cctgttgcaa gcaaatggat cgcttctaaa attgatgttt tacccgaacc 
gtttgcgcca
    15301 taaaagacat taaacggttg caacccatgg agtgcaaccg tttttaaatt 
acgcacacgt
    15361 tcaatattta agcgcgtaag atgcatatag ttaaaccaga ttaaacacgc 
atcggcataa
    15421 ctacataggt ctggtcagga tgagccggat cttgaaccaa tacagactga 
ttcgcctcag
    15481 tcatgctcat atttacatca tcaccatcta atacacccaa cacatcgagt 
aggtattgag
    15541 cattaaatga catttctaat ggggcacttt gatattggat cgctaaatct 
tcaattgctt
    15601 catcttgttc agggttattt gcacgaagct gtaaagaatc ctgattgaag 
tttaggaaaa
    15661 caccacgcaa tttttcatta cttaaaattg ctacacgttg taatgattgt 
ttaaatacgt
    15721 catgaccaat caaaacatgt ttatcaccac cacgtggaat aacacggcga 
taatcaggga
    15781 atttcccatc aatcaattta gttgtaaaac gaactgtaat atcaccttgt 
tctttatcac
    15841 ggcttggcgt attaatcgtt acatttaata attcacgtcc aataagcaat 
gtgagttgtt
    15901 catcttcaat gctgagtaaa cgttgtaatt cacccacagc tttacgaggc 
acaatcgctt
    15961 gtaccaactg agatgaagta gaggaagcca aaatttcaca aagtgctaaa 
cggtgaccat



    16021 cagttgttac tgcacgcaat tgattttcat caatttctaa taaagtacca 
gtgaggtaaa
    16081 aacgtacgtc ttgtacagcc attgcaaaag cagttttttc aaataaacgc 
tttaattcac
    16141 gttgagtcac ctgtacttgc gtaccttggc tattctcagt ggttaacaat 
ggataatctt
    16201 cagccggtag tgtacctagc acaaaacggc tattaccaga ctttaaaata 
catctttgat
    16261 cttcagtaat ttgtaaatca atcaatgcag ctgtaggcaa agatttacaa 
atttccatca
    16321 atttacgagc aggaacagtt gtctcgcctg cctcaaggca cgccccttct 
gataaagcgg
    16381 tgctcgctac gagttcaact tctaaatcgg aacccgtaat agtgagcgct 
tgagcattag
    16441 tctgaatttt gacgtttgaa agaatattca aggtatgacg acgttctacc 
gcaccgacca
    16501 catgcgataa aacattgagt aaactttctt tagcgatttt caaacgcacg 
attcattcct
    16561 ctagcaactt ggagcaaaca tttcattttt tagctgtgta ctatgctgca 
cttacgtaga
    16621 ctttgcaaca acgtcttatt atttcattaa ctttgaagca aacgtaataa 
gttcttataa
    16681 tcttcatcaa agattgggtc ttcttcccgt aaactgacga ctttttcaca 
agcatgcatc
    16741 actgtactgt gatcacgccc accaaaagcc attccaattt caggaaaact 
atcccccgtt
    16801 aattcacggg caagccccat cgccaactga cgtggtcgag cataaattcg 
ggtacgcttt
    16861 ggacctacca gctcttttaa tggaattcgg aaatattcac tcactacacg 
ctggatattt
    16921 tctacactaa ttgtacgagc acggatcgct aaaacatctt ttaaagattc 
ccgtacgaca
    16981 tcaagatcaa ttggagcacc tttaaaacgt gaaattgcga caactttatt 
cagtgcaccc
    17041 tcaagttcac gtacgttcgc tacgacttgt tgggcaataa acaacgcaca 
gtttctaggt
    17101 aaatcaacgc cactattttc agctttttta agcagaattt cgattcgagt 
ttcaatatca
    17161 ggtggttcaa cacctactga tagcccccag gaaaaacgag aaaccaaacg 
aggatcaagt
    17221 tctgttaatt ctttaggata tcgatctgac gttaaaataa tttgtttaga 
ttcatcaagt
    17281 aaggcattaa atgtatagaa aaattcaaca agacttgctt ctttccctgc 
caaaagatga
    17341 atatcatcta ctaataacaa gtctaaagaa cgacaatttt tcttaaactc 
ttcaaccttt
    17401 cctttttgta atgagctcac aaaatcttgt acaaaacttt ctgaagtcat 
atacatgact
    17461 cttgcattcg gcttcgcttg cagtaaggca ttaccaactg cttgcattaa 
gtgagtctta
    17521 cctagacctg tcgggccata taaaaacaaa gggttatgtt gagaagcacc 
taactgtgtt
    17581 aatacttttc tacaggtttc tgctgccatt tggttagaac ggccttcaac 
aaatagtgaa



    17641 aaagtaaatt gtggatttaa tagtttcttt tttgaactct tagaactaac 
tgcagtatta
    17701 gcaacaggtt ccggttctct tttaacctta gcaggttgag gtataggggc 
agtttgtaaa
    17761 gctgctgtag ttgttgcagg ctgttcacta gaggacaaaa tactaccagg 
acgagaatct
    17821 accaagattt caacctgacg cacccgccct tctgacaatt gttcagccaa 
tatagaaatt
    17881 aactctaaat gattctcttg aatataacgc gtccaataag gattaggagc 
atagagacgt
    17941 agtatcccct ctacttcttc agctactaaa gggcgaatcc acatcgcaaa 
gacgttatca
    18001 gagagctctt gtcgcaagcg agttaagcag tctgtccaaa gcatgtgtat 
cccctatgtc
    18061 tgcgttttaa attcaaatca tttaaagatt aacccttcct gatgagaagg 
ggtcgccatt
    18121 ctacccaagt tatccacatc tgtcatgacg atttcgtttg attttgccta 
aaaagaaatc
    18181 tcttgtgaat aaatttaaat tcaaaatcaa ttgtgaataa ctttttgcac 
atcctgtgga
    18241 taaattatca cattaactta tccacaatcc ataaagacaa taaaaacaga 
gttatcaaca
    18301 gttcaaatat atgtttttta aatttaaaac tgtgaaatcc acaagaaaag 
tccacactaa
    18361 taagaataaa tttaaatttt aaaatttgaa tttatttaat agggctgatc 
caaattgtgg
    18421 ataactaaaa aatatgaatt taaattcaaa tataccaaat caaaaccaac 
ttcacatcaa
    18481 ggtttgttga taagtatgta aataagaagt gtatatctta aaagtcttaa 
taaaaataaa
    18541 caattacttt gtgcataact tttaaataag aaaaataggc taaatataaa 
gagaagataa
    18601 aaagttaaaa atttgactta aatacaaaac tttcacggtt tttcattgac 
agcgtaaaca
    18661 ttgcacaata aaatcgcgga cctttataga aagatcattt ttgggagttt 
cgatatgaaa
    18721 cgtactttcc aaccatctga attaaagcgt aaacgcgttc atggtttccg 
tgctcgtatg
    18781 gcaactaaag ctggtcgtca agtattagct cgtcgtcgtg caaaaggtcg 
tcatagctta
    18841 actgtttaat actgttacgc tgaccagact tgggtgtgat ggcactttac 
agttttagca
    18901 cagatcttcg tatacgctgt gctgcagatt ataaaagtgt atttgatggt 
gcgcttttta
    18961 aagtgcatca accccatttt ttatttcttg caaaattaac cgaacagcct 
aacagccgtt
    19021 tgggtattgt tgttgctaag aaaaaagtgc gtcgtgcgca tgaaagaaat 
cgaataaaac
    19081 gtcttgctcg tgagagcttt cgtctacatc agccgaaatt tgggtcagac 
atagatgttg
    19141 ttgtgatgcc taaagttggt atagaaacga ttacgaatgc tgagctatat 
caacaattag
    19201 attttgcttg gcaaaaatta caacgcttag cgaaaaaaca ttttaaagtt 
gtcccaacct



    19261 cgcagaatta agagatgacc aatggttcgt attttgcgtt ggttcattcg 
actgtatcaa
    19321 attgcgatta gtccgcttct tggaccccgt tgtcgttata tcccaacttg 
ttcccaatat
    19381 gcgctagaag cattacaaac tcatggtgca atcaaaggcg tttggttatc 
ttctaaacgt
    19441 atttgtcgtt gtcatccgtg gggaggctct ggatacgatc cggtaccgcc 
taaagcaatt
    19501 cgttttattt cgtttcatca aatagattct caaacgcatc atgttgctgt 
accctttcgt
    19561 gatcgtttaa tgaagcaaaa tctctctaac catttggggt aatagatatg 
caacaatggg
    19621 ccaggtttgc aattctcggg gccatgtttg tcaccgcata tttgctcatt 
ttggcttggc
    19681 aaaaagatta tggaaatgct gcaactgcac cgcaacaaca agcggcggct 
gtaagttcac
    19741 atgaagtatc tgctgatttg ccaaatgcta aaactgcaac agtggcttcc 
gatgtgccac
    19801 aagcaaatat tgcgcagtca caaaccacag atgcaactgc acctgtgaat 
caacagctta
    19861 tttcagtaca aactgacctt tatcatcttt ggatcaatcc aaaaggtggt 
gatattgttc
    19921 gtattgaatt actctctcac gacaagagca aagacagtaa tcaaccattt 
gttatgcttg
    19981 aaaatgatgc caagcgtact tatgttgctc agtctggctt aattggtttg 
aatggaccag
    20041 atagcagtcg tggtggtcgc ccattatatg ctgttgaaaa aacatcatat 
actttagctg
    20101 atgctaaagg ggtacaagat caaagtggac attctgagaa agttttaaca 
gttcctatgg
    20161 tgtttaagac accagaaggc gttgaaatta ttaaaacttt tacatttact 
caaggtcaat
    20221 atccaattgt tgtcaaacat caagttgtta accgtagcca acaaaactgg 
caaggtcaga
    20281 tgtttggaca gttgaaacgt gataattcgg aagatccagg taagtcttct 
cagggtattt
    20341 tcactttagg tacgttctta ggtggtgcat ggggtacccc agatgctcac 
tacaacaaac
    20401 ttaagtttgc gaatttctct gaagaaaaac tcaataccga agctaaaggc 
ggttgggttg
    20461 caatggttca gcactacttt gtaagtgctt ggattccagg aaaccttaaa 
ctgactcaag
    20521 caaatggtca gccttatgtc gctaaacttg aatctcgtca gtctgcggat 
catatgaata
    20581 ttattggctt tacttcgcca gtaattaatg ttccggcggg tacttcgatg 
gaagtcgatg
    20641 cgaagcttta ttcaggtcca aaagtacaat ctgaattaaa agatttagcg 
gtaggtttaa
    20701 accagactgt tgactatggt tggttatggc caattgcgaa gttattgttc 
ctaggtcttc
    20761 aattcttcca tagcattgta ggcaactggg gatggtcaat tatcttactt 
accattatgg
    20821 tgaagatgat tttatggcct ttatcttcaa aaagttatcg ttctatggcg 
aaaatgcgtg



    20881 tgattgcacc agaaatgcaa cgcatgaaag aagaattcgg tgaagaccgt 
atgcgcttct
    20941 cgcaagaaat gatggcgctt tacaaacgtg aacaggttaa cccgctttct 
ggttgtttac
    21001 cgttattgct acaaatgcca attttccttg ctttgtactg ggtactcatg 
gaaagtgtgg
    21061 aattacgtca tgcaccgtgg ttaggctgga ttcaagactt gtctgcgatg 
gacccatggt
    21121 tcatcttgcc attaattatg ggtgcgacaa tgtttgctca gcaaatgttg 
aacccgcaac
    21181 cagctgatcc aatgcaagcg aaagtattcc gcattatgcc gattatgttt 
acggtattta
    21241 tgttgttctt ccctgcgggt cttgtgttgt actggattgt gaacaacagt 
attacaatct
    21301 tacagcaatg gtttattaac aagagcgttg agaaaagtcg tatcagtaaa 
gctgaatcgg
    21361 catcttaatc cttgaacttt tgctgaatca atccgcttaa gatggtaatc 
ttaggcggat
    21421 ttttctttgg ctgtatttta ggtttttagg tgaataatat gcatagtcaa 
accacaattg
    21481 ccgcaattgc aacgccacca gggcgtggtg gagtgggcgt gattcgctta 
tcgggaccta
    21541 aggcttatga tattgctcaa aaactgacgc aaaaaaactt acctgaagct 
cggatggcgg
    21601 gtttccgtaa gttttatgat gctgatggaa gtattatgga tgaaggcatt 
gtcttgtgct
    21661 ttccaaatcc acattctttt accggtgaag atgttgtaga acttcaaggc 
cacggtggcc
    21721 ctgtcattca aaatgcctta cttggccgtt tatttgagct tggggcaatt 
gctgcaaaag
    21781 ctggggaatt ctccatgcga gcttttgaaa atggcaaaat ggacttggta 
caagctgaag
    21841 caattgccga tttgattgat gcgacctctc aagctgcggc tcgttcggca 
gtccgttctt
    21901 tacaaggcgc tttttcaaca aaaattaata cagttttaga aaaactgatt 
catttacgtc
    21961 tgcacgtaga agctgcgatt gattttccag aagaagaaat tgattttttg 
gctgatggca
    22021 aaattttagc tttacttgaa gacgttcagc agtctgtaca tgctgttcaa 
acctctgcac
    22081 gacaagggca attactccgt gaaggtctac aggttgttat tgcgggtaaa 
ccaaatgcag
    22141 gtaagtcgag cttgttgaat gcacttgctg gtgttgagcg tgcaattgtg 
actgatattg
    22201 ctggcacaac tcgtgatgtt ttacatgaaa aaattagctt aaatggttta 
ccaatcacct
    22261 taacggatac tgcgggtctt cgtgaaacgg gagatgtagt cgagaaagaa 
ggcattcgac
    22321 gtgcaatcaa agaaattgag caggccgatt tgttgttatt ggtctacgat 
ttaaatcaag
    22381 gcgatgatcc tttaaaactg gctcaagaat actttgccga acatattgaa 
ccgcgtcgtc
    22441 tcatgttaat tggcaataaa tgtgatttaa ctggtcaatc agccgaaata 
agcgattatc



    22501 aagggttccg tcatatcaca gtttcagcaa aacaagagat gggcgtacaa 
ggcctcgtag
    22561 atgcgattac agcgcatgca ggctttcacc ctgaggaaga tacatttatt 
gcgagaacac
    22621 gtcatttaga cgcaatgaag cgcactcagc tctatttggc agaggcacgt 
gagcaacttg
    22681 ttgtatttaa cgctggtgaa ctcgttgctg aatcactacg tcttgctcaa 
aatgctttag
    22741 gtgaaattac gggtgacttt agtgccgatg acctattagg caaaatcttt 
ggttcgttct
    22801 gtatcggaaa ataataaaaa aactggatga tgtagagtgc tatgtcatcc 
agtacttttc
    22861 tcagccgtat ctctttaaaa cttttaaaaa ttcatctaac tcattttgat 
cgacttctgc
    22921 gcctttaagt acgtgatgat gtaagtgctg ttccattaat tcactcatca 
aaccgtttat
    22981 tgcacctttt atggctgcaa cttgctgcaa aatatctata catgaagatt 
ctggttgttc
    23041 tatcgcattt tctatgctgt tgatttgccc ttttagtcgt tttacacgat 
taacaatttt
    23101 tttatcctga ccaatgtgac tcatctgttt tctcttgtac aatttaatat 
actggtaggg
    23161 agtatattgg gtttaaattt tatgcaggat tatagtgtat cacgtcatca 
tcaacatcag
    23221 tttgatgaag gaaatccact tgcacaaaaa cgtattttga ttgcaaccat 
tttaacggcg
    23281 tccatgatgg tactggaagt atttggtggg tggttcttca attcaatggc 
actattggcc
    23341 gacggttggc atatgagttc acatatgttg gcccttggtt tagcctactt 
tgcctatcgt
    23401 gcagcccgtc attattccaa tgatcatcgt tttagctttg gaacttggaa 
aattgagatt
    23461 ttagccggct atagcagcgc aattttgttg atggttgtgg ctatttttat 
ggcttttcag
    23521 tcaattcaac gtttatttaa cccggttgaa attttttata atgaagctat 
tccaattgca
    23581 attttaggtt tggttattaa cttgatttgt gcctggttac ttcatgatga 
tggtcaccat
    23641 caccatcacc atcaccatca ccatcaccat cacgagcatg gccatgggca 
tcaacaccat
    23701 gatttaaacc aaaaagctgc gtttttacat gtggttgcag atgcagtgac 
ttctgttttt
    23761 gcaattgtag cgcttttcgc aggtaaatat tttggatggg attttttaga 
tgcactttta
    23821 ggaattttag gtgctatttt agttgcaaag tggtcttttg gcttaatgaa 
agagacagga
    23881 aaaactcttc tagatgctga aatggaccat cctgtagttg atgaaattcg 
ggaagtaata
    23941 gctgaatttc cgaaacatgc ggaaattaca gatattcatg tctggaaagt 
cgcaaaaggt
    24001 aaattttctt gtattttggc acttgaaact gatgatatct ctttaaatgc 
agaccagatt
    24061 cgtgatgctt tatcgattca tgatgaaatt gtgcatattt cagtagaaat 
taatacctta



    24121 aaacctgttt atgttccacg tgaaacattg gcgtaactga gtagaagttt 
ggttataact
    24181 cggtaatcag ttctgttttc actaacggaa ctgattaaaa tgttcttctc 
tcctgcctcc
    24241 gagtcggttt tatgattaaa aaattaggaa tattggcgtt atttagttta 
actacaagtt
    24301 tgagtttcgc taatgtagat actgttcggg aaaatattaa aaaacaatat 
cctaatttga
    24361 aaattagtaa tattcagaaa accgaaatgc ctgggctata tagtgctaat 
ctggaccagc
    24421 aaattattta tcttggtgaa gatgggcagc acatgtttgt aggctctatg 
attcggttaa
    24481 aagaccagaa gaacttaact aaagatctgg ttttagggca gaactcaatt 
gattggaaac
    24541 agttgccttt aaaagatgcc attaaaacag tcaaaggtaa tggtcagcat 
gttttagcag
    24601 tattttctga tccaaattgc ccttattgta agcagcttga acctgaactc 
gacaagctta
    24661 aagatgtcac tatttacact tttatctatc ctttaaaacc tcagtctatt 
gtggtttcta
    24721 gacaagtttg gtgtgcaccg aatcaatcat attcatggaa aaaattaatt 
gagcaaggtg
    24781 ttaaaccaac ggttgcgagc tgtacaaacc cgattgaccg caacttggaa 
ttagggaaaa
    24841 aattaggttt taatggcaca cctactctca tttttgctaa cggatttaaa 
ctcgtcggag
    24901 cgcgctctgc tgaagaaatt caggcagttt ggaaagagtt aggtttataa 
aatgacttaa
    24961 aaaaagcacc tttcggtgct tttttttaaa ttaaatttac tacttagctt 
tttcgtgcaa
    25021 ttaggttata gataaagaga ataatgactg caccaatgac agaagcaata 
aagcctgccg
    25081 ctgaattttc tccataaaga ccaagtaagc gaccgccata agtggctaga 
agtgaacctg
    25141 caataccaat taaagtagta acaataaaac ctgctttatc atcacctggg 
tgtaaagctc
    25201 gagcgattaa gccagcgaag aaaccaacca caatagcaac aataagtgac 
cacatatttg
    25261 ttctccagtt gtttttttga tgaagttaat gattttgctt catattctat 
cgtgcggtag
    25321 agggatctgt tttgtctgta gcagattgcg actttttgtg tcttttttgt 
tcaaagctca
    25381 gcctttatat aaaaaaatag caccttacgg tgccattttt ataaaattta 
taggccaatc
    25441 tcaccaataa atggtaagtg acgatatttc tgatcgtagt ctaagccata 
accaacaata
    25501 aatttatctt caacttcaaa acctaaaaat ttaacttcta aatcaatttc 
acggcgagat
    25561 ggtttactca ctaatgtgca caattgaatc gaatttggtt cgcgagtttg 
caacatttcc
    25621 acgactttgc ttaaggtgtt gcctgagtca ataatatctt caaccacaag 
cacgtcttta
    25681 ccacgaattt caccatcaag atcttttaag attttaacgt ctcgacttga 
agtggtaccg



    25741 ccgccatagc tagacactgt cataaagtcg agttcatgtg gtttggtaat 
cgtacggcat
    25801 aagtctgcca tgaaaataac agaaccacga agtagaccaa tcagaaccaa 
ttctttgtca
    25861 ctatttgcat agtgagaatt gatttgctcg ccgagctctt tgacttttgc 
ttgaatttct
    25921 tcggttgaaa tcatgatgct cattgcaaca gtcatggcag attcctacaa 
gatataaaag
    25981 aaaaaataaa aaaggtgttg accagcaaca cctcgaaaat ctgagttaat 
ggtaaaattt
    26041 taaagcaaaa tgacgtttca tgcacccttt gatggctgtg aaattttatc 
attttgcgga
    26101 atatgtcgat cacgctttaa cgcaatagca catattccaa ataataacaa 
aaacttaaca
    26161 ataccttttt tatttggctg tttctttttg ataagcacgg tttccataaa 
tataagtcgc
    26221 ctcaatatta cggtcatcac ctaaagtgaa taatgcaaac agtgaatctt 
caacagattt
    26281 agatttagac tggcgaagtt cctgtaatgc tgttggcttt aagtttagta 
ccacaaagtc
    26341 tgcttcttta ccgacgttga agttgcctaa ctgatcctgc aaatcgagtg 
cttttgctcc
    26401 gcctagggtt gcatgataaa gcgcttcata agctgagagt ttatcacctt 
gtaactgctg
    26461 aaccttataa gcctcgttaa cagtttgcag taagctaaac gatgtgccag 
ccccaatatc
    26521 tgtccctaag cctactttca cttgtttttc ccaagttttt ttcaatggaa 
ataaaccact
    26581 gcctaagaac aggtttgaag ttgggcaaaa tgcgatagcc gattgtgtat 
catgcataca
    26641 ttgccattct tcatcttcta agtgaacgca atgcgcaaac acagaacgct 
taccagtcag
    26701 accataatgt tgataaacat ctagatagcc cgcttgttcc gggaataaag 
atttcaccca
    26761 agcaatttca tctttgtttt cacttaaatg cgtatggaca tacacatccg 
gaaattcttg
    26821 ttttaactgc cctgctcttt ctaattgctc aggcgtagaa gtcggcgcaa 
atcgtggcgt
    26881 aattgcatac agagcacggc ctttaccatg ccatttttca atgagcgctt 
tagtgtcgct
    26941 gtaagccgtt tctggcgtgt cacacaacgc ttcaggcgca ttacggtcca 
taagtacctt
    27001 gccggcaatt aaacgcatct gaacgcgctc tgcggcttca aataaggcat 
ccacagattc
    27061 gggatgaact gtacagaaaa cgagggccgt ggttgtaccg tgttttaaga 
gttcctgaac
    27121 aaagaactgg gcaatttcgt ttgcatatgt tttgtcttga aactggattt 
cagttgggaa
    27181 agtataagta ttaagccagc ttaaaagttg ctcgccgtaa gctcccacca 
tttcggtttg
    27241 cggaaagtga atatgggtat caataaagcc gggtacaatc aattgttctg 
gataatgttg
    27301 aacctcaact ccagcaggta gatgctgttg agcattttcc catgcactaa 
accatttgat



    27361 ctttccatgt tcactaatca atacaccatc ttccaaataa cgtatttgat 
ttggaatatc
    27421 agttggctca gagacagttt gttgaatatc taaaaaacga ccacgcacaa 
cggtggtatt
    27481 tgcgatcaat gacatggaaa gcctatatat tttcactttt ttcgattgat 
tgtaccccag
    27541 ttagccaaga tttaaacggt ataacgttta cttagtcccc attcagccaa 
aatccttcga
    27601 taagtcgttg atgaacggtc tgcttcaaaa tgtgcttcca tcattagatc 
aagcggcagt
    27661 tcttctggtt tttgtgattc gaccatgtct tggtcttcgg caaaaatttg 
cgcattaaat
    27721 gcatatacct tttctaaatc acctgtttgg tcaaagttac gggtgagtgg 
aacaaataag
    27781 cgggttttat tacttgagat aggacaacaa gcatttaaaa tttttaagat 
cccaccttct
    27841 ggaaaatcga cagtaagtac ggcagaaaat ggtggataaa cctcaaaggt 
acgcttccac
    27901 aaaaagcctt ctggttcgag atgtttcagt tcatgcggat aattactgac 
attgctgata
    27961 tagaccgttt ttaagccata gttggtacgt tcagtgtgat atttagggac 
gatgggatta
    28021 tcacgattcg caaaggcgtt gtgatgcacc catgcaaaat gagcgacatc 
aataaaccct
    28081 tcaagctgac gaccactaga accaccaata tctacaaaag gtggcaaaat 
cgcttgatgt
    28141 tctgcatcat cccaagtatc taacacagga atattggctt gagtaacatc 
acgaccatga
    28201 atactggtcc aaatgaggcc gtatctttgc acaaccggaa atttggtcag 
agaaaaacga
    28261 tcagaaattt tggttaactc gggctgagct ggtatttggg tacatttccc 
ttcagcgtta
    28321 tagcgtaaac catgataagg acacacaatc tcctcaccat cgacccaacc 
tttggttaaa
    28381 ggcacgccac gatgtgggca aatgtctcgg accagatgaa tttcgccact 
ttctgtcttg
    28441 tagagtgcca tattgacgtc tagtagtgtg actctttgag gcgcattaga 
gacatcttga
    28501 atacgtgcga cgggatacca gtgagtagat agaatttccc aatcttttgc 
ttcaaaactg
    28561 ctgttacacg gcatggcaag gggagttaaa gttggaatcg cattcatggc 
atcactcctt
    28621 aaaaaaatca gggctctcgc gagcccttaa aatctaggct tttttctttt 
taggagatgc
    28681 aaagagcttg ccaatattga attttaataa agtaaaccag aataaaaaat 
ttaaaataca
    28741 tagagttaaa tcattatatt tttgaatttt tgttctaatt tagctttaaa 
agcgaacatt
    28801 gattcttcgc tatatattta aaatgcactg attgactgcg tcggaggcac 
aataaaaaag
    28861 cacctaaaca gtgctttttt aaatctctat tcgcttatta ctcgacaaaa 
taatgtgctg
    28921 caaagtgggc atcattacca atgatgtcat aacaatcttc acgaatagac 
atgcctgcac



    28981 attgatgtgc aaccatccat aaaccaagag taggtagttg tcctgaaaat 
aatggggtgt
    29041 ctacccattt ctgtacgaca taaccatatt tgtcatagtc atcaaaataa 
aagctaccag
    29101 aagccgcgcc ttggtcatgg ccgtcttgta aaacccgaat attggcccct 
tcccttgcta
    29161 aaatcggctt tttcacccat ttaccggaca aagcttgttg cgggtcatag 
gtatgggttt
    29221 caaccaataa tggatgattg ggataacgct tccaaagctc aaccagaatc 
gctttatttg
    29281 aaagtaacat tttccagcaa ggttcaatcc actgtgtttg tgggtggata 
tattgagaaa
    29341 atgcttcttc ccagatccat tcccatggat agagtttaaa tatgttctga 
atgggctgat
    29401 tatggagatc aacaaaatct tgcccgttcc agcctatgtt ctccatagaa 
agctcggaaa
    29461 cttgtagatg agcttggtaa gcggtatcca tcaaatactc taaattaccc 
cagtcttccc
    29521 ttccagcctc ctgacaggca gcaaaatgta catggctacc acgcggtaaa 
attgttttcc
    29581 agcgtttaat caggtcttca tgaatgctat taaactggtc tcggtttgca 
atgcccgaga
    29641 cttgttctat ccacagccac tgcgcgacag aagcttcaag taagccagtc 
ggtgtgtcgg
    29701 cgttatattc cagcattttg atatttcgcc cctcgtaagc gaaatcaaag 
cggccataca
    29761 gcatgggagc attttgtttc catgaatgtt caatatggtt tatggctgtt 
tctggaattt
    29821 gaaagtaagc aggatagttt cctcgttgaa tgaggtctcc tactaccgat 
aaacacatct
    29881 gatgcagttc atttgccgca tcttcgagtt gttcaatctg tttaagggta 
aactcatacg
    29941 caaccccttc agaccagtaa attgagccat cgagagaagg taaattaaaa 
taatcaaaac
    30001 caatattttg atgctccact tgccagtctg gacgtggagt aaatattttt 
cttttcatat
    30061 taagtgaatg cctaaagact tagccgccga aagagaaacc actacgacca 
aaccccccac
    30121 gtattgggga tgaagaagac gcgcttttcg ccgtacttga gataatgggg 
cgacctacac
    30181 tcaaattgct gtaaggatgt aaggtatttc cgtgaaaaga aacttcccga 
ttattttgat
    30241 aatacgcagg ccctaaatag cggcttccaa catagctaga cccatgtcca 
cttgagctat
    30301 tttcttgttt acatgtttca ttattccagt cgcgagcaca gtcatattgg 
ttgttatata
    30361 cgtcttgtac caaaggacca tcattatggc tacatgccgt gagtaataac 
gggacaacga
    30421 caagattaat ttttttagaa cgcatgagac tccacacatt ttaataagta 
tgttcggcat
    30481 aaaataccga ttagctgtta tctattatgt ttctgattag gaaagataaa 
ttttaggttg
    30541 gcatatgata ttaacctgtt tttttaaagt acagtctctt ttgaagattt 
agataacaag



    30601 gcatcttaca tgtagatgcc ttgttgtgat gaactaagac tgcaattgct 
ttttgttgtg
    30661 tcgtaaagag aggtaagcag tgattgctaa cactatgacg ataaagctta 
atgagatcca
    30721 gattggcatg tggaatacat caagcaacaa catttttgca ccaatgaaca 
ataagataat
    30781 gcctaagccg tatggcaagt aatgcaattt agtcgcagcg ccagcaagta 
aaaagaacat
    30841 tgcgcgtaaa cctaaaattg ccattaagtt cgccgttaaa acaataaacg 
ggtcgctagt
    30901 taccgcgaaa atagcaggaa tagaatctac tgcgaaaatc acgtctgaag 
cttcaaccaa
    30961 aatcaaaact agaaataacg gtgttgccca taataaaccg ttttggcgta 
caaagaactt
    31021 gtcaccttca agctgcggtg taatacgcat atggttacgt aaccatttta 
aaagcttgat
    31081 atcttcaata ttggtttctt cttcttggcc ttttaagaac ttaaaacctg 
tatataccaa
    31141 gaacgcgccg aagatataaa gtacccaaga aaactcttga acgaaccatg 
caccaataaa
    31201 aataaagagg gtacgcaata cgattgcgcc caatacgccg tagagcaaaa 
ttttacgttg
    31261 tagcgcagcc ggtatagcaa acgctgcgaa aatcattaac cagacgaaaa 
cgttgtcaat
    31321 tgcgagggac ttttcgagta agtaacctgc aaagtattcc atggtttttt 
ggtttgctaa
    31381 ggtcacccca actgtttgtt gtaggtaaag ccataaacca ccaccaaata 
aagctgcaac
    31441 gcttacccac gccacgctcc agtaagcagc ttgcttaatt gaaacatctt 
gaccttgttt
    31501 ttgcttaaag cccaagaagt caatcagaag catcacaatg actatgccaa 
agaatgctac
    31561 gtacagccat aaattgccga ttgtttccat aaatcctcca tacatccggc 
aattgggcat
    31621 aaaaaaacct cgaccagttg ccagatgaat taaacatctg tatcaacatg 
atcaaggtct
    31681 tgcctacacc atgaatttca cgatgctcag ataccgactt tttaataaaa 
gtgtattgac
    31741 gatatctgac acataacatt gctgttatgt ttggaggagg ctactcccct 
tgtcaaacta
    31801 aattctgttt tggataaaac atatccaagt ccacatagaa tggcagattt 
ttttgtatta
    31861 cgcaactgaa cttcatgtgg tggttttact acataaaagc tctagaggtt 
atttaatcaa
    31921 accacggtct aaaagcggtt tgcatataat ctggtaaagg tgaataaaga 
atgctgttaa
    31981 aggcgtacca taaacattcc agaagtaata accggctgtg ttgaccagta 
acgcgacaat
    32041 aaaagcaccc aacatatcta aagggaaatg cacacctaaa taaatacgtg 
accacgccac
    32101 cacaaatgac aaaaataaaa gaataattcc aatcattttg cgctgagcaa 
ataaataaga
    32161 cagggcaatg gtgctaaaaa ttagcatatg attacttgga aaagacgctg 
ttggcgcatg



    32221 ttcaagaaag gtggtgccca cacccatcac aaacggtctt gggtgatggt 
aaaacagaga
    32281 aataacgtaa ccgactaaaa gcgatacaca ggttagaaag acagatttaa 
tgaccctatt
    32341 ttttaaatct tgatcgccat aaaaccataa aaatgtaagt atgaataaaa 
gaatatagag
    32401 gagatcatta gcaaaaaaga tagcaagacg aatgataaat tgactcgcat 
cctgagcccc
    32461 attaatgaca tggaataagc taaggttgag tgtttctaaa gacattcata 
ttccaaacaa
    32521 gaacaaaaac gtgagctatg ataaagaatt aagcttaagg tcttgataaa 
gaattgtcac
    32581 aaaaatgaaa tatagtttat ttgtgagtaa ataatagaca gtaaagctag 
ataattttta
    32641 atgcgtgttc ggggcgttaa tattaaagtg ttaacgtgtt ggcactttat 
tcgagaacgt
    32701 tattttatga ctactcaaga aaaacagaaa aaattaagtt tgaggcccct 
atctccaaga
    32761 gatccagaac agccgcatag agcagcaact cccctcgaat tattattcga 
tttaattttt
    32821 gtagtcgcga ttgcaacagc tggtcagcag ctacatcatg caattattga 
aaatcatcta
    32881 tggcatgcat taccaagtta cctgatggta ttttttgcgc tgtggtgggc 
atggatgaat
    32941 ttttcatggt ttgcttcggc ttacgataat gacgatgcat tgtatcggtg 
tcttaccttt
    33001 gtacagattg taggatcatt ggtcatggcc gcaggtattc ctgatgtgtt 
ccatagtcag
    33061 gattttgaca tcattattgt cggctatgtg attatgcgtt tggctttagt 
cacccagtgg
    33121 ctaagagccg caaaacatga ccctgaacgg cgaattacgg cgtatcgtta 
tgccgtaggt
    33181 atcgtattgg tacaaattgg ttggcttgtt gctaactttg ctcatgctct 
ttcaattcct
    33241 ttatttttac ttctggttgt ggtcgagtta tttgttccta tctatgcaga 
aaaatattct
    33301 cctacgccgt ggcatcctca tcatattgta gagcgctatg cccttcttac 
tattatcgtt
    33361 ttaggggaat ccatcgtagg tagctttaat gccattcgtg atgcgcttgc 
ggctcaatct
    33421 attaatattc cggctgtttt tttaatgatt ggcggattaa tgttgatgtt 
tgcaatgtgg
    33481 tgggcttact ttgaccgtag tgaacagcat catcatatta aaggtgtacg 
tccgtttgtt
    33541 tggggatatg gccattattt tgtttttgtg agtgttgctg ccgtaggtgc 
tgcccttgct
    33601 gctgctgtgg atgttaccac ccaccatgcc catatttctg atttatacat 
gggtgtaatt
    33661 gtcgcggtga gtgtggtgct ttataccagc tgcatatgga tactttacga 
gtttcagtgc
    33721 ttatctggaa ttactaaatg gttttatcct attactgcac tcattatttt 
atgtattccg
    33781 tttatttgta ataacgtggg atatagcgtg tttgcgatgg gtattgtcta 
tacgttacgt



    33841 ttattcatct cgaataaatt tatggaaaat atagagccaa aacaggttta 
aaaaataatt
    33901 aaactaaaaa acgggtttca atttgaaacc cgttttttat tgaatcatct 
ggagcgcaag
    33961 ttaagcagct tttgctttta atgcgctcat aagtttttga tgtaagccac 
caaaaccacc
    34021 attcgacata attacaacgg catcaccctc acctgcttca ttgacaatac 
ggtcaataat
    34081 ttcatcaagt gaacggctga cttgggcatg gttagtcgca gcttcaatca 
caggttgtaa
    34141 atcccaatct aggccttctg gctgatacca aatcacttcg tctgctaaac 
gagcagaatg
    34201 tgctaagcca tctttatggc tacccatgcg catggtattt gaacgtggct 
caataatggc
    34261 ccataaacga cgttcgccta aacgtttacg tgcgccatct aaagtcgtgt 
cgattgctgt
    34321 tggatggtga gcgaagtcat cataaacctc aataccattg atcgtgccga 
gtaactccat
    34381 acggcgtttt acaccgccaa agttagacaa agcttcacat gccttttcaa 
gcgaaacgcc
    34441 cacatgctga gcggctgcaa tcgttgccaa tgcattcgct acgctatgct 
gccctgtcat
    34501 gctccatttt acttcgccaa caacattgcc attttcgagt actttaaaat 
ggctgccatc
    34561 aattgaaatt aattcggcag acaaagccgc tttttcattt gcttctaaac 
ttgtacgaat
    34621 cactggtgtc cagcaaccca tttcaagtac ttcatcaata tgtgtttcag 
taattggcgc
    34681 aataatacgg ccttcacttg gaatagtacg aaccagatga tggaattgct 
tttgaatcgc
    34741 tgctaggtca tcaaaaatat cggcatggtc aaattcaagg ttatttaaaa 
tcgccgtttt
    34801 tggatgataa tgaacaaact tagaacgttt atcgaagaaa gctgagtcat 
attcgtcggc
    34861 ttcaaccaca aagtatttgc caccgcctaa acgagcgctt tcactaaaac 
caagtggaac
    34921 accgccaatt aaaaagcctg ggtttaaacc cgcctgatca agtacccaag 
cgagcatggt
    34981 tgtcgtagtt gttttcccgt gagtacccgc cacaccaagc acatgtttac 
cttgtaaaac
    35041 gtgatcagca aggaactgtg gaccagaaat atatggcaga ccttcattta 
gcatgtattc
    35101 gacagcatct ataccacgtt tcatggcatt gccgacaata accaagtccg 
gatgaggctg
    35161 taaatggcta cggtcatagc cctgcatgag ttcaatacct gcattttcta 
actgggtaga
    35221 cattggcggg taaacgtttg aatcggaacc tgttacctta tgtcctaaat 
cacgagctaa
    35281 aagtgctaaa gagcccataa aagtgccaca aatacccaag atatgcagat 
gcattgctcg
    35341 ccttctccac tgcttttgta cacagtatta atgtgaatta ctgtgttttc 
attattgata
    35401 aatttgccag caacgatagc aaggctcaac tggaaaagat agtcaaaatt 
cgttgttgtt



    35461 ctatgtgttt gaggcgttca taaaagtaca gctttatttt ttagatttaa 
gctgaattac
    35521 agttttatct tttataatat tttcgatcca tattaatact tacatcatcg 
tgatgatgaa
    35581 ggatgtgcct ttgagcccaa cggttttagc tttcgttctg ttaattattt 
ctaactgttt
    35641 tatgacactt gcatggtatg ggcatcttaa gtttttgcac cacgcaccat 
tctggcaagc
    35701 gattttattc ggttgggcta ttgccctgct cgaatatagt tttatgattc 
cggcaactcg
    35761 actcttgagt gaccaaggtt ggactttggg tgaaatgaaa attacccaag 
aagttgtcac
    35821 gcttattgta tttgttccat ttatggtgtt gctatttaag cagccgttca 
agctagacta
    35881 tgtttgggct atgttatgcc tgtttggttg tgtctatttt gtatttagaa 
gccagtaaaa
    35941 ttatctgaaa ttgggttttc agacagatcg ttgttaaatc catcggaatc 
atgctttttc
    36001 cacataaact tgggctttgg ggtgagtgaa aaaacagcta taatattggc 
ctcatctttt
    36061 tctctcatgc ttggcttggt acaagtcgag tttttaccat ttttacgctt 
tggaaatgcc
    36121 aatgaacgcg gtcgcaacag atacccaacc tttagtcgga attatcatgg 
gttcccagtc
    36181 cgattgggca acgcttgaac atactgccaa tatgcttaaa caacttggtg 
tcccatttga
    36241 agcggaagtg gtatctgctc accgtactcc ggaccgtttg tttgaatatg 
cagaaactgc
    36301 gcgtgatcgt ggtattcaag tgattattgc aggcgctggt ggagctgcgc 
atttaccagg
    36361 tatgtgtgcg gcaaaaactg atttacctgt gttgggtgta ccagttaaat 
catcaatttt
    36421 aaatggcgta gattcattac tttcaattgt acaaatgcca gcaggtatcg 
ctgtaggtac
    36481 tttggcaatt ggtccggctg gtgcgaccaa tgctgcgatt atggctgctc 
aaatcttagg
    36541 tttaactcgt cctgaaatcg caaaaaatgt tgcagatttc cgtgctgcac 
aaactgataa
    36601 agttgcaagc aacaatattc cgggacaggt ttaagaggct gaaatggata 
aaactatcgg
    36661 tatttttggt ggtgggcaat tgggccgtat gatggcgcaa gcagctttac 
cattaaatat
    36721 tcaatgtact ttttttgaag caaatacaga ttgtccagca ggtgttttag 
gccaagtttt
    36781 ttctagtcaa gatgaacaag gtttaaagca gtttattgaa agcgctgatg 
ttttcagtct
    36841 tgagtttgaa aatacacctg ttgcagatgt agatgtgtta acacaaacta 
aaacactgca
    36901 ccctccccgt attgctttag caactgcgca aaatcgtttg tcagaaaaag 
cattgtttga
    36961 tgaacttgcg attcctgttg cgccgtatcg tgctgtagat agcctagaaa 
gcttgaaaaa
    37021 agctgttgct gagcttggtt taccaattgt acttaagact gcaactggcg 
ggtatgacgg



    37081 taaaggtcag tttgtacttc gttctgaaga ccaaattgat acagcttggg 
cagagcttgg
    37141 tcctgcaaaa agcttagtgg ctgaaagttt tgtgaaattt tctcgcgaag 
tttcgattat
    37201 tgcagtacgt ggtcaaaatg gtgaagtgaa gacctggcca ttggctgaaa 
accaccatca
    37261 caacggtatt ttgtcgcact caatcatacc tgcaccgaat agtgaagctc 
tacaacctgt
    37321 tgctcaagac tacattacgc gtttgttaaa tcatctcaac tatgtcggtg 
tgctaactct
    37381 cgagctattt gtgacagaac aaggcttgtg tgcaaatgag atggcaccac 
gtgtgcataa
    37441 ctcaggtcac tggtcaattg aaggtgccgt atgttcacag tttgaaaacc 
atattcgagc
    37501 tgttgcagga ctaccattgg ggtcaacaga cgttgttcga ccaacggtta 
tgatcaatat
    37561 tattggtcag catcctaaaa ctgaagatgt tttggcacta aatggcgctc 
atctgcacct
    37621 ttataacaaa tcggaacgtg ctggccgtaa gttaggccac attacgttaa 
tgcctgtgga
    37681 tagtaatgaa ttgacgaatt tatgccgtca gttagcgaaa attttgccag 
aaccactcgc
    37741 tttaacagat gatatgatca tttaaataag ttaaattttc taaaaagcga 
tcttcggatc
    37801 gctttttttt gtcttttaaa tttaaaaaaa tattaaaaac ctgttatttg 
ctcactgtgg
    37861 ataacttttg ttgagctttt gaatttaaat ataggccata attttgaatt 
taaaaatgaa
    37921 ataagttgtt ttgagagttt ttgaatttaa aataagttat ccccaatact 
taaagtttga
    37981 atttaaatct ggtactccag cttgtgtttg ttttgaattt aaaaagatgt 
atgtcgtctg
    38041 aatgatattt tgaattcaaa actgcgcctg acttttaaat ttaaaacgta 
tattcatgag
    38101 tagccaaggg tttgtacttc acaagagtta tgaaaagcat aaagaatata 
gtgtgtaagg
    38161 tgctttaggt gtgtggtttt ataagttatc cacaagtgga tggggcttgg 
atttttaaat
    38221 ttaaaatgaa gtttttgaat ttaaattaga gggcggattt tgaatttaaa 
aattaattca
    38281 tcttgtgagg aaagttttaa attcaaaaat agaggggaga tttgaattta 
aaactctgga
    38341 aatgaattta aagaagtaat tatgaattca aatttacgat ttctctctga 
aaaatttgag
    38401 tccataatgg tatggtactt acaaatttaa atttaaaaat tgaactagga 
taatatgcga
    38461 cgtttttctt gtattgttgg gtctgtattt ttggcgatga cccaggctca 
agcagagctg
    38521 gtaattaatg gttctacaat atctagtaat gcgactgttc cagtaacgaa 
tagtgatact
    38581 tatacgccta ataataattt ccagagctgt ttggcaaatt tacgttcaca 
ggctattgct
    38641 gctggtgttt caggtagcac ttatgatcgc tatacgcaaa atttaacacc 
agattactcg



    38701 gtgattgata agttaaatta ccaaccagag ttttcgacac cgatttggga 
ttatttgtct
    38761 ggtctggtag atgaagaacg tgttgcactt ggaaaacaaa aacttgcaca 
acaccgtgat
    38821 gttttaaatc gtgcttctca agtgtacggt gtgcctgcgg aaaccattgt 
ggcagtatgg
    38881 ggcgttgaaa gtaattttgg tgatatctct ggaaaatatc ctttattaca 
agcgcttggg
    38941 actttaagtt gtgaagggcg ccggcaaagt tatttccgta ccgagttttt 
tgccacaatg
    39001 cgtattttac agcgtggtga cttaaccgaa gatcaactta aaggttcatg 
ggcaggagca
    39061 tttggtcata ctcaatttat gccatcaact tatgaacgct tagcggttga 
ttttgatgga
    39121 gatggccgac gcgatttagt atcgagtact gcagatgcat tggcatcaac 
ggctaatttc
    39181 ttgaataaag caggttggca gacgggtatg ccttggggtt ttgaagttca 
aattccagca
    39241 ggcatgtcaa ttgatggaga aggacgacga tcgaaaaaac cattaagcag 
ttggagttcg
    39301 cgaggagtaa cacggattga tggttcgcca ctaatacaag gtcctttgtc 
tggtagtacg
    39361 ccagccggtt taatggctcc agcaggacca agtggaccag tatttttagt 
atttaagaat
    39421 tttgatgcta tttatagtta caacgctgcg gaaagttacg ggcttgcaat 
tgcacatttg
    39481 tctgatcgct taagaggagc aggtccattt gttagctctt ggccaactga 
tgaccctggt
    39541 acttcacgtg cagagcgtcg tgaaattcag caatttttga ttaatcgtgg 
ttatgatatt
    39601 ggtgctgttg atggattgat tggcgataaa acccgtgttg ctattcgtca 
ggagcaaacc
    39661 cgtttaggtt taaatccaac aggacgggca gggcaacaaa ttttacgtgc 
attccgccaa
    39721 gaacaagcac gaaaaatgat gcaataaaat attaaataaa aaaggtctgc 
atatgcagac
    39781 cttttttatt taacaactaa actatagatt gatctagctt aactgcttcc 
aatatatcaa
    39841 aaataactga ggtgacatct tggcttaaat cacggtcatt aaagatttca 
taagcagtaa
    39901 ttgtgacatc tgtatcactt ggtagctgct tttgttcttc ttcaattagg 
tgctcgatag
    39961 gcaataatgt ctgcttaact tccagatgta aaatatcttt atattcaata 
ttttcatctt
    40021 caagctcaat ttcttgctca ttgaagtaag gtaataaaat agaatgaaga 
taaggtttaa
    40081 gttcaataat atcaaatagt tcgatatctc gagtttgctc aatcgtacta 
atgtgatcat
    40141 ttacttcaat caggatatga taataactca tcttgatctc cattctattt 
tagacggctc
    40201 ttacaaccac aataacatga ctttgacatg aatttcgatg tatctattta 
taaaatagat
    40261 acatcgtatg agttcagtat ctaattattg aggtaaagcg cttaatagat 
cacgatcagc



    40321 atcagttaaa atattacttt ttttatcgct atcttttcga actgagtaca 
ttaaagcgcc
    40381 cggttgatca ctatgtttta agccaagtgc atggcctaat tcatgagcaa 
ttgttaaacg
    40441 taaatcatca atagaactat attcatagat catgatttgt ttaccgttat 
aaataccttt
    40501 cttaaataca tcagcttggg cattttgctt aaactgattt aatgattgat 
tgaattcatc
    40561 attaatctgg ttaaagtgag taaccttttt atttaagtct gcagcttgct 
gattataagc
    40621 agcgatatct ttctttaaag caactgtctg tttctgtaaa tctttctgag 
ttttcgaaag
    40681 ggattttgcg gtgtattcag gtgctaattt tccttcctta aactgcatca 
tctgttgatc
    40741 aaaattcttc aatttctcat ttaagatctg ttttttattt tcaagatccg 
attgagtttg
    40801 acttaaattt tgcttcaact gtttaatttg ttgttgctca tcaattacac 
gttgttggtc
    40861 ttgtttgaac tgagaagcga ttttttgacg ctctgctgaa cgattttggc 
tgtcatcgta
    40921 tacaagacga atttctaact ttgcatttgg gtcataagta aagtaatttt 
tacctgtacc
    40981 ttctttccaa atatcagcag cttgctgtgt aatctggatc aattgctctt 
gacttaaacc
    41041 aaaacgaggg tcaacttcag caattttata tgtcaaatgt tgaacatttt 
tttgctgaac
    41101 ttgggtgtgt aggggagtcg caagattagc attagcctga aaattagaaa 
aagcaaaggc
    41161 catgcctaat aacaaagaag ttaaacgcat aatcaaaggg gggagatttg 
aaaaaaaacg
    41221 tattataaga atataaaatg aaaaatcaat caaaaaatat acaatttcga 
taaaataatg
    41281 agacttgagt ctcattattt tttaccaaat gccaaattat tttttagtaa 
aaattgaata
    41341 gtttttattt tatttagttt atttaatcag ttagttttaa tgattttcgt 
catttgaacc
    41401 atataatgta gccaatagat ctaaatctga atttgttaat ttgaagttat 
gaatatcctg
    41461 ctctcttaaa agagggtaca tcaaagattt aggatcatcg gtgtgtttta 
aacctaatgc
    41521 atgtccaaac tcatgagcaa gtgttaggcg caaatcatcg aatgaagtaa 
agccataaat
    41581 ctgaatttgg ttttgactaa acaagccttt atgaaaagtt tttgagccag 
aagtcgtgct
    41641 caaattaaat tgctcaatag attgattaag caggttttgt tgttgattta 
tttgcttaat
    41701 ttgtctatta agcatttcta ttttattgct gtgttgagaa aactttgttt 
gtaattctaa
    41761 cgaaagctgg cttaactcag cttggcgttt gtttaaactg ctttgagtaa 
attgcccata
    41821 gtttccttga ttaaaaagag atacatcttt ttgatattgt tcgaatttat 
acttgagatt
    41881 ctctttttct ttattcaaaa gagtagtttc ctgatcaatt tgttgtttaa 
ataaaagaat



    41941 agctttattt ttctctctcc attcttcctg ctgctttaat agctcattta 
tactattttt
    42001 tctttcattt tgagtagctt gttggttgtc caatactaaa ttaatagtaa 
gctctgcttg
    42061 agaatcataa ataaaatagg ttttcccagt ttctttttgc caaatttcag 
ctgcttcttt
    42121 accaatttga ataaattgtt ctttcgttaa ttcaaaacgt ggatctatat 
aatcaatcct
    42181 atattttaaa ggctgattaa aagaaatatt tgataaattg ctttgagcaa 
aagcagctac
    42241 ctgtaagctt atactgaagt ataaacttat ttcccaccat agaaattttt 
tcatggcaaa
    42301 aataaaaata taaataaatt cttattgtta ggatgtaatc cttattcgtc 
aaagtgataa
    42361 aaatgaccag agatagcgat tgttttgtga acttgctaaa gaaagagaat 
aaataaatac
    42421 atgtgtttgg cattaatgga aaaattaatg gatttcataa cagtgatttt 
aattttttaa
    42481 aatatctata aataataaat agttaatttt tataattgac tattatgcct 
attaagttta
    42541 tgaaaatata taaaaaatat tattgttact ttttgtaaat aataaaaaac 
cgcgctttcg
    42601 cgcggtcttt tttaaagaga caaattattt tttgtcatct tttacttcag 
tgaactcagc
    42661 atctacaacg ccatcgtctg ctttttgttg accagcatca ccaccttgga 
atgcatttgg
    42721 gtcgaaacct tcagcaccgc cagcttgttg cgcttgttca taagcacgtt 
gagtgatcgg
    42781 cattaatatg ttttgtaaag cttcagtttt cgctttgatt gcttcaacat 
cattttcttt
    42841 tgttgctgct tcaagttcag aaactgctgt atttaccgct gttttttcat 
cttcagttac
    42901 tttgtcacca agatctttaa cagctttgtt tgagcttgaa attaatgcat 
cagcttcgtt
    42961 acgagctttt gcaagttctt caaacttacg gtcttcttca gcatttgctt 
ctgcatcttt
    43021 aatcatcgct tcgatttcag catcagataa acctgagttt gccttaatct 
ggatcgattg
    43081 ctctttacca gtgctcttgt cttttgcaga cactttcaag ataccgtcag 
cgttaatatc
    43141 gaaagatact tcaatttgtg gcacaccacg tggagcaggt gggatgtcac 
ctaactggaa
    43201 gttacccaac aatttgtttt gttgagccat cttacgttca ccttggtaaa 
ctgaaatatc
    43261 taccgctggt tggttatcag cagcagtaga gaacacttgt gatttcttcg 
caggaatcgt
    43321 cgtgtttttc tcaatgattg gtgttaatac accacccatt gtttcaatac 
ctaaagttaa
    43381 tggtgttacg tcaagaagca atacgtcgtt cttgtcacca gacaatacag 
caccttgaat
    43441 tgcagcaccg attgcaactg cttcgtcagg gttcacgtct ttacgtggct 
ctctaccgaa
    43501 gaattcttgt actttttgtt gtacaagtgg catacgagac tgaccaccaa 
ctaagatgac



    43561 gtcagagatg tcagaagtcg aaagaccagc atctttaaga gcaatcttac 
aaggttcaat
    43621 cgtacgagca actaaatcag caactaaacc ttcaagtttt gcacgagtta 
cgttgatcac
    43681 taagtgttta ggaccagtcg catcagcagt gatgtatgga aggttgattt 
cagttgcatt
    43741 cgaagaagaa agctcgattt ttgctttttc agcagcttct ttcaaacgtt 
gtaacgcaag
    43801 tggatcgttt ttcaagttta cgttttgttc tttcttgaat tcttcaacca 
agtattcaat
    43861 taacgcgtta tcgaagtctt caccaccaag gaaagtatca ccgttagttg 
ataacacttc
    43921 aatttgttgg tcgccatcaa gatccgcgat ttcaatgata gatacgtcaa 
atgtaccacc
    43981 acctaagtcg taaactgcaa ctttacggtc gccttctttt ttgtccatac 
cgaacgcaag
    44041 tgcagcagca gttggttcgt taatgatacg tttaacatct aaaccagcga 
ttttacccgc
    44101 atctttagtt gcttgacgtt gagcatcgtt aaagtaagca ggaacggtaa 
ttaccgcttc
    44161 agttactgtt tcacctaaat aatcttctgc agtttttttc atctttttca 
agatttcagc
    44221 agagatctgt tgaggtgcta gttttttatc gtttacttca acccaagcat 
caccgttgtc
    44281 tgctttgatg attttataag gtacaagacc gatgtctttt tgtactgctt 
gatcttcata
    44341 acgacgacca attaaacgct tgatcgcgaa taatgtattt ttagggtttg 
ttactgcctg
    44401 acgcttagcg ctttggccca ctaagatctc gccatcttta tatgcaatga 
tcgatggagt
    44461 tgtacgtgcg ccttctgcgt tttcgattac ttttacttta tcgccttcaa 
gtacagcaac
    44521 acatgagttg gtagtaccta agtcaatacc aataattttt gccatttggt 
gtgttcctct
    44581 aaaattctgt tgcaatgttt ttgcttgtta ttcgatatga gagtcaatcg 
gtttttttca
    44641 agcattttta tgaaaaaaaa tcaaaaaact ctcaaattct tgggctttta 
gcaaagagat
    44701 gctttgcttt tgctcatttt attgaccaac cataaccata gcagggcgca 
ataagcggcc
    44761 atttaaggta tagccttttt gtaaaacggt accgatttca tttgcttttg 
catttggatc
    44821 aatgccaaca gcttggtgta aatctgcgtt gaaaccattt tgagtatcag 
cttctacaac
    44881 gccaaatttc tcaagagtcg ttaaaagtga ctttaaggtt aacttaacac 
cttcaagtac
    44941 aggcgtttct tcatcgccag ctgcctgaat tgcgcgttct aaattgtcga 
cagagtccaa
    45001 caattctttt gcaaatttct caagcacagt ctctttatgc ttctcagact 
cacgctgaat
    45061 acgctctaca cttttttgtg cttcgtaaac tgcattggca gtacgagctt 
tttcaagctt
    45121 aagattttct tctagtttag tgatttgcgc ttgtaaagat tcaacggtaa 
cgtcgtttgc



    45181 ttgctctaca ccttcagcct gagtttgctc gttagattgc tcaacttgct 
cattttgaat
    45241 gtcttgagct tgctcgtttt gctcattagc cattgatgat ctccgtttaa 
atgggttttt
    45301 aaacatgtac agtccttttt ggcatcagta tttactgtgt aaaacctgaa 
ctgccatgca
    45361 tatgctgtaa ttcattaata gggatgaagt atgggcattg cctaaaaatt 
caagcgtaca
    45421 cggcaattta aagcttttaa ttttgcggtt ttaagtaaaa atctaaattt 
tcgatcataa
    45481 aagctataaa ttcttgagtg attcggggta aatgttgtct agaagcatac 
acgaccgaca
    45541 aacttaactc gggggccgta aaatttttaa ataaagcttt taagcgtttt 
tcttttaaat
    45601 ctttctcaac taataatgta ggcaacattg cgactccctg tgcatgtaag 
cacatatcgt
    45661 aaagtgcatt cacatcatta cttttaaaag tgacatttag aggatagttc 
tgaggttgtt
    45721 gctcattatc aaaaagtgtc cagaattgat gttggctatg atgtgcaata 
cattcatgtt
    45781 gaatgagttg acgaggatgg agtaggggac tgtgctgttt taaataatca 
ggatgagcac
    45841 agaaaacgga ttcgatttga caaactggcc gtgcaattaa accatctgcg 
actttttgag
    45901 taatgcgtag tgccaagtcc acttgtgcat ctataagatc catcgtgctt 
tcagtcaggt
    45961 acacatcaaa ctgaatatga ggatgctgtc tcttaaattg ccgaatacat 
tccgcaaccc
    46021 caagttcaaa tagaaataat ccgcatgtaa aacggattgt accgttgtgt 
tgttcaggtg
    46081 ctgcgagttc ttgtaaaagt tgttgctgct gtaaaatatt ttcgcagtag 
agcagggctt
    46141 tttcacctgc gggtgtaaga gatatttttc gggtatttct ctgaaatagt 
cgagttgaga
    46201 acgtatgttc aaggtgctca agataacgcg aaaccattgc acgagaataa 
ttaagatgct
    46261 ctgcggcttt agttaaatta ccgtgttgtg caatagaaac aaagacctga 
atggctttta
    46321 aagtatccat atgtctagct attattacaa tatatgcaac agtttatctt 
aatttagtgc
    46381 gtttatctta cataaattgc aatttaaagt gttcttcatg aaacaggaga 
atacctaatg
    46441 aaattattta aattatccgc ttccgcactt gctactgcta cagcattaac 
tatggctcag
    46501 tcagcttttg ctcaagatct gaaaattcag agttttctgg ctaaaccaga 
gcactttggt
    46561 gtcacctcaa ccttaataga aggcgacaaa gaagttttac tggttaatgc 
acaattctca
    46621 aaatctgaag cattacgtat tgctgcaaat attctcgata gcggtaaaac 
attaaaaact
    46681 attttcgtaa gctatggcga cccggactat tatttcggct tagatgtatt 
taaacagtat
    46741 ttcccgaatg tacagatcat tgctacgccg gaaacagtaa agcatattca 
ggatactcaa



    46801 gcgcttaaag ttaaatattg ggggccacaa atgggtgcaa atgcacctag 
ccaaattatt
    46861 gtgcctcaag cttacactgc taaaacttta aaacttgaga atgagtcaat 
cgaaattaaa
    46921 ggtaaaaaag agcttactta tttatgggtt ccttctgcaa aagcagtcgt 
ggggggtatt
    46981 ccggtatctt caggtattca tttatggatg gcagatacac ctaaaaccaa 
agatcgtgtg
    47041 gaagtcattc aatctttaga aagcatcaaa gcactacaac ctaaaattgt 
tgtacctgct
    47101 catatggttg agggagctcc acaaggtcta gatgctgtta acttttcaat 
taactattta
    47161 aatagttatg aaaaagcagc taaagcaact aaaaatgcta gtgagctgag 
caagctcatg
    47221 cagaagcaat acccaacgct tcaaagtgtt gatagcttag agctcggcgc 
taaagtggta
    47281 aaaggtgaaa tgcagtggcc ataatctaat gtttaagcca tattaacttt 
caagaaagcc
    47341 gtgacaattc acggcttttt tacagagaaa tcgattttaa aagtcaaaaa 
gctctgtaac
    47401 aatctacgca acttgtattg tgtttctata aagggaaata ttttgaatat 
atctgtcaac
    47461 tagagaaaaa ataaaaaatt gataaaatta aacaagtgct tatctatagt 
ttcatttata
    47521 aaataatata gttgatttaa gaaagtaatt ttaataaaaa attgcagaat 
ttgtaccgct
    47581 attactacaa aagacaacca atgatacgca cgttgagaaa aaaaattgtg 
aattataggc
    47641 agcgcgaaga tgaactttgc atttaaatgt ttgtcgtaat gaaaggaaag 
ctatcatgaa
    47701 aaaattaggt cttatctctg tagtacttgc tggtgttgca tttacagctg 
ttggttgtgc
    47761 atcagaagct ggtttaaacg cttctggttc tgctcaaaca agtgctagcc 
catctggcgt
    47821 acaagctggt gttggtgtag atgcaggtgt ttctggtcaa gctcaaccag 
gtcaagttga
    47881 tgctggcgct tctggttcag tttcaggttc tgcaactgct cagtaatttg 
ctgctaaaaa
    47941 taagagatat gagtttatag aacgtatatg ttcaagatgc cgatacatat 
atgaaatgag
    48001 ctgctactca tttttctata aattagagag aatttatatt cctcaaaaaa 
gccccaagag
    48061 acttattgct ttggggcttt ttatatagaa gtagtatgtt tagtcatcat 
gacgataatc
    48121 tctatgatca tgatctcggt cttctaagcg tttcttctcc cattcacggt 
gtcgtttttc
    48181 ccattcacga cgatcctttt cctgttcgcg aatatctttg cgttgttgtt 
catataatct
    48241 tttacgctct tcccaacgtt tgcgttccca ctcactatat cgacgtccat 
cgttacggtc
    48301 ataacgatcg tcgtcatgat catggtaacc ataaccaccg cgataataag 
gatcatctgt
    48361 ataagcaaca cagcctacag ttaaaagact ggttgctaac aaagtaacaa 
ctagttttgc



    48421 tgacatagca gtacctcttt ttgtctgtta acaataattg gcaaaaaagt 
cctgttttaa
    48481 acgacagatt tgttaatgac atttgctata aatcagatta gcgtagattg 
gtttttacct
    48541 ttgtatcttg attgcatgag ttgtatgcga atatagtcaa acaacaaaga 
attctgtaga
    48601 aaatatgaag gataagaggg attcaaggag acaggcatga cagcatttaa 
tcaaaaaatt
    48661 caaacattac tagataaggg gcaaggtcct gctgctcgag cacttgatag 
gttacctcga
    48721 ctagctcaag agtctctcgc taaaatttta ggatactctt atcaatatcc 
agatctcgat
    48781 tcatttacga aatgcatgat ggctgtgcaa attaaacagg ggagagtggg 
atttattggt
    48841 tcagacccaa ttgaatcaag aagagcattc gatgcacaaa tgcaggccat 
acgccaaaaa
    48901 ccaactgata ttgagttagt agaagatatt cgcttacccc tacaaagcgg 
aactatcttt
    48961 gctaggcatt atcatcctgc ccctaataaa aaactgccct taatcgtgtt 
ttatcatgga
    49021 ggtggttttg ttgtaggtgg tttagatact catgatgagg tttgtcgctt 
attagcaaaa
    49081 tatgcaaaag tacaagtact cagtatcgac taccctttag cacctgaagt 
ttcaccacaa
    49141 catttaattc aatcatgtga agatgcatta gcttgggttt atcaaaaccg 
cagacaatta
    49201 aaaatattaa aaagtagaat tgctgtcgca ggggatagcg ctggcggaaa 
tattagtact
    49261 gtcgtggcgc aaagatcagt aaataaagct tatgctccgc aggcacaatt 
attgatttat
    49321 cctacagtcg acttcaaaag cagacatcct tcattctatg cttataacga 
agggctagtc
    49381 ttaacaaata ctgatattga ctatgtcact caatattatg caactcatca 
taatgtagaa
    49441 cttgatgatc caataatttc acctacctat ggcaatctaa agaaaaaccc 
gcccgctttt
    49501 gtgattacag cggggcatga tgtcttacat gatgaagcta aaatatatag 
tcataagtta
    49561 agacaaaatg gcgtgaaaat gtattatgaa gaatttccgg atcagactca 
tggctttatt
    49621 aacctgactc cgatttctag aaaagcaaaa cgttatacga tcgaaattag 
taaaaacttt
    49681 agaaagtttt gggataaaaa tagttaagta agctgattaa tccatgtttc 
acgtggaacg
    49741 tggattaata taaaagctat ataaagctat taataaatac tcactagaat 
tgtttgccgt
    49801 aggcgattag atttaacggt taattattta taaagttgtt gtagggcaat 
atgaaaaaat
    49861 tactgatgtt gttgtgttta ggagtaagta gtcactcagt gtgggcgaat 
accttagttg
    49921 agatgcaaac aaatttaggc aacatcgaaa tagagttata cgatgataaa 
gcaccaatga
    49981 gtgtgaataa ctttaaaggc tatataaaat ctggttttta taaagagacc 
atctttcacc



    50041 gtgtcattcc aggatttatg gctcaaggtg gcggaatgac tgtgaacatg 
caggaaaaga
    50101 caacacgagc acctattaaa aacgaagcag gaaatggtat tgcaaataca 
cgaggtactt
    50161 tggcgatggc ccgtactaca aatcctgatt cagcaactag ccagtttttt 
ataaatgttg
    50221 cagacaataa ctttcttaac cgttcaccag gaaatctggg atatgccgtt 
tttggtaaag
    50281 tggtcaaagg aatggatgta gttgaccgta ttgttcaggc tcctacatca 
aactatggca
    50341 tgcatcaaaa cgtaccaaaa cagcctataa agatagtaga tataaaaatc 
aaaaattctc
    50401 aaaaataaat taaccatata aatcagttat ttaattattt ttaagatttt 
atttggctga
    50461 aaaagaaccg gtcgagcgcg catatttata aaagtgcttg cgtaccggtt 
ttttttccct
    50521 ataatgcact catcccgacg cgatacacga gaatatctta gcttacaggg 
ttaagatgag
    50581 ggttttgtat tgcgttgaat tctgtctctg atgaggagca gaaaaatcat 
taagagaatt
    50641 gaagaacaac ttgtgtggat ttttactgat tgattaatcg aaataatttt 
cattgattga
    50701 ttggtttaaa ttactcgaag tttatttgag cgaaatttaa gtcagtaatt ga
//
LOCUS       NODE_17_length_26611_cov_104.49546926611 bp   DNA linear
17-DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..26611
                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
     gene            221..724
                     /locus_tag="DSM_03631"
     CDS             221..724
                     /locus_tag="DSM_03631"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MWHSAKKVLFCILVVFATSGPAYANSKHNFYVLTLSILSYSKWE
                     
NVSTPTLCVIDNASITSTFQSYIQQLSYNYRVQTVNAKDFSKSHCQAVYFSTTPPQQQ
                     
QNLIQNYPYRSLLSLSINNPECEVGSIFCLYNQNNYTTFKVNLDALSHSKVHIDPRVL
                     LLAKNAE"



     gene            730..1953
                     /gene="dgcN"
                     /locus_tag="DSM_03632"
     CDS             730..1953
                     /gene="dgcN"
                     /locus_tag="DSM_03632"
                     /EC_number="2.7.7.65"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P46139"
                     /codon_start=1
                     /transl_table=11
                     /product="Diguanylate cyclase DgcN"
                     
/translation="MISKLYQSTSLHALFRKSQFTIFAITFFICSFTFVSISVFTMET
                     
YAKQNLQLLSHTLLERIQPAVVFNDKITIEQILNEYTNDHSIRAIHIYDSEHHLIAQS
                     
FKLSSQTSVLEKWFDHWFLNEPVHLTIYHHQQNVGELTLFGSSEKILQFLKMIMVGLA
                     
IAMLFIVCALWWSVNLTYRQIMQAIYPLTNIAQIVSEQKAYNLRFPYNRIKEFQDLNT
                     
VFNELLEEIQIWDNQLQKENRKLSFQAHHDQLTLLPNRHYFYQILLDMFEDKDFDNKS
                     
ALLFIDNNNFKSINDQFGHLAGDEVLKERAKRLQTRLRHQDFIARLGGDEFAVILHSI
                     
THADHLISIAENLLESCKEPLHLNDQTIYFSFSVGIALSQFASSPEDFIMQADQAMYK
                     AKTSEQHWFIYKPEN"
     gene            1968..2447
                     /gene="psaB"
                     /locus_tag="DSM_03633"
     CDS             1968..2447
                     /gene="psaB"
                     /locus_tag="DSM_03633"
                     /EC_number="1.97.1.12"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q7NFT5"
                     /codon_start=1
                     /transl_table=11
                     /product="Photosystem I P700 chlorophyll a 
apoprotein A2"
                     
/translation="MNTRSLKLSFIALLCIALAGCLSFGPLKYRQVKMLKKEGFVLTN
                     
EGWTLGLPERLLFDFNDATLKQSHEAELTRLANQLNKYDLNKLKIVGHTDDVGNPEYN
                     
QKLSEERAQSVANLFLTHGFKKENIYVIGRGSTQPYVPNTTNENRAINRRVAIVIIP"
     gene            complement(2495..3505)
                     /gene="lpxG"
                     /locus_tag="DSM_03634"
     CDS             complement(2495..3505)
                     /gene="lpxG"
                     /locus_tag="DSM_03634"
                     /EC_number="3.6.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O84467"



                     /codon_start=1
                     /transl_table=11
                     /product="UDP-2,3-diacylglucosamine pyrophosphatase 
LpxG"
                     
/translation="MWNPNSIIFCFYLIFSILALWGIIEAWVHQSRTETIHPFKAFVH
                     
LLAFYLSYLLIPLWFFNLYAGWIGYYSIHETIFIFLLSGILIYARFIEPHMVRVDVHQ
                     
YRLNPDRRFAKPVKVALIADLHIGLFSGHERQLKIIVKKLNEQQPDLVVVAGDWTYEP
                     
EDKLVQELSVLKDIKAPVYSVPGNHDEQYPGPPIQQLLKDALHFNDVMDIEGKIVEFD
                     
EFRLIGIGDLWAGKTDMRSMPDLPQDKPWLILSHNPDTVDMVPKLPNRPLMLSGHTHG
                     
GQVELPWVTNYIMKKVSILGHKRGFYSHEHADVFVTVGTGMVGIPLRFRVPPTIDIIE
                     LV"
     gene            3612..5237
                     /gene="clsC_2"
                     /locus_tag="DSM_03635"
     CDS             3612..5237
                     /gene="clsC_2"
                     /locus_tag="DSM_03635"
                     /EC_number="2.7.8.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P75919"
                     /codon_start=1
                     /transl_table=11
                     /product="Cardiolipin synthase C"
                     
/translation="MAQSFHSKQLQTHQLAKGFLIKASIVVCSSFAVALTGCSTLPKH
                     
SPEPIQYARDIDTSQTSLSKIITPLREKNPNLTGYHLLNDPLEALAARLRLIDKAEKT
                     
LDLQYYIWDNDKVGALALHAIIRAADRGVKVRLLIDDNNAKKMEGVLLALSQHKNIEV
                     
KLFNPYRFRKYRAMDMILDLKRINHRMHNKSFIADNQVALIGGRNMTNQYYNVSDSYQ
                     
FSDVDVMLVGAAVDDIVNSFDDYWNHEYAYSVQSIVSAQQHRLRYESLKQQLDAHYQQ
                     
ATVQNFLDLTSRSHAFDKWLDRNIKFDWVKAEVVKDSPDKIRSKAKKEEHLNFQLINH
                     
LEKPESNVDLISAYFIPEKQGAKILSTLAKEGVEVRVLTNSFKANDVAVVHAFYGKYR
                     
KELLKNGVQLYEFLPTPDKRDLNKNTDELATKAKVNMKGLSRSSLHTKLMALDEQVFI
                     
GSFNFDPRSAYLNTEIGVILDSPSLAKTIHHTMDENLNKYAYKLKLDPNNHIYWQQET
                     SKGPVIYKKEPEMKWWQKAGMKLLSWLPLEGFM"
     gene            complement(5238..6047)
                     /locus_tag="DSM_03636"
     CDS             complement(5238..6047)
                     /locus_tag="DSM_03636"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11



                     /product="hypothetical protein"
                     
/translation="MTQTQSIVNSTLKKFSKIGLYGKKVTSATAAISEGFYLVYRHGL
                     
YKDPNNPVNTRYVQYFCRRLCQVFNLEVQVHGTIPREPALWVSNHISWLDIAVLGSGA
                     
RVFFLAKAEIEKWPILGNLAKGGGTLFIKRGSGDSIKIREQITEFLKQNIPVLFFPEA
                     
TTTDGHSVKRVHGRLLGAAIEAQRPVQVCLICYVNRHGELDTVAPFIGEMSFVEHIQR
                     VLEMPKVTAHLLTLPPISVEGHDVKSLTQEVQEKMVEGLAQLHKKVLKPKS"
     gene            6251..7585
                     /gene="hflX"
                     /locus_tag="DSM_03637"
     CDS             6251..7585
                     /gene="hflX"
                     /locus_tag="DSM_03637"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P25519"
                     /codon_start=1
                     /transl_table=11
                     /product="GTPase HflX"
                     
/translation="MEYVDRHQGGERTILVSVSVQLLDDLDAEEFALLAQSAGADILE
                     
HIKVQRNKPDPKFFIGSGKVDEIAEQVQDLEASLVIFDHALTPAQERNLEKILKCRVI
                     
DRTGLILDIFAQRARTHEGKLQVELAQLKHLSTRLIRGWSADFEQQKGGIGLRGPGES
                     
QLETDRRLIRVRITQLKDKLEKVHQTRMQGRAARQKASIPTVSLVGYTNAGKSTLFNI
                     
LAKSDVYAADQLFATLDPTLRRLEWDGIGTVVLADTVGFVRNLQHDLVESFKATLEET
                     
LEATLLLHVIDSSSHDMLDQIEAVEGVLKEIGADAPVLRVYNKIDLSGEEAKIIYSEP
                     
HVPDRVYVSAHSGLGLDLLRQAVQECLMGQLQHFSLVLKPAYGKLRTQLYALNVIQSE
                     
HYDDEGLLHIDIRIAPHKLEQLIRQAKLPIDEILGERASQFKRPLEEFEIKH"
     gene            7628..7999
                     /locus_tag="DSM_03638"
     CDS             7628..7999
                     /locus_tag="DSM_03638"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDKIKSIDWAAWVGTLLLIIGFREGSVVVMRAFGHPELGNLVGL
                     
ISLLIVLLIWRKFKKIPLRLVDTNNKVMKESGFAFLPICAGSLIMLVHMGKEIPLFLF
                     VLVVSTLIPLWVYAKMAKHWL"
     gene            8010..8684
                     /gene="cidB_2"
                     /locus_tag="DSM_03639"
     CDS             8010..8684
                     /gene="cidB_2"



                     /locus_tag="DSM_03639"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P60639"
                     /codon_start=1
                     /transl_table=11
                     /product="Holin-like protein CidB"
                     
/translation="MFMILYGFLITLVGYLCAKPLNRRFPQVPLLVFGMFIVIGLLSI
                     
LKVPYEEYRLYVNDLFSHLLGYVTVALAIPLAAMRYDDLPLKSVIGILCFASISAVAL
                     
PMGLAYLLHMSEPTILAFATRAVTTPIALNIATLLHAPETLVTLIVILSGVIGAAFSP
                     
FLLKHIHDERASGLALGLAAHAIGTAQAWQRGPVAGRYAAFGMALNGVFTAIWLPTFM
                     LSFGIH"
     gene            8769..9212
                     /locus_tag="DSM_03640"
     CDS             8769..9212
                     /locus_tag="DSM_03640"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MGKFFVGALLLVGINTATFAADITGLWQTIDDKTGTPKAHVEIR
                     
KEANGTYAGKIVKITPRPGYTPKEICDNCPAPYTNKPILGLDIATGLKQTDNSTYTGG
                     KILDPNTGKVYGLKAKLSANGKRLHMRGYLGVSALGRNQIWIRLE"
     gene            complement(9255..10094)
                     /gene="apaH"
                     /locus_tag="DSM_03641"
     CDS             complement(9255..10094)
                     /gene="apaH"
                     /locus_tag="DSM_03641"
                     /EC_number="3.6.1.41"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q83SQ2"
                     /codon_start=1
                     /transl_table=11
                     /product="Bis(5'-nucleosyl)-tetraphosphatase, 
symmetrical"
                     
/translation="MTKRYNYVIGDVQGCFEALKALLKEIRFDPDQDFIWFAGDLVAR
                     
GENSVGALRFIKKLADRGAAATVLGNHDLTLIAGARGLKEIKEKDRTRDVIDAVDGDD
                     
LIDWLRKQPLCLFPNEQTILTHAGVPCIWDAQKTAALAKEVEAVLAHDDLSVLDAFLA
                     
EMYGSKPDLWTDDLTGNERLRCITNYLTRMRLTNAEGALEFSFKDTLDAPMPEGYLPW
                     
FEFPSKAAQTHQIFFGHWAALEGRTISEHIQNVDGGCVWGKNLIAYRLEDQQAFSVSN
                     PVM"
     gene            complement(10095..10907)
                     /gene="rsmA"
                     /locus_tag="DSM_03642"



     CDS             complement(10095..10907)
                     /gene="rsmA"
                     /locus_tag="DSM_03642"
                     /EC_number="2.1.1.182"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P06992"
                     /codon_start=1
                     /transl_table=11
                     /product="Ribosomal RNA small subunit 
methyltransferase A"
                     
/translation="MYQINALNPKDEGHKARKRFGQNFLHDQRVIAKIVRSVNPRTGD
                     
NIVEIGPGLAALTSPLIGECDALTVVELDRDLAAGLPERVPHPERLTIVEADALKYDF
                     
SQLVKDGRPLRVVGNLPYNISTPLLFHLLEFGSQVKDMHFMLQKEVVERITAEPNTKE
                     
YGRLSVMIQYYCQPTFLFEVPAGAFNPPPKVTSAVFRLVPYEQKPITAKDEKALARLV
                     
AHVFTQRRKTLRNSLKGMLAEDGFEKAGVDPMARPETLTLAEFVALADQMVA"
     gene            complement(10931..11905)
                     /gene="pdxA"
                     /locus_tag="DSM_03643"
     CDS             complement(10931..11905)
                     /gene="pdxA"
                     /locus_tag="DSM_03643"
                     /EC_number="1.1.1.262"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9I5U4"
                     /codon_start=1
                     /transl_table=11
                     /product="4-hydroxythreonine-4-phosphate 
dehydrogenase"
                     
/translation="MIVLPLYVTSGEPAGIGPDICLSLAKRVDERPVVVLADRNLVQQ
                     
RAQKLGLDIKFLEYSGQAESSLQGELYIEHVPLETIVVDGQLNAANAAYVLEQLRRSA
                     
DYAMSGKSVGVTTAPVQKSVINDAGILFSGHTEYYQEFAGVERVVMMLATKTLRVALA
                     
TTHLPLKDVADAITKERLHQVIDILLHDLKTKFKINDPRVLVCGLNPHAGEDGYLGRE
                     
EIDTINPVLESYRSQGVKLSLSLPADTLFTPEHLKNADAVLAMYHDQGLPVLKSQGFG
                     EAINITLGLPFIRTSVDHGTALSLAGTGLAKSSSLNVAVDLALSLAAS"
     gene            12087..12515
                     /gene="rplM"
                     /locus_tag="DSM_03644"
     CDS             12087..12515
                     /gene="rplM"
                     /locus_tag="DSM_03644"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AA10"
                     /codon_start=1
                     /transl_table=11
                     /product="50S ribosomal protein L13"



                     
/translation="MKTLSAKPAEVQHDWFVVDATGKTLGRLATEIARRLRGKHKTSY
                     
TPHVDAGDYIIVINAEQVQVTGNKALDKKYYRHTEFPGGLKETNFEKLVAHKPEEIFE
                     RAVKGMLPKGPLGYAMIKKMKVYAGSEHPHAAQQPQVLDI"
     gene            12528..12914
                     /gene="rpsI"
                     /locus_tag="DSM_03645"
     CDS             12528..12914
                     /gene="rpsI"
                     /locus_tag="DSM_03645"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A7X3"
                     /codon_start=1
                     /transl_table=11
                     /product="30S ribosomal protein S9"
                     
/translation="MATNYGTGRRKTATARVFLSAGTGKLVINNRTLEQYFGRETARM
                     
VVRQPLELLEATEKYDLYITVKGGGIGGQAGAIRHGITRALIAADETLKPVLRQAGFV
                     TRDAREVERKKLGLRKARKRPQFSKR"
     gene            13085..13738
                     /gene="sspA"
                     /locus_tag="DSM_03646"
     CDS             13085..13738
                     /gene="sspA"
                     /locus_tag="DSM_03646"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0ACA3"
                     /codon_start=1
                     /transl_table=11
                     /product="Stringent starvation protein A"
                     
/translation="MSVENTSIQGITLYSHADDFRSHWIRFLLAEKQIKYQLIVTDHE
                     
DEDLASLNPYNQLPMLVEQNLKLFSAPIIAEYLDDRYRQNKLYADAPMARAEQRQYIW
                     
RLENDWFKLADHMLRHADTLNVEQKQKAQKELRDTLISLTPLFQHFPYFMSENFSILD
                     
CMLAPIFVRLNSMGIDLPKQQCRPIFLYCKRIFSRPSFVKSMTPQEKTRYNELLNME"
     gene            13745..14173
                     /gene="sspB"
                     /locus_tag="DSM_03647"
     CDS             13745..14173
                     /gene="sspB"
                     /locus_tag="DSM_03647"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0AFZ3"
                     /codon_start=1
                     /transl_table=11
                     /product="Stringent starvation protein B"
                     
/translation="MSEQTIELTPTRPYLARAIYEWICDNQLTPYLLVDATQPHTDVP
                     
QQFVKDGQIVLNIVPHAVHQLLISNDAITFSARFGGVSKDIYVPIQAVLGIYARENGQ



                     GLFFDPEEYANVAPVEDKLDSETQETSEPTKKKPTLRILD"
     gene            14191..14847
                     /locus_tag="DSM_03648"
     CDS             14191..14847
                     /locus_tag="DSM_03648"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MAFDLVQYFAEQIKIQKPQLLNQYPANEKNKLIDEVNILTLGKL
                     
ISLWRQDDNKIYHEIKTADPLYIQEVARHLTTSKHNKSVLKNSELEQSISEILALQLT
                     
ELNQLDETGGFGQSGLKELILGQVEHLSGQAEDWVWSTNHLTELIGSKPVEQEELSLD
                     
ATMKEFNQMVHQAQPHHEDLHVEEQPIETFIPGWSKVIAPLVALAILGYLYCMYTQLV
                     "
     gene            complement(14952..16892)
                     /gene="accA1_3"
                     /locus_tag="DSM_03649"
     CDS             complement(14952..16892)
                     /gene="accA1_3"
                     /locus_tag="DSM_03649"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WPQ3"
                     /codon_start=1
                     /transl_table=11
                     /product="Acetyl-/propionyl-coenzyme A carboxylase 
alpha
                     chain"
                     
/translation="MKFSKILVANRGEIAVRVMQTAKAMGYQTVAVYSDADRNARHVQ
                     
EADEAVYIGASKVSESYLSIAKIIEACKKTGADAVHPGYGFLSENTDFAQACIDNQIT
                     
FIGPTASAIELMGSKRLSKIAMIEAGVPCVPGYEGDRQDLEYLATQAEQIGFPIMVKA
                     
SAGGGGRGMRLVQQASELFEALQTARSEAENAFGSGELILEKAVIAPRHVEIQVFGDT
                     
HGNYVYLFERDCSIQRRHQKVVEESPCPVMTPELRQQMGEAAVAAAKACAYVGAGTVE
                     
FLLDASGAFYFLEMNTRLQVEHSVTELITGLDLVEWQLRVANGEQLPLKQQELTLNGH
                     
AIEVRLYAEDPRQDFLPQTGKILRWKPATLPNVRIDHGMLATDEVSPFYDPMVAKVIA
                     
YGKTREDAIRLLARAVDDSVLLGVNSNKQFLVNLLRHPVVVAGDTNTAFIQQHFKNDP
                     
SLHYQVLSLETLAIAAALFSQSKGTAVWQTGLGVPLPLKLQTADQQIQLQLSSVNNTF
                     
TVKFCDQVVCIDVLEKTPEQLVYLIDGVLRRVQYVLDDDQLYLDRDNGNVLIRNMTYA
                     
APEATDVAGDGKIRAPMDGAVVNILVNEGDQVVKGQTLLILEAMKIQQQIKSDVDGVV
                     DEILGQQGQQVKKRQMLFSIQI"
     gene            complement(16911..17747)



                     /gene="echA8_2"
                     /locus_tag="DSM_03650"
     CDS             complement(16911..17747)
                     /gene="echA8_2"
                     /locus_tag="DSM_03650"
                     /EC_number="4.2.1.17"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WNN9"
                     /codon_start=1
                     /transl_table=11
                     /product="putative enoyl-CoA hydratase echA8"
                     
/translation="MTLSASLQALDIDDSIQLEQDGSVLYLWLNRPESRNAMNLNMVN
                     
AIQQVFTAIRDDLSIRAVIFRGEGGTFCAGGDIKDMAALRVEATNIGSLQPYTDFNRR
                     
FGAMLEQVEAAPQTVVVILEGAVLGGGFGLACVSDVAISRDNAQFGLPETGLGVIPAQ
                     
IAPFVVKRIGLTQARRLALLGMRFEGHTALSVGVVHQIAHNEIELEQALEETIQHIKR
                     
AAPQASRVTKALLYRTLNEPLNELLDDAAQQFAQAVGGAEGQEGTMAFIQKRLPNWAD
                     ES"
     gene            complement(17758..18915)
                     /gene="mmgC_10"
                     /locus_tag="DSM_03651"
     CDS             complement(17758..18915)
                     /gene="mmgC_10"
                     /locus_tag="DSM_03651"
                     /EC_number="1.3.99.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45857"
                     /codon_start=1
                     /transl_table=11
                     /product="Acyl-CoA dehydrogenase"
                     
/translation="MKFTAEHEALRRTARQFVENELNPHIPEWEEAGRFPIHDVFKKM
                     
GDLGLLGICKPEENGGLALDYSYNLVVAEEIGRAACGGVPLAIGVQTDMATPALARFG
                     
SKELRDEFLTPAIAGEYVASIAVSEVHAGSDVAAIKTTAKKDGDDYVINGSKMWITNS
                     
LQADFFCLLANTSDDKPHVNKSMIIVPAKTKGISFSEPLNKLGMRSTTTAQVYLDNVR
                     
VPQRNLVGVEGMGFMMQMMQFQEERLWACANAIGGLENLIQKTIAYTKERTTFGQPLI
                     
NNQYIHFRFAELMTEVEALKALTYQACEQHIAGEDVTKLASMAKLKAGRLSREVADSC
                     LQYWGGNGFMWDNPASQLYRDGRLGSIGGGADEIMLGIICKLMDILPKKQK"
     gene            complement(18958..20571)
                     /gene="pccB"
                     /locus_tag="DSM_03652"
     CDS             complement(18958..20571)
                     /gene="pccB"
                     /locus_tag="DSM_03652"
                     /EC_number="6.4.1.3"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:Q3J4E3"
                     /codon_start=1
                     /transl_table=11
                     /product="Propionyl-CoA carboxylase beta chain"
                     
/translation="MTILQSEITVGSEQYQKNKEALLTQLSEVRAIQQKSIDKSYAAK
                     
PKFDKKGKILPHERVRLLLDADSPFVELCGLVGYNMHDDKDGSEAGGGVIAGIGFVSG
                     
VRCLVSASNSAIKGGTMSPMGVQKTLRLQKIALEQKLPLITLTESGGANLNYAAEVFT
                     
YGGMTFANQARLSAAGIPQLAVVHGNATAGGAYQPGLSDYVIVVRKQTEMLLAGPPLL
                     
LAATGEVATAEELGGAEMHAQVAGTAEYLAENDADGIRLAREIFEHLNWKEQIKPVDV
                     
TYKEPRYDTEELLGVIPSDPKQPFDMKEVVARIIDDSDFLEFKQEYDDLTVCGWAKIG
                     
GLHIGIITNNGPITPQGAAKAAQFIHLCEQTNRPLLFLHNTTGFMVGTDAEQNGIIKH
                     
GSKLIQAVANCTVPKISIVVAGSYGAGNYAMCGRSLSPDFIFAWPNSHVAVMGAAQAG
                     
KILRIVAEGKQKASGQEPNPQMLDFLEQSTAMKLEQQSTALFNTAMLHDDGIIDPRDT
                     RKLLIFLLETIYEAQQRELNPTRFGVSRF"
     gene            complement(20582..21493)
                     /gene="fadH_3"
                     /locus_tag="DSM_03653"
     CDS             complement(20582..21493)
                     /gene="fadH_3"
                     /locus_tag="DSM_03653"
                     /EC_number="1.3.1.34"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O34717"
                     /codon_start=1
                     /transl_table=11
                     /product="putative 2,4-dienoyl-CoA reductase"
                     
/translation="MSYQSIFRPGAFANKVIIVTGGGSGIGRCTAHELAALGAQVVIT
                     
GRKIEKLEKVSQEIIKDGGLVHFIVCDNREEEQVKNMIAEVIEKFGKLDGLVNNAGGQ
                     
FPSALENISANGFDAVVRNNLHATFYLMREAYNQWMAKHGGSIVNMTADMWGGMPGMG
                     
HSGAARSGVDNLTKTASVEWGKSGVRVNAVAPGWIVSSGMDNYSGDFAKVIIPSLAGN
                     
VPLKRMGTESEVSSAICYLLSDATAFVSGVTLRIDGAASQGTRMYPLAEAINSQSYNG
                     FHRAFIPEIFKKDKTEKVEQSNNSGSE"
     gene            complement(21514..23319)
                     /locus_tag="DSM_03654"
     CDS             complement(21514..23319)
                     /locus_tag="DSM_03654"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MANNQQDDHRVVKIGCASGFWGDTNTAAFQLVHLTDINYLVFDY
                     
LSEITMSIMAKAKMVEPKHGYALDFVSRVMAPLLKKIAEKKIKVISNAGGVNPLACRD
                     
ALQKIIKEYGLDLKVAVVLGDDLLPKHEQLKQQNVLEMFSGGPLPEQVASSNAYLGAV
                     
AIRDALDLGADIVITGRVVDSAVVLAPLLHEYQWSLDDYDKLAQGSLAGHVIECGAQC
                     
TGGNFTDWHLVQGFDNMGFPVVEVSEDGSFVVTKPQGTGGLVSTATVAEQIVYEIGNP
                     
QAYLLPDVIADFSHVHLEQVGEHRVRVTGAKGQAPTTQYKVSATYPDGYRVLVSFLIA
                     
GREAPQKAQVIADAILTKCERVLAMRSVPPFSEKSVEILGIESTYGDHAQTLNSREVV
                     
VKIAVKHMFKEACMFFASEIAQASTGMAPALAGIVGGRPKASPVIKLFSFLIDKNQIN
                     
VEIDLDGQRHAVEIPQGVSTEQLPTLTAGENAVYQGDEIEVPLIEIAHARSGDKGNHS
                     
NIGVIARKADYLPWIRAALTEQSVASYMQHVLDAEKGRVIRYELLGLNALNFMLENAL
                     GGGGVASLRIDPQGKAFAQQLLDMPVKVPAHLLEK"
     gene            23506..24105
                     /gene="kstR2_2"
                     /locus_tag="DSM_03655"
     CDS             23506..24105
                     /gene="kstR2_2"
                     /locus_tag="DSM_03655"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q0S7V2"
                     /codon_start=1
                     /transl_table=11
                     /product="HTH-type transcriptional repressor KstR2"
                     
/translation="MIATSIEQIPNIPCFDDSPRGRLLHGAAYLFHKQGYDKTTVREL
                     
AQFIGIQSGSLFHHFKSKDDILAHVMEQTIIYNLARLNDAVTQSTDPEQQLRALIKSE
                     
LISITGDTGAAMAVLVYEWFALSKEKQDYLLKMRNEYEQIWLDVIEKLRTQGKVKHDA
                     FIWRRLIGGAISWTVTWYKSEGKVKIDELTEMVWEMALK"
     gene            complement(24137..25300)
                     /gene="mmgC_11"
                     /locus_tag="DSM_03656"
     CDS             complement(24137..25300)
                     /gene="mmgC_11"
                     /locus_tag="DSM_03656"
                     /EC_number="1.3.99.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P45857"
                     /codon_start=1
                     /transl_table=11
                     /product="Acyl-CoA dehydrogenase"
                     
/translation="MQLNPIYYNEQHIAFADNVRRFVQKEMAPFVNEWDEAETFPREL
                     
YKKAAEIGLLGLGFSEEYGGIPDADPFYSLLAGIEMAKAGSGGVHISLMVHTIGAPPI



                     
QHFGSEELKARVLPGIISGEKISALAITEPGGGSDVAALQTKAVRDGDYYIVSGEKTF
                     
ITSGIRADYYTVAVRTDPTKTGAEGISMLLIDAHSEGITKTPLKKMGWWASDTAHLHF
                     
DQVRVPASNLLGKENAGFKVIMNNFNMERFFLGVVAYGYALVCYEEALEWAQQRKTFG
                     
KRLIDHQVVRHKLVDMATQLTSTRALLEETAWKMTQPKLQGPELVAQISMLKNVATRT
                     
MQFCADAAVQTLGGMGFMRGTKSERIYREVKVNMIGGGAEEIMKDLISKQLGY"
     gene            complement(25437..26000)
                     /locus_tag="DSM_03657"
     CDS             complement(25437..26000)
                     /locus_tag="DSM_03657"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MMTKKQLTSKQIDMLLELLKNRFEKNIHRHKEIDWMNVRAKLIE
                     
SPDKLWALQEMENTGGEPDVIAYDQQKDEYLFIDCSVESPKGRRSLCYDREALESRKD
                     
HPPKNSAIDLVQEIGAELLTEEQYHQLQQLGEFDLKTSSWLATPEEIRKLGGALFADR
                     RYGRVFIYHNGAQSYYAARGFRCCLRV"
     gene            complement(26020..26370)
                     /locus_tag="DSM_03658"
     CDS             complement(26020..26370)
                     /locus_tag="DSM_03658"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MEYKGSCHCGQVKFAAEGELTEALSCNCSICQKKGSLLWFLPTN
                     
QVTVTLDSPDILANYTFNKHVINHHFCKNCGIHPYAQGIDAQGNSIFAINVRCIDDID
                     LEKIKINYFDGRSV"
ORIGIN      
        1 aagtaactgt ttttcaacaa gtttctatct gcatcaccgc cgatggatgt 
gcattataga
       61 ccatctcttt ccctttgcaa cccctttttc tagcatttca tatcaagcgt 
acatttttta
      121 ggcttttcac tcgatattag atgagatatt aaactttttt tagttattca 
acttcatgta
      181 gaatagatta ttcgtgcaat tgatttggca ttaactcacc atgtggcact 
ccgctaagaa
      241 agtattattt tgcatacttg tagtgtttgc tacgagtggg cctgcttatg 
ccaattcaaa
      301 acataacttt tatgtgctta ctttatctat tttaagttat agcaagtggg 
agaatgtcag
      361 cacgcctact ctttgtgtaa ttgataatgc atcaattact tctaccttcc 
agtcttatat
      421 tcaacaatta tcttataact atcgtgtaca aactgttaat gctaaagatt 
tttctaaatc



      481 gcattgccag gctgtttatt tctctaccac accacctcag cagcagcaaa 
acttaattca
      541 gaattatcca tatcgttctt tgctttcttt aagtattaat aatccagaat 
gtgaagttgg
      601 tagtatcttt tgtttatata atcaaaataa ttacaccact tttaaagtta 
acttagatgc
      661 attaagccat tccaaggtcc atattgatcc aagggtttta ctcttggcta 
agaacgcgga
      721 gtaaggatta tgatatctaa gttgtatcaa tccacttcgc tacatgcact 
ttttagaaag
      781 tctcaattta cgatctttgc tataactttc tttatttgct cttttacatt 
tgtatcaatt
      841 tccgttttta cgatggaaac ttatgcaaaa caaaatttgc aattacttag 
ccatactctt
      901 cttgagcgta ttcagcctgc cgttgtgttt aacgataaga tcacgatcga 
acaaatctta
      961 aatgaataca caaatgatca ctctattcga gcaattcata tttatgactc 
tgaacatcac
     1021 ctgattgctc aaagttttaa gttgtcgagt caaacttcgg tgttagagaa 
atggtttgat
     1081 cactggtttt taaatgagcc ggtacatttg acgatttatc atcatcaaca 
gaatgtaggt
     1141 gaactcaccc tttttggtag ttctgaaaaa atattgcaat ttttaaagat 
gattatggtc
     1201 ggccttgcta ttgcgatgct atttattgtt tgtgcattgt ggtggtcagt 
gaatttgact
     1261 tatcgtcaaa ttatgcaagc gatttatcca ctcacaaata ttgctcaaat 
cgtgagtgaa
     1321 caaaaagctt ataaccttcg ttttccttat aaccgaatta aagagtttca 
agatctaaat
     1381 acagttttta atgagttact tgaagaaatt cagatttggg ataatcagct 
gcaaaaggaa
     1441 aatcgtaaat tatcgtttca agctcatcat gaccagctga ccctattacc 
gaatagacat
     1501 tatttttatc aaatactatt agatatgttt gaagataagg attttgataa 
taagtcagcc
     1561 ttattgttta tagataacaa taacttcaaa tcaattaatg atcagttcgg 
acatttagct
     1621 ggtgatgagg ttttaaaaga gagggcgaaa aggttacaaa cgcgtttacg 
tcatcaagat
     1681 tttattgccc gtttaggcgg tgatgaattt gcggttattt tgcattccat 
tacgcatgcc
     1741 gatcatttaa tatctattgc tgaaaattta ctcgaaagct gtaaagaacc 
tttgcatcta
     1801 aatgatcaaa cgatttattt cagttttagt gtagggattg ctttatccca 
atttgcgtct
     1861 agtccagaag attttattat gcaagcagat caagcgatgt ataaggctaa 
gacttctgag
     1921 caacattggt ttatttataa accagagaat taaatttagg ctaatttatg 
aatacaagat
     1981 ctttgaaact ctcctttatt gcattgctgt gcattgcgct tgcaggctgc 
ttgagttttg
     2041 gtcctttgaa atatcgtcaa gtaaaaatgc taaaaaaaga ggggtttgta 
cttactaatg



     2101 aaggctggac tctaggttta ccggaacgct tattatttga ttttaatgac 
gcaacattaa
     2161 aacaaagtca tgaagcagag cttacacgtt tagcaaatca attaaataaa 
tatgatttga
     2221 ataaattaaa aatcgttggt cacactgacg atgtaggtaa tcctgaatac 
aaccaaaagt
     2281 tatctgaaga acgtgcgcaa agtgttgcga accttttctt gactcacggt 
tttaaaaagg
     2341 aaaatattta cgttattgga cgtggttcaa ctcaaccgta tgtaccgaat 
acaaccaatg
     2401 aaaatcgggc aattaatcgt cgtgttgcta tcgtaattat tccttaaatt 
tttcattata
     2461 aaaaagccaa tcctttgtga ttggcttttt tgttttatac aagttcaata 
atatcaatag
     2521 taggcggtac acgaaatctt aatggtattc caaccatacc tgttcctacg 
gtaacaaata
     2581 catcggcgtg ttcatgcgaa tagaaaccac gtttatggcc taaaattgat 
acttttttca
     2641 taatatagtt ggttacccac ggaagttcga cctgccctcc atgtgtatga 
cctgacaaca
     2701 ttaaagggcg attaggtaat ttagggacca tatctaccgt atcggggtta 
tgggaaagaa
     2761 ttaaccatgg tttatcttga ggtaagtctg gcattgaacg catatcggtt 
ttccctgccc
     2821 ataagtcacc aatcccgatt aaacgaaact catcaaactc aacaattttt 
ccttcaatat
     2881 ccattacatc attgaagtga agtgcatctt ttaataattg ttgaataggc 
ggacccggat
     2941 attgctcgtc atggttcccg ggaactgaat aaactggagc tttaatatct 
ttaagtacac
     3001 tcagttcctg tactagctta tcttctggct cataagtcca atctcctgcc 
acaactacta
     3061 agtctggctg ttgttcattg agctttttca caatgatttt gagttgacgt 
tcatgcccag
     3121 agaataggcc tatatgtaag tctgcaatta aagcgacttt tacaggttta 
gcaaaacggc
     3181 gatctggatt taaacgatat tggtgaacat cgacacgtac catatgtggc 
tctataaaac
     3241 gtgcgtaaat gagaataccg cttaataaaa agataaaaat ggtttcatga 
attgagtaat
     3301 aacctatcca accggcatat aaattaaaga accaaagtgg aataagaaga 
taagatagat
     3361 aaaaagcaag taagtgaaca aaagctttaa atggatgaat cgtttcagta 
cgtgattgat
     3421 gaacccaggc ttcaataatt ccccagagag caagtattga aaaaataagg 
taaaaacaaa
     3481 agatgattga atttgggttc cacattacga ttctcgactt atcttatatt 
gattgctagt
     3541 gatcaaattc aatatttatc tttcaatatg cacgaattat actctagctc 
accttatcgt
     3601 atgtattgat tatggcacaa tcctttcatt ccaaacagct tcaaactcat 
caactggcta
     3661 aaggcttttt gattaaagct tctatagtcg tatgttcaag tttcgctgtg 
gctttgacag



     3721 gttgtagcac attacccaaa catagccctg aaccaatcca gtacgcacga 
gatatcgata
     3781 catctcaaac ttctctttca aaaattatta cgcctttacg tgaaaaaaat 
ccgaatttaa
     3841 cgggttatca tcttttaaat gatcccttag aagcactcgc ggctcgctta 
aggctgattg
     3901 ataaagccga aaagacttta gatttacagt actatatttg ggataacgat 
aaagtcggtg
     3961 ctttagcttt acatgccatt attcgtgctg ctgatcgggg tgttaaagta 
cgtttattaa
     4021 ttgacgacaa taatgctaaa aagatggaag gcgtgttact cgcactttct 
caacataaaa
     4081 atattgaagt taaattattt aacccatacc gtttccgcaa atatcgcgcg 
atggatatga
     4141 ttttagactt aaaacgtatc aatcatcgta tgcataacaa gagctttatt 
gctgataatc
     4201 aggttgcgct tattggtggg cgcaatatga caaatcagta ttacaacgtc 
agcgacagtt
     4261 atcagttttc tgatgtcgat gtcatgttgg ttggagctgc cgttgatgat 
atcgtgaatt
     4321 cttttgatga ctactggaat catgaatatg catattcagt ccaaagtatc 
gtcagtgctc
     4381 aacaacaccg tttgcgctat gaaagcttaa aacaacaact tgatgctcat 
tatcaacaag
     4441 ccaccgttca gaacttcctt gacttaacct ctagatcaca tgcttttgat 
aaatggttag
     4501 accgtaatat taaatttgat tgggttaaag cagaggttgt gaaagactca 
cctgataaaa
     4561 ttagatcaaa agcgaaaaaa gaagaacatt taaatttcca attgattaac 
catttagaaa
     4621 aaccagaaag caatgttgac ctgatttcag cttattttat tccagaaaag 
caaggtgcta
     4681 aaattttaag tacgcttgct aaagaaggtg tagaagttcg agttttaaca 
aactcattca
     4741 aagcaaatga cgtagctgtt gttcatgcgt tttatggaaa atatcgtaaa 
gaacttttga
     4801 aaaacggcgt tcaactttat gagtttttac caactccaga taaacgcgat 
ttaaataaaa
     4861 atacggatga gttggcaacc aaagcgaaag taaacatgaa aggtttaagc 
cgctcaagtt
     4921 tacacaccaa acttatggca ttagatgaac aggtttttat cggttcattt 
aactttgacc
     4981 cacgttcggc gtatttaaat actgaaattg gcgtaatttt agatagtcca 
tcactggcca
     5041 aaacaattca tcatacgatg gatgaaaact taaacaaata tgcttataaa 
ttaaagctcg
     5101 acccaaacaa tcatatttac tggcaacaag aaacttcaaa aggccctgta 
atttataaaa
     5161 aagaaccaga aatgaaatgg tggcaaaagg caggcatgaa actgctatca 
tggctgccac
     5221 tcgaaggttt tatgtaatta actttttggc ttaagtactt ttttatgtaa 
ttgagccaat
     5281 ccttcaacca ttttttcttg tacttcttga gtcaaacttt ttacatcatg 
gccttctacc



     5341 gaaataggag gaagtgtaag taaatgggct gttactttcg gcatttctag 
cacacgttga
     5401 atatgctcaa cgaatgacat ctcaccaata aatggtgcaa cggtatctaa 
ctcaccatga
     5461 cggtttacgt aacagattaa acatacctgt accggacgct gagcttcgat 
agcagctccg
     5521 agtaaacgac catgaacccg cttaacagaa tggccatctg tagtagtcgc 
ttcagggaaa
     5581 aataaaaccg gaatattttg ctttaaaaat tcggtaattt gctctcgaat 
tttaatggag
     5641 tcacctgatc cacgtttaat aaataaggtg cccccacctt tcgccaaatt 
gccaagaata
     5701 ggccactttt ctatctcggc tttagctaag aagaagacac gtgcacctga 
acctaaaacg
     5761 gcgatatcaa gccaagaaat atggttactc acccataaag cgggctctct 
agggattgtg
     5821 ccatgtactt gaacttcaag attaaatact tggcataaac gacgacagaa 
atattgaaca
     5881 tatcgagtgt taacagggtt atttggatct ttataaagtc catgacgata 
aactaagtaa
     5941 aaaccttcac tgattgccgc agtcgctgaa gtaacttttt ttccgtataa 
acctattttt
     6001 gaaaatttct ttaacgttga attcactata ctttgcgttt gagtcataaa 
atttcactaa
     6061 cgatcaatca ttgttatacc catctcgagc cattctatac gtttcggaat 
aaacttgcat
     6121 cgctgtgtga tagacacaaa taaaaataaa atgcgctgta gttaatctaa 
agaataagag
     6181 taaacccttt ccccttttgc ccaagtttcc tctagaataa agttttacct 
tattcaggat
     6241 ttatagccac gtggaatatg ttgatcggca tcaaggcggt gaacgcacaa 
tattagtgag
     6301 tgtgtctgta caattattag atgatctgga tgccgaagaa tttgctctac 
ttgcacagtc
     6361 agctggtgca gatattcttg agcacattaa agttcaacgt aataaaccgg 
accctaagtt
     6421 ttttattggt tcaggtaaag ttgatgagat tgcagaacaa gttcaggact 
tagaagcaag
     6481 tcttgttatt tttgatcatg cattaacccc tgcccaagag cgtaatttag 
aaaagatttt
     6541 aaaatgccgc gttattgacc gcaccggtct catcttagat atttttgccc 
agcgcgcgcg
     6601 gacccatgaa ggtaaattac aagttgaact tgctcagtta aaacatttat 
caacccgttt
     6661 aatccgtggt tggtctgctg attttgaaca acaaaaaggt ggtattggtt 
tacgcggtcc
     6721 cggtgaatca caactcgaaa cagaccgtcg tctcattcgt gttcgtatta 
cccagttaaa
     6781 agataagtta gagaaagtcc atcaaacccg tatgcaagga cgagctgcaa 
gacaaaaagc
     6841 ttcgatccca actgtttcat tagtcggtta taccaacgcg ggtaaatcaa 
ccttatttaa
     6901 tattttagcg aaaagtgatg tgtatgcagc cgaccaacta tttgcaacac 
ttgatccaac



     6961 cttacgccgt ctagaatggg atggaattgg tacggtggtt ctagcagata 
cagtagggtt
     7021 cgtacgaaac ttacaacatg atttggtcga atcatttaaa gcaactttag 
aagaaacgct
     7081 tgaagctacc ctgcttttac atgtcatcga tagcagtagt catgacatgc 
ttgaccagat
     7141 tgaagcagtt gaaggtgtat tgaaggaaat tggcgcggat gcacccgtac 
ttcgtgttta
     7201 taacaaaatt gatttgagtg gcgaagaggc aaaaattatt tattcagagc 
cccatgttcc
     7261 agatcgtgtt tatgtatctg cacactcagg gttaggtcta gatttacttc 
gccaagccgt
     7321 acaagaatgt ctaatgggac aacttcaaca cttctcattg gtacttaaac 
ctgcttatgg
     7381 caaattgcgt actcaacttt atgctttaaa tgtcattcaa tctgagcatt 
atgacgatga
     7441 agggctatta catattgata tacgaattgc acctcataag cttgagcagt 
taattcgcca
     7501 agccaaactc cctatagatg agatattagg tgaacgcgca agtcagttta 
aaagaccact
     7561 ggaagagttt gaaatcaagc actagatcag ttaaaacttg ataagtaaac 
ttttagagat
     7621 aaaaaatatg gataagatca aaagtataga ctgggcagca tgggtaggaa 
ccttactact
     7681 tattatcggt tttcgcgaag gctcagtcgt cgttatgcgt gcttttggtc 
atccagagtt
     7741 aggcaatctg gtaggtttaa ttagtttact tatcgtttta ctgatttggc 
gtaaatttaa
     7801 gaaaatcccg ctaagacttg tcgatactaa caataaagtc atgaaagaaa 
gtggttttgc
     7861 ttttttaccc atttgtgcag gctccttaat tatgctggtg catatgggta 
aagaaattcc
     7921 gctatttctt tttgttttgg tagtgagcac ccttataccc ttgtgggtct 
atgcaaaaat
     7981 ggcaaaacat tggttataag gagaataaaa tgtttatgat tctttatgga 
tttttgatca
     8041 ctttagttgg ctatctttgt gcaaaaccat taaaccgccg ctttcctcaa 
gttcctcttt
     8101 tagttttcgg catgttcatt gtcattgggc tattgtcaat tttgaaagtt 
ccctatgaag
     8161 aatatcgact ttacgtaaat gatttattca gccatttatt aggctatgtc 
acggttgctt
     8221 tagctatacc tttggctgca atgcgttatg acgatttacc tcttaaatcg 
gtgattggta
     8281 ttttatgctt tgccagcatt agtgccgttg ctttaccaat gggccttgct 
tacctattgc
     8341 atatgtctga gccgactatt ttggcttttg ctacacgtgc agtaaccacc 
ccaattgctt
     8401 taaacatcgc gaccttatta catgctccag agacattagt cactctcatt 
gtgattttat
     8461 ccggagttat tggtgcagca ttttcaccat ttttacttaa gcatatacac 
gatgaaagag
     8521 catcaggttt agctctaggc ttagctgcac atgcaattgg aactgcccaa 
gcttggcaac



     8581 gtggacctgt agcaggtcgt tatgcggcat ttggtatggc attaaacggt 
gtatttactg
     8641 ctatttggct accaaccttc atgttatctt ttggaataca ctgattaaaa 
agtagtttaa
     8701 ataaacattg aacccgttat taattacaaa taagatggac ctttcaaatc 
taaaaggatt
     8761 ttttgattat ggggaaattt tttgttggag ctttgctcct agtgggaata 
aatacagcta
     8821 cttttgcagc tgatattaca ggtctttggc aaacgattga tgataaaaca 
ggtacaccta
     8881 aagcacatgt agaaatacgg aaagaggcaa atggtactta tgcaggtaaa 
atcgtaaaaa
     8941 ttacaccgcg cccaggttat acgccaaaag aaatttgtga taactgtcct 
gcgccttata
     9001 ccaataagcc tattttaggc ttagatatcg caaccgggct caagcaaact 
gataattcaa
     9061 cctatacagg tggaaaaatt ctagacccaa atacgggtaa agtttacgga 
ttaaaagcaa
     9121 aactcagtgc aaatggtaaa cgtctacaca tgcgcggtta ccttggggta 
tctgctttag
     9181 gtcgtaatca gatctggatt cgcctagaat aaatatctta aaaataaaaa 
agccgtttca
     9241 gcggcttttt tttattacat aacaggattg ctcacagaaa aagcttgttg 
atcttcaaga
     9301 cgataagcaa ttaagttttt accccataca caaccaccat caacattttg 
gatgtgctca
     9361 ctaatagttc taccctctag agcagcccaa tgtccaaaaa atatttgatg 
ggtttgtgca
     9421 gccttacttg gaaattcaaa ccacggtaaa taaccttctg gcattggtgc 
atctaaagta
     9481 tctttaaaac taaactccaa agccccttct gcattagtta aacgcatacg 
agttaagtaa
     9541 ttggtaatac aacgtaaacg ttcattacct gtcaaatcat ctgtccaaag 
atcgggtttt
     9601 gaaccataca tttcagctaa aaatgcatct agcacagata aatcatcatg 
cgccaataca
     9661 gcctcaactt cttttgccaa tgcagcagtt ttttgtgcat cccaaataca 
aggtacacct
     9721 gcgtgcgtca gtattgtttg ctcatttgga aataaacata acggctgttt 
acgtaaccaa
     9781 tcgataagat catcaccatc cacggcgtca ataacatccc gcgtgcgatc 
tttttcttta
     9841 atttccttaa gaccgcgagc accggcaatc agggttaaat catgattacc 
taatacagta
     9901 gcagcagccc ctcgatcagc tagtttttta ataaaacgta gagcacctac 
agagttttca
     9961 ccacgtgcaa ccaagtcacc agcaaaccag ataaaatctt gatcagggtc 
aaaacgtatt
    10021 tcttttaata gcgctttaag tgcctcaaaa caaccttgca catctccaat 
tacatagtta
    10081 tagcgcttag tcatttatgc caccatttga tctgccaaag ccacaaactc 
tgcaagagtt
    10141 aaagtttctg gacgagccat tgggtcgact cctgctttct cgaaaccatc 
ctctgccaac



    10201 atgcctttaa gactgtttct tagcgtttta cggcgctgag taaagacgtg 
ggcaaccaag
    10261 cgagctaaag ctttttcatc tttcgccgta attggttttt gttcgtaagg 
aaccaagcga
    10321 aatactgcac ttgtcacttt tggtggcggg ttaaatgcgc ctgctggaac 
ttcaaataaa
    10381 aaggtaggct gacaataata ttggatcatg actgataaac ggccatattc 
ttttgtattc
    10441 ggttcagcag taatacgttc taccacttct ttttgcaaca tgaagtgcat 
gtctttaact
    10501 tggctaccaa attccaagag atgaaaaagt aatggtgtag aaatgttata 
aggcaaattg
    10561 ccgacaacgc gtaatggacg cccatctttt acaagctgac taaaatcata 
ttttaatgca
    10621 tcagcttcta cgatagttaa acgttctgga tgtggcacgc gttcaggtaa 
gccagcagct
    10681 aaatcacggt ctaattcaac tacagttaat gcatcacatt ctccaattag 
aggagaagtt
    10741 aaagcagcta aacctggacc aatttcgacg atattatcac ccgtacgcgg 
attgactgag
    10801 cgtacaattt tggcaatgac tcgttgatca tgtaagaagt tttgaccaaa 
acgtttacga
    10861 gctttatgcc cttcatcttt cgggtttagg gcattaattt gatacataga 
acatttccaa
    10921 catgaaaaat ttaactcgct gccaaagata aagctaaatc gacagcgaca 
tttaaacttg
    10981 agctttttgc caatcctgtc ccagctaaag acagagcagt accatgatcg 
accgaagtcc
    11041 gaataaatgg taagcccaat gtgatattga ttgcttcacc aaaaccctgt 
gattttaaca
    11101 caggtaagcc ttgatcatgg tacatcgcaa gaacagcgtc agcattttta 
agatgttcgg
    11161 gcgtaaataa agtatcagct ggcaaactta aacttaattt aactccctgt 
gatcggtagc
    11221 tttcaagtac cggattgatc gtatcaatct cttcacgtcc caaataacca 
tcttcgcctg
    11281 catgaggatt taacccacat actaagactc gaggatcatt aattttaaac 
ttggttttta
    11341 agtcgtgaag taaaatatca atcacttgat gcaagcgttc tttggtaatt 
gcatccgcga
    11401 catcttttaa tggtaaatga gtggtcgcca gagccacccg caacgttttc 
gttgccagca
    11461 tcataacaac acgctctacg cctgcaaatt cttgataata ttcagtatgt 
ccactaaata
    11521 aaatccctgc atcattaatc accgactttt gaacaggagc agtggttaca 
ccgacgctct
    11581 taccagacat agcataatca gctgagcgac gtaattgctc taatacataa 
gcggcattag
    11641 cagcattaag ctgtccatca acgactatag tttctagggg tacatgttct 
atataaagct
    11701 cgccttgcaa agacgattca gcttgtccgc tatactctaa aaatttaatg 
tctagaccaa
    11761 gcttttgagc gcgttgttgt actagatttc gatcagccaa aaccacaaca 
ggacgttcat



    11821 caacccgttt tgccagactt aaacaaatat ctggaccaat accggcaggt 
tcaccggaag
    11881 tgacatataa aggcagcaca atcacccccg acacatctct aaaatttgaa 
ttattttaac
    11941 atatcctaca ttcatcggat tagggataaa attatgtagc ttatatggga 
tttttcttgt
    12001 gattgacaac aaactcgttt agaatctcgt ctcctttttg tttgagcgat 
gtctagctca
    12061 aaccaactat aataggtagt gtttgaatga aaactctcag cgcaaagcct 
gctgaagtac
    12121 aacacgattg gttcgttgtt gatgctacag gtaaaactct tggtcgttta 
gcgactgaaa
    12181 ttgcacgtcg tttacgcggt aagcacaaaa cttcttatac tcctcacgtt 
gacgctggtg
    12241 actacatcat cgttatcaat gctgaacaag ttcaagtgac tggtaacaaa 
gcgcttgaca
    12301 agaaatacta tcgccacact gaattcccag gcggtttaaa agaaactaat 
ttcgaaaaat
    12361 tagttgctca caaacctgaa gaaatctttg aacgtgctgt taaaggcatg 
ttgccaaaag
    12421 gtcctcttgg ttatgcaatg atcaagaaga tgaaagtgta cgctggtagc 
gagcatccac
    12481 acgctgctca acagccacaa gttttggaca tctaagggat acagcacatg 
gctactaatt
    12541 atggtacagg tcgccgtaag accgcaactg cacgtgtttt cttgtcagct 
ggtacaggta
    12601 aactcgttat taacaaccgt actttagagc aatatttcgg tcgtgaaact 
gctcgtatgg
    12661 ttgttcgtca acctttagag cttttagaag ctactgaaaa atatgacctt 
tacatcactg
    12721 ttaaaggtgg tggtatcggt ggtcaagctg gtgcgatccg tcacggtatt 
actcgtgcac
    12781 ttatcgctgc tgacgaaact ttaaaacctg ttcttcgtca agctggtttc 
gttactcgtg
    12841 atgctcgtga agttgaacgt aagaaacttg gtttacgtaa agctcgtaaa 
cgtcctcaat
    12901 tctctaaacg ttaattcgtt taccgaatcg gacaaaaagc cttggttttt 
ccaaggcttt
    12961 tttattgcat attcattttg tagatgagtg aaacagataa atatatgaaa 
ctctatcttt
    13021 gtcaccgtga tttccacgca tatttttagt attctaaccg attcacacaa 
ccataccttg
    13081 tgatatgtcg gtcgaaaaca cctcaattca gggaattacc ctttacagcc 
atgctgatga
    13141 tttccgttca cactggatcc gttttttatt ggcagaaaaa caaattaaat 
atcaattaat
    13201 cgtgactgat cacgaagatg aagatctggc aagcctaaat ccttataatc 
aattgccaat
    13261 gctggttgag caaaatctta aattattttc agcacctatc attgctgagt 
atctcgatga
    13321 tcgatatcgt cagaataaac tatatgccga tgcccctatg gcacgtgcag 
agcaacgcca
    13381 atatatttgg cgtcttgaaa atgattggtt taagttggcc gatcatatgc 
ttagacatgc



    13441 agatacgtta aatgtagaac aaaaacaaaa agcacaaaaa gaattgcgtg 
ataccttaat
    13501 atcacttacc cctttatttc agcatttccc ttattttatg tccgaaaatt 
tttcaatcct
    13561 ggactgtatg cttgctccaa tttttgtgag acttaatagc atgggaattg 
atttaccaaa
    13621 gcagcagtgt cgacctatat ttttgtattg taaacgtatc tttagccgcc 
cttcttttgt
    13681 taaatcaatg acgccccaag agaaaacccg ttacaatgaa ctattaaata 
tggaatagtg
    13741 tgatatgtct gagcaaacta ttgaattaac ccctacacgt ccttatcttg 
ctcgtgcaat
    13801 ctatgaatgg atttgtgaca atcaactcac accttattta ctcgttgatg 
caacacaacc
    13861 tcacactgat gtaccacaac agtttgtgaa agatggacaa attgttttaa 
acattgtgcc
    13921 tcatgcggta catcaactac tcattagcaa tgatgcgatt acattttcag 
cacgttttgg
    13981 cggcgtttcc aaagatattt acgtacctat tcaagcagtt ttaggtattt 
atgcacgtga
    14041 aaatggacaa ggtttattct ttgaccctga agaatatgcc aatgtagcgc 
ctgtagaaga
    14101 taagttagac tcagaaacac aagaaacatc tgaaccaacc aagaaaaagc 
caacattaag
    14161 aattttagat taattttaga ggaataaagt atggcatttg atttagtcca 
atactttgct
    14221 gagcaaataa aaattcaaaa gcctcagctt ttaaatcaat atccagccaa 
tgagaaaaat
    14281 aagctgattg acgaagtgaa tatattgacg cttggtaaat taatcagctt 
atggcgtcag
    14341 gacgacaata aaatttatca tgaaatcaaa actgccgatc cattgtatat 
tcaagaagtt
    14401 gcacgtcatc taactacgtc aaaacacaat aagtcagttt taaaaaattc 
tgaacttgag
    14461 caaagtattt ctgagattct ggcattacag ttaacagaac ttaatcaact 
tgatgagact
    14521 ggtggtttcg gccaaagtgg tttaaaagag ctcattttag ggcaagttga 
acatttatct
    14581 ggccaagctg aagattgggt ttggtcaaca aaccatctaa cagagctcat 
tggttctaaa
    14641 cctgttgaac aagaagagct atcattggat gcaacaatga aggagttcaa 
ccaaatggtt
    14701 caccaagccc aaccacatca tgaagattta catgttgaag agcaacctat 
cgaaactttt
    14761 attcctggat ggtcaaaagt tatcgctcct cttgttgctt tagctatttt 
aggctatctc
    14821 tattgtatgt atacacagct tgtataattt tgttttttat aattaaaggg 
aacgtatgtt
    14881 cccttttttg atttaaataa tcatcttcta tagatcaata gtgattacta 
gtaaccacaa
    14941 ttgcttttct cttaaatttg gatactaaac agcatttgcc gttttttcac 
ttgttgacct
    15001 tgctgaccta aaatttcatc gactacacca tccacatcag atttaatctg 
ttgctgaatt



    15061 ttcatggctt caagaatcaa taatgtttgg ccctttacta cttgatcgcc 
ttcattgact
    15121 aggatattca ctacagcccc atccatcggt gctcgaattt tgccatctcc 
cgctacatcg
    15181 gtagcttctg gtgcagcgta agtcatattg cgtatcaaaa cattgccatt 
atctcgatct
    15241 agataaagct gatcatcatc caatacatat tgaacacggc gaagtacacc 
atcaattaag
    15301 taaactagct gttctggcgt tttctcaagc acatcaatac aaactacttg 
atcacagaac
    15361 tttaccgtga atgtgttatt tacagatgaa agctgcaatt gaatttgctg 
atcggcagtt
    15421 tgtaatttta acggtaatgg cacaccaagc ccagtttgcc acactgcagt 
acctttactt
    15481 tggctaaata gtgctgcagc aatcgctaag gtttctaaag ataaaacttg 
atagtgtaag
    15541 ctcggatcat ttttgaaatg ctgttggatg aatgcagtat tggtatcccc 
tgcgacaaca
    15601 actggatggc gcagtaaatt gaccaagaac tgtttattac tattcactcc 
aagtaaaaca
    15661 ctatcatcga ctgcacgagc cagtaagcga atcgcatcct cacgggtttt 
cccataggca
    15721 atcacctttg ctaccatcgg atcgtaaaat ggactgactt catcagttgc 
taacatgcca
    15781 tgatcaattc gcacatttgg caaggttgca ggcttccaac gtaaaatttt 
tcctgtttgt
    15841 ggtaaaaagt cctgacgtgg gtcttctgca tacaaacgta cttcgatcgc 
atgtccattt
    15901 aaggtcaatt cctgttgctt taaaggtaac tgctcaccat tcgccacacg 
taactgccat
    15961 tcaactaaat ccaaccctgt aataagctca gtgacagaat gctccacttg 
caaacgggta
    16021 ttcatctcca gaaagtaaaa tgcacccgat gcatctagca aaaactcaac 
tgtacctgcc
    16081 ccgacataag cacatgcttt tgccgctgct acagctgcct cacccatttg 
ctgacgtagt
    16141 tcaggcgtca tcaccggaca gggagattct tcaactactt tttgatgacg 
gcgctgaatc
    16201 gaacaatcac gttcaaatag atagacataa ttgccgtgtg tatcgccaaa 
aacctgaatt
    16261 tcgacatggc gtggagcaat gactgctttt tctaaaatga gctcgccaga 
accaaaagca
    16321 ttttcagctt ctgaacgtgc ggtttgtaat gcctcaaaca actcggatgc 
ttgctgtacc
    16381 aaacgcatgc cacgaccgcc accacccgca gaagctttga ccataattgg 
aaagccaatc
    16441 tgctcagctt gagttgctaa atattcgaga tcttgtcggt caccttcata 
ccccggcaca
    16501 caagggacgc ccgcctcaat catggcgatt tttgaaaggc gtttactgcc 
cattaactca
    16561 attgcagaag cggtaggccc aataaaggta atctgattat cgatacatgc 
ctgagcaaaa
    16621 tcagtatttt ctgacaaaaa accatagccg gggtgaactg catccgcccc 
tgtttttttg



    16681 caagcttcaa taattttagc gatggagaga taagactccg atacttttga 
agcaccaata
    16741 taaacagctt catcagcctc ttgcacatgg cgagcattac ggtctgcatc 
ggaataaact
    16801 gcgacggttt ggtaacccat tgccttggct gtttgcatca cgcgaactgc 
aatttcacca
    16861 cgattggcaa ccagtatttt tgaaaatttc attattttta tccttatctc 
ttatgattca
    16921 tcggcccaat ttggtaacct tttctggata aaagccatcg ttccttcttg 
tccttcagca
    16981 ccaccaaccg cttgagcaaa ctgctgtgca gcatcatcta gcaactcatt 
taaaggttca
    17041 ttgagtgttc gatataacag tgctttagtc acacgtgaag cttgaggagc 
tgctcgttta
    17101 atgtgttgaa tggtttcctc taaagcttgt tcaagttcaa tttcattatg 
tgcaatttga
    17161 tgaaccacac cgacactcag tgctgtatgc ccttcaaaac gcatgccgag 
taaagcaagt
    17221 cggcgtgcct gagtcaggcc aatacgtttc accacaaaag gagcaatttg 
agcaggaatc
    17281 acaccaagcc cagtttcagg taaaccaaac tgcgcattat cacggctaat 
ggcaacatca
    17341 gaaacacatg ccagcccaaa acctccacct aacaccgcac cttctaaaat 
gaccacaaca
    17401 gtctgtggtg cagcttcaac ttgctcaagc atggcaccaa aacggcggtt 
aaagtcagta
    17461 taaggttgta gactaccaat gttagttgct tcaacgcgta aagcagccat 
gtccttaata
    17521 tcaccacctg cgcagaaagt cccaccttca ccacgaaaga tgactgcacg 
aattgaaaga
    17581 tcatcacgaa tggcagtaaa aacttgttga atcgcattga ccatattcaa 
gttcatggca
    17641 ttacggctct ctggtcggtt taaccaaaga tataaaacac tgccgtcttg 
ttctaattga
    17701 atactgtcat caatatctaa agcttgaagc gatgctgaaa gtgtcatggt 
tgattcctta
    17761 tttttgtttt tttggcaaga tatccatcaa cttacagata atccccaaca 
taatctcatc
    17821 tgcgccaccg ccaatagagc ctaaacgacc atcacgatat agctgggatg 
cagggttatc
    17881 ccacataaag ccattgccac cccaatattg tagacagcta tcggcaactt 
cacggcttaa
    17941 acggcctgct ttgagctttg ccatagatgc cagcttagtc acatcttcac 
ccgcaatatg
    18001 ctgttcacac gcttggtagg ttaaggcttt aagcgcttct acttcagtca 
tgagttcggc
    18061 aaaacgaaaa tggatatatt ggttattaat gagtggttga ccaaatgtcg 
tacgctcttt
    18121 ggtataggcg atagtctttt gaattaaatt ttccaaacca ccaatcgcat 
tagcacaagc
    18181 ccataaacgc tcttcctgaa attgcatcat ctgcatcatg aagcccatac 
cttcaacgcc
    18241 aaccaagtta cgctgaggta cacgtacatt gtctaaataa acctgcgctg 
tggtcgttga



    18301 acgcatccct aatttattta acggctctga aaaactaatc cctttagttt 
tggctggcac
    18361 aataatcatc gacttattaa catgtggttt atcgtcagat gtgttggcta 
aaagacagaa
    18421 gaaatcggcc tgcagtgagt tggtaatcca cattttgctg ccgttaatga 
catagtcatc
    18481 gccatctttt ttagcagtcg ttttaatagc agcaacatcc gaaccagcat 
gcacttccga
    18541 taccgcaatt gaggcaacat attctccagc aatggctggt gttaaaaact 
catcacgtaa
    18601 ttctttgcta ccaaaacgcg ccaaagcagg tgttgccata tctgtttgta 
caccaatggc
    18661 taaaggcaca ccgccgcaag ctgcgcgtcc aatttcttca gccacaacta 
agttataaga
    18721 gtaatctaaa gccagaccac cattttcctc aggcttacaa atccccaata 
ggccaagatc
    18781 ccccatcttt ttaaatacat cgtggatcgg gaaacgtcca gcttcttccc 
attctggaat
    18841 atgcggattc agttcatttt caacaaattg acgagctgta cggcgcagtg 
cttcatgttc
    18901 ggcagtaaat ttcattgtgt tattcctatt aattttttta attacggtaa 
agattgatta
    18961 aaaacgagac acaccaaaac gggtcggatt tagttcgcgt tgctgtgctt 
cataaatagt
    19021 ttctaaaagg aaaataagta attttcgggt atctcgcggg tcaataatgc 
cgtcatcatg
    19081 tagcatggcc gtattgaaaa gcgcggtaga ttgctgctct aatttcatcg 
cagtactttg
    19141 ctcaagaaaa tcgagcattt gcggattcgg ttcctgcccg gaagcttttt 
gtttcccttc
    19201 agcaacaata cgcagtatct ttccggcctg tgcagccccc attacagcaa 
catgcgagtt
    19261 cggccaagca aaaataaaat ctggcgataa actccgacca cacattgcgt 
agttaccagc
    19321 accatatgac cctgccacaa cgattgaaat tttaggtaca gtacaattgg 
caaccgcttg
    19381 aatcagtttt gagccatgtt taataatgcc attttgctcg gcatcggttc 
ccaccataaa
    19441 gccagtagtg ttatgtaaga ataataacgg acggttggtc tgttcacata 
agtgaataaa
    19501 ctgagctgct ttcgctgctc cttgaggggt aatcggacca ttattggtaa 
taataccgat
    19561 atgcaaacca ccaatttttg cccagccaca taccgttaaa tcatcatatt 
cctgcttaaa
    19621 ttctagaaaa tctgaatcgt caataatgcg ggcaaccact tctttcatat 
caaatggttg
    19681 tttaggatca cttggaataa cacccaacag ttcctcggta tcgtaacgag 
gctctttata
    19741 agtcacatca actggtttga tttgctcttt ccagttgagg tgttcaaaaa 
tttcacgcgc
    19801 aagtcgaatc ccatcggcat cattttcagc caaatattct gctgttccag 
caacctgtgc
    19861 atgcatttca gccccgccca actcttcagc tgttgccact tcgccagtgg 
cagccagaag



    19921 taaaggtgga cctgcaagaa gcatctctgt ttgtttgcgt actacaatga 
cataatccga
    19981 aagacctggt tgataagctc ctcctgccgt tgcattccca tgtaccactg 
caagctgagg
    20041 aatacctgcc gcagacagac gtgcctgatt ggcaaaagtc ataccaccat 
aggtaaatac
    20101 ttcagctgca taatttaagt tagcgccgcc actttcggtc agcgtaatca 
gcgggagttt
    20161 ttgttctaag gcaatttttt gcaaacgcaa agttttctgt acacccatgg 
gtgacatggt
    20221 cccgccttta atcgcgctgt tacttgcaga gaccagacaa cgcacaccac 
tgacaaaacc
    20281 aatgccggca atcacgccgc cacccgcttc agagccatct ttatcatcat 
gcatgttgta
    20341 gccgaccaaa ccacaaagct caacgaaagg tgaatcagca tcgagcaata 
accgtacacg
    20401 ctcatgcggc agaatcttgc ctttcttgtc aaacttcggt ttagcagcat 
acgatttatc
    20461 aatgcttttt tgctgaattg cacggacttc actcagctga gtaagcagtg 
cctctttatt
    20521 cttttgatac tgttcactac caacagtaat ttcggattga agaatggtca 
ttttttattc
    20581 ctcactccga gcctgaatta ttgctttgct cgactttctc agtcttatct 
tttttaaaaa
    20641 tttcaggaat aaacgcgcga tggaaaccat tataagactg actatttatt 
gcttcggcta
    20701 gtgggtacat gcgtgtccct tgcgatgcag cgccatcaat acgcaaagtt 
acacctgaca
    20761 caaaagccgt agcatcggac agtaaataac aaattgccga tgagacttcc 
gactcagttc
    20821 ccatacgttt taacggtaca ttgccagcaa gacttggaat aattactttg 
gcaaaatcac
    20881 cgctataatt atccataccg gatgatacaa tccaccccgg tgcaaccgca 
tttacacgaa
    20941 caccagattt gccccactca accgatgctg ttttagttaa gttatcaacc 
cctgaacgcg
    21001 cggcaccaga atgtcccatt cccggcatgc cgccccacat atcagcagtc 
atattgacaa
    21061 tactgccacc atgtttagcc atccattggt tataagcttc acgcattaga 
tagaaagttg
    21121 cgtgtaaatt attacgcacg actgcatcga aaccattcgc cgaaatattc 
tctaaagctg
    21181 aggggaactg cccgcctgca ttatttacca aaccatcgag tttgccgaat 
ttctcaatca
    21241 cttcggcaat catatttttc acttgttctt cttcacggtt atcacaaaca 
atgaaatgaa
    21301 ctaagccccc atcttttatt atttcttggc ttactttctc taatttttca 
attttgcgtc
    21361 ctgtaatcac tacttgagcg ccgagggctg caagctcatg tgcagtacag 
cgtccaattc
    21421 ctgagccacc acctgtcaca ataatgactt tattggcgaa agcacctggt 
ctaaatattg
    21481 attgataact catctttgtt tcatccattc attttatttt tctaaaagat 
gtgccggaac



    21541 tttaacaggc atatccaata actgttgggc aaaggcttta ccttgcggat 
caatacgtaa
    21601 gctggcaaca ccaccaccac ctaaggcatt ctccaacata aaattcagtg 
catttaaacc
    21661 cagtaactca taacgaatta ctcgcccttt ctcagcatcc aagacatgtt 
gcatatagct
    21721 tgcaacagac tgttcagtta gtgctgcacg aatccatggt aaatagtctg 
ctttacgtgc
    21781 aatcacgcca atattgctat gattgccttt atcaccactg cgggcatgcg 
caatttcaat
    21841 caaaggaact tcaatttcat ctccttgata aactgcattt tcacctgccg 
tcaatgtagg
    21901 caattgctct gtagaaaccc cttgtggaat ttcaaccgcg tgacgttggc 
catcaagatc
    21961 aatttcaaca ttgatctgat ttttatcaat taaaaatgaa aataatttga 
tcactggaga
    22021 tgctttgggt cggcctccaa caattcctgc caaggctgga gccatacctg 
ttgaagcttg
    22081 tgcaatttca gatgcaaaga acatacatgc ttctttaaac atgtgtttta 
cagctatttt
    22141 gaccacaact tcacgactat tcaatgtttg ggcatggtcg ccataggtac 
tttcaatacc
    22201 taaaatttca acagactttt cactaaatgg cggcactgag cgcattgcta 
aaacacgttc
    22261 acacttagtc aaaatcgcat cagcaatgac ttgtgctttt tgtggtgcct 
cacgtcctgc
    22321 aatgaggaaa ctcactaaaa cccgatatcc atctgggtaa gtcgcgctga 
ctttatattg
    22381 tgtagttggt gcttgtcctt ttgcacccgt cacacgaact cggtgctccc 
cgacttgctc
    22441 taaatgcacg tggctgaaat cagcaatgac atcgggtagt aaatatgctt 
gaggattgcc
    22501 tatttcataa acaatttgct ctgcaacagt agcagtagaa accagaccac 
ccgtaccttg
    22561 aggcttagtt acaacaaatg agccatcttc actcacttcg accactggaa 
aacccatatt
    22621 gtcaaagcct tgtaccaaat gccaatcggt gaaattgccg cctgtacatt 
gcgcaccgca
    22681 ctcaatcaca tgccctgcca acgaaccttg agccaatttg tcataatcat 
cgagcgacca
    22741 ctgatattca tgaagtaaag gagcaaggac cacagccgaa tcgacgacac 
ggcccgtaat
    22801 cacaatatct gcccccaaat ctaaagcatc acgaatagcc actgctccaa 
gataagcatt
    22861 actactcgcc acttgttctg gtaaaggtcc accactaaac atttccagaa 
cattctgctg
    22921 cttaagctgc tcatgttttg gtaaaagatc atcacctaaa accacagcca 
ctttcagatc
    22981 tagaccatac tctttaataa ttttttgcaa tgcgtcccga caagccaatg 
gattaacacc
    23041 acccgcatta ctaatcactt taatcttttt ttcagcaatt ttttttagta 
agggtgccat
    23101 gactcggctg acaaaatcta aagcgtaacc atgtttcggt tctaccatct 
tcgcttttgc



    23161 cataatcgac atggtaatct cggacaaata atcaaaaacc aaataattaa 
tatcggtcaa
    23221 atgcactaac tgaaaagcgg cagtattggt atctccccaa aacccagagg 
cacaccctat
    23281 ttttacgact cgatgatcat cctgctgatt atttgccatt ctatttctca 
ttattttgtc
    23341 taaaaatcag cctcaacatt accaagcaag cgcttggttt gtaaagcgca 
aaatgttatt
    23401 gtgatgttga ccaaatcttc caaattcggc aaataacctg aaatacgatg 
aaatttagtg
    23461 aaaatttcca ctatagtctt ttagataaag gaacaaactg agcacatgat 
tgccacctca
    23521 attgaacaga ttccaaatat cccctgcttt gatgacagtc cacgtggccg 
tttattgcac
    23581 ggtgcagcct atctttttca taagcaaggc tatgataaaa ccactgttcg 
tgaacttgct
    23641 cagtttattg gaatccaatc gggaagctta tttcatcatt tcaaaagtaa 
agatgatatc
    23701 ctcgctcatg tgatggaaca gaccattatc tataatcttg cccgtttaaa 
tgatgcagta
    23761 actcaatcta cagacccaga acaacaatta cgtgctctta ttaaatccga 
actgatctca
    23821 attactggag atactggtgc agccatggct gtgttggtgt acgaatggtt 
cgctctatca
    23881 aaagaaaagc aagattatct tttaaaaatg cgtaatgaat atgaacaaat 
ctggctcgac
    23941 gttatagaaa agttacgcac acaaggtaaa gtcaaacacg atgcttttat 
ttggcgacgc
    24001 ttaattggcg gtgcaatttc atggactgta acttggtata aatctgaggg 
taaagtcaaa
    24061 attgatgagt taacggaaat ggtttgggaa atggctttga aataaaaaag 
gtggctcaaa
    24121 gtccacctta taagaattaa taaccaagct gtttactaat caaatctttc 
ataatttctt
    24181 cagcaccacc gccaatcata ttgaccttca cttcacggta aatacgttct 
gacttggtac
    24241 ctcgcataaa gcccatacca cctaatgttt gtacagccgc atcagcacaa 
aattgcatag
    24301 tgcgagtcgc aacattttta agcattgaaa tttgcgccac caactcaggt 
ccttgtaact
    24361 tcggctgagt cattttccat gctgtttctt caagtaatgc ccgcgttgag 
gtcagttggg
    24421 ttgccatatc taccaattta tggcgtacta cttgatgatc tattaatcgc 
ttaccaaaag
    24481 ttttacgttg ctgtgcccat tctaaagctt cttcataaca gactaatgca 
tacccataag
    24541 cgactactcc caagaaaaac ctctccatat taaagttatt cataataact 
ttaaaaccag
    24601 cattttcttt gccaagtaga tttgatgcag gtactcgtac ttgatcaaaa 
tgcaaatgtg
    24661 ccgtatctga tgcccaccac cccattttct tcaaaggcgt tttagtaata 
ccttcactat
    24721 gtgcatcaat gagtaacatt gaaatgcctt ctgcacccgt ttttgtcgga 
tcagtacgca



    24781 ctgcaactgt ataatagtct gcacgaattc ccgatgtaat aaatgttttc 
tcgcccgaaa
    24841 caatataata atccccatct ctgacagctt tagtctgtaa tgcagcaaca 
tctgaaccac
    24901 caccaggttc tgtaatcgct aaagccgaaa ttttctcacc ggaaataata 
cctggcagaa
    24961 ctctagcctt taactcctca ctcccaaagt gctgaatggg aggggcgcca 
atggtatgga
    25021 ccatgagcga gatatgcacc ccacctgaac ccgcctttgc catttcgata 
ccagccagta
    25081 atgaatagaa tggatctgca tctggaatac caccatattc ttctgaaaaa 
cctagaccca
    25141 gtaatccaat ttcggcagcc tttttataaa gttctcttgg gaatgtctca 
gcctcatccc
    25201 attcattaac gaaaggtgcc atttcttttt gtacaaatct acgaacatta 
tcggcaaaag
    25261 ctatatgttg ttcattatag taaattggat tgagctgcat ttttagaaat 
gtcctgatgt
    25321 ttttatttaa ttccagaaca tatcttgtca tgtttaccat cagtcaaaag 
ttgcaagaat
    25381 ctccattttc ttggcataaa atatcaaatc cagacgatcg agttgattcg 
caagacctat
    25441 acccttaaac agcagcgaaa accacgagct gcataatatg actgggctcc 
attgtgatag
    25501 atgaagactc gaccatagcg acggtccgca aaaagagctc ctcctaattt 
tcgaatttcc
    25561 tcgggagtag caagccagct tgatgttttt agatcaaact caccgagctg 
ttgtaattga
    25621 tgatattgct cttctgttag gagttcagcc cctatttctt ggactaagtc 
tattgcgcta
    25681 tttttaggag gatgatcttt tctagactct aaggcttctc gatcatagca 
aaggcttcta
    25741 cgacctttcg gtgactcaac agagcaatct ataaacaaat attcatcttt 
ctgctggtca
    25801 taagcaataa catccggctc tcctcctgta ttttccattt cctgcaatgc 
ccatagtttg
    25861 tctggagact caatgagttt agctcgcaca ttcatccaat caatttcttt 
atgtcgatgt
    25921 atattctttt caaatctatt ttttaataat tcaagcaaca tatctatttg 
ttttgaagtt
    25981 aattgttttt tagtcatcat tgaataaacc ttatagttat taaacagaac 
gcccatcaaa
    26041 ataatttatt tttatctttt ctaaatcaat atcatctata catcgaacat 
taatcgcaaa
    26101 gatcgaatta ccttgggcat ctataccttg agcataggga tgaataccgc 
aatttttaca
    26161 gaaatgatga ttaatcacat gcttgttaaa agtgtaattc gctaaaatat 
caggagaatc
    26221 taaagtaacg gtaacctgat tagtcggcag gaaccaaagt aaagaccctt 
tcttttggca
    26281 gatagaacaa ttacaagata aggcttctgt tagctcacct tccgcggcaa 
actttacctg
    26341 accacaatga caacttcctt tatattccat tttatttttc ctatttctaa 
ttttttatag



    26401 ttttataata ttctgccgtt tagttcaatt ttcaatctaa tagaaccgag 
taagcatcca
    26461 aaaatgattt gtagttctat atttaaataa ttctttattg attgctttcc 
catataaaaa
    26521 aacaccccaa cctcttttga gattggggtg tttagaataa tgagctggcg 
atgacttact
    26581 ctcacatggg taatcccaca ctaccatcag c
//
LOCUS       NODE_18_length_11825_cov_114.95777111825 bp   DNA linear
17-DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..11825
                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
     gene            250..795
                     /locus_tag="DSM_03659"
     CDS             250..795
                     /locus_tag="DSM_03659"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MGFFISKISEVAMALKVGIIKSSDVAQWCTFETEGGQAEFKIRG
                     
IGYKPFQVALEKAGNQITSKGYDVMVKDENAKLYHELLLDACAAHLIEDWKGIVFSEV
                     
VDGQPVESEKPYTPENASKLLNQGDIGISIWLFIKEQAQKIQEEADKDKALILGKSSS
                     STNTKKRMRRKRRTKSNKSSS"
     gene            complement(1342..1608)
                     /locus_tag="DSM_03660"
     CDS             complement(1342..1608)
                     /locus_tag="DSM_03660"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MAKDYSQVNFRMPSKLKELLEEKAKDNERSLTAEIVARLEESLD
                     INEKIPTEVMKLIDMSNKNLDRATVLIEKLMARIEELETNKPAD"
     gene            1668..1892
                     /locus_tag="DSM_03661"
     CDS             1668..1892
                     /locus_tag="DSM_03661"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKQECYKVKMLYSKGALLEVKMTRHDKQMNVRMAHETVSELKEV
                     AKKNRRSVTAQLNQIIEDWLKEQKQQDAKA"
     gene            1972..2358
                     /locus_tag="DSM_03662"
     CDS             1972..2358
                     /locus_tag="DSM_03662"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLNIPFEFDKDKVLDITDLLPTIPIEILEKVTDQNGSVSADEEN
                     
FLKSVGRAAENANLPVLKGLSAIGVLLANANEEIPLGTFNDVGWLIQSLSEQVLAISH
                     MQGFADLLLDASNKNKISKGNGGLMS"
     gene            2355..2696
                     /locus_tag="DSM_03663"
     CDS             2355..2696
                     /locus_tag="DSM_03663"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNMLINQETLIPVVDRDIGGEVQPSVDARELHKWLKSGEMFATW
                     
IKKRIKTYKFIENEDYISFLVNPKKPNGGRSSREYILTIDMAKELSMVENNEQGRVAR
                     RYFINCEKALR"
     gene            2712..2894
                     /locus_tag="DSM_03664"
     CDS             2712..2894
                     /locus_tag="DSM_03664"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNQFNRAVLEFEKFTEIASNAGRTLCLVGKQYKPQALSKVEELK
                     QKITPLLPFEEDEMQA"
     gene            2991..3497
                     /locus_tag="DSM_03665"
     CDS             2991..3497
                     /locus_tag="DSM_03665"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKIIFILAALGIITSHGCITIPSPEEVQRNAYKGYSEVVELNS
                     
IPKDQIFELSKIWIAKSFNSANNVIQYADKNTGIIIGKGNFSLKCPDNVKGMNCLAYT



                     
STKAEFTLKIEIKDGKSRLTFSDVHQAVNNYPFYDNISKPIIDSQIKGIVKNYGLDII
                     NQKNDSNW"
     gene            3603..8516
                     /locus_tag="DSM_03666"
     CDS             3603..8516
                     /locus_tag="DSM_03666"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MAQESRLVIVIDSQNAERNARNLGNELDSIERKGDYASKSMDGL
                     
SVATRALAGYMAGLVTVSSAISKMDTYTGLQNRLKLVTKNQVELNKATEDTFRIAQKT
                     
YSAWDSVLQVYQRFSDNAKTLNLTMDDTARLTETVSKAVAISGASAEAADAALVQFGQ
                     
ALASGTLRGEELNSVMEQTPALAKAIAKGMGITVGELRSVAAEGKITSQEIVKALRNV
                     
QDEVDALFAKTDITIGQSLTLLNNEITKFVGEAGKGSGAAQALSGSIQLLANNLNLIA
                     
DSAFAIGIGLMTKAVLTKTVAVQASIAASTKQVFATIAERNANIAAAKAEVESALAEA
                     
QSTQVTLTNIKATHAQIMAEIELEKVRLKAQITEQGRTATITRMAQLGRLQAQVALEV
                     
AAAETAQSASSARLSAALTAQSVATSRLALAKSALMAIFSPMGLAIAATAASFYLLSS
                     
SSDEVKESLATQSDSVSDLTDKYIKLNTVQALTEGVRLRKEIEQQNDAIDDASGAIKR
                     
FAYIQKELFKLSGNDYEDYQNAIKSIATGASDAGDLLKKMISSGRFSQNQIDKLIEFS
                     
SAVAESKNKIEQGNTALKLLNATSGQHVDVTAESIKQLTIQTNLTKVATQNFTDMKTQ
                     
MLDSLRAQVEFIRLNGGSEEQVKSLNKVIQAYSLNQISATDAVSKFNSTAKVPAENIK
                     
GLQDYATKTDQSKIALNQANAELKKQNDLRNEYLKQHQTVLGAQQGETNELNNQVAAQ
                     
EKLNKLRDNANKDILKNDFLIKNTKAFGGGEKGLDKARAASEFYTDNKIPMTRSLTSQ
                     
EAAIFEAWYKKQKEAKDLQESITESSRKQTKEVEKQTKESAKQAVLLAGNDERVRNML
                     
RVYLAFRNAGLGDKQARVMTAQVGRENDFRNEAMFGSHKDENNGYTNTGFISWQKTRS
                     
TKLMQSLQGQGVLDKNGKIQQTQDALDAQAKFLLQEVMTNKSYSKTKNALLNDDLDYR
                     
SLEKIVGKNFIGWDYEGKKLGKDKASQHLAKQDSYYNQLNKILGASPDAASKAIGDLS
                     
KFEDEAYKARAKTLEEIKQLQATYDSETVARSKKREEEINKATILGQSNLIPKINERY
                     
DAEDKLAQKQFDFEVNGYKWTEEQKLDYTYETNSLRLVAEGKLSEDQRKVALDGLKLQ
                     
KQQELELIELARKKQLLEAKSSYMGETELAVRRYQAELKEIEKVRDAKLKAGLLSANN
                     
MGQFQTLDSASDKVFQSGFNASQQVFQQNDPRGYAQWDLQNRYSTDAGGLLNTYIDQI



                     
NGINLIADEEQRNSQLLAAREQYLQSRKALDEKYAQDERDLNSSLFETQLGQLGSLTS
                     
QLSGYWSNMTGIVKNAAGEQSGIYKGMYIAQQAFAIGSATISALQAYNQILASPWYLD
                     
VISKSTAANLVLGMGMANVGLIAGQTIAGFSDGGYTGNGLKHTPAGIVHKGEVVWSQE
                     
DIKRWGGVGLVEKMRKSANPEAFLNNNASADSVMRRAMMSSSAFIESQKQSDIFNQPV
                     
QDTQIIYKGNRDTPKLASLASSDLFHDGKVYFSSNGLVQNRSNLEDVQDFTLGSTSRP
                     
QAEIMPSIEPASPIINFKIEVINQVSGATVEAEQLDEQTVRIIVTDELDKQLPRKVPK
                     LVSDQIANPNSTISRSLTENTTARRNR"
     gene            8591..9343
                     /locus_tag="DSM_03667"
     CDS             8591..9343
                     /locus_tag="DSM_03667"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLPPVPKTKSSEVTDIINSAVLTGSISEFQYFRCKRLLNDIKET
                     
EPLDWFLLSNSIIEMYFDNPILAHQYAREVLKISNSVSILSNLYFVFLSSVDFSSANE
                     
NIDKIISLCSKQNLPLESFIPIDFKPITYFLDGILNDDLNYYKRFKKEDFNEFIQFFE
                     
IKNKLEIDSRVLKHIGSILFKCFNSRNVRCRKYEYSFIDDEFLILLYVDRSFDEIDAM
                     NSEIFSKCYDEGLIDELNKLSYFIIPYEVGVD"
     gene            9347..9739
                     /locus_tag="DSM_03668"
     CDS             9347..9739
                     /locus_tag="DSM_03668"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MATTDTLNYCYELLGNSTKYDECHKRNIIGRAYYHAFYEVRHHL
                     
EQRLLWPVTKTKCGAHEKVYSRLSGYPAGSTSEMIQKRAAEIKNRIQKLKRFRTTADY
                     HLHLTISNQLINYILHESSQISEEISRL"
     gene            9804..10202
                     /locus_tag="DSM_03669"
     CDS             9804..10202
                     /locus_tag="DSM_03669"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MYKLKLNPQTSGYGVTPGDDVKRQQMEGGRGRYYIDVKRNSHIV
                     
DVNWNLSKTDFNKMMAFWRVYQNKPASFYADLVIDQGTRQQYLCNFIPNSFKTNEVNG



                     NLYRVNAQLEVVQNQPNLAADIALIKDWEV"
     gene            10202..10708
                     /locus_tag="DSM_03670"
     CDS             10202..10708
                     /locus_tag="DSM_03670"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDNEYAEFFFNRKVDIYQLECIELSHPSFMNTYRVVRNDDRGVY
                     
VQHNEGEGQVLYEYLPMTIQRSGMLGDLDQTLTVSISGLGDILPDEFERVIEGQFPDV
                     
KPTVNYRLYSSDNLNTPMHYLLGLQLAGVSMNHKAVTFKAESPRLNTAKTGDIFALDR
                     FTGLKGAI"
     gene            10705..11067
                     /locus_tag="DSM_03671"
     CDS             10705..11067
                     /locus_tag="DSM_03671"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKSHDHLLDRQYDEENYNCVHFAHEAALDLYGIDRAEALEFFMK
                     
PIKEKVFLPSRLKLLNPLPMPKEGCIVAFHSRYRNKPPHVGLFRLGRVLHLMEGGVTF
                     LSEEVIKAMGFSRVSYYD"
ORIGIN      
        1 ctgcttcttg gattgatgct attaaaaccc gtgatgtatt tacattgacc 
ttcgatatta
       61 cagataccaa aggcagtaag tactcgttta acttcccgca acttgaagtt 
aaggaagcaa
      121 atcacccgga tggtggtggc gatgacatca ttacaataga tatcaatttt 
gcccaagtgc
      181 gtactagtcc aacgattata cgtgctcttg tgtaatcaac ttattcagta 
acaaagctta
      241 tggaatccca tgggcttttt tatttcaaaa atttcagagg ttgctatggc 
tttaaaagtc
      301 ggaattatta aaagctcaga tgttgctcag tggtgcacat ttgaaactga 
aggtggacag
      361 gcagagttta aaatccgggg aattggttat aagccctttc aagttgcact 
agagaaggca
      421 ggaaaccaaa tcacatccaa aggctatgat gtgatggtaa aagatgaaaa 
cgccaagctc
      481 taccatgaat tattactgga tgcatgtgct gctcacctga ttgaagattg 
gaaagggata
      541 gttttttctg aggttgtgga cggccagcca gttgaatcgg aaaagcctta 
tacccctgag
      601 aatgcctcaa agcttctcaa tcaaggtgac attggtattt caatctggtt 
attcattaaa
      661 gagcaggccc agaagattca ggaagaagcc gacaaggaca aggctttaat 
tctgggaaag



      721 tcatcgagct ctacaaatac caaaaaacgt atgcgtcgaa aacgccgcac 
gaaatcgaac
      781 aaatcaagtt cttaggtggt cgtattcctg atccgccaga atattcttat 
gcggctgatt
      841 ccattctttc ggcatttagc actatttgca gatcccgacg atatgagcag 
ggtatccctt
      901 tatctttaga tcagcaggca ataaatgtct atgctgagca taatgaattg 
ccagtggctg
      961 ctcatatttt taatgactgt atctttacac tcgacgatat gttcttggat 
gaggcacata
     1021 agaaagcgag taaaaaatag aaatctatat tgcatttggc aaaaatcaaa 
gataaattga
     1081 tgtctcatac ttctcactct ttgagtaagg gccgccggtc gaatgtcggg 
ctttttttgt
     1141 taagtggtaa ttcacctaca aaggaaagca tgatgaagaa ccttactcat 
gcagaaccct
     1201 atttcatcat gcgtgaaaaa aaggaactgc aaaagagact tttagataag 
aacaatgaac
     1261 tattggaatt gatgcaaaga gttgaaaaat acttgatgag gatagaaaaa 
tagagagttg
     1321 tctttctaca aaaaagcccg cctaatcagc gggtttattt gtttctagct 
cttcaattcg
     1381 tgccattagt ttttcaatta aaacagttgc gcgatctaaa ttcttattgc 
tcatatctat
     1441 aagcttcata acttcagttg ggattttctc atttatatca aggctttctt 
caagtcttgc
     1501 aactatttca gcagttaaag atctttcatt gtctttagcc ttctcttcta 
ataattcttt
     1561 gagcttgcta ggcattctaa aattcacttg agaataatct ttagccatgg 
accatatacc
     1621 gcaaattgac aattaactaa tcatatatag caaaagtgct ttacacaatg 
aagcaagagt
     1681 gctataaagt aaaaatgcta tatagcaaag gtgctttatt ggaggtaaaa 
atgacaaggc
     1741 atgataagca aatgaacgtt cgtatggcac atgaaacagt aagtgaatta 
aaggaggtag
     1801 caaagaaaaa tcgtcgatcg gtaacggctc agttaaatca aatcatagaa 
gactggctaa
     1861 aagaacagaa acaacaggat gcgaaagcat gaaattaaca gacaacaaaa 
aagcccctga
     1921 atcttggcgg atgcggagct tgattgaagt cataacagtg agatatgaac 
tatgttaaat
     1981 ataccattcg aatttgataa agacaaggtt ctagatatta ccgatctact 
gccaaccatt
     2041 cctattgaga ttcttgagaa agtaacagat caaaacggtt ctgtttcggc 
agatgaagaa
     2101 aattttctaa aatctgtagg ccgtgctgcg gaaaatgcaa accttccagt 
tttaaaggga
     2161 ttaagtgcta ttggtgtgtt gcttgccaac gcaaatgaag aaataccgtt 
aggaacattt
     2221 aatgatgttg gctggttaat acaatcgctt agcgaacaag ttttagctat 
aagccatatg
     2281 caagggttcg ctgacttact tcttgatgca agtaataaga acaaaatctc 
taagggcaat



     2341 ggagggctaa tgtcatgaat atgcttatta accaagaaac tttaattcca 
gttgttgata
     2401 gagatattgg cggagaggtt cagccttctg ttgatgcacg tgaattgcat 
aagtggctta
     2461 aatctgggga aatgtttgcc acatggataa aaaaacggat taagacctat 
aaatttattg
     2521 aaaatgaaga ctatattagt tttttggtaa accccaaaaa acctaatggt 
gggcgttctt
     2581 caagagaata catattaact attgatatgg ctaaagagct gtcaatggtt 
gaaaacaatg
     2641 aacaaggtcg ggttgcaaga cgttatttta ttaactgtga aaaagcattg 
cgataaacag
     2701 catttggatt aatgaaccaa ttcaacagag ctgtattaga gtttgagaag 
tttactgaaa
     2761 ttgcttcaaa tgctggaaga acattatgtt tggttggtaa gcagtacaaa 
cctcaagcat
     2821 taagtaaggt tgaggagctg aagcaaaaga ttacgccttt gctcccattc 
gaagaagacg
     2881 agatgcaagc ttaaaagaat taagaacccg ccaagtgcgg gttttcttca 
tgtgacattt
     2941 agtaaccagt ttgttaaagt tagtacactt tataacaaac ggtgaaattc 
atgaaaaaga
     3001 ttatttttat tctagctgca ctaggaatta ttacaagtca tgggtgtatt 
actattcctt
     3061 ctccagaaga agtccaaaga aatgcttata aaggatattc tgaagtggta 
gaactgaata
     3121 gtattcctaa agatcaaata tttgaacttt caaaaatctg gattgctaaa 
tcttttaatt
     3181 ctgcaaacaa tgtcattcag tatgcggata aaaatactgg aataatcata 
gggaaaggta
     3241 acttttctct taaatgccct gacaatgtaa aaggtatgaa ttgcttagct 
tatacatcaa
     3301 ctaaagcaga atttactttg aaaatagaga taaaagatgg caaatccaga 
ttgaccttta
     3361 gtgatgtaca ccaagctgta aataactacc cattttatga caatatttct 
aaacctatta
     3421 ttgattccca gattaaaggg atagttaaga actatggtct tgatatcata 
aatcaaaaga
     3481 atgattcaaa ttggtagtaa tttgctaata aataaaaggt taaatactca 
tacttaatag
     3541 tttttaaata ccaaatagcc cactcatcga gtgggttttt taatgcctag 
aggaaagtaa
     3601 agatggcaca agaatcccgt ttggtcattg ttattgattc gcaaaatgct 
gaacgtaatg
     3661 cgcgtaatct aggcaatgaa ctggatagca ttgagcgtaa aggtgattat 
gcttctaagt
     3721 ctatggatgg cttatctgta gctacgcgag cactagctgg gtatatggct 
gggctagtaa
     3781 cagtaagttc tgccatttca aagatggata catatactgg actacaaaat 
cgccttaagc
     3841 tggtcactaa aaatcaagtt gaactaaata aagcaacgga agacactttc 
cgaattgctc
     3901 aaaaaaccta ttcagcttgg gattctgtat tacaggtata tcaacgcttt 
agtgacaatg



     3961 ctaaaacact gaatttaact atggatgaca ctgctcgact aactgaaaca 
gtatcaaaag
     4021 cagttgcgat cagtggtgca agtgcagaag cagctgatgc agctttagtt 
caattcgggc
     4081 aggctttggc aagcggtaca ttacgtggtg aagaactcaa ctcagttatg 
gaacaaacac
     4141 cagctctagc aaaggctatt gctaaaggta tgggtattac tgtaggtgaa 
ttacgttcag
     4201 tagcagctga aggaaaaatt acttcacagg aaatcgtgaa agcacttaga 
aatgtccaag
     4261 atgaagttga tgctcttttt gctaaaactg acattacaat tggtcaatca 
ttaactctac
     4321 ttaataatga aattactaaa tttgtaggag aggctggtaa aggaagcgga 
gcagcacagg
     4381 ctttatcagg atcgattcag ttattagcaa ataatttgaa tttaattgca 
gacagtgcat
     4441 ttgccatagg tattggctta atgacaaaag ccgttttaac aaaaacggtt 
gctgtacaag
     4501 cgagtattgc tgcgtcaacc aaacaagtgt ttgccacaat tgctgaacgt 
aatgcaaata
     4561 ttgcagcagc aaaagctgaa gtggaatctg cgcttgccga agcacaaagt 
acgcaggtga
     4621 cactaacgaa catcaaagct actcatgctc agatcatggc agaaatagaa 
ctcgaaaaag
     4681 ttcgtttaaa agcccaaatc actgaacaag gtcgcacggc taccatcaca 
cgaatggctc
     4741 agcttggacg attacaagct caagttgcgt tagaggttgc tgccgcagaa 
acagctcaat
     4801 cagcatcatc tgcaagatta tcagcagcct taacagcgca atctgttgct 
acaagtcgtt
     4861 tagctttggc aaagtcagcg cttatggcga tttttagccc aatgggttta 
gcaattgcag
     4921 caacagccgc atctttctat ttactaagca gcagttcgga tgaagtcaaa 
gagtcccttg
     4981 caacacaatc tgactcggtt agtgatttaa cagataagta cataaagtta 
aatactgtgc
     5041 aagcattaac agagggtgtg cggttacgca aagagattga gcagcaaaat 
gatgcaattg
     5101 atgatgctag tggagctatc aaacgttttg cttatatcca aaaggaatta 
tttaaattat
     5161 ctggcaatga ttatgaggat tatcaaaatg ccattaagtc tattgctaca 
ggtgcaagcg
     5221 atgcaggtga tctcttaaaa aagatgattt catctggtcg ttttagtcag 
aatcaaattg
     5281 ataaactcat tgagttctct agtgcagtag cagaatcaaa aaataagatt 
gagcagggta
     5341 atactgctct aaaactctta aatgctactt ctggacaaca tgttgatgta 
acggccgaat
     5401 caattaagca attaacaatt caaacaaatt taacaaaagt agctactcaa 
aacttcactg
     5461 acatgaaaac acaaatgctt gattcattac gggcacaagt agaattcatt 
cggttaaatg
     5521 gtggtagcga agaacaagtt aaatcgttga ataaggtaat tcaggcatat 
tctttaaatc



     5581 aaatttcagc aactgatgct gtgagtaagt tcaacagtac tgccaaagtt 
cctgctgaaa
     5641 atatcaaggg gttacaggat tatgctacta aaacggatca gtctaaaatt 
gcgttgaatc
     5701 aggctaatgc tgagctgaag aaacaaaacg acttacgtaa tgagtaccta 
aaacaacatc
     5761 aaactgtact tggtgctcaa caaggagaaa caaatgaatt aaataaccaa 
gtcgctgcac
     5821 aagaaaagtt aaataagtta cgagacaacg ccaacaaaga tattctgaaa 
aatgattttc
     5881 ttataaaaaa cactaaggca tttggtggtg gcgaaaaggg tcttgataag 
gcgcgtgcgg
     5941 catcagagtt ttataccgac aataaaattc cgatgactag aagtttaact 
agtcaggaag
     6001 ctgcaatttt tgaggcttgg tataagaagc agaaggaagc caaggactta 
caagaaagta
     6061 ttaccgaatc tagcagaaag caaacaaaag aggttgaaaa acaaaccaaa 
gagtctgcca
     6121 aacaagctgt tctacttgct ggaaatgatg agcgagtgag aaatatgcta 
cgagtgtatc
     6181 tggcatttcg aaatgcaggt ttaggcgata aacaagctcg tgtaatgaca 
gctcaagttg
     6241 ggcgcgagaa tgattttaga aatgaggcaa tgtttggtag ccataaggat 
gaaaataatg
     6301 gttatacaaa tactggattt atttcttggc aaaagactcg ctcaactaaa 
ctcatgcagt
     6361 ccttacaggg acaaggtgtt ttagataaaa atggaaaaat ccagcaaacc 
caagatgctt
     6421 tagatgcgca agctaagttt ttattgcaag aggttatgac taataaaagt 
tatagcaaga
     6481 ctaaaaacgc cctcctcaat gacgatttgg actatcgaag tttagaaaaa 
atcgtgggga
     6541 aaaattttat cgggtgggat tatgaaggga aaaagcttgg caaagataaa 
gcttcacagc
     6601 atttagccaa acaagactct tattacaatc agctcaataa gattttagga 
gctagccctg
     6661 atgcagcatc aaaagcgatt ggtgatcttt cgaaattcga agatgaagca 
tataaggcac
     6721 gtgcaaaaac tcttgaggaa attaagcagc tccaagcaac atatgactca 
gaaacagttg
     6781 ctagaagcaa aaaacgtgag gaggaaatca acaaagcaac cattttaggt 
caatcaaatt
     6841 taatcccaaa aattaatgag cgttatgatg ctgaagataa gttagctcag 
aagcaatttg
     6901 attttgaagt aaatggttat aagtggactg aagaacaaaa gcttgattac 
acatatgaaa
     6961 ctaattcttt gcgattagtt gctgaaggca aactctctga agatcaaaga 
aaggttgctt
     7021 tagatggcct gaaattgcaa aaacagcaag aacttgagct tatagagttg 
gctcgtaaaa
     7081 aacagttact tgaggcgaaa agctcataca tgggcgagac tgagctagca 
gtaaggcggt
     7141 atcaagccga gttaaaagag attgaaaaag ttagagatgc taaactaaaa 
gctgggttgc



     7201 ttagcgctaa taatatgggg caatttcaga ctttagatag cgcatcggat 
aaggtttttc
     7261 agagcggttt taatgcttca caacaagtat ttcaacaaaa tgacccgcga 
gggtatgctc
     7321 aatgggattt gcaaaatcgg tattcaactg atgcaggagg gctattaaat 
acatatatag
     7381 accaaattaa tggtattaat ctaattgctg atgaggaaca gaggaactcg 
caattattgg
     7441 cagcgcgaga gcaatattta caatccagaa aagcactgga tgaaaaatat 
gctcaagatg
     7501 aacgggacct gaatagctca ctttttgaaa cccaattggg gcaacttggt 
agcttaacaa
     7561 gtcagcttag tggctactgg tcaaatatga ctggaattgt taaaaatgca 
gcaggcgagc
     7621 aatctggtat atacaagggc atgtatatag cacagcaagc attcgcaatt 
ggctcagcca
     7681 caattagcgc gttacaggcg tataaccaga ttctagcaag tccgtggtat 
ttggatgtaa
     7741 ttagcaaatc aacagcagcc aaccttgtgc ttgggatggg gatggcgaat 
gttggtctaa
     7801 tcgctggaca aactatagcc ggcttctctg atggcggcta tacaggaaat 
gggcttaaac
     7861 atactccagc aggcattgtg cacaaaggag aggtggtctg gtcccaagaa 
gatattaaac
     7921 gctggggcgg agttggttta gttgagaaaa tgcgtaagag tgcaaaccct 
gaagcttttc
     7981 tcaataacaa tgcttcagct gatagtgtga tgcgccgtgc aatgatgagc 
tccagtgcct
     8041 ttatagaaag ccaaaagcaa tcggacatct ttaatcaacc ggttcaagat 
actcagatta
     8101 tctataaagg taatagagac acacctaagt tagcgtcttt ggcaagttct 
gacctattcc
     8161 atgatggtaa ggtctacttt tcatcaaatg gtttagttca gaatcgatca 
aatcttgagg
     8221 atgttcagga ctttacttta ggaagtactt cacgccctca agctgagatt 
atgccttcaa
     8281 ttgagccagc ttcaccgata atcaatttca aaattgaagt gattaatcag 
gtgagtgggg
     8341 caacagttga agctgaacaa ctggatgagc aaacagtccg gatcattgtt 
acagatgaac
     8401 tggataagca gcttccaaga aaggtaccga aacttgtaag tgaccaaatc 
gcaaatccaa
     8461 actcaaccat tagtcggtct ttgactgaga atacgacagc aagacggaat 
cgttaattta
     8521 aaagctacct ttagaggtag cttttttaaa taaattagga caaaatttca 
aaaaattggt
     8581 gaatattctt atgcttcctc cagttcctaa aactaagtca tcagaagtaa 
ccgatattat
     8641 taactctgct gttcttactg gatcgataag tgaatttcag tattttagat 
gcaaacggtt
     8701 gcttaatgat attaaagaaa ctgagccact agattggttt ttattaagca 
acagtattat
     8761 tgaaatgtat tttgataatc ctattcttgc gcatcaatac gctcgagaag 
tactgaaaat



     8821 tagcaatagt gtatcaattt tatcgaatct ttattttgtt tttcttagct 
cagtagattt
     8881 ttctagtgct aatgaaaata ttgataaaat tataagtttg tgtagtaaac 
aaaatttacc
     8941 cttagaaagt tttattccta ttgacttcaa acctataact tattttctag 
atggaatttt
     9001 aaatgatgat ttaaattatt ataaaagatt taaaaaggaa gactttaatg 
aatttattca
     9061 gttttttgaa attaaaaata aactagaaat tgattctaga gtcttgaaac 
atatcggttc
     9121 aattcttttt aaatgtttta actcaaggaa tgttcggtgt cgaaaatatg 
aatatagttt
     9181 tattgatgat gaatttttaa tattgcttta tgtcgataga agttttgatg 
agattgacgc
     9241 tatgaattca gaaatattta gtaaatgcta tgatgagggt ttaattgatg 
aactgaataa
     9301 actttcatat tttattattc cttatgaagt gggcgtggat tgaaaaatgg 
ctactacaga
     9361 tacactaaat tactgttatg agctgttagg taattctaca aaatatgatg 
aatgtcacaa
     9421 aaggaatatt atagggcgtg cttattacca tgctttttat gaagtccgac 
atcatttaga
     9481 acaacgacta ttatggccag taacaaagac aaaatgtgga gctcatgaaa 
aagtctatag
     9541 cagacttagt gggtaccctg cgggttcaac gtctgaaatg attcagaaaa 
gagctgcgga
     9601 aatcaaaaat cgaatacaaa aattaaagag gtttagaaca acagctgact 
atcatcttca
     9661 tctaacgatt tcaaatcaat taataaacta tattttacat gaatctagtc 
agatatctga
     9721 agaaatatca agactttagt tgttaaagat acttttatac cgacccatta 
tgaggtcggt
     9781 tttttattac ctgaaggaaa gttatgtaca agttaaagct aaatcctcag 
accagcggct
     9841 atggcgtaac accaggtgat gatgtgaaac gtcagcagat ggagggagga 
cgaggacgct
     9901 attacatcga tgtaaaacgg aatagccaca ttgttgatgt gaactggaat 
ttaagtaaaa
     9961 ccgatttcaa taaaatgatg gcgttctggc gggtctacca gaataaacca 
gcctcatttt
    10021 atgcggatct ggtgattgat cagggaacac gtcagcaata cctgtgtaac 
ttcattccga
    10081 actcgttcaa gaccaatgag gtgaacggca acctttaccg ggtaaatgca 
caactcgaag
    10141 ttgttcaaaa ccagcctaac cttgctgcag atatagcatt aattaaagat 
tgggaggtct
    10201 gatggataac gaatacgccg aattcttttt caatcgaaaa gttgatattt 
atcaactgga
    10261 atgtattgaa ctctcacacc cttcttttat gaatacttac cgggtagtcc 
gtaatgatga
    10321 ccgaggggtg tatgttcagc acaatgaagg tgaagggcag gtgctttatg 
aatacctgcc
    10381 tatgacaatt caaagatccg gaatgctggg cgatctagac cagactttaa 
cagtctctat



    10441 ttcaggtctt ggtgatattt tgccggatga gtttgaacgg gtaatagaag 
gtcaatttcc
    10501 ggatgtaaaa ccaacagtta attatcggct ttatagttca gataatttaa 
atacaccgat
    10561 gcattatctg cttggcttac aactcgccgg tgtttcaatg aaccataaag 
ctgtgacgtt
    10621 caaagctgaa tctccacgat taaataccgc taaaactgga gatatctttg 
cactagaccg
    10681 ctttactggt ctcaaggggg ctatatgaaa agtcatgatc atttgcttga 
tagacaatat
    10741 gacgaggaaa actacaactg tgttcatttt gctcatgaag ctgcattgga 
tctatatgga
    10801 atagaccggg cggaagcact tgaatttttt atgaagccta ttaaagaaaa 
ggtatttcta
    10861 ccatcaaggt taaaactttt aaatccactg cccatgccca aggaaggctg 
catagtcgcc
    10921 tttcactcga gataccgaaa caagccccca catgtggggc tttttcgttt 
gggccgtgtt
    10981 ctacatttga tggaaggcgg agttactttt ttatccgaag aagtgatcaa 
ggcaatgggt
    11041 tttagtcggg tcagttacta tgattaagat tatttataaa aaagatgctt 
tgtctgaaga
    11101 aaagacgatt gagcaggctc aaaccatcgg acaatggctt acttcaaaat 
atgattatat
    11161 gcctgaacat gtccgtattt tccatacaac aagtaatatg gatcatgccg 
aaatttcatt
    11221 tgcgaatgaa gtcacgccga aaaatgcata tgagttaaag cagcttgatt 
tcttaccagg
    11281 tacttttatc gtaattgaga atcctaaagg tattgagctt ggtgcagctg 
catgggctgc
    11341 tattatctca ttggttgtgg gggtggcagt tgcattatta atgccagtac 
cttcaattac
    11401 acaaacaaac caaaataaca accagtcttc atctgcaaat aacgaattat 
ccaatcgtga
    11461 aaataaaact cgtgtaaatg gccggattgc tgataactat ggagccgggt 
ggaacacacc
    11521 cgacctaatc gcagtgcctt acaaagttta tgaaaataac gttgaagttg 
aacacgttgt
    11581 cggttgtatt ggtcgtggtc actataaaat taacggtgca tatgacggtg 
aaaccaatat
    11641 tgtcgatatt gccggtgcat cggtagaagt ctatcgacca ggcgttgata 
ttgtctcggg
    11701 tgagccatat ttctcgcttg gtaccgaaat taccacgccg ccactaacgg 
ttcagcatca
    11761 aacttctgtt aatggccaag ttttacgtcc tgctgataca caatctttag 
aaggtacgaa
    11821 ctacc
//
LOCUS       NODE_19_length_11061_cov_233.10938411061 bp   DNA linear
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DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species



  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..11061
                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
     gene            159..1385
                     /gene="xerC_3"
                     /locus_tag="DSM_03672"
     CDS             159..1385
                     /gene="xerC_3"
                     /locus_tag="DSM_03672"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_01808"
                     /codon_start=1
                     /transl_table=11
                     /product="Tyrosine recombinase XerC"
                     
/translation="MMSVKRFVMSSGERFAVLLDSDGIPMTYPNLYTIIHLRNRGQSI
                     
NTISANLEDIKLLFQLLDKLGIDLEQRIKSKDFLELNEIEAISNLASFSRSRLDGMTP
                     
NKKIINFPKGNNRERSRAKLVVTQDYVSKQLIYRRLTNFAEYIGWLETYFHSSAITNT
                     
KRLFTSRRPRKSMDIESEYKSFDSEQLYKILKAVDPDTQNRIWISDYITYRNELIIYL
                     
FLYLGCRKGELLNLKITDITSQKNGAVYLTIRRNPHDGSDSRLYQPLVKTRSRSIAVN
                     
KNLKKKLETYILNYRSTVPNVELTDYLILSNKGQPLSINALDKIFSEISRTVAFNVHA
                     
HAFRHTWNDKFSEKSQILVATGKTTEFKVENDRAYLMGWIPNSQSARRYSRRAENKRA
                     IEVGLSIQEKFEDEND"
     gene            1378..2934
                     /locus_tag="DSM_03673"
     CDS             1378..2934
                     /locus_tag="DSM_03673"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MTKLLQVDSLDKPPNSFISFKGFEVDIYDHTWVLDINHTVNMLN
                     
LSKFSEKVRADVLNTFIHFAKYSSSTHAKEMIRYALKYPVLTGESEITLKGILEYKNY
                     
FNDKRYEYKLAKFRVFLKKLYNLGYSSVDDEIYDLIDSWRLGGNEKGTAVLSLDPDEG
                     
PFSPFEFQAIITKTNEYLAENKISYYEAALIRVFCATGRRPIQISGLKVKDLYVSDKY
                     
SFNDKNAVHILKIPRAKIRGASGFRFAFSEVGIRESIAKILFEHIQILKQKLTKQIKR
                     
ELSEQEFTELPLFYDFEKLVNLDWGNQNEISEILTKEIIHIPSNKLTQILKKAIQKLG



                     
IRSRETGKPISVTAYRFRYTLGTNAARQKAGVNVIAKLLDHHDTQNAHCYVQSVPEIA
                     
QQISSIMDENLRKYADAFQGRVVKDEIEAQSQIKDANRISCVEQDCDVGSCGTHQYCR
                     
DHAPIACYLCSKFMPWANAPHHLVLEQLIKERDDLIAMGCSLEVAAVNDRAIIAVQQV
                     IAACKEFNHG"
     gene            2927..5050
                     /locus_tag="DSM_03674"
     CDS             2927..5050
                     /locus_tag="DSM_03674"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDNLIYFPSDKIQSPYFEIKRFIDFVKQLSELNEDIRFDENYWK
                     
GEVNFVKSGVPSQDRRPENLLDHSILEFAKAYVKYQRINSKLKTQDTILGIRVLEKIC
                     
LDRYGEVDLSKLVIADFDLAAENAKKSYKASSAYHVGRHLKILLDFIRQLKIVNLPEW
                     
KNPIKKPADKVILLDKESEEYRSSKLPDEDAIFALADIFSRKDSELSNRDIFVTSAVS
                     
LLLAAPERASELFFLKHNCIYEEEVPRRSKSSLELAEDGSNIEKVLGIRWYAQKNYGY
                     
DIKYIPSVMIPTVKRAIERLIKMSEQPRHLAYLLETSDKFPRHKFCPKVPDDQLLKRS
                     
EVLSAMGFDVSLYDETSKEKNSGKSFLITREIPISDYAVCLNDLNIILRNRLPQGFPY
                     
IPFRTGNGVQIKWSEALFASFHNQFHSNKITIFSELWIPTINNLNEDLSPTRRNLKGK
                     
RQLCNMKSIFQRWGHGNYSMTTHQFRHLLNTIANTNGMDSLLLAKWSGRADMKQNRVY
                     
DHTTVEDRNYGLIEMQKNEVGIVNTDSTFTFQTATPRTLQELNTKTTLSMHTTEFGLC
                     
THSYIDEPCLKYRNCLNCTEHVCIKGDVEKKKRLQDRLKKEKILWAKDKESVSKNVTG
                     
ATVWLEMRELTIKRCEQMIALLNDPNIPDGTPLSLPSSEDIPHLDLAYQKAGRKRIPT
                     IENTQRKQIEKQQVLHESLLMDLWS"
     gene            5052..5471
                     /locus_tag="DSM_03675"
     CDS             5052..5471
                     /locus_tag="DSM_03675"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MAQHLTDQNIQDIVEILDYWSPNEKLTWERLCKAIEVQLELVPA
                     
PTRQTLQKFARIKNAYDLGKKSPTALKILKSKQQKLPASLKIAQARIESLEAKNTRLE
                     KENAMLLEQFVVWQYNAHKYGLSIAKLNEPMNKKSSD"
     gene            5701..5862
                     /locus_tag="DSM_03676"



     CDS             5701..5862
                     /locus_tag="DSM_03676"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLALINLLQLIEIMGDAQYPLKLFFASCHSKLGNNEIVNLYQCY
                     IFNFREKYL"
     gene            5859..7814
                     /gene="recF_2"
                     /locus_tag="DSM_03677"
     CDS             5859..7814
                     /gene="recF_2"
                     /locus_tag="DSM_03677"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="protein motif:HAMAP:MF_00365"
                     /codon_start=1
                     /transl_table=11
                     /product="DNA replication and repair protein RecF"
                     
/translation="MIKLKNIEILKYKSFTTPQSINIEEDITVLVGMNESGKTSVLEC
                     
LAKTNYFEDDEKFKFNETLDYPRKELKSISKSDSKPKAIICTYHISDELIGLIENRLG
                     
KGTWQGSNEITLTSSYGDSSTLISGVSINFELFLKHLNLSDIGDDVKTELKLALTEEK
                     
FDQILKKFPDETERLEPLRKYFFKSSTWMTFIERYAYSVLIKRHLPKFIYYDEYYQLP
                     
SRIILESFLDDDVDLSDDLKTAKALLDLSEINVNELINADDFEDFIAELEATEALISD
                     
TLFQYWSANQNLNIEFKIDKKTATVKRQVNTSYGSATTVDTNIVEHVLDIRVKNSKTR
                     
VSLPLQNRSKGFNWFFSFLVWFNKIQADSNSKYILLLDEPGLNLHATAQADLLRFLES
                     
LVDKYQVIYTTHSPFMVETTKLNRVRTVFSDSDSSIVSDSIQQKDPNTLFPLQAALGY
                     
DVAQNLFISKKNLLVEGVSDLLYLTTISEYLNANKRTGLNEDITIVPTGGLDKVASFI
                     
SLLRGSKLSIFCLLDSFTDQKSQARFDSLTIQKIISDKNIKFFHDFLDNRKKADIEDI
                     
FTIDEYLQLFNISLSSTHAEIKVEELSTEIEDILSKINKVIKKNRFNHYLPAKEFASN
                     KDFVNSLSEATLSRFETIFKEVNKNLK"
     gene            complement(8085..8405)
                     /locus_tag="DSM_03678"
     CDS             complement(8085..8405)
                     /locus_tag="DSM_03678"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNRLTFINGAIVSATDVRKSWSKIVQCVKDSHKPVFVYTKNAPE
                     
AVVLSFEEFQKMQEIIEAVRREQLGQQMVYDLLDINQLTGQPIKHMLLNPKGVFEEVN



                     GQEK"
     gene            8593..10806
                     /locus_tag="DSM_03679"
     CDS             8593..10806
                     /locus_tag="DSM_03679"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLTGVYINNVATYSVPTQLDGLKQINFIFGANGSGKSTIGRIID
                     
QSSGYTHCLLQWLGGEPIKTLVYNKDFIDRNFNQENTVKGVFTLGDDQVEAERQIALL
                     
RPQIDKVKDEIRRLNIQLNGEASQGGKVAERAALDPEIQAKCWKKKQKYDSYFQDAFT
                     
GFRNSAERFKDKVLLEKQINQSILLSLEELKEKASTIFSRNVERYNFIPVFNAATLIE
                     
VENNPILQRIIIGNQDVNISKLIETIGNSDWVKHGRKHFEKSYPQCPFCQQITSPSLS
                     
DELLKFFSETYEQEIGIVEQIFSQYLDTSEMVLNAIQFISSQNIPFLEIDLFQAEAQI
                     
LNERLERNKGILQRKLSEPSLKVSLEPLEPIISKILGMIQDVNQKIMLHNQVVQNLST
                     
EKQNLTNQVWKYIINELDSDLSSYLKNKTRLESTINGMNNSLKQKREILGNLEAQLKV
                     
FEKKATSTIPTVNEINDLLKSFGFTSFYISPVDEQGHYRICRANGDDASRSLSEGEKT
                     
FITFLYFYSLIKGSHSSSGITENRIVVFDDPISSLDSDILYIVSSLIKRVFDHVRTNN
                     
ALIKQVFVLTHNVYFHKEITFNNRRSQNQIMGDETFWMVKKNSSGSTIEKCSENPIRS
                     
AYELLWSDIKTNNQSNLTIQNTLRRILENYFTMWGSMKKDEICDLFEGNEKLICQSLF
                     
AWVNDGSHSIHDDLYINHGQQTNESYLTVFKEIFNKSGQIGHYQMMTGSLTDSTS"
ORIGIN      
        1 tagtacaccc tatagccccc attttgttaa attttaatat tttttattat 
ttaacaataa
       61 attaaataaa aaatttacag atattagaaa taattctgta aattttttta 
cttatattct
      121 atggtattta atacttagat tttttgttaa ttttagccat gatgtctgtt 
aaaagatttg
      181 taatgagtag tggcgagcga tttgctgttc ttttggatag tgatggtatt 
cctatgactt
      241 atccaaattt atatacgatt attcatttaa gaaatcgtgg tcaatcaatt 
aatacaattt
      301 cagctaattt ggaagatatt aagttactct tccagttgtt agataagtta 
ggaattgact
      361 tagaacaaag gataaaaagt aaagactttt tggaattaaa tgaaatcgaa 
gctatatcaa
      421 atttagccag ttttagtcgt agccgattag atggaatgac tccaaataaa 
aaaattataa
      481 attttccaaa aggtaataac agagagcgat ctagagcaaa attggttgtt 
actcaggact



      541 atgtgtccaa acaattaata tataggcgtt taactaattt tgctgagtat 
attggatggt
      601 tagagacata ttttcattca tcagcaataa caaacacaaa acgcttgttt 
acatctcgta
      661 gacctcgaaa gtccatggat attgagtctg aatataagtc ctttgatagt 
gagcaattat
      721 ataaaatttt aaaggcggtt gatcctgata ctcagaatcg tatttggatt 
tcagattata
      781 ttacttatag aaatgagctg attatctatc tatttttgta tctaggatgt 
cgtaaagggg
      841 aattattaaa tttaaaaatt acagatataa catcccaaaa gaatggtgct 
gtatatctta
      901 ctataagacg taaccctcac gatgggagtg attctagact atatcaaccc 
ttggtgaaaa
      961 ctagaagtcg atcaattgca gtcaataaaa atctaaagaa aaaattagaa 
acttatattt
     1021 taaattatag gtcaaccgtg ccgaatgtag aacttacgga ctatttaatt 
ttatcaaata
     1081 aaggccagcc actttcaatc aatgctcttg ataaaatctt ttctgaaatt 
tcgagaactg
     1141 ttgcatttaa tgtacatgca catgcattta gacatacttg gaatgataaa 
ttttctgaga
     1201 aatctcaaat tttagtggca acaggtaaaa caactgaatt taaagtagaa 
aatgatcgtg
     1261 catatctgat gggatggata cctaactcac aaagtgcgag aagatattca 
agacgtgcag
     1321 aaaataaacg agctatagaa gtaggtttaa gtattcaaga aaaatttgag 
gatgaaaatg
     1381 actaaattac ttcaagttga tagtttagat aaaccgccaa attcttttat 
ttcattcaaa
     1441 ggctttgaag ttgatattta tgatcataca tgggttttag atattaatca 
cacagttaat
     1501 atgttgaatc tctcaaaatt ttcggagaaa gttagggcgg atgttttaaa 
tacctttata
     1561 cattttgcta aatatagctc aagcacacat gctaaagaaa tgatccgcta 
tgctcttaaa
     1621 tatcctgttt tgacaggaga gtcagaaatt actttaaaag gaattttaga 
atataaaaac
     1681 tattttaatg ataaacggta cgaatataag ttagcgaagt ttagagtctt 
tttaaaaaaa
     1741 ctctacaatt taggatactc ttcagtagat gatgaaattt acgatttaat 
agattcatgg
     1801 agattaggtg ggaatgaaaa aggtacagcc gttctttctc ttgatccaga 
tgaaggccca
     1861 tttagcccat ttgaattcca agcaattatc actaaaacta acgaatattt 
agcagaaaat
     1921 aagatttcct attatgaggc tgctttaatt cgtgtttttt gtgcgactgg 
tagaagaccc
     1981 atccaaattt caggactaaa ggttaaagac ctatacgtgt ctgataaata 
tagttttaat
     2041 gataaaaatg cagttcatat ccttaagatt ccgagagcta aaattagagg 
tgctagtgga
     2101 ttccgatttg cttttagtga agtagggatt cgagaaagca ttgcaaaaat 
tttatttgaa



     2161 catattcaaa ttctaaagca aaaattaact aaacaaataa agagagagct 
atctgaacaa
     2221 gagtttacag agctaccact attctatgat tttgagaagt tagttaattt 
ggattgggga
     2281 aatcaaaatg aaatttcaga gattttgaca aaagaaatta ttcatatacc 
gagcaataaa
     2341 ttaacccaaa ttttgaaaaa agctattcaa aaacttggta tccgctctag 
agaaactggt
     2401 aaaccaatat ctgtaactgc atatcggttt cgttacacgc ttggaactaa 
tgccgctcga
     2461 cagaaagcag gtgtgaatgt cattgcaaag ctattagatc atcatgatac 
ccagaatgca
     2521 cattgctatg tacaaagtgt tcctgaaatt gcacaacaaa tctcttccat 
tatggatgag
     2581 aacttacgca aatatgcaga tgcttttcaa ggaagagttg taaaggatga 
gatagaggct
     2641 caatcacaaa ttaaagatgc taatcgaata tcttgtgtgg aacaggactg 
tgatgttggc
     2701 tcatgtggaa cacatcaata ttgtagggat catgcgccaa tagcatgtta 
tctgtgtagc
     2761 aagtttatgc cttgggcaaa tgcaccccat catctagttc tagagcaatt 
aattaaagaa
     2821 cgagatgatc taatagcaat gggatgtagc cttgaagtcg ctgctgtgaa 
tgaccgagcg
     2881 attattgccg ttcagcaagt aattgctgct tgtaaggagt ttaatcatgg 
ataatttaat
     2941 atattttcca tcagacaaaa tccagtctcc ttacttcgaa attaagcggt 
ttattgattt
     3001 tgttaaacag ttatcagaat taaatgaaga tattagattt gatgagaatt 
attggaaagg
     3061 cgaagtaaac tttgtcaaat caggtgtgcc atcacaagac agacgacctg 
aaaatctctt
     3121 ggatcattca attctagaat ttgccaaggc gtatgttaag tatcaaagaa 
ttaatagtaa
     3181 gttaaaaacc caagatacga ttttgggaat tcgggtatta gaaaaaatat 
gcttagatcg
     3241 atatggtgaa gtggatttat ctaaattagt tattgctgat tttgatttag 
cggctgagaa
     3301 tgcaaagaaa agttataaag caagttctgc ttatcatgtg ggaagacact 
taaagattct
     3361 cttggatttt attcgccaat taaaaatagt gaatttacca gagtggaaaa 
atccaattaa
     3421 aaagcctgct gataaggtaa ttctgctaga taaagagtca gaagaatata 
gatcatctaa
     3481 gcttccagat gaagatgcta tttttgcatt ggctgatatt ttctcacgaa 
aagattcaga
     3541 gttgtcaaat agagatattt ttgtcaccag tgctgtgagt ttgcttctag 
ctgcgcctga
     3601 acgtgcatca gagctgtttt tcttaaagca taattgtatc tacgaggaag 
aagtcccaag
     3661 gcgttctaag agcagtttag agcttgcaga agatggttcg aatattgaga 
aagtattagg
     3721 tattagatgg tatgcacaga aaaattatgg gtatgatatt aaatatattc 
cgagtgtcat



     3781 gattccaacg gttaaacggg ctattgaacg tttgattaag atgtcagaac 
agcctagaca
     3841 tttagcatat ttgcttgaga caagcgataa gtttccgaga cataagttct 
gtcctaaagt
     3901 gcctgatgat caattattaa aacgtagtga agtattgtcg gcaatgggat 
ttgatgtgtc
     3961 gctatatgat gagactagta aagaaaaaaa tagtggcaaa agttttttaa 
taactcgtga
     4021 gattcctatt agtgattacg cagtctgcct gaatgattta aatattattc 
tgcgtaatag
     4081 actgcctcag ggctttcctt atataccttt tagaactggt aatggagttc 
agattaagtg
     4141 gtcagaagct ctatttgcat cttttcataa tcaatttcat tcaaataaga 
taactatctt
     4201 ttcagaatta tggattccaa caattaataa cttaaatgaa gatttatcgc 
ccacaagaag
     4261 aaatttaaaa ggaaaacgcc aattatgtaa tatgaaatct atttttcagc 
ggtggggaca
     4321 tggtaattat agtatgacaa ctcatcaatt ccgacattta ttgaatacca 
tagcaaatac
     4381 gaatggaatg gatagcttgt tacttgctaa atggtcggga cgagctgata 
tgaagcaaaa
     4441 tcgagtatat gaccatacca cggttgaaga tcgtaattat ggcttaattg 
agatgcagaa
     4501 aaatgaggtt ggtatagtaa atactgatag tacatttaca tttcagaccg 
ctacacctcg
     4561 aactctacag gagttaaata ccaaaaccac gttgtctatg cacactacgg 
aatttggact
     4621 ttgtacacat tcgtatattg atgaaccctg cttaaagtat agaaactgtt 
tgaattgcac
     4681 tgagcatgtt tgtattaaag gtgatgtaga aaagaaaaaa cggcttcaag 
atagactaaa
     4741 aaaagaaaaa atcttatggg caaaggataa agagtctgtt agtaagaatg 
ttactggtgc
     4801 aacggtgtgg ttggagatga gagaattaac gattaaacgt tgtgaacaga 
tgattgcact
     4861 attgaacgat ccaaacattc ctgatggtac acctttgagc cttccatctt 
ctgaagatat
     4921 ccctcatctt gatttagcgt atcaaaaggc aggtcgtaaa cgcattccta 
ctattgagaa
     4981 tactcaacgt aaacagattg aaaaacagca agttttgcat gaatctttgt 
taatggattt
     5041 atggagttaa catggcacaa catttaacgg atcagaatat tcaagatatt 
gttgaaattc
     5101 ttgattattg gtcaccaaat gaaaagttaa cgtgggaacg attatgcaaa 
gcgattgaag
     5161 tgcaactaga acttgtacct gcacccactc gtcaaacact acagaaattt 
gcaagaatta
     5221 agaacgctta tgatctagga aaaaaatctc caacagcttt aaaaatattg 
aaatcaaaac
     5281 aacaaaagct tcctgcaagc ttgaaaattg ctcaagctag aattgagagt 
ttggaagcca
     5341 agaataccag attggaaaaa gaaaacgcta tgttgttaga acagtttgta 
gtgtggcaat



     5401 ataatgctca taagtatggg ctaagtattg ctaaattgaa tgagccgatg 
aacaaaaaaa
     5461 gttcagattg attttgaaaa gtaaattatt aggtggttta actttttatt 
tttaccataa
     5521 ggtagtcttt ttttattaaa gtcatgtaaa actaaaaaag aggaataagg 
gttttagttt
     5581 gttagtgaaa agatttctaa agcttatatt ttaaaatttt ttaaaatata 
ttaaattcct
     5641 catcaataga ttttgtaaat ttaagtgata aaaatacttt ataaattgga 
acttggtttg
     5701 atgttggctt taataaattt acttcaatta attgaaataa tgggtgatgc 
ccaatatcca
     5761 ttaaaactgt tttttgcgag ttgtcatagt aaacttggaa acaatgaaat 
tgttaatctt
     5821 tatcaatgtt atatatttaa ttttagggag aaatatttat gattaaactt 
aaaaatattg
     5881 agatattaaa atataagtca tttacaactc ctcaatcaat aaacattgag 
gaagatataa
     5941 ctgttttagt aggaatgaat gaatcgggaa aaacttctgt tttagaatgt 
ttagctaaaa
     6001 ctaattattt tgaagatgat gaaaagttta aatttaacga aacgttagac 
tatcctcgaa
     6061 aagaactaaa aagtatcagt aagtcggata gcaaacctaa agcaattatt 
tgcacttatc
     6121 atatttcaga tgaactaatt ggcttaatcg aaaataggtt aggtaaagga 
acttggcaag
     6181 gaagtaatga aatcacccta acaagttctt atggtgattc atctacatta 
ataagtggtg
     6241 tatcgataaa ttttgaatta tttttaaaac acttaaattt atctgatatt 
ggtgatgatg
     6301 taaaaactga gttgaagttg gctctaacag aagagaaatt tgatcaaata 
ttaaagaagt
     6361 tcccagatga aaccgaaagg ttagagcctt taagaaaata tttcttcaaa 
agttctacat
     6421 ggatgacttt tattgaaaga tatgcatata gtgttttaat aaaaagacat 
ttaccaaaat
     6481 ttatttacta tgatgaatat tatcaactcc catcaaggat tattctagaa 
agttttttag
     6541 atgatgatgt tgatctatcg gatgatctaa aaacagcaaa ggcactctta 
gatttatccg
     6601 aaattaatgt gaatgaactt attaatgcag acgatttcga agactttatt 
gctgaattag
     6661 aagcaactga ggctttgatt tctgacacac tatttcaata ttggtctgca 
aatcagaact
     6721 taaatattga atttaaaatt gataaaaaaa cagctactgt gaaaaggcaa 
gtaaatacaa
     6781 gttatggcag tgctacaacg gtcgatacaa atattgttga acatgtctta 
gatattcgag
     6841 taaaaaactc gaaaacgaga gtttctttac ctcttcagaa tagaagtaaa 
ggatttaatt
     6901 ggtttttttc attcttagtt tggtttaaca aaattcaggc tgattcaaat 
tcaaaatata
     6961 ttctactctt agatgagcca ggccttaact tgcatgcaac tgctcaagca 
gatttactac



     7021 gttttttaga aagtttagtt gataagtatc aagttattta tacaactcac 
tcacctttca
     7081 tggtagaaac aacgaaatta aatcgggtca gaacggtatt tagtgactcc 
gatagctcta
     7141 tcgttagtga tagtattcaa caaaaagacc ctaatacact tttcccttta 
caagctgctt
     7201 tagggtatga tgttgcacag aatttattta tttctaaaaa aaatctattg 
gtagaaggtg
     7261 tctcagactt actatacttg accacaattt cagaatattt gaatgcgaat 
aaacgaactg
     7321 gcttaaatga agatattaca attgtgccta caggcggttt agataaagtt 
gctagtttta
     7381 tttcattact tcgaggttca aaactatcaa ttttctgcct attagattcg 
tttactgacc
     7441 aaaagtctca ggcaagattt gatagtctaa ctattcaaaa aattatatct 
gataaaaata
     7501 taaaattttt ccatgatttt ttggataata gaaaaaaagc tgatattgaa 
gatatattta
     7561 ctattgatga atatctgcaa ctttttaata tttctctctc atctacccat 
gctgaaatta
     7621 aggtggaaga attaagtact gaaattgaag atatattatc aaaaattaat 
aaagttatta
     7681 aaaagaatag atttaatcat tatttacctg caaaagaatt tgctagtaat 
aaggattttg
     7741 ttaatagcct ttcagaagct actttatcaa gatttgaaac tatctttaaa 
gaggtcaata
     7801 agaatcttaa atagtttttg gtttaataga cttgcctatt agggtgagtc 
tattacttta
     7861 cccagtacgt tatttaatat aattttatag acatccaagt gttcttttta 
attttcaata
     7921 aaattagtca actctatgat gtcagtgcta cttaacttac gaatatgttt 
tccacttctt
     7981 agtattttac gaaaataaaa gctcattgtt caacgaatat aaatataaga 
tgacttttaa
     8041 atcagcttgt ctctaatctc gaatccgtta atatcctcaa aaagctattt 
ttcttgtcca
     8101 tttacttctt caaatacacc ttttgggttc aaaagcatgt gtttgatcgg 
ttgaccagtg
     8161 agctgattaa tatccaaaag atcataaacc atttgttgtc ctagctgttc 
acgccggaca
     8221 gcttcaataa tttcctgcat tttttgaaat tcttcaaaac tcagaacaac 
agcttcgggc
     8281 gcattcttcg tataaacaaa aacaggttta tgactatctt tgacacattg 
aacaattttg
     8341 ctccaagatt tgcgaacatc agtcgcagaa acaatcgcac cgtttataaa 
agttaatcga
     8401 ttcatatcta agaccttata cgggatagca aaaattaaat catttcagaa 
tcttgttccg
     8461 aatgtaagaa aacgaccgtt atttattatg ggacgatttt atatttctaa 
aattagtaga
     8521 tgatatttgt atgtaactat ataatctaaa aaaataaatt ttaaatcgtg 
caaattaaaa
     8581 atagggaaat ctatgcttac tggagtctat ataaataatg ttgctactta 
tagtgtacca



     8641 acacaattag atgggttaaa gcaaataaat tttatatttg gggcaaatgg 
gtccggaaaa
     8701 tctacaattg gtagaatcat agatcaatca tcaggctaca cacattgttt 
acttcaatgg
     8761 cttggtggag aaccaataaa aactctcgtc tataataaag attttattga 
tcgtaatttc
     8821 aatcaagaaa ataccgttaa aggagttttt accctaggtg acgatcaagt 
tgaggcagaa
     8881 cgtcaaattg ctttattacg tccacaaatc gataaagtaa aggatgagat 
acgtaggtta
     8941 aatattcaac ttaatggtga agccagccaa ggtggtaaag tcgctgagag 
agcagcatta
     9001 gaccctgaaa tacaagcaaa atgttggaaa aaaaaacaaa agtatgactc 
gtattttcag
     9061 gatgctttta ctggatttag aaatagtgcg gaaagattta aagataaagt 
tctactggaa
     9121 aaacaaatca atcaatcaat tcttttatca ttagaagagt taaaagagaa 
agcctcaaca
     9181 atattttcac gtaacgtcga aagatacaat tttattccag tttttaatgc 
tgctacactt
     9241 atcgaagtag aaaacaaccc gattttgcaa agaataatta ttggtaatca 
agatgttaat
     9301 atctctaagc ttatagaaac tataggtaat agtgattggg ttaaacatgg 
acgtaaacat
     9361 tttgaaaaaa gttatcccca atgccctttt tgccaacaaa taacttcgcc 
aagtctttct
     9421 gatgaattac ttaaattttt tagtgaaaca tatgagcagg aaataggcat 
tgttgaacaa
     9481 atatttagtc aatatctaga tacatctgaa atggtattaa atgcaattca 
attcataagt
     9541 agtcaaaata tacctttttt agaaatagac ctttttcaag cagaagctca 
aatactcaat
     9601 gagcgtttgg agcggaacaa aggtatctta caaaggaaat tgtcagaacc 
gagcctaaaa
     9661 gtttctctag aaccattaga acctattatt agtaaaatct taggtatgat 
ccaagatgta
     9721 aatcaaaaga ttatgctcca caatcaagtt gtccagaacc tctcgactga 
aaagcaaaac
     9781 cttacaaatc aagtttggaa atacattata aatgagttag atagtgactt 
gagtagttat
     9841 ttaaaaaata agacgagact cgaatctacc attaatggaa tgaacaatag 
cttaaaacaa
     9901 aaaagagaaa ttttaggcaa tttagaagct caactaaaag tatttgaaaa 
gaaagctacg
     9961 tcaacaatac cgacagtaaa tgaaataaac gatcttctca aatcattcgg 
ctttacctca
    10021 ttctatataa gccctgtaga tgaacaaggt cattatagaa tttgccgagc 
aaatggagat
    10081 gatgctagcc gatctttgag tgaaggagaa aagacattta taactttcct 
ctatttttat
    10141 tcacttataa aaggctccca ttcttcatca ggaattaccg aaaatagaat 
tgtagtcttt
    10201 gatgacccta tttctagttt agatagtgat attctctata ttgtaagtag 
cctcataaag



    10261 cgtgtatttg atcatgttcg cactaataat gctttgatta aacaagtttt 
tgttttgacc
    10321 cataatgtct attttcataa agaaattact tttaataaca gacgaagtca 
gaatcagatc
    10381 atgggcgatg aaaccttttg gatggtcaag aaaaattcta gcggctctac 
tattgaaaaa
    10441 tgctctgaga atcctattcg ttcagcctat gagctactct ggtcagatat 
taaaaccaat
    10501 aatcagtcaa acctaactat tcagaataca ttacgtcgaa ttcttgaaaa 
ctatttcaca
    10561 atgtggggta gtatgaaaaa agatgaaatt tgtgatcttt ttgaagggaa 
tgagaagcta
    10621 atttgtcagt cgttatttgc atgggtcaat gatggttcac actcaatcca 
tgatgatttg
    10681 tatattaacc acggacagca aactaatgaa tcatatttaa ctgtttttaa 
agagattttt
    10741 aataagtctg gtcaaatagg tcattatcaa atgatgacag gtagtttaac 
agatagtaca
    10801 tcttgattag aaatggttat agttttttat gcaaaatact gagtatggca 
accactcttt
    10861 cattgaggag tataaaccgt gtccaatatg catttaaaat ttaatctatt 
ttattaatat
    10921 caaaaattac attcagctat tctgtatatg aaatacttaa aaatgttaaa 
tataaagaaa
    10981 ttaatttaac agactattta acatatttat ttaatttatt gtaatttaaa 
tatttatttt
    11041 tttttagtat gtatatccgt t
//
LOCUS       NODE_20_length_10328_cov_103.78345310328 bp   DNA linear
17-DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..10328
                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
     gene            complement(738..1100)
                     /locus_tag="DSM_03680"
     CDS             complement(738..1100)
                     /locus_tag="DSM_03680"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKSHDHLLDRQYDEDHYNCVHFVHEAAMDLYGIDRAEALELFMQ



                     
PKGKITFLSSRLKLLNPLPMPKEGCIVAFHPRQRNKPPHVGLFRGQKILHLMESGVTY
                     LPEEVVMEMGFNRVSYYD"
     gene            complement(1097..1603)
                     /locus_tag="DSM_03681"
     CDS             complement(1097..1603)
                     /locus_tag="DSM_03681"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDNEYAKFFFNRKVDVYQLGCIELSHPSFMNTYRVVRNDDRGVY
                     
VQHKEGSGQVYYEFLPVSIQRSGMLGDLDQTLTVSISGLGDVMPDEFERVIEGQYPDV
                     
KPTVNYRIYSSDNLNSPMFYLLGLQLSSVAMNHKAVTFKAESPRLNTTKTGDIFALDR
                     FSGLKGAI"
     gene            complement(1603..2001)
                     /locus_tag="DSM_03682"
     CDS             complement(1603..2001)
                     /locus_tag="DSM_03682"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MYKLKLNPQTSGYGVTPGDDVKRQQMDGGRGRYYIDVKRNSHIV
                     
DVNWNLSKTDFNKMMAFWRVYQNKPASFYADLVIDQGTRQQYLCNFIPNSFKTNEVNG
                     NLYRVNAQLEVVQNQPNLNADIALIKDWEV"
     gene            complement(2094..2681)
                     /locus_tag="DSM_03683"
     CDS             complement(2094..2681)
                     /locus_tag="DSM_03683"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKIIVISTTLLGLTGCAIPAVNNLVRSTNMYQDDVSGNTANLR
                     
VYRSNIPMVQFYITYQNNEGEKISKNLITKQISNNLTKYGSMHEPKKLNMPKPTISLN
                     
NGEEFFEFKVPANKKLTFRLTSVIGSTTMYSCDVKMDYQLERNGNYELIRLKQIKDFV
                     NPALLTEPSQDEAYCKFVVKEIFEDGKETIIKSIS"
     gene            complement(2772..7082)
                     /locus_tag="DSM_03684"
     CDS             complement(2772..7082)
                     /locus_tag="DSM_03684"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"



                     
/translation="MAQESRLVIVIDSQNAERNARNLGNELVSIERKGEFASKSMDSL
                     
SVATRALAGHMAGLLTVGSAISKMDTYTGLQNRLKLVTNNQVELNKATEDTFRIAQKT
                     
YSAWDSVLQVYQRFSDNAKTLNLTMDDTARLTETVSKAVAISGASAEAADAALVQFGQ
                     
ALASGTLRGEELNSVMEQTPALAKAIAKGMGITVGELRSVAAEGKITSQEIVKALRNV
                     
ESDVDALFAKTDITIGQSLTLLNNEITKFVGEAGKGSGAAQVLAGSVQTLASNLDLIA
                     
DGALVVGIGYITRAILMKSAAIKEGMASTLASRQASVLNAQAEYAEATAALNAAKAHL
                     
ANVRATNAETQAKFGATAAATRYAQAQAAVTAATNAQTAAQIKLNTATSIAGRLAKGA
                     
FGLIGGWAGVATLGVMGLAAAYSYFNNKAEEAKQKLAEQAKVAEKADEELKKLTGNDK
                     
AKAVNDLTTAFNAQNKALEKSSRAVGSALIDIENYARGNREVEKISQEARTGTISYTE
                     
AIERLNKIKLPTDLYENLKKQAAQYDDNASKASLSAEKLKLLRVEVKLGGNEAQNAAI
                     
QHQKQADALGNTATEAEKATKALQDYQAKQKDSVIDSIYKSGWLDKGYTVAQANAILE
                     
LQKAKGMSAILSKDEIDSALRNLKIIEEQQEREDKLTEAKRKQTQEIEKQAKLTKRLV
                     
GISGQSGIGTGPHLDVRYGGSLSGQKVSNEHLARLQAGGKPLTSYKISSNYGPRKAPT
                     
KGASSFHKGIDFSMPEGTPITTNVAVKDIKTWYDSKGGGYVSEVIFEDGVSLKLLHQS
                     
PKMQSKVKGGASKGSDKAAGDIQSQLERQQDLQRSLENEVASEVGRINNNRKARLEDV
                     
DKANFSPERTAEIKAEINRRADNDIAIAKQALRTKLEDYKEFQKTEEQLLEESFNRKK
                     
FNAAHDLELSKFEQKQAVELLEQQKQQELGLLKLAQEQRLFQARLSLLSETQAMQERY
                     
RLEREEILKNTKLSIEERQKLIALSKANQDKETRDKVNNAVQNWGGIQADMNGTGEFF
                     
RQDQERFSRLNAANDLADSQFAATDLDEKNGLDVLNAHMEAGLIKQQDFENRKTAIIQ
                     
AAQDQRNQIAAEYAQNAQDIEDKYHQDRLNAQIALGGQMMGSLTSMFGSMFGEQSKAY
                     
KIMFAADKAYAIAAAGISIQQSIAKAASVGFPANIPLIASAIAQGASIIANIRAIKDQ
                     
GFADGGYTGSGGKYQPAGIVHKGEVVWSQEDIKRWGGVGLVEKMRKSANPEAFLNNNA
                     
LADSVMRRAMMSSSAFIESQKQADIFNQPVQDTQIIYKGNRDTPKLASSGNLDLFHDG
                     
KVYFSSNGLVQDRSNLDDVQDFTLGSTSRPQAEMMPSIEPASPTINFKIEVINQVSGA
                     
TVEAEQLDEQTVRIIVKDELDKQLPRTVPKLVSDQIANPNSTISRSLTENTTARRNRT
                     "
     gene            complement(7210..7473)
                     /locus_tag="DSM_03685"
     CDS             complement(7210..7473)
                     /locus_tag="DSM_03685"



                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSAPQYKPMRESEVCNAIGWVLIALGFIAGFLFILAFGRIEVAS
                     YYGKETVWSGVMIATGIGIIFNGFLAGYLFQKVASILRYHENK"
     gene            complement(7475..8155)
                     /locus_tag="DSM_03686"
     CDS             complement(7475..8155)
                     /locus_tag="DSM_03686"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKKILAAGLIGLGLVGCATPAYNYQAIPKNISKPPIGSVNKAFV
                     
GDQMLEQGMVVDREVLNVPENIKISFAYSLTSGIYLKTGKNEKGQYFQPFNTVSGGGM
                     
VQKNPLADPFKVVMLDTEGKLCVVTVFNAKNCTDKHQATMKTVAIASDNSFQQTLIYS
                     
GKFGNKINVGYREFSSNQARPAFNNDVEYDLSQSKQIGYKGALLEVIDATNQDITYKV
                     LKNFNKVD"
     gene            complement(8260..8718)
                     /locus_tag="DSM_03687"
     CDS             complement(8260..8718)
                     /locus_tag="DSM_03687"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MYHYEECGLSNIWLRNGFTIENDEDYGELVSIESVHELHNAIGL
                     
FLITQKPDLNGEEIRFLRKELNLSQKNLAGLLGVSETSIRHWEADRGLIGKPTELLLR
                     ALYKEHVQGDGKLRSMIESLNHQERTLVPSEISFSYGNNHSWHQTNCEIA"
     gene            complement(8727..9026)
                     /locus_tag="DSM_03688"
     CDS             complement(8727..9026)
                     /locus_tag="DSM_03688"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MCLTLTEAKQKLRAFARDTSKIKLTAHAKERMKERCISMKQIIC
                     
CFEHGDITEGPYPNTRGDCQLNVSVRTAGEYITTAVAIKQSENGEFSVVVTTFRE"
     gene            complement(9529..10044)
                     /locus_tag="DSM_03689"
     CDS             complement(9529..10044)
                     /locus_tag="DSM_03689"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1



                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MALKVGIIKSSDVSKWCEYKGADGDVQAEFKVRGIAYKPFQVAI
                     
ERAGNQISSKGYDVMVKDEDAKLYHELLMDACAAHLIEDWKGVVFAEIVDGKTVESEK
                     
PYTPENASKLLNLGDIGISIWLFIKEQAQKIQEDADKDKALILGKSWSSTNTKKRMRR
                     KRRTKSSKSSS"
ORIGIN      
        1 ggtagttcgt accttctaaa gattgtgtat cagcaggacg taaaacttgg 
ccattaacag
       61 aagtttgatg ctgaaccgtt agtggcggcg tggtaatttc ggtaccaagc 
gagaaatatg
      121 gctcacctga aacaatatct acacctggtc gaaagacttc taccgatgcg 
ccagcaatat
      181 cgacaatatt ggtttcaccg tcataagctc cattgatttt atagtgtcca 
cgcccaatac
      241 agcccactac atgctcaact tcaacgttgt tttcatatac cttgtaaggt 
actgcgatta
      301 ggtcgggagt attccaccca gctccatagt tatcagcaat acgaccattc 
acccggatct
      361 tgttttcccg gttagaaagt tcattgtttg ctgaagaaga ctggttagta 
ttttgagtcg
      421 tttgtgctat tgatggcgtt ggcattaaaa atgcgatcgc aatactaatc 
acaatcgaaa
      481 caatagccgc gacccattta gggttctcaa ctacgataaa agtgcccggt 
aagaaatcaa
      541 gctgctttaa gtcatatgca ttctttggtg tgacttcatt cgcaaatgaa 
atttcggcat
      601 gatccatatt gcttgtagta tgaaagatac ggacatgctc aggcatatgt 
tcatattttg
      661 aagtgagcca ttgcccaatg gtttgagcct gctcaattgt cttttcttca 
gacaaagcgt
      721 cttttttata aataacttta atcataataa ctgacccgat taaaccccat 
ttccatcaca
      781 acctcttcag gcaaataagt gactccgctt tccatgaggt gaagaatctt 
ttgcccacga
      841 aaaagcccca catgcggggg cttatttctt tgtctcggat ggaaggcgac 
tatgcagcct
      901 tccttgggca tgggtagcgg atttaaaagt tttaaccgtg aagataaaaa 
agtaattttg
      961 cccttaggct gcataaagag ttcaagcgct tcagcccgat ctatgccata 
taggtccatt
     1021 gcagcttcat gaacaaagtg aacacagttg tagtgatcct cgtcatattg 
cctatcgagc
     1081 aaatgatcat gacttttcat atagccccct tcaaaccact aaagcgatcc 
agtgcaaaaa
     1141 tgtccccagt tttagtggta tttaatcgtg gtgattcagc cttgaatgtc 
acagctttat
     1201 ggttcatggc gacacttgag agttgcagtc caagtaaata aaacattgga 
gagttcagat
     1261 tgtctgaact gtaaatccgg taatttacgg ttggctttac atctggatat 
tgcccttcga



     1321 ttacccgttc aaactcatca ggcatcacat cacctagacc agagatagaa 
acggttaatg
     1381 tctggtccag atcaccaagc attccggatc tttgtataga gactggcaag 
aactcataat
     1441 agacctgacc ggatccttcc ttatgttgta catagacacc tcggtcatca 
ttacggacta
     1501 cccgataagt attcataaaa gaaggatgtg atagctcaat acaccccagt 
tgatagacat
     1561 caactttccg attgaaaaag aacttggcat attcgttatc cattagacct 
cccaatcttt
     1621 aattaatgct atatcggcat tcaggttagg ctggttttga acaacttcga 
gctgcgcgtt
     1681 cacacgatat aagttgccgt tgacttcatt ggtcttgaac gagtttggaa 
tgaaattgca
     1741 tagatattgc tgacgtgttc cctgatcaat caccaaatcc gcataaaatg 
aggctggttt
     1801 gttctggtag acccgccaga aagccatcat tttattgaaa tcggttttac 
ttaagttcca
     1861 gttcacatca acaatgtggc tgttacgttt cacatcgatg taatagcgac 
cacgaccgcc
     1921 atccatctgc tgacgtttca catcatcacc cggtgttacg ccatagccgc 
tggtctgagg
     1981 atttagcttt aacttgtaca taactttcct tcaggtaata aaaaaccacc 
ccgaaaggtg
     2041 gtttgatgaa ataaggttta gatatttaaa ttaattacaa aaacgattta 
acattaagaa
     2101 atcgatttaa taatagtttc tttaccatct tcaaaaatct cttttactac 
aaacttgcag
     2161 taggcttcat cttgagatgg ttcagtcagt aaagctggat tcacaaaatc 
tttgatctgt
     2221 tttaaacgga tcaattcata atttccattt ctttccaact gatagtccat 
ttttacatca
     2281 caactataca tagtagttga cccaataaca gaagtaagcc tgaaagttaa 
cttcttattt
     2341 gcgggtactt taaactcaaa aaactcttca ccattattta aactgattgt 
gggtttaggc
     2401 atatttaatt ttttgggctc atgcatagag ccatactttg ttaaattatt 
tgaaatctgc
     2461 ttagttatta ggttttttga aattttttca ccctcattat tttgataagt 
aatatagaac
     2521 tgcaccatgg gaatattact tctataaacc cttaaatttg cagtatttcc 
cgaaacatca
     2581 tcctgataca tatttgtgga tcttacgaga ttatttaccg caggaatggc 
acatcccgta
     2641 aggcctaaaa gtgttgtaga aattacaatt atttttttca tgtcttaacc 
atcaatttta
     2701 atgccaacag actctatcac cttgaaattt aaatattatg aaaatgaacc 
ctccgaaaag
     2761 ggttcaaatt attaagtacg atttcttctc gctgtcgtat tctcagtcaa 
agaccgacta
     2821 atggttgagt ttggatttgc gatttgatca cttacaagct taggtaccgt 
tcttggaagc
     2881 tgcttatcca gttcatcttt aacaatgatc cggactgttt gctcgtccag 
ttgttcggct



     2941 tcaactgtcg ccccactcac ctgattaatc acttcaattt tgaaattgat 
tgtcggtgaa
     3001 gctggctcaa ttgaaggcat catctcagct tgagggcgtg aagtacttcc 
taaagtaaag
     3061 tcctgaacat catccagatt tgaacgatcc tgaactaaac cattggatga 
gaagtagacc
     3121 ttgccatcat ggaataagtc taaatttcca gaagaagcta atttaggtgt 
gtctctatta
     3181 cccttataga taatctgagt atcttgaacc ggttgattaa agatgtcagc 
ctgcttttgg
     3241 ctttctataa aggcactaga gctcatcatt gcacggcgca tgacactatc 
tgccaaggca
     3301 ttgttattga gaaaagcttc agggtttgca ctcttacgca ttttctcgac 
taagccaaca
     3361 ccgccccagc gtttaatatc ttcttgggac cagaccacct ctcctttatg 
gacaatacca
     3421 gcaggctgat atttcccacc tgatccagtg taaccaccgt cagcaaagcc 
ttgatcttta
     3481 attgcccgga tgtttgcaat gatgcttgca ccttgtgcaa tagcacttgc 
aattaatggg
     3541 atatttgctg gaaaaccaac actagccgcc tttgcaatac tttgctgaat 
agaaatacct
     3601 gcagctgcaa tggcataagc tttatcagca gcaaacatga tcttgtatgc 
ttttgattgc
     3661 tcgccaaaca ttgaaccaaa catcgatgtg agtgaaccca tcatttggcc 
accaagagca
     3721 atttgagcat tcaatcgatc ttggtgatac ttatcttcaa tatcctgagc 
attctgagca
     3781 tattcggcag cgatctgatt gcgttggtcc tgagcagctt gaatgatagc 
tgttttccgg
     3841 ttttcgaagt cctgttgctt gatgagtcct gcttccatgt gtgcatttag 
aacatctaaa
     3901 ccattttttt catcaagatc agtagcagca aattgactat ctgctaaatc 
atttgcagca
     3961 tttaaacggc taaatcgttc ctgatcctgt ctgaaaaatt ctccggtacc 
attcatatcc
     4021 gcttggatac caccccagtt ttgaacagca ttattcactt tatcgcgtgt 
ctctttatcc
     4081 tgattggctt tagataatgc gattagcttt tgccgctctt ctatagaaag 
cttggtattc
     4141 ttaagaattt cctcccgttc gagtctgtaa cgttcctgca tggcttgcgt 
ttcagaaagc
     4201 agagataaac gggcttgaaa caaccgctgt tcctgagcta gttttaataa 
ccctaactct
     4261 tgctgttttt gctgttccag caattcaaca gcttgcttct gctcaaactt 
acttaattca
     4321 aggtcatgag ctgcattgaa ctttttacgg ttaaaggact cttctagtaa 
ctgttcctcg
     4381 gttttctgga actccttata gtcttccaat ttcgttctaa gggcttgttt 
ggctatagca
     4441 atatcattat ctgcacgacg atttatttcc gcctttattt ctgcagtacg 
ttccgggcta
     4501 aagtttgctt tatcaacatc ctccagtctt gcctttctat tattgttaat 
ccgtccgact



     4561 tcactagcca cctcattttc aagtgaccgt tgcaaatcct gttgacgttc 
aagttgagat
     4621 tgaatatcac cagctgcttt atcacttcct ttacttgcac cacctttcac 
cttgctctgc
     4681 atcttgggag attgatgtag aagcttaaga gacactccat cctcaaagat 
cacttcactg
     4741 acataaccac ctcccttgct gtcataccat gtcttgatat ctttcacagc 
aacattggtc
     4801 gtgattggtg ttccttcagg cattgaaaaa tcaatacctt tatgaaatga 
agaagcccct
     4861 ttagttgggg cttttcgtgg accataatta gaactgatct tgtaggaagt 
taaaggtttt
     4921 cctcccgcct gtaatcgagc cagatgttca ttagaaactt tctgacctga 
caatgagcca
     4981 ccatatcgga cgtcaagatg tggaccagta ccaataccgg attgaccgga 
aataccgacc
     5041 aagcgtttag taagttttgc ttgtttttca atttcctgcg tctgctttct 
tttagcttca
     5101 gttaatttat cttctcgctc ctgttgttct tcgatgatct tgagatttct 
aagtgcgcta
     5161 tcaatttcat ctttagacaa aattgcactc attcctttag ctttttgcag 
ttctaaaatg
     5221 gcattagctt gagcaacagt gtaaccttta tcaagccaac ctgatttata 
gattgaatca
     5281 ataacgctat ctttttgctt ggcttgataa tcttgcaaag ccttagttgc 
cttttctgct
     5341 tcagtagcag tatttcctaa agcatccgct tgtttttgat gctgaattgc 
cgcattttgt
     5401 gcttcattac ctccaagttt cacttcaact cttaataatt taagtttctc 
agctgataaa
     5461 cttgctttag atgcattgtc atcatactgc gcagcctgtt ttttcagatt 
ttcatataga
     5521 tctgtaggca acttaatttt atttagacgt tcaatggctt ctgtatagct 
gatagttcca
     5581 gttctcgctt cttgggaaat tttttcaacc tccctatttc ctcgtgcata 
gttctcgata
     5641 tcaattaatg cagaccctac agcacgcgat gatttctcta atgctttatt 
ttgtgcatta
     5701 aaagcagtag ttaaatcatt aactgcttta gccttatcat tgccagttaa 
tttttttaac
     5761 tcctcatcag ctttctcagc aactttagct tgttcagcaa gcttttgctt 
tgcctcctct
     5821 gccttattat taaaataaga ataggctgcc gctaatccca ttactcctaa 
tgttgcaact
     5881 ccagcccacc caccaattaa tccaaacgcc cctttagcta gtctccctgc 
aattgaagtt
     5941 gcagtattta gcttaatttg agctgctgtt tgtgcatttg tagcagcagt 
tactgctgcc
     6001 tgtgcttgtg cgtatcgagt tgctgccgct gttgcgccaa atttagcttg 
ggtttctgca
     6061 tttgttgctc gcacattcgc gagatgagct tttgctgcat tcaaagcagc 
ggtagcttct
     6121 gcatattctg cttgagcatt taatacagat gcttggcggc tcgctaaagt 
tgaagccatt



     6181 ccctctttaa tagcagcgct cttcatcaaa attgcacgag tgatatatcc 
aataccaact
     6241 actaaagccc catcagcaat taaatctaaa ttacttgcaa gagtttgaac 
tgatccagct
     6301 aatacctgtg ccgcaccact tcccttacct gcttcgccaa caaattttgt 
gatctcgttg
     6361 tttaggagtg tgagagactg cccgattgtg atatctgttt tagcaaaaag 
agcatcaaca
     6421 tcagattcta catttctaag cgcttttaca atttcttgtg aagtaatttt 
tccttcagct
     6481 gctactgaac gtaattcacc tacagtaata cccatacctt tagcaatagc 
ctttgctagt
     6541 gctggggttt gctccattac agaattaagt tcttctccac gcaacgttcc 
actagccaag
     6601 gcctgcccga actgaactaa agctgcatca gcagcttctg cgcttgcacc 
actaattgct
     6661 acagctttag aaactgtttc agttaaacgt gctgtgtcat ccattgtgag 
gtttaaagtt
     6721 ttggcattat cactaaaacg ctggtaaacc tgtaacacag aatcccaagc 
tgaataggtt
     6781 ttttgagcaa ttcggaaagt gtcttccgtt gctttattta gttcaacttg 
attgttagtg
     6841 actaacttaa ggcgattttg taatccagta tatgtatcca tctttgaaat 
ggctgaacct
     6901 actgttaata aaccagccat gtgtccagct aaagctctgg tggctacaga 
caagctgtcc
     6961 atagacttag atgcaaattc acctttacgt tcaatgctaa caagttcatt 
gcctagatta
     7021 cgcgcattac gttcagcatt ttgcgaatca ataacaatga ccaaacggga 
ttcttgtgcc
     7081 attttacttt cctctaggca ataaaaaacc cactcaatga gtgggtagtt 
ctttttaagt
     7141 taaatataat taccaagcag ggtagttaaa ccaattttaa aaagcatcct 
agggtgctta
     7201 tgcaagatat tatttattct catggtaacg aagaatacta gctacttttt 
gaaataagta
     7261 gcctgcaagg aatccattaa atataattcc gattcctgtt gctatcataa 
ctccagacca
     7321 aaccgtttct ttaccatagt aagaagctac ttcaattcga ccaaatgcaa 
gaataaataa
     7381 aaaacctgcg ataaagccaa gagctattaa cacccacccg atagcattac 
aaacttcact
     7441 ttctctcatt ggtttatatt gtggtgcact catcttaatc taccttgtta 
aagttcttca
     7501 aaactttgta agtaatatct tgattagtgg catcaattac ttccaataaa 
gcacctttat
     7561 aacctatttg cttagattgg cttaaatcat attcaacatc attattgaat 
gcaggacgtg
     7621 cttgattact tgagaattca cggtacccga cattaatttt atttccaaat 
tttccactat
     7681 aaattaatgt ttgttggaag gaattatctg atgcaattgc tactgtcttc 
atagtagctt
     7741 gatgtttatc agtacagttt tttgcattaa atactgttac tacacagagc 
ttaccttcag



     7801 tatctaacat aactacttta aatgggtcag ctaaagggtt tttctgaacc 
atccccccac
     7861 cactgacagt gttgaatggc tgaaaatatt gccctttttc atttttgcct 
gtttttaagt
     7921 aaatgcctga agtaagtgaa taagcaaaac taattttaat attttcaggg 
acgtttagaa
     7981 cttcacgatc aaccaccatt ccctgttcaa gcatttgatc ccctacaaat 
gctttattaa
     8041 ctgatccaat tggcggtttg cttatatttt taggtatagc ttgataatta 
taggctggag
     8101 tagcgcaccc caccaaccca agaccaatta aacccgcagc caatattttt 
ttcatgaatt
     8161 tcaccgtttg ttataaagtg tactaacttt aacaaactgg ttactaaatg 
tcacataaag
     8221 gaaaaccacc cgaaggtggt ttctatcaaa taaaactaac taagctattt 
cacaattggt
     8281 ttgatgccat gaatggttat ttccatatga aaaactaatt tcacttggta 
ctaaagttcg
     8341 ttcctgatga tttaatgact caatcatact tcttagtttg ccatcacctt 
gaacatgctc
     8401 tttatataat gcacgaagta atagctcagt aggtttacca attaaaccgc 
gatcagcttc
     8461 ccaatgtcta atactagtct cactgactcc taaaagccca gcaagattct 
tctgtgacaa
     8521 gtttagttct ttacgtaaaa aacgaatttc ctcaccattc aagtcaggct 
tttgcgtaat
     8581 taagaacaac ccaatggcat tatgaagctc atgaacagat tcaatagata 
cgagttcacc
     8641 atagtcttca tcattttcaa ttgtaaatcc attgcgcagc caaatattgc 
tcagaccgca
     8701 ttcttcatag tgatacataa tttagcctac tctctaaatg tagtgactac 
tactgagaat
     8761 tcaccgttct cgctctgctt gattgcaaca gctgttgtta tgtattcgcc 
tgcagtgcga
     8821 acagaaacat ttaactggca atcaccacga gtatttgggt acggcccctc 
agtaatatct
     8881 ccatgctcaa aacagcaaat aatttgcttc atagagatac agcgttcttt 
cattctttct
     8941 tttgcatgtg cagttaactt gattttgcta gtatctctag caaatgctct 
aagtttttgt
     9001 ttagcttcag ttaatgttaa acacatacaa gcaaacacca aggttcttgg 
aaagagtaaa
     9061 agaatgctga accgtcaaat attgacggta aggtgattat tcatcatttg 
ataatcacgc
     9121 gcaacacctt aaaggtaatt ttctgtcaat ccagatcaag tattttgtaa 
catcgactgc
     9181 gttattttga gtcgcgttta agagcaactg cttaattgtt tgacgttttg 
accaaattag
     9241 gcttttcagt ccctggcaat acctaatttg gtcacttacc tttgcttttg 
gttgatatct
     9301 tcttatggca ctcctccaaa aacaaattat ccaacgcaaa aatacagtca 
ttaaaaatat
     9361 gagcagccac tggcaaatca ttatgctcag catagacatt gatagcctgc 
tgatctaaag



     9421 ataacggtat gctttgctca taacgtctgg atcgacatat agtgctaaat 
gccgaaagaa
     9481 ttgaatcagc cgcatacgaa tattctggcg gatccggaat acggccgcct 
aagaacttga
     9541 tttgctcgat ttcgtgcggc gttttcgacg catacgtttt ttggtatttg 
tagagctcca
     9601 tgactttccc agaattaaag ccttgtcctt gtctgcgtct tcctgaatct 
tctgggcctg
     9661 ttctttaatg aatagccaga ttgaaatacc aatatcacca agattaagaa 
gctttgaggc
     9721 attctcaggt gtatatggct tttcggactc aacagtttta ccgtctacga 
tttcggcaaa
     9781 taccacacct ttccagtctt cgattaagtg ggccgcgcat gcatccatta 
aaagctcgtg
     9841 gtaaagcttg gcatcttcat ctttgaccat cacatcatag cctttagacg 
agatctggtt
     9901 tcctgcccgt tcaatagcta cctgaaaagg cttataagcg ataccacgga 
ctttgaactc
     9961 agcctgtaca tcgccatcag cacccttgta ttcacaccat tttgatacgt 
ctgagctttt
    10021 aataattccg acttttaaag ccataacaac ctctaatttt tagaaataaa 
aaagcccatg
    10081 ggtttccata ggctttgtta ctgaataagt tgattacaca agagcacgta 
caatcgttgg
    10141 actggtacgc acttgggcaa aattgatatc tattgtaata atgtcatcgc 
caccaccatc
    10201 agggtgattt gcttccttaa cttcaagttg cgggaagtta aacgagtact 
tactgccttt
    10261 ggtatctgta atatcgaagg tcaatgtaaa tacatcacgg gttttaatag 
catcaatcca
    10321 agaagcag
//
LOCUS       NODE_21_length_8763_cov_346.4201028763 bp   DNA linear
17-DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..8763
                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
     gene            272..628
                     /gene="higB2"
                     /locus_tag="DSM_03690"
     CDS             272..628
                     /gene="higB2"
                     /locus_tag="DSM_03690"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /inference="similar to AA sequence:UniProtKB:O53468"
                     /codon_start=1
                     /transl_table=11
                     /product="Putative toxin HigB2"
                     
/translation="MWTVITTDLFNEWLEQQDEATQEKVLAALVVLQQQGPSLGRPLV
                     
DTVYDSKFTNMKELRVQHRGKPLRAFFAFDPLRQAIVLCIGDKSNKKRFYTEMLAIAD
                     EQYALHLSTLGDQSNG"
     gene            621..923
                     /gene="higA1"
                     /locus_tag="DSM_03691"
     CDS             621..923
                     /gene="higA1"
                     /locus_tag="DSM_03691"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P9WJA7"
                     /codon_start=1
                     /transl_table=11
                     /product="Antitoxin HigA1"
                     
/translation="MAKSLQELLASRSPESQARIQKMADELLLESQLHLIREELEISQ
                     
KELAATLGIKQPSLSAIENRGHDLKISTMKKYVEAMGGKLRIDVELPTGKHIGFNV"
     gene            916..1125
                     /locus_tag="DSM_03692"
     CDS             916..1125
                     /locus_tag="DSM_03692"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSNNKPLKNSTKLLVNLDKFIFLVNAADSLEEIEIIRDLCCEYF
                     SHCKRPSYYIDIFDNAYWIKYYEIA"
     gene            1300..1818
                     /gene="esiB_5"
                     /locus_tag="DSM_03693"
     CDS             1300..1818
                     /gene="esiB_5"
                     /locus_tag="DSM_03693"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA 
sequence:UniProtKB:A0A0H2VDN9"
                     /codon_start=1
                     /transl_table=11
                     /product="Secretory immunoglobulin A-binding protein 
EsiB"
                     
/translation="METFAEPVFSNDLLAKAESGDTSAQLELAEIYLYGHGVDSDENQ
                     
AEIWAIKSAENGNVAAMFWLADGYVTYARLIEDDDKNDSLEHFQKAFKWFQKASENGH
                     
SESMVELADLYTRADSGIEVNIKKALELREKAAKLGNKKAMRSLSVMYRDGIGIPKNT
                     DLAQSWWDKSEN"



     gene            1857..2369
                     /locus_tag="DSM_03694"
     CDS             1857..2369
                     /locus_tag="DSM_03694"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MNSVHEIIEKIHNEWEIEPKKAIQRGMECPFPLQCSLNLKSKIY
                     
PQIPQVLLPKVLENFYTVSNGADLFKDQEYGQWGLKLYSIEEVIFASKIYKSNRNNDA
                     
LQSDLIIGEFYGDSDLLLVRCDPNSDDYGSIFVVLPIDQRQDWYIVANTFQEFISKFY
                     ETQGDKFWEP"
     gene            2567..2995
                     /gene="ohrB_2"
                     /locus_tag="DSM_03695"
     CDS             2567..2995
                     /gene="ohrB_2"
                     /locus_tag="DSM_03695"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P80242"
                     /codon_start=1
                     /transl_table=11
                     /product="Organic hydroperoxide resistance protein 
OhrB"
                     
/translation="MSTLYSTQVKAVGGRSGTIRSEDGILELKLALPKELGGKGDATN
                     
PEQLFAAGYAACFGNAVIHVTRSNKEYKIRDNDVEVLSTVGIVANGNGGFALTVHLDV
                     TLSGISQADAEKIVEQTHQVCPYSNAIRGNIQVSTTVYTK"
     gene            3002..3433
                     /gene="ohrR_2"
                     /locus_tag="DSM_03696"
     CDS             3002..3433
                     /gene="ohrR_2"
                     /locus_tag="DSM_03696"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:O34777"
                     /codon_start=1
                     /transl_table=11
                     /product="Organic hydroperoxide resistance 
transcriptional
                     regulator"
                     
/translation="MSKNQLCLDEQLCFPIYAASNLIVKAYRPFLTPLGLTYPQYLVM
                     
LVLWEKECVSVGDLGQILHLDSGTLTPLLKRMETSGLINRSRDPNDERRVLISLKDKG
                     RDLSAEAEKIPKELTKNIEFDNLNQLRDELKVLVNLLSERI"
     gene            complement(3666..3893)
                     /locus_tag="DSM_03697"
     CDS             complement(3666..3893)
                     /locus_tag="DSM_03697"
                     /inference="ab initio prediction:Prodigal:2.6"



                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MHSFSVKELDQLIENDLKEKKKSSKLLIGYKLFHDLMNDPKFHA
                     EVTDSALSATKRKYKNLKIKITTDKYQLHFE"
     gene            complement(4123..4884)
                     /locus_tag="DSM_03698"
     CDS             complement(4123..4884)
                     /locus_tag="DSM_03698"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MEMEKAKKRGRPAQLLQIAELHAFVEFLEQQEQLSDLQSQVLKA
                     
LNSVDCNFEGLTQTDQVLVKEALKPYREHLKLKLLFEELNNLPLKTEYEQKFLDLYEL
                     
FQKNALDQMELNILKTLATRYLNFKAQKLEYSDLELYLSQLQKKDAGKKRKAENQRKF
                     
ELGGAVLVAFKKLNIDISNDTPQQITNRIVNTTKFHNEVRKSLIFKDVKTYENEYFKA
                     NKLFIQVLEGLHTWQKGGELLSVIEIKKALEKGEE"
     gene            complement(5008..5118)
                     /locus_tag="DSM_03699"
     CDS             complement(5008..5118)
                     /locus_tag="DSM_03699"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     /translation="MPVWLKNPVEGGQGGSAPLRTSFSDEEKLSSANYLI"
     gene            5189..6358
                     /gene="mobA_2"
                     /locus_tag="DSM_03700"
     CDS             5189..6358
                     /gene="mobA_2"
                     /locus_tag="DSM_03700"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P07112"
                     /codon_start=1
                     /transl_table=11
                     /product="Mobilization protein A"
                     
/translation="MASYHFSVKSKNKGYATGHYLYISRLMQYEGIRKTSNETIEHIE
                     
PGRCMPAFVKDPIDFWQAADTYERANAKAYMEYEIALPNEFTSEQRKTLIETFLDKHI
                     
VPQQYPHSYAIHNVKSRISGEDQPHCHLMFSLKADDGIERSAEQYFKRYNPQDPAKGG
                     
AKKIQLQDGHEDYSTFLIYIRKQWENHLNDALAQHCPTVTYTLDGQDITIKNQVSADS
                     
YEKYNEIHSTLYLPEPKLGVGQQNATAEYLAQIQKIREHNQQERELEERQKQLDQQHE
                     
YFYSAENNPFSSLEVMYYLNYLIKNATNKDKLKNDLNEIIKNQGPILKQEAWSIYEMN



                     
EKLEDSRRNSTPCFEFEVHSLPEYVLPIQNTPPKRTQSEPVQPKADDYDYGGPGF"
     gene            6955..7890
                     /gene="repE_1"
                     /locus_tag="DSM_03701"
     CDS             6955..7890
                     /gene="repE_1"
                     /locus_tag="DSM_03701"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P03856"
                     /codon_start=1
                     /transl_table=11
                     /product="Replication initiation protein"
                     
/translation="MSELIVKDNALIQASYTLDTVEQRLILLAIAEARETGHGITENS
                     
LLEVHASSYINTFNVEKHTAYTVLREASKSLFDRYVTYHDINPKTGKDRSFHCRWVDK
                     
IGYESQSGIIFLRFTQDIVPLITRLEENFTKYELQQVSRLSSSYAIRLYELLIQWRSA
                     
GKTPLFDLSIFRQQLGVKPHQYKTMSNFKTYVLDFALKQVNELTDITAKYEQHKKGRS
                     
ISGFSFTFKQKKMSNLPIKNKRDPDTIDIFSKMTDAQRHLFSHKLSELPEMGKYSHGT
                     ESYPQFAVRIAEMLQNPEKFKELYPYLQKVGFKAA"
     gene            7968..8486
                     /locus_tag="DSM_03702"
     CDS             7968..8486
                     /locus_tag="DSM_03702"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MKSLTVLELSKLYNINRQTIYNNIKKGILSKNSDNKIDLAEAIR
                     
VFGEPVQKQSVKETVKVDSPTSAEVLLLRQQIDLLKNQLDDAKNRESFYQNQIETMQR
                     
LLEAPKTNTTQSDDPGSTQAESTVEEKEDVIAMPPKESEVIENKRIPVPEHIEPEPEK
                     RGFWSRFFKPYG"
ORIGIN      
        1 ttttttgtac gttttggctt acagcgtttc acgaaattgt ctgtatctat 
cccccgatga
       61 agctcttatg atcgatctat atggacagga tgttcaatga cttaaaacaa 
caataataat
      121 cagtcagaca ccatgaccat caggtagtca gccctaccta tgcgctccat 
actgaaaaat
      181 cccgacatga cgtcgggatt ttttattgcc atttgcaaag tcattcaatc 
agatttaata
      241 tatagactgt aatctatatt gtgattgtaa tatgtggaca gtcattacaa 
cggatctgtt
      301 taatgaatgg cttgaacagc aagatgaagc aacacaagag aaagtcttag 
ctgcattggt
      361 tgttctacaa cagcaagggc ctagtttagg tcgtccttta gtagataccg 
tctacgattc



      421 taaatttacc aatatgaagg aactacgtgt tcagcatcgt ggtaaaccgt 
taagggcatt
      481 ttttgcattc gatcccctaa gacaagcgat tgtgctgtgt attggtgata 
agagtaataa
      541 aaagcgtttt tatacagaga tgctagcaat tgcagatgag caatacgcac 
ttcatctctc
      601 aactttagga gatcaatcta atggctaaga gcttacaaga attattggct 
agtcgctctc
      661 cagagagtca agctcgtatt caaaaaatgg ctgatgaatt acttttagaa 
agtcagcttc
      721 accttatccg agaagagtta gaaatttccc agaaagaact agctgcaacc 
cttggaatta
      781 aacagccgtc attatcagca atcgaaaatc gtggtcatga tcttaaaatt 
tcaacgatga
      841 aaaagtatgt tgaagcaatg ggtggaaaac ttcgtattga tgtagagctt 
ccaacaggaa
      901 aacacatagg gttcaatgtc taataataaa cctttgaaaa atagtactaa 
attacttgtt
      961 aacttagaca agtttatatt tttagtcaat gctgccgata gcctagaaga 
aattgaaatt
     1021 attagagatt tatgctgtga atatttttca cattgtaaga ggccaagcta 
ttacattgat
     1081 atttttgaca atgcttattg gataaaatat tacgaaatag cttaatcctt 
ctagattcgc
     1141 ataagagttt ctatgttaaa taggactaaa aatatactct aattttagag 
ttttctttta
     1201 ggtatgatgt aaaaacatac aagcctaaga gtttaattta aaggttaaga 
attgaataaa
     1261 ttagtaaata tttttatggc tttaggagtt tgcctttcaa tggaaacatt 
tgcagaacct
     1321 gttttttcta atgatttatt agcgaaagca gaaagtggag atacttctgc 
ccagttagaa
     1381 ttagctgaga tttatctata tggtcatggt gttgattcag atgaaaatca 
agctgaaatt
     1441 tgggctatta aatcagctga aaatggaaat gtagcagcaa tgttttggtt 
agctgatgga
     1501 tatgttacct atgctagatt aatagaggat gatgacaaaa acgattcttt 
agaacatttc
     1561 caaaaagctt ttaagtggtt tcagaaagct tcagaaaatg gtcattctga 
atcaatggtt
     1621 gagttagctg acctatatac tcgcgcagat agcggaatag aagttaatat 
taagaaagct
     1681 ttagaacttc gtgaaaaggc tgcaaagtta ggtaataaga aagcaatgcg 
aagtctttcc
     1741 gttatgtatc gtgatggtat aggcattcct aaaaatactg atttagctca 
aagttggtgg
     1801 gataagtctg aaaattaatt ttagtaaaag ttaaggattt tttaagagtc 
taataaatga
     1861 atagtgttca tgaaattata gaaaaaatac ataatgaatg ggagattgaa 
cctaagaaag
     1921 ctattcagag aggtatggaa tgtccctttc ctttgcagtg ttcattaaac 
ctaaaaagca
     1981 aaatttaccc acaaataccc caagtacttt taccaaaagt attagagaat 
ttttatacag



     2041 tatctaatgg tgcagatcta tttaaagatc aagaatacgg acaatggggc 
ttaaaattat
     2101 attctattga ggaagtaatt tttgcttcaa aaatttataa aagtaatcgt 
aataatgacg
     2161 ctcttcaaag tgacttaatt attggagaat tctatggaga ttcagactta 
ttgttagttc
     2221 gatgtgatcc taatagtgat gattacggct ctatttttgt tgtcttacct 
atagatcaaa
     2281 gacaagattg gtacattgtt gctaatactt ttcaagaatt cattagtaaa 
ttttatgaaa
     2341 ctcagggtga taaattctgg gaaccttaaa attatatggc cgatataagc 
tctatttaac
     2401 ttatgttcac ctaaaattta tttaattatc acaaaaatag tatcattttt 
ttgaatttca
     2461 tataacgccc attatgttaa ataaaaaaca aaggaaaata attgacctat 
atttaattgt
     2521 gtgcaattat attttacaca atataatatt aagcaaggta atatacatga 
gtactctcta
     2581 ttcaactcaa gtcaaagcag tcggtggacg ttcgggaacg attcgtagtg 
aagatggtat
     2641 cttagaacta aaattggctt tgccaaaaga attaggtggt aaaggtgatg 
caacgaatcc
     2701 tgaacaatta tttgcagctg gctatgctgc atgctttgga aatgcagtga 
tccatgtaac
     2761 tcgtagcaat aaagaatata aaatccgtga taacgatgta gaggtcctga 
gtactgttgg
     2821 aatagttgct aatggcaatg gtggatttgc cttgacagta cacttagatg 
tcacgctttc
     2881 aggtatttca caagctgatg cagagaaaat cgtggaacaa acgcatcaag 
tatgtcctta
     2941 ttccaatgct attcgaggta atatacaggt gtctaccact gtctatacca 
aataaaaagc
     3001 tatgtccaag aatcagcttt gcttagatga gcaactatgt tttcctattt 
atgctgcatc
     3061 taatttaatc gtaaaagctt atcgcccttt tcttacacct ctcggactca 
cttatcctca
     3121 atatttagtg atgttggttt tgtgggaaaa agaatgtgta agtgtgggtg 
atcttggaca
     3181 aattttacat cttgatagtg gaacattaac cccactatta aaaagaatgg 
agacatctgg
     3241 tctaattaat cgatcacgtg atcctaatga tgaaagacga gttcttattt 
cattaaaaga
     3301 taaagggcga gacttatctg ctgaagcaga aaagattcct aaagagctta 
ccaagaacat
     3361 tgagtttgat aacttaaatc aattacgaga tgaattaaaa gtattagtta 
atctattatc
     3421 agaaagaatt tgagacctct taatatctga taatggaagc ctgtttactt 
tcaagaatca
     3481 attagttttt ctaaaattaa cataatacac cttatacgaa gtcaaaaaaa 
tatatctata
     3541 tgataattaa tgaaattgta aaacctattc ataatgacca ttatgtaaaa 
tggagatgat
     3601 agaagtgtac tagtgagtac acttctatca taaaaaagag agctgctagc 
tctctttttt



     3661 atgttttatt caaaatgaag ttgatattta tccgtcgtaa tcttgatctt 
gaggttctta
     3721 tattttcgtt ttgtggcact cagggctgaa tctgtcactt ctgcatgaaa 
tttagggtca
     3781 ttcattagat catgaaatag tttatatcca atcaataact tactggattt 
tttcttttcc
     3841 tttagatcat tttcaatcaa ctgatccaat tcttttacag aaaaactatg 
catattaccc
     3901 tctatagtat ctttctgata aaacaccata cagacttagt aagaggattt 
aaagcttatt
     3961 agataattga tatttatgaa attgtgagaa aaataatata ttagatttat 
ttatttattt
     4021 aagttaagtt tttctaaaaa taacataata caccttatgc gaaattccaa 
tgtaagccca
     4081 aaatagaaat gtccaacttc tctaaaatcc ctgctaaata aactactctt 
cgcctttttc
     4141 taaggccttt ttaatttcaa ttactgacaa taattctccg cccttttgcc 
aggtatgtaa
     4201 tccttctaac acctgaataa aaagtttatt tgctttaaaa tattcatttt 
catatgtctt
     4261 aacatcttta aaaattaaag atttacgtac ttcattatga aactttgtcg 
tattcacaat
     4321 ccgattggta atctgttgag gagtatcatt gctaatatca atattgagtt 
tcttaaatgc
     4381 gacaagaaca gcaccaccta attcaaattt acgttgattt tcagctttgc 
gttttttccc
     4441 agcatccttc ttctgtagct gactcaaata caattctaaa tcactgtatt 
caagcttttg
     4501 cgctttaaaa ttcagatacc gtgtcgccaa ggtttttaaa atatttagtt 
ccatctgatc
     4561 tagtgcattc ttttgaaaaa gttcatacag atctaaaaac ttctgttcat 
actcggtttt
     4621 aagaggcaga ttattcaact cttcaaacag caatttcaac ttcagatgtt 
cacgataagg
     4681 ttttaaagcc tctttgacca gaacctgatc tgtctgagtt agcccctcaa 
aattacaatc
     4741 aacactattt aaagccttta acacttgaga ttgaagatca gaaagctgtt 
cttgctgttc
     4801 taaaaactct acaaatgcat gtaactcagc aatctgtaac aactgagcag 
gtcgaccacg
     4861 cttttttgct ttttccattt ccatcatctg ccgccaaatt ttcagaactg 
caacctcttt
     4921 aaatatggtt ttaccatatt taaagagggc agtctgaaaa taattattta 
atataaaaat
     4981 aaaaattctt ttcaagaaat tttattttta tattaaataa ttcgcacttg 
acagtttctc
     5041 ctcatcggag aaactagtac gcaatggggc gcttccccct tgaccccctt 
caaccggatt
     5101 tttcagccat acaggcattt caaatccggg cggttttcat tccgtttcac 
tgcataaaaa
     5161 ccgaacccac aacccagcag aggtgaacat ggccagctac cacttcagcg 
tcaaaagcaa
     5221 aaataagggc tatgcgaccg gccattatct ctacatttcc cggctgatgc 
agtatgaagg



     5281 catccgcaaa accagcaatg agaccataga acatattgaa cctggtcgat 
gtatgcctgc
     5341 ctttgtaaaa gatcccattg atttttggca ggcagcagat acgtatgaac 
gagccaatgc
     5401 caaggcctac atggagtatg aaattgccct accgaatgag ttcacgtcag 
aacagcgtaa
     5461 aacgctcata gagacgtttt tagacaaaca tatagttcca cagcaatatc 
cgcactcata
     5521 cgccatacac aacgtaaaat cacgtatcag tggcgaagat cagcctcatt 
gtcatctgat
     5581 gttctcgcta aaagcggatg acggcattga acgcagcgca gaacagtact 
tcaaacgcta
     5641 taaccctcaa gatccagcca aaggcggtgc caaaaaaatc caacttcaag 
atggccatga
     5701 agactattcc acttttttga tctatatccg aaaacaatgg gaaaatcatt 
tgaatgatgc
     5761 ccttgcacag cactgcccga ccgtcaccta cacactggat ggccaagaca 
tcaccatcaa
     5821 aaatcaggtt tcagcagaca gctatgaaaa atataacgag atccacagca 
cgctatacct
     5881 tccagagcca aaactaggcg ttggacaaca aaatgcgaca gcggaatatc 
tcgcccaaat
     5941 ccaaaaaatc agagaacaca accagcaaga acgagaactc gaagaacgcc 
aaaagcaatt
     6001 agatcaacaa catgaatatt tttatagtgc tgaaaacaac ccattttcat 
cattggaagt
     6061 catgtattac ctgaattact taatcaagaa tgcaacaaat aaggacaaac 
taaaaaatga
     6121 tttgaatgaa attatcaaaa accaaggccc tatacttaaa caagaagctt 
ggtccatcta
     6181 cgaaatgaat gaaaaactag aagactcaag acgtaacagt accccatgtt 
ttgagttcga
     6241 ggtgcattca cttcctgaat acgtattacc gatacaaaat acgcctccca 
aacgcactca
     6301 atcagaacca gtacaaccta aagctgatga ttatgattac ggtggccctg 
gtttttaagc
     6361 tcagttggtt ttatccaaag tttacagagc gagtgtctac gagcgaacag 
acacaattaa
     6421 aatttttgcc atgctttttc cctgattaca aactcccctt tgctgctgag 
actgagatac
     6481 agagcatccc ggagggtgcg aacagattta atttgcatct aggtcgagcg 
aagcgagtat
     6541 aaaaaactta tgagcgaagc gaattccgag ttgcttttgc ttttttgaag 
ttatcacgag
     6601 attaacccaa aaattgcccc ttcgaactga gcgtaagcga agttcaatag 
agtttgagcg
     6661 tagcgaaaac atagggcaat ttttcattca ttgggctttt aattattttt 
aatcttttaa
     6721 atgcttttaa ataagctgta aacctttatt tataatagtt tcatagttaa 
taaaactagg
     6781 tttatcgacc cataaaacta ggtttatcga cccataaaac taggtttatc 
gacccataaa
     6841 actaggttta tcgaccttaa agctaggttt atcgacccat aattaagtta 
atttacaact



     6901 caattgaaat agtctattgt acaacctagt ttaattataa atttattatt 
agaaatgagt
     6961 gaattaatcg taaaggataa tgctctaatt caagcaagtt ataccttaga 
tacagttgaa
     7021 caaagactga tcctattagc cattgctgaa gctcgagaaa ctggacatgg 
gataactgaa
     7081 aatagtcttt tagaagtaca tgcaagtagt tatataaata cttttaatgt 
cgagaaacat
     7141 accgcttata ccgtactcag agaggcatct aaaagcttat ttgatcgcta 
tgtcacatac
     7201 catgacatta atcctaagac aggtaaggat cgtagctttc attgtcgttg 
ggtcgacaaa
     7261 attgggtatg aatctcaatc aggaattatt ttcctacgat tcacccaaga 
tatcgttcca
     7321 ctcataactc gacttgaaga aaatttcact aaatatgaat tgcagcaggt 
ttctaggtta
     7381 agtagctcat atgctattcg gctatacgag ctattaattc aatggagatc 
tgccggaaaa
     7441 acgccacttt ttgatctatc tatctttaga caacaacttg gtgtcaaacc 
tcatcaatac
     7501 aaaacaatga gtaactttaa aacatatgtt ttagattttg ctcttaagca 
ggtaaatgag
     7561 ttaaccgata taacagctaa atatgagcaa cataaaaaag ggcgttctat 
ttcaggtttt
     7621 tcattcactt tcaaacagaa aaaaatgagt aatctgccaa taaaaaataa 
gcgtgaccca
     7681 gacactatag atattttctc aaaaatgaca gatgctcaac gccatctgtt 
ttcccacaaa
     7741 ctgtcagaac ttcctgaaat gggaaagtat tctcatggta cagaaagcta 
tccgcaattc
     7801 gctgtacgca ttgcagaaat gcttcaaaac ccagaaaagt ttaaagaact 
ctatccttat
     7861 ctccaaaaag taggcttcaa agctgcatag aagatagact tgctgatttg 
tctattagac
     7921 agtctaatag acactaattt tttacaagat taggcagaga tttacacatg 
aaaagcctta
     7981 cagttcttga gctttctaag ctttacaata ttaatcgaca aaccatttac 
aacaatataa
     8041 agaaaggtat tttaagtaaa aattctgaca ataagattga tcttgcagaa 
gcgatccggg
     8101 tatttggtga gccagtacaa aaacagagtg taaaagaaac tgtaaaagta 
gacagtccaa
     8161 cttcggcaga agttttactc cttagacagc agatagacct actaaaaaat 
cagctagatg
     8221 atgcaaaaaa tagagaaagc ttctatcaaa atcaaattga aactatgcaa 
cgcctattgg
     8281 aagctccaaa aaccaataca acacaatctg atgatcctgg atcaacacag 
gcagaatcca
     8341 cagtagaaga aaaagaggac gtcatagcta tgcctcctaa ggagtcagag 
gttatcgaga
     8401 ataagcgtat tccagtccct gaacatattg agccagaacc agaaaaaagg 
ggcttctgga
     8461 gccgtttttt caagccctat ggatgatagg actatttaat cagactaatc 
aaaaccgtgg



     8521 aacaatgatc aataattgat cgtgaaacat aaaaaatcac taaaacagcc 
tgagcgtgac
     8581 tgcttaggct gtttttacat ccataagaca ttgttttaaa atgcttttta 
caaagaattt
     8641 cgtataaggt gtattatgtt aattttagga aatcttaagc tttagccaac 
ataatcttca
     8701 gttgatatta cttgagcata tgcaaattca aaagcggcca ttaatgttgc 
atggacatga
     8761 cca
//
LOCUS       NODE_22_length_6878_cov_400.8804626878 bp   DNA linear
17-DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..6878
                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
     gene            complement(273..416)
                     /locus_tag="DSM_03703"
     CDS             complement(273..416)
                     /locus_tag="DSM_03703"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MPKLKDIALGIIVAPLLIPIMLIASYQDKKALKKELDECQKEKD
                     QAS"
     gene            complement(436..1011)
                     /locus_tag="DSM_03704"
     CDS             complement(436..1011)
                     /locus_tag="DSM_03704"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MAKLSLSEVSKKFHVDRSTIYRAVRNGRLSRSSDGQFDLAEVIR
                     
CFGEPEQTSQKIESSKQEGDESTKKLIAHLENEVKKYQEREERLMQQIDRMQTLIELK
                     
SVAPATAAPHQDATACDTKMPQYATTQQDTDNKKNNELNIAENVAVPQQETTAYHTQT
                     LQYATLPSVAVPQHKKRGLFGRVLNAVFDND"
     gene            complement(1004..1954)
                     /gene="repE_2"
                     /locus_tag="DSM_03705"



     CDS             complement(1004..1954)
                     /gene="repE_2"
                     /locus_tag="DSM_03705"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P03856"
                     /codon_start=1
                     /transl_table=11
                     /product="Replication initiation protein"
                     
/translation="MRELVVKDNALINASYNLDLVEQRLILLAIVEARESGKGINAND
                     
PLTVHAESYINQFGVHRNTAYQALKDACNDLFARQFSYQKINERGNIENYRSRWVSEI
                     
GYVDNEAVVKLIFAPAIVPLITRLEEHFTKYELQQVSNLSSAYAVRLYELLIAWRSTG
                     
STPIIELSDFRQRIGVLDTEYKRMERFKTSVLELAIKQINEHTDITVKYEQHKRGRSI
                     
SGFSFNFKQKKKDSTSIERDPNTLKLSSKMTDAQRHMFANKLSELPEMGRYSQGTESY
                     PQFAVRIAEMLQDPEKIKELSPYLKKVGYMPSNKKDTVNG"
     gene            3165..3536
                     /locus_tag="DSM_03706"
     CDS             3165..3536
                     /locus_tag="DSM_03706"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MGEKVKTYAVRLDPQVAEFYDQLANSEGIRTSKLFSKILTNDFQ
                     
SIAVKQQADRIEDLVNRLEKRIDDFEEDNNFSEKYYEDFSGLYFMMLWTLMKNGASKD
                     EVRMMQAKGYSYADDNYKRVK"
     gene            3536..3676
                     /locus_tag="DSM_03707"
     CDS             3536..3676
                     /locus_tag="DSM_03707"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSDNIIQLSKPCTLCENRQNVQLFAGLMLCESCQENIRLTNPDM
                     FS"
     gene            3785..4144
                     /locus_tag="DSM_03708"
     CDS             3785..4144
                     /locus_tag="DSM_03708"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MDKQRVFFCGNYLIEKREKSQIKKNAKAGDVKSMLDLARYYYAN
                     
KKIKKTIKYADLAALRQGSYTQYEVGIFYFQLEIHYKAVFWLTIAAKNGDLDAIEDIK



                     SIYNINLNFSNNFKDAA"
     gene            4239..4751
                     /locus_tag="DSM_03709"
     CDS             4239..4751
                     /locus_tag="DSM_03709"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSNGTNYFKYIGLEFIKFLIPISITFLTACFFSKLFSSKELFEI
                     
YVSAKINAHLTNEFFSILGAITILLGILFMIKSLSGFNVLDKFLTLILEEIPKNITIF
                     
GGAITGSIYALSWYSYSYDIVLKQTPMQIFFLGTFFAITFFIYAVALQYLIDQKKIKD
                     SQQQVNSNNG"
     gene            5078..5293
                     /gene="cspE"
                     /locus_tag="DSM_03710"
     CDS             5078..5293
                     /gene="cspE"
                     /locus_tag="DSM_03710"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P0A972"
                     /codon_start=1
                     /transl_table=11
                     /product="Cold shock-like protein CspE"
                     
/translation="MSNSNVVKGTVKWFNETKGFGFIQQESGPDVFAHFSEIASSGFK
                     TLFEGQQVEFSVAQGQKGPNAVNIVAI"
     gene            5391..5618
                     /locus_tag="DSM_03711"
     CDS             5391..5618
                     /locus_tag="DSM_03711"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MLKVNDLIAKSKNGTEIIVSLIPLHKMQNTRQGLKQIEVGKRVL
                     LESGIEVDLNLDGRTFYTSLNQLFKLNHKVA"
     gene            5685..5882
                     /locus_tag="DSM_03712"
     CDS             5685..5882
                     /locus_tag="DSM_03712"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFKQTLSVKDQFGVKHAIQATVDHEFANTQSHLNIKHITVDGED
                     IRPSFEMLFQSTLSGKIFKII"
     gene            6069..6389
                     /gene="higB-2"
                     /locus_tag="DSM_03713"



     CDS             6069..6389
                     /gene="higB-2"
                     /locus_tag="DSM_03713"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9KMA6"
                     /codon_start=1
                     /transl_table=11
                     /product="Toxin HigB-2"
                     
/translation="MLFIETSIFTKQIKELVSDEEYRQLQQDLLVQPDKGDLIKNGGG
                     
IRKVRCAQGNKGKSGGIRVIYYWVTEDDQIFFLVAYPKSVKDNLTDKETSILRQLVKE
                     QFHG"
     gene            6382..6654
                     /gene="higA-2"
                     /locus_tag="DSM_03714"
     CDS             6382..6654
                     /gene="higA-2"
                     /locus_tag="DSM_03714"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:Q9KMA5"
                     /codon_start=1
                     /transl_table=11
                     /product="Antitoxin HigA-2"
                     
/translation="MDNNLFDDLVASIKEAGAIKRNEIKASRVTELELPDIKEVREKT
                     GLTQAEFAARLHISARTLQNWEQGRRYPTGPAATLIRILDAHPGLI"
ORIGIN      
        1 tggtcatgtc catgcaacat taatggccgc ttttgaattt gcatatgctc 
aagtaatatc
       61 aactgaagat tatgttggct aaagcttaag atttcctaaa attaacataa 
tacaccttat
      121 acgaaatgct gtataattat ccttataatt caacgccgta atttctagtt 
gatagcccat
      181 cttccccaag gtgggctttt tttatgactt ttcacgttcc acgcctatta 
tttcatcaat
      241 gttccacact tttgattagc tcaattgaat aatcaggatg cctggtcttt 
ttctttttgg
      301 cattcatcca gctctttctt cagtgccttt ttatcctggt acgatgcaat 
cagcatgatc
      361 gggatcagca gcggagccac aataattccc agggcaatgt ctttcagttt 
cggcatgatc
      421 tttcaccctt attgctcagt cattatcaaa gacggcattc agcacacggc 
caaataaacc
      481 acgttttttg tgttgtggca ctgccacact tggcaacgtg gcatactgta 
gcgtttgggt
      541 gtggtatgcc gtagtttctt gctgtggcac tgctacattt tctgcaatat 
ttaattcatt
      601 attcttttta ttatcagtgt cttgttgtgt tgtcgcatac tgtggcatct 
tggtgtcgca
      661 tgccgtagca tcttggtgtg gtgctgctgt ggcaggtgca acacttttca 
gctcaatgag
      721 tgtttgcata cggtcaattt gttgcattaa ccgttcttca cgttcttggt 
attttttgac



      781 ttcattttct aaatgggcaa taagtttttt tgtagattca tcaccttctt 
gcttagatga
      841 ttcaattttt tgagatgttt gctcaggttc tccaaagcat cgtatgacct 
ctgctagatc
      901 gaattgtcca tcactggagc gtgataaacg tccattacgt acagctctgt 
aaatggttga
      961 tctatccaca tgaaattttt tagatacttc acttagtgat aacttagcca 
tttacggtgt
     1021 cctttttatt tgatggcatg tatcccactt tttttagata tggggatagt 
tctttgattt
     1081 tttcagggtc ttgtagcatc tcagcaatac gaacagcaaa ttgaggatag 
ctttctgttc
     1141 cttgtgaata gcgacccatt tcagggagtt ctgaaagttt atttgcaaac 
atatgccgtt
     1201 gagcatcggt catctttgaa gaaagtttca aagtattcgg atctctttct 
attgatgtgc
     1261 tgtccttctt tttctgttta aagttaaaag aaaatcctga aattgatcga 
cctcttttgt
     1321 gttgttcata cttcactgtg atatctgtat gttcgttaat ttgtttaata 
gcgagctcaa
     1381 gtacactagt tttaaagcgt tccatacgct tgtactcagt atcgagtacg 
ccaattcttt
     1441 gacggaaatc acttagctct ataattggag tagagcccgt acttctccaa 
gcaattaata
     1501 actcatataa acgaacagca taagcactac tgagattact aacttgctgc 
aattcatatt
     1561 tagtaaaatg ctcttctaag cgggtaatta atggaactat ggcaggggca 
aaaataagct
     1621 taaccactgc ttcattatct acatatccaa tttcactaac ccaacgggat 
ctatagttct
     1681 caatattccc tctttcattt attttttgat agctgaattg tcttgcaaac 
aaatcattac
     1741 aggcatcttt taatgcctga taagcggtat tgcgatgtac gccaaattga 
ttgatatagc
     1801 tttctgcatg gacagttaag ggatcattag cattaatccc tttcccactt 
tctcttgcct
     1861 caacaatagc taataaaatt aaacgttgtt ctactaaatc taagttataa 
cttgcattaa
     1921 ttaaagcatt gtcttttaca accaattctc tcatgaagca ccagtattat 
ttattatgct
     1981 atgacacctt aattaatttt agtgctataa gcaaggtaaa cggtgtcata 
ttgcaaggta
     2041 aacggtgtca tattgcaagg taaacggtgt catattgcaa ggtaaacggt 
gtcatatgaa
     2101 gtctaggagc cttcatttac aaggttttta gcttacctaa aagcatttaa 
aaactttaaa
     2161 ataattaaaa gcccaaggaa ggaaaaattg cccttggttt tcgcttcgct 
caaactctat
     2221 tgaacttcgc tttcgctcag ttcgttgggg caattttttg gttaatactt 
gcgtgacttt
     2281 aagaaaaagc aaaagcaact cggaattcgc ttcgctcata aaactttttt 
actcgctacg
     2341 ctcgatccaa gagcaaattt ctgcatgaaa ctcacgcttt cttaggctaa 
agaagacaaa



     2401 aaaatgtttt tcagagggtc taggcgcaaa ttttgatagt tcgctcgtag 
acactcgctc
     2461 tatgcatcta tctaaagtca aaatacctct ttatttcgct ctcatttgcg 
ttttttgagc
     2521 tgttttgtgt ttttcactat gagatctatg ttttctaggt aaaggctctt 
aaatcgcatt
     2581 tgaacgcgtt ctatgaagct tttcataatt aaagttttgg gttgaaattt 
ttaacctgga
     2641 tgaatggaca aaaaattgat tttttacgtt tttttaaaca aggaaataaa 
tacttttttc
     2701 catgcaaaac caagcaccgg ccctacgtca ctttagccaa ttttccaatc 
caagatccgg
     2761 cacatgccgg gatttttttg tcacacacca cgcatctaac gatgacaacc 
ttcaaaccct
     2821 tatggtgtaa ggggttgggt aattattttg tgtgttagaa agctgcgctg 
caaaaagccc
     2881 attttttgaa ataagttatt gattttattt attaatttgc tgcgctcata 
gttgtacacc
     2941 aaaacaacac ttttttcata taatactttg ataaatataa gaaaaactat 
gtacttattg
     3001 ttgtacatga aaaaagcatt atatttaaat aagtttttgt tttaaaataa 
attaattatg
     3061 tacaaatagg tttgtacata atttacttat tatttttatt caattagttg 
aattttataa
     3121 atttaatttt gtacaaacat tgattttaat aagaggtgta atttatgggc 
gaaaaagtca
     3181 aaacttatgc agtcagactg gatccacaag tagccgaatt ctatgatcaa 
ttggctaatt
     3241 cagaaggaat cagaaccagt aaattattca gtaaaatttt gaccaatgat 
tttcaatcta
     3301 ttgctgttaa gcagcaggcc gatcgtatcg aggatctggt gaatcgatta 
gagaagcgaa
     3361 tagatgattt tgaggaagat aataattttt ctgaaaaata ttatgaggat 
ttttctggac
     3421 tctatttcat gatgttatgg acattaatga agaatggggc ttctaaagat 
gaggttagaa
     3481 tgatgcaagc taaaggttac tcatatgcag atgataacta taagagggta 
aagtaatgtc
     3541 agataatatt attcagcttt caaagccatg tacgctttgt gaaaatagac 
aaaatgtaca
     3601 actttttgca ggattgatgc tgtgtgaaag ttgtcaggaa aatatcaggc 
ttacgaaccc
     3661 agatatgttc tcttaaataa aaagcctgaa ataagaagta tgcgagctaa 
ggggatcttc
     3721 tatgctgaac aaaattttga aaaaagtttt tgaaaaatca aaattctaaa 
caggatttat
     3781 agaaatggat aaacaaagag ttttcttttg tgggaattat ctaattgaaa 
aaagagaaaa
     3841 gtctcagatt aaaaagaatg caaaagcagg tgatgtgaag tctatgctag 
atttggctag
     3901 atattattac gcaaataaaa aaattaaaaa aaccataaag tatgctgatt 
tagcagcttt
     3961 gagacaaggt agctatactc aatatgaagt tggaatattc tactttcagc 
tcgagataca



     4021 ttataaagcc gttttttggc tcactatagc tgcaaagaat ggtgaccttg 
atgcaattga
     4081 agatattaag tctatatata acattaattt aaatttttct aataatttta 
aagatgccgc
     4141 ataagattga tagccctata aataataaga cgtgttaaaa agtaaaaaag 
ttttttcaag
     4201 cactggatac attcgcttta tttatagggg taataaacat gtctaatgga 
acaaattatt
     4261 tcaaatatat tgggcttgaa tttattaaat ttttgatacc aatttctata 
accttcttaa
     4321 cagcttgctt cttctcaaaa cttttttcat caaaagaatt atttgaaatt 
tatgtttctg
     4381 cgaaaattaa tgctcatctt acaaatgaat ttttctcaat tctaggagct 
attacaattc
     4441 ttcttggaat tttattcatg ataaaaagtc tttctggatt caatgtgtta 
gataaatttt
     4501 taaccttaat attagaggaa atccctaaaa atataacaat ttttggtgga 
gcaatcactg
     4561 gttctatata tgcattatca tggtattcat atagttacga catagtctta 
aagcaaacac
     4621 caatgcaaat atttttttta ggtacttttt ttgctatcac gttcttcata 
tatgccgttg
     4681 ctcttcaata tcttattgat caaaagaaaa taaaggacag tcaacaacag 
gtaaactcta
     4741 ataatggtta agaattctca taagagattt tatgttaaag aaaatattaa 
ataatataat
     4801 aaataagtta ttgaatttaa ttaattttta aagaaaaaat atagatttta 
taagaaaaat
     4861 taatatttat atcaaaaaac ttgattattt ttatttttac tgtatattta 
acttaactag
     4921 aaaaaaagtc ttgtttcggt aaatcttcct taagtatcgc agttttagtc 
ataatccttc
     4981 gttttttaga ttttaagtct cattctttat tattttcaaa gttattaatc 
agtcaataaa
     5041 atgactaaaa aattattaaa aattagtagg atatattatg tcaaactcaa 
atgttgttaa
     5101 aggtactgtt aagtggttta acgaaactaa aggttttggt ttcattcaac 
aagaatcagg
     5161 tccagacgtt tttgctcatt tcagcgaaat cgcgagttca ggtttcaaga 
ccttatttga
     5221 aggccagcaa gttgaattca gtgtagctca aggtcaaaaa ggaccgaatg 
ctgtaaatat
     5281 tgttgctatc taagtaataa taagcagtaa taaaaagcac tcataagtgc 
tttttttatg
     5341 ctttaaaatg ttttcaaaat tgaaaaaatc tctaaaaaat aggatataag 
ttgttaaaag
     5401 taaatgattt aattgcaaaa tctaaaaatg gtactgaaat tattgtttca 
ttaattcctc
     5461 tacataaaat gcaaaataca cgtcaaggtt taaaacaaat cgaagtaggt 
aaaagagttc
     5521 tactggaatc tggaatcgaa gttgatttaa atttggatgg ccgtacattt 
tacacttctc
     5581 taaatcagct atttaaatta aatcataaag ttgcttagcg ataaattttt 
aaacatcaat



     5641 aatttatgtg ggatttccac tgcaattttt ttaaggaaat atatatgttt 
aaacagactc
     5701 tcagcgtaaa agaccagttt ggcgttaaac acgctattca agccacagtg 
gatcatgagt
     5761 ttgccaacac acaatctcat ttgaatataa aacatatcac cgttgatggt 
gaagatattc
     5821 gacctagttt tgaaatgctt tttcaaagta ccttaagtgg aaaaatattt 
aaaatcatct
     5881 agaaatatag tttttataaa atctatagtc tgaatgaaat atcaggacct 
actcgctatc
     5941 atgcgggttt tttataccta atatttatat ttgtaagcct ttgcttatgc 
gaaacgagag
     6001 ttcacagctc tcgttttttt attctaaaac tgctaaaatt cttatacgcc 
attgacgtac
     6061 ttaaacctat gttattcatt gaaaccagta tttttactaa gcaaatcaaa 
gagcttgtga
     6121 gtgatgaaga gtatcgtcag ctccagcaag atctcttggt acagcctgat 
aagggcgact
     6181 taatcaagaa tggtggtgga attcgtaaag tacgttgtgc tcagggcaat 
aaaggcaaaa
     6241 gtggcggtat ccgtgtgatc tattattggg ttacagaaga tgatcagatc 
tttttcttgg
     6301 tggcttatcc aaagtctgtg aaagataatc tgacagacaa agaaacctcg 
attctacgtc
     6361 aattagtaaa ggagcaattt catggataac aacttatttg atgacctggt 
tgcttcaatc
     6421 aaagaagctg gtgccatcaa gcgtaatgag ataaaggcaa gtcgagtcac 
agagcttgaa
     6481 ttaccggata ttaaagaagt acgtgagaaa acaggcttaa cccaggctga 
atttgctgca
     6541 cgtttgcata tcagtgcaag aaccctgcaa aactgggaac aaggccgtcg 
ctatccgact
     6601 ggcccagcag caactttaat ccgtattctt gatgcccatc caggtctgat 
ttaagtctgg
     6661 atatagcaga aatgaaaaaa tcccgacgtc atgtcgggat ttttcggtat 
ggagcgcata
     6721 ggtagggctg actacctgat ggtcatggtg cctgactgat tattattgtt 
gttttaagtc
     6781 attgaacatc ctgtccatat agatcgatca taagagcttc atcgggggat 
agatacagac
     6841 aatttcgtga aacgctgtaa gccaaaacgt acaaaaaa
//
LOCUS       NODE_23_length_5567_cov_556.8150745567 bp   DNA linear
17-DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..5567



                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
     gene            178..1710
                     /locus_tag="DSM_03715"
     rRNA            178..1710
                     /locus_tag="DSM_03715"
                     /product="16S ribosomal RNA"
     gene            1771..1847
                     /locus_tag="DSM_03716"
     tRNA            1771..1847
                     /locus_tag="DSM_03716"
                     /product="tRNA-Ile"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Ile(gat)"
     gene            1903..1978
                     /locus_tag="DSM_03717"
     tRNA            1903..1978
                     /locus_tag="DSM_03717"
                     /product="tRNA-Ala"
                     /inference="COORDINATES:profile:Aragorn:1.2"
                     /note="tRNA-Ala(tgc)"
     gene            2321..5210
                     /locus_tag="DSM_03718"
     rRNA            2321..5210
                     /locus_tag="DSM_03718"
                     /product="23S ribosomal RNA"
     gene            5398..5508
                     /locus_tag="DSM_03719"
     rRNA            5398..5508
                     /locus_tag="DSM_03719"
                     /product="5S ribosomal RNA"
ORIGIN      
        1 atcattaaga gaattgaaga acaacttgtg tggattttta ctgattgatt 
aatcgaaata
       61 attttcattg attgattggt ttaaattact cgaagtttat ttgagcgaaa 
tttaagtcag
      121 taattgatga gccagaattg gcaccttgtc tataaataag gtgcaaaatg 
attttaactg
      181 aagagtttga tcatggctca gattgaacgc tggcggcagg cttaacacat 
gcaagtcgag
      241 cgggggaagg tagcttgcta ccggacctag cggcggacgg gtgagtaatg 
cttaggaatc
      301 tgcctattag tgggggacaa catctcgaaa gggatgctaa taccgcatac 
gtcctacggg
      361 agaaagcagg ggatcttcgg accttgcgct aatagatgag cctaagtcgg 
attagctagt
      421 tggtggggta aaggcctacc aaggcgacga tctgtagcgg gtctgagagg 
atgatccgcc
      481 acactgggac tgagacacgg cccagactcc tacgggaggc agcagtgggg 
aatattggac
      541 aatgggggga accctgatcc agccatgccg cgtgtgtgaa gaaggcctta 
tggttgtaaa
      601 gcactttaag cgaggaggag gctactttag ttaataccta gagatagtgg 
acgttactcg



      661 cagaataagc accggctaac tctgtgccag cagccgcggt aatacagagg 
gtgcgagcgt
      721 taatcggatt tactgggcgt aaagcgtgcg taggcggctt attaagtcgg 
atgtgaaatc
      781 cccgagctta acttgggaat tgcattcgat actggtgagc tagagtatgg 
gagaggatgg
      841 tagaattcca ggtgtagcgg tgaaatgcgt agagatctgg aggaataccg 
atggcgaagg
      901 cagccatctg gcctaatact gacgctgagg tacgaaagca tggggagcaa 
acaggattag
      961 ataccctggt agtccatgcc gtaaacgatg tctactagcc gttggggcct 
ttgaggcttt
     1021 agtggcgcag ctaacgcgat aagtagaccg cctggggagt acggtcgcaa 
gactaaaact
     1081 caaatgaatt gacgggggcc cgcacaagcg gtggagcatg tggtttaatt 
cgatgcaacg
     1141 cgaagaacct tacctggcct tgacatacta gaaactttcc agagatggat 
tggtgccttc
     1201 gggaatctag atacaggtgc tgcatggctg tcgtcagctc gtgtcgtgag 
atgttgggtt
     1261 aagtcccgca acgagcgcaa cccttttcct tacttgccag catttcggat 
gggaacttta
     1321 aggatactgc cagtgacaaa ctggaggaag gcggggacga cgtcaagtca 
tcatggccct
     1381 tacggccagg gctacacacg tgctacaatg gtcggtacaa agggttgcta 
cacagcgatg
     1441 tgatgctaat ctcaaaaagc cgatcgtagt ccggattgga gtctgcaact 
cgactccatg
     1501 aagtcggaat cgctagtaat cgcggatcag aatgccgcgg tgaatacgtt 
cccgggcctt
     1561 gtacacaccg cccgtcacac catgggagtt tgttgcacca gaagtagcta 
gcctaactgc
     1621 aaagagggcg gttaccacgg tgtggccgat gactggggtg aagtcgtaac 
aaggtagccg
     1681 taggggaacc tgcggctgga tcacctcctt aacgaaagat tgacgattgg 
taagaatcca
     1741 caacaagttg ttcttcatag atgtatctga gggtctgtag ctcagttggt 
tagagcacac
     1801 gcttgataag cgtggggtca caagttcaag tcttgtcaga cccaccatga 
ctttgactgg
     1861 ttgaagttat agataaaaga tacatgattg atgatgtaag ctggggactt 
agcttagttg
     1921 gtagagcgcc tgctttgcac gcaggaggtc aggagttcga ctctcctagt 
ctccaccaga
     1981 acttaagata agttcggatt acagaaatta gtaaataaag attgagatct 
tggtttatta
     2041 acttctgtga tttcattatc acggtaatta gtgtgatctg acgaagacac 
attaactcat
     2101 taacagattg gcaaaattga gtctgaaata aattgttcac tcaagagttt 
aggttaagca
     2161 attaatctag atgaattgag aactagcaaa ttaactgaat caagcgtttt 
ggtatgtgaa
     2221 tttagattga agctgtacag tgcttaagtg cacagtgctc taaactgaaa 
tgttgaagtt



     2281 actaacttgt aggtaacatc gactgtttgg ggttgtatag tcaagtaatt 
aagtgcatgt
     2341 ggtggatgcc ttggcagtca gaggcgatga aagacgtgat agcctgcgaa 
aagctccggg
     2401 gaggcggcaa atatcctttg atccggagat gtctgaatgg gggaacccac 
ctactttaag
     2461 gtaggtattg caacatgaat acatagtgtt gcaaggcgaa cgaggggaag 
tgaaacatct
     2521 cagtaccctt aggaaaagaa atcaattgag attccctcag tagcggcgag 
cgaacgggga
     2581 tcagcccatt aagttatgtg tgttttagtg gaacgctctg ggaagtgcga 
acgtagaggg
     2641 tgatattccc gtacacgaaa gggcacacat aatgatgacg agtagggcga 
ggcacgtgaa
     2701 accttgtctg aatatggggg gaccatcctc caaggctaaa tactcctgac 
tgaccgatag
     2761 tgaaccagta ccgtgaggga aaggcgaaaa gaacccctgt gaggggagtg 
aaatagatcc
     2821 tgaaaccgca tgcatacaag cagtgggagc acctttgtgg tgtgactgcg 
taccttttgt
     2881 ataatgggtc agcgacttat attcagtagc gaggttaacc gtatagggga 
gccgtagaga
     2941 aatcgagtct taatagggcg tttagttgct gggtatagac ccgaaaccag 
gcgatctatc
     3001 catgagcagg ttgaaggttg ggtaacacta actggaggac cgaacccact 
gtcgttgaaa
     3061 agccagggga tgacttgtgg ataggggtga aaggctaatc aagcctggtg 
atagctggtt
     3121 ctccccgaaa gctatttagg tagcgcctcg gacgaatacc atagggggta 
gagcactgtt
     3181 tcggctaggg ggtcatcccg acttaccaaa ccgatgcaaa ctccgaatac 
ctatgagtac
     3241 tatccgggag acagactgcg ggtgctaacg tccgtagtca agaggaaaac 
aatccagacc
     3301 gccagctaag gccccaaaat catagttaag tgggaaacga tgtgggaagg 
catagacagc
     3361 taggaggttg gcttagaagc agccaccctt taaagaaagc gtaatagctc 
actagtcgag
     3421 tcggcctgcg cggaagatgt aacggggcta aaactatgtg ccgaagctgc 
ggatgtatac
     3481 tttgtatacg tggtagggga gcgttctgta agccgatgaa ggtgtgttga 
gaagcatgct
     3541 ggaggtatca gaagtgcgaa tgctgacgtg agtaacgaca aaacgggtga 
aaaacccgtt
     3601 cgccgaaaga ccaagggttc cagtccaacg ttaatcgggg ctgggtgagt 
cgacccctaa
     3661 ggcgaggccg aaaggcgtag tcgatgggaa aatggttaat attccattac 
ttctgtgtaa
     3721 tgcgatgaga ggacggagaa ggctaaatca gcctggcgtt ggttgtccag 
gtgaaaggat
     3781 gtaggcatgt atcttaggca aatccggggt actctatgct gagatctgat 
agcaagctgt
     3841 acttgtacag cgaagtggtt gatgccatgc ttccaggaaa agtctctaag 
cttcagttac



     3901 acaggaatcg tacccgaaac cgacacaggt ggtcaggtcg agtagaccaa 
ggcgcttgag
     3961 agaactctgc tgaaggaact aggcaaaatg gtaccgtaac ttcgggagaa 
ggtacgctgt
     4021 tgttggtgat ggaactcgct tcctgagctg acgacagccg cagaaaccag 
gccgctgcaa
     4081 ctgtttatta aaaacatagc actctgcaaa cacgaaagtg gacgtatagg 
gtgtgatgcc
     4141 tgcccggtgc tggaaggtta attgatgggg ttagcgtaag cgaagctctt 
gatcgaagcc
     4201 ccagtaaacg gcggccgtaa ctataacggt cctaaggtag cgaaattcct 
tgtcgggtaa
     4261 gttccgacct gcacgaatgg cataatgatg gcggcgctgt ctccagcaga 
ggctcagtga
     4321 aatcgaaatc gctgtgaaga tgcagtgtac ccgcggctag acggaaagac 
cccgtgaacc
     4381 tttactgcag cttgacactg aactttgacc ttacttgtgt aggataggtg 
ggaggctttg
     4441 aagctggaac gctagttcca gtggagccgt ccttgaaata ccaccctggt 
aatgttgagg
     4501 ttctaactct gtcccgtgat ccgggacgag gaccgtgtct ggtgggtagt 
ttgactgggg
     4561 cggtctcctc ctaaagagta acggaggagt acgaaggtgc gctcagcgtg 
gtcggaaatc
     4621 acgcgtagag tataaaggca aaagcgcgct taactgcgag acccacaagt 
cgagcaggta
     4681 cgaaagtagg tcttagtgat ccggtggttc tgtatggaag ggccatcgct 
caacggataa
     4741 aaggtactct ggggataaca ggctgatacc gcccaagagt tcatatcgac 
ggcggtgttt
     4801 ggcacctcga tgtcggctca tctcatcctg gggctgaagc aggtcccaag 
ggtatggctg
     4861 ttcgccattt aaagaggtac gcgagctggg tttagaacgt cgtgagacag 
ttcggtccct
     4921 atctaccgtg ggcgctggaa atttgagagg atctgctcct agtacgagag 
gaccagagtg
     4981 gacgaacctc tggtgtaccg gttgtgacgc cagtcgcatc gccgggtagc 
tatgttcgga
     5041 agggataacc gctgaaagca tctaagcggg aagcctacct caagataaga 
tttccctagg
     5101 actttatgtc ctctaaagag ccgttcgaga ctaggacgtt gataggttgg 
atgtggaagc
     5161 atagtgatat gtgaagctga ccaatactaa ttgctcgtga ggcttgacta 
tacaacaccc
     5221 aagcagttgt atatgaagca tcaatcgatt cttaaatatg caagacaact 
tgatttagtt
     5281 atacctctag ctaaaatgaa cagataaagt aagattcaat cagcccagtc 
tgttacagat
     5341 ttggaaaacg cttcggcatc aaataagacc caagcaagta tccataaaca 
gttgtgctgg
     5401 cgaccatagc aagagtgaac cacctgatcc cttcccgaac tcagaagtga 
aacctcttag
     5461 cgctgatggt agtgtgggat tacccatgtg agagtaagtc atcgccagct 
cattattcta
     5521 aacaccccaa tctcaaaaga ggttggggtg tttttttata tgggaaa



//
LOCUS       NODE_24_length_5513_cov_17.9684375513 bp   DNA linear
17-DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..5513
                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
     gene            12..1133
                     /locus_tag="DSM_03720"
     CDS             12..1133
                     /locus_tag="DSM_03720"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRRGLAIDSTVDIFTFYVPHRHVYGEQWIKFMKDGVNATPLPTV
                     
NTTGYIDHAAFLGTINPDTNKIPKHLFQGYLNIYNNYFKAPWMPDRTEANPNELNQDD
                     
ARYGFRCCHLKNIWTAPLPPETELSRQMTTSTTSIDIMGLQAAYANLHTDQERDYFMQ
                     
RYHDVISSFGGKTSYDADNRPLLVMRSNLWASGYDVDGTDQTSLGQFSGRVQQTYKHS
                     
VPRFFVPEHGTMFTLALVRFPPTATKEIQYLNAKGALTYTDIAGDPVLYGNLPPREIS
                     
MKDVFRSGDSSKKFKIAEGQWYRYAPSYVSPAYHLLEGFPFIQEPPSGDLQERVLIRH
                     HDYDQCFQSVQLLQWNSQVKFNVTVYRNLPTTRDSIMTS"
     gene            1244..1771
                     /locus_tag="DSM_03721"
     CDS             1244..1771
                     /locus_tag="DSM_03721"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFQTFISRHNSNFFSDKLVLTSVTPASSAPVLQTPKATSSTLYF
                     
DSLTVNAGNGGFLHCIQMDTSVNAANQVVSVGADIAFDADPKFFACLVRFESSSVPTT
                     
LPTAYDVYPLDGRHDGGYYTVKDCVTIDVLPRTPGNNVYVGFMVWSNFTATKCRGLVS
                     LNQVIKEIICLQPLK"
     gene            1780..2766
                     /locus_tag="DSM_03722"



     CDS             1780..2766
                     /locus_tag="DSM_03722"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MFGAIAGGIASALAGGAMSKLFGGGQKAASGGIQGDVLATDNNT
                     
VGMGDAGIKSAIQGSNVPNPDEAVPSFVSGAMAKAGKGLLEGTLQAGTSAVSDKLLDL
                     
VGLGGKSAADKGKDTRDYLAAAFPELNAWERAGADASSAGMVDAGFENQKELTKMQLD
                     
NQKEIAEMQNETQKEIAGIQSATSRQNTKDQVYAQNEMLAYQQKESTARVASIMENTN
                     
LSKQQQVSEIMRQMLTQAQTAGQYFTNDQIKEMTRKVSAEVDLVHQQTQNQRYGSSHI
                     
GATAKDISNVVTDAASGVVDIFHGIDKAVADTWNNFWKDGKADGIGSNLSRK"
     gene            2830..4371
                     /locus_tag="DSM_03723"
     CDS             2830..4371
                     /locus_tag="DSM_03723"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MVRSYYPSECHADYFDFERIEALKPAIEACGISTLSQSPMLGFH
                     
KQMDNRIKLLEEILSFRMQGVEFDNGDMYVDGHKAASDVRDEFVSVTEKLMDELAQCY
                     
NVLPQLDINNTIDHRPEGDEKWFLENEKTVTQFCRKLAAERPLKDIRDEYNYPKKKGI
                     
KDECSRLLEASTMKSRRGFAIQRLMNAMRQAHADGWFIVFDTLTLADDRLEAFYDNPN
                     
ALRDYFRDIGRMVLAAEGRKANDSHADCYQYFCVPEYGTANGRLHFHAVHFMRTLPTG
                     
SVDPNFGRRVRNRRQLNSLQNTWPYGYSMPIAVRYTQDAFSRSGWLWPVDAKGEPLKA
                     
TSYMAVGFYVAKYVNKKSDMDLAAKGLGAKEWNNSLKTKLSLLPKKLFRIRMSRNFGM
                     
KMLTMTNLSTECLIQLTKLGYDATPFNQILKQNAKREMRLRLGKVTVADVLAAQPVTT
                     
NLLKFMRASIKMIGVSNLQSFIASMTQKLTLSDISDESKNYLDKAGITTACLRIKSKW
                     TAGGK"
     gene            4625..5083
                     /locus_tag="DSM_03724"
     CDS             4625..5083
                     /locus_tag="DSM_03724"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSQVTEQSVRFQTALASIKLIQASAVLDLTEDDFDFLTSNKVWI



                     
ATDRSRARRCVEACVYGTLDFVGYPRFPAPVEFIAAVIAYYVHPVNIQTACLIMEGAE
                     FTENIINGVERPVKAAELFAFTLRVRAGNTDVLTDAEENVRQKLRAEGVM"
     gene            5083..5199
                     /locus_tag="DSM_03725"
     CDS             5083..5199
                     /locus_tag="DSM_03725"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MSKGKKRSGARPGRPQPLRGTKGKRKGARLWYVGGQQF"
ORIGIN      
        1 gtctttctcc attgcgtcgt ggccttgcta ttgactctac tgtagacatt 
tttacttttt
       61 atgtccctca tcgtcacgtt tatggtgaac agtggattaa gttcatgaag 
gatggtgtta
      121 atgccactcc tctcccgact gttaacacta ctggttatat tgaccatgcc 
gcttttcttg
      181 gcacgattaa ccctgatacc aataaaatcc ctaagcattt gtttcagggt 
tatttgaata
      241 tctataacaa ctattttaaa gcgccgtgga tgcctgaccg taccgaggct 
aaccctaatg
      301 agcttaatca agatgatgct cgttatggtt tccgttgctg ccatctcaaa 
aacatttgga
      361 ctgctccgct tcctcctgag actgagcttt ctcgccaaat gacgacttct 
accacatcta
      421 ttgacattat gggtctgcaa gctgcttatg ctaatttgca tactgaccaa 
gaacgtgatt
      481 acttcatgca gcgttaccat gatgttattt cttcatttgg aggtaaaacc 
tcttatgacg
      541 ctgacaaccg tcctttactt gtcatgcgct ctaatctctg ggcatctggc 
tatgatgttg
      601 atggaactga ccaaacgtcg ttaggccagt tttctggtcg tgttcaacag 
acctataaac
      661 attctgtgcc gcgtttcttt gttcctgagc atggcactat gtttactctt 
gcgcttgttc
      721 gttttccgcc tactgcgact aaagagattc agtaccttaa cgctaaaggt 
gctttgactt
      781 ataccgatat tgctggcgac cctgttttgt atggcaactt gccgccgcgt 
gaaatttcta
      841 tgaaggatgt tttccgttct ggtgattcgt ctaagaagtt taagattgct 
gagggtcagt
      901 ggtatcgtta tgcgccttcg tatgtttctc ctgcttatca ccttcttgaa 
ggcttcccat
      961 tcattcagga accgccttct ggtgatttgc aagaacgcgt acttattcgc 
caccatgatt
     1021 atgaccagtg tttccagtcc gttcagttgt tgcagtggaa tagtcaggtt 
aaatttaatg
     1081 tgaccgttta tcgcaatctg ccgaccactc gcgattcaat catgacttcg 
tgataaaaga
     1141 ttgagtgtga ggttataacg ccgaagcggt aaaaatttta atttttgccg 
ctgaggggtt



     1201 gaccaagcga agcgcggtag gttttctgct taggagttta atcatgtttc 
agacttttat
     1261 ttctcgccat aattcaaact ttttttctga taagctggtt ctcacttctg 
ttactccagc
     1321 ttcttcggca cctgttttac agacacctaa agctacatcg tcaacgttat 
attttgatag
     1381 tttgacggtt aatgctggta atggtggttt tcttcattgc attcagatgg 
atacatctgt
     1441 caacgccgct aatcaggttg tttctgttgg tgctgatatt gcttttgatg 
ccgaccctaa
     1501 attttttgcc tgtttggttc gctttgagtc ttcttcggtt ccgactaccc 
tcccgactgc
     1561 ctatgatgtt tatcctttgg atggtcgcca tgatggtggt tattataccg 
tcaaggactg
     1621 tgtgactatt gacgtccttc cccgtacgcc gggcaataat gtttatgttg 
gtttcatggt
     1681 ttggtctaac tttaccgcta ctaaatgccg cggattggtt tcgctgaatc 
aggttattaa
     1741 agagattatt tgtctccagc cacttaagtg aggtgattta tgtttggtgc 
tattgctggc
     1801 ggtattgctt ctgctcttgc tggtggcgcc atgtctaaat tgtttggagg 
cggtcaaaaa
     1861 gccgcctccg gtggcattca aggtgatgtg cttgctaccg ataacaatac 
tgtaggcatg
     1921 ggtgatgctg gtattaaatc tgccattcaa ggctctaatg ttcctaaccc 
tgatgaggcc
     1981 gtccctagtt ttgtttctgg tgctatggct aaagctggta aaggacttct 
tgaaggtacg
     2041 ttgcaggctg gcacttctgc cgtttctgat aagttgcttg atttggttgg 
acttggtggc
     2101 aagtctgccg ctgataaagg aaaggatact cgtgattatc ttgctgctgc 
atttcctgag
     2161 cttaatgctt gggagcgtgc tggtgctgat gcttcctctg ctggtatggt 
tgacgccgga
     2221 tttgagaatc aaaaagagct tactaaaatg caactggaca atcagaaaga 
gattgccgag
     2281 atgcaaaatg agactcaaaa agagattgct ggcattcagt cggcgacttc 
acgccagaat
     2341 acgaaagacc aggtatatgc acaaaatgag atgcttgctt atcaacagaa 
ggagtctact
     2401 gctcgcgttg cgtctattat ggaaaacacc aatctttcca agcaacagca 
ggtttccgag
     2461 attatgcgcc aaatgcttac tcaagctcaa acggctggtc agtattttac 
caatgaccaa
     2521 atcaaagaaa tgactcgcaa ggttagtgct gaggttgact tagttcatca 
gcaaacgcag
     2581 aatcagcggt atggctcttc tcatattggc gctactgcaa aggatatttc 
taatgtcgtc
     2641 actgatgctg cttctggtgt ggttgatatt tttcatggta ttgataaagc 
tgttgccgat
     2701 acttggaaca atttctggaa agacggtaaa gctgatggta ttggctctaa 
tttgtctagg
     2761 aaataaccgt caggattgac accctcccaa ttgtatgttt tcatgcctcc 
aaatcttgga



     2821 ggctttttta tggttcgttc ttattaccct tctgaatgtc acgctgatta 
ttttgacttt
     2881 gagcgtatcg aggctcttaa acctgctatt gaggcttgtg gcatttctac 
tctttctcaa
     2941 tccccaatgc ttggcttcca taagcagatg gataaccgca tcaagctctt 
ggaagagatt
     3001 ctgtcttttc gtatgcaggg cgttgagttc gataatggtg atatgtatgt 
tgacggccat
     3061 aaggctgctt ctgacgttcg tgatgagttt gtatctgtta ctgagaagtt 
aatggatgaa
     3121 ttggcacaat gctacaatgt gctcccccaa cttgatatta ataacactat 
agaccaccgc
     3181 cccgaagggg acgaaaaatg gtttttagag aacgagaaga cggttacgca 
gttttgccgc
     3241 aagctggctg ctgaacgccc tcttaaggat attcgcgatg agtataatta 
ccccaaaaag
     3301 aaaggtatta aggatgagtg ttcaagattg ctggaggcct ccactatgaa 
atcgcgtaga
     3361 ggctttgcta ttcagcgttt gatgaatgca atgcgacagg ctcatgctga 
tggttggttt
     3421 atcgtttttg acactctcac gttggctgac gaccgattag aggcgtttta 
tgataatccc
     3481 aatgctttgc gtgactattt tcgtgatatt ggtcgtatgg ttcttgctgc 
cgagggtcgc
     3541 aaggctaatg attcacacgc cgactgctat cagtattttt gtgtgcctga 
gtatggtaca
     3601 gctaatggcc gtcttcattt ccatgcggtg cactttatgc ggacacttcc 
tacaggtagc
     3661 gttgacccta attttggtcg tcgggtacgc aatcgccgcc agttaaatag 
cttgcaaaat
     3721 acgtggcctt atggttacag tatgcccatc gcagttcgct acacgcagga 
cgctttttca
     3781 cgttctggtt ggttgtggcc tgttgatgct aaaggtgagc cgcttaaagc 
taccagttat
     3841 atggctgttg gtttctatgt ggctaaatac gttaacaaaa agtcagatat 
ggaccttgct
     3901 gctaaaggtc taggagctaa agaatggaac aactcactaa aaaccaagct 
gtcgctactt
     3961 cccaagaagc tgttcagaat cagaatgagc cgcaacttcg ggatgaaaat 
gctcacaatg
     4021 acaaatctgt ccacggagtg cttaatccaa cttaccaagc tgggttacga 
cgcgacgccg
     4081 ttcaaccaga tattgaagca gaacgcaaaa agagagatga gattgaggct 
gggaaaagtt
     4141 actgtagccg acgttttggc ggcgcaacct gtgacgacaa atctgctcaa 
atttatgcgc
     4201 gcttcgataa aaatgattgg cgtatccaac ctgcagagtt ttatcgcttc 
catgacgcag
     4261 aagttaacac tttcggatat ttctgatgag tcgaaaaatt atcttgataa 
agcaggaatt
     4321 actactgctt gtttacgaat taaatcgaag tggactgctg gcggaaaatg 
agaaaattcg
     4381 acctatcctt gcgcagctcg agaagctctt actttgcgac ctttcgccat 
caactaacga



     4441 ttctgtcaaa aactgacgcg ttggatgagg agaagtggct taatatgctt 
ggcacgttcg
     4501 tcaaggactg gtttagatat gagtcacatt ttgttcatgg tagagattct 
cttgttgaca
     4561 ttttaaaaga gcgtggatta ctatctgagt ccgatgctgt tcaaccacta 
ataggtaaga
     4621 aatcatgagt caagttactg aacaatccgt acgtttccag accgctttgg 
cctctattaa
     4681 gctcattcag gcttctgccg ttttggattt aaccgaagat gatttcgatt 
ttctgacgag
     4741 taacaaagtt tggattgcta ctgaccgctc tcgtgctcgt cgctgcgttg 
aggcttgcgt
     4801 ttatggtacg ctggactttg taggataccc tcgctttcct gctcctgttg 
agtttattgc
     4861 tgccgtcatt gcttattatg ttcatcccgt caacattcaa acggcctgtc 
tcatcatgga
     4921 aggcgctgaa tttacggaaa acattattaa tggcgtcgag cgtccggtta 
aagccgctga
     4981 attgttcgcg tttaccttgc gtgtacgcgc aggaaacact gacgttctta 
ctgacgcaga
     5041 agaaaacgtg cgtcaaaaat tacgtgcaga aggagtgatg taatgtctaa 
aggtaaaaaa
     5101 cgttctggcg ctcgccctgg tcgtccgcag ccgttgcgag gtactaaagg 
caagcgtaaa
     5161 ggcgctcgtc tttggtatgt aggtggtcaa caattttaat tgcaggggct 
tcggcccctt
     5221 acttgaggat aaattatgtc taatattcaa actggcgccg agcgtatgcc 
gcatgacctt
     5281 tcccatcttg gcttccttgc tggtcagatt ggtcgtctta ttaccatttc 
aactactccg
     5341 gttatcgctg gcgactcctt cgagatggac gccgttggcg ctctccgtct 
ttctccattg
     5401 cgtcgtggcc ttgctattga ctctactgta gacattttta ctttttatgt 
ccctcatcgt
     5461 cacgtttatg gtgaacagtg gattaagttc atgaaggatg gtgttaatgc cac
//
LOCUS       NODE_25_length_2183_cov_202.0773352183 bp   DNA linear
17-DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..2183
                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
ORIGIN      
        1 ggtgagccat atttctcgct tggtaccgaa attaccacgc cgccactaac 
ggttcagcat



       61 caaacttctg ttaatggcca agttttacgt cctgctgata cacaatcttt 
agaaggtacg
      121 aactaccttc attttgcata tccaaacgag attcttcggg caacggcaaa 
caacacagat
      181 ttaaccacta agtttgtaag taatgaccgc gtagaaatca ccaatgcctc 
attcacgttt
      241 aatggccaga cttttgattt aaatggtact tatagcgttc tatcggtagc 
tgatgaccgt
      301 atgacgttat caaatccggc ggccgttaat gctaactggt taaagcttaa 
agagttaaat
      361 aaccaacaaa ctgcagcttt gtcaccaaag atcagttcaa taggtgaaaa 
atggattggt
      421 ccattcattc tggacaatgt tgaacgtagc cgggtgctgt gtaattttgt 
ggccaccaat
      481 ggactttata ccgtttcttc aggtgggtat caggccgctg ttaatgtcac 
gattgaagtt
      541 gaagtaacac cggtaaatga atctggtgca gcgattggta atccgatgct 
gaagcagatc
      601 attttgaaag gttcggcaaa gtcacgtcag accgttggtg caacacttga 
tatggtcacg
      661 tttcaggggc gttgtagtgt ccgtgcacgc cgtttaactc cgactccgac 
agtcacaaca
      721 gttgttgatg aagtaaagtg gcaggcgctt tacggtgctt atcctttaca 
aagcacagtg
      781 tatgaacatg aaacggtttt tcgtgcgcgt acttatgcaa ccactggagc 
tttatctgtt
      841 aagtcccgca agatcaattt tgatcttcag cgaatgttgc cgacttataa 
aaacggggca
      901 atgacaacag agctatatcc aacgtctagc tttgctgatg ctttggtatc 
tatggcactc
      961 gatgacaaga ttggccgccg ttcgatcgat gagattgatc ttgaaaacat 
ctatcggacc
     1021 tataatgatg tagttgatta ttttggtacg ccgctagcgg ctgagttctg 
tactaccatt
     1081 gatgatacga atctatcttt tgaagagctg gttaccaatc tttgtgatgc 
ggtgttttgt
     1141 actgcatatc ggcaaaacaa taagctcaag ctttattttg aacggccaac 
tgataactcg
     1201 gtaatgctgt ttaacttcag gaatatcatt ccggatagtt acaagcatga 
cctgaccttt
     1261 ggcgtgatgg atgactacga cggactgatc tatgaataca cggatccgac 
cgacgatagc
     1321 cgtatcaata tctatttacc ggataaagga gccaaaaacc caaaagaggt 
gaaatctgtt
     1381 ggtgtacgaa acaagtggca agcgcatttc aatgcatacc ggatttggaa 
caagatgcgc
     1441 ttccagcgca aatccattac ctttgatgcg gcaccagaat cagaattact 
ggttttacgt
     1501 gaccggattg ctgtagcgga ttatcgcaat ggtattcatc aaagcggtga 
ggtggtacag
     1561 caagaaggtt tagtcctcac cttaagccat gatgtagatt tcattgcagg 
caagagctat
     1621 gtgatttatc tgcaaatggc ggatggcaca gtggacctga ttcctgttac 
accgggttca



     1681 gccaaaaata aggtggtttt agggcggttg ccgaacgggg ccttaaagct 
aagtcctgat
     1741 gattttgtaa ataccatcta tacagtagtt aatgatgata ctaaaggttc 
attgccttat
     1801 ctggttgcaa aaagagaacc ggttgaccag ttctctaata ctattacagc 
aattaattac
     1861 gatgagcgct attacctcaa cgataaagac tttattgacg tgccggttga 
tgattctcca
     1921 atttacattc gatatgacca gctggatatt aatctggcgc gtttatatca 
gatgcaaaga
     1981 ggggatttgc caacgactgg cgaaatcagt tttgtagttg aatctggtgc 
actagtttct
     2041 agttcgagtt cttatcgacc ggaaaccaga tttgtctata aattcgacta 
caactccagt
     2101 ccgccgaaac aggaatttat tgcccctgca gcgactgaac tacccgccat 
tgatactggt
     2161 gagttcccac ctgatctggt ggt
//
LOCUS       NODE_26_length_1654_cov_185.7557301654 bp   DNA linear
17-DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..1654
                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
     gene            87..1652
                     /gene="ahpF"
                     /locus_tag="DSM_03726"
     CDS             87..1652
                     /gene="ahpF"
                     /locus_tag="DSM_03726"
                     /EC_number="1.8.1.-"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /inference="similar to AA sequence:UniProtKB:P19480"
                     /codon_start=1
                     /transl_table=11
                     /product="Alkyl hydroperoxide reductase subunit F"
                     
/translation="MLDQNIKTQLKAYLERLESPIELVAALDESDKAAQIKELVTEIA
                     
ELSDKVTARFDGNNTRRPSFGVAKAGEQPRVFFAGLPMGHEFTSLILALLQVSGYAPK
                     
VSDEVLNQIKGLNLKANFDVFVSLSCHNCPDVVQALNLIAIYNPNTTATMIDGAFFQD
                     
EVEQRKIMAVPMVFQDNEHIGQGRMTLEEIVAKLDTNSAEKDAAALNAKDAFDVLVIG



                     
GGPAGATAAIYAARKGINTGIVAERFGGQVMDTMDIENFTSVQKTQGPKFAAEMEAHV
                     
REYDVDIMNLQRVSKITGADQTANGLVEVELENGAKLESKTVILSTGARWREMNVPGE
                     
AEYRTRGVAYCPHCDGPLFKGKRVAVIGGGNSGVEAAIDLAGIVEHVTLVEFDTKLRA
                     
DQVLQNKLNSLPNTTVIMNALSTEVLGDGSQVTGLKYKDRATDEEHVVELAGIFVQIG
                     
LLPNTDFLKDSEVELTNRGEIIVNDRNETNVKGVFAAGDCTTVPYKQIIIATGEGAKA
                     SLSAFDYIIRSGQ"
ORIGIN      
        1 ataaaaacat actgttttac ctattcattg ttttaacgta ctatgcatct 
attgaaagaa
       61 tttggatgca ttggagtaaa aaacagatgt tagatcaaaa cattaaaact 
caattaaaag
      121 cttacctaga acgtttagaa agtccaatcg aattagttgc tgctttagat 
gaatcagaca
      181 aagctgctca aattaaagaa ttagtaactg aaatcgctga gctttctgac 
aaggtaacag
      241 cccgttttga cggtaacaat acacgtcgtc caagctttgg tgtggctaaa 
gcaggtgaac
      301 aacctcgtgt gttcttcgca ggcttaccaa tgggtcatga gtttacgtct 
ttgatcttgg
      361 cgctgttaca agtgtctggc tatgcaccta aagtgtcgga tgaagtttta 
aatcagatta
      421 aaggcttaaa cctcaaagct aactttgatg tattcgtatc gcttagctgt 
cataactgtc
      481 cggacgtggt acaggcgctt aacctgattg ctatttataa tccgaacact 
acagcaacca
      541 tgattgatgg tgcattcttc caagacgaag tggaacaacg caaaatcatg 
gctgtaccga
      601 tggtattcca ggacaatgag cacattggtc aaggtcgtat gacgcttgaa 
gagattgtgg
      661 caaaacttga taccaattca gctgaaaaag acgcagcagc actcaatgcc 
aaagatgcgt
      721 ttgatgtatt ggtgattggt ggtggacctg caggtgcaac agctgcaatc 
tatgcggcac
      781 gtaaaggcat taacacaggt atcgtggctg aacgctttgg tggtcaggtc 
atggacacca
      841 tggacattga aaacttcact tctgtgcaaa agacccaagg tcctaagttt 
gctgctgaaa
      901 tggaagcaca tgttcgtgaa tacgatgtgg atatcatgaa cctgcaacgt 
gtcagcaaaa
      961 tcactggtgc agaccaaaca gcaaatggct tggttgaagt tgaacttgaa 
aacggtgcaa
     1021 aacttgaatc gaaaactgtg atcctttcaa caggtgcacg ttggagagaa 
atgaatgtac
     1081 cgggtgaagc tgaataccgt acccgtggtg tagcgtactg tccacactgt 
gatggtccat
     1141 tgttcaaagg caaacgtgtt gccgtgattg gtggcggtaa ctcaggtgtt 
gaagcggcga
     1201 ttgaccttgc aggtattgtt gagcatgtaa ctctggttga gtttgacact 
aaacttcgtg



     1261 ctgaccaagt cttgcaaaac aagttaaata gcttgccaaa caccacagtg 
attatgaatg
     1321 cgttaagtac agaagtgtta ggcgacggtt cacaagtaac cggtcttaaa 
tataaagacc
     1381 gtgcaactga tgaagagcat gtggtagagc ttgcagggat ctttgtacag 
attggtttac
     1441 ttccaaacac tgacttctta aaagacagtg aggttgagtt aaccaaccgt 
ggcgagatca
     1501 ttgtcaatga ccgcaacgaa accaatgtaa aaggtgtatt tgctgcaggt 
gactgtacca
     1561 ctgtaccgta caagcagatc attattgcta caggtgaagg cgctaaagca 
tcactctctg
     1621 cgtttgatta catcattcgt tctgggcagt aaaa
//
LOCUS       NODE_27_length_1239_cov_197.1852521239 bp   DNA linear
17-DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..1239
                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
     gene            complement(50..1228)
                     /locus_tag="DSM_03727"
     CDS             complement(50..1228)
                     /locus_tag="DSM_03727"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MANLVFKFSWDHRPFPYNASQGKRQFMLPFASGIPNLAPNFSQV
                     
VGTAAISQGGTGATTAAGARANLGAAASGVNSDISELKGLTTPLSISQGGLGADNAQT
                     
ARMNLGLGTAAVLASTTSQYDPTPGRALRVGDWGIGAEGSRVSDMVAPLNNGFFRTDD
                     
TLTNDTGNSIGPYGFFLHCTRRSMGLYTNGSHSFQLGKAASYSALKYRFNNSGTWSNW
                     
FNLLTAQNTTTDGNGFIKAASPVVKLFQSHIELNNDAAKQPITFDKLGTGDYLIKGSL
                     
GFAQEGWYIEVPKDANGNTVVAVEYSTLENGDLSIKTYKRKFDVEKAAIVADLENPLD
                     
IPEGRWIDIRLHEEPEPEPEEPLSETPVDFQPTNLSQAVAAAMNGVEPPEISETDETL
                     "
ORIGIN      



        1 tggttctcca aaatttaggc aataaaaaac ccgctgttta agcgggttat 
taaagtgttt
       61 cgtctgtttc tgagatttct ggcggttcca cgccattcat ggctgcagca 
actgcctgag
      121 ataagttagt cggctggaaa tccactggtg tttcactcaa cggctcttca 
ggctctggtt
      181 caggttcttc atgcagacgg atatcaatcc agcggccttc tggaatatca 
agtggatttt
      241 cgagatcagc tacaatggct gccttttcca catcaaactt acgtttataa 
gttttaatag
      301 aaagatcacc attttctaag gttgaatatt caactgctac taccgtatta 
ccgttggcat
      361 ccttaggtac ttcgatatac caaccttcct gtgcaaagcc taaagagccc 
ttaatcagat
      421 agtcaccagt gcctaatttg tcaaaagtga tcggttgctt ggcagcatcg 
ttatttagct
      481 caatatgact ttggaaaagc ttaacgactg gtgaagcggc tttaataaaa 
ccatttccat
      541 cagttgtagt attttgtgca gtcaataaat taaaccaatt agaccaagta 
ccactattat
      601 taaatcgata cttcagggca gaatatgagg cagctttccc aagctgaaat 
gaatgacttc
      661 catttgtata taaacccatt gagcgtcggg tacagtgtaa aaagaaacca 
taaggaccaa
      721 tactattacc agtatcattt gttaaagtgt catctgttcg aaaaaaacca 
ttattaagag
      781 gagcaaccat atcagataca cgagaacctt cagcccctat cccccaatca 
ccgactctta
      841 gtgctcgtcc cggcgtagga tcatattgac ttgttgttga cgctagtaca 
gcagcagttc
      901 ctaaccccaa attcattcta gctgtctgtg cattatcagc tcctaatcct 
ccctgagaaa
      961 ttgataaagg ggttgtaagt cccttaagct cactaatatc actatttacc 
ccacttgcag
     1021 ctgcgcctag gttagctcgt gcaccagccg ctgtagttgc ccccgttcca 
ccttgagaga
     1081 tagctgcagt accaactact tgagaaaagt tgggtgccag attgggaata 
cctgacgcaa
     1141 atggcaacat aaactgccgc ttgccctgtg aggcgttata tgggaatggc 
cgatgatccc
     1201 aactaaattt aaaaacaaga tttgccatta tgctgttac
//
LOCUS       NODE_28_length_1101_cov_239.5831621101 bp   DNA linear
17-DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..1101



                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
     gene            111..1085
                     /locus_tag="DSM_03728"
     CDS             111..1085
                     /locus_tag="DSM_03728"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MGFLMTEPNSISCTQLAETYNISHDSVNRFLEREDYTPHDLYQE
                     
SIQHIDNNKLIVSIDDTVLDKPYSQHMDLVSYFWSGKHHRSVKGINLITLYATDQNGQ
                     
NIPINFRIYDKSESKTKNDYFMDMLSEVLSWGAKIQFITGDSWYSSTGNLKTIRKYGI
                     
RFMFGIDCNRKVSPEKGQWFQLRLLPDFHQGQVVWLKDFGFVQLFKTQLKEQQRFYIV
                     
HQDEDDLLSFEGFHELHSSHWKIEQYHRVIKQVCHIEKFQVRRSKLILNHIFSALMAY
                     VEIQKNQFERIFENVYRWQKKLFRPVIKNFIDDFILDKNHLLPQRIYK"
ORIGIN      
        1 taggacttac gcattgacgg attcaaaaaa gtattaaaat actttataaa 
gtatctgtga
       61 tcagacgaat taaacatgct tctacagcaa cttgtacatt acccatttat 
atgggctttc
      121 tcatgacaga accgaactct attagctgca cacaacttgc cgagacttat 
aatatctcgc
      181 atgatagtgt aaatcgcttt ctagagcgtg aagactacac accgcacgac 
ctatatcaag
      241 aatcaattca acatattgat aataataaac ttatagtcag tattgatgat 
actgttttag
      301 ataaaccata tagtcaacat atggacttgg ttagctattt ttggtcaggc 
aaacaccacc
      361 gatccgtcaa gggtattaat ctcattacct tgtatgcgac agatcaaaat 
ggtcaaaata
      421 ttccaattaa tttccgaatt tatgacaaat ctgaaagtaa aaccaagaat 
gattacttta
      481 tggatatgtt aagtgaagta ctcagttggg gtgcaaagat tcaatttatt 
acaggtgata
      541 gttggtattc atcgactgga aatctaaaaa ccataagaaa atatggtatt 
cgatttatgt
      601 ttggtatcga ctgtaaccgt aaggtttccc cagaaaaagg acaatggttt 
caactgcgtt
      661 tattgccaga tttccatcag ggtcaagtgg tctggctcaa agattttggc 
tttgtacaat
      721 tatttaagac tcagttaaaa gaacagcaga ggttttatat tgtgcatcaa 
gatgaagatg
      781 atttattgtc ctttgagggt tttcatgaat tacattcaag tcattggaaa 
atagagcaat
      841 atcaccgggt gattaaacag gtttgtcata ttgaaaagtt tcaagtaaga 
cgatctaaac
      901 tgattttgaa tcatattttt tcagccttga tggcctacgt tgagatacaa 
aagaaccagt



      961 ttgagcggat ctttgaaaat gtatatcgtt ggcagaagaa attatttaga 
ccagttatca
     1021 aaaacttcat tgatgacttt attctcgata aaaatcatct gctaccacag 
agaatctata
     1081 aataatagtg cgtaagtcct a
//
LOCUS       NODE_29_length_1040_cov_201.6013141040 bp   DNA linear
17-DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..1040
                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
ORIGIN      
        1 aggaagatca tcatggctaa agccaagttt gaacgtaata aaccacacgt 
aaacgtgggt
       61 acaatcggtc acgttgacca tggtaaaaca actttaactg ctgcgattgc 
aacaatttgt
      121 gcaaaaactt acggcggtga agcgaaagat tactcacaaa tcgactcagc 
acctgaagaa
      181 aaagcacgtg gtattacaat taatacatca cacgtagaat acgattctcc 
aactcgtcac
      241 tacgcacacg ttgactgccc aggccacgcc gactacgtta aaaacatgat 
cactggtgct
      301 gctcagatgg acggcgcgat ccttgtatgt gctgcaactg acggtccaat 
gccacaaact
      361 cgtgagcaca tccttctttc tcgtcaggta ggtgtacctt acatcatcgt 
attcttaaac
      421 aaatgcgacc ttgttgatga cgaagaatta cttgaattag tagaaatgga 
agtacgtgaa
      481 cttctttcta cttatgactt cccaggtgat gacactccag taatccgtgg 
ttcagctctt
      541 gcagcgctta acggtgaagc tggtccttac ggtgaagaat cagttcttgc 
tcttgtagca
      601 gcacttgact cttacatccc agagccagag cgtgcaatcg acaaagcatt 
cttgatgcca
      661 atcgaagacg tattctcaat ttctggtcgt ggtacagtag taacaggccg 
tgttgaagct
      721 ggtatcatca aagttggtga agaagtagag atcgttggta ttaaagatac 
agttaaaaca
      781 actgtaactg gcgtagaaat gttccgtaaa cttcttgacg aaggccgtgc 
aggtgagaac
      841 tgtggtatct tacttcgtgg tactaagcgt gaagaagtac aacgtggtca 
agtacttgct
      901 aaaccaggta caatcaagcc gcacactaaa ttcgacgcag aagtatacgt 
actttctaaa



      961 gaagaaggtg gtcgtcacac tccattctta aatggttacc gtccacagtt 
ctacttccgt
     1021 acaactgacg taactggtgc
//
LOCUS       NODE_30_length_1031_cov_798.6360621031 bp   DNA linear
17-DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..1031
                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
ORIGIN      
        1 ctgactgatt attattgttg ttttaagtca ttgaacatcc tgtccatata 
gatcgatcat
       61 aagagcttca tcgggggata gatacagaca atttcgtgaa acgctgtaag 
ccaaaacgta
      121 caaaaaataa tcaaaattta tcccagtggt tatccacaga aatagtggat 
tcttttgggt
      181 aaaaaagctt ataaactcta tggaattgct atttttgatt attttttaaa 
caattttatt
      241 ggcaagaagt atcaaaattg agcataaaaa aaccgacttg tttctaagtc 
ggttgaacga
      301 ggtcgttcca gagggtatga ctcaatgtaa gctactgatc ttaaagtaat 
cttaaagatc
      361 catttcgcat aagctccatt atgttaaatg gaggctttca cagttgaaat 
ttagtattta
      421 agtattcgat aaagccctca attttcttaa tcacgtataa gcagatatac 
aaaggactca
      481 gattatcttg ctgagctctc tgtactctat acttcgccct ttctaagaca 
gcaattacat
      541 agtgtataga gctttttaga atttttttag aatctttttt tgaatacaga 
taacaatcaa
      601 ttttttcaaa aggcccatca ttgaccaata tttccaatat agtgtcgcta 
atggatttac
      661 ttattgattg ctccatatgt tcaaattcat atgaatgtag agcttgtgct 
ataactattt
      721 gaagattatt cattatgatt atttaatgtt agccaatttt gatcctagca 
ttatctcctg
      781 aaaagaaaaa gcgtataaaa cctaaagtaa acattgagtt atttttattc 
ttcattatga
      841 aaagttaaaa aaatgattct agggccagag ctgacttgga atttaatggc 
gttaaagtac
      901 ctgctggtca tgtccatgca acattaatgg ccgcttttga atttgcatat 
gctcaagtaa
      961 tatcaactga agattatgtt ggctaaagct taagatttcc taaaattaac 
ataatacacc



     1021 ttatacgaaa t
//
LOCUS       NODE_31_length_832_cov_200.727660832 bp   DNA linear
17-DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..832
                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
ORIGIN      
        1 aaatgagttc aggcgcaaaa attcgattat atgcttgtga ggaagcagtt 
ttaggaacaa
       61 ctcctgcaaa tccagtctgg tacaccgttc gccgtgttac tgatagtttg 
actgaaaatg
      121 ttactactga agatagcagt gaagtagttg attcacgttt tcgccaaggc 
gctgttgtaa
      181 cggaagccga agtaactggt caactagagt ttgaattatc actaggtacc 
tttgacttat
      241 tcttaaatgt tctcgctttc aataactggg ctgcaaatgc tttaagtttt 
ggtggtggag
      301 tacgtaagtc tcttaccttg gtaaaagtct ttgaagatat tggtcaagtc 
tttatttatc
      361 gtggtattca agtgaataca ggtgaaatga cgatccagac cacaggcaaa 
atcactggta
      421 actttggttt agtaggtagc tcatttacgc gacagcaggt taatcctgtt 
acaaatccta
      481 ttccagcatc gactcgccct ctggtgagta tgccaaatgt tgaaaagcta 
cttattaatg
      541 gtcaatcaat tcagggtaaa gcttgtctgc agacacttac catcaacttt 
agtaataatc
      601 tggaagcgat ccgttgtatc ggttctggta agtacacgcc tgagttttac 
ttagagaaaa
      661 tgatggatat tggcgtaaat gctaatttca tgttttcagc aacatctgct 
tcttggattg
      721 atgctattaa aacccgtgat gtatttacat tgaccttcga tattacagat 
accaaaggca
      781 gtaagtactc gtttaacttc ccgcaacttg aagttaagga agcaaatcac cc
//
LOCUS       NODE_32_length_701_cov_254.916376701 bp   DNA linear
17-DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species



            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..701
                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
     gene            complement(79..609)
                     /locus_tag="DSM_03729"
     CDS             complement(79..609)
                     /locus_tag="DSM_03729"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MRTICQHWKCIVCKRPGTVTIVHCRIIHAIHSHYNCRSRIINRT
                     
GQCRSCIVSRYIRESYYRCYKVNDKAVCTVKYIACTKVTCNICVAAISHGNAWCCACT
                     
IRCEHCCPGDVVRCSQASQCTAYNRDVTYIKACNCLTEREGNVGIFTCRKCKVICRDR
                     KCWCCRINSHCTCYRS"
ORIGIN      
        1 gcagacaata cacttccagt gttggcagat ggtccgcata cggtaagtgt 
gactgcaaca
       61 gatgtggcag gtaacgtttc aactccggta acaggtacag tgactgttga 
tgcgacagca
      121 ccaacacttg cgatcacgac agatgacctt gcacttgcgg caggtgaaga 
tgccaacatt
      181 accttcacgt tcagtgaggc agttgcaggc tttgatgtaa gtgacatcac 
ggttgtaggc
      241 ggtacattga ctggcctgac tacaacggac aacatcacct ggacagcagt 
gttcacaccg
      301 gatggtacag gcacagcacc aagcattgcc gtggctgatg gcagctacac 
agatgttgca
      361 ggtaaccttg gtacaggcga tgtacttgac ggtacagacg gctttatcgt 
tgaccttgta
      421 gcaccggtag taactttcgc ggatgtatcg actaacgata caactcctgc 
attgaccggt
      481 acgattgatg atcctactgc gacagttgta gtgactgtgg atggcgtgga 
ttatccggca
      541 gtgaacaatg gtgacggtac ctggacgctt gcagacaata cacttccagt 
gttggcagat
      601 ggtccgcata cggtaagtgt gactgcaaca gatgtggcag gtaacgtttc 
aactccggta
      661 acaggtacag tgactgttga tgcgacagca ccaacacttg c
//
LOCUS       NODE_39_length_513_cov_0.837209513 bp   DNA linear      17-
DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species



  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..513
                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
     gene            73..495
                     /locus_tag="DSM_03730"
     CDS             73..495
                     /locus_tag="DSM_03730"
                     /inference="ab initio prediction:Prodigal:2.6"
                     /codon_start=1
                     /transl_table=11
                     /product="hypothetical protein"
                     
/translation="MGEGGGGKERKGEGSGREAGGSGERDGERGGGGGGGGGGGGGGG
                     
GGGWGGGGGGGGGGWGGGGGGGGGGVGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGG
                     GGGGGGGGGGGGGGGGGGGGGGGGGVGIARVRLSFGVT"
ORIGIN      
        1 gggggaggga agtggtcgct agtgtaggat agagatcaga atgaaggggg 
gtggggaggg
       61 aggggtgggg cgatggggga aggaggtggg gggaaggagc gtaaagggga 
agggagtggc
      121 cgggaggcgg gcggaagtgg ggagcgtgat ggagagaggg gggggggggg 
gggggggggg
      181 gggggggggg gggggggggg gggggggggg ggttgggggg gggggggggg 
gggggggggg
      241 ggggggtggg gggggggggg gggggggggg gggggggggg tggggggggg 
gggggggggg
      301 gggggggggg gggggggggg gggggggggg gggggggggg gggggggggg 
gggggggggg
      361 gggggggggg gggggggggg gggggggggg gggggggggg gggggggggg 
gggggggggg
      421 gggggggggg gggggggggg gggggggggg ggggtgggga tagcgcgtgt 
taggttgtct
      481 tttggcgtca cataatggct tttcgggtaa atc
//
LOCUS       NODE_56_length_417_cov_93.127586417 bp   DNA linear     17-
DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..417
                     /organism="Acinetobacter_baumannii species"



                     /mol_type="genomic DNA"
                     /strain="strain"
ORIGIN      
        1 acaatggtga cggcacctgg acgcttgcag acaatacact tccaacactc 
gcagacggtc
       61 cacacaccat taccgtgact gcaacagatg cagcaggtaa tgtaggtaac 
gatactgcag
      121 tggtgactat tgatactagt ttgccagttg tatctttaga tgatttaact 
actaatgaca
      181 cgactcctgc tttaacagga gctattgatg atccaacagc aaccgttgtt 
gtaaatgttg
      241 atggtatcga ttatccagcg actaacaatg gtgatggtac ctggacgctc 
gcagacaata
      301 cacttccagt gttggcagat ggtccgcata cggtaagtgt gactgcaaca 
gatgtggcag
      361 gtaacgtttc aactccggta acaggtacag tgactgttga tgcgacagca ccaacac
//
LOCUS       NODE_58_length_255_cov_96.773438255 bp   DNA linear     17-
DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..255
                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
ORIGIN      
        1 aacttatctc aggcagttgc tgcagccatg aatggcgtgg aaccgccaga 
aatctcagaa
       61 acagacgaaa cactttaata acccgcttaa acagcgggtt ttttattgcc 
taaattttgg
      121 agaaccataa atgagttcag gcgcaaaaat tcgattatat gcttgtgagg 
aagcagtttt
      181 aggaacaact cctgcaaatc cagtctggta caccgttcgc cgtgttactg 
atagtttgac
      241 tgaaaatgtt actac
//
LOCUS       NODE_59_length_255_cov_90.015625255 bp   DNA linear     17-
DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.



FEATURES             Location/Qualifiers
     source          1..255
                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
ORIGIN      
        1 aacttatctc aggcagttgc tgcagccatg aatggcgtgg aaccgccaga 
aatctcagaa
       61 acagacgaaa cactttaata acccgcttaa acagcgggtt ttttattgcc 
taaattttgg
      121 agaaccacaa atgagttcag gcgcaaaaat tcgattatat gcttgtgagg 
aagcagtttt
      181 aggaacaact cctgcaaatc cagtctggta caccgttcgc cgtgttactg 
atagtttgac
      241 tgaaaatgtt actac
//
LOCUS       NODE_60_length_255_cov_61.898438255 bp   DNA linear     17-
DEC-2018
DEFINITION  Acinetobacter_baumannii species strain strain.
ACCESSION   
VERSION
KEYWORDS    .
SOURCE      Acinetobacter_baumannii species
  ORGANISM  Acinetobacter_baumannii species
            Unclassified.
COMMENT     Annotated using prokka 1.13 from
            https://github.com/tseemann/prokka.
FEATURES             Location/Qualifiers
     source          1..255
                     /organism="Acinetobacter_baumannii species"
                     /mol_type="genomic DNA"
                     /strain="strain"
ORIGIN      
        1 caggcaacac ttcattgcca ggtacaggca cagtttcagc agacatcaca 
gcacctgtgg
       61 ttgcgctgga tgacgtgttg acgaatgaca gcacaccagc acttactggt 
acagtgaacg
      121 acccgacagc cactgtagtt gtcaatgtgg atggcgttga ctatccggca 
gtgaacaatg
      181 gtgacggcac ctggacgctt gcagacaata cacttccaac actcgcagac 
ggtccacaca
      241 ccattaccgt gactg
//


